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Similarity Assessment of 2mEPSPS Protein to Known Allergens by Bioinformatics Analysis 
(Update, March, 2011) 

 

SUMMARY 

The 2mEPSPS is double mutated 5-enolpyruvylshikimate-3-phosphate synthase gene originally 

derived from maize (Zea mays L.). The EPSPS encoded by 2mEPSPS gene provides tolerance to 

glyphosate-based herbicides.  The potential allergenicity of the 2mEPSPS protein was evaluated 

using an updated allergen database (Food Allergy Research and Resource Program (FARRP) 

(http://www.allergenonline.org), Allergen Database Version 11, Released in January 2011) and 

bioinformatics tools. The 2mEPSPS protein sequence was used to query this database to detect 

identities of >35% over 80 amino acids or matches of 8 contiguous amino acids with known 

allergens. The results indicate that the 2mEPSPS protein does not share this level of similarity 

with any known allergens, and therefore, has no significant amino acid sequence similarity with 

any known allergens. 
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Similarity Assessment of 2mEPSPS Protein to Known Allergens by Bioinformatics Analysis 

(Update, March, 2011) 

 

ABSTRACT 

The 2mEPSPS is double mutated 5-enolpyruvylshikimate-3-phosphate synthase gene originally 

derived from maize (Zea mays L.). The EPSPS encoded by 2mEPSPS gene provides tolerance to 

glyphosate-based herbicides.  The potential allergenicity of the 2mEPSPS protein was evaluated 

using an updated allergen database (Food Allergy Research and Resource Program (FARRP) 

(http://farrp.unl.edu), Allergen Database Version 11, Released in January 2011) and 

bioinformatics tools. The 2mEPSPS protein sequence was used to query this database to detect 

identities of >35% over 80 amino acids or matches of 8 contiguous amino acids with known 

allergens. The results indicate that the 2mEPSPS protein does not share this level of similarity 

with any known allergens, and therefore, has no significant amino acid sequence similarity with 

any known allergens. 
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INTRODUCTION 

The 2mEPSPS is double mutated 5-enolpyruvylshikimate-3-phosphate synthase gene originally 

derived from maize (Zea mays L.). The EPSPS encoded by 2mEPSPS gene provides tolerance to 

glyphosate-based herbicides.  The potential allergenicity of 2mEPSPS protein was evaluated using 

an updated allergen database (Food Allergy Research and Resource Program (FARRP) 

(http://farrp.unl.edu), Allergen Database Version 11, Released in January 2011) and 

bioinformatics tools. The 2mEPSPS protein sequence was used to query this database to detect 

identities of >35% over 80 amino acids or matches of 8 contiguous amino acids with known 

allergens. 

In the safety assessment of transgenic crops, one of the concerns is that the introduced protein 

expressed in food crops might have a potential to elicit allergic reactions in human.  Thus far, no 

single property of a protein is known to predict allergenic potential.  For this reason, a weight-of-

evidence approach to predicting allergenic risk has been adopted which considers multiple 

factors.  To assess potential allergenicity of a protein, two criteria for evaluating structural 

similarities between query proteins and known allergens are currently used based on amino acid 

sequence alignments (Codex Alimentarius, 2003; Ladics, 2008).  The first criterion is a search 

over 80-amino-acid stretches (sliding window search) to detect >35% identity between a query 

protein and known allergens.  The window size of 80 amino acids was selected to correspond 

with a typical domain size in a protein, and recognizes that single protein domains may contain 

epitopes that mediate antibody binding.  The second criterion involves evaluating short amino-

acid stretches for identity between the query protein and known allergens.  As stated in the report 

of Codex Ad Hoc Working Group on Allergenicity (Codex Alimentarius, 2003), "the size of the 

contiguous amino acid search should be based on a scientifically justified rationale in order to 

minimize the potential for false negative or false positive results".  Window sizes of 6 to 8 amino 

acids have been suggested based on hypothetical epitope sizes, however, use of window sizes of 

less than 8 amino acids have been largely abandoned based on the high probability of random 

alignments that are of no predictive value (Silvanovich et al., 2006; Stadler and Stadler, 2003).  

The use of any short-alignment criteria for predicting the allergenic potential of proteins has also 
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been recently criticized (Goodman et al., 2008; Cressman and Ladics, 2009; Herman et al., 

2009). 

The purpose of this study was to evaluate the potential allergenicity of the 2mEPSPS protein 

expressed in Soybean event DAS-44406-6 using bioinformatics tools and an updated allergen 

database. 

METHODS 

Query Sequence Preparation 

 

The 2mEPSPS protein sequence was prepared in FASTA format accepted by FASTA and 

Fuzzpro search programs (appendix 1). 

 

Allergenicity Assessment 

 

For the allergenicity assessment, the amino acid sequence of the 2mEPSPS was compared with a 

peer-reviewed database containing 1491 known and putative allergens as well as celiac-induction 

proteins residing in the FARRP dataset (Version 11, Released in February 2011, University of 

Nebraska, (http://www.allergenonline.org).  Potential identities between the 2mEPSPS and 

proteins in the allergen database were evaluated with the FASTA program (v35) using the 

default algorithm parameters (Matrix = BLOSUM50; Gap Penalties = -12/-2; ktup = 2) except 

for Expectation = 100.  The FASTA search was run by an in-house Perl script in an internal 

UNIX computer with the Linux operating system.  If a query sequence is longer than 80 amino 

acids, the script parses the query sequence into a complete (overlapping) set of 80 amino acid 

long fragments and each fragment is subjected to a FASTA search.  A greater than 35% identity 



Dow AgroSciences LLC 
Study ID:  110328 

Page 10 
 
 

 

threshold over any 80 or more amino acid sequences between a query sequence and an allergen 

was used to indicate the potential for cross-reactivity.  To ensure that high identity over a short 

stretch (for example, 80% over 60 amino acids) will not be overlooked, a calculation, (Identity% 

 × number of overlapped amino acids)/80, was implemented as a conversion to check the 

criteria of >35% over 80 amino acids when the FASTA alignment (overlapped amino acids) is 

less that 80 amino acids. The 2mEPSPS protein sequence was also screened for any matches of 8 

contiguous amino acids to the allergens contained in the database noted above.  This was done 

using an in-house Perl script that generates all sequentially possible (overlapping) 8-residue 

peptides from a query protein, followed by Fuzzpro program (Emboss Package v2.10.0) search 

that compares each query "word" with all allergen sequences in the database for perfect matches. 

 

RESULTS AND CONCLUSIONS 

When the amino acid sequence of the 2mEPSPS protein was compared with the FARRP allergen 

dataset (Version 11), no over threshold identities (greater than 35% identity over 80 or longer 

amino acid residues) were detected in the FASTA search outputs (appendix 2).  No matches of 

eight or greater contiguous identical amino acids with known allergens in the database were 

observed in the entire 2mEPSPS sequence. 

In conclusion, the results of this updated study show that 2mEPSPS does not share any 

significant amino acid sequence similarity with known protein allergens. 
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APPENDIX 

1. Amino Acid Sequence of 2mEPSPS 

    1 MAGAEEIVLQ PIKEISGTVK LPGSKSLSNR ILLLAALSEG TTVVDNLLNS 
 
   51 EDVHYMLGAL RTLGLSVEAD KAAKRAVVVG CGGKFPVEDA KEEVQLFLGN 
 
  101 AGIAMRSLTA AVTAAGGNAT YVLDGVPRMR ERPIGDLVVG LKQLGADVDC 
 
  151 FLGTDCPPVR VNGIGGLPGG KVKLSGSISS QYLSALLMAA PLALGDVEIE 
 
  201 IIDKLISIPY VEMTLRLMER FGVKAEHSDS WDRFYIKGGQ KYKSPKNAYV 
 
  251 EGDASSASYF LAGAAITGGT VTVEGCGTTS LQGDVKFAEV LEMMGAKVTW 
 
  301 TETSVTVTGP PREPFGRKHL KAIDVNMNKM PDVAMTLAVV ALFADGPTAI 
 
  351 RDVASWRVKE TERMVAIRTE LTKLGASVEE GPDYCIITPP EKLNVTAIDT 
 
  401 YDDHRMAMAF SLAACAEVPV TIRDPGCTRK TFPDYFDVLS TFVKN* 
 
 
 

2. Archive of FASTA Search Output of 2mEPSPS against Allergen Database V11 

 
The 2mEPSPS protein was parsed into 366 fragments of 80-amino-acid long.  Each of these 
fragments was queried against the allergen database using FASTA program.  As such, 
output files with a combined size of more than thousands of pages were generated.  These 
files are electronically stored in a secured computer in Dow AgroSciences and are available 
for view in PDF format. 
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FASTA Search Output of 2mEPSPS 

 
 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 1  - 80 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     1     2:* 
  32     6     8:==* 
  34    15    22:=====  * 
  36    21    44:=======       * 
  38    57    73:===================     * 
  40    75   102:=========================        * 
  42   105   125:===================================      * 
  44   145   138:=============================================*=== 
  46   126   140:==========================================    * 
  48   150   134:============================================*===== 
  50   159   122:========================================*============ 
  52   112   108:===================================*== 
  54   111    92:==============================*====== 
  56    72    77:======================== * 
  58    66    63:====================*= 
  60    54    51:================*= 
  62    43    41:=============*= 
  64    18    33:======    * 
  66    30    26:========*= 
  68    22    20:======*= 
  70    21    16:=====*= 
  72    15    12:===*= 
  74     9    10:===* 
  76    10     8:==*= 
  78     7     6:=*= 
  80    16     5:=*==== 
  82     5     3:*= 
  84     1     3:* 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     4     0:==        *==== 
 104     1     0:=         *= 
 106     1     0:=         *= 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
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>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.15980.00315; mu= 2.6046 0.161 
 mean_var=33.9237 9.003, 0's: 2 Z-trim: 4  B-trim: 58 in 1/43 
 Lambda= 0.220203 
 Kolmogorov-Smirnov  statistic: 0.0688 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 26.2    0.51 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 26.2    0.51 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   63 25.2    0.87 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 24.7    0.91 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   62 24.9     1.1 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   62 24.9     1.1 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   62 24.9     1.1 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   62 24.9     1.1 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   58 23.6     2.8 
gi|29539111|emb|CAD87731.1| allergen Len c 1.0102  ( 415)   59 23.9     3.2 
gi|29539109|emb|CAD87730.1| allergen Len c 1.0101  ( 418)   59 23.9     3.2 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   56 23.0     3.7 
gi|42414627|emb|CAF25232.1| Vicilin [Pisum sativum ( 415)   57 23.3       5 
gi|42414629|emb|CAF25233.1| Vicilin [Pisum sativum ( 415)   57 23.3       5 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   55 22.7     5.7 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   41 18.7     6.6 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 22.6     7.3 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 21.2      11 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 18.0      13 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   52 21.7      14 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   52 21.7      15 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   53 21.9      15 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   53 21.9      15 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   53 21.9      15 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   53 21.9      15 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   53 21.9      15 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   53 21.9      15 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   53 21.9      15 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   53 21.9      15 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.9      15 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   53 21.9      15 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   53 21.9      15 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   53 21.9      15 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   53 21.9      15 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   53 21.9      15 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.7      16 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.7      16 
gi|169927|gb|AAA33947.1| beta-conglycinin-alpha su ( 218)   48 20.5      17 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 21.4      17 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   52 21.6      19 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   47 20.2      20 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 20.2      20 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.8      21 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 20.5      23 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 20.2      23 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   48 20.5      24 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 21.0      24 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 21.0      24 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 21.0      25 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 21.0      25 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.9      26 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   49 20.7      27 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.9      27 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.9      27 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.7      30 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 19.0      32 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 19.0      32 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   46 19.9      32 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 20.7      35 
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gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea  ( 411)   48 20.4      35 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   49 20.7      37 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   49 20.7      37 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.7      38 
gi|46560474|gb|AAT00595.1| conarachin [Arachis hyp ( 299)   46 19.8      38 
gi|46560472|gb|AAT00594.1| conarachin [Arachis hyp ( 303)   46 19.8      39 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   48 20.4      43 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 19.5      45 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   45 19.5      45 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   40 18.1      46 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 18.1      46 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   48 20.3      46 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 20.1      47 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 20.1      47 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 20.3      48 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 18.1      48 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 15.3      49 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   41 18.4      50 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.8      51 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.8      51 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.8      51 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   48 20.3      52 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   46 19.8      53 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   41 18.4      53 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   44 19.2      54 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   47 20.0      54 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.9      54 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.9      54 
gi|18536|emb|CAA35691.1| unnamed protein product [ ( 605)   48 20.3      54 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   48 20.3      55 
gi|46560476|gb|AAT00596.1| conarachin [Arachis hyp ( 428)   46 19.8      57 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 19.5      58 
gi|417370|sp|P24296.2|NLTP1_WHEAT RecName: Full=No ( 113)   39 17.8      58 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.7      59 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   41 18.3      59 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 19.5      61 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   45 19.5      63 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   40 18.1      63 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.9      66 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   36 16.9      66 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   46 19.7      67 
gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.6      67 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   47 20.0      68 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   36 16.9      69 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.4      72 
gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Ph ( 167)   40 18.0      73 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   36 16.9      74 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   42 18.6      74 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   43 18.9      74 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.4      76 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   36 16.9      78 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   45 19.4      79 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   44 19.1      81 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   39 17.7      81 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   45 19.4      83 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   45 19.4      83 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   45 19.4      83 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   45 19.4      84 
gi|1168390|sp|P43237.1|ALL11_ARAHY RecName: Full=A ( 614)   46 19.7      85 
gi|14423856|sp|Q9LEI8.1|PROF6_HEVBR RecName: Full= ( 131)   38 17.4      85 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   38 17.4      85 
gi|11513601|pdb|1G5U|A Chain A, Latex Profilin Hev ( 131)   38 17.4      85 
gi|14423858|sp|Q9M7M8.1|PROF5_HEVBR RecName: Full= ( 131)   38 17.4      85 
gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=A ( 626)   46 19.7      87 
gi|3581965|emb|CAA75506.1| profilin [Helianthus an ( 133)   38 17.4      87 
gi|34851182|gb|AAP15203.1| profilin-like protein [ ( 133)   38 17.4      87 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   41 18.3      89 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   40 18.0      90 
gi|47605504|sp|Q8LGR0.1|CHE1_CHEAL RecName: Full=P ( 168)   39 17.7      91 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   39 17.7      91 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   39 17.7      91 
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gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=C ( 205)   40 18.0      91 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   42 18.5      92 
gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen  ( 373)   43 18.8      93 
gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen  ( 373)   43 18.8      93 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   42 18.5      94 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   38 17.4      94 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   43 18.8      96 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   38 17.4      98 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   43 18.8      99 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 107.7  bits: 26.2 E(): 0.51 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (27-69:3-45) 
 
               10        20        30        40        50           
2MEPSP MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGA 
                                 :.: .:::.::. :..:.  : . :  : .  :  
gi|668                         MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGE 
                                       10        20         30      
 
      60        70        80                                        
2MEPSP LRTLGLSVEADKAAKRAVVVG                                        
        : .: .: :                                                   
gi|668 KREVGDTVYATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHS 
          40        50        60        70        80        90      
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 107.7  bits: 26.2 E(): 0.51 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (27-69:3-45) 
 
               10        20        30        40        50           
2MEPSP MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGA 
                                 :.: .:::.::. :..:.  : . :  : .  :  
gi|833                         MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGE 
                                       10        20         30      
 
      60        70        80                                        
2MEPSP LRTLGLSVEADKAAKRAVVVG                                        
        : .: .: :                                                   
gi|833 KREVGDTVYATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHS 
          40        50        60        70        80        90      
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  43 init1:  43 opt:  63  Z-score: 103.6  bits: 25.2 E(): 0.87 
Smith-Waterman score: 63; 27.3% identity (69.1% similar) in 55 aa overlap (1-50:135-189) 
 
                                              10        20          
2MEPSP                               MAGAEEI-VLQPIKEISGTVKLP-GSKSLS 
                                     .::: :. ...:. :  : .:.: :  ..  
gi|330 YSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQII 
          110       120       130       140       150       160     
 
       30           40        50        60        70        80      
2MEPSP NRI---LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG      
       ..:   . .:: . .:. .:.....                                    
gi|330 DKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATV 
          170       180       190       200       210       220     
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 103.2  bits: 24.7 E(): 0.91 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (45-74:33-62) 
 
           20        30        40        50        60        70     
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
           80                                                       
2MEPSP RAVVVG                                                       
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gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  43 init1:  43 opt:  62  Z-score: 102.1  bits: 24.9 E():  1.1 
Smith-Waterman score: 62; 29.4% identity (66.7% similar) in 51 aa overlap (1-46:125-175) 
 
                                              10        20          
2MEPSP                               MAGAEEI-VLQPIKEISGTVKLP-GSKSLS 
                                     .::: :. ...:. :  : .:.: :  ..  
gi|481 YSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQII 
          100       110       120       130       140       150     
 
       30           40        50        60        70        80      
2MEPSP NRI---LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG      
       ..:   . .:: . .:. .:.                                        
gi|481 DKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYA 
          160       170       180       190       200       210     
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  43 init1:  43 opt:  62  Z-score: 102.0  bits: 24.9 E():  1.1 
Smith-Waterman score: 62; 29.4% identity (66.7% similar) in 51 aa overlap (1-46:126-176) 
 
                                              10        20          
2MEPSP                               MAGAEEI-VLQPIKEISGTVKLP-GSKSLS 
                                     .::: :. ...:. :  : .:.: :  ..  
gi|168 YSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQII 
         100       110       120       130       140       150      
 
       30           40        50        60        70        80      
2MEPSP NRI---LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG      
       ..:   . .:: . .:. .:.                                        
gi|168 DKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYA 
         160       170       180       190       200       210      
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  43 init1:  43 opt:  62  Z-score: 101.9  bits: 24.9 E():  1.1 
Smith-Waterman score: 62; 29.4% identity (66.7% similar) in 51 aa overlap (1-46:129-179) 
 
                                              10        20          
2MEPSP                               MAGAEEI-VLQPIKEISGTVKLP-GSKSLS 
                                     .::: :. ...:. :  : .:.: :  ..  
gi|285 YSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQII 
      100       110       120       130       140       150         
 
       30           40        50        60        70        80      
2MEPSP NRI---LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG      
       ..:   . .:: . .:. .:.                                        
gi|285 DKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYA 
      160       170       180       190       200       210         
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  43 init1:  43 opt:  62  Z-score: 101.6  bits: 24.9 E():  1.1 
Smith-Waterman score: 62; 29.4% identity (66.7% similar) in 51 aa overlap (1-46:140-190) 
 
                                              10        20          
2MEPSP                               MAGAEEI-VLQPIKEISGTVKLP-GSKSLS 
                                     .::: :. ...:. :  : .:.: :  ..  
gi|330 YSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQII 
     110       120       130       140       150       160          
 
       30           40        50        60        70        80      
2MEPSP NRI---LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG      
       ..:   . .:: . .:. .:.                                        
gi|330 DKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYA 
     170       180       190       200       210       220          
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  48 init1:  48 opt:  58  Z-score: 94.5  bits: 23.6 E():  2.8 
Smith-Waterman score: 58; 30.3% identity (78.8% similar) in 33 aa overlap (1-31:141-173) 
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                                              10        20          
2MEPSP                               MAGAEEI-VLQPIKEISGTVKLP-GSKSLS 
                                     .::. .. ...:: : .:..:.: : ...  
gi|119 SDATYKAAVGATPEAKFDSFVAAFTEALRIIAGVLKVHAVKPITEETGAAKIPAGEQQII 
              120       130       140       150       160       170 
 
       30        40        50        60        70        80         
2MEPSP NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG         
       ..:                                                          
gi|119 DKIDAAFKVAATAANAAPANDKFTVFEAAFNNAIKESTGGAYDTYKSIPSLEAAVKQAYA 
              180       190       200       210       220       230 
 
>>gi|29539111|emb|CAD87731.1| allergen Len c 1.0102 [Len  (415 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 93.4  bits: 23.9 E():  3.2 
Smith-Waterman score: 59; 31.2% identity (65.6% similar) in 32 aa overlap (1-32:367-398) 
 
                                             10        20        30 
2MEPSP                               MAGAEEIVLQPIKEISGTVKLPGSKSLSNR 
                                     .:: :. :.. :..    . .:::.   .: 
gi|295 PAGHPVAINASSDLNLIGFGINAKNNQRNFLAGEEDNVISQIQRPVKELAFPGSSREVDR 
        340       350       360       370       380       390       
 
               40        50        60        70        80 
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
       .:                                                 
gi|295 LLTNQKQSHFANAQPLQIE                                
        400       410                                     
 
>>gi|29539109|emb|CAD87730.1| allergen Len c 1.0101 [Len  (418 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 93.4  bits: 23.9 E():  3.2 
Smith-Waterman score: 59; 31.2% identity (65.6% similar) in 32 aa overlap (1-32:370-401) 
 
                                             10        20        30 
2MEPSP                               MAGAEEIVLQPIKEISGTVKLPGSKSLSNR 
                                     .:: :. :.. :..    . .:::.   .: 
gi|295 PAGHPVAINASSDLNLIGFGINAKNNQRNFLAGEEDNVISQIQRPVKELAFPGSSREVDR 
     340       350       360       370       380       390          
 
               40        50        60        70        80 
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
       .:                                                 
gi|295 LLTNQKQSHFANAQPLQIE                                
     400       410                                        
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 92.3  bits: 23.0 E():  3.7 
Smith-Waterman score: 56; 23.7% identity (60.5% similar) in 76 aa overlap (1-71:113-188) 
 
                                              10        20          
2MEPSP                               MAGAEEI-VLQPIKEISGTVKLP-GSKSLS 
                                     .::: :. ...:  :  :..:.: :  ..  
gi|226 TNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIV 
             90       100       110       120       130       140   
 
       30           40        50        60        70        80      
2MEPSP NRI---LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG      
       ..:   . .:: . ... :.. ..  .  .  .  .. : . :: :               
gi|226 DKIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYA 
            150       160       170       180       190       200   
 
gi|226 ATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAAATGAATAAAGVAAGAATAAAGGY 
            210       220       230       240       250       260   
 
>>gi|42414627|emb|CAF25232.1| Vicilin [Pisum sativum]     (415 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.0  bits: 23.3 E():    5 
Smith-Waterman score: 57; 28.1% identity (65.6% similar) in 32 aa overlap (1-32:367-398) 
 
                                             10        20        30 
2MEPSP                               MAGAEEIVLQPIKEISGTVKLPGSKSLSNR 
                                     .:: :. :.. ...    . .:::.   .: 
gi|424 PAGHPVAINASSDLNLIGFGINAENNERNFLAGEEDNVISQVERPVKELAFPGSSHEVDR 
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        340       350       360       370       380       390       
 
               40        50        60        70        80 
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
       .:                                                 
gi|424 LLKNQKQSYFANAQPLQRE                                
        400       410                                     
 
>>gi|42414629|emb|CAF25233.1| Vicilin [Pisum sativum]     (415 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.0  bits: 23.3 E():    5 
Smith-Waterman score: 57; 28.1% identity (65.6% similar) in 32 aa overlap (1-32:367-398) 
 
                                             10        20        30 
2MEPSP                               MAGAEEIVLQPIKEISGTVKLPGSKSLSNR 
                                     .:: :. :.. ...    . .:::.   .: 
gi|424 PAGHPVAINASSDLNLIGFGINAENNERNFLAGEEDNVISQVERPVKELAFPGSSHEVDR 
        340       350       360       370       380       390       
 
               40        50        60        70        80 
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
       .:                                                 
gi|424 LLKNQKQSYFANAQPLQRE                                
        400       410                                     
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 88.9  bits: 22.7 E():  5.7 
Smith-Waterman score: 55; 22.2% identity (55.6% similar) in 72 aa overlap (5-76:148-219) 
 
                                         10        20        30     
2MEPSP                           MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLL 
                                     ::.: .:. :.. . :. .. ...       
gi|249 AKYDAFIAALTEALRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANS 
       120       130       140       150       160       170        
 
           40        50        60        70        80               
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG               
       :  ..  :: .. .:.   .   :: .:  .    . :.:.:                   
gi|249 APANDKFTVFEGAFNKAIKESTAGAYETYKFIPSLEAAVKQAYGATVARAPEVKYAVFEA 
       180       190       200       210       220       230        
 
gi|249 GLTKAITAMSEAQKVAKPPLSPQPPQVLPLAAGGAATVAAASDVRVCRSHGTLQDACLLR 
       240       250       260       270       280       290        
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 87.8  bits: 18.7 E():  6.6 
Smith-Waterman score: 41; 31.2% identity (68.8% similar) in 16 aa overlap (7-22:9-24) 
 
                 10        20        30        40        50         
2MEPSP   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG 
               :.. :.: ..:  . :                                     
gi|183 GPXGKVVHIIMPPLKFVKGEESEP                                     
               10        20                                         
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 86.9  bits: 22.6 E():  7.3 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (47-75:246-275) 
 
         20        30        40        50         60        70      
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
          80                                                        
2MEPSP AVVVG                                                        
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 83.8  bits: 21.2 E():   11 
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Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (11-45:58-94) 
 
                                   10        20        30           
2MEPSP                     MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILL-LAALSE 
                                     :: .  : ... :: ...: ..  :. .:. 
gi|144 NMANQMVDQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISR 
        30        40        50        60        70        80        
 
       40        50        60        70        80                   
2MEPSP -GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG                   
        : . .:                                                      
gi|144 RGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDIDMKLKLKLD 
        90       100       110       120       130       140        
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 82.4  bits: 18.0 E():   13 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (66-78:5-17) 
 
          40        50        60        70        80            
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG            
                                     .: :: .:: :::              
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI 
                                         10        20        30 
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.0  bits: 21.7 E():   14 
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (20-42:241-263) 
 
                          10        20        30        40          
2MEPSP            MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :. . :::. . .:: .:. :::        
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY 
              220       230       240       250       260       270 
 
      50        60        70        80                              
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVG                              
                                                                    
gi|215 TAEETAKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE 
              280       290       300       310       320       330 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 81.3  bits: 21.7 E():   15 
Smith-Waterman score: 52; 28.9% identity (71.1% similar) in 38 aa overlap (38-71:161-198) 
 
        10        20        30        40         50           60    
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
            70        80                                            
2MEPSP GLSVEADKAAKRAVVVG                                            
       ::...: .                                                     
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228) 
 
         20        30        40        50           60        70    
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            80                                                      
2MEPSP KRAVVVG                                                      
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
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>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228) 
 
         20        30        40        50           60        70    
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            80                                                      
2MEPSP KRAVVVG                                                      
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228) 
 
         20        30        40        50           60        70    
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            80                                                      
2MEPSP KRAVVVG                                                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228) 
 
         20        30        40        50           60        70    
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            80                                                      
2MEPSP KRAVVVG                                                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228) 
 
         20        30        40        50           60        70    
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            80                                                      
2MEPSP KRAVVVG                                                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228) 
 
         20        30        40        50           60        70    
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
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                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            80                                                      
2MEPSP KRAVVVG                                                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228) 
 
         20        30        40        50           60        70    
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            80                                                      
2MEPSP KRAVVVG                                                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228) 
 
         20        30        40        50           60        70    
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            80                                                      
2MEPSP KRAVVVG                                                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228) 
 
         20        30        40        50           60        70    
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            80                                                      
2MEPSP KRAVVVG                                                      
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228) 
 
         20        30        40        50           60        70    
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            80                                                      
2MEPSP KRAVVVG                                                      
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gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228) 
 
         20        30        40        50           60        70    
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            80                                                      
2MEPSP KRAVVVG                                                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228) 
 
         20        30        40        50           60        70    
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            80                                                      
2MEPSP KRAVVVG                                                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228) 
 
         20        30        40        50           60        70    
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            80                                                      
2MEPSP KRAVVVG                                                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228) 
 
         20        30        40        50           60        70    
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            80                                                      
2MEPSP KRAVVVG                                                      
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 80.9  bits: 21.7 E():   16 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (42-73:88-122) 
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              20        30        40        50           60         
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
       70        80                                                 
2MEPSP ADKAAKRAVVVG                                                 
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 80.9  bits: 21.7 E():   16 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (42-73:88-122) 
 
              20        30        40        50           60         
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
       70        80                                                 
2MEPSP ADKAAKRAVVVG                                                 
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|169927|gb|AAA33947.1| beta-conglycinin-alpha subuni  (218 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.2  bits: 20.5 E():   17 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 32 aa overlap (1-32:152-183) 
 
                                             10        20        30 
2MEPSP                               MAGAEEIVLQPIKEISGTVKLPGSKSLSNR 
                                     .::... :.. :      . .::: .  .. 
gi|169 PAGYPVVVNATSNLNFFAIGINAENNQRNFLAGSQDNVISQIPSQVQELAFPGSAQAVEK 
             130       140       150       160       170       180  
 
               40        50        60        70        80 
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
       .:                                                 
gi|169 LLKNQRESYFVDAQPNEKEEGNKGRKGPLSSILRAFY              
             190       200       210                      
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.2  bits: 21.4 E():   17 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (38-64:72-98) 
 
        10        20        30        40        50        60        
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
        70        80                                                
2MEPSP EADKAAKRAVVVG                                                
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 52; 28.9% identity (71.1% similar) in 38 aa overlap (38-71:191-228) 
 
        10        20        30        40         50           60    
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
            70        80                                            
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2MEPSP GLSVEADKAAKRAVVVG                                            
       ::...: .                                                     
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 20.2 E():   20 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (37-56:113-132) 
 
         10        20        30        40        50        60       
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     ..::.: .::..:  ..  :           
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
         70        80                                               
2MEPSP VEADKAAKRAVVVG                                               
                                                                    
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 20.2 E():   20 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (45-74:33-62) 
 
           20        30        40        50        60        70     
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
           80                                                       
2MEPSP RAVVVG                                                       
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.6  bits: 16.8 E():   21 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (67-80:3-16) 
 
         40        50        60        70        80      
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG      
                                     :.: .::.  : ::      
gi|463                             DFVDAHNAARAQVGVGPVHWT 
                                           10        20  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 77.9  bits: 20.5 E():   23 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (51-75:195-217) 
 
               30        40        50        60        70        80 
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.9  bits: 20.2 E():   23 
Smith-Waterman score: 47; 28.8% identity (53.8% similar) in 52 aa overlap (11-61:26-74) 
 
                              10        20        30         40     
2MEPSP                MAGAEEIVLQPIKEISGTVKLPGSKSLSNRIL-LLAALSEGTTVV 
                                :.   :. .   .. : .. :  ::   : :.    
gi|136 MNKKLLMNFFIVSPLLLATTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS--- 
               10        20        30        40        50           
 
           50        60        70        80                         
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2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG                         
       :.. ::: .   ::..:                                            
gi|136 DTFTNSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSE 
        60        70        80        90       100       110        
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.5  bits: 20.5 E():   24 
Smith-Waterman score: 48; 30.8% identity (80.8% similar) in 26 aa overlap (1-25:141-166) 
 
                                              10        20          
2MEPSP                               MAGAEEI-VLQPIKEISGTVKLPGSKSLSN 
                                     .::. .. ...:: :  :..:.:...     
gi|119 SDATYKAAVGATPEAKFDSFVAAFTEALRVIAGVLKVHAVKPITEEIGAAKIPAGELQII 
              120       130       140       150       160       170 
 
      30        40        50        60        70        80          
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG          
                                                                    
gi|119 DKIDAAFKVAATAANAAPANDKFTVFEAAFNNAIKESTGGAYDTYKSIPSLEAAVKQAYA 
              180       190       200       210       220       230 
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 77.5  bits: 21.0 E():   24 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (44-73:90-122) 
 
            20        30        40        50           60        70 
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
               80                                                   
2MEPSP KAAKRAVVVG                                                   
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.5  bits: 21.0 E():   24 
Smith-Waterman score: 50; 28.1% identity (65.6% similar) in 32 aa overlap (1-32:373-404) 
 
                                             10        20        30 
2MEPSP                               MAGAEEIVLQPIKEISGTVKLPGSKSLSNR 
                                     .:: .. :.. :..    . .::: .  .: 
gi|256 PAAYPFVVNATSNLNFLAFGINAENNQRNFLAGEKDNVVRQIERQVQELAFPGSAQDVER 
            350       360       370       380       390       400   
 
               40        50        60        70        80 
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
       .:                                                 
gi|256 LLKKQRESYFVDAQPQQKEEGSKGRKGPFPSILGALY              
            410       420       430                       
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 77.5  bits: 21.0 E():   25 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (29-73:70-122) 
 
                 10        20        30        40             50    
2MEPSP   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
               60        70        80                               
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVG                               
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 77.5  bits: 21.0 E():   25 
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Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (29-73:70-122) 
 
                 10        20        30        40             50    
2MEPSP   MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
               60        70        80                               
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVG                               
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.9  bits: 19.9 E():   26 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (63-78:172-187) 
 
             40        50        60        70        80             
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG             
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 49; 29.3% identity (61.0% similar) in 41 aa overlap (9-49:268-308) 
 
                                     10        20        30         
2MEPSP                       MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ::: :. . .:   . :.:.  .. .:... 
gi|148 WIGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVG 
       240       250       260       270       280       290        
 
       40        50        60        70        80                   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG                   
         : : .:  :                                                  
gi|148 ALTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGD 
       300       310       320       330       340       350        
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.8  bits: 19.9 E():   27 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (63-78:173-188) 
 
             40        50        60        70        80             
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG             
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.8  bits: 19.9 E():   27 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (63-78:173-188) 
 
             40        50        60        70        80             
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG             
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 76.0  bits: 22.7 E():   30 
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Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (38-78:452-496) 
 
        10        20        30        40            50        60    
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
            70        80                                            
2MEPSP GLSVEADKAAKRAVVVG                                            
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.4  bits: 19.0 E():   32 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (26-62:3-39) 
 
               10        20        30        40        50        60 
2MEPSP MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 
                                : :: .:::::.  .  ..   ...::    ...: 
gi|195                        MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTL 
                                      10        20        30        
 
               70        80                                         
2MEPSP RTLGLSVEADKAAKRAVVVG                                         
        :                                                           
gi|195 ITPLPSCRDYVEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQS 
        40        50        60        70        80        90        
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.4  bits: 19.0 E():   32 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (26-62:3-39) 
 
               10        20        30        40        50        60 
2MEPSP MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 
                                : :: .:::::.  .  ..   ...::    ...: 
gi|219                        MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTL 
                                      10        20        30        
 
               70        80                                         
2MEPSP RTLGLSVEADKAAKRAVVVG                                         
        :                                                           
gi|219 ITPLPSCRDYVEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQS 
        40        50        60        70        80        90        
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 46; 21.9% identity (50.7% similar) in 73 aa overlap (4-76:122-194) 
 
                                          10        20        30    
2MEPSP                            MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILL 
                                     :::. . :  :..   :. .. ...      
gi|422 EAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAAN 
             100       110       120       130       140       150  
 
            40        50        60        70        80              
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG              
        :  ..  :: .  .:.:      :: ..  .    . :.:.:                  
gi|422 AAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFE 
             160       170       180       190       200       210  
 
gi|422 TALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKV 
             220       230       240       250        
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 74.7  bits: 20.7 E():   35 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (24-73:428-476) 
 
                      10        20        30        40        50    
2MEPSP        MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
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                                     .:.:.. : .  ::. ::. : :  :.    
gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
            60        70        80              
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVG              
       .. .:. .  :.. :  . :                     
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG 
        460       470       480       490       
 
>>gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea mays  (411 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 74.6  bits: 20.4 E():   35 
Smith-Waterman score: 48; 37.0% identity (70.4% similar) in 27 aa overlap (3-27:337-363) 
 
                                           10          20        30 
2MEPSP                             MAGAEEIVLQPI--KEISGTVKLPGSKSLSNR 
                                     :: ..... :  :.:.:: . : . ::    
gi|898 IHYENIKMEDSANPIFIDMKYCPNKLCTANGASKVTVKDITFKNITGTSSTPEAISLLCT 
        310       320       330       340       350       360       
 
               40        50        60        70        80 
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                                          
gi|898 AKVPCTGVTMDDVNVEYSGTNNKTMAICTNAKGSTKGCLKELACF      
        370       380       390       400       410       
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 20.7 E():   37 
Smith-Waterman score: 49; 29.3% identity (61.0% similar) in 41 aa overlap (9-49:398-438) 
 
                                     10        20        30         
2MEPSP                       MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ::: :. . .:   . :.:.  .. .:... 
gi|601 WIGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVG 
       370       380       390       400       410       420        
 
       40        50        60        70        80                   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG                   
         : : .:  :                                                  
gi|601 ALTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGD 
       430       440       450       460       470       480        
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 74.3  bits: 20.7 E():   37 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (11-51:342-382) 
 
                                   10        20         30          
2MEPSP                     MAGAEEIVLQPIKEISGTVKLP-GSKSLSNRILLLAALSE 
                                     :    :...  : :..: :.:   .::::  
gi|572 ASENQQRSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAAIAALS- 
             320       330       340       350       360       370  
 
      40        50        60        70        80                    
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG                    
       :. ....  .::                                                 
gi|572 GVLTAEKKQSSEGGSPVRSNRSSPVRSSRSSPVRSADSGPTENDLSTAEVQDSEKASEPK 
              380       390       400       410       420       430 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 74.1  bits: 20.7 E():   38 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (49-79:378-406) 
 
       20        30        40        50        60        70         
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
       80                                                           
2MEPSP VG                                                           
       :                                                            
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gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|46560474|gb|AAT00595.1| conarachin [Arachis hypogae  (299 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 46; 29.2% identity (70.8% similar) in 24 aa overlap (1-24:223-246) 
 
                                             10        20        30 
2MEPSP                               MAGAEEIVLQPIKEISGTVKLPGSKSLSNR 
                                     .:: .. :.. :.. .  . .:::       
gi|465 PAAHPVAINASSELHLLGFGINAENNHRIFLAGDKDNVIDQIEKQAKDLAFPGSGEQVEK 
            200       210       220       230       240       250   
 
               40        50        60        70        80 
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                                          
gi|465 LIKNQRESHFVSARPQSQSPSSPEKEDQEEENQGGKGPLLSILKAFN    
            260       270       280       290             
 
>>gi|46560472|gb|AAT00594.1| conarachin [Arachis hypogae  (303 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 19.8 E():   39 
Smith-Waterman score: 46; 29.2% identity (70.8% similar) in 24 aa overlap (1-24:227-250) 
 
                                             10        20        30 
2MEPSP                               MAGAEEIVLQPIKEISGTVKLPGSKSLSNR 
                                     .:: .. :.. :.. .  . .:::       
gi|465 PAAHPVAINASSELHLLGFGINAENNHRIFLAGDKDNVIDQIEKQAKDLAFPGSGEQVEK 
        200       210       220       230       240       250       
 
               40        50        60        70        80 
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                                          
gi|465 LIKNQRESHFVSARPQSQSPSSPEKEDQEEENQGGKGPLLSILKAFN    
        260       270       280       290       300       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.0  bits: 20.4 E():   43 
Smith-Waterman score: 48; 41.7% identity (58.3% similar) in 24 aa overlap (3-26:87-109) 
 
                                           10        20        30   
2MEPSP                             MAGAEEIVLQPIKEISGTVKLPGSKSLSNRIL 
                                     : .:: .:  : : : .  :: .:       
gi|186 PNNKPFQCAGVALSRCTLNRNALRRPSYTNGPQEIYIQQGKGIFGMI-YPGCSSTFEEPQ 
         60        70        80        90       100        110      
 
             40        50        60        70        80             
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG             
                                                                    
gi|186 QPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQL 
         120       130       140       150       160       170      
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 45; 21.9% identity (50.7% similar) in 73 aa overlap (4-76:150-222) 
 
                                          10        20        30    
2MEPSP                            MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILL 
                                     :::. . :  :..   :. .. ...      
gi|109 EAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAAN 
     120       130       140       150       160       170          
 
            40        50        60        70        80              
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG              
        :  ..  :: .  .:.:      :: ..  .    . :.:.:                  
gi|109 AAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFE 
     180       190       200       210       220       230          
 
gi|109 TALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKV 
     240       250       260       270       280      
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 45; 21.9% identity (50.7% similar) in 73 aa overlap (4-76:150-222) 
 
                                          10        20        30    
2MEPSP                            MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILL 
                                     :::. . :  :..   :. .. ...      
gi|239 EAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAAN 
     120       130       140       150       160       170          
 
            40        50        60        70        80              
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG              
        :  ..  :: .  .:.:      :: ..  .    . :.:.:                  
gi|239 AAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFE 
     180       190       200       210       220       230          
 
gi|239 TALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     240       250       260       270       280       
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 72.6  bits: 18.1 E():   46 
Smith-Waterman score: 40; 33.3% identity (86.7% similar) in 15 aa overlap (46-60:5-19) 
 
          20        30        40        50        60        70      
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     ..:..::..  .::.                
gi|225                           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMV 
                                         10        20        30     
 
          80                                                        
2MEPSP AVVVG                                                        
                                                                    
gi|225 GLKKKSPEDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDG 
           40        50        60        70        80        90     
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.6  bits: 18.1 E():   46 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (33-49:46-62) 
 
             10        20        30        40        50        60   
2MEPSP GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
             70        80                  
2MEPSP LGLSVEADKAAKRAVVVG                  
                                           
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
          80        90       100       110 
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 48; 25.0% identity (65.6% similar) in 32 aa overlap (1-32:451-482) 
 
                                             10        20        30 
2MEPSP                               MAGAEEIVLQPIKEISGTVKLPGSKSLSNR 
                                     .::.:. :.. . .    . .::: .  .: 
gi|149 PAGYPISVNASSNLRLLGFGINANENQRNFLAGSEDNVISQLDREVKELTFPGSAQDVER 
              430       440       450       460       470       480 
 
               40        50        60        70        80 
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
       ..                                                 
gi|149 LIKNQQQSYFANAQPQQKQQREKEGRRGRRSLISSILSTLY          
              490       500       510       520           
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 72.3  bits: 20.1 E():   47 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (44-72:90-121) 
 
            20        30        40        50           60        70 
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2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
               80                                                   
2MEPSP KAAKRAVVVG                                                   
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 72.3  bits: 20.1 E():   47 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (44-72:90-121) 
 
            20        30        40        50           60        70 
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
               80                                                   
2MEPSP KAAKRAVVVG                                                   
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (46-79:381-414) 
 
          20        30        40        50        60        70      
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
          80                                                        
2MEPSP AVVVG                                                        
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.1  bits: 18.1 E():   48 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (53-62:55-64) 
 
             30        40        50        60        70        80   
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG   
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 71.9  bits: 15.3 E():   49 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (63-70:10-17) 
 
             40        50        60        70        80 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :::: .:.           
gi|856                      ANPTFGFTPLGLSSDAN           
                                    10                  
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (56-80:75-100) 
 
          30        40        50        60         70        80     
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2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVG     
                                     : :.. . ::...  :::.   :  :     
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (25-61:246-282) 
 
                     10        20        30        40         50    
2MEPSP       MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
            60        70        80                                  
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVG                                  
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (25-61:246-282) 
 
                     10        20        30        40         50    
2MEPSP       MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
            60        70        80                                  
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVG                                  
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (25-61:246-282) 
 
                     10        20        30        40         50    
2MEPSP       MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
            60        70        80                                  
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVG                                  
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.5  bits: 20.3 E():   52 
Smith-Waterman score: 48; 30.9% identity (51.5% similar) in 68 aa overlap (8-75:463-526) 
 
                                      10        20        30        
2MEPSP                        MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::.    .:  :    :.:: ::   ...: 
gi|331 KVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGL 
            440       450       460       470       480       490   
 
        40        50        60        70        80                  
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG                  
           : : . .:.:   .  . : ::    ::.: .:.                       
gi|331 EVDETYVPKEFNAETFTFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTV 
            500       510           520       530       540         
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gi|331 MGDFGAFVEKCCAAENKEGCFSEEGPKLVAAAQAALV 
      550       560       570       580      
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 19.8 E():   53 
Smith-Waterman score: 46; 20.6% identity (60.3% similar) in 63 aa overlap (2-64:33-95) 
 
                                            10        20        30  
2MEPSP                              MAGAEEIVLQPIKEISGTVKLPGSKSLSNRI 
                                     ..: . ...:..  :.   : .. . ..:  
gi|188 TTLATDVRLSIAHQTRFALRLASTISSNPKSAASNAAFSPVSLHSALSLLAAGAGSATRD 
             10        20        30        40        50        60   
 
              40        50        60        70        80            
2MEPSP LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG            
        :.:.:. : .   . :  . :...:.   . :                            
gi|188 QLVATLGTGEVEGGHALAEQVVQFVLADASSAGGPRVAFANGVFVDASLLLKPSFQELAV 
             70        80        90       100       110       120   
 
gi|188 CKYKAETQSVDFQTKAAEVTTQVNSWVEKVTSGRIKNILPSGSVDNTTKLVLANALYFKG 
            130       140       150       160       170       180   
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 41; 26.7% identity (63.3% similar) in 30 aa overlap (35-64:108-137) 
 
           10        20        30        40        50        60     
2MEPSP EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 
                                     .:: :   ..:. :. ...  :.. . : : 
gi|219 LVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELDEMIAEIDTDG 
        80        90       100       110       120       130        
 
           70        80 
2MEPSP LSVEADKAAKRAVVVG 
                        
gi|219 SGTVDFDEFMEMMTGD 
       140       150    
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.3  bits: 19.2 E():   54 
Smith-Waterman score: 44; 21.9% identity (49.3% similar) in 73 aa overlap (4-76:140-212) 
 
                                          10        20        30    
2MEPSP                            MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILL 
                                     :::. . :  :..   :. .. ...      
gi|168 EAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQFIEKVDSALKVAATAAN 
     110       120       130       140       150       160          
 
            40        50        60        70        80              
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG              
        :: ..  :: .  .:        :: ..  .    . :.:.:                  
gi|168 AAAANDKFTVFEAAFNHAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFE 
     170       180       190       200       210       220          
 
gi|168 TALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.3  bits: 20.0 E():   54 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (3-26:87-109) 
 
                                           10        20        30   
2MEPSP                             MAGAEEIVLQPIKEISGTVKLPGSKSLSNRIL 
                                     : .:: .:  : : : .  ::  :       
gi|186 PNNKPFQCAGVALSRCTLNRNALRRPSYTNGPQEIYIQQGKGIFGMI-YPGCPSTFEEPQ 
         60        70        80        90       100        110      
 
             40        50        60        70        80             
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG             
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gi|186 QPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQL 
         120       130       140       150       160       170      
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.3  bits: 18.9 E():   54 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (43-74:71-102) 
 
             20        30        40        50        60        70   
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
             80                                                     
2MEPSP AKRAVVVG                                                     
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.3  bits: 18.9 E():   54 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (64-80:11-27) 
 
            40        50        60        70        80              
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG              
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|18536|emb|CAA35691.1| unnamed protein product [Glyc  (605 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.2  bits: 20.3 E():   54 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 32 aa overlap (1-32:539-570) 
 
                                             10        20        30 
2MEPSP                               MAGAEEIVLQPIKEISGTVKLPGSKSLSNR 
                                     .::... :.. :      . .::: .  .. 
gi|185 PAGYPVVVNATSNLNFFAIGINAENNQRNFLAGSQDNVISQIPSQVQELAFPGSAQAVEK 
      510       520       530       540       550       560         
 
               40        50        60        70        80 
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
       .:                                                 
gi|185 LLKNQRESYFVDAQPKKKEEGNKGRKGPLSSILRAFY              
      570       580       590       600                   
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.2  bits: 20.3 E():   55 
Smith-Waterman score: 48; 30.9% identity (51.5% similar) in 68 aa overlap (8-75:486-549) 
 
                                      10        20        30        
2MEPSP                        MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::.    .:  :    :.:: ::   ...: 
gi|668 KVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGL 
         460       470       480       490       500       510      
 
        40        50        60        70        80                  
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG                  
           : : . .:.:   .  . : ::    ::.: .:.                       
gi|668 EVDETYVPKEFNAETFTFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTV 
         520       530        540          550       560       570  
 
gi|668 MGDFGAFVEKCCAAENKEGCFSEEGPKLVAAAQAALV 
             580       590       600         
 
>>gi|46560476|gb|AAT00596.1| conarachin [Arachis hypogae  (428 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.8 E():   57 
Smith-Waterman score: 46; 29.2% identity (70.8% similar) in 24 aa overlap (1-24:345-368) 
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                                             10        20        30 
2MEPSP                               MAGAEEIVLQPIKEISGTVKLPGSKSLSNR 
                                     .:: .. :.. :.. .  . .:::       
gi|465 PAAHPVAINASSELHLLGFGINAENNHRIFLAGDKDNVIDQIEKQAKDLAFPGSGEQVEK 
          320       330       340       350       360       370     
 
               40        50        60        70        80     
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG     
                                                              
gi|465 LIKNQKESHFVSARPQSQSQSPSSPEKESPEKEDQEEENQGGKGPLLSILKAFN 
          380       390       400       410       420         
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.7  bits: 19.5 E():   58 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (58-80:150-174) 
 
        30        40        50        60          70        80      
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVG      
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|417370|sp|P24296.2|NLTP1_WHEAT RecName: Full=Non-sp  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.6  bits: 17.8 E():   58 
Smith-Waterman score: 39; 33.3% identity (93.3% similar) in 15 aa overlap (31-45:11-25) 
 
               10        20        30        40        50        60 
2MEPSP MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 
                                     .:.:::. ......:                
gi|417                     AQVMLMAVALVLMLAAVPRAAVAIDCGHVDSLVRPCLSYV 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP RTLGLSVEADKAAKRAVVVG                                         
                                                                    
gi|417 QGGPGPSGQCCDGVKNLHNQARSQSDRQSACNCLKGIARGIHNLNEDNARSIPPKCGVNL 
               50        60        70        80        90       100 
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.6  bits: 19.7 E():   59 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (44-76:91-126) 
 
            20        30        40        50           60        70 
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
               80                                                   
2MEPSP KAAKRAVVVG                                                   
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 41; 26.2% identity (54.1% similar) in 61 aa overlap (19-79:34-94) 
 
                           10        20        30        40         
2MEPSP             MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .:: ..:. ..: ::  . : : .   
gi|532 KAGDSFPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSAN 
            10        20        30        40        50        60    
 
       50        60        70        80                             
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVG                             
       .  .    :  ::. :..  :  : . : :.                              
gi|532 HVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIG 
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            70        80        90       100       110       120    
 
gi|532 WADEEGRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
           130       140       150       160        
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.5 E():   61 
Smith-Waterman score: 45; 28.0% identity (72.0% similar) in 25 aa overlap (46-70:155-179) 
 
          20        30        40        50        60        70      
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     :.:. ::. ..  .. . : :...:      
gi|495 KHAAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVG 
          130       140       150       160       170       180     
 
          80                                                        
2MEPSP AVVVG                                                        
                                                                    
gi|495 ISKGVTITNTKIATGDDCISIGPGSQNVTITQVNCGPGHGISIGSLGRYNNEKEVRGITV 
          190       200       210       220       230       240     
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 45; 34.3% identity (68.6% similar) in 35 aa overlap (34-68:214-246) 
 
            10        20        30        40        50        60    
2MEPSP AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
            70        80                                            
2MEPSP GLSVEADKAAKRAVVVG                                            
        .:::                                                        
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 18.1 E():   63 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (20-29:86-95) 
 
                          10        20        30        40          
2MEPSP            MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     . :::..: :                     
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK 
          60        70        80        90       100       110      
 
      50        60        70        80  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVG  
                                        
gi|126 IVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL 
         120       130       140        
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 49; 23.8% identity (57.1% similar) in 63 aa overlap (7-68:11-73) 
 
                   10        20        30         40        50      
2MEPSP     MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHY 
                 :.. :: ....  .     ::. . .  :. : :  ..:..:    . .  
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKLETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQD 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP MLGALRTLGLSVEADKAAKRAVVVG                                    
       .:  ::  :..:.                                                
gi|225 LLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMDYLANDA 
               70        80        90       100       110       120 
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 69.6  bits: 16.9 E():   66 
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Smith-Waterman score: 44; 47.4% identity (73.7% similar) in 19 aa overlap (56-74:18-35) 
 
          30        40        50        60        70        80      
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG      
                                     .  :::::: :. ::.. .            
gi|124              GTRRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                            10        20         30        40       
 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70  
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 69.5  bits: 19.7 E():   67 
Smith-Waterman score: 46; 32.1% identity (58.5% similar) in 53 aa overlap (1-48:386-438) 
 
                                               10        20         
2MEPSP                               MAG--AEEIVLQPIKEISGTVKLPGSKSLS 
                                     .::  :  . ::: :. . .:     :.:. 
gi|214 FAPGLNILSTWIGSKHAVNTISGTSMASPHIAGLLAYFVSLQPSKDSAFAVDELTPKKLK 
         360       370       380       390       400       410      
 
       30           40        50        60        70        80      
2MEPSP NRILLLA---ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG      
       . :. .:   ::..  . . :::                                      
gi|214 KDIIAIATQGALTDIPSDTPNLLAWNGGGSSNYTDIIASGGYKVNASVKDRFEGLVHKAE 
         420       430       440       450       460       470      
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (43-74:71-102) 
 
             20        30        40        50        60        70   
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
 
             80                                                     
2MEPSP AKRAVVVG                                                     
       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 20.0 E():   68 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 32 aa overlap (1-32:541-572) 
 
                                             10        20        30 
2MEPSP                               MAGAEEIVLQPIKEISGTVKLPGSKSLSNR 
                                     .::.:. :.. . .    . .:::    .: 
gi|169 PAGHPLSINASSNLRLLGFGINANENQRNFLAGSEDNVIKQLDREVKELTFPGSIEDVER 
              520       530       540       550       560       570 
 
               40        50        60        70        80 
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
       ..                                                 
gi|169 LIKNQQQSYFANAQPQQQQQREKEGRRGRRGPISSILNALY          
              580       590       600       610           
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 69.3  bits: 16.9 E():   69 
Smith-Waterman score: 44; 47.4% identity (73.7% similar) in 19 aa overlap (56-74:20-37) 
 
          30        40        50        60        70        80      
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG      
                                     .  :::::: :. ::.. .            
gi|124            GTSFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                          10        20         30        40         
 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
       50        60        70    
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>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.9  bits: 19.4 E():   72 
Smith-Waterman score: 45; 26.2% identity (50.8% similar) in 65 aa overlap (8-72:62-121) 
 
                                      10        20        30        
2MEPSP                        MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::. . ... :.  :.    .  .   : . 
gi|370 RSIVPSGASTGVHEALELRDGDKSKWLGKGVLKAVANVNDTIA-PALIEANIDVADQAKI 
              40        50        60        70         80        90 
 
        40        50        60        70        80                  
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG                  
       .:    .:.  :.      :::   ::.:. : ::                          
gi|370 DEFLLKLDGTPNKAK----LGANAILGVSLAAAKAGAAQKDVPLYKHIADISKAKEGKFV 
              100           110       120       130       140       
 
gi|370 LPVPFQNVLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHLKSLTKKKYGQSA 
        150       160       170       180       190       200       
 
>>gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Phosph  (167 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 18.0 E():   73 
Smith-Waterman score: 40; 32.0% identity (68.0% similar) in 25 aa overlap (27-51:5-29) 
 
               10        20        30        40        50        60 
2MEPSP MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL 
                                 :.. .::: . :.:  . : . ..:          
gi|244                       MQVVLGSLFLLLLSTSHGWQIRDRIGDNELEERIIYPG 
                                     10        20        30         
 
               70        80                                         
2MEPSP RTLGLSVEADKAAKRAVVVG                                         
                                                                    
gi|244 TLWCGHGNKSSGPNELGRFKHTDACCRTHDMCPDVMSAGESKHGLTNTASHTRLSCDCDD 
       40        50        60        70        80        90         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.7  bits: 16.9 E():   74 
Smith-Waterman score: 44; 47.4% identity (73.7% similar) in 19 aa overlap (56-74:25-42) 
 
          30        40        50        60        70        80      
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG      
                                     .  :::::: :. ::.. .            
gi|144       MADDMERIFKRFDTNGDGKISLSELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                     10        20        30         40        50    
 
gi|144 FIDFNEFISFCNANPGLMKDVAKVF 
            60        70         
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 18.6 E():   74 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (25-50:93-118) 
 
                     10        20        30        40        50     
2MEPSP       MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|664 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
             70        80        90       100       110       120   
 
           60        70        80                                   
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVG                                   
                                                                    
gi|664 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEAFEYFALEAYAFDIAAP 
            130       140       150       160       170       180   
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 43; 35.0% identity (70.0% similar) in 20 aa overlap (49-68:113-132) 
 
       20        30        40        50        60        70         
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
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                                     ...:: .:::     :.:..           
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSMDDASVGSVSSE 
             90       100       110       120       130       140   
 
       80                                                           
2MEPSP VG                                                           
                                                                    
gi|249 FHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTVFVSSFN 
            150       160       170       180       190       200   
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.5  bits: 19.4 E():   76 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (58-80:290-314) 
 
        30        40        50        60          70        80      
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVG      
                                     :. ::: :.:.:  : . . ::..:      
gi|458 AEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNAD 
     260       270       280       290       300       310          
 
gi|458 ACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     320       330       340       350       360       370          
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.3  bits: 16.9 E():   78 
Smith-Waterman score: 44; 47.4% identity (73.7% similar) in 19 aa overlap (56-74:29-46) 
 
          30        40        50        60        70        80      
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG      
                                     .  :::::: :. ::.. .            
gi|187   KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                 10        20        30         40        50        
 
gi|187 FIDFDEFISFCNANPGLMKDVAKVF 
        60        70        80   
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.2  bits: 19.4 E():   79 
Smith-Waterman score: 45; 29.2% identity (56.2% similar) in 48 aa overlap (30-77:239-286) 
 
                10        20        30        40        50          
2MEPSP  MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 
                                     ::  :..:... :.. : :..:         
gi|845 SAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADL 
      210       220       230       240       250       260         
 
      60        70        80                                        
2MEPSP LRTLGLSVEADKAAKRAVVVG                                        
        .:      ::. :.::.                                           
gi|845 DETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAE 
      270       280       290       300       310       320         
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 44; 44.4% identity (72.2% similar) in 18 aa overlap (11-28:323-340) 
 
                                   10        20        30        40 
2MEPSP                     MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEG 
                                     : :.:...    :::.::             
gi|210 APNVCTIAASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGA 
            300       310       320       330       340       350   
 
               50        60        70        80       
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG       
                                                      
gi|210 AAYLMALEGVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
            360       370       380       390         
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.0  bits: 17.7 E():   81 
Smith-Waterman score: 39; 28.9% identity (48.9% similar) in 45 aa overlap (30-74:39-83) 
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                10        20        30        40        50          
2MEPSP  MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 
                                     ::    ::   .  . : :..  :   : : 
gi|144 NDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDSKVDEKLDA 
       10        20        30        40        50        60         
 
      60        70        80                                        
2MEPSP LRTLGLSVEADKAAKRAVVVG                                        
            :..: ::...                                              
gi|144 GDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMP 
       70        80        90       100       110       120         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (58-80:286-310) 
 
        30        40        50        60          70        80      
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVG      
                                     :. ::: :.:.:  : . . ::..:      
gi|142 VEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
         260       270       280       290       300       310      
 
gi|142 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT 
         320       330       340       350       360       370      
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (58-80:286-310) 
 
        30        40        50        60          70        80      
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVG      
                                     :. ::: :.:.:  : . . ::..:      
gi|796 VEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
         260       270       280       290       300       310      
 
gi|796 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT 
         320       330       340       350       360       370      
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:476-493) 
 
                                             10        20        30 
2MEPSP                               MAGAEEIVLQPIKEISGTVKLPGSKSLSNR 
                                     :::.   :: : ....:.             
gi|947 GAGYTAGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS       
         450       460       470       480       490                
 
               40        50        60        70        80 
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 50; 30.2% identity (60.4% similar) in 53 aa overlap (1-48:385-437) 
 
                                               10        20         
2MEPSP                               MAG--AEEIVLQPIKEISGTVKLPGSKSLS 
                                     .::  :  . ::: .. . .:.    :.:. 
gi|120 FAPGLNILSTWIGSKYAVNTISGTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLK 
          360       370       380       390       400       410     
 
       30           40        50        60        70        80      
2MEPSP NRILLLA---ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG      
       . .. .:   :::.  . . :::                                      
gi|120 DALITIATSGALSDIPSDTPNLLAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGK 
          420       430       440       450       460       470     
 
>>gi|1168390|sp|P43237.1|ALL11_ARAHY RecName: Full=Aller  (614 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.7 E():   85 
Smith-Waterman score: 46; 29.2% identity (70.8% similar) in 24 aa overlap (1-24:538-561) 
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                                             10        20        30 
2MEPSP                               MAGAEEIVLQPIKEISGTVKLPGSKSLSNR 
                                     .:: .. :.. :.. .  . .:::       
gi|116 PAAHPVAINASSELHLLGFGINAENNHRIFLAGDKDNVIDQIEKQAKDLAFPGSGEQVEK 
       510       520       530       540       550       560        
 
               40        50        60        70        80 
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                                          
gi|116 LIKNQRESHFVSARPQSQSPSSPEKEDQEEENQGGKGPLLSILKAFN    
       570       580       590       600       610        
 
>>gi|14423856|sp|Q9LEI8.1|PROF6_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.6  bits: 17.4 E():   85 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (37-59:1-23) 
 
         10        20        30        40        50        60       
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|144                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
         70        80                                               
2MEPSP VEADKAAKRAVVVG                                               
                                                                    
gi|144 SVWAQSSSFPQFKSDEVAAVMKDFDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSG 
               40        50        60        70        80        90 
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.6  bits: 17.4 E():   85 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (37-59:1-23) 
 
         10        20        30        40        50        60       
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|144                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
         70        80                                               
2MEPSP VEADKAAKRAVVVG                                               
                                                                    
gi|144 SVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQGEPGAVIRGKKGSG 
               40        50        60        70        80        90 
 
>>gi|11513601|pdb|1G5U|A Chain A, Latex Profilin Hevb8    (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.6  bits: 17.4 E():   85 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (37-59:1-23) 
 
         10        20        30        40        50        60       
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|115                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
         70        80                                               
2MEPSP VEADKAAKRAVVVG                                               
                                                                    
gi|115 SVWAQSSSFPQFKSDEVAAVMKDFDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSG 
               40        50        60        70        80        90 
 
>>gi|14423858|sp|Q9M7M8.1|PROF5_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.6  bits: 17.4 E():   85 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (37-59:1-23) 
 
         10        20        30        40        50        60       
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|144                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
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         70        80                                               
2MEPSP VEADKAAKRAVVVG                                               
                                                                    
gi|144 SVWAQSSGFPQFKSDEVAAVMKDFDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSG 
               40        50        60        70        80        90 
 
>>gi|1168391|sp|P43238.1|ALL12_ARAHY RecName: Full=Aller  (626 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 19.7 E():   87 
Smith-Waterman score: 46; 29.2% identity (70.8% similar) in 24 aa overlap (1-24:543-566) 
 
                                             10        20        30 
2MEPSP                               MAGAEEIVLQPIKEISGTVKLPGSKSLSNR 
                                     .:: .. :.. :.. .  . .:::       
gi|116 PAAHPVAINASSELHLLGFGINAENNHRIFLAGDKDNVIDQIEKQAKDLAFPGSGEQVEK 
            520       530       540       550       560       570   
 
               40        50        60        70        80     
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG     
                                                              
gi|116 LIKNQKESHFVSARPQSQSQSPSSPEKESPEKEDQEEENQGGKGPLLSILKAFN 
            580       590       600       610       620       
 
>>gi|3581965|emb|CAA75506.1| profilin [Helianthus annuus  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 38; 60.0% identity (90.0% similar) in 10 aa overlap (1-10:69-78) 
 
                                             10        20        30 
2MEPSP                               MAGAEEIVLQPIKEISGTVKLPGSKSLSNR 
                                     .:::. .:::                     
gi|358 AKFPQFKPEEMKGIIKEFDEAGTLAPTGMFIAGAKYMVLQGEPGAVIRGKKGAGGICIKK 
       40        50        60        70        80        90         
 
               40        50        60        70        80 
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                                          
gi|358 TGQAMIMGIYDEPVAPGQCNMVVERLGDYLLEQGM                
      100       110       120       130                   
 
>>gi|34851182|gb|AAP15203.1| profilin-like protein [Ambr  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 38; 60.0% identity (90.0% similar) in 10 aa overlap (1-10:69-78) 
 
                                             10        20        30 
2MEPSP                               MAGAEEIVLQPIKEISGTVKLPGSKSLSNR 
                                     .:::. .:::                     
gi|348 SNFPQFKPEEMKGIITEFDQAGTLAPTGMFIAGAKYMVLQGEQGAVIRGKKGAGGICIKK 
       40        50        60        70        80        90         
 
               40        50        60        70        80 
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                                          
gi|348 TGQALVMGIYDEPVAPGQCNMVVERLGDYLIDQGM                
      100       110       120       130                   
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 18.3 E():   89 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (7-20:145-158) 
 
                                       10        20        30       
2MEPSP                         MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAA 
                                     :.::  ....:...                 
gi|170 CHVMQQQCCQQLPQIPQQSRYQAIRAIIYSIILQEQQQVQGSIQSQQQQPQQLGQCVSQP 
          120       130       140       150       160       170     
 
         40        50        60        70        80                 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG                 
                                                                    
gi|170 QQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVMTSIALRILPTMCSVNVPLYRTTTSVP 
          180       190       200       210       220       230     
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 18.0 E():   90 
Smith-Waterman score: 40; 45.5% identity (100.0% similar) in 11 aa overlap (37-47:113-123) 
 
         10        20        30        40        50        60       
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     ..::.:..::.                    
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
         70        80                                               
2MEPSP VEADKAAKRAVVVG                                               
                                                                    
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|47605504|sp|Q8LGR0.1|CHE1_CHEAL RecName: Full=Polle  (168 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.7 E():   91 
Smith-Waterman score: 39; 35.7% identity (64.3% similar) in 28 aa overlap (53-80:7-34) 
 
             30        40        50        60        70        80   
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG   
                                     :  ..::: .:.:.  :. : ..  : :   
gi|476                         MAKCQAVFLLVGALCVLSLAGVANAAENHFKVQGMV 
                                       10        20        30       
 
gi|476 YCDTCRIQFMTRISTIMEGATVKLECRNITAGTQTFKAEAVTDKVGQYSIPVNGDFEDDI 
         40        50        60        70        80        90       
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 67.1  bits: 17.7 E():   91 
Smith-Waterman score: 39; 24.6% identity (54.1% similar) in 61 aa overlap (19-79:35-95) 
 
                           10        20        30        40         
2MEPSP             MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|276 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
       50        60        70        80                             
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVG                             
       .  .    :  .:. :..: :  : . : :.                              
gi|276 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|276 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 67.1  bits: 17.7 E():   91 
Smith-Waterman score: 39; 24.6% identity (54.1% similar) in 61 aa overlap (19-79:35-95) 
 
                           10        20        30        40         
2MEPSP             MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|668 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
       50        60        70        80                             
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVG                             
       .  .    :  .:. :..: :  : . : :.                              
gi|668 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|668 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=Calci  (205 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 18.0 E():   91 
Smith-Waterman score: 41; 29.7% identity (64.9% similar) in 37 aa overlap (45-79:147-180) 
 
           20        30        40        50        60          70   
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2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS--VEADKA 
                                     :. .........::    ::.:   : :.. 
gi|116 DDNEEDMRKSILSQEEADSFGGFKVFDEDGDGYISARELQMVLG---KLGFSEGSEIDRV 
        120       130       140       150       160          170    
 
             80                         
2MEPSP AKRAVVVG                         
        :  : :                          
gi|116 EKMIVSVDSNRDGRVDFFEFKDMMRSVLVRSS 
           180       190       200      
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (25-50:153-178) 
 
                     10        20        30        40        50     
2MEPSP       MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|668 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
            130       140       150       160       170       180   
 
           60        70        80                                   
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVG                                   
                                                                    
gi|668 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFALEAYAFDIAAP 
            190       200       210       220       230       240   
 
>>gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 43; 35.0% identity (90.0% similar) in 20 aa overlap (32-51:93-112) 
 
              10        20        30        40        50        60  
2MEPSP AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 
                                     .: .:..:. :::......:           
gi|187 STSLGLETFQSFYIGGGANSHSVLSGFEPAILETAFNESRTVVEEIFSKELDGPIMFVDD 
             70        80        90       100       110       120   
 
              70        80                                          
2MEPSP TLGLSVEADKAAKRAVVVG                                          
                                                                    
gi|187 SHAPSLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENK 
            130       140       150       160       170       180   
 
>>gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 43; 35.0% identity (90.0% similar) in 20 aa overlap (32-51:93-112) 
 
              10        20        30        40        50        60  
2MEPSP AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 
                                     .: .:..:. :::......:           
gi|187 STSLGLETFQSFYIGGGANSHSVLSGFEPAILETAFNESRTVVEEIFSKELDGPIMFVDD 
             70        80        90       100       110       120   
 
              70        80                                          
2MEPSP TLGLSVEADKAAKRAVVVG                                          
                                                                    
gi|187 SHVPSLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENK 
            130       140       150       160       170       180   
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.5 E():   94 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (25-50:153-178) 
 
                     10        20        30        40        50     
2MEPSP       MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|833 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
            130       140       150       160       170       180   
 
           60        70        80                                   
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVG                                   

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 45

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                                                    
gi|833 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFALEAYAFDIAAP 
            190       200       210       220       230       240   
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  37 init1:  37 opt:  38  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 38; 25.6% identity (51.2% similar) in 43 aa overlap (16-58:97-136) 
 
                              10        20        30        40      
2MEPSP                MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD 
                                     :: ..:::     .  ..   .. :      
gi|217 ECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYC--- 
         70        80        90       100       110       120       
 
          50        60        70        80 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
       :: . ... : ::                       
gi|217 NLTTVHNTPYCLGMEESQWS                
           130       140                   
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 43; 47.1% identity (76.5% similar) in 17 aa overlap (25-41:246-262) 
 
                     10        20        30        40        50     
2MEPSP       MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     :::. . .:: .:. ::              
gi|169 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEA 
         220       230       240       250       260       270      
 
           60        70        80                                   
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVG                                   
                                                                    
gi|169 AKWGPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDAS 
         280       290       300       310       320       330      
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  37 init1:  37 opt:  38  Z-score: 66.4  bits: 17.4 E():   98 
Smith-Waterman score: 38; 34.4% identity (56.2% similar) in 32 aa overlap (16-43:97-128) 
 
                              10        20            30        40  
2MEPSP                MAGAEEIVLQPIKEISGTVKLPGSKSLSN----RILLLAALSEGT 
                                     :: ..:::     .    :::.  .. . : 
gi|585 QCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFCNLT 
         70        80        90       100       110       120       
 
              50        60        70        80 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
       ::                                      
gi|585 TVHNTPYCLAMDEWQWNRQFCSS                 
        130       140                          
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 49; 26.6% identity (59.4% similar) in 64 aa overlap (5-65:334-394) 
 
                                         10         20        30    
2MEPSP                           MAGAEEIVLQP-IKEISGTVKLPGSKSLSNRILL 
                                     :..  .: .: .  ... :  .:.   :   
gi|258 RHARRGVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSI---IST 
           310       320       330       340       350          360 
 
            40        50         60         70        80 
2MEPSP LAALSEGTTVVDNLLNSE-DVHYMLGALRTL-GLSVEADKAAKRAVVVG 
       : :. :   ...:: ..  :: ...  .:.: ::                
gi|258 LNAMPEYQELLQNLRDKAVDVDHFIELIRSLFGLP               
              370       380       390                    
 
 
 
80 residues in 1 query   sequences 
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339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:22 2011 done: Tue Apr 19 10:57:22 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 11  - 90 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     6     0:== 
  30     6     2:*= 
  32     6     8:==* 
  34    13    22:=====  * 
  36    23    44:========      * 
  38    61    73:=====================   * 
  40    92   102:===============================  * 
  42    88   125:==============================           * 
  44   131   138:============================================ * 
  46   127   140:===========================================   * 
  48   166   134:============================================*=========== 
  50   148   122:========================================*========= 
  52   129   108:===================================*======= 
  54   100    92:==============================*=== 
  56    75    77:=========================* 
  58    67    63:====================*== 
  60    68    51:================*====== 
  62    28    41:==========   * 
  64    24    33:========  * 
  66    28    26:========*= 
  68    15    20:===== * 
  70    16    16:=====* 
  72     6    12:== * 
  74     7    10:===* 
  76     7     8:==* 
  78     3     6:=* 
  80     6     5:=* 
  82    15     3:*==== 
  84     9     3:*== 
  86     2     2:* 
  88    12     2:*===       inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     2     0:=         *== 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.10390.00274; mu= 4.0990 0.144 
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 mean_var=32.119510.165, 0's: 2 Z-trim: 4  B-trim: 117 in 1/43 
 Lambda= 0.226303 
 Kolmogorov-Smirnov  statistic: 0.0675 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 26.1    0.54 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 26.1    0.54 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 24.5    0.99 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   56 22.9     2.6 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 22.3     3.3 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 21.4     5.6 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 21.4     5.6 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 21.4     5.6 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 21.4     5.6 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 21.4     5.6 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 21.4     5.6 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 21.4     5.7 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 21.4     5.9 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 21.4     6.5 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 21.4     6.5 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 21.4     6.5 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 21.4     6.5 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   51 21.3     7.6 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 22.4     8.4 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   55 22.4     8.9 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 21.3     9.5 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 20.4      11 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 20.4      11 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 20.4      11 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 20.4      11 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 20.4      11 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 20.4      11 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 20.4      11 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 20.4      11 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 20.4      11 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 20.4      11 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   55 22.4      11 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 20.4      12 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   49 20.7      12 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   49 20.7      12 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 20.4      12 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 20.9      13 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 20.4      13 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 20.4      13 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 20.4      13 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 20.4      13 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 20.4      13 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 20.4      13 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.8      16 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 20.3      16 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   52 21.5      16 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.7      18 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.4      18 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.4      18 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   50 20.9      19 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 21.1      20 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 20.0      23 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.6      26 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 20.2      27 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.9      27 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.8      29 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.8      29 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.8      29 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 16.2      30 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.6      31 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.6      32 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.6      32 
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gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.4      34 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.7      38 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.7      38 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 20.2      39 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 20.4      41 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   49 20.4      44 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   41 18.2      44 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.4      45 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.4      49 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.4      52 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 18.4      53 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   45 19.2      54 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.8      55 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.8      56 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.8      56 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 20.1      57 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.8      59 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 19.2      60 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.5      61 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.5      61 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.5      61 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 15.0      62 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.6      65 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.6      65 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 18.9      66 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   44 18.9      66 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   44 18.9      67 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 19.2      70 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   44 18.9      70 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.5      70 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   43 18.6      73 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   45 19.2      73 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 19.2      74 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 18.0      74 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   44 18.9      77 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   40 17.8      77 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.6      80 
gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.3      81 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   36 16.6      82 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   36 16.6      85 
gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Ph ( 167)   40 17.7      89 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   42 18.3      90 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   43 18.6      90 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   30 14.9      91 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   36 16.6      91 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   44 18.9      91 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.1      92 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   39 17.4      94 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   45 19.1      95 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   36 16.6      96 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   44 18.8      98 
gi|89892727|gb|ABD79097.1| Zea m 13 allergen [Zea  ( 404)   44 18.8      99 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   39 17.4      99 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   45 19.1   1e 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   45 19.1   1e 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 107.2  bits: 26.1 E(): 0.54 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (17-59:3-45) 
 
               10        20        30        40         50          
2MEPSP PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEA 
                       :.: .:::.::. :..:.  : . :  : .  :  : .: .: : 
gi|668               MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYA 
                             10        20         30        40      
 
      60        70        80                                        
2MEPSP DKAAKRAVVVGCGGKFPVEDA                                        
                                                                    
gi|668 TINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSA 
          50        60        70        80        90       100      
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>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 107.2  bits: 26.1 E(): 0.54 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (17-59:3-45) 
 
               10        20        30        40         50          
2MEPSP PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEA 
                       :.: .:::.::. :..:.  : . :  : .  :  : .: .: : 
gi|833               MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYA 
                             10        20         30        40      
 
      60        70        80                                        
2MEPSP DKAAKRAVVVGCGGKFPVEDA                                        
                                                                    
gi|833 TINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSA 
          50        60        70        80        90       100      
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 102.6  bits: 24.5 E(): 0.99 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (35-64:33-62) 
 
           10        20        30        40        50        60     
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
           70        80                                             
2MEPSP RAVVVGCGGKFPVEDA                                             
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 94.9  bits: 22.9 E():  2.6 
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (13-72:114-176) 
 
                                 10        20           30          
2MEPSP                   PIKEISGTVKLPGSKSLSNRILLLAALS---EGTTVVDNLLN 
                                     : .. ...... .:..   .:  :: . .  
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA 
            90       100       110       120       130       140    
 
      40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
       .:  . ..  ...:: :  . ..  :  .:.::         
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL       
           150       160       170               
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 93.2  bits: 22.3 E():  3.3 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (46-71:75-101) 
 
          20        30        40        50         60        70     
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
           80                                     
2MEPSP FPVEDA                                     
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.0  bits: 21.4 E():  5.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
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                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.0  bits: 21.4 E():  5.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.0  bits: 21.4 E():  5.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.0  bits: 21.4 E():  5.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.0  bits: 21.4 E():  5.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.0  bits: 21.4 E():  5.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
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>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.9  bits: 21.4 E():  5.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:10-27) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.6  bits: 21.4 E():  5.9 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:15-32) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.9  bits: 21.4 E():  6.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:25-42) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.9  bits: 21.4 E():  6.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:25-42) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.9  bits: 21.4 E():  6.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:26-43) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.9  bits: 21.4 E():  6.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:26-43) 
 
       30        40        50        60        70        80         
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2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.7  bits: 21.3 E():  7.6 
Smith-Waterman score: 51; 27.3% identity (54.5% similar) in 66 aa overlap (9-74:34-99) 
 
                                     10        20        30         
2MEPSP                       PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .:: ..:. ..: ::  . : : .   
gi|532 KAGDSFPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSAN 
            10        20        30        40        50        60    
 
       40        50        60        70        80                   
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA                   
       .  .    :  ::. :..  :  : . : :..  ::                         
gi|532 HVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIG 
            70        80        90       100       110       120    
 
gi|532 WADEEGRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
           130       140       150       160        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 85.9  bits: 22.4 E():  8.4 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (37-65:246-275) 
 
         10        20        30        40         50        60      
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
          70        80                                              
2MEPSP AVVVGCGGKFPVEDA                                              
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 85.4  bits: 22.4 E():  8.9 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (28-78:161-217) 
 
                  10        20        30         40           50    
2MEPSP    PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
              60        70        80                                
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDA                                
       ::...:  :.    .. .  . .: .:                                  
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 85.0  bits: 21.3 E():  9.5 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (27-79:113-176) 
 
                   10        20        30         40        50      
2MEPSP     PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
          60                  70        80                          
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDA                          
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       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.7  bits: 20.4 E():   11 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.7  bits: 20.4 E():   11 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.7  bits: 20.4 E():   11 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.7  bits: 20.4 E():   11 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.7  bits: 20.4 E():   11 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.7  bits: 20.4 E():   11 
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Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.7  bits: 20.4 E():   11 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.7  bits: 20.4 E():   11 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.7  bits: 20.4 E():   11 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.7  bits: 20.4 E():   11 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 83.6  bits: 22.4 E():   11 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (28-78:191-247) 
 
                  10        20        30         40           50    
2MEPSP    PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
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              170       180       190       200       210       220 
 
              60        70        80                                
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDA                                
       ::...:  :.    .. .  . .: .:                                  
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.1  bits: 20.4 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:18-35) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.1  bits: 20.7 E():   12 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (9-74:35-100) 
 
                                     10        20        30         
2MEPSP                       PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|668 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
       40        50        60        70        80                   
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA                   
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|668 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|668 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.1  bits: 20.7 E():   12 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (9-74:35-100) 
 
                                     10        20        30         
2MEPSP                       PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|276 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
       40        50        60        70        80                   
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA                   
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|276 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|276 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.8  bits: 20.4 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:22-39) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
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>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 82.6  bits: 20.9 E():   13 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (1-35:58-94) 
 
                                             10        20           
2MEPSP                               PIKEISGTVKLPGSKSLSNRILL-LAALSE 
                                     :: .  : ... :: ...: ..  :. .:. 
gi|144 NMANQMVDQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISR 
        30        40        50        60        70        80        
 
       30        40        50        60        70        80         
2MEPSP -GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
        : . .:                                                      
gi|144 RGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDIDMKLKLKLD 
        90       100       110       120       130       140        
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.6  bits: 20.4 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:26-43) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.6  bits: 20.4 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:26-43) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.6  bits: 20.4 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:26-43) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.6  bits: 20.4 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:26-43) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.6  bits: 20.4 E():   13 
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Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:26-43) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.6  bits: 20.4 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:26-43) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 81.0  bits: 17.8 E():   16 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (56-68:5-17) 
 
          30        40        50        60        70        80  
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA  
                                     .: :: .:: :::              
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI 
                                         10        20        30 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.3 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:55-72) 
 
       30        40        50        60        70        80         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA         
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.9  bits: 21.5 E():   16 
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (10-32:241-263) 
 
                                    10        20        30          
2MEPSP                      PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :. . :::. . .:: .:. :::        
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY 
              220       230       240       250       260       270 
 
      40        50        60        70        80                    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA                    
                                                                    
gi|215 TAEETAKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE 
              280       290       300       310       320       330 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (37-61:201-228) 
 
         10        20        30        40           50        60    
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
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              180       190       200       210       220       230 
 
            70        80                                            
2MEPSP KRAVVVGCGGKFPVEDA                                            
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 79.7  bits: 21.4 E():   18 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (32-63:88-122) 
 
              10        20        30        40           50         
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
       60        70        80                                       
2MEPSP ADKAAKRAVVVGCGGKFPVEDA                                       
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 79.7  bits: 21.4 E():   18 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (32-63:88-122) 
 
              10        20        30        40           50         
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
       60        70        80                                       
2MEPSP ADKAAKRAVVVGCGGKFPVEDA                                       
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 79.5  bits: 20.9 E():   19 
Smith-Waterman score: 50; 36.4% identity (77.3% similar) in 22 aa overlap (1-21:152-173) 
 
                                             10         20          
2MEPSP                               PIKEISGTVKLP-GSKSLSNRILLLAALSE 
                                     :: : .:..:.: : ... ..:         
gi|119 TPEAKFDSFVAAFTEALRIIAGVLKVHAVKPITEETGAAKIPAGEQQIIDKIDAAFKVAA 
             130       140       150       160       170       180  
 
      30        40        50        60        70        80          
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA          
                                                                    
gi|119 TAANAAPANDKFTVFEAAFNNAIKESTGGAYDTYKSIPSLEAAVKQAYAATIAAAPEVKF 
             190       200       210       220       230       240  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 21.1 E():   20 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (28-54:72-98) 
 
                  10        20        30        40        50        
2MEPSP    PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
        60        70        80                                      
2MEPSP EADKAAKRAVVVGCGGKFPVEDA                                      
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
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>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 20.0 E():   23 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (35-64:33-62) 
 
           10        20        30        40        50        60     
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
           70        80                                             
2MEPSP RAVVVGCGGKFPVEDA                                             
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 77.1  bits: 16.6 E():   26 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (57-70:3-16) 
 
         30        40        50        60        70        80 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                                     :.: .::.  : ::           
gi|463                             DFVDAHNAARAQVGVGPVHWT      
                                           10        20       
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (41-65:195-217) 
 
               20        30        40        50        60        70 
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
               80                                                   
2MEPSP CGGKFPVEDA                                                   
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.6  bits: 19.9 E():   27 
Smith-Waterman score: 47; 28.8% identity (53.8% similar) in 52 aa overlap (1-51:26-74) 
 
                                        10        20         30     
2MEPSP                          PIKEISGTVKLPGSKSLSNRIL-LLAALSEGTTVV 
                                :.   :. .   .. : .. :  ::   : :.    
gi|136 MNKKLLMNFFIVSPLLLATTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS--- 
               10        20        30        40        50           
 
           40        50        60        70        80               
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA               
       :.. ::: .   ::..:                                            
gi|136 DTFTNSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSE 
        60        70        80        90       100       110        
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 76.2  bits: 20.8 E():   29 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (34-63:90-122) 
 
            10        20        30        40           50        60 
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
               70        80                                         
2MEPSP KAAKRAVVVGCGGKFPVEDA                                         
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       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 76.2  bits: 20.8 E():   29 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (19-63:70-122) 
 
                           10        20        30             40    
2MEPSP             PIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
               50        60        70        80                     
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA                     
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 76.2  bits: 20.8 E():   29 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (19-63:70-122) 
 
                           10        20        30             40    
2MEPSP             PIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
               50        60        70        80                     
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA                     
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 75.8  bits: 16.2 E():   30 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (70-78:4-12) 
 
      40        50        60        70        80       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA       
                                     ::...: .:         
gi|544                            APPGCSNHFNLETVFGNFVK 
                                          10        20 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 19.6 E():   31 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (53-68:172-187) 
 
             30        40        50        60        70        80   
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA   
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 19.6 E():   32 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (53-68:173-188) 
 
             30        40        50        60        70        80   
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA   
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
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>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 19.6 E():   32 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (53-68:173-188) 
 
             30        40        50        60        70        80   
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA   
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 74.8  bits: 22.4 E():   34 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (28-68:452-496) 
 
                  10        20        30            40        50    
2MEPSP    PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
            60        70        80                                  
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDA                                  
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.9  bits: 18.7 E():   38 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (16-52:3-39) 
 
               10        20        30        40        50        60 
2MEPSP PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 
                      : :: .:::::.  .  ..   ...::    ...: :         
gi|195              MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDY 
                            10        20        30        40        
 
               70        80                                         
2MEPSP KAAKRAVVVGCGGKFPVEDA                                         
                                                                    
gi|195 VEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPR 
        50        60        70        80        90       100        
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.9  bits: 18.7 E():   38 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (16-52:3-39) 
 
               10        20        30        40        50        60 
2MEPSP PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 
                      : :: .:::::.  .  ..   ...::    ...: :         
gi|219              MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDY 
                            10        20        30        40        
 
               70        80                                         
2MEPSP KAAKRAVVVGCGGKFPVEDA                                         
                                                                    
gi|219 VEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPR 
        50        60        70        80        90       100        
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (24-73:214-267) 
 
                      10        20        30        40        50    
2MEPSP        PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
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                  60        70        80                            
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDA                            
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 73.3  bits: 20.4 E():   41 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (14-63:428-476) 
 
                                10        20        30        40    
2MEPSP                  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
            50        60        70        80    
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA    
       .. .:. .  :.. :  . :                     
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG 
        460       470       480       490       
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 72.9  bits: 20.4 E():   44 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (1-41:342-382) 
 
                                             10         20          
2MEPSP                               PIKEISGTVKLP-GSKSLSNRILLLAALSE 
                                     :    :...  : :..: :.:   .::::  
gi|572 ASENQQRSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAAIAALS- 
             320       330       340       350       360       370  
 
      30        40        50        60        70        80          
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA          
       :. ....  .::                                                 
gi|572 GVLTAEKKQSSEGGSPVRSNRSSPVRSSRSSPVRSADSGPTENDLSTAEVQDSEKASEPK 
              380       390       400       410       420       430 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 72.8  bits: 18.2 E():   44 
Smith-Waterman score: 41; 29.5% identity (59.1% similar) in 44 aa overlap (36-79:5-43) 
 
          10        20        30        40        50        60      
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     ..:..::..  .::.     ..:. .  :  
gi|225                           MAMTDVLSAEDIKKAVGAFS----AAESFNYKKF 
                                         10        20            30 
 
          70        80                                              
2MEPSP AVVVGCGGKFPVEDA                                              
         .::   : : ::                                               
gi|225 FEMVGLKKKSP-EDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAA 
               40         50        60        70        80          
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.7  bits: 20.4 E():   45 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (39-69:378-406) 
 
       10        20        30        40        50        60         
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
       70        80                                                 
2MEPSP VGCGGKFPVEDA                                                 
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
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>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.1  bits: 18.4 E():   49 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (53-77:16-40) 
 
             30        40        50        60        70        80   
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA   
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.4 E():   52 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (50-78:38-66) 
 
      20        30        40        50        60        70          
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (45-79:48-86) 
 
           20        30        40        50        60               
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
      70        80                                                  
2MEPSP GCGGKFPVEDA                                                  
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 45; 25.0% identity (65.9% similar) in 44 aa overlap (1-40:146-189) 
 
                                             10         20          
2MEPSP                               PIKEISGTVKLP-GSKSLSNRI---LLLAA 
                                     :. :  : .:.: :  .. ..:   . .:: 
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
         30        40        50        60        70        80       
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA       
        . .:. .:.....                                               
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 17.8 E():   55 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (23-39:46-62) 
 
                       10        20        30        40        50   
2MEPSP         PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
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             60        70        80        
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDA        
                                           
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
          80        90       100       110 
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.9  bits: 19.8 E():   56 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (34-62:90-121) 
 
            10        20        30        40           50        60 
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
               70        80                                         
2MEPSP KAAKRAVVVGCGGKFPVEDA                                         
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.9  bits: 19.8 E():   56 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (34-62:90-121) 
 
            10        20        30        40           50        60 
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
               70        80                                         
2MEPSP KAAKRAVVVGCGGKFPVEDA                                         
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.8  bits: 20.1 E():   57 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (36-69:381-414) 
 
          10        20        30        40        50        60      
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
          70        80                                              
2MEPSP AVVVGCGGKFPVEDA                                              
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 17.8 E():   59 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (43-52:55-64) 
 
             20        30        40        50        60        70   
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
             80                         
2MEPSP GKFPVEDA                         
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
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 initn:  40 init1:  40 opt:  45  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (43-80:3-39) 
 
             20        30        40        50        60        70   
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :: .  ::  :.... :  ::. :. .: : 
gi|398                             MAVHQYTVAL-FLAVALVAGPAASYAADLGYG 
                                           10         20        30  
 
             80                                                     
2MEPSP GKFPVEDA                                                     
          :.  :                                                     
gi|398 PATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYR 
              40        50        60        70        80        90  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (15-51:246-282) 
 
                               10        20        30         40    
2MEPSP                 PIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
            50        60        70        80                        
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA                        
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (15-51:246-282) 
 
                               10        20        30         40    
2MEPSP                 PIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
            50        60        70        80                        
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA                        
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (15-51:246-282) 
 
                               10        20        30         40    
2MEPSP                 PIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
            50        60        70        80                        
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA                        
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.2  bits: 15.0 E():   62 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (53-60:10-17) 
 
             30        40        50        60        70        80 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                                     :::: .:.                     
gi|856                      ANPTFGFTPLGLSSDAN                     
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                                    10                            
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.6 E():   65 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (54-70:11-27) 
 
            30        40        50        60        70        80    
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA    
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.6 E():   65 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (33-64:71-102) 
 
             10        20        30        40        50        60   
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
             70        80                                           
2MEPSP AKRAVVVGCGGKFPVEDA                                           
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 44; 27.5% identity (62.5% similar) in 40 aa overlap (1-36:136-175) 
 
                                             10         20          
2MEPSP                               PIKEISGTVKLP-GSKSLSNRI---LLLAA 
                                     :. :  : .:.: :  .. ..:   . .:: 
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
         30        40        50        60        70        80       
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA       
        . .:. .:.                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 44; 27.5% identity (62.5% similar) in 40 aa overlap (1-36:137-176) 
 
                                             10         20          
2MEPSP                               PIKEISGTVKLP-GSKSLSNRI---LLLAA 
                                     :. :  : .:.: :  .. ..:   . .:: 
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
         30        40        50        60        70        80       
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA       
        . .:. .:.                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 44; 27.5% identity (62.5% similar) in 40 aa overlap (1-36:140-179) 
 
                                             10         20          
2MEPSP                               PIKEISGTVKLP-GSKSLSNRI---LLLAA 
                                     :. :  : .:.: :  .. ..:   . .:: 
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
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     110       120       130       140       150       160          
 
         30        40        50        60        70        80       
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA       
        . .:. .:.                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.2  bits: 19.2 E():   70 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (48-70:150-174) 
 
        20        30        40        50          60        70      
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
          80                                                        
2MEPSP PVEDA                                                        
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 44; 27.5% identity (62.5% similar) in 40 aa overlap (1-36:151-190) 
 
                                             10         20          
2MEPSP                               PIKEISGTVKLP-GSKSLSNRI---LLLAA 
                                     :. :  : .:.: :  .. ..:   . .:: 
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
         30        40        50        60        70        80       
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA       
        . .:. .:.                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.1  bits: 19.5 E():   70 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (34-66:91-126) 
 
            10        20        30        40           50        60 
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
               70        80                                         
2MEPSP KAAKRAVVVGCGGKFPVEDA                                         
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.8  bits: 18.6 E():   73 
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (10-72:133-189) 
 
                                    10        20        30          
2MEPSP                      PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :.: . :: .  .  . ... . . : . . 
gi|253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEK 
            110       120       130       140       150       160   
 
      40        50        60        70        80                    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA                    
        . :    : .. :.:..       :...::::                            
gi|253 YQPVGPK-GNVKELALAIF-----DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP 
             170       180            190       200       210       
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gi|253 VYKTGNSPGEKCIKKDETFKNLCFAQEPINPNEHNL 
        220       230       240       250   
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (18-76:193-252) 
 
                            10        20        30        40        
2MEPSP              PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 
                                     :. .. ..  : :.:. .::. ..   ..: 
gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL 
            170       180       190       200       210       220   
 
        50        60        70             80                       
2MEPSP GALRTLGLSVEADKAAKRAVVVG-----CGGKFPVEDA                       
       :       .   ::. : .:. .     :: ..:                           
gi|195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSS 
                230       240       250       260       270         
 
gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG 
      280       290       300       310       320       330         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 46; 18.3% identity (56.3% similar) in 71 aa overlap (8-78:168-236) 
 
                                      10        20        30        
2MEPSP                        PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNL 
                                     ::  ::..  .. : .  ..:.:.:....  
gi|495 HAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHV--GISKGVTITNTK 
       140       150       160       170       180         190      
 
        40        50        60        70        80                  
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA                  
       . . :    .:        .... .  ... .:  :..  :                    
gi|495 IATGDDCISIGPGSQNVTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNG 
         200       210       220       230       240       250      
 
gi|495 VRVKTWPNSPPGAATDLTFQDLTMNNVQNPVILDQEYCPYGQCSRQAPSRIKLSNINFNN 
         260       270       280       290       300       310      
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 68.7  bits: 18.0 E():   74 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (46-72:146-170) 
 
          20        30        40        50        60        70      
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
          80 
2MEPSP PVEDA 
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 44; 33.3% identity (52.4% similar) in 42 aa overlap (35-76:221-255) 
 
           10        20        30        40        50        60     
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
           70        80                                             
2MEPSP RAVVVGCGGKFPVEDA                                             
       . :.  : .: :                                                 
gi|118 EKVLNDCKSKEPSNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAYS 
           250       260       270       280       290       300    
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>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (10-19:86-95) 
 
                                    10        20        30          
2MEPSP                      PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     . :::..: :                     
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK 
          60        70        80        90       100       110      
 
      40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                                                 
gi|126 IVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL          
         120       130       140                 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 44; 23.7% identity (55.9% similar) in 59 aa overlap (1-58:15-73) 
 
                             10        20         30        40      
2MEPSP               PIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHY 
                     :: ....  .     ::. . .  :. : :  ..:..:    . .  
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKLETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQD 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA                          
       .:  ::  :..:.                                                
gi|225 LLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMDYLANDA 
               70        80        90       100       110       120 
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (33-64:71-102) 
 
             10        20        30        40        50        60   
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
 
             70        80                                           
2MEPSP AKRAVVVGCGGKFPVEDA                                           
       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.9  bits: 16.6 E():   82 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (46-73:18-44) 
 
          20        30        40        50        60        70      
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124              GTRRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                            10        20         30        40       
 
          80                     
2MEPSP PVEDA                     
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70  
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.7  bits: 16.6 E():   85 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (46-73:20-46) 
 
          20        30        40        50        60        70      
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
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gi|124            GTSFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                          10        20         30        40         
 
          80                     
2MEPSP PVEDA                     
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
       50        60        70    
 
>>gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Phosph  (167 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 40; 32.0% identity (68.0% similar) in 25 aa overlap (17-41:5-29) 
 
               10        20        30        40        50        60 
2MEPSP PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD 
                       :.. .::: . :.:  . : . ..:                    
gi|244             MQVVLGSLFLLLLSTSHGWQIRDRIGDNELEERIIYPGTLWCGHGNKS 
                           10        20        30        40         
 
               70        80                                         
2MEPSP KAAKRAVVVGCGGKFPVEDA                                         
                                                                    
gi|244 SGPNELGRFKHTDACCRTHDMCPDVMSAGESKHGLTNTASHTRLSCDCDDKFYDCLKNSA 
       50        60        70        80        90       100         
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 18.3 E():   90 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (15-40:93-118) 
 
                               10        20        30        40     
2MEPSP                 PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|664 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
             70        80        90       100       110       120   
 
           50        60        70        80                         
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA                         
                                                                    
gi|664 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEAFEYFALEAYAFDIAAP 
            130       140       150       160       170       180   
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.1  bits: 18.6 E():   90 
Smith-Waterman score: 43; 35.0% identity (70.0% similar) in 20 aa overlap (39-58:113-132) 
 
       10        20        30        40        50        60         
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:..           
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSMDDASVGSVSSE 
             90       100       110       120       130       140   
 
       70        80                                                 
2MEPSP VGCGGKFPVEDA                                                 
                                                                    
gi|249 FHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTVFVSSFN 
            150       160       170       180       190       200   
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.1  bits: 14.9 E():   91 
Smith-Waterman score: 30; 33.3% identity (66.7% similar) in 12 aa overlap (1-12:13-24) 
 
                           10        20        30        40         
2MEPSP             PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG 
                   :.: ..:  . :                                     
gi|183 GPXGKVVHIIMPPLKFVKGEESEP                                     
               10        20                                         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.1  bits: 16.6 E():   91 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (46-73:25-51) 
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          20        30        40        50        60        70      
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|144       MADDMERIFKRFDTNGDGKISLSELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                     10        20        30         40        50    
 
          80                     
2MEPSP PVEDA                     
                                 
gi|144 FIDFNEFISFCNANPGLMKDVAKVF 
            60        70         
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.1  bits: 18.9 E():   91 
Smith-Waterman score: 44; 25.9% identity (53.7% similar) in 54 aa overlap (28-76:203-252) 
 
                  10        20        30        40        50        
2MEPSP    PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     : :.:. .::. ..   ..::       .  
gi|117 ALTLRTATNIWIDHNSFSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGH----DDAY 
            180       190       200       210       220             
 
        60        70             80                                 
2MEPSP EADKAAKRAVVVG-----CGGKFPVEDA                                 
         ::. : .:. .     :: ..:                                     
gi|117 SDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSSNPTILSEGNS 
      230       240       250       260       270       280         
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.0  bits: 19.1 E():   92 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (48-70:290-314) 
 
        20        30        40        50          60        70      
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|458 AEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNAD 
     260       270       280       290       300       310          
 
          80                                                        
2MEPSP PVEDA                                                        
                                                                    
gi|458 ACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     320       330       340       350       360       370          
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 39; 34.8% identity (78.3% similar) in 23 aa overlap (55-77:18-40) 
 
           30        40        50        60        70        80     
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA     
                                     :. .:....: :..:  ::.. :        
gi|198              MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLA 
                            10        20        30        40        
 
gi|198 GTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHP 
        50        60        70        80        90       100        
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 19.1 E():   95 
Smith-Waterman score: 45; 29.2% identity (56.2% similar) in 48 aa overlap (20-67:239-286) 
 
                          10        20        30        40          
2MEPSP            PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 
                                     ::  :..:... :.. : :..:         
gi|845 SAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADL 
      210       220       230       240       250       260         
 
      50        60        70        80                              
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDA                              
        .:      ::. :.::.                                           
gi|845 DETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAE 
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      270       280       290       300       310       320         
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.6  bits: 16.6 E():   96 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (46-73:29-55) 
 
          20        30        40        50        60        70      
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|187   KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                 10        20        30         40        50        
 
          80                     
2MEPSP PVEDA                     
                                 
gi|187 FIDFDEFISFCNANPGLMKDVAKVF 
        60        70        80   
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.8 E():   98 
Smith-Waterman score: 44; 44.4% identity (72.2% similar) in 18 aa overlap (1-18:323-340) 
 
                                             10        20        30 
2MEPSP                               PIKEISGTVKLPGSKSLSNRILLLAALSEG 
                                     : :.:...    :::.::             
gi|210 APNVCTIAASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGA 
            300       310       320       330       340       350   
 
               40        50        60        70        80 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                                                          
gi|210 AAYLMALEGVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ     
            360       370       380       390             
 
>>gi|89892727|gb|ABD79097.1| Zea m 13 allergen [Zea mays  (404 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 44; 37.5% identity (81.2% similar) in 16 aa overlap (58-73:49-64) 
 
        30        40        50        60        70        80        
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA        
                                     .. ::...: . .:::               
gi|898 AKSKDNDAKASGPGGSFDITKLGASGNGKTDSTKAVQEAWASACGGTGKQTILIPKGDFL 
       20        30        40        50        60        70         
 
gi|898 VGPLNFTGPCKGDVTIQVNGNLLATTDLSQYKDHGNWIEILRVDNLVITGKGKLDGQGPA 
       80        90       100       110       120       130         
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.4 E():   99 
Smith-Waterman score: 39; 28.9% identity (48.9% similar) in 45 aa overlap (20-64:39-83) 
 
                          10        20        30        40          
2MEPSP            PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 
                                     ::    ::   .  . : :..  :   : : 
gi|144 NDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDSKVDEKLDA 
       10        20        30        40        50        60         
 
      50        60        70        80                              
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDA                              
            :..: ::...                                              
gi|144 GDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMP 
       70        80        90       100       110       120         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.3  bits: 19.1 E(): 1e 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (48-70:286-310) 
 
        20        30        40        50          60        70      
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|142 VEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
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         260       270       280       290       300       310      
 
          80                                                        
2MEPSP PVEDA                                                        
                                                                    
gi|142 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT 
         320       330       340       350       360       370      
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.3  bits: 19.1 E(): 1e 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (48-70:286-310) 
 
        20        30        40        50          60        70      
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|796 VEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
         260       270       280       290       300       310      
 
          80                                                        
2MEPSP PVEDA                                                        
                                                                    
gi|796 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT 
         320       330       340       350       360       370      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:23 2011 done: Tue Apr 19 10:57:23 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 12  - 91 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     3     0:= 
  30     6     2:*= 
  32     8     8:==* 
  34    15    22:=====  * 
  36    15    44:=====         * 
  38    69    73:======================= * 
  40    90   102:==============================   * 
  42    88   125:==============================           * 
  44   129   138:===========================================  * 
  46   129   140:===========================================   * 
  48   168   134:============================================*=========== 
  50   152   122:========================================*========== 
  52   130   108:===================================*======== 
  54   108    92:==============================*===== 
  56    76    77:=========================* 
  58    49    63:=================   * 
  60    48    51:================* 
  62    40    41:=============* 
  64    29    33:==========* 
  66    27    26:========* 
  68    23    20:======*= 
  70    16    16:=====* 
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  72     5    12:== * 
  74     8    10:===* 
  76     5     8:==* 
  78     4     6:=* 
  80     5     5:=* 
  82    20     3:*====== 
  84     4     3:*= 
  86     3     2:* 
  88    11     2:*===       inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     2     0:=         *== 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.96120.00283; mu= 4.8403 0.149 
 mean_var=32.627910.259, 0's: 2 Z-trim: 4  B-trim: 117 in 1/43 
 Lambda= 0.224533 
 Kolmogorov-Smirnov  statistic: 0.0675 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 26.0    0.57 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 26.0    0.57 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 24.5       1 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   56 22.9     2.8 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 22.3     3.5 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 21.3     5.9 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 21.3     5.9 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 21.3     5.9 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 21.3     5.9 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 21.3     5.9 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 21.3     5.9 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 21.3       6 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 21.3     6.2 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 21.3     6.7 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 21.3     6.7 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 21.3     6.8 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 21.3     6.8 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   51 21.3     7.9 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 22.4     8.5 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   55 22.4       9 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 21.2     9.8 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   55 22.4      11 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 20.3      12 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 20.3      12 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 20.3      12 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 20.3      12 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 20.3      12 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 20.3      12 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 20.3      12 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 20.3      12 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 20.3      12 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 20.3      12 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   47 20.0      12 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   49 20.6      12 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   49 20.6      12 
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gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 20.3      13 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 20.3      13 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 20.3      13 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 20.3      13 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 20.3      13 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 20.3      13 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 20.3      13 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 20.3      13 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   52 21.5      16 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 20.3      16 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.7      17 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.7      18 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.4      18 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.4      18 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 21.1      20 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.9      24 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   50 20.8      24 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 20.2      28 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.4      28 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.8      29 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.8      29 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.8      29 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.6      32 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.6      32 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.6      32 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.5      33 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 16.1      33 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 20.2      39 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.7      40 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.7      40 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 20.4      41 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   45 19.3      44 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.4      44 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.4      50 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.4      53 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 18.4      55 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   43 18.6      55 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   43 18.6      55 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.8      56 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.8      56 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 20.1      56 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.8      58 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 19.2      60 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.5      60 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.5      60 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.5      60 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.8      61 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.6      66 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.6      66 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   42 18.3      66 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   47 19.8      67 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.8      68 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 19.2      69 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.5      70 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   45 19.2      73 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   43 18.6      73 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 18.0      76 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   44 18.9      77 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   40 17.7      79 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.6      80 
gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.3      82 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   46 19.5      83 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   46 19.5      83 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   46 19.5      83 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   46 19.5      83 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   46 19.5      83 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   46 19.5      83 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   46 19.5      83 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   46 19.5      83 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   46 19.5      83 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   46 19.5      83 
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gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   46 19.5      83 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   46 19.5      83 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   36 16.5      86 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   36 16.5      88 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   43 18.6      90 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.2      90 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   44 18.9      91 
gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Ph ( 167)   40 17.7      91 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   42 18.3      91 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   45 19.2      94 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   36 16.5      95 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   39 17.4      97 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   42 18.3      97 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   45 19.1      98 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   45 19.1      98 
gi|89892727|gb|ABD79097.1| Zea m 13 allergen [Zea  ( 404)   44 18.9      98 
gi|89892725|gb|ABD79096.1| Zea m 13 allergen [Zea  ( 410)   44 18.9   1e 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 106.9  bits: 26.0 E(): 0.57 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (16-58:3-45) 
 
               10        20        30        40         50          
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEAD 
                      :.: .:::.::. :..:.  : . :  : .  :  : .: .: :  
gi|668              MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYAT 
                            10        20         30        40       
 
      60        70        80                                        
2MEPSP KAAKRAVVVGCGGKFPVEDAK                                        
                                                                    
gi|668 INGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSAD 
         50        60        70        80        90       100       
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 106.9  bits: 26.0 E(): 0.57 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (16-58:3-45) 
 
               10        20        30        40         50          
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEAD 
                      :.: .:::.::. :..:.  : . :  : .  :  : .: .: :  
gi|833              MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYAT 
                            10        20         30        40       
 
      60        70        80                                        
2MEPSP KAAKRAVVVGCGGKFPVEDAK                                        
                                                                    
gi|833 INGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSAD 
         50        60        70        80        90       100       
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 102.2  bits: 24.5 E():    1 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (34-63:33-62) 
 
            10        20        30        40        50        60    
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
            70        80                                            
2MEPSP RAVVVGCGGKFPVEDAK                                            
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 94.6  bits: 22.9 E():  2.8 
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (12-71:114-176) 
 
                                  10        20           30         
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2MEPSP                    IKEISGTVKLPGSKSLSNRILLLAALS---EGTTVVDNLLN 
                                     : .. ...... .:..   .:  :: . .  
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA 
            90       100       110       120       130       140    
 
       40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK 
       .:  . ..  ...:: :  . ..  :  .:.::          
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL        
           150       160       170                
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 92.8  bits: 22.3 E():  3.5 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (45-70:75-101) 
 
           20        30        40         50        60        70    
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
            80                                    
2MEPSP FPVEDAK                                    
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.6  bits: 21.3 E():  5.9 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.6  bits: 21.3 E():  5.9 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.6  bits: 21.3 E():  5.9 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.6  bits: 21.3 E():  5.9 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26) 
 
        30        40        50        60        70        80        
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2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.6  bits: 21.3 E():  5.9 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.6  bits: 21.3 E():  5.9 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.5  bits: 21.3 E():    6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:10-27) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.2  bits: 21.3 E():  6.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:15-32) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.6  bits: 21.3 E():  6.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:25-42) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
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           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.6  bits: 21.3 E():  6.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:25-42) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.5  bits: 21.3 E():  6.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:26-43) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.5  bits: 21.3 E():  6.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:26-43) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.4  bits: 21.3 E():  7.9 
Smith-Waterman score: 51; 27.3% identity (54.5% similar) in 66 aa overlap (8-73:34-99) 
 
                                      10        20        30        
2MEPSP                        IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .:: ..:. ..: ::  . : : .   
gi|532 KAGDSFPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSAN 
            10        20        30        40        50        60    
 
        40        50        60        70        80                  
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK                  
       .  .    :  ::. :..  :  : . : :..  ::                         
gi|532 HVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIG 
            70        80        90       100       110       120    
 
gi|532 WADEEGRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
           130       140       150       160        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 85.8  bits: 22.4 E():  8.5 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (36-64:246-275) 
 
          10        20        30        40         50        60     
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
           70        80                                             
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2MEPSP AVVVGCGGKFPVEDAK                                             
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 85.4  bits: 22.4 E():    9 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (27-77:161-217) 
 
                   10        20        30         40           50   
2MEPSP     IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
               60        70        80                               
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAK                               
       ::...:  :.    .. .  . .: .:                                  
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 84.7  bits: 21.2 E():  9.8 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (26-78:113-176) 
 
                    10        20        30         40        50     
2MEPSP      IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
           60                  70        80                         
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAK                         
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 83.6  bits: 22.4 E():   11 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (27-77:191-247) 
 
                   10        20        30         40           50   
2MEPSP     IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
               60        70        80                               
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAK                               
       ::...:  :.    .. .  . .: .:                                  
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26) 
 
        30        40        50        60        70        80        
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2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 82

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 83.0  bits: 20.0 E():   12 
Smith-Waterman score: 47; 30.4% identity (60.9% similar) in 46 aa overlap (35-80:5-45) 
 
           10        20        30        40        50        60     
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     ..:..::..  .::.     ..:. .  :  
gi|225                           MAMTDVLSAEDIKKAVGAFS----AAESFNYKKF 
                                         10        20            30 
 
           70        80                                             
2MEPSP AVVVGCGGKFPVEDAK                                             
         .::   : : ::.:                                             
gi|225 FEMVGLKKKSP-EDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAA 
               40         50        60        70        80          
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.8  bits: 20.6 E():   12 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (8-73:35-100) 
 
                                      10        20        30        
2MEPSP                        IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|668 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
        40        50        60        70        80                  
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK                  
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|668 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
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           70        80        90       100       110       120     
 
gi|668 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.8  bits: 20.6 E():   12 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (8-73:35-100) 
 
                                      10        20        30        
2MEPSP                        IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|276 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
        40        50        60        70        80                  
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK                  
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|276 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|276 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.8  bits: 20.3 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:18-35) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 20.3 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:22-39) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.3  bits: 20.3 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:26-43) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.3  bits: 20.3 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:26-43) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
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                    10        20        30        40        50      
 
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.3  bits: 20.3 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:26-43) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.3  bits: 20.3 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:26-43) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.3  bits: 20.3 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:26-43) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.3  bits: 20.3 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:26-43) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.8  bits: 21.5 E():   16 
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (9-31:241-263) 
 
                                     10        20        30         
2MEPSP                       IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :. . :::. . .:: .:. :::        
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY 
              220       230       240       250       260       270 
 
       40        50        60        70        80                   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK                   
                                                                    
gi|215 TAEETAKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE 
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              280       290       300       310       320       330 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.3 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:55-72) 
 
        30        40        50        60        70        80        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK        
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 80.3  bits: 17.7 E():   17 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (55-67:5-17) 
 
           30        40        50        60        70        80 
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK 
                                     .: :: .:: :::              
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI 
                                         10        20        30 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228) 
 
          10        20        30        40           50        60   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             70        80                                           
2MEPSP KRAVVVGCGGKFPVEDAK                                           
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 79.7  bits: 21.4 E():   18 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (31-62:88-122) 
 
               10        20        30        40           50        
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
        60        70        80                                      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAK                                      
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 79.7  bits: 21.4 E():   18 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (31-62:88-122) 
 
               10        20        30        40           50        
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
        60        70        80                                      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAK                                      
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
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       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 21.1 E():   20 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (27-53:72-98) 
 
                   10        20        30        40        50       
2MEPSP     IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
         60        70        80                                     
2MEPSP EADKAAKRAVVVGCGGKFPVEDAK                                     
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.9 E():   24 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (34-63:33-62) 
 
            10        20        30        40        50        60    
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
            70        80                                            
2MEPSP RAVVVGCGGKFPVEDAK                                            
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.5  bits: 20.8 E():   24 
Smith-Waterman score: 50; 26.9% identity (73.1% similar) in 26 aa overlap (55-80:315-340) 
 
           30        40        50        60        70        80     
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK     
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.5  bits: 20.2 E():   28 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (40-64:195-217) 
 
      10        20        30        40        50        60          
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
      70        80                                                  
2MEPSP CGGKFPVEDAK                                                  
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.4  bits: 16.4 E():   28 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (56-69:3-16) 
 
          30        40        50        60        70        80 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK 
                                     :.: .::.  : ::            
gi|463                             DFVDAHNAARAQVGVGPVHWT       
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                                           10        20        
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 76.2  bits: 20.8 E():   29 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (33-62:90-122) 
 
             10        20        30        40           50          
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
      60        70        80                                        
2MEPSP KAAKRAVVVGCGGKFPVEDAK                                        
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 76.2  bits: 20.8 E():   29 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (18-62:70-122) 
 
                            10        20        30             40   
2MEPSP              IKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
                50        60        70        80                    
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK                    
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 76.2  bits: 20.8 E():   29 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (18-62:70-122) 
 
                            10        20        30             40   
2MEPSP              IKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
                50        60        70        80                    
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK                    
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.6 E():   32 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (52-67:172-187) 
 
              30        40        50        60        70        80  
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK  
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 19.6 E():   32 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (52-67:173-188) 
 
              30        40        50        60        70        80  
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK  
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
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            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 19.6 E():   32 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (52-67:173-188) 
 
              30        40        50        60        70        80  
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK  
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 75.2  bits: 22.5 E():   33 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (27-67:452-496) 
 
                   10        20        30            40        50   
2MEPSP     IKEISGTVKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
             60        70        80                                 
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAK                                 
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 75.0  bits: 16.1 E():   33 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (69-77:4-12) 
 
       40        50        60        70        80      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK      
                                     ::...: .:         
gi|544                            APPGCSNHFNLETVFGNFVK 
                                          10        20 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.9  bits: 20.2 E():   39 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (23-72:214-267) 
 
                       10        20        30        40        50   
2MEPSP         IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
                   60        70        80                           
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAK                           
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.7 E():   40 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (15-51:3-39) 
 
               10        20        30        40        50        60 
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                     : :: .:::::.  .  ..   ...::    ...: :          
gi|195             MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYV 
                           10        20        30        40         
 
               70        80                                         
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2MEPSP AAKRAVVVGCGGKFPVEDAK                                         
                                                                    
gi|195 EQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPRE 
       50        60        70        80        90       100         
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.7 E():   40 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (15-51:3-39) 
 
               10        20        30        40        50        60 
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                     : :: .:::::.  .  ..   ...::    ...: :          
gi|219             MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYV 
                           10        20        30        40         
 
               70        80                                         
2MEPSP AAKRAVVVGCGGKFPVEDAK                                         
                                                                    
gi|219 EQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPRE 
       50        60        70        80        90       100         
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 73.4  bits: 20.4 E():   41 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (13-62:428-476) 
 
                                 10        20        30        40   
2MEPSP                   IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
             50        60        70        80   
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK   
       .. .:. .  :.. :  . :                     
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG 
        460       470       480       490       
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.9  bits: 19.3 E():   44 
Smith-Waterman score: 45; 30.2% identity (55.8% similar) in 43 aa overlap (8-50:35-74) 
 
                                      10        20        30        
2MEPSP                        IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     .:   ... .:   ::   : :.   :..  
gi|136 LLMNFFIVSPLLLATTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS---DTFT 
           10        20        30        40        50           60  
 
        40        50        60        70        80                  
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK                  
       ::: .   ::..:                                                
gi|136 NSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYI 
              70        80        90       100       110       120  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.8  bits: 20.4 E():   44 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (38-68:378-406) 
 
        10        20        30        40        50        60        
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
        70        80                                                
2MEPSP VGCGGKFPVEDAK                                                
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.8  bits: 18.4 E():   50 
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Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (52-76:16-40) 
 
              30        40        50        60        70        80  
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK  
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (49-77:38-66) 
 
       20        30        40        50        60        70         
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
       80                                                           
2MEPSP AK                                                           
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (44-78:48-86) 
 
            20        30        40        50             60         
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
       70        80                                                 
2MEPSP GCGGKFPVEDAK                                                 
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.1  bits: 18.6 E():   55 
Smith-Waterman score: 43; 29.0% identity (58.1% similar) in 31 aa overlap (53-80:152-182) 
 
             30        40        50        60           70          
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
      80             
2MEPSP K             
       :             
gi|313 KCERGKLFANCCK 
             190     
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.1  bits: 18.6 E():   55 
Smith-Waterman score: 43; 29.0% identity (58.1% similar) in 31 aa overlap (53-80:152-182) 
 
             30        40        50        60           70          
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
      80             
2MEPSP K             
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       :             
gi|476 KCERGKLFANCCK 
             190     
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 71.0  bits: 19.8 E():   56 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (33-61:90-121) 
 
             10        20        30        40           50          
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
      60        70        80                                        
2MEPSP KAAKRAVVVGCGGKFPVEDAK                                        
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 71.0  bits: 19.8 E():   56 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (33-61:90-121) 
 
             10        20        30        40           50          
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
      60        70        80                                        
2MEPSP KAAKRAVVVGCGGKFPVEDAK                                        
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.9  bits: 20.1 E():   56 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (35-68:381-414) 
 
           10        20        30        40        50        60     
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
           70        80                                             
2MEPSP AVVVGCGGKFPVEDAK                                             
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.7  bits: 17.8 E():   58 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (22-38:46-62) 
 
                        10        20        30        40        50  
2MEPSP          IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
              60        70        80       
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAK       
                                           
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
          80        90       100       110 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (42-79:3-39) 
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              20        30        40        50        60        70  
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :: .  ::  :.... :  ::. :. .: : 
gi|398                             MAVHQYTVAL-FLAVALVAGPAASYAADLGYG 
                                           10         20        30  
 
              80                                                    
2MEPSP GKFPVEDAK                                                    
          :.  :                                                     
gi|398 PATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYR 
              40        50        60        70        80        90  
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.3  bits: 19.5 E():   60 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (14-50:246-282) 
 
                                10        20        30         40   
2MEPSP                  IKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
             50        60        70        80                       
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK                       
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.3  bits: 19.5 E():   60 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (14-50:246-282) 
 
                                10        20        30         40   
2MEPSP                  IKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
             50        60        70        80                       
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK                       
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.3  bits: 19.5 E():   60 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (14-50:246-282) 
 
                                10        20        30         40   
2MEPSP                  IKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
             50        60        70        80                       
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK                       
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 17.8 E():   61 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (42-51:55-64) 
 
              20        30        40        50        60        70  
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
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              80                        
2MEPSP GKFPVEDAK                        
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.6 E():   66 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (53-69:11-27) 
 
             30        40        50        60        70        80   
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK   
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.6 E():   66 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (32-63:71-102) 
 
              10        20        30        40        50        60  
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
              70        80                                          
2MEPSP AKRAVVVGCGGKFPVEDAK                                          
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.3 E():   66 
Smith-Waterman score: 42; 28.6% identity (51.4% similar) in 35 aa overlap (46-80:106-140) 
 
          20        30        40        50        60        70      
2MEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
          80                                                
2MEPSP VEDAK                                                
        .  :                                                
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 69.5  bits: 19.8 E():   67 
Smith-Waterman score: 47; 34.0% identity (61.7% similar) in 47 aa overlap (20-63:59-105) 
 
                          10        20          30        40        
2MEPSP            IKEISGTVKLPGSKSLSNRILLLAALSEG--TTVVDNLLNSEDVHYMLG 
                                     ..: ..:: :  . ..:. ::.:        
gi|572 MCNSFKGRPVLGRVFQGKEPPQFVAIFQPMLVLKGGLSSGYKNYIADKGLNDETYAADSV 
       30        40        50        60        70        80         
 
         50        60        70        80                           
2MEPSP AL-RTLGLSVEADKAAKRAVVVGCGGKFPVEDAK                           
       :: :  : ::. .::..                                            
gi|572 ALIRLSGTSVHNNKAVQVDAVPASLNSNECFLLQSGSSIFSWHGNQSTYEQQQLAAKVAE 
       90       100       110       120       130       140         
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.4  bits: 14.8 E():   68 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (52-59:10-17) 
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              30        40        50        60        70        80 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK 
                                     :::: .:.                      
gi|856                      ANPTFGFTPLGLSSDAN                      
                                    10                             
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.2  bits: 19.2 E():   69 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (47-69:150-174) 
 
         20        30        40        50          60        70     
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
           80                                                       
2MEPSP PVEDAK                                                       
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.2  bits: 19.5 E():   70 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (33-65:91-126) 
 
             10        20        30        40           50          
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
      60        70        80                                        
2MEPSP KAAKRAVVVGCGGKFPVEDAK                                        
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.9  bits: 19.2 E():   73 
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (17-75:193-252) 
 
                             10        20        30        40       
2MEPSP               IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 
                                     :. .. ..  : :.:. .::. ..   ..: 
gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL 
            170       180       190       200       210       220   
 
         50        60             70        80                      
2MEPSP GALRTLGLSVEADKAAKRAVVVG-----CGGKFPVEDAK                      
       :       .   ::. : .:. .     :: ..:                           
gi|195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSS 
                230       240       250       260       270         
 
gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG 
      280       290       300       310       320       330         
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.8  bits: 18.6 E():   73 
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (9-71:133-189) 
 
                                     10        20        30         
2MEPSP                       IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :.: . :: .  .  . ... . . : . . 
gi|253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEK 
            110       120       130       140       150       160   
 
       40        50        60        70        80                   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK                   
        . :    : .. :.:..       :...::::                            
gi|253 YQPVGPK-GNVKELALAIF-----DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP 
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             170       180            190       200       210       
 
gi|253 VYKTGNSPGEKCIKKDETFKNLCFAQEPINPNEHNL 
        220       230       240       250   
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 68.5  bits: 18.0 E():   76 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (45-71:146-170) 
 
           20        30        40        50        60        70     
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
           80 
2MEPSP PVEDAK 
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 44; 33.3% identity (52.4% similar) in 42 aa overlap (34-75:221-255) 
 
            10        20        30        40        50        60    
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
            70        80                                            
2MEPSP RAVVVGCGGKFPVEDAK                                            
       . :.  : .: :                                                 
gi|118 EKVLNDCKSKEPSNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAYS 
           250       260       270       280       290       300    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (9-18:86-95) 
 
                                     10        20        30         
2MEPSP                       IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     . :::..: :                     
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK 
          60        70        80        90       100       110      
 
       40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK 
                                                  
gi|126 IVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL           
         120       130       140                  
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 44; 27.1% identity (59.3% similar) in 59 aa overlap (2-58:34-89) 
 
                                            10        20        30  
2MEPSP                              IKEISGTVKLPGSKSLSNRILLLAALSEGTT 
                                     : .  .:. :  .:.   .  : :. :    
gi|225 DGLIDDIIAILPIDDLKALFQEKLETSLDFKAFYDAVRSPEFQSI---VQTLNAMPEYQD 
            10        20        30        40           50        60 
 
              40         50         60        70        80          
2MEPSP VVDNLLNSE-DVHYMLGALRTL-GLSVEADKAAKRAVVVGCGGKFPVEDAK          
       ....: ..  :: ...  .:.: ::. ::                                
gi|225 LLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMDYLANDA 
               70        80        90       100       110       120 
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (32-63:71-102) 
 
              10        20        30        40        50        60  
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2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
 
              70        80                                          
2MEPSP AKRAVVVGCGGKFPVEDAK                                          
       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.5 E():   83 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228) 
 
          10        20        30        40           50        60   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             70        80                                           
2MEPSP KRAVVVGCGGKFPVEDAK                                           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.5 E():   83 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228) 
 
          10        20        30        40           50        60   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             70        80                                           
2MEPSP KRAVVVGCGGKFPVEDAK                                           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.5 E():   83 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228) 
 
          10        20        30        40           50        60   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             70        80                                           
2MEPSP KRAVVVGCGGKFPVEDAK                                           
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.5 E():   83 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228) 
 
          10        20        30        40           50        60   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             70        80                                           
2MEPSP KRAVVVGCGGKFPVEDAK                                           
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gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.5 E():   83 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228) 
 
          10        20        30        40           50        60   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             70        80                                           
2MEPSP KRAVVVGCGGKFPVEDAK                                           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.5 E():   83 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228) 
 
          10        20        30        40           50        60   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             70        80                                           
2MEPSP KRAVVVGCGGKFPVEDAK                                           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.5 E():   83 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228) 
 
          10        20        30        40           50        60   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             70        80                                           
2MEPSP KRAVVVGCGGKFPVEDAK                                           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.5 E():   83 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228) 
 
          10        20        30        40           50        60   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             70        80                                           
2MEPSP KRAVVVGCGGKFPVEDAK                                           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.5 E():   83 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228) 
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          10        20        30        40           50        60   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             70        80                                           
2MEPSP KRAVVVGCGGKFPVEDAK                                           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.5 E():   83 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228) 
 
          10        20        30        40           50        60   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             70        80                                           
2MEPSP KRAVVVGCGGKFPVEDAK                                           
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.5 E():   83 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228) 
 
          10        20        30        40           50        60   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             70        80                                           
2MEPSP KRAVVVGCGGKFPVEDAK                                           
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.5 E():   83 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228) 
 
          10        20        30        40           50        60   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             70        80                                           
2MEPSP KRAVVVGCGGKFPVEDAK                                           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.5  bits: 16.5 E():   86 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (45-72:18-44) 
 
           20        30        40        50        60        70     
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124              GTRRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                            10        20         30        40       
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           80                    
2MEPSP PVEDAK                    
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70  
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.3  bits: 16.5 E():   88 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (45-72:20-46) 
 
           20        30        40        50        60        70     
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124            GTSFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                          10        20         30        40         
 
           80                    
2MEPSP PVEDAK                    
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
       50        60        70    
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.1  bits: 18.6 E():   90 
Smith-Waterman score: 43; 35.0% identity (70.0% similar) in 20 aa overlap (38-57:113-132) 
 
        10        20        30        40        50        60        
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:..           
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSMDDASVGSVSSE 
             90       100       110       120       130       140   
 
        70        80                                                
2MEPSP VGCGGKFPVEDAK                                                
                                                                    
gi|249 FHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTVFVSSFN 
            150       160       170       180       190       200   
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.1  bits: 19.2 E():   90 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (47-69:290-314) 
 
         20        30        40        50          60        70     
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|458 AEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNAD 
     260       270       280       290       300       310          
 
           80                                                       
2MEPSP PVEDAK                                                       
                                                                    
gi|458 ACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     320       330       340       350       360       370          
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.1  bits: 18.9 E():   91 
Smith-Waterman score: 44; 25.9% identity (53.7% similar) in 54 aa overlap (27-75:203-252) 
 
                   10        20        30        40        50       
2MEPSP     IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     : :.:. .::. ..   ..::       .  
gi|117 ALTLRTATNIWIDHNSFSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGH----DDAY 
            180       190       200       210       220             
 
         60             70        80                                
2MEPSP EADKAAKRAVVVG-----CGGKFPVEDAK                                
         ::. : .:. .     :: ..:                                     
gi|117 SDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSSNPTILSEGNS 
      230       240       250       260       270       280         
 
>>gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Phosph  (167 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.7 E():   91 
Smith-Waterman score: 40; 32.0% identity (68.0% similar) in 25 aa overlap (16-40:5-29) 
 
               10        20        30        40        50        60 
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                      :.. .::: . :.:  . : . ..:                     
gi|244            MQVVLGSLFLLLLSTSHGWQIRDRIGDNELEERIIYPGTLWCGHGNKSS 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AAKRAVVVGCGGKFPVEDAK                                         
                                                                    
gi|244 GPNELGRFKHTDACCRTHDMCPDVMSAGESKHGLTNTASHTRLSCDCDDKFYDCLKNSAD 
      50        60        70        80        90       100          
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 18.3 E():   91 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (14-39:93-118) 
 
                                10        20        30        40    
2MEPSP                  IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|664 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
             70        80        90       100       110       120   
 
            50        60        70        80                        
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK                        
                                                                    
gi|664 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEAFEYFALEAYAFDIAAP 
            130       140       150       160       170       180   
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 45; 29.2% identity (56.2% similar) in 48 aa overlap (19-66:239-286) 
 
                           10        20        30        40         
2MEPSP             IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 
                                     ::  :..:... :.. : :..:         
gi|845 SAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADL 
      210       220       230       240       250       260         
 
       50        60        70        80                             
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK                             
        .:      ::. :.::.                                           
gi|845 DETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAE 
      270       280       290       300       310       320         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.7  bits: 16.5 E():   95 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (45-72:25-51) 
 
           20        30        40        50        60        70     
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|144       MADDMERIFKRFDTNGDGKISLSELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                     10        20        30         40        50    
 
           80                    
2MEPSP PVEDAK                    
                                 
gi|144 FIDFNEFISFCNANPGLMKDVAKVF 
            60        70         
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.4 E():   97 
Smith-Waterman score: 39; 34.8% identity (78.3% similar) in 23 aa overlap (54-76:18-40) 
 
            30        40        50        60        70        80    
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK    
                                     :. .:....: :..:  ::.. :        
gi|198              MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLA 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 101

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                            10        20        30        40        
 
gi|198 GTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHP 
        50        60        70        80        90       100        
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.3 E():   97 
Smith-Waterman score: 42; 50.0% identity (75.0% similar) in 12 aa overlap (69-80:91-102) 
 
       40        50        60        70        80                   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK                   
                                     :::. : :. .:                   
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.4  bits: 19.1 E():   98 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (47-69:286-310) 
 
         20        30        40        50          60        70     
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|142 VEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
         260       270       280       290       300       310      
 
           80                                                       
2MEPSP PVEDAK                                                       
                                                                    
gi|142 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT 
         320       330       340       350       360       370      
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.4  bits: 19.1 E():   98 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (47-69:286-310) 
 
         20        30        40        50          60        70     
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|796 VEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
         260       270       280       290       300       310      
 
           80                                                       
2MEPSP PVEDAK                                                       
                                                                    
gi|796 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT 
         320       330       340       350       360       370      
 
>>gi|89892727|gb|ABD79097.1| Zea m 13 allergen [Zea mays  (404 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.9 E():   98 
Smith-Waterman score: 44; 37.5% identity (81.2% similar) in 16 aa overlap (57-72:49-64) 
 
         30        40        50        60        70        80       
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK       
                                     .. ::...: . .:::               
gi|898 AKSKDNDAKASGPGGSFDITKLGASGNGKTDSTKAVQEAWASACGGTGKQTILIPKGDFL 
       20        30        40        50        60        70         
 
gi|898 VGPLNFTGPCKGDVTIQVNGNLLATTDLSQYKDHGNWIEILRVDNLVITGKGKLDGQGPA 
       80        90       100       110       120       130         
 
>>gi|89892725|gb|ABD79096.1| Zea m 13 allergen [Zea mays  (410 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 18.9 E(): 1e 
Smith-Waterman score: 44; 37.5% identity (81.2% similar) in 16 aa overlap (57-72:55-70) 
 
         30        40        50        60        70        80       
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK       
                                     .. ::...: . .:::               
gi|898 AKSKDNDAKASGPGGSFDITKLGASGNGKTDSTKAVQEAWASACGGTGKQTILIPKGDFL 
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           30        40        50        60        70        80     
 
gi|898 VGPLNFTGPCKGDVTIQVNGNLLATTDLSQYKDHGNWIEILRVDNLVITGKGKLDGQGPA 
           90       100       110       120       130       140     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:23 2011 done: Tue Apr 19 10:57:23 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 13  - 92 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     5     2:*= 
  32     8     8:==* 
  34    15    22:=====  * 
  36    18    44:======        * 
  38    56    73:===================     * 
  40    94   102:================================ * 
  42    94   125:================================         * 
  44   129   138:===========================================  * 
  46   134   140:============================================= * 
  48   155   134:============================================*======= 
  50   151   122:========================================*========== 
  52   132   108:===================================*======== 
  54   103    92:==============================*==== 
  56    83    77:=========================*== 
  58    51    63:=================   * 
  60    52    51:================*= 
  62    38    41:=============* 
  64    30    33:==========* 
  66    31    26:========*== 
  68    19    20:======* 
  70    15    16:=====* 
  72     6    12:== * 
  74     8    10:===* 
  76     7     8:==* 
  78     4     6:=* 
  80     4     5:=* 
  82    19     3:*====== 
  84     6     3:*= 
  86     3     2:* 
  88    10     2:*===       inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     2     0:=         *== 
 108     0     0:          * 
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 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.06330.00286; mu= 4.2705 0.151 
 mean_var=33.067110.280, 0's: 2 Z-trim: 4  B-trim: 117 in 1/43 
 Lambda= 0.223037 
 Kolmogorov-Smirnov  statistic: 0.0648 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 25.9     0.6 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 25.9     0.6 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 24.4     1.1 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   56 22.8     2.8 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 22.2     3.5 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 21.3       6 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 21.3       6 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 21.3       6 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 21.3       6 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 21.3       6 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 21.3       6 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 21.3     6.1 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 21.3     6.3 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 21.3     6.9 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 21.3     6.9 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 21.3     6.9 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 21.3     6.9 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   51 21.2     8.1 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 22.4     8.8 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   55 22.4     9.3 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 20.3     9.8 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 21.2      10 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   55 22.3      12 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 20.3      12 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 20.3      12 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 20.3      12 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 20.3      12 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 20.3      12 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 20.3      12 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 20.3      12 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 20.3      12 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 20.3      12 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 20.3      12 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   49 20.6      13 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   49 20.6      13 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 20.3      13 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 20.3      13 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 20.3      14 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 20.3      14 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 20.3      14 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 20.3      14 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 20.3      14 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 20.3      14 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 20.3      17 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   52 21.4      17 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.7      17 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.7      18 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.4      19 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.4      19 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 21.1      21 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   50 20.8      21 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.9      24 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   50 20.8      25 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.5      27 
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gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 20.2      28 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.7      30 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.7      30 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.7      30 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 16.2      32 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.6      33 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.6      33 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.6      33 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.4      35 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.7      40 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.7      40 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 20.1      40 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 20.4      42 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   45 19.2      44 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   41 18.1      45 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.4      46 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.4      50 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.4      53 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   43 18.6      54 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 18.4      55 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   43 18.6      56 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   43 18.6      56 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.8      57 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.8      57 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.8      57 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 20.1      58 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.8      61 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 19.2      61 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.5      62 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.5      62 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.5      62 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.9      65 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.6      67 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.6      67 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   47 19.7      69 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 19.2      71 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.4      72 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   45 19.2      74 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   43 18.6      74 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 18.0      76 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   40 17.7      79 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.6      82 
gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.3      83 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   36 16.6      85 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   46 19.4      85 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   46 19.4      85 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   46 19.4      85 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   46 19.4      85 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   46 19.4      85 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   46 19.4      85 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   46 19.4      85 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   46 19.4      85 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   46 19.4      85 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   46 19.4      85 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   46 19.4      85 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   46 19.4      85 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   36 16.6      87 
gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Ph ( 167)   40 17.7      91 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   42 18.3      92 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   43 18.5      92 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   44 18.8      93 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.1      93 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   36 16.6      94 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   45 19.1      96 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   39 17.4      97 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   42 18.3      99 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   36 16.5      99 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 106.5  bits: 25.9 E():  0.6 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (15-57:3-45) 
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               10        20        30        40         50          
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADK 
                     :.: .:::.::. :..:.  : . :  : .  :  : .: .: :   
gi|668             MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATI 
                           10        20         30        40        
 
      60        70        80                                        
2MEPSP AAKRAVVVGCGGKFPVEDAKE                                        
                                                                    
gi|668 NGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADW 
        50        60        70        80        90       100        
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 106.5  bits: 25.9 E():  0.6 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (15-57:3-45) 
 
               10        20        30        40         50          
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADK 
                     :.: .:::.::. :..:.  : . :  : .  :  : .: .: :   
gi|833             MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATI 
                           10        20         30        40        
 
      60        70        80                                        
2MEPSP AAKRAVVVGCGGKFPVEDAKE                                        
                                                                    
gi|833 NGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADW 
        50        60        70        80        90       100        
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 101.9  bits: 24.4 E():  1.1 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (33-62:33-62) 
 
             10        20        30        40        50        60   
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
             70        80                                           
2MEPSP RAVVVGCGGKFPVEDAKE                                           
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 94.3  bits: 22.8 E():  2.8 
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (11-70:114-176) 
 
                                   10        20           30        
2MEPSP                     KEISGTVKLPGSKSLSNRILLLAALS---EGTTVVDNLLN 
                                     : .. ...... .:..   .:  :: . .  
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA 
            90       100       110       120       130       140    
 
        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
       .:  . ..  ...:: :  . ..  :  .:.::           
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL         
           150       160       170                 
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 92.6  bits: 22.2 E():  3.5 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (44-69:75-101) 
 
            20        30        40         50        60        70   
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
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             80                                   
2MEPSP FPVEDAKE                                   
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.5  bits: 21.3 E():    6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.5  bits: 21.3 E():    6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.5  bits: 21.3 E():    6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.5  bits: 21.3 E():    6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.5  bits: 21.3 E():    6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
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>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.5  bits: 21.3 E():    6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.4  bits: 21.3 E():  6.1 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:10-27) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.1  bits: 21.3 E():  6.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:15-32) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.4  bits: 21.3 E():  6.9 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:25-42) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.4  bits: 21.3 E():  6.9 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:25-42) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.4  bits: 21.3 E():  6.9 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:26-43) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
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                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.4  bits: 21.3 E():  6.9 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:26-43) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.2  bits: 21.2 E():  8.1 
Smith-Waterman score: 51; 27.3% identity (54.5% similar) in 66 aa overlap (7-72:34-99) 
 
                                       10        20        30       
2MEPSP                         KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .:: ..:. ..: ::  . : : .   
gi|532 KAGDSFPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSAN 
            10        20        30        40        50        60    
 
         40        50        60        70        80                 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE                 
       .  .    :  ::. :..  :  : . : :..  ::                         
gi|532 HVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIG 
            70        80        90       100       110       120    
 
gi|532 WADEEGRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
           130       140       150       160        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 85.5  bits: 22.4 E():  8.8 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (35-63:246-275) 
 
           10        20        30        40         50        60    
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
            70        80                                            
2MEPSP AVVVGCGGKFPVEDAKE                                            
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 85.1  bits: 22.4 E():  9.3 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (26-76:161-217) 
 
                    10        20        30         40           50  
2MEPSP      KEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
                60        70        80                              
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKE                              
       ::...:  :.    .. .  . .: .:                                  
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
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>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 84.7  bits: 20.3 E():  9.8 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (34-80:5-46) 
 
            10        20        30        40        50        60    
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     ..:..::..  .::.     ..:. .  :  
gi|225                           MAMTDVLSAEDIKKAVGAFS----AAESFNYKKF 
                                         10        20            30 
 
            70        80                                            
2MEPSP AVVVGCGGKFPVEDAKE                                            
         .::   : : ::.:.                                            
gi|225 FEMVGLKKKSP-EDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAA 
               40         50        60        70        80          
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 84.5  bits: 21.2 E():   10 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (25-77:113-176) 
 
                     10        20        30         40        50    
2MEPSP       KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
            60                  70        80                        
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKE                        
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (26-76:191-247) 
 
                    10        20        30         40           50  
2MEPSP      KEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
                60        70        80                              
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKE                              
       ::...:  :.    .. .  . .: .:                                  
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
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gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26) 
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         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.7  bits: 20.6 E():   13 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (7-72:35-100) 
 
                                       10        20        30       
2MEPSP                         KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|668 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
         40        50        60        70        80                 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE                 
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|668 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|668 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.7  bits: 20.6 E():   13 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (7-72:35-100) 
 
                                       10        20        30       
2MEPSP                         KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|276 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
         40        50        60        70        80                 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE                 
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|276 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
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gi|276 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.7  bits: 20.3 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:18-35) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.4  bits: 20.3 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:22-39) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.2  bits: 20.3 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:26-43) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.2  bits: 20.3 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:26-43) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.2  bits: 20.3 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:26-43) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.2  bits: 20.3 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:26-43) 
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         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.2  bits: 20.3 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:26-43) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.2  bits: 20.3 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:26-43) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.3 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:55-72) 
 
         30        40        50        60        70        80       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE       
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.6  bits: 21.4 E():   17 
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (8-30:241-263) 
 
                                      10        20        30        
2MEPSP                        KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :. . :::. . .:: .:. :::        
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY 
              220       230       240       250       260       270 
 
        40        50        60        70        80                  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE                  
                                                                    
gi|215 TAEETAKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE 
              280       290       300       310       320       330 
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 80.4  bits: 17.7 E():   17 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (54-66:5-17) 
 
            30        40        50        60        70        80 
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
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                                     .: :: .:: :::               
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI  
                                         10        20        30  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228) 
 
           10        20        30        40           50        60  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              70        80                                          
2MEPSP KRAVVVGCGGKFPVEDAKE                                          
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 79.4  bits: 21.4 E():   19 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (30-61:88-122) 
 
                10        20        30        40           50       
2MEPSP  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
         60        70        80                                     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKE                                     
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 79.4  bits: 21.4 E():   19 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (30-61:88-122) 
 
                10        20        30        40           50       
2MEPSP  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
         60        70        80                                     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKE                                     
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 21.1 E():   21 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (26-52:72-98) 
 
                    10        20        30        40        50      
2MEPSP      KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
          60        70        80                                    
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKE                                    
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 78.7  bits: 20.8 E():   21 
Smith-Waterman score: 50; 35.4% identity (54.2% similar) in 48 aa overlap (33-80:221-260) 
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             10        20        30        40        50        60   
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
             70        80                                           
2MEPSP RAVVVGCGGKFPVEDAKE                                           
       . :.  : .: :  .:::                                           
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.5  bits: 19.9 E():   24 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (33-62:33-62) 
 
             10        20        30        40        50        60   
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
             70        80                                           
2MEPSP RAVVVGCGGKFPVEDAKE                                           
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.3  bits: 20.8 E():   25 
Smith-Waterman score: 50; 26.9% identity (73.1% similar) in 26 aa overlap (54-79:315-340) 
 
            30        40        50        60        70        80    
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE    
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.6  bits: 16.5 E():   27 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (55-68:3-16) 
 
           30        40        50        60        70        80 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     :.: .::.  : ::             
gi|463                             DFVDAHNAARAQVGVGPVHWT        
                                           10        20         
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.3  bits: 20.2 E():   28 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (39-63:195-217) 
 
       10        20        30        40        50        60         
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
       70        80                                                 
2MEPSP CGGKFPVEDAKE                                                 
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 76.0  bits: 20.7 E():   30 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (32-61:90-122) 
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              10        20        30        40           50         
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
       60        70        80                                       
2MEPSP KAAKRAVVVGCGGKFPVEDAKE                                       
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.9  bits: 20.7 E():   30 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (17-61:70-122) 
 
                             10        20        30             40  
2MEPSP               KEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
                 50        60        70        80                   
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE                   
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.9  bits: 20.7 E():   30 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (17-61:70-122) 
 
                             10        20        30             40  
2MEPSP               KEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
                 50        60        70        80                   
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE                   
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 75.3  bits: 16.2 E():   32 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (68-76:4-12) 
 
        40        50        60        70        80     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE     
                                     ::...: .:         
gi|544                            APPGCSNHFNLETVFGNFVK 
                                          10        20 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.6 E():   33 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (51-66:172-187) 
 
               30        40        50        60        70        80 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.6 E():   33 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (51-66:173-188) 
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               30        40        50        60        70        80 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.6 E():   33 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (51-66:173-188) 
 
               30        40        50        60        70        80 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 74.7  bits: 22.4 E():   35 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (26-66:452-496) 
 
                    10        20        30            40        50  
2MEPSP      KEISGTVKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
              60        70        80                                
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKE                                
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.7 E():   40 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (14-50:3-39) 
 
               10        20        30        40        50        60 
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                    : :: .:::::.  .  ..   ...::    ...: :           
gi|195            MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVE 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AKRAVVVGCGGKFPVEDAKE                                         
                                                                    
gi|195 QQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREV 
      50        60        70        80        90       100          
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.7 E():   40 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (14-50:3-39) 
 
               10        20        30        40        50        60 
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                    : :: .:::::.  .  ..   ...::    ...: :           
gi|219            MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVE 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AKRAVVVGCGGKFPVEDAKE                                         
                                                                    
gi|219 QQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREV 
      50        60        70        80        90       100          
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 118

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.6  bits: 20.1 E():   40 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (22-71:214-267) 
 
                        10        20        30        40        50  
2MEPSP          KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
                    60        70        80                          
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAKE                          
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 73.1  bits: 20.4 E():   42 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (12-61:428-476) 
 
                                  10        20        30        40  
2MEPSP                    KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
              50        60        70        80  
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE  
       .. .:. .  :.. :  . :                     
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG 
        460       470       480       490       
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.8  bits: 19.2 E():   44 
Smith-Waterman score: 45; 30.2% identity (55.8% similar) in 43 aa overlap (7-49:35-74) 
 
                                       10        20        30       
2MEPSP                         KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     .:   ... .:   ::   : :.   :..  
gi|136 LLMNFFIVSPLLLATTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS---DTFT 
           10        20        30        40        50           60  
 
         40        50        60        70        80                 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE                 
       ::: .   ::..:                                                
gi|136 NSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYI 
              70        80        90       100       110       120  
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.7  bits: 18.1 E():   45 
Smith-Waterman score: 41; 23.5% identity (54.9% similar) in 51 aa overlap (30-80:45-88) 
 
                10        20        30        40        50          
2MEPSP  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
      60        70        80                    
2MEPSP AAKRAVVVGCGGKFPVEDAKE                    
       ::        :.  :.:. ::                    
gi|598 AAA-------GAAAPAEEKKEEKEEEKEESDEDMGFGLFD 
                  80        90       100        
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.6  bits: 20.4 E():   46 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (37-67:378-406) 
 
         10        20        30        40        50        60       
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
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gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
         70        80                                               
2MEPSP VGCGGKFPVEDAKE                                               
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (51-75:16-40) 
 
               30        40        50        60        70        80 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (48-76:38-66) 
 
        20        30        40        50        60        70        
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
        80                                                          
2MEPSP AKE                                                          
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.3  bits: 18.6 E():   54 
Smith-Waterman score: 43; 27.8% identity (52.8% similar) in 36 aa overlap (45-80:106-141) 
 
           20        30        40        50        60        70     
2MEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
           80                                               
2MEPSP VEDAKE                                               
        .  :.                                               
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (43-77:48-86) 
 
             20        30        40        50             60        
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
        70        80                                                
2MEPSP GCGGKFPVEDAKE                                                
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
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 initn:  39 init1:  39 opt:  43  Z-score: 71.0  bits: 18.6 E():   56 
Smith-Waterman score: 43; 29.0% identity (58.1% similar) in 31 aa overlap (52-79:152-182) 
 
              30        40        50        60           70         
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
       80            
2MEPSP KE            
       :             
gi|476 KCERGKLFANCCK 
             190     
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.0  bits: 18.6 E():   56 
Smith-Waterman score: 43; 29.0% identity (58.1% similar) in 31 aa overlap (52-79:152-182) 
 
              30        40        50        60           70         
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
       80            
2MEPSP KE            
       :             
gi|313 KCERGKLFANCCK 
             190     
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.8  bits: 19.8 E():   57 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (32-60:90-121) 
 
              10        20        30        40           50         
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
       60        70        80                                       
2MEPSP KAAKRAVVVGCGGKFPVEDAKE                                       
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.8  bits: 19.8 E():   57 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (32-60:90-121) 
 
              10        20        30        40           50         
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
       60        70        80                                       
2MEPSP KAAKRAVVVGCGGKFPVEDAKE                                       
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.7  bits: 17.8 E():   57 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (21-37:46-62) 
 
                         10        20        30        40        50 
2MEPSP           KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
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          20        30        40        50        60        70      
 
               60        70        80      
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKE      
                                           
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
          80        90       100       110 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.7  bits: 20.1 E():   58 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (34-67:381-414) 
 
            10        20        30        40        50        60    
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
            70        80                                            
2MEPSP AVVVGCGGKFPVEDAKE                                            
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 17.8 E():   61 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (41-50:55-64) 
 
               20        30        40        50        60        70 
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
               80                       
2MEPSP GKFPVEDAKE                       
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.3  bits: 19.2 E():   61 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (41-78:3-39) 
 
               20        30        40        50        60        70 
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :: .  ::  :.... :  ::. :. .: : 
gi|398                             MAVHQYTVAL-FLAVALVAGPAASYAADLGYG 
                                           10         20        30  
 
               80                                                   
2MEPSP GKFPVEDAKE                                                   
          :.  :                                                     
gi|398 PATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYR 
              40        50        60        70        80        90  
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (13-49:246-282) 
 
                                 10        20         30        40  
2MEPSP                   KEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
              50        60        70        80                      
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE                      
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
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>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (13-49:246-282) 
 
                                 10        20         30        40  
2MEPSP                   KEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
              50        60        70        80                      
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE                      
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (13-49:246-282) 
 
                                 10        20         30        40  
2MEPSP                   KEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
              50        60        70        80                      
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE                      
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.8  bits: 14.9 E():   65 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (51-58:10-17) 
 
               30        40        50        60        70        80 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     :::: .:.                       
gi|856                      ANPTFGFTPLGLSSDAN                       
                                    10                              
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (52-68:11-27) 
 
              30        40        50        60        70        80  
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE  
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (31-62:71-102) 
 
               10        20        30        40        50        60 
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
               70        80                                         
2MEPSP AKRAVVVGCGGKFPVEDAKE                                         
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
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>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 69.2  bits: 19.7 E():   69 
Smith-Waterman score: 47; 34.0% identity (61.7% similar) in 47 aa overlap (19-62:59-105) 
 
                           10        20          30        40       
2MEPSP             KEISGTVKLPGSKSLSNRILLLAALSEG--TTVVDNLLNSEDVHYMLG 
                                     ..: ..:: :  . ..:. ::.:        
gi|572 MCNSFKGRPVLGRVFQGKEPPQFVAIFQPMLVLKGGLSSGYKNYIADKGLNDETYAADSV 
       30        40        50        60        70        80         
 
          50        60        70        80                          
2MEPSP AL-RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE                          
       :: :  : ::. .::..                                            
gi|572 ALIRLSGTSVHNNKAVQVDAVPASLNSNECFLLQSGSSIFSWHGNQSTYEQQQLAAKVAE 
       90       100       110       120       130       140         
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (46-68:150-174) 
 
          20        30        40        50          60        70    
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
            80                                                      
2MEPSP PVEDAKE                                                      
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.0  bits: 19.4 E():   72 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (32-64:91-126) 
 
              10        20        30        40           50         
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
       60        70        80                                       
2MEPSP KAAKRAVVVGCGGKFPVEDAKE                                       
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (16-74:193-252) 
 
                              10        20        30        40      
2MEPSP                KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 
                                     :. .. ..  : :.:. .::. ..   ..: 
gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL 
            170       180       190       200       210       220   
 
          50        60             70        80                     
2MEPSP GALRTLGLSVEADKAAKRAVVVG-----CGGKFPVEDAKE                     
       :       .   ::. : .:. .     :: ..:                           
gi|195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSS 
                230       240       250       260       270         
 
gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG 
      280       290       300       310       320       330         
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.7  bits: 18.6 E():   74 
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (8-70:133-189) 
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                                      10        20        30        
2MEPSP                        KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :.: . :: .  .  . ... . . : . . 
gi|253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEK 
            110       120       130       140       150       160   
 
        40        50        60        70        80                  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE                  
        . :    : .. :.:..       :...::::                            
gi|253 YQPVGPK-GNVKELALAIF-----DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP 
             170       180            190       200       210       
 
gi|253 VYKTGNSPGEKCIKKDETFKNLCFAQEPINPNEHNL 
        220       230       240       250   
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 68.5  bits: 18.0 E():   76 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (44-70:146-170) 
 
            20        30        40        50        60        70    
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
            80 
2MEPSP PVEDAKE 
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (8-17:86-95) 
 
                                      10        20        30        
2MEPSP                        KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     . :::..: :                     
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK 
          60        70        80        90       100       110      
 
        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                                   
gi|126 IVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL            
         120       130       140                   
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 44; 27.1% identity (59.3% similar) in 59 aa overlap (1-57:34-89) 
 
                                             10        20        30 
2MEPSP                               KEISGTVKLPGSKSLSNRILLLAALSEGTT 
                                     : .  .:. :  .:.   .  : :. :    
gi|225 DGLIDDIIAILPIDDLKALFQEKLETSLDFKAFYDAVRSPEFQSI---VQTLNAMPEYQD 
            10        20        30        40           50        60 
 
                40        50         60        70        80         
2MEPSP VVDNLLNSE-DVHYMLGALRTL-GLSVEADKAAKRAVVVGCGGKFPVEDAKE         
       ....: ..  :: ...  .:.: ::. ::                                
gi|225 LLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMDYLANDA 
               70        80        90       100       110       120 
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 18.3 E():   83 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (31-62:71-102) 
 
               10        20        30        40        50        60 
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
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               70        80                                         
2MEPSP AKRAVVVGCGGKFPVEDAKE                                         
       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.6  bits: 16.6 E():   85 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (44-71:18-44) 
 
            20        30        40        50        60        70    
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124              GTRRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                            10        20         30        40       
 
            80                   
2MEPSP PVEDAKE                   
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228) 
 
           10        20        30        40           50        60  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              70        80                                          
2MEPSP KRAVVVGCGGKFPVEDAKE                                          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228) 
 
           10        20        30        40           50        60  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              70        80                                          
2MEPSP KRAVVVGCGGKFPVEDAKE                                          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228) 
 
           10        20        30        40           50        60  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              70        80                                          
2MEPSP KRAVVVGCGGKFPVEDAKE                                          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228) 
 
           10        20        30        40           50        60  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              70        80                                          
2MEPSP KRAVVVGCGGKFPVEDAKE                                          
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228) 
 
           10        20        30        40           50        60  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              70        80                                          
2MEPSP KRAVVVGCGGKFPVEDAKE                                          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228) 
 
           10        20        30        40           50        60  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              70        80                                          
2MEPSP KRAVVVGCGGKFPVEDAKE                                          
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228) 
 
           10        20        30        40           50        60  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              70        80                                          
2MEPSP KRAVVVGCGGKFPVEDAKE                                          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228) 
 
           10        20        30        40           50        60  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
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              180       190       200       210       220       230 
 
              70        80                                          
2MEPSP KRAVVVGCGGKFPVEDAKE                                          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228) 
 
           10        20        30        40           50        60  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              70        80                                          
2MEPSP KRAVVVGCGGKFPVEDAKE                                          
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228) 
 
           10        20        30        40           50        60  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              70        80                                          
2MEPSP KRAVVVGCGGKFPVEDAKE                                          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228) 
 
           10        20        30        40           50        60  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              70        80                                          
2MEPSP KRAVVVGCGGKFPVEDAKE                                          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228) 
 
           10        20        30        40           50        60  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              70        80                                          
2MEPSP KRAVVVGCGGKFPVEDAKE                                          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
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>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.4  bits: 16.6 E():   87 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (44-71:20-46) 
 
            20        30        40        50        60        70    
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124            GTSFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                          10        20         30        40         
 
            80                   
2MEPSP PVEDAKE                   
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
       50        60        70    
 
>>gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Phosph  (167 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.7 E():   91 
Smith-Waterman score: 40; 32.0% identity (68.0% similar) in 25 aa overlap (15-39:5-29) 
 
               10        20        30        40        50        60 
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                     :.. .::: . :.:  . : . ..:                      
gi|244           MQVVLGSLFLLLLSTSHGWQIRDRIGDNELEERIIYPGTLWCGHGNKSSG 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP AKRAVVVGCGGKFPVEDAKE                                         
                                                                    
gi|244 PNELGRFKHTDACCRTHDMCPDVMSAGESKHGLTNTASHTRLSCDCDDKFYDCLKNSADT 
               60        70        80        90       100       110 
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 18.3 E():   92 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (13-38:93-118) 
 
                                 10        20        30        40   
2MEPSP                   KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|664 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
             70        80        90       100       110       120   
 
             50        60        70        80                       
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE                       
                                                                    
gi|664 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEAFEYFALEAYAFDIAAP 
            130       140       150       160       170       180   
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 43; 35.0% identity (70.0% similar) in 20 aa overlap (37-56:113-132) 
 
         10        20        30        40        50        60       
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:..           
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSMDDASVGSVSSE 
             90       100       110       120       130       140   
 
         70        80                                               
2MEPSP VGCGGKFPVEDAKE                                               
                                                                    
gi|249 FHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTVFVSSFN 
            150       160       170       180       190       200   
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 44; 25.9% identity (53.7% similar) in 54 aa overlap (26-74:203-252) 
 
                    10        20        30        40        50      
2MEPSP      KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
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                                     : :.:. .::. ..   ..::       .  
gi|117 ALTLRTATNIWIDHNSFSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGH----DDAY 
            180       190       200       210       220             
 
          60             70        80                               
2MEPSP EADKAAKRAVVVG-----CGGKFPVEDAKE                               
         ::. : .:. .     :: ..:                                     
gi|117 SDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSSNPTILSEGNS 
      230       240       250       260       270       280         
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (46-68:290-314) 
 
          20        30        40        50          60        70    
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|458 AEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNAD 
     260       270       280       290       300       310          
 
            80                                                      
2MEPSP PVEDAKE                                                      
                                                                    
gi|458 ACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     320       330       340       350       360       370          
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.8  bits: 16.6 E():   94 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (44-71:25-51) 
 
            20        30        40        50        60        70    
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|144       MADDMERIFKRFDTNGDGKISLSELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                     10        20        30         40        50    
 
            80                   
2MEPSP PVEDAKE                   
                                 
gi|144 FIDFNEFISFCNANPGLMKDVAKVF 
            60        70         
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 19.1 E():   96 
Smith-Waterman score: 45; 29.2% identity (56.2% similar) in 48 aa overlap (18-65:239-286) 
 
                            10        20        30        40        
2MEPSP              KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 
                                     ::  :..:... :.. : :..:         
gi|845 SAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADL 
      210       220       230       240       250       260         
 
        50        60        70        80                            
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE                            
        .:      ::. :.::.                                           
gi|845 DETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAE 
      270       280       290       300       310       320         
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.4 E():   97 
Smith-Waterman score: 39; 34.8% identity (78.3% similar) in 23 aa overlap (53-75:18-40) 
 
             30        40        50        60        70        80   
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE   
                                     :. .:....: :..:  ::.. :        
gi|198              MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLA 
                            10        20        30        40        
 
gi|198 GTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHP 
        50        60        70        80        90       100        
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>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 42; 50.0% identity (75.0% similar) in 12 aa overlap (68-79:91-102) 
 
        40        50        60        70        80                  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE                  
                                     :::. : :. .:                   
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.4  bits: 16.5 E():   99 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (44-71:29-55) 
 
            20        30        40        50        60        70    
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|187   KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                 10        20        30         40        50        
 
            80                   
2MEPSP PVEDAKE                   
                                 
gi|187 FIDFDEFISFCNANPGLMKDVAKVF 
        60        70        80   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:23 2011 done: Tue Apr 19 10:57:23 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 14  - 93 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     4     2:*= 
  32    10     8:==*= 
  34     6    22:==     * 
  36    14    44:=====         * 
  38    48    73:================        * 
  40    86   102:=============================    * 
  42    90   125:==============================           * 
  44   144   138:=============================================*== 
  46   156   140:==============================================*===== 
  48   159   134:============================================*======== 
  50   159   122:========================================*============ 
  52   134   108:===================================*========= 
  54   111    92:==============================*====== 
  56    78    77:=========================* 
  58    57    63:=================== * 
  60    41    51:==============  * 
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  62    21    41:=======      * 
  64    35    33:==========*= 
  66    26    26:========* 
  68    14    20:===== * 
  70    22    16:=====*== 
  72    11    12:===* 
  74    10    10:===* 
  76     4     8:==* 
  78     4     6:=* 
  80    22     5:=*====== 
  82     5     3:*= 
  84     5     3:*= 
  86     7     2:*== 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     2     0:=         *== 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.13580.00299; mu= 3.9595 0.156 
 mean_var=38.301011.045, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.207238 
 Kolmogorov-Smirnov  statistic: 0.0785 (N=28) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 25.2       1 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 25.2       1 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.7     1.8 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   56 22.2     4.3 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.7     5.3 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.8     8.6 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.8     8.6 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.8     8.6 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.8     8.6 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.8     8.6 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.8     8.6 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.8     8.7 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.8       9 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.8     9.8 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.8     9.8 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.8     9.8 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.8     9.8 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   51 20.7      11 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.9      12 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   55 21.9      13 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.9      14 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 20.7      14 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.9      16 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.9      16 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.9      16 
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gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.9      16 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   47 19.6      16 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   55 21.8      16 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.9      17 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   49 20.1      17 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   49 20.1      17 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.9      18 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.9      18 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.9      18 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.9      18 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.9      18 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.3      22 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.8      22 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   52 21.0      22 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.7      23 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.2      25 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.0      26 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.0      26 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.7      28 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.5      32 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   50 20.4      33 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.2      34 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.8      37 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   46 19.2      37 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   46 19.2      37 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.4      38 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.4      39 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.4      39 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.9      40 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.2      41 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.2      42 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.2      42 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.5      42 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.0      46 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.2      48 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.4      50 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.4      50 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 19.8      51 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.2      51 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.2      52 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 20.0      54 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   45 18.9      55 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.9      57 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.9      57 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.9      57 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.0      58 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.9      60 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.1      62 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.9      62 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.9      62 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.9      62 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.9      62 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.9      62 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.9      62 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.9      62 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.9      62 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.9      63 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.9      63 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.1      65 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   43 18.3      66 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 18.1      67 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.5      69 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.5      71 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.5      71 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.7      72 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.5      73 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.9      75 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.7      75 
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gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.2      76 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.2      76 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.2      76 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.3      81 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.3      81 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   47 19.4      85 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.9      86 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.2      87 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   43 18.3      89 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   45 18.9      90 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.8      91 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   40 17.5      94 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      96 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.3      98 
gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.0      99 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   36 16.3      99 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 102.3  bits: 25.2 E():    1 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (14-56:3-45) 
 
               10        20        30        40         50          
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKA 
                    :.: .:::.::. :..:.  : . :  : .  :  : .: .: :    
gi|668            MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATIN 
                          10        20         30        40         
 
      60        70        80                                        
2MEPSP AKRAVVVGCGGKFPVEDAKEE                                        
                                                                    
gi|668 GVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWT 
       50        60        70        80        90       100         
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 102.3  bits: 25.2 E():    1 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (14-56:3-45) 
 
               10        20        30        40         50          
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKA 
                    :.: .:::.::. :..:.  : . :  : .  :  : .: .: :    
gi|833            MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATIN 
                          10        20         30        40         
 
      60        70        80                                        
2MEPSP AKRAVVVGCGGKFPVEDAKEE                                        
                                                                    
gi|833 GVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWT 
       50        60        70        80        90       100         
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 98.1  bits: 23.7 E():  1.8 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (32-61:33-62) 
 
              10        20        30        40        50        60  
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
              70        80                                          
2MEPSP RAVVVGCGGKFPVEDAKEE                                          
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 91.1  bits: 22.2 E():  4.3 
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (10-69:114-176) 
 
                                    10        20           30       
2MEPSP                      EISGTVKLPGSKSLSNRILLLAALS---EGTTVVDNLLN 
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                                     : .. ...... .:..   .:  :: . .  
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA 
            90       100       110       120       130       140    
 
         40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
       .:  . ..  ...:: :  . ..  :  .:.::            
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL          
           150       160       170                  
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 89.5  bits: 21.7 E():  5.3 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (43-68:75-101) 
 
             20        30        40         50        60        70  
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
              80                                  
2MEPSP FPVEDAKEE                                  
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.8 E():  8.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.8 E():  8.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.8 E():  8.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.8 E():  8.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
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                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.8 E():  8.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.8 E():  8.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.6  bits: 20.8 E():  8.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:10-27) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.3  bits: 20.8 E():    9 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:15-32) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.8 E():  9.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:25-42) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
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>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.8 E():  9.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:25-42) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.8 E():  9.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:26-43) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.8 E():  9.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:26-43) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.5  bits: 20.7 E():   11 
Smith-Waterman score: 51; 27.3% identity (54.5% similar) in 66 aa overlap (6-71:34-99) 
 
                                        10        20        30      
2MEPSP                          EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .:: ..:. ..: ::  . : : .   
gi|532 KAGDSFPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSAN 
            10        20        30        40        50        60    
 
          40        50        60        70        80                
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                
       .  .    :  ::. :..  :  : . : :..  ::                         
gi|532 HVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIG 
            70        80        90       100       110       120    
 
gi|532 WADEEGRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
           130       140       150       160        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.8  bits: 21.9 E():   12 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (34-62:246-275) 
 
            10        20        30        40         50        60   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
             70        80                                           
2MEPSP AVVVGCGGKFPVEDAKEE                                           
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gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.4  bits: 21.9 E():   13 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (25-75:161-217) 
 
                     10        20        30         40           50 
2MEPSP       EISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
                 60        70        80                             
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEE                             
       ::...:  :.    .. .  . .: .:                                  
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 82.2  bits: 19.9 E():   14 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (33-79:5-46) 
 
             10        20        30        40        50        60   
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     ..:..::..  .::.     ..:. .  :  
gi|225                           MAMTDVLSAEDIKKAVGAFS----AAESFNYKKF 
                                         10        20            30 
 
             70        80                                           
2MEPSP AVVVGCGGKFPVEDAKEE                                           
         .::   : : ::.:.                                            
gi|225 FEMVGLKKKSP-EDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAA 
               40         50        60        70        80          
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 82.0  bits: 20.7 E():   14 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (24-76:113-176) 
 
                      10        20        30         40        50   
2MEPSP        EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
             60                  70        80                       
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEE                       
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
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                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
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>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 47; 25.0% identity (55.8% similar) in 52 aa overlap (29-80:45-89) 
 
                 10        20        30        40        50         
2MEPSP   EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
       60        70        80                   
2MEPSP AAKRAVVVGCGGKFPVEDAKEE                   
       ::        :.  :.:. :::                   
gi|598 AA-------AGAAAPAEEKKEEKEEEKEESDEDMGFGLFD 
                  80        90       100        
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 80.7  bits: 21.8 E():   16 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (25-75:191-247) 
 
                     10        20        30         40           50 
2MEPSP       EISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
                 60        70        80                             
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEE                             
       ::...:  :.    .. .  . .: .:                                  
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 140

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:18-35) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.3  bits: 20.1 E():   17 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (6-71:35-100) 
 
                                        10        20        30      
2MEPSP                          EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|276 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
          40        50        60        70        80                
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|276 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|276 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.3  bits: 20.1 E():   17 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (6-71:35-100) 
 
                                        10        20        30      
2MEPSP                          EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|668 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
          40        50        60        70        80                
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|668 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|668 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:22-39) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.8  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:26-43) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
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                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.8  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:26-43) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.8  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:26-43) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.8  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:26-43) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.8  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:26-43) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.8  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:26-43) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
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>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.4  bits: 17.3 E():   22 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (53-65:5-17) 
 
             30        40        50        60        70        80 
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     .: :: .:: :::                
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI   
                                         10        20        30   
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.3  bits: 19.8 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:55-72) 
 
          30        40        50        60        70        80      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE      
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.2  bits: 21.0 E():   22 
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (7-29:241-263) 
 
                                       10        20        30       
2MEPSP                         EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :. . :::. . .:: .:. :::        
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY 
              220       230       240       250       260       270 
 
         40        50        60        70        80                 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                 
                                                                    
gi|215 TAEETAKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE 
              280       290       300       310       320       330 
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.1  bits: 20.7 E():   23 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (32-80:221-261) 
 
              10        20        30        40        50        60  
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
              70        80                                          
2MEPSP RAVVVGCGGKFPVEDAKEE                                          
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.4  bits: 21.2 E():   25 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (34-58:201-228) 
 
            10        20        30        40           50        60 
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               70        80                                         
2MEPSP KRAVVVGCGGKFPVEDAKEE                                         
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
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>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.2  bits: 21.0 E():   26 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (29-60:88-122) 
 
                 10        20        30           40        50      
2MEPSP   EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
          60        70        80                                    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEE                                    
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 77.1  bits: 21.0 E():   26 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (29-60:88-122) 
 
                 10        20        30           40        50      
2MEPSP   EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
          60        70        80                                    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEE                                    
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.5  bits: 20.7 E():   28 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (25-51:72-98) 
 
                     10        20        30        40        50     
2MEPSP       EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
           60        70        80                                   
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEE                                   
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.4  bits: 19.5 E():   32 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (32-61:33-62) 
 
              10        20        30        40        50        60  
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
              70        80                                          
2MEPSP RAVVVGCGGKFPVEDAKEE                                          
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 20.4 E():   33 
Smith-Waterman score: 50; 26.9% identity (73.1% similar) in 26 aa overlap (53-78:315-340) 
 
             30        40        50        60        70        80   
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE   
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                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.9  bits: 16.2 E():   34 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (54-67:3-16) 
 
            30        40        50        60        70        80 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :.: .::.  : ::              
gi|463                             DFVDAHNAARAQVGVGPVHWT         
                                           10        20          
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (38-62:195-217) 
 
        10        20        30        40        50        60        
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
        70        80                                                
2MEPSP CGGKFPVEDAKEE                                                
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.2  bits: 19.2 E():   37 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (51-80:152-184) 
 
               30        40        50        60           70        
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
        80           
2MEPSP KEE           
       : :           
gi|313 KCERGKLFANCCK 
             190     
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.2  bits: 19.2 E():   37 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (51-80:152-184) 
 
               30        40        50        60           70        
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
        80           
2MEPSP KEE           
       : :           
gi|476 KCERGKLFANCCK 
             190     
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.9  bits: 20.4 E():   38 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (31-60:90-122) 
 
               10        20        30           40        50        
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
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                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
        60        70        80                                      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEE                                      
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.9  bits: 20.4 E():   39 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (16-60:70-122) 
 
                              10        20        30                
2MEPSP                EISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
        40        50        60        70        80                  
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                  
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.9  bits: 20.4 E():   39 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (16-60:70-122) 
 
                              10        20        30                
2MEPSP                EISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
        40        50        60        70        80                  
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                  
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 73.7  bits: 15.9 E():   40 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (67-75:4-12) 
 
         40        50        60        70        80    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE    
                                     ::...: .:         
gi|544                            APPGCSNHFNLETVFGNFVK 
                                          10        20 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.2 E():   41 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (50-65:172-187) 
 
      20        30        40        50        60        70          
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
      80               
2MEPSP E               
                       
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.2 E():   42 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (50-65:173-188) 
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      20        30        40        50        60        70          
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
      80               
2MEPSP E               
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.2 E():   42 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (50-65:173-188) 
 
      20        30        40        50        60        70          
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
      80               
2MEPSP E               
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (67-80:91-104) 
 
         40        50        60        70        80                 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 72.5  bits: 22.0 E():   46 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (25-65:452-496) 
 
                     10        20        30            40        50 
2MEPSP       EISGTVKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
               60        70        80                               
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEE                               
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 19.2 E():   48 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:76-89) 
 
         40        50        60        70        80                 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
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>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.9  bits: 18.4 E():   50 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (13-49:3-39) 
 
               10        20        30        40        50        60 
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 
                   : :: .:::::.  .  ..   ...::    ...: :            
gi|195           MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQ 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP KRAVVVGCGGKFPVEDAKEE                                         
                                                                    
gi|195 QACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQ 
               60        70        80        90       100       110 
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.9  bits: 18.4 E():   50 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (13-49:3-39) 
 
               10        20        30        40        50        60 
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA 
                   : :: .:::::.  .  ..   ...::    ...: :            
gi|219           MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQ 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP KRAVVVGCGGKFPVEDAKEE                                         
                                                                    
gi|219 QACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQ 
               60        70        80        90       100       110 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.8  bits: 19.8 E():   51 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (21-70:214-267) 
 
                         10        20        30        40        50 
2MEPSP           EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
                     60        70        80                         
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAKEE                         
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:91-104) 
 
         40        50        60        70        80                 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:91-104) 
 
         40        50        60        70        80                 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
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gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 71.3  bits: 20.0 E():   54 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (11-60:428-476) 
 
                                   10        20        30        40 
2MEPSP                     EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
               50        60        70        80 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
       .. .:. .  :.. :  . :                     
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG 
        460       470       480       490       
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.0  bits: 18.9 E():   55 
Smith-Waterman score: 45; 30.2% identity (55.8% similar) in 43 aa overlap (6-48:35-74) 
 
                                        10        20        30      
2MEPSP                          EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     .:   ... .:   ::   : :.   :..  
gi|136 LLMNFFIVSPLLLATTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS---DTFT 
           10        20        30        40        50           60  
 
          40        50        60        70        80                
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                
       ::: .   ::..:                                                
gi|136 NSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYI 
              70        80        90       100       110       120  
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:68-81) 
 
         40        50        60        70        80                 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:68-81) 
 
         40        50        60        70        80                 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:69-82) 
 
         40        50        60        70        80                 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
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gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.7  bits: 20.0 E():   58 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (36-66:378-406) 
 
          10        20        30        40        50        60      
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
          70        80                                              
2MEPSP VGCGGKFPVEDAKEE                                              
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 18.9 E():   60 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:80-93) 
 
         40        50        60        70        80                 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                 
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.1 E():   62 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (50-74:16-40) 
 
      20        30        40        50        60        70          
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
      80                                                            
2MEPSP E                                                            
                                                                    
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:91-104) 
 
         40        50        60        70        80                 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:91-104) 
 
         40        50        60        70        80                 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
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gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:91-104) 
 
         40        50        60        70        80                 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                 
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:91-104) 
 
         40        50        60        70        80                 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                 
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:91-104) 
 
         40        50        60        70        80                 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:91-104) 
 
         40        50        60        70        80                 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                 
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:91-104) 
 
         40        50        60        70        80                 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                 
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:91-104) 
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         40        50        60        70        80                 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                 
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:92-105) 
 
         40        50        60        70        80                 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:93-106) 
 
         40        50        60        70        80                 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (47-75:38-66) 
 
         20        30        40        50        60        70       
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
         80                                                         
2MEPSP AKEE                                                         
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.7  bits: 18.3 E():   66 
Smith-Waterman score: 43; 27.8% identity (52.8% similar) in 36 aa overlap (44-79:106-141) 
 
            20        30        40        50        60        70    
2MEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
            80                                              
2MEPSP VEDAKEE                                              
        .  :.                                               
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (42-76:48-86) 
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              20        30        40        50             60       
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
         70        80                                               
2MEPSP GCGGKFPVEDAKEE                                               
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.5 E():   69 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (20-36:46-62) 
 
                          10        20        30        40          
2MEPSP            EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
      50        60        70        80     
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEE     
                                           
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
          80        90       100       110 
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.1  bits: 19.5 E():   71 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (31-59:90-121) 
 
               10        20        30           40        50        
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
        60        70        80                                      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEE                                      
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.1  bits: 19.5 E():   71 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (31-59:90-121) 
 
               10        20        30           40        50        
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
        60        70        80                                      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEE                                      
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.0  bits: 19.7 E():   72 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (33-66:381-414) 
 
             10        20        30        40        50        60   
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
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             70        80                                           
2MEPSP AVVVGCGGKFPVEDAKEE                                           
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.5 E():   73 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (40-49:55-64) 
 
      10        20        30        40        50        60          
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
      70        80                      
2MEPSP GKFPVEDAKEE                      
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.7  bits: 18.9 E():   75 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (40-77:3-39) 
 
      10        20        30        40        50        60          
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :: .  ::  :.... :  ::. :. .: : 
gi|398                             MAVHQYTVAL-FLAVALVAGPAASYAADLGYG 
                                           10         20        30  
 
      70        80                                                  
2MEPSP GKFPVEDAKEE                                                  
          :.  :                                                     
gi|398 PATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYR 
              40        50        60        70        80        90  
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.6  bits: 14.7 E():   75 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (50-57:10-17) 
 
      20        30        40        50        60        70          
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     :::: .:.                       
gi|856                      ANPTFGFTPLGLSSDAN                       
                                    10                              
 
      80 
2MEPSP E 
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (12-48:246-282) 
 
                                  10        20         30        40 
2MEPSP                    EISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
               50        60        70        80                     
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                     
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (12-48:246-282) 
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                                  10        20         30        40 
2MEPSP                    EISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
               50        60        70        80                     
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                     
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (12-48:246-282) 
 
                                  10        20         30        40 
2MEPSP                    EISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
               50        60        70        80                     
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                     
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (30-61:71-102) 
 
                10        20        30        40        50          
2MEPSP  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
      60        70        80                                        
2MEPSP AKRAVVVGCGGKFPVEDAKEE                                        
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (51-67:11-27) 
 
               30        40        50        60        70        80 
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 47; 34.0% identity (61.7% similar) in 47 aa overlap (18-61:59-105) 
 
                            10        20          30        40      
2MEPSP              EISGTVKLPGSKSLSNRILLLAALSEG--TTVVDNLLNSEDVHYMLG 
                                     ..: ..:: :  . ..:. ::.:        
gi|572 MCNSFKGRPVLGRVFQGKEPPQFVAIFQPMLVLKGGLSSGYKNYIADKGLNDETYAADSV 
       30        40        50        60        70        80         
 
           50        60        70        80                         
2MEPSP AL-RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                         
       :: :  : ::. .::..                                            
gi|572 ALIRLSGTSVHNNKAVQVDAVPASLNSNECFLLQSGSSIFSWHGNQSTYEQQQLAAKVAE 
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       90       100       110       120       130       140         
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (45-67:150-174) 
 
           20        30        40        50          60        70   
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
             80                                                     
2MEPSP PVEDAKEE                                                     
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.4  bits: 19.2 E():   87 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (31-63:91-126) 
 
               10        20        30           40        50        
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
        60        70        80                                      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEE                                      
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.2  bits: 18.3 E():   89 
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (7-69:133-189) 
 
                                       10        20        30       
2MEPSP                         EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :.: . :: .  .  . ... . . : . . 
gi|253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEK 
            110       120       130       140       150       160   
 
         40        50        60        70        80                 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                 
        . :    : .. :.:..       :...::::                            
gi|253 YQPVGPK-GNVKELALAIF-----DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP 
             170       180            190       200       210       
 
gi|253 VYKTGNSPGEKCIKKDETFKNLCFAQEPINPNEHNL 
        220       230       240       250   
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.2  bits: 18.9 E():   90 
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (15-73:193-252) 
 
                               10        20        30        40     
2MEPSP                 EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 
                                     :. .. ..  : :.:. .::. ..   ..: 
gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL 
            170       180       190       200       210       220   
 
           50        60             70        80                    
2MEPSP GALRTLGLSVEADKAAKRAVVVG-----CGGKFPVEDAKEE                    
       :       .   ::. : .:. .     :: ..:                           
gi|195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSS 
                230       240       250       260       270         
 
gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG 
      280       290       300       310       320       330         
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>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.1  bits: 17.8 E():   91 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (43-69:146-170) 
 
             20        30        40        50        60        70   
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
             80 
2MEPSP PVEDAKEE 
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (7-16:86-95) 
 
                                       10        20        30       
2MEPSP                         EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     . :::..: :                     
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK 
          60        70        80        90       100       110      
 
         40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                                    
gi|126 IVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL             
         120       130       140                    
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.3 E():   96 
Smith-Waterman score: 43; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:97-110) 
 
         40        50        60        70        80                 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                 
                                     :::. : .. .: :                 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.5  bits: 18.3 E():   98 
Smith-Waterman score: 43; 25.6% identity (62.8% similar) in 43 aa overlap (8-50:103-144) 
 
                                      10        20        30        
2MEPSP                        EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNS 
                                     .: .. :.  .  ::  .:   .:   :.: 
gi|225 DHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELV-AYLQS 
             80        90       100       110       120        130  
 
        40        50        60        70        80                  
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE                  
       .: : .......:                                                
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.0 E():   99 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (30-61:71-102) 
 
                10        20        30        40        50          
2MEPSP  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
 
      60        70        80                                        
2MEPSP AKRAVVVGCGGKFPVEDAKEE                                        
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       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.4  bits: 16.3 E():   99 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (43-70:18-44) 
 
             20        30        40        50        60        70   
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124              GTRRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                            10        20         30        40       
 
             80                  
2MEPSP PVEDAKEE                  
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:23 2011 done: Tue Apr 19 10:57:23 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 15  - 94 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     4     2:*= 
  32    10     8:==*= 
  34     4    22:==     * 
  36    15    44:=====         * 
  38    51    73:=================       * 
  40    84   102:============================     * 
  42    92   125:===============================          * 
  44   136   138:=============================================* 
  46   161   140:==============================================*======= 
  48   163   134:============================================*========== 
  50   172   122:========================================*================= 
  52   127   108:===================================*======= 
  54   106    92:==============================*===== 
  56    72    77:======================== * 
  58    59    63:====================* 
  60    41    51:==============  * 
  62    20    41:=======      * 
  64    34    33:==========*= 
  66    30    26:========*= 
  68    12    20:====  * 
  70    22    16:=====*== 
  72    11    12:===* 
  74    10    10:===* 
  76     4     8:==* 
  78     4     6:=* 
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  80    22     5:=*====== 
  82     5     3:*= 
  84     5     3:*= 
  86     7     2:*== 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     2     0:=         *== 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.14760.00305; mu= 3.9518 0.159 
 mean_var=38.012211.025, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.208024 
 Kolmogorov-Smirnov  statistic: 0.0782 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 25.2       1 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 25.2       1 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.7     1.7 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   56 22.2     4.3 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.7     5.2 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.8     8.6 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.8     8.6 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.8     8.6 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.8     8.6 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.8     8.6 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.8     8.6 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.8     8.6 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.8       9 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.8     9.7 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.8     9.7 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.8     9.8 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.8     9.8 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   51 20.8      11 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.9      12 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   55 21.9      13 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.9      13 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 20.7      14 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.9      16 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.9      16 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.9      16 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   47 19.6      16 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   55 21.8      16 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.9      17 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   49 20.2      17 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   49 20.2      17 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.9      18 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.9      18 
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gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.9      18 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.9      18 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.9      18 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.3      22 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.8      22 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   52 21.0      22 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.7      23 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.2      25 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.0      26 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.0      26 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.7      28 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.5      32 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   50 20.4      33 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.2      34 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.8      37 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   46 19.2      37 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   46 19.2      37 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.4      39 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.4      39 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.4      39 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.9      39 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.2      41 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.2      42 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.2      42 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.5      42 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.0      46 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.2      48 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.4      50 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.4      50 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 19.8      51 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.2      51 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.2      52 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 20.0      54 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   45 18.9      55 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.9      57 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.9      57 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.9      57 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.0      58 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.9      60 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.1      62 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.9      62 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.9      63 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.9      63 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.9      63 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.9      63 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.9      63 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.9      63 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.9      63 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.9      63 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.9      63 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.1      65 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   43 18.3      66 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 18.1      67 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.5      69 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.5      71 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.5      71 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.7      72 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.5      73 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.9      75 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.7      75 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.2      76 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.2      76 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.2      76 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.3      81 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.3      81 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   44 18.6      83 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   47 19.4      85 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.9      86 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.2      87 
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gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   43 18.3      90 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   45 18.9      90 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.7      91 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   40 17.5      94 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      96 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.3      98 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   36 16.3      99 
gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.0      99 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 102.4  bits: 25.2 E():    1 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (13-55:3-45) 
 
               10        20        30        40         50          
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAA 
                   :.: .:::.::. :..:.  : . :  : .  :  : .: .: :     
gi|668           MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATING 
                         10        20         30        40          
 
      60        70        80                                        
2MEPSP KRAVVVGCGGKFPVEDAKEEV                                        
                                                                    
gi|668 VLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTN 
      50        60        70        80        90       100          
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 102.4  bits: 25.2 E():    1 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (13-55:3-45) 
 
               10        20        30        40         50          
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAA 
                   :.: .:::.::. :..:.  : . :  : .  :  : .: .: :     
gi|833           MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATING 
                         10        20         30        40          
 
      60        70        80                                        
2MEPSP KRAVVVGCGGKFPVEDAKEEV                                        
                                                                    
gi|833 VLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTN 
      50        60        70        80        90       100          
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 98.2  bits: 23.7 E():  1.7 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (31-60:33-62) 
 
               10        20        30        40        50        60 
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
               70        80                                         
2MEPSP RAVVVGCGGKFPVEDAKEEV                                         
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 91.2  bits: 22.2 E():  4.3 
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (9-68:114-176) 
 
                                     10        20           30      
2MEPSP                       ISGTVKLPGSKSLSNRILLLAALS---EGTTVVDNLLN 
                                     : .. ...... .:..   .:  :: . .  
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA 
            90       100       110       120       130       140    
 
          40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV 
       .:  . ..  ...:: :  . ..  :  .:.::             
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL           
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           150       160       170                   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 89.6  bits: 21.7 E():  5.2 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (42-67:75-101) 
 
              20        30        40         50        60        70 
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
               80                                 
2MEPSP FPVEDAKEEV                                 
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.8 E():  8.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.8 E():  8.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.8 E():  8.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.8 E():  8.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.8 E():  8.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.8 E():  8.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.8 E():  8.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:10-27) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.4  bits: 20.8 E():    9 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:15-32) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.8 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:25-42) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.8 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:25-42) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
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gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.8 E():  9.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:26-43) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.8 E():  9.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:26-43) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.6  bits: 20.8 E():   11 
Smith-Waterman score: 51; 27.3% identity (54.5% similar) in 66 aa overlap (5-70:34-99) 
 
                                         10        20        30     
2MEPSP                           ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .:: ..:. ..: ::  . : : .   
gi|532 KAGDSFPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSAN 
            10        20        30        40        50        60    
 
           40        50        60        70        80               
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV               
       .  .    :  ::. :..  :  : . : :..  ::                         
gi|532 HVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIG 
            70        80        90       100       110       120    
 
gi|532 WADEEGRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
           130       140       150       160        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.8  bits: 21.9 E():   12 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (33-61:246-275) 
 
             10        20        30        40         50        60  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
              70        80                                          
2MEPSP AVVVGCGGKFPVEDAKEEV                                          
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.4  bits: 21.9 E():   13 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (24-74:161-217) 
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                      10        20        30         40             
2MEPSP        ISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
      50          60        70        80                            
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEV                            
       ::...:  :.    .. .  . .: .:                                  
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 82.2  bits: 19.9 E():   13 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (32-78:5-46) 
 
              10        20        30        40        50        60  
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     ..:..::..  .::.     ..:. .  :  
gi|225                           MAMTDVLSAEDIKKAVGAFS----AAESFNYKKF 
                                         10        20            30 
 
              70        80                                          
2MEPSP AVVVGCGGKFPVEDAKEEV                                          
         .::   : : ::.:.                                            
gi|225 FEMVGLKKKSP-EDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAA 
               40         50        60        70        80          
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 82.0  bits: 20.7 E():   14 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (23-75:113-176) 
 
                       10        20        30         40        50  
2MEPSP         ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
              60                  70        80                      
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEV                      
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
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gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 47; 25.0% identity (55.8% similar) in 52 aa overlap (28-79:45-89) 
 
                  10        20        30        40        50        
2MEPSP    ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
        60        70        80                  
2MEPSP AAKRAVVVGCGGKFPVEDAKEEV                  
       ::        :.  :.:. :::                   
gi|598 AA-------AGAAAPAEEKKEEKEEEKEESDEDMGFGLFD 
                  80        90       100        
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 80.7  bits: 21.8 E():   16 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (24-74:191-247) 
 
                      10        20        30         40             
2MEPSP        ISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
      50          60        70        80                            
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEV                            
       ::...:  :.    .. .  . .: .:                                  
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:18-35) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
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gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.3  bits: 20.2 E():   17 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (5-70:35-100) 
 
                                         10        20        30     
2MEPSP                           ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|276 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
           40        50        60        70        80               
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV               
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|276 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|276 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.3  bits: 20.2 E():   17 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (5-70:35-100) 
 
                                         10        20        30     
2MEPSP                           ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|668 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
           40        50        60        70        80               
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV               
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|668 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|668 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:22-39) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.8  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:26-43) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 79.8  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:26-43) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.8  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:26-43) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.8  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:26-43) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.8  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:26-43) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.8  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:26-43) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.4  bits: 17.3 E():   22 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (52-64:5-17) 
 
              30        40        50        60        70        80 
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV 
                                     .: :: .:: :::                 
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gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI    
                                         10        20        30    
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.3  bits: 19.8 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:55-72) 
 
           30        40        50        60        70        80     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV     
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.2  bits: 21.0 E():   22 
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (6-28:241-263) 
 
                                        10        20        30      
2MEPSP                          ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :. . :::. . .:: .:. :::        
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY 
              220       230       240       250       260       270 
 
          40        50        60        70        80                
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                
                                                                    
gi|215 TAEETAKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE 
              280       290       300       310       320       330 
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.1  bits: 20.7 E():   23 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (31-79:221-261) 
 
               10        20        30        40        50        60 
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
               70        80                                         
2MEPSP RAVVVGCGGKFPVEDAKEEV                                         
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.4  bits: 21.2 E():   25 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (33-57:201-228) 
 
             10        20        30        40           50          
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      60        70        80                                        
2MEPSP KRAVVVGCGGKFPVEDAKEEV                                        
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.2  bits: 21.0 E():   26 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (28-59:88-122) 
 
                  10        20        30           40        50     
2MEPSP    ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
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gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
           60        70        80                                   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEV                                   
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 77.1  bits: 21.0 E():   26 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (28-59:88-122) 
 
                  10        20        30           40        50     
2MEPSP    ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
           60        70        80                                   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEV                                   
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.5  bits: 20.7 E():   28 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (24-50:72-98) 
 
                      10        20        30        40        50    
2MEPSP        ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
            60        70        80                                  
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEV                                  
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.4  bits: 19.5 E():   32 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (31-60:33-62) 
 
               10        20        30        40        50        60 
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
               70        80                                         
2MEPSP RAVVVGCGGKFPVEDAKEEV                                         
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 20.4 E():   33 
Smith-Waterman score: 50; 26.9% identity (73.1% similar) in 26 aa overlap (52-77:315-340) 
 
              30        40        50        60        70        80  
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV  
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
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 initn:  35 init1:  35 opt:  35  Z-score: 74.9  bits: 16.2 E():   34 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (53-66:3-16) 
 
             30        40        50        60        70        80 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV 
                                     :.: .::.  : ::               
gi|463                             DFVDAHNAARAQVGVGPVHWT          
                                           10        20           
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (37-61:195-217) 
 
         10        20        30        40        50        60       
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
         70        80                                               
2MEPSP CGGKFPVEDAKEEV                                               
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.2  bits: 19.2 E():   37 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (50-79:152-184) 
 
      20        30        40        50        60           70       
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
         80          
2MEPSP KEEV          
       : :           
gi|313 KCERGKLFANCCK 
             190     
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.2  bits: 19.2 E():   37 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (50-79:152-184) 
 
      20        30        40        50        60           70       
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
         80          
2MEPSP KEEV          
       : :           
gi|476 KCERGKLFANCCK 
             190     
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.9  bits: 20.4 E():   39 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (30-59:90-122) 
 
                10        20        30           40        50       
2MEPSP  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
         60        70        80                                     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEV                                     
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
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     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.9  bits: 20.4 E():   39 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (15-59:70-122) 
 
                               10        20             30          
2MEPSP                 ISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
         40        50        60        70        80                 
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                 
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.9  bits: 20.4 E():   39 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (15-59:70-122) 
 
                               10        20             30          
2MEPSP                 ISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
         40        50        60        70        80                 
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                 
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 73.7  bits: 15.9 E():   39 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (66-74:4-12) 
 
          40        50        60        70        80   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV   
                                     ::...: .:         
gi|544                            APPGCSNHFNLETVFGNFVK 
                                          10        20 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.2 E():   41 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (49-64:172-187) 
 
       20        30        40        50        60        70         
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
       80              
2MEPSP EV              
                       
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.2 E():   42 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (49-64:173-188) 
 
       20        30        40        50        60        70         
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
       80              
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2MEPSP EV              
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.2 E():   42 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (49-64:173-188) 
 
       20        30        40        50        60        70         
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
       80              
2MEPSP EV              
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (66-79:91-104) 
 
          40        50        60        70        80                
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 72.5  bits: 22.0 E():   46 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (24-64:452-496) 
 
                      10        20        30            40          
2MEPSP        ISGTVKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
      50        60        70        80                              
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                              
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 19.2 E():   48 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:76-89) 
 
          40        50        60        70        80                
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.9  bits: 18.4 E():   50 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (12-48:3-39) 
 
               10        20        30        40        50        60 
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                  : :: .:::::.  .  ..   ...::    ...: :             
gi|195          MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQ 
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                        10        20        30        40        50  
 
               70        80                                         
2MEPSP RAVVVGCGGKFPVEDAKEEV                                         
                                                                    
gi|195 ACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQM 
              60        70        80        90       100       110  
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.9  bits: 18.4 E():   50 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (12-48:3-39) 
 
               10        20        30        40        50        60 
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                  : :: .:::::.  .  ..   ...::    ...: :             
gi|219          MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQ 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP RAVVVGCGGKFPVEDAKEEV                                         
                                                                    
gi|219 ACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQM 
              60        70        80        90       100       110  
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (20-69:214-267) 
 
                          10        20        30        40          
2MEPSP            ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
      50              60        70        80                        
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAKEEV                        
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:91-104) 
 
          40        50        60        70        80                
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:91-104) 
 
          40        50        60        70        80                
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 71.2  bits: 20.0 E():   54 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (10-59:428-476) 
 
                                    10        20        30          
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2MEPSP                      ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
      40        50        60        70        80 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV 
       .. .:. .  :.. :  . :                      
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG  
        460       470       480       490        
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.0  bits: 18.9 E():   55 
Smith-Waterman score: 45; 30.2% identity (55.8% similar) in 43 aa overlap (5-47:35-74) 
 
                                         10        20        30     
2MEPSP                           ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     .:   ... .:   ::   : :.   :..  
gi|136 LLMNFFIVSPLLLATTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS---DTFT 
           10        20        30        40        50           60  
 
           40        50        60        70        80               
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV               
       ::: .   ::..:                                                
gi|136 NSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYI 
              70        80        90       100       110       120  
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:68-81) 
 
          40        50        60        70        80                
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:68-81) 
 
          40        50        60        70        80                
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:69-82) 
 
          40        50        60        70        80                
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.7  bits: 20.0 E():   58 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (35-65:378-406) 
 
           10        20        30        40        50        60     
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2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
           70        80                                             
2MEPSP VGCGGKFPVEDAKEEV                                             
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 18.9 E():   60 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:80-93) 
 
          40        50        60        70        80                
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.1 E():   62 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (49-73:16-40) 
 
       20        30        40        50        60        70         
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
       80                                                           
2MEPSP EV                                                           
                                                                    
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:91-104) 
 
          40        50        60        70        80                
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:91-104) 
 
          40        50        60        70        80                
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:91-104) 
 
          40        50        60        70        80                
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2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:91-104) 
 
          40        50        60        70        80                
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:91-104) 
 
          40        50        60        70        80                
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:91-104) 
 
          40        50        60        70        80                
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:91-104) 
 
          40        50        60        70        80                
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:91-104) 
 
          40        50        60        70        80                
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
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              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:92-105) 
 
          40        50        60        70        80                
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:93-106) 
 
          40        50        60        70        80                
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (46-74:38-66) 
 
          20        30        40        50        60        70      
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
          80                                                        
2MEPSP AKEEV                                                        
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.7  bits: 18.3 E():   66 
Smith-Waterman score: 43; 27.8% identity (52.8% similar) in 36 aa overlap (43-78:106-141) 
 
             20        30        40        50        60        70   
2MEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
             80                                             
2MEPSP VEDAKEEV                                             
        .  :.                                               
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (41-75:48-86) 
 
               20        30        40        50             60      
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
          70        80                                              
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2MEPSP GCGGKFPVEDAKEEV                                              
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.5 E():   69 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (19-35:46-62) 
 
                           10        20        30        40         
2MEPSP             ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
       50        60        70        80    
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV    
                                           
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
          80        90       100       110 
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.0  bits: 19.5 E():   71 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (30-58:90-121) 
 
                10        20        30           40        50       
2MEPSP  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
         60        70        80                                     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEV                                     
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.0  bits: 19.5 E():   71 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (30-58:90-121) 
 
                10        20        30           40        50       
2MEPSP  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
         60        70        80                                     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEV                                     
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.9  bits: 19.7 E():   72 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (32-65:381-414) 
 
              10        20        30        40        50        60  
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
              70        80                                          
2MEPSP AVVVGCGGKFPVEDAKEEV                                          
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.5 E():   73 
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Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (39-48:55-64) 
 
       10        20        30        40        50        60         
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
       70        80                     
2MEPSP GKFPVEDAKEEV                     
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (39-76:3-39) 
 
       10        20        30        40        50        60         
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :: .  ::  :.... :  ::. :. .: : 
gi|398                             MAVHQYTVAL-FLAVALVAGPAASYAADLGYG 
                                           10         20        30  
 
       70        80                                                 
2MEPSP GKFPVEDAKEEV                                                 
          :.  :                                                     
gi|398 PATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYR 
              40        50        60        70        80        90  
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.6  bits: 14.7 E():   75 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (49-56:10-17) 
 
       20        30        40        50        60        70         
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     :::: .:.                       
gi|856                      ANPTFGFTPLGLSSDAN                       
                                    10                              
 
       80 
2MEPSP EV 
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (11-47:246-282) 
 
                                   10        20         30          
2MEPSP                     ISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
      40        50        60        70        80                    
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                    
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (11-47:246-282) 
 
                                   10        20         30          
2MEPSP                     ISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
      40        50        60        70        80                    
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                    
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           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (11-47:246-282) 
 
                                   10        20         30          
2MEPSP                     ISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
      40        50        60        70        80                    
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                    
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (29-60:71-102) 
 
                 10        20        30        40        50         
2MEPSP   ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
       60        70        80                                       
2MEPSP AKRAVVVGCGGKFPVEDAKEEV                                       
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (50-66:11-27) 
 
      20        30        40        50        60        70          
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
      80                                                            
2MEPSP V                                                            
                                                                    
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 44; 22.4% identity (63.8% similar) in 58 aa overlap (4-60:68-125) 
 
                                           10        20        30   
2MEPSP                            ISGTVKLP-GSKSLSNRILLLAALSEGTTVVDN 
                                     .:::  . :.:..    .:.:.. ::.... 
gi|219 KVEEELGAYQKKFSILENDFDTVNTKWEDASVKLEEAEKKLTESEQEIASLTRKTTLLED 
        40        50        60        70        80        90        
 
             40        50        60        70        80             
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV             
        . ... . : .. .    :  ::.. .                                 
gi|219 DIAKNEEKLMSATQKLEEASHAADESERGRKVLESRSFADDERIDALEAQLKEAKYIAED 
       100       110       120       130       140       150        
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 47; 34.0% identity (61.7% similar) in 47 aa overlap (17-60:59-105) 
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                             10        20          30        40     
2MEPSP               ISGTVKLPGSKSLSNRILLLAALSEG--TTVVDNLLNSEDVHYMLG 
                                     ..: ..:: :  . ..:. ::.:        
gi|572 MCNSFKGRPVLGRVFQGKEPPQFVAIFQPMLVLKGGLSSGYKNYIADKGLNDETYAADSV 
       30        40        50        60        70        80         
 
            50        60        70        80                        
2MEPSP AL-RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                        
       :: :  : ::. .::..                                            
gi|572 ALIRLSGTSVHNNKAVQVDAVPASLNSNECFLLQSGSSIFSWHGNQSTYEQQQLAAKVAE 
       90       100       110       120       130       140         
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (44-66:150-174) 
 
            20        30        40        50          60        70  
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
              80                                                    
2MEPSP PVEDAKEEV                                                    
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.4  bits: 19.2 E():   87 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (30-62:91-126) 
 
                10        20        30           40        50       
2MEPSP  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
         60        70        80                                     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEV                                     
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.2  bits: 18.3 E():   90 
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (6-68:133-189) 
 
                                        10        20        30      
2MEPSP                          ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :.: . :: .  .  . ... . . : . . 
gi|253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEK 
            110       120       130       140       150       160   
 
          40        50        60        70        80                
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                
        . :    : .. :.:..       :...::::                            
gi|253 YQPVGPK-GNVKELALAIF-----DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP 
             170       180            190       200       210       
 
gi|253 VYKTGNSPGEKCIKKDETFKNLCFAQEPINPNEHNL 
        220       230       240       250   
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (14-72:193-252) 
 
                                10        20        30        40    
2MEPSP                  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 
                                     :. .. ..  : :.:. .::. ..   ..: 
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gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL 
            170       180       190       200       210       220   
 
            50        60             70        80                   
2MEPSP GALRTLGLSVEADKAAKRAVVVG-----CGGKFPVEDAKEEV                   
       :       .   ::. : .:. .     :: ..:                           
gi|195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSS 
                230       240       250       260       270         
 
gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG 
      280       290       300       310       320       330         
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.1  bits: 17.7 E():   91 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (42-68:146-170) 
 
              20        30        40        50        60        70  
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
              80 
2MEPSP PVEDAKEEV 
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (6-15:86-95) 
 
                                        10        20        30      
2MEPSP                          ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     . :::..: :                     
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK 
          60        70        80        90       100       110      
 
          40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV 
                                                     
gi|126 IVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL              
         120       130       140                     
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 43; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:97-110) 
 
          40        50        60        70        80                
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                
                                     :::. : .. .: :                 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.5  bits: 18.3 E():   98 
Smith-Waterman score: 43; 25.6% identity (62.8% similar) in 43 aa overlap (7-49:103-144) 
 
                                       10        20        30       
2MEPSP                         ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNS 
                                     .: .. :.  .  ::  .:   .:   :.: 
gi|225 DHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELV-AYLQS 
             80        90       100       110       120        130  
 
         40        50        60        70        80                 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV                 
       .: : .......:                                                
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 184

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  36 init1:  36 opt:  36  Z-score: 66.4  bits: 16.3 E():   99 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (42-69:18-44) 
 
              20        30        40        50        60        70  
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124              GTRRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                            10        20         30        40       
 
              80                 
2MEPSP PVEDAKEEV                 
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70  
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.0 E():   99 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (29-60:71-102) 
 
                 10        20        30        40        50         
2MEPSP   ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
 
       60        70        80                                       
2MEPSP AKRAVVVGCGGKFPVEDAKEEV                                       
       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:24 2011 done: Tue Apr 19 10:57:24 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 16  - 95 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     7     2:*== 
  32     8     8:==* 
  34     6    22:==     * 
  36    18    44:======        * 
  38    50    73:=================       * 
  40    90   102:==============================   * 
  42    90   125:==============================           * 
  44   124   138:==========================================   * 
  46   159   140:==============================================*====== 
  48   161   134:============================================*========= 
  50   148   122:========================================*========= 
  52   135   108:===================================*========= 
  54   102    92:==============================*=== 
  56    81    77:=========================*= 
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  58    52    63:==================  * 
  60    55    51:================*== 
  62    25    41:=========    * 
  64    23    33:========  * 
  66    33    26:========*== 
  68    18    20:======* 
  70    23    16:=====*== 
  72    12    12:===* 
  74    11    10:===* 
  76     5     8:==* 
  78     4     6:=* 
  80     9     5:=*= 
  82    17     3:*===== 
  84     5     3:*= 
  86     7     2:*== 
  88     5     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     2     0:=         *== 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.09060.00308; mu= 4.1090 0.161 
 mean_var=34.679410.497, 0's: 2 Z-trim: 4  B-trim: 117 in 1/43 
 Lambda= 0.217790 
 Kolmogorov-Smirnov  statistic: 0.0802 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 25.7    0.71 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 25.7    0.71 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 24.2     1.3 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   56 22.6     3.2 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 22.0       4 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 21.1     6.7 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 21.1     6.7 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 21.1     6.7 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 21.1     6.7 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 21.1     6.7 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 21.1     6.7 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 21.1     6.8 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 21.1     7.1 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 21.1     7.7 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 21.1     7.7 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 21.1     7.7 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 21.1     7.7 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   51 21.1       9 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 22.2     9.8 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   55 22.2      10 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 20.2      11 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 21.1      11 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 20.2      13 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 20.2      13 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 20.2      13 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 20.2      13 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 20.2      13 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 20.2      13 
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gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 20.2      13 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 20.2      13 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 20.2      13 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 20.2      13 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   55 22.2      13 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   47 19.9      13 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 20.2      14 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   49 20.5      14 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   49 20.5      14 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 20.2      14 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 20.2      15 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 20.2      15 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 20.2      15 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 20.2      15 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 20.2      15 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 20.2      15 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 20.1      18 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.6      18 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   52 21.3      18 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 21.0      18 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.5      20 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.2      21 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.2      21 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 21.0      23 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.8      26 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   50 20.6      27 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.4      29 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 20.1      31 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   46 19.5      31 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   46 19.5      31 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.6      32 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.6      32 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.6      32 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 16.1      34 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.5      35 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.5      35 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.5      35 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.8      36 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.3      38 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.5      41 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.6      42 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.6      42 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 20.0      43 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.4      43 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      44 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 20.3      46 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   45 19.1      47 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 19.1      49 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 19.1      49 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 19.1      49 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.3      49 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 19.1      51 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.3      53 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 19.1      53 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 19.1      54 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 19.1      54 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 19.1      54 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 19.1      54 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 19.1      54 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 19.1      54 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.1      54 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 19.1      54 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 19.1      54 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.3      57 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   43 18.6      57 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 18.3      58 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.6      60 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.7      61 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.7      61 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.7      61 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 20.0      62 
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gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.7      64 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 19.1      65 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.4      66 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.4      66 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.4      66 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.8      67 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.5      70 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.5      70 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   44 18.8      72 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   47 19.7      73 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 19.1      75 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.4      76 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   43 18.5      79 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   45 19.1      79 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.9      80 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   47 19.6      80 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   40 17.6      83 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.5      84 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.5      86 
gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.2      87 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   36 16.5      88 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   46 19.3      90 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   46 19.3      90 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   46 19.3      90 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   46 19.3      90 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   46 19.3      90 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   46 19.3      90 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   46 19.3      90 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   46 19.3      90 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   46 19.3      90 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   46 19.3      90 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   46 19.3      90 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   46 19.3      90 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   36 16.5      91 
gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Ph ( 167)   40 17.6      95 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   42 18.2      96 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   43 18.5      96 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   44 18.8      97 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.0      98 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   36 16.5      98 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   29 14.5      99 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 105.2  bits: 25.7 E(): 0.71 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (12-54:3-45) 
 
               10        20        30         40        50          
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAK 
                  :.: .:::.::. :..:.  : . :  : .  :  : .: .: :      
gi|668          MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGV 
                        10        20         30        40        50 
 
      60        70        80                                        
2MEPSP RAVVVGCGGKFPVEDAKEEVQ                                        
                                                                    
gi|668 LVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNT 
               60        70        80        90       100       110 
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 105.2  bits: 25.7 E(): 0.71 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (12-54:3-45) 
 
               10        20        30         40        50          
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAK 
                  :.: .:::.::. :..:.  : . :  : .  :  : .: .: :      
gi|833          MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGV 
                        10        20         30        40        50 
 
      60        70        80                                        
2MEPSP RAVVVGCGGKFPVEDAKEEVQ                                        
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gi|833 LVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNT 
               60        70        80        90       100       110 
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 100.7  bits: 24.2 E():  1.3 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (30-59:33-62) 
 
                10        20        30        40        50          
2MEPSP  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
      60        70        80                                        
2MEPSP RAVVVGCGGKFPVEDAKEEVQ                                        
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 93.3  bits: 22.6 E():  3.2 
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (8-67:114-176) 
 
                                      10        20           30     
2MEPSP                        SGTVKLPGSKSLSNRILLLAALS---EGTTVVDNLLN 
                                     : .. ...... .:..   .:  :: . .  
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA 
            90       100       110       120       130       140    
 
           40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
       .:  . ..  ...:: :  . ..  :  .:.::              
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL            
           150       160       170                    
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 91.6  bits: 22.0 E():    4 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (41-66:75-101) 
 
               20        30        40         50        60          
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
      70        80                                
2MEPSP FPVEDAKEEVQ                                
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.6  bits: 21.1 E():  6.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.6  bits: 21.1 E():  6.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
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gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.6  bits: 21.1 E():  6.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.6  bits: 21.1 E():  6.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.6  bits: 21.1 E():  6.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.6  bits: 21.1 E():  6.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.5  bits: 21.1 E():  6.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:10-27) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
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>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.2  bits: 21.1 E():  7.1 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:15-32) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.6  bits: 21.1 E():  7.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:25-42) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.6  bits: 21.1 E():  7.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:25-42) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.5  bits: 21.1 E():  7.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:26-43) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.5  bits: 21.1 E():  7.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:26-43) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.4  bits: 21.1 E():    9 
Smith-Waterman score: 51; 27.3% identity (54.5% similar) in 66 aa overlap (4-69:34-99) 
 
                                          10        20        30    
2MEPSP                            SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
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                                     ..  .:: ..:. ..: ::  . : : .   
gi|532 KAGDSFPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSAN 
            10        20        30        40        50        60    
 
            40        50        60        70        80              
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ              
       .  .    :  ::. :..  :  : . : :..  ::                         
gi|532 HVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIG 
            70        80        90       100       110       120    
 
gi|532 WADEEGRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
           130       140       150       160        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 84.7  bits: 22.2 E():  9.8 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (32-60:246-275) 
 
              10        20        30        40         50        60 
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
               70        80                                         
2MEPSP AVVVGCGGKFPVEDAKEEVQ                                         
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 84.2  bits: 22.2 E():   10 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (23-73:161-217) 
 
                       10        20        30         40            
2MEPSP         SGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
       50          60        70        80                           
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQ                           
       ::...:  :.    .. .  . .: .:                                  
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 83.9  bits: 20.2 E():   11 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (31-77:5-46) 
 
               10        20        30        40        50        60 
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     ..:..::..  .::.     ..:. .  :  
gi|225                           MAMTDVLSAEDIKKAVGAFS----AAESFNYKKF 
                                         10        20            30 
 
               70        80                                         
2MEPSP AVVVGCGGKFPVEDAKEEVQ                                         
         .::   : : ::.:.                                            
gi|225 FEMVGLKKKSP-EDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAA 
               40         50        60        70        80          
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 83.7  bits: 21.1 E():   11 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (22-74:113-176) 
 
                        10        20        30         40        50 
2MEPSP          SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
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                         60        70        80                     
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEVQ                     
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
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>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.5  bits: 22.2 E():   13 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (23-73:191-247) 
 
                       10        20        30         40            
2MEPSP         SGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
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                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
       50          60        70        80                           
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQ                           
       ::...:  :.    .. .  . .: .:                                  
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 82.4  bits: 19.9 E():   13 
Smith-Waterman score: 47; 25.0% identity (55.8% similar) in 52 aa overlap (27-78:45-89) 
 
                   10        20        30        40        50       
2MEPSP     SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
         60        70        80                 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQ                 
       ::        :.  :.:. :::                   
gi|598 AA-------AGAAAPAEEKKEEKEEEKEESDEDMGFGLFD 
                  80        90       100        
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.9  bits: 20.2 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:18-35) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.9  bits: 20.5 E():   14 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (4-69:35-100) 
 
                                          10        20        30    
2MEPSP                            SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|276 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
            40        50        60        70        80              
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ              
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|276 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|276 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.9  bits: 20.5 E():   14 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (4-69:35-100) 
 
                                          10        20        30    
2MEPSP                            SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|668 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
            40        50        60        70        80              
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ              
       .  .    :  .:. :..: :  : . : :..  ::                         
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gi|668 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|668 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.2 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:22-39) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.2 E():   15 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:26-43) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.2 E():   15 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:26-43) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.2 E():   15 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:26-43) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.2 E():   15 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:26-43) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
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>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.2 E():   15 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:26-43) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.2 E():   15 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:26-43) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 20.1 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:55-72) 
 
            30        40        50        60        70        80    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ    
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 79.8  bits: 17.6 E():   18 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (51-63:5-17) 
 
               30        40        50        60        70        80 
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .: :: .:: :::                  
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI     
                                         10        20        30     
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.8  bits: 21.3 E():   18 
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (5-27:241-263) 
 
                                         10        20        30     
2MEPSP                           SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :. . :::. . .:: .:. :::        
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY 
              220       230       240       250       260       270 
 
           40        50        60        70        80               
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ               
                                                                    
gi|215 TAEETAKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE 
              280       290       300       310       320       330 
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 79.7  bits: 21.0 E():   18 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (30-78:221-261) 
 
                10        20        30        40        50          
2MEPSP  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
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                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
      60        70        80                                        
2MEPSP RAVVVGCGGKFPVEDAKEEVQ                                        
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 79.1  bits: 21.5 E():   20 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228) 
 
              10        20        30        40           50         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       60        70        80                                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ                                       
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.7  bits: 21.2 E():   21 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (27-58:88-122) 
 
                   10        20        30           40        50    
2MEPSP     SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
            60        70        80                                  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQ                                  
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 78.7  bits: 21.2 E():   21 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (27-58:88-122) 
 
                   10        20        30           40        50    
2MEPSP     SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
            60        70        80                                  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQ                                  
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.0  bits: 21.0 E():   23 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (23-49:72-98) 
 
                       10        20        30        40        50   
2MEPSP         SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
             60        70        80                                 
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQ                                 
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gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.9  bits: 19.8 E():   26 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (30-59:33-62) 
 
                10        20        30        40        50          
2MEPSP  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
      60        70        80                                        
2MEPSP RAVVVGCGGKFPVEDAKEEVQ                                        
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 50; 26.9% identity (73.1% similar) in 26 aa overlap (51-76:315-340) 
 
               30        40        50        60        70        80 
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.1  bits: 16.4 E():   29 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (52-65:3-16) 
 
              30        40        50        60        70        80 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     :.: .::.  : ::                
gi|463                             DFVDAHNAARAQVGVGPVHWT           
                                           10        20            
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (36-60:195-217) 
 
          10        20        30        40        50        60      
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
          70        80                                              
2MEPSP CGGKFPVEDAKEEVQ                                              
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.6  bits: 19.5 E():   31 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (49-78:152-184) 
 
       20        30        40        50        60           70      
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
          80         
2MEPSP KEEVQ         
       : :           
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gi|313 KCERGKLFANCCK 
             190     
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.6  bits: 19.5 E():   31 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (49-78:152-184) 
 
       20        30        40        50        60           70      
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
          80         
2MEPSP KEEVQ         
       : :           
gi|476 KCERGKLFANCCK 
             190     
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.4  bits: 20.6 E():   32 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (29-58:90-122) 
 
                 10        20        30           40        50      
2MEPSP   SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
          60        70        80                                    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQ                                    
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.3  bits: 20.6 E():   32 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (14-58:70-122) 
 
                                10        20             30         
2MEPSP                  SGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
          40        50        60        70        80                
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ                
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.3  bits: 20.6 E():   32 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (14-58:70-122) 
 
                                10        20             30         
2MEPSP                  SGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
          40        50        60        70        80                
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ                
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 74.9  bits: 16.1 E():   34 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (65-73:4-12) 
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           40        50        60        70        80  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ  
                                     ::...: .:         
gi|544                            APPGCSNHFNLETVFGNFVK 
                                          10        20 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 19.5 E():   35 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (48-63:172-187) 
 
        20        30        40        50        60        70        
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
        80             
2MEPSP EVQ             
                       
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 19.5 E():   35 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (48-63:173-188) 
 
        20        30        40        50        60        70        
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
        80             
2MEPSP EVQ             
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 19.5 E():   35 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (48-63:173-188) 
 
        20        30        40        50        60        70        
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
        80             
2MEPSP EVQ             
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (65-78:91-104) 
 
           40        50        60        70        80               
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ               
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 74.0  bits: 22.3 E():   38 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (23-63:452-496) 
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                       10        20           30         40         
2MEPSP         SGTVKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
       50        60        70        80                             
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ                             
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 19.5 E():   41 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:76-89) 
 
           40        50        60        70        80               
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ               
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.1  bits: 18.6 E():   42 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (11-47:3-39) 
 
               10        20        30        40        50        60 
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                 : :: .:::::.  .  ..   ...::    ...: :              
gi|195         MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQA 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP AVVVGCGGKFPVEDAKEEVQ                                         
                                                                    
gi|195 CRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMD 
             60        70        80        90       100       110   
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.1  bits: 18.6 E():   42 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (11-47:3-39) 
 
               10        20        30        40        50        60 
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                 : :: .:::::.  .  ..   ...::    ...: :              
gi|219         MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQA 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP AVVVGCGGKFPVEDAKEEVQ                                         
                                                                    
gi|219 CRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMD 
             60        70        80        90       100       110   
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.1  bits: 20.0 E():   43 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (19-68:214-267) 
 
                           10        20        30        40         
2MEPSP             SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
       50              60        70        80                       
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAKEEVQ                       
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
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             250       260       270       280       290       300  
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.0  bits: 19.4 E():   43 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:91-104) 
 
           40        50        60        70        80               
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ               
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 19.4 E():   44 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:91-104) 
 
           40        50        60        70        80               
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ               
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (9-58:428-476) 
 
                                     10        20        30         
2MEPSP                       SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
       40        50        60        70        80 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
       .. .:. .  :.. :  . :                       
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG   
        460       470       480       490         
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.3  bits: 19.1 E():   47 
Smith-Waterman score: 45; 30.2% identity (55.8% similar) in 43 aa overlap (4-46:35-74) 
 
                                          10        20        30    
2MEPSP                            SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     .:   ... .:   ::   : :.   :..  
gi|136 LLMNFFIVSPLLLATTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS---DTFT 
           10        20        30        40        50           60  
 
            40        50        60        70        80              
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ              
       ::: .   ::..:                                                
gi|136 NSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYI 
              70        80        90       100       110       120  
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.1  bits: 19.1 E():   49 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:68-81) 
 
           40        50        60        70        80               
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ               
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
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       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.1  bits: 19.1 E():   49 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:68-81) 
 
           40        50        60        70        80               
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ               
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 19.1 E():   49 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:69-82) 
 
           40        50        60        70        80               
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ               
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.0  bits: 20.3 E():   49 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (34-64:378-406) 
 
            10        20        30        40        50        60    
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
            70        80                                            
2MEPSP VGCGGKFPVEDAKEEVQ                                            
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 19.1 E():   51 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:80-93) 
 
           40        50        60        70        80               
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ               
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 18.3 E():   53 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (48-72:16-40) 
 
        20        30        40        50        60        70        
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
        80                                                          
2MEPSP EVQ                                                          
                                                                    
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
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          50        60        70        80        90       100      
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.1 E():   53 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:91-104) 
 
           40        50        60        70        80               
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ               
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:91-104) 
 
           40        50        60        70        80               
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ               
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:91-104) 
 
           40        50        60        70        80               
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ               
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:91-104) 
 
           40        50        60        70        80               
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ               
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:91-104) 
 
           40        50        60        70        80               
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ               
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:91-104) 
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           40        50        60        70        80               
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ               
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:91-104) 
 
           40        50        60        70        80               
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ               
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:91-104) 
 
           40        50        60        70        80               
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ               
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:92-105) 
 
           40        50        60        70        80               
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ               
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:93-106) 
 
           40        50        60        70        80               
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ               
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   57 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (45-73:38-66) 
 
           20        30        40        50        60        70     
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
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           80                                                       
2MEPSP AKEEVQ                                                       
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.8  bits: 18.6 E():   57 
Smith-Waterman score: 43; 27.8% identity (52.8% similar) in 36 aa overlap (42-77:106-141) 
 
              20        30        40        50        60        70  
2MEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
              80                                            
2MEPSP VEDAKEEVQ                                            
        .  :.                                               
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (40-74:48-86) 
 
      10        20        30        40        50             60     
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
           70        80                                             
2MEPSP GCGGKFPVEDAKEEVQ                                             
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.3  bits: 16.6 E():   60 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (66-80:30-44) 
 
          40        50        60        70        80       
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ       
                                     :     :.:.::...       
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN 
                10        20        30        40        50 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 17.7 E():   61 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (18-34:46-62) 
 
                            10        20        30        40        
2MEPSP              SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
        50        60        70        80   
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ   
                                           
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
          80        90       100       110 
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.3  bits: 19.7 E():   61 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (29-57:90-121) 
 
                 10        20        30           40        50      
2MEPSP   SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
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gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
          60        70        80                                    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQ                                    
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.3  bits: 19.7 E():   61 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (29-57:90-121) 
 
                 10        20        30           40        50      
2MEPSP   SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
          60        70        80                                    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQ                                    
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.2  bits: 20.0 E():   62 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (31-64:381-414) 
 
               10        20        30        40        50        60 
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
               70        80                                         
2MEPSP AVVVGCGGKFPVEDAKEEVQ                                         
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 17.7 E():   64 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (38-47:55-64) 
 
        10        20        30        40        50        60        
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
        70        80                    
2MEPSP GKFPVEDAKEEVQ                    
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.8  bits: 19.1 E():   65 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (38-75:3-39) 
 
        10        20        30        40        50        60        
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :: .  ::  :.... :  ::. :. .: : 
gi|398                             MAVHQYTVAL-FLAVALVAGPAASYAADLGYG 
                                           10         20        30  
 
        70        80                                                
2MEPSP GKFPVEDAKEEVQ                                                
          :.  :                                                     
gi|398 PATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYR 
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              40        50        60        70        80        90  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.7  bits: 19.4 E():   66 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (10-46:246-282) 
 
                                    10        20         30         
2MEPSP                      SGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
       40        50        60        70        80                   
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ                   
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.7  bits: 19.4 E():   66 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (10-46:246-282) 
 
                                    10        20         30         
2MEPSP                      SGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
       40        50        60        70        80                   
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ                   
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.7  bits: 19.4 E():   66 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (10-46:246-282) 
 
                                    10        20         30         
2MEPSP                      SGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
       40        50        60        70        80                   
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ                   
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.5  bits: 14.8 E():   67 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (48-55:10-17) 
 
        20        30        40        50        60        70        
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     :::: .:.                       
gi|856                      ANPTFGFTPLGLSSDAN                       
                                    10                              
 
        80 
2MEPSP EVQ 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (49-65:11-27) 
 
       20        30        40        50        60        70         
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
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                                   10        20        30        40 
 
       80                                                           
2MEPSP VQ                                                           
                                                                    
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (28-59:71-102) 
 
                  10        20        30        40        50        
2MEPSP    SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
        60        70        80                                      
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQ                                      
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 44; 22.4% identity (63.8% similar) in 58 aa overlap (3-59:68-125) 
 
                                            10        20        30  
2MEPSP                             SGTVKLP-GSKSLSNRILLLAALSEGTTVVDN 
                                     .:::  . :.:..    .:.:.. ::.... 
gi|219 KVEEELGAYQKKFSILENDFDTVNTKWEDASVKLEEAEKKLTESEQEIASLTRKTTLLED 
        40        50        60        70        80        90        
 
              40        50        60        70        80            
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ            
        . ... . : .. .    :  ::.. .                                 
gi|219 DIAKNEEKLMSATQKLEEASHAADESERGRKVLESRSFADDERIDALEAQLKEAKYIAED 
       100       110       120       130       140       150        
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 68.8  bits: 19.7 E():   73 
Smith-Waterman score: 47; 34.0% identity (61.7% similar) in 47 aa overlap (16-59:59-105) 
 
                              10        20          30        40    
2MEPSP                SGTVKLPGSKSLSNRILLLAALSEG--TTVVDNLLNSEDVHYMLG 
                                     ..: ..:: :  . ..:. ::.:        
gi|572 MCNSFKGRPVLGRVFQGKEPPQFVAIFQPMLVLKGGLSSGYKNYIADKGLNDETYAADSV 
       30        40        50        60        70        80         
 
             50        60        70        80                       
2MEPSP AL-RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ                       
       :: :  : ::. .::..                                            
gi|572 ALIRLSGTSVHNNKAVQVDAVPASLNSNECFLLQSGSSIFSWHGNQSTYEQQQLAAKVAE 
       90       100       110       120       130       140         
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.6  bits: 19.1 E():   75 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (43-65:150-174) 
 
             20        30        40        50          60        70 
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
               80                                                   
2MEPSP PVEDAKEEVQ                                                   
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
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>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 19.4 E():   76 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (29-61:91-126) 
 
                 10        20        30           40        50      
2MEPSP   SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
          60        70        80                                    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQ                                    
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.2  bits: 18.5 E():   79 
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (5-67:133-189) 
 
                                         10        20        30     
2MEPSP                           SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :.: . :: .  .  . ... . . : . . 
gi|253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEK 
            110       120       130       140       150       160   
 
           40        50        60        70        80               
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ               
        . :    : .. :.:..       :...::::                            
gi|253 YQPVGPK-GNVKELALAIF-----DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP 
             170       180            190       200       210       
 
gi|253 VYKTGNSPGEKCIKKDETFKNLCFAQEPINPNEHNL 
        220       230       240       250   
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (13-71:193-252) 
 
                                 10        20        30        40   
2MEPSP                   SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 
                                     :. .. ..  : :.:. .::. ..   ..: 
gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL 
            170       180       190       200       210       220   
 
             50        60             70        80                  
2MEPSP GALRTLGLSVEADKAAKRAVVVG-----CGGKFPVEDAKEEVQ                  
       :       .   ::. : .:. .     :: ..:                           
gi|195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSS 
                230       240       250       260       270         
 
gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG 
      280       290       300       310       320       330         
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 68.1  bits: 17.9 E():   80 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (41-67:146-170) 
 
               20        30        40        50        60        70 
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
               80 
2MEPSP PVEDAKEEVQ 
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 19.6 E():   80 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (52-80:106-134) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 211

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
              30        40        50        60        70        80  
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ  
                                     ::  .... .:: ::   :  :.  :  :  
gi|298 RCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGCPETFQSESEFEYPQS 
          80        90       100       110       120       130      
 
gi|298 QRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQRTRQSESEEFS 
         140       150       160       170       180       190      
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (5-14:86-95) 
 
                                         10        20        30     
2MEPSP                           SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     . :::..: :                     
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK 
          60        70        80        90       100       110      
 
           40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                                      
gi|126 IVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL               
         120       130       140                      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 43; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:97-110) 
 
           40        50        60        70        80               
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ               
                                     :::. : .. .: :                 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 43; 25.6% identity (62.8% similar) in 43 aa overlap (6-48:103-144) 
 
                                        10        20        30      
2MEPSP                          SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNS 
                                     .: .. :.  .  ::  .:   .:   :.: 
gi|225 DHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELV-AYLQS 
             80        90       100       110       120        130  
 
          40        50        60        70        80                
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ                
       .: : .......:                                                
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (28-59:71-102) 
 
                  10        20        30        40        50        
2MEPSP    SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
 
        60        70        80                                      
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQ                                      
       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
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>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.3  bits: 16.5 E():   88 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (41-68:18-44) 
 
               20        30        40        50        60        70 
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124              GTRRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                            10        20         30        40       
 
               80                
2MEPSP PVEDAKEEVQ                
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228) 
 
              10        20        30        40           50         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       60        70        80                                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ                                       
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228) 
 
              10        20        30        40           50         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       60        70        80                                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ                                       
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228) 
 
              10        20        30        40           50         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       60        70        80                                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ                                       
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228) 
 
              10        20        30        40           50         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
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gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       60        70        80                                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ                                       
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228) 
 
              10        20        30        40           50         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       60        70        80                                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ                                       
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228) 
 
              10        20        30        40           50         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       60        70        80                                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ                                       
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228) 
 
              10        20        30        40           50         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       60        70        80                                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ                                       
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228) 
 
              10        20        30        40           50         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       60        70        80                                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ                                       
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
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              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228) 
 
              10        20        30        40           50         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       60        70        80                                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ                                       
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228) 
 
              10        20        30        40           50         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       60        70        80                                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ                                       
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228) 
 
              10        20        30        40           50         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       60        70        80                                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ                                       
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228) 
 
              10        20        30        40           50         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       60        70        80                                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ                                       
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.1  bits: 16.5 E():   91 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (41-68:20-46) 
 
               20        30        40        50        60        70 
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2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124            GTSFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                          10        20         30        40         
 
               80                
2MEPSP PVEDAKEEVQ                
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
       50        60        70    
 
>>gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Phosph  (167 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 32.0% identity (68.0% similar) in 25 aa overlap (12-36:5-29) 
 
               10        20        30        40        50        60 
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                  :.. .::: . :.:  . : . ..:                         
gi|244        MQVVLGSLFLLLLSTSHGWQIRDRIGDNELEERIIYPGTLWCGHGNKSSGPNE 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP AVVVGCGGKFPVEDAKEEVQ                                         
                                                                    
gi|244 LGRFKHTDACCRTHDMCPDVMSAGESKHGLTNTASHTRLSCDCDDKFYDCLKNSADTISS 
            60        70        80        90       100       110    
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 18.2 E():   96 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (10-35:93-118) 
 
                                    10        20        30          
2MEPSP                      SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|664 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
             70        80        90       100       110       120   
 
      40        50        60        70        80                    
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ                    
                                                                    
gi|664 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEAFEYFALEAYAFDIAAP 
            130       140       150       160       170       180   
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 18.5 E():   96 
Smith-Waterman score: 43; 35.0% identity (70.0% similar) in 20 aa overlap (34-53:113-132) 
 
            10        20        30        40        50        60    
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:..           
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSMDDASVGSVSSE 
             90       100       110       120       130       140   
 
            70        80                                            
2MEPSP VGCGGKFPVEDAKEEVQ                                            
                                                                    
gi|249 FHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTVFVSSFN 
            150       160       170       180       190       200   
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 44; 25.9% identity (53.7% similar) in 54 aa overlap (23-71:203-252) 
 
                       10        20        30        40        50   
2MEPSP         SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     : :.:. .::. ..   ..::       .  
gi|117 ALTLRTATNIWIDHNSFSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGH----DDAY 
            180       190       200       210       220             
 
             60             70        80                            
2MEPSP EADKAAKRAVVVG-----CGGKFPVEDAKEEVQ                            
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         ::. : .:. .     :: ..:                                     
gi|117 SDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSSNPTILSEGNS 
      230       240       250       260       270       280         
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 66.5  bits: 19.0 E():   98 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (43-65:290-314) 
 
             20        30        40        50          60        70 
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|458 AEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNAD 
     260       270       280       290       300       310          
 
               80                                                   
2MEPSP PVEDAKEEVQ                                                   
                                                                    
gi|458 ACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     320       330       340       350       360       370          
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.5  bits: 16.5 E():   98 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (41-68:25-51) 
 
               20        30        40        50        60        70 
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|144       MADDMERIFKRFDTNGDGKISLSELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                     10        20        30         40        50    
 
               80                
2MEPSP PVEDAKEEVQ                
                                 
gi|144 FIDFNEFISFCNANPGLMKDVAKVF 
            60        70         
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.4  bits: 14.5 E():   99 
Smith-Waterman score: 29; 50.0% identity (58.3% similar) in 12 aa overlap (67-78:6-17) 
 
         40        50        60        70        80  
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ  
                                     : :  :::.  :    
gi|320                          YTTEGGTKSEVEDVIPEGWK 
                                        10        20 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:24 2011 done: Tue Apr 19 10:57:24 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 17  - 96 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
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  28     1     0:= 
  30     6     2:*= 
  32     7     8:==* 
  34    10    22:====   * 
  36    17    44:======        * 
  38    58    73:====================    * 
  40    88   102:==============================   * 
  42    83   125:============================             * 
  44   133   138:=============================================* 
  46   150   140:==============================================*=== 
  48   165   134:============================================*========== 
  50   139   122:========================================*====== 
  52   139   108:===================================*=========== 
  54   100    92:==============================*=== 
  56    83    77:=========================*== 
  58    56    63:=================== * 
  60    56    51:================*== 
  62    24    41:========     * 
  64    22    33:========  * 
  66    32    26:========*== 
  68    18    20:======* 
  70    21    16:=====*= 
  72    12    12:===* 
  74    12    10:===* 
  76     5     8:==* 
  78     4     6:=* 
  80     9     5:=*= 
  82    17     3:*===== 
  84     5     3:*= 
  86     6     2:*= 
  88     6     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     2     0:=         *== 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.07910.00307; mu= 4.2244 0.161 
 mean_var=34.425410.450, 0's: 2 Z-trim: 4  B-trim: 117 in 1/43 
 Lambda= 0.218592 
 Kolmogorov-Smirnov  statistic: 0.0741 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 25.7     0.7 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 25.7     0.7 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 24.2     1.2 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   56 22.7     3.2 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 22.1       4 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 21.1     6.7 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 21.1     6.7 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 21.1     6.7 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 21.1     6.7 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 21.1     6.7 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 21.1     6.7 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 21.1     6.7 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 21.1       7 
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gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 21.1     7.6 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 21.1     7.6 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 21.1     7.7 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 21.1     7.7 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   51 21.1     8.9 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 22.2     9.8 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   55 22.2      10 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 20.2      11 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 21.1      11 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 20.2      13 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 20.2      13 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 20.2      13 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 20.2      13 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 20.2      13 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 20.2      13 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 20.2      13 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 20.2      13 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 20.2      13 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 20.2      13 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   55 22.2      13 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   47 19.9      13 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   49 20.5      14 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   49 20.5      14 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 20.2      14 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 20.2      14 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 20.2      15 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 20.2      15 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 20.2      15 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 20.2      15 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 20.2      15 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 20.2      15 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 20.1      18 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   52 21.3      18 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.6      18 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 21.0      18 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.5      20 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.3      21 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.3      21 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 21.0      23 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.8      26 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   50 20.6      27 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.4      29 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 20.1      31 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   46 19.5      31 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   46 19.5      31 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.6      32 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.6      32 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.6      32 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 16.1      34 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.5      35 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.5      35 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.5      35 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.8      36 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 19.2      37 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.3      38 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.5      41 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.6      42 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.6      42 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 20.0      43 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.4      43 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      44 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 20.3      46 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   45 19.1      47 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 19.1      49 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 19.1      49 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 19.1      49 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.3      49 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 19.1      51 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.3      54 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 19.1      54 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 19.1      54 
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gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 19.1      54 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 19.1      54 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 19.1      54 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 19.1      54 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 19.1      54 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.1      54 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 19.1      54 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 19.1      54 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.3      57 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 18.3      58 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.6      61 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.7      61 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.7      61 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.7      61 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 20.0      62 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.7      64 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 19.1      65 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.4      66 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.4      66 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.4      66 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.8      68 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.5      71 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.5      71 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   44 18.8      72 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 19.1      75 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.4      76 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   43 18.5      79 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   45 19.1      79 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.9      80 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   47 19.6      80 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   40 17.6      83 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.5      84 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.5      86 
gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.2      87 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   36 16.5      89 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   46 19.3      90 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   46 19.3      90 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   46 19.3      90 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   46 19.3      90 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   46 19.3      90 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   46 19.3      90 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   46 19.3      90 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   46 19.3      90 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   46 19.3      90 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   46 19.3      90 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   46 19.3      90 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   46 19.3      90 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   46 19.3      91 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   36 16.5      91 
gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Ph ( 167)   40 17.6      95 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   42 18.2      96 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   43 18.5      97 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   44 18.8      97 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.0      98 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   36 16.5      98 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 105.3  bits: 25.7 E():  0.7 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (11-53:3-45) 
 
               10        20        30         40        50          
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKR 
                 :.: .:::.::. :..:.  : . :  : .  :  : .: .: :       
gi|668         MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVL 
                       10        20         30        40        50  
 
      60        70        80                                        
2MEPSP AVVVGCGGKFPVEDAKEEVQL                                        
                                                                    
gi|668 VSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTP 
              60        70        80        90       100       110  
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>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 105.3  bits: 25.7 E():  0.7 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (11-53:3-45) 
 
               10        20        30         40        50          
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKR 
                 :.: .:::.::. :..:.  : . :  : .  :  : .: .: :       
gi|833         MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVL 
                       10        20         30        40        50  
 
      60        70        80                                        
2MEPSP AVVVGCGGKFPVEDAKEEVQL                                        
                                                                    
gi|833 VSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTP 
              60        70        80        90       100       110  
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 100.8  bits: 24.2 E():  1.2 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (29-58:33-62) 
 
                 10        20        30        40        50         
2MEPSP   GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
       60        70        80                                       
2MEPSP RAVVVGCGGKFPVEDAKEEVQL                                       
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 93.4  bits: 22.7 E():  3.2 
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (7-66:114-176) 
 
                                       10        20           30    
2MEPSP                         GTVKLPGSKSLSNRILLLAALS---EGTTVVDNLLN 
                                     : .. ...... .:..   .:  :: . .  
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA 
            90       100       110       120       130       140    
 
            40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
       .:  . ..  ...:: :  . ..  :  .:.::               
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL             
           150       160       170                     
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 91.7  bits: 22.1 E():    4 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (40-65:75-101) 
 
      10        20        30        40         50        60         
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
       70        80                               
2MEPSP FPVEDAKEEVQL                               
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.7  bits: 21.1 E():  6.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:9-26) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
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                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.7  bits: 21.1 E():  6.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:9-26) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.7  bits: 21.1 E():  6.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:9-26) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.7  bits: 21.1 E():  6.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:9-26) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.7  bits: 21.1 E():  6.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:9-26) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.7  bits: 21.1 E():  6.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:9-26) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
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>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.6  bits: 21.1 E():  6.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:10-27) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.3  bits: 21.1 E():    7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:15-32) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.6  bits: 21.1 E():  7.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:25-42) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.6  bits: 21.1 E():  7.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:25-42) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.6  bits: 21.1 E():  7.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:26-43) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.6  bits: 21.1 E():  7.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:26-43) 
 
             30        40        50        60        70        80   
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2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.4  bits: 21.1 E():  8.9 
Smith-Waterman score: 51; 27.3% identity (54.5% similar) in 66 aa overlap (3-68:34-99) 
 
                                           10        20        30   
2MEPSP                             GTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .:: ..:. ..: ::  . : : .   
gi|532 KAGDSFPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSAN 
            10        20        30        40        50        60    
 
             40        50        60        70        80             
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL             
       .  .    :  ::. :..  :  : . : :..  ::                         
gi|532 HVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIG 
            70        80        90       100       110       120    
 
gi|532 WADEEGRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
           130       140       150       160        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 84.7  bits: 22.2 E():  9.8 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (31-59:246-275) 
 
               10        20        30        40         50          
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
      60        70        80                                        
2MEPSP AVVVGCGGKFPVEDAKEEVQL                                        
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 84.3  bits: 22.2 E():   10 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (22-72:161-217) 
 
                        10        20         30        40           
2MEPSP          GTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
        50          60        70        80                          
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQL                          
       ::...:  :.    .. .  . .: .:                                  
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 83.9  bits: 20.2 E():   11 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (30-76:5-46) 
 
               10        20        30        40        50        60 
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 
                                    ..:..::..  .::.     ..:. .  :   
gi|225                          MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFF 
                                        10        20            30  
 
               70        80                                         
2MEPSP VVVGCGGKFPVEDAKEEVQL                                         
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        .::   : : ::.:.                                             
gi|225 EMVGLKKKSP-EDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAG 
              40         50        60        70        80        90 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 83.8  bits: 21.1 E():   11 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (21-73:113-176) 
 
                         10        20        30         40          
2MEPSP           GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
      50                  60        70        80                    
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEVQL                    
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:9-26) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:9-26) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:9-26) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:9-26) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
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>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:9-26) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:9-26) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:9-26) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:9-26) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:9-26) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:9-26) 
 
             30        40        50        60        70        80   
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2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.5  bits: 22.2 E():   13 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (22-72:191-247) 
 
                        10        20         30        40           
2MEPSP          GTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
        50          60        70        80                          
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQL                          
       ::...:  :.    .. .  . .: .:                                  
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 82.5  bits: 19.9 E():   13 
Smith-Waterman score: 47; 25.0% identity (55.8% similar) in 52 aa overlap (26-77:45-89) 
 
                    10        20        30        40        50      
2MEPSP      GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
          60        70        80                
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQL                
       ::        :.  :.:. :::                   
gi|598 AA-------AGAAAPAEEKKEEKEEEKEESDEDMGFGLFD 
                  80        90       100        
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.0  bits: 20.5 E():   14 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (3-68:35-100) 
 
                                           10        20        30   
2MEPSP                             GTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|668 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
             40        50        60        70        80             
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL             
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|668 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|668 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.0  bits: 20.5 E():   14 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (3-68:35-100) 
 
                                           10        20        30   
2MEPSP                             GTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|276 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
             40        50        60        70        80             
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL             
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       .  .    :  .:. :..: :  : . : :..  ::                         
gi|276 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|276 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.0  bits: 20.2 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:18-35) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.2 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:22-39) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.2 E():   15 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:26-43) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.2 E():   15 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:26-43) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.2 E():   15 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:26-43) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
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>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.2 E():   15 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:26-43) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.2 E():   15 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:26-43) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.2 E():   15 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:26-43) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 20.1 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:55-72) 
 
             30        40        50        60        70        80   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL   
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.9  bits: 21.3 E():   18 
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (4-26:241-263) 
 
                                          10        20        30    
2MEPSP                            GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :. . :::. . .:: .:. :::        
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY 
              220       230       240       250       260       270 
 
            40        50        60        70        80              
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL              
                                                                    
gi|215 TAEETAKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE 
              280       290       300       310       320       330 
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 79.8  bits: 17.6 E():   18 
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Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (50-62:5-17) 
 
      20        30        40        50        60        70          
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .: :: .:: :::                  
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI     
                                         10        20        30     
 
      80 
2MEPSP L 
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 79.8  bits: 21.0 E():   18 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (29-77:221-261) 
 
                 10        20        30        40        50         
2MEPSP   GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
       60        70        80                                       
2MEPSP RAVVVGCGGKFPVEDAKEEVQL                                       
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 79.1  bits: 21.5 E():   20 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (31-55:201-228) 
 
               10        20        30        40           50        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        60        70        80                                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQL                                      
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.8  bits: 21.3 E():   21 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (26-57:88-122) 
 
                    10        20        30           40        50   
2MEPSP      GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
             60        70        80                                 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQL                                 
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 78.7  bits: 21.3 E():   21 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (26-57:88-122) 
 
                    10        20        30           40        50   
2MEPSP      GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
             60        70        80                                 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQL                                 
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         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.1  bits: 21.0 E():   23 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (22-48:72-98) 
 
                        10        20        30        40        50  
2MEPSP          GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
              60        70        80                                
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQL                                
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.9  bits: 19.8 E():   26 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (29-58:33-62) 
 
                 10        20        30        40        50         
2MEPSP   GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
       60        70        80                                       
2MEPSP RAVVVGCGGKFPVEDAKEEVQL                                       
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.7  bits: 20.6 E():   27 
Smith-Waterman score: 50; 26.9% identity (73.1% similar) in 26 aa overlap (50-75:315-340) 
 
      20        30        40        50        60        70          
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
      80                                 
2MEPSP L                                 
                                         
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.1  bits: 16.4 E():   29 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (51-64:3-16) 
 
               30        40        50        60        70        80 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     :.: .::.  : ::                 
gi|463                             DFVDAHNAARAQVGVGPVHWT            
                                           10        20             
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (35-59:195-217) 
 
           10        20        30        40        50        60     
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
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           70        80                                             
2MEPSP CGGKFPVEDAKEEVQL                                             
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.6  bits: 19.5 E():   31 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (48-77:152-184) 
 
        20        30        40        50        60           70     
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
           80        
2MEPSP KEEVQL        
       : :           
gi|313 KCERGKLFANCCK 
             190     
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.6  bits: 19.5 E():   31 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (48-77:152-184) 
 
        20        30        40        50        60           70     
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
           80        
2MEPSP KEEVQL        
       : :           
gi|476 KCERGKLFANCCK 
             190     
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.4  bits: 20.6 E():   32 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (28-57:90-122) 
 
                  10        20        30           40        50     
2MEPSP    GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
           60        70        80                                   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQL                                   
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.3  bits: 20.6 E():   32 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (13-57:70-122) 
 
                                 10        20             30        
2MEPSP                   GTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
           40        50        60        70        80               
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL               
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 232

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.3  bits: 20.6 E():   32 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (13-57:70-122) 
 
                                 10        20             30        
2MEPSP                   GTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
           40        50        60        70        80               
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL               
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 74.8  bits: 16.1 E():   34 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (64-72:4-12) 
 
            40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     ::...: .:         
gi|544                            APPGCSNHFNLETVFGNFVK 
                                          10        20 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 19.5 E():   35 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (47-62:172-187) 
 
         20        30        40        50        60        70       
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
         80            
2MEPSP EVQL            
                       
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 19.5 E():   35 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (47-62:173-188) 
 
         20        30        40        50        60        70       
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
         80            
2MEPSP EVQL            
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 19.5 E():   35 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (47-62:173-188) 
 
         20        30        40        50        60        70       
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
         80            
2MEPSP EVQL            
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gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (64-77:91-104) 
 
            40        50        60        70        80              
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL              
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.2  bits: 19.2 E():   37 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (41-80:106-145) 
 
               20        30        40        50        60        70 
2MEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
               80                                           
2MEPSP VEDAKEEVQL                                           
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 74.0  bits: 22.3 E():   38 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (22-62:452-496) 
 
                        10        20           30         40        
2MEPSP          GTVKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
        50        60        70        80                            
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL                            
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 19.5 E():   41 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (64-77:76-89) 
 
            40        50        60        70        80              
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL              
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.1  bits: 18.6 E():   42 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (10-46:3-39) 
 
               10        20        30        40        50        60 
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 
                : :: .:::::.  .  ..   ...::    ...: :               
gi|195        MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQAC 
                      10        20        30        40        50    
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               70        80                                         
2MEPSP VVVGCGGKFPVEDAKEEVQL                                         
                                                                    
gi|195 RIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDF 
            60        70        80        90       100       110    
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.1  bits: 18.6 E():   42 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (10-46:3-39) 
 
               10        20        30        40        50        60 
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 
                : :: .:::::.  .  ..   ...::    ...: :               
gi|219        MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQAC 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP VVVGCGGKFPVEDAKEEVQL                                         
                                                                    
gi|219 RIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDF 
            60        70        80        90       100       110    
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.1  bits: 20.0 E():   43 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (18-67:214-267) 
 
                            10        20        30        40        
2MEPSP              GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
        50              60        70        80                      
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAKEEVQL                      
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.0  bits: 19.4 E():   43 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (64-77:91-104) 
 
            40        50        60        70        80              
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL              
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 19.4 E():   44 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (64-77:91-104) 
 
            40        50        60        70        80              
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL              
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (8-57:428-476) 
 
                                      10        20        30        
2MEPSP                        GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
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gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
        40        50        60        70        80 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
       .. .:. .  :.. :  . :                        
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG    
        460       470       480       490          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.3  bits: 19.1 E():   47 
Smith-Waterman score: 45; 30.2% identity (55.8% similar) in 43 aa overlap (3-45:35-74) 
 
                                           10        20        30   
2MEPSP                             GTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     .:   ... .:   ::   : :.   :..  
gi|136 LLMNFFIVSPLLLATTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS---DTFT 
           10        20        30        40        50           60  
 
             40        50        60        70        80             
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL             
       ::: .   ::..:                                                
gi|136 NSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYI 
              70        80        90       100       110       120  
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.1  bits: 19.1 E():   49 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (64-77:68-81) 
 
            40        50        60        70        80              
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL              
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.1  bits: 19.1 E():   49 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (64-77:68-81) 
 
            40        50        60        70        80              
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL              
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 19.1 E():   49 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (64-77:69-82) 
 
            40        50        60        70        80              
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL              
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.0  bits: 20.3 E():   49 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (33-63:378-406) 
 
             10        20        30        40        50        60   
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
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gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
             70        80                                           
2MEPSP VGCGGKFPVEDAKEEVQL                                           
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 19.1 E():   51 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (64-77:80-93) 
 
            40        50        60        70        80              
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL              
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 18.3 E():   54 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (47-71:16-40) 
 
         20        30        40        50        60        70       
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
         80                                                         
2MEPSP EVQL                                                         
                                                                    
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (64-77:91-104) 
 
            40        50        60        70        80              
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL              
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (64-77:91-104) 
 
            40        50        60        70        80              
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL              
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (64-77:91-104) 
 
            40        50        60        70        80              
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL              
                                     :::. : .. .: :                 
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gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (64-77:91-104) 
 
            40        50        60        70        80              
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL              
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (64-77:91-104) 
 
            40        50        60        70        80              
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL              
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (64-77:91-104) 
 
            40        50        60        70        80              
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL              
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (64-77:91-104) 
 
            40        50        60        70        80              
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL              
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (64-77:91-104) 
 
            40        50        60        70        80              
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL              
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
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>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (64-77:92-105) 
 
            40        50        60        70        80              
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL              
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (64-77:93-106) 
 
            40        50        60        70        80              
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL              
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (44-72:38-66) 
 
            20        30        40        50        60        70    
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
            80                                                      
2MEPSP AKEEVQL                                                      
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (39-73:48-86) 
 
       10        20        30        40        50             60    
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
            70        80                                            
2MEPSP GCGGKFPVEDAKEEVQL                                            
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.3  bits: 16.6 E():   61 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (65-79:30-44) 
 
           40        50        60        70        80      
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL      
                                     :     :.:.::...       
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN 
                10        20        30        40        50 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 17.7 E():   61 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (17-33:46-62) 
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                             10        20        30        40       
2MEPSP               GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
         50        60        70        80  
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL  
                                           
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
          80        90       100       110 
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.3  bits: 19.7 E():   61 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (28-56:90-121) 
 
                  10        20        30           40        50     
2MEPSP    GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
           60        70        80                                   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQL                                   
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.3  bits: 19.7 E():   61 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (28-56:90-121) 
 
                  10        20        30           40        50     
2MEPSP    GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
           60        70        80                                   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQL                                   
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.2  bits: 20.0 E():   62 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (30-63:381-414) 
 
                10        20        30        40        50          
2MEPSP  GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
      60        70        80                                        
2MEPSP AVVVGCGGKFPVEDAKEEVQL                                        
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.7 E():   64 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (37-46:55-64) 
 
         10        20        30        40        50        60       
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
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         70        80                   
2MEPSP GKFPVEDAKEEVQL                   
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.8  bits: 19.1 E():   65 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (37-74:3-39) 
 
         10        20        30        40        50        60       
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :: .  ::  :.... :  ::. :. .: : 
gi|398                             MAVHQYTVAL-FLAVALVAGPAASYAADLGYG 
                                           10         20        30  
 
         70        80                                               
2MEPSP GKFPVEDAKEEVQL                                               
          :.  :                                                     
gi|398 PATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYR 
              40        50        60        70        80        90  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.6  bits: 19.4 E():   66 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (9-45:246-282) 
 
                                     10        20         30        
2MEPSP                       GTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
        40        50        60        70        80                  
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL                  
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.6  bits: 19.4 E():   66 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (9-45:246-282) 
 
                                     10        20         30        
2MEPSP                       GTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
        40        50        60        70        80                  
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL                  
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.6  bits: 19.4 E():   66 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (9-45:246-282) 
 
                                     10        20         30        
2MEPSP                       GTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
        40        50        60        70        80                  
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL                  
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
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 initn:  30 init1:  30 opt:  30  Z-score: 69.4  bits: 14.8 E():   68 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (47-54:10-17) 
 
         20        30        40        50        60        70       
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     :::: .:.                       
gi|856                      ANPTFGFTPLGLSSDAN                       
                                    10                              
 
         80 
2MEPSP EVQL 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (48-64:11-27) 
 
        20        30        40        50        60        70        
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
        80                                                          
2MEPSP VQL                                                          
                                                                    
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (27-58:71-102) 
 
                   10        20        30        40        50       
2MEPSP     GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
         60        70        80                                     
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQL                                     
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 44; 22.4% identity (63.8% similar) in 58 aa overlap (2-58:68-125) 
 
                                             10        20        30 
2MEPSP                              GTVKLP-GSKSLSNRILLLAALSEGTTVVDN 
                                     .:::  . :.:..    .:.:.. ::.... 
gi|219 KVEEELGAYQKKFSILENDFDTVNTKWEDASVKLEEAEKKLTESEQEIASLTRKTTLLED 
        40        50        60        70        80        90        
 
               40        50        60        70        80           
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL           
        . ... . : .. .    :  ::.. .                                 
gi|219 DIAKNEEKLMSATQKLEEASHAADESERGRKVLESRSFADDERIDALEAQLKEAKYIAED 
       100       110       120       130       140       150        
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.6  bits: 19.1 E():   75 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (42-64:150-174) 
 
              20        30        40        50          60          
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
      70        80                                                  
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2MEPSP PVEDAKEEVQL                                                  
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 19.4 E():   76 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (28-60:91-126) 
 
                  10        20        30           40        50     
2MEPSP    GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
           60        70        80                                   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQL                                   
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.2  bits: 18.5 E():   79 
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (4-66:133-189) 
 
                                          10        20        30    
2MEPSP                            GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :.: . :: .  .  . ... . . : . . 
gi|253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEK 
            110       120       130       140       150       160   
 
            40        50        60        70        80              
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL              
        . :    : .. :.:..       :...::::                            
gi|253 YQPVGPK-GNVKELALAIF-----DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP 
             170       180            190       200       210       
 
gi|253 VYKTGNSPGEKCIKKDETFKNLCFAQEPINPNEHNL 
        220       230       240       250   
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (12-70:193-252) 
 
                                  10        20        30        40  
2MEPSP                    GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 
                                     :. .. ..  : :.:. .::. ..   ..: 
gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL 
            170       180       190       200       210       220   
 
              50        60             70        80                 
2MEPSP GALRTLGLSVEADKAAKRAVVVG-----CGGKFPVEDAKEEVQL                 
       :       .   ::. : .:. .     :: ..:                           
gi|195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSS 
                230       240       250       260       270         
 
gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG 
      280       290       300       310       320       330         
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 68.1  bits: 17.9 E():   80 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (40-66:146-170) 
 
      10        20        30        40        50        60          
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
      70        80 
2MEPSP PVEDAKEEVQL 
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>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.0  bits: 19.6 E():   80 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (51-79:106-134) 
 
               30        40        50        60        70        80 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     ::  .... .:: ::   :  :.  :  :  
gi|298 RCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGCPETFQSESEFEYPQS 
          80        90       100       110       120       130      
 
gi|298 QRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQRTRQSESEEFS 
         140       150       160       170       180       190      
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (4-13:86-95) 
 
                                          10        20        30    
2MEPSP                            GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     . :::..: :                     
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK 
          60        70        80        90       100       110      
 
            40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                                       
gi|126 IVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL                
         120       130       140                       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 43; 42.9% identity (71.4% similar) in 14 aa overlap (64-77:97-110) 
 
            40        50        60        70        80              
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL              
                                     :::. : .. .: :                 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 43; 25.6% identity (62.8% similar) in 43 aa overlap (5-47:103-144) 
 
                                         10        20        30     
2MEPSP                           GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNS 
                                     .: .. :.  .  ::  .:   .:   :.: 
gi|225 DHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELV-AYLQS 
             80        90       100       110       120        130  
 
           40        50        60        70        80               
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL               
       .: : .......:                                                
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (27-58:71-102) 
 
                   10        20        30        40        50       
2MEPSP     GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
 
         60        70        80                                     
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQL                                     
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       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.3  bits: 16.5 E():   89 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (40-67:18-44) 
 
      10        20        30        40        50        60          
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124              GTRRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                            10        20         30        40       
 
      70        80               
2MEPSP PVEDAKEEVQL               
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (31-55:201-228) 
 
               10        20        30        40           50        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        60        70        80                                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQL                                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (31-55:201-228) 
 
               10        20        30        40           50        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        60        70        80                                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQL                                      
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (31-55:201-228) 
 
               10        20        30        40           50        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        60        70        80                                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQL                                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (31-55:201-228) 
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               10        20        30        40           50        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        60        70        80                                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQL                                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (31-55:201-228) 
 
               10        20        30        40           50        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        60        70        80                                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQL                                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (31-55:201-228) 
 
               10        20        30        40           50        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        60        70        80                                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQL                                      
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (31-55:201-228) 
 
               10        20        30        40           50        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        60        70        80                                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQL                                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (31-55:201-228) 
 
               10        20        30        40           50        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
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        60        70        80                                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQL                                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (31-55:201-228) 
 
               10        20        30        40           50        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        60        70        80                                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQL                                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (31-55:201-228) 
 
               10        20        30        40           50        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        60        70        80                                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQL                                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (31-55:201-228) 
 
               10        20        30        40           50        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        60        70        80                                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQL                                      
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (31-55:201-228) 
 
               10        20        30        40           50        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        60        70        80                                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQL                                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
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 initn:  42 init1:  42 opt:  46  Z-score: 67.1  bits: 19.3 E():   91 
Smith-Waterman score: 47; 34.0% identity (61.7% similar) in 47 aa overlap (15-58:59-105) 
 
                               10        20          30        40   
2MEPSP                 GTVKLPGSKSLSNRILLLAALSEG--TTVVDNLLNSEDVHYMLG 
                                     ..: ..:: :  . ..:. ::.:        
gi|572 MCNSFKGRPVLGRVFQGKEPPQFVAIFQPMLVLKGGLSSGYKNYIADKGLNDETYAADSV 
       30        40        50        60        70        80         
 
              50        60        70        80                      
2MEPSP AL-RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL                      
       :: :  : ::. .::..                                            
gi|572 ALIRLSGTSVHNNKAVQVDAVPASLNSNECFLLQSGSSIFSWHGNQSTYEQQQLAAKVAE 
       90       100       110       120       130       140         
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.0  bits: 16.5 E():   91 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (40-67:20-46) 
 
      10        20        30        40        50        60          
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124            GTSFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                          10        20         30        40         
 
      70        80               
2MEPSP PVEDAKEEVQL               
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
       50        60        70    
 
>>gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Phosph  (167 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 32.0% identity (68.0% similar) in 25 aa overlap (11-35:5-29) 
 
               10        20        30        40        50        60 
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRA 
                 :.. .::: . :.:  . : . ..:                          
gi|244       MQVVLGSLFLLLLSTSHGWQIRDRIGDNELEERIIYPGTLWCGHGNKSSGPNEL 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP VVVGCGGKFPVEDAKEEVQL                                         
                                                                    
gi|244 GRFKHTDACCRTHDMCPDVMSAGESKHGLTNTASHTRLSCDCDDKFYDCLKNSADTISSY 
           60        70        80        90       100       110     
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 18.2 E():   96 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (9-34:93-118) 
 
                                     10        20        30         
2MEPSP                       GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|664 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
             70        80        90       100       110       120   
 
       40        50        60        70        80                   
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL                   
                                                                    
gi|664 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEAFEYFALEAYAFDIAAP 
            130       140       150       160       170       180   
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 18.5 E():   97 
Smith-Waterman score: 43; 35.0% identity (70.0% similar) in 20 aa overlap (33-52:113-132) 
 
             10        20        30        40        50        60   
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:..           
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSMDDASVGSVSSE 
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             90       100       110       120       130       140   
 
             70        80                                           
2MEPSP VGCGGKFPVEDAKEEVQL                                           
                                                                    
gi|249 FHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTVFVSSFN 
            150       160       170       180       190       200   
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 44; 25.9% identity (53.7% similar) in 54 aa overlap (22-70:203-252) 
 
                        10        20        30        40        50  
2MEPSP          GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     : :.:. .::. ..   ..::       .  
gi|117 ALTLRTATNIWIDHNSFSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGH----DDAY 
            180       190       200       210       220             
 
              60             70        80                           
2MEPSP EADKAAKRAVVVG-----CGGKFPVEDAKEEVQL                           
         ::. : .:. .     :: ..:                                     
gi|117 SDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSSNPTILSEGNS 
      230       240       250       260       270       280         
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 66.5  bits: 19.0 E():   98 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (42-64:290-314) 
 
              20        30        40        50          60          
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|458 AEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNAD 
     260       270       280       290       300       310          
 
      70        80                                                  
2MEPSP PVEDAKEEVQL                                                  
                                                                    
gi|458 ACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     320       330       340       350       360       370          
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.4  bits: 16.5 E():   98 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (40-67:25-51) 
 
      10        20        30        40        50        60          
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|144       MADDMERIFKRFDTNGDGKISLSELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                     10        20        30         40        50    
 
      70        80               
2MEPSP PVEDAKEEVQL               
                                 
gi|144 FIDFNEFISFCNANPGLMKDVAKVF 
            60        70         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:24 2011 done: Tue Apr 19 10:57:24 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>2MEPSPS: 18  - 97 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     3     8:= * 
  34     8    22:===    * 
  36    27    44:=========     * 
  38    47    73:================        * 
  40    95   102:================================ * 
  42    96   125:================================         * 
  44   121   138:=========================================    * 
  46   151   140:==============================================*==== 
  48   166   134:============================================*=========== 
  50   150   122:========================================*========= 
  52   142   108:===================================*============ 
  54    96    92:==============================*= 
  56    88    77:=========================*==== 
  58    63    63:====================* 
  60    52    51:================*= 
  62    14    41:=====        * 
  64    36    33:==========*= 
  66    25    26:========* 
  68    11    20:====  * 
  70    23    16:=====*== 
  72    13    12:===*= 
  74     5    10:== * 
  76     8     8:==* 
  78     5     6:=* 
  80    22     5:=*====== 
  82     5     3:*= 
  84     5     3:*= 
  86     7     2:*== 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     2     0:=         *== 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.42610.00316; mu= 2.5396 0.165 
 mean_var=37.794810.931, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.208621 
 Kolmogorov-Smirnov  statistic: 0.0782 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 25.2       1 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 25.2       1 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.7     1.7 
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gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   56 22.3     4.2 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.7     5.1 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.8     8.3 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.8     8.3 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.8     8.3 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.8     8.3 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.8     8.3 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.8     8.3 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.8     8.4 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.8     8.8 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.8     9.5 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.8     9.5 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.8     9.6 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.8     9.6 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   51 20.8      11 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.8      13 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.9      13 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   55 21.8      14 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 20.7      14 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   47 19.6      15 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.9      16 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.9      16 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.9      16 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.9      17 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   49 20.2      17 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   49 20.2      17 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   55 21.8      17 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.9      17 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.9      18 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.9      18 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.9      18 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.9      18 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.5      19 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.9      22 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.6      23 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   52 20.9      23 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.8      25 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.8      25 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.2      26 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 20.9      27 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 20.9      27 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   43 18.5      27 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.6      29 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.3      30 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.5      32 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   42 18.2      33 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   50 20.3      34 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 16.1      35 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.8      38 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.3      40 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.3      41 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.3      41 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.2      42 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.2      42 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.2      42 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.5      43 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.9      44 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.2      49 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.4      49 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.4      49 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.2      52 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 21.8      52 
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gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 19.7      53 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.2      53 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   45 18.9      56 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 20.0      57 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.9      58 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.9      58 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.9      58 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.9      61 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.1      61 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 19.9      61 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.9      64 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.5      64 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.9      64 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.9      64 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.9      64 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.9      64 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.9      64 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.9      64 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.9      64 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.9      64 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.9      64 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.1      65 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.9      66 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 18.1      67 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.5      68 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.5      72 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.4      75 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.4      75 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.6      77 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.8      77 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.1      80 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.1      80 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.1      80 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.3      82 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.3      82 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   44 18.6      85 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   45 18.8      85 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.8      90 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.7      91 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   43 18.3      92 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.1      92 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   40 17.5      93 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   36 16.4      94 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   45 18.8      94 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   29 14.5      96 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   36 16.4      97 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      98 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   47 19.3      99 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 102.3  bits: 25.2 E():    1 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (10-52:3-45) 
 
               10        20        30         40        50          
2MEPSP TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRA 
                :.: .:::.::. :..:.  : . :  : .  :  : .: .: :        
gi|668        MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLV 
                      10        20         30        40        50   
 
      60        70        80                                        
2MEPSP VVVGCGGKFPVEDAKEEVQLF                                        
                                                                    
gi|668 SWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPA 
             60        70        80        90       100       110   
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 102.3  bits: 25.2 E():    1 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (10-52:3-45) 
 
               10        20        30         40        50          
2MEPSP TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRA 
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                :.: .:::.::. :..:.  : . :  : .  :  : .: .: :        
gi|833        MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLV 
                      10        20         30        40        50   
 
      60        70        80                                        
2MEPSP VVVGCGGKFPVEDAKEEVQLF                                        
                                                                    
gi|833 SWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPA 
             60        70        80        90       100       110   
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 98.2  bits: 23.7 E():  1.7 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (28-57:33-62) 
 
                  10        20        30        40        50        
2MEPSP    TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
        60        70        80                                      
2MEPSP RAVVVGCGGKFPVEDAKEEVQLF                                      
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 91.2  bits: 22.3 E():  4.2 
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (6-65:114-176) 
 
                                        10        20           30   
2MEPSP                          TVKLPGSKSLSNRILLLAALS---EGTTVVDNLLN 
                                     : .. ...... .:..   .:  :: . .  
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA 
            90       100       110       120       130       140    
 
             40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
       .:  . ..  ...:: :  . ..  :  .:.::                
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL              
           150       160       170                      
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 89.7  bits: 21.7 E():  5.1 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (39-64:75-101) 
 
       10        20        30        40         50        60        
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
        70        80                              
2MEPSP FPVEDAKEEVQLF                              
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:9-26) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
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>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:9-26) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:9-26) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:9-26) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:9-26) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:9-26) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:10-27) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
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                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.5  bits: 20.8 E():  8.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:15-32) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 20.8 E():  9.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:25-42) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 20.8 E():  9.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:25-42) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.8 E():  9.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:26-43) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.8 E():  9.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:26-43) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
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>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.7  bits: 20.8 E():   11 
Smith-Waterman score: 51; 27.3% identity (54.5% similar) in 66 aa overlap (2-67:34-99) 
 
                                            10        20        30  
2MEPSP                              TVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .:: ..:. ..: ::  . : : .   
gi|532 KAGDSFPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSAN 
            10        20        30        40        50        60    
 
              40        50        60        70        80            
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF            
       .  .    :  ::. :..  :  : . : :..  ::                         
gi|532 HVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIG 
            70        80        90       100       110       120    
 
gi|532 WADEEGRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
           130       140       150       160        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.5  bits: 21.8 E():   13 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (30-58:246-275) 
 
                10        20        30         40        50         
2MEPSP  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
       60        70        80                                       
2MEPSP AVVVGCGGKFPVEDAKEEVQLF                                       
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 82.5  bits: 19.9 E():   13 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (29-75:5-46) 
 
               10        20        30        40        50        60 
2MEPSP TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 
                                   ..:..::..  .::.     ..:. .  :    
gi|225                         MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFE 
                                       10        20            30   
 
               70        80                                         
2MEPSP VVGCGGKFPVEDAKEEVQLF                                         
       .::   : : ::.:.                                              
gi|225 MVGLKKKSP-EDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGD 
             40         50        60        70        80        90  
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.0  bits: 21.8 E():   14 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (21-71:161-217) 
 
                         10        20         30        40          
2MEPSP           TVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
         50          60        70        80                         
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLF                         
       ::...:  :.    .. .  . .: .:                                  
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 82.0  bits: 20.7 E():   14 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (20-72:113-176) 
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                          10        20        30         40         
2MEPSP            TVKLPGSKSLSNRILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
       50                  60        70        80                   
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEVQLF                   
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 81.1  bits: 19.6 E():   15 
Smith-Waterman score: 47; 25.0% identity (55.8% similar) in 52 aa overlap (25-76:45-89) 
 
                     10        20        30        40        50     
2MEPSP       TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
           60        70        80               
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLF               
       ::        :.  :.:. :::                   
gi|598 AA-------AGAAAPAEEKKEEKEEEKEESDEDMGFGLFD 
                  80        90       100        
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:9-26) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:9-26) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:9-26) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:9-26) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 257

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:9-26) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:9-26) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:9-26) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:9-26) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:9-26) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
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gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:9-26) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:18-35) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.3  bits: 20.2 E():   17 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (2-67:35-100) 
 
                                            10        20        30  
2MEPSP                              TVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|668 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
              40        50        60        70        80            
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF            
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|668 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|668 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.3  bits: 20.2 E():   17 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (2-67:35-100) 
 
                                            10        20        30  
2MEPSP                              TVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|276 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
              40        50        60        70        80            
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF            
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|276 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|276 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (21-71:191-247) 
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                         10        20         30        40          
2MEPSP           TVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
         50          60        70        80                         
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLF                         
       ::...:  :.    .. .  . .: .:                                  
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.2  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:22-39) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:26-43) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:26-43) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:26-43) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:26-43) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
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                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:26-43) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:26-43) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 79.3  bits: 17.5 E():   19 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (49-61:5-17) 
 
       20        30        40        50        60        70         
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .: :: .:: :::                  
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI     
                                         10        20        30     
 
       80 
2MEPSP LF 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.4  bits: 19.9 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (52-69:55-72) 
 
              30        40        50        60        70        80  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF  
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.9  bits: 20.6 E():   23 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (28-76:221-261) 
 
                  10        20        30        40        50        
2MEPSP    TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
        60        70        80                                      
2MEPSP RAVVVGCGGKFPVEDAKEEVQLF                                      
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       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.9  bits: 20.9 E():   23 
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (3-25:241-263) 
 
                                           10        20        30   
2MEPSP                             TVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :. . :::. . .:: .:. :::        
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY 
              220       230       240       250       260       270 
 
             40        50        60        70        80             
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF             
                                                                    
gi|215 TAEETAKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE 
              280       290       300       310       320       330 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 77.5  bits: 19.8 E():   25 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (47-80:152-189) 
 
         20        30        40        50        60           70    
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
             80      
2MEPSP K-EEVQLF      
       : :. .::      
gi|313 KCERGKLFANCCK 
             190     
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 77.5  bits: 19.8 E():   25 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (47-80:152-189) 
 
         20        30        40        50        60           70    
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
             80      
2MEPSP K-EEVQLF      
       : :. .::      
gi|476 KCERGKLFANCCK 
             190     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.0  bits: 21.2 E():   26 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (30-54:201-228) 
 
                10        20        30        40           50       
2MEPSP  TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         60        70        80                                     
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLF                                     
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.8  bits: 20.9 E():   27 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (25-56:88-122) 
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                     10        20        30           40        50  
2MEPSP       TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
              60        70        80                                
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLF                                
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 76.7  bits: 20.9 E():   27 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (25-56:88-122) 
 
                     10        20        30           40        50  
2MEPSP       TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
              60        70        80                                
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLF                                
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.7  bits: 18.5 E():   27 
Smith-Waterman score: 43; 29.0% identity (54.8% similar) in 31 aa overlap (50-80:40-70) 
 
      20        30        40        50        60        70          
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
      80               
2MEPSP F               
       :               
gi|154 FVDSLDKIAQVPRVG 
      70        80     
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.1  bits: 20.6 E():   29 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (21-47:72-98) 
 
                         10        20        30        40        50 
2MEPSP           TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
               60        70        80                               
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLF                               
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.9  bits: 16.3 E():   30 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (50-63:3-16) 
 
      20        30        40        50        60        70          
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     :.: .::.  : ::                 
gi|463                             DFVDAHNAARAQVGVGPVHWT            
                                           10        20             
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      80 
2MEPSP F 
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.4  bits: 19.5 E():   32 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (28-57:33-62) 
 
                  10        20        30        40        50        
2MEPSP    TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
        60        70        80                                      
2MEPSP RAVVVGCGGKFPVEDAKEEVQLF                                      
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.1  bits: 18.2 E():   33 
Smith-Waterman score: 42; 32.1% identity (57.1% similar) in 28 aa overlap (53-80:43-70) 
 
             30        40        50        60        70        80   
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF   
                                     ::.  . ::.  :    .:   ..:.::   
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
gi|122 SLDKIAQVPRVG 
             80     
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.8  bits: 20.3 E():   34 
Smith-Waterman score: 50; 26.9% identity (73.1% similar) in 26 aa overlap (49-74:315-340) 
 
       20        30        40        50        60        70         
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
       80                                
2MEPSP LF                                
                                         
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 74.7  bits: 16.1 E():   35 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (63-71:4-12) 
 
             40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::...: .:          
gi|544                            APPGCSNHFNLETVFGNFVK  
                                          10        20  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.1  bits: 19.8 E():   38 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (34-58:195-217) 
 
            10        20        30        40        50        60    
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
            70        80                                            
2MEPSP CGGKFPVEDAKEEVQLF                                            
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gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.5  bits: 20.3 E():   40 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (27-56:90-122) 
 
                   10        20        30           40        50    
2MEPSP     TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
            60        70        80                                  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLF                                  
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.5  bits: 20.3 E():   41 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (12-56:70-122) 
 
                                  10        20             30       
2MEPSP                    TVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
            40        50        60        70        80              
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF              
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.5  bits: 20.3 E():   41 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (12-56:70-122) 
 
                                  10        20             30       
2MEPSP                    TVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
            40        50        60        70        80              
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF              
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.2 E():   42 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (46-61:172-187) 
 
          20        30        40        50        60        70      
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
          80           
2MEPSP EVQLF           
                       
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 19.2 E():   42 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (46-61:173-188) 
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          20        30        40        50        60        70      
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
          80           
2MEPSP EVQLF           
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 19.2 E():   42 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (46-61:173-188) 
 
          20        30        40        50        60        70      
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
          80           
2MEPSP EVQLF           
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (63-76:91-104) 
 
             40        50        60        70        80             
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF             
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.9  bits: 18.9 E():   44 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (40-79:106-145) 
 
      10        20        30        40        50        60          
2MEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
      70        80                                          
2MEPSP VEDAKEEVQLF                                          
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.2 E():   49 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (63-76:76-89) 
 
             40        50        60        70        80             
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF             
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (9-45:3-39) 
 
               10        20        30        40        50        60 
2MEPSP TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 
               : :: .:::::.  .  ..   ...::    ...: :                
gi|195       MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACR 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP VVGCGGKFPVEDAKEEVQLF                                         
                                                                    
gi|195 IETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFV 
           60        70        80        90       100       110     
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (9-45:3-39) 
 
               10        20        30        40        50        60 
2MEPSP TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 
               : :: .:::::.  .  ..   ...::    ...: :                
gi|219       MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACR 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP VVGCGGKFPVEDAKEEVQLF                                         
                                                                    
gi|219 IETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFV 
           60        70        80        90       100       110     
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (63-76:91-104) 
 
             40        50        60        70        80             
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF             
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 71.5  bits: 21.8 E():   52 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (21-61:452-496) 
 
                         10        20           30         40       
2MEPSP           TVKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
         50        60        70        80                           
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF                           
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (17-66:214-267) 
 
                             10        20        30        40       
2MEPSP               TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
         50              60        70        80                     
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2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAKEEVQLF                     
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (63-76:91-104) 
 
             40        50        60        70        80             
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF             
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 45; 30.2% identity (55.8% similar) in 43 aa overlap (2-44:35-74) 
 
                                            10        20        30  
2MEPSP                              TVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     .:   ... .:   ::   : :.   :..  
gi|136 LLMNFFIVSPLLLATTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS---DTFT 
           10        20        30        40        50           60  
 
              40        50        60        70        80            
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF            
       ::: .   ::..:                                                
gi|136 NSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYI 
              70        80        90       100       110       120  
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (7-56:428-476) 
 
                                       10        20        30       
2MEPSP                         TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
         40        50        60        70        80 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
       .. .:. .  :.. :  . :                         
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG     
        460       470       480       490           
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 18.9 E():   58 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (63-76:68-81) 
 
             40        50        60        70        80             
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF             
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 18.9 E():   58 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (63-76:68-81) 
 
             40        50        60        70        80             
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF             
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
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        40        50        60        70        80        90        
 
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 18.9 E():   58 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (63-76:69-82) 
 
             40        50        60        70        80             
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF             
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 18.9 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (63-76:80-93) 
 
             40        50        60        70        80             
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF             
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (46-70:16-40) 
 
          20        30        40        50        60        70      
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
          80                                                        
2MEPSP EVQLF                                                        
                                                                    
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.2  bits: 19.9 E():   61 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (32-62:378-406) 
 
              10        20        30        40        50        60  
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
              70        80                                          
2MEPSP VGCGGKFPVEDAKEEVQLF                                          
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (63-76:91-104) 
 
             40        50        60        70        80             
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF             
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
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               70        80        90       100       110       120 
 
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 69.9  bits: 16.5 E():   64 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (64-78:30-44) 
 
            40        50        60        70        80     
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF     
                                     :     :.:.::...       
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN 
                10        20        30        40        50 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (63-76:91-104) 
 
             40        50        60        70        80             
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF             
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (63-76:91-104) 
 
             40        50        60        70        80             
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF             
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (63-76:91-104) 
 
             40        50        60        70        80             
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF             
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (63-76:91-104) 
 
             40        50        60        70        80             
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF             
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (63-76:91-104) 
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             40        50        60        70        80             
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF             
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (63-76:91-104) 
 
             40        50        60        70        80             
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF             
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (63-76:91-104) 
 
             40        50        60        70        80             
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF             
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (63-76:92-105) 
 
             40        50        60        70        80             
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF             
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.9 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (63-76:93-106) 
 
             40        50        60        70        80             
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF             
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (43-71:38-66) 
 
             20        30        40        50        60        70   
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
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             80                                                     
2MEPSP AKEEVQLF                                                     
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.7  bits: 14.9 E():   66 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (46-53:10-17) 
 
          20        30        40        50        60        70      
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     :::: .:.                       
gi|856                      ANPTFGFTPLGLSSDAN                       
                                    10                              
 
          80 
2MEPSP EVQLF 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.6  bits: 18.1 E():   67 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (38-72:48-86) 
 
        10        20        30        40        50             60   
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
             70        80                                           
2MEPSP GCGGKFPVEDAKEEVQLF                                           
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.5 E():   68 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (16-32:46-62) 
 
                              10        20        30        40      
2MEPSP                TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
          50        60        70        80 
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                           
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
          80        90       100       110 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.5 E():   72 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (36-45:55-64) 
 
          10        20        30        40        50        60      
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
          70        80                  
2MEPSP GKFPVEDAKEEVQLF                  
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (27-55:90-121) 
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                   10        20        30           40        50    
2MEPSP     TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
            60        70        80                                  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLF                                  
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (27-55:90-121) 
 
                   10        20        30           40        50    
2MEPSP     TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
            60        70        80                                  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLF                                  
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (29-62:381-414) 
 
                 10        20        30        40        50         
2MEPSP   TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
       60        70        80                                       
2MEPSP AVVVGCGGKFPVEDAKEEVQLF                                       
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (36-73:3-39) 
 
          10        20        30        40        50        60      
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :: .  ::  :.... :  ::. :. .: : 
gi|398                             MAVHQYTVAL-FLAVALVAGPAASYAADLGYG 
                                           10         20        30  
 
          70        80                                              
2MEPSP GKFPVEDAKEEVQLF                                              
          :.  :                                                     
gi|398 PATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYR 
              40        50        60        70        80        90  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (8-44:246-282) 
 
                                      10        20         30       
2MEPSP                        TVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
         40        50        60        70        80                 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 273

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF                 
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (8-44:246-282) 
 
                                      10        20         30       
2MEPSP                        TVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
         40        50        60        70        80                 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF                 
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (8-44:246-282) 
 
                                      10        20         30       
2MEPSP                        TVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
         40        50        60        70        80                 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF                 
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (26-57:71-102) 
 
                    10        20        30        40        50      
2MEPSP      TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
          60        70        80                                    
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLF                                    
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (47-63:11-27) 
 
         20        30        40        50        60        70       
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
         80                                                         
2MEPSP VQLF                                                         
                                                                    
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.6  bits: 18.6 E():   85 
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Smith-Waterman score: 44; 22.4% identity (63.8% similar) in 58 aa overlap (1-57:68-125) 
 
                                              10        20          
2MEPSP                               TVKLP-GSKSLSNRILLLAALSEGTTVVDN 
                                     .:::  . :.:..    .:.:.. ::.... 
gi|219 KVEEELGAYQKKFSILENDFDTVNTKWEDASVKLEEAEKKLTESEQEIASLTRKTTLLED 
        40        50        60        70        80        90        
 
      30        40        50        60        70        80          
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF          
        . ... . : .. .    :  ::.. .                                 
gi|219 DIAKNEEKLMSATQKLEEASHAADESERGRKVLESRSFADDERIDALEAQLKEAKYIAED 
       100       110       120       130       140       150        
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.8 E():   85 
Smith-Waterman score: 45; 33.3% identity (66.7% similar) in 30 aa overlap (51-80:17-46) 
 
               30        40        50        60        70        80 
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     :..:.:     .:  :.  ..:::...: : 
gi|190               MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGF 
                             10        20        30        40       
 
gi|190 AGHGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQS 
         50        60        70        80        90       100       
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.2  bits: 18.8 E():   90 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (41-63:150-174) 
 
               20        30        40        50          60         
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
       70        80                                                 
2MEPSP PVEDAKEEVQLF                                                 
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.1  bits: 17.7 E():   91 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (39-65:146-170) 
 
       10        20        30        40        50        60         
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
       70        80 
2MEPSP PVEDAKEEVQLF 
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.0  bits: 18.3 E():   92 
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (3-65:133-189) 
 
                                           10        20        30   
2MEPSP                             TVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :.: . :: .  .  . ... . . : . . 
gi|253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEK 
            110       120       130       140       150       160   
 
             40        50        60        70        80             
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF             
        . :    : .. :.:..       :...::::                            
gi|253 YQPVGPK-GNVKELALAIF-----DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP 
             170       180            190       200       210       
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gi|253 VYKTGNSPGEKCIKKDETFKNLCFAQEPINPNEHNL 
        220       230       240       250   
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.0  bits: 19.1 E():   92 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (27-59:91-126) 
 
                   10        20        30           40        50    
2MEPSP     TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
            60        70        80                                  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLF                                  
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (3-12:86-95) 
 
                                           10        20        30   
2MEPSP                             TVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     . :::..: :                     
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK 
          60        70        80        90       100       110      
 
             40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                                        
gi|126 IVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL                 
         120       130       140                        
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.8  bits: 16.4 E():   94 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (39-66:18-44) 
 
       10        20        30        40        50        60         
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124              GTRRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                            10        20         30        40       
 
       70        80              
2MEPSP PVEDAKEEVQLF              
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70  
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (11-69:193-252) 
 
                                   10        20        30        40 
2MEPSP                     TVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 
                                     :. .. ..  : :.:. .::. ..   ..: 
gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL 
            170       180       190       200       210       220   
 
               50        60             70        80                
2MEPSP GALRTLGLSVEADKAAKRAVVVG-----CGGKFPVEDAKEEVQLF                
       :       .   ::. : .:. .     :: ..:                           
gi|195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSS 
                230       240       250       260       270         
 
gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG 
      280       290       300       310       320       330         
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>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.6  bits: 14.5 E():   96 
Smith-Waterman score: 29; 50.0% identity (58.3% similar) in 12 aa overlap (65-76:6-17) 
 
           40        50        60        70        80 
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     : :  :::.  :     
gi|320                          YTTEGGTKSEVEDVIPEGWK  
                                        10        20  
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.6  bits: 16.4 E():   97 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (39-66:20-46) 
 
       10        20        30        40        50        60         
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124            GTSFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                          10        20         30        40         
 
       70        80              
2MEPSP PVEDAKEEVQLF              
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
       50        60        70    
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.3 E():   98 
Smith-Waterman score: 43; 42.9% identity (71.4% similar) in 14 aa overlap (63-76:97-110) 
 
             40        50        60        70        80             
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF             
                                     :::. : .. .: :                 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.4  bits: 19.3 E():   99 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (50-78:106-134) 
 
      20        30        40        50        60        70          
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     ::  .... .:: ::   :  :.  :  :  
gi|298 RCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGCPETFQSESEFEYPQS 
          80        90       100       110       120       130      
 
      80                                                            
2MEPSP F                                                            
                                                                    
gi|298 QRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQRTRQSESEEFS 
         140       150       160       170       180       190      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:24 2011 done: Tue Apr 19 10:57:24 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>2MEPSPS: 19  - 98 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     5     8:==* 
  34     9    22:===    * 
  36    25    44:=========     * 
  38    48    73:================        * 
  40   101   102:=================================* 
  42    92   125:===============================          * 
  44   130   138:============================================ * 
  46   147   140:==============================================*== 
  48   156   134:============================================*======= 
  50   155   122:========================================*=========== 
  52   127   108:===================================*======= 
  54    92    92:==============================* 
  56   104    77:=========================*========= 
  58    68    63:====================*== 
  60    47    51:================* 
  62    15    41:=====        * 
  64    36    33:==========*= 
  66    23    26:========* 
  68    17    20:======* 
  70    18    16:=====* 
  72    13    12:===*= 
  74     4    10:== * 
  76     9     8:==* 
  78     5     6:=* 
  80    21     5:=*===== 
  82     5     3:*= 
  84     7     3:*== 
  86     5     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     2     0:=         *== 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.33520.0032; mu= 3.1050 0.167 
 mean_var=37.978910.959, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.208115 
 Kolmogorov-Smirnov  statistic: 0.0694 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 25.1     1.1 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 25.1     1.1 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.7     1.8 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   56 22.2     4.4 
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gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.6     5.3 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.8     8.7 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.8     8.7 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.8     8.7 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.8     8.7 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.8     8.7 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.8     8.7 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.8     8.7 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.8     9.1 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.7     9.9 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.7     9.9 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.7     9.9 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.7     9.9 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   51 20.7      12 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.8      13 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.9      14 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   55 21.8      14 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 20.7      14 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.9      16 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.9      16 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.9      16 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   47 19.6      16 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.8      17 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   55 21.7      17 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   49 20.1      17 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   49 20.1      17 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.8      18 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.8      18 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.8      18 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.8      18 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.8      18 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.8      18 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.8      18 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.4      21 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.8      23 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.7      23 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   52 20.9      24 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.6      24 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.8      25 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.8      25 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.1      26 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 20.9      27 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 20.9      27 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.4      28 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.6      29 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.2      32 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.5      33 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   50 20.3      35 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 16.0      37 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.7      38 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.3      41 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.3      41 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.3      41 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.2      43 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.2      43 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.2      43 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.4      44 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.9      45 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.2      50 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.3      50 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.3      50 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 21.9      51 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.1      53 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 19.7      53 
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gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.1      54 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   45 18.9      57 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 19.9      57 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.9      59 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.9      59 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.9      59 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 19.9      62 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.9      62 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.0      63 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.8      65 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.8      65 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.8      65 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.8      65 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.8      65 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.8      65 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.8      65 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.8      65 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.8      65 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.8      66 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.0      67 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.4      67 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 18.0      68 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.5      70 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.8      70 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.5      74 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.4      75 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.4      75 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.6      77 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.8      78 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.1      81 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.1      81 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.1      81 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.3      84 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.3      84 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   45 18.8      86 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.8      91 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.1      93 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.7      93 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   43 18.3      93 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   45 18.8      95 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   40 17.4      96 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   36 16.4      98 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   47 19.3      99 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.2   1e 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 102.1  bits: 25.1 E():  1.1 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (9-51:3-45) 
 
               10        20        30         40        50          
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAV 
               :.: .:::.::. :..:.  : . :  : .  :  : .: .: :         
gi|668       MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVS 
                     10        20         30        40        50    
 
      60        70        80                                        
2MEPSP VVGCGGKFPVEDAKEEVQLFL                                        
                                                                    
gi|668 WINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAE 
            60        70        80        90       100       110    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 102.1  bits: 25.1 E():  1.1 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (9-51:3-45) 
 
               10        20        30         40        50          
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAV 
               :.: .:::.::. :..:.  : . :  : .  :  : .: .: :         
gi|833       MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVS 
                     10        20         30        40        50    
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      60        70        80                                        
2MEPSP VVGCGGKFPVEDAKEEVQLFL                                        
                                                                    
gi|833 WINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAE 
            60        70        80        90       100       110    
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 97.9  bits: 23.7 E():  1.8 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (27-56:33-62) 
 
                   10        20        30        40        50       
2MEPSP     VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
         60        70        80                                     
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFL                                     
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 91.0  bits: 22.2 E():  4.4 
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (5-64:114-176) 
 
                                         10        20           30  
2MEPSP                           VKLPGSKSLSNRILLLAALS---EGTTVVDNLLN 
                                     : .. ...... .:..   .:  :: . .  
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA 
            90       100       110       120       130       140    
 
              40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
       .:  . ..  ...:: :  . ..  :  .:.::                 
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL               
           150       160       170                       
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 89.4  bits: 21.6 E():  5.3 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (38-63:75-101) 
 
        10        20        30        40         50        60       
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
         70        80                             
2MEPSP FPVEDAKEEVQLFL                             
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.6  bits: 20.8 E():  8.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:9-26) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.6  bits: 20.8 E():  8.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:9-26) 
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               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.6  bits: 20.8 E():  8.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:9-26) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.6  bits: 20.8 E():  8.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:9-26) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.6  bits: 20.8 E():  8.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:9-26) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.6  bits: 20.8 E():  8.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:9-26) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.6  bits: 20.8 E():  8.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:10-27) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
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gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.3  bits: 20.8 E():  9.1 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:15-32) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.6  bits: 20.7 E():  9.9 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:25-42) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.6  bits: 20.7 E():  9.9 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:25-42) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.6  bits: 20.7 E():  9.9 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:26-43) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.6  bits: 20.7 E():  9.9 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:26-43) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.4  bits: 20.7 E():   12 
Smith-Waterman score: 51; 27.3% identity (54.5% similar) in 66 aa overlap (1-66:34-99) 
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                                             10        20        30 
2MEPSP                               VKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .:: ..:. ..: ::  . : : .   
gi|532 KAGDSFPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSAN 
            10        20        30        40        50        60    
 
               40        50        60        70        80           
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL           
       .  .    :  ::. :..  :  : . : :..  ::                         
gi|532 HVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIG 
            70        80        90       100       110       120    
 
gi|532 WADEEGRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
           130       140       150       160        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.4  bits: 21.8 E():   13 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (29-57:246-275) 
 
                 10        20        30         40        50        
2MEPSP   VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
        60        70        80                                      
2MEPSP AVVVGCGGKFPVEDAKEEVQLFL                                      
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 82.2  bits: 19.9 E():   14 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (28-74:5-46) 
 
               10        20        30        40        50        60 
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                  ..:..::..  .::.     ..:. .  :   . 
gi|225                        MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEM 
                                      10        20            30    
 
               70        80                                         
2MEPSP VGCGGKFPVEDAKEEVQLFL                                         
       ::   : : ::.:.                                               
gi|225 VGLKKKSP-EDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDK 
            40         50        60        70        80        90   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 81.9  bits: 21.8 E():   14 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (20-70:161-217) 
 
                          10        20         30        40         
2MEPSP            VKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
          50          60        70        80                        
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFL                        
       ::...:  :.    .. .  . .: .:                                  
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 81.8  bits: 20.7 E():   14 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (19-71:113-176) 
 
                           10        20        30         40        
2MEPSP             VKLPGSKSLSNRILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
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gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
        50                  60        70        80                  
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEVQLFL                  
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:9-26) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:9-26) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:9-26) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:9-26) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:9-26) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
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gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:9-26) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:9-26) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:9-26) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:9-26) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:9-26) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 47; 25.0% identity (55.8% similar) in 52 aa overlap (24-75:45-89) 
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                      10        20        30        40        50    
2MEPSP        VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
            60        70        80              
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFL              
       ::        :.  :.:. :::                   
gi|598 AA-------AGAAAPAEEKKEEKEEEKEESDEDMGFGLFD 
                  80        90       100        
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.2  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:18-35) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 80.2  bits: 21.7 E():   17 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (20-70:191-247) 
 
                          10        20         30        40         
2MEPSP            VKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
          50          60        70        80                        
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFL                        
       ::...:  :.    .. .  . .: .:                                  
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.1  bits: 20.1 E():   17 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (1-66:35-100) 
 
                                             10        20        30 
2MEPSP                               VKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|276 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
               40        50        60        70        80           
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL           
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|276 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|276 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.1  bits: 20.1 E():   17 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (1-66:35-100) 
 
                                             10        20        30 
2MEPSP                               VKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|668 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
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               40        50        60        70        80           
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL           
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|668 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|668 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.8 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:22-39) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.7  bits: 19.8 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:26-43) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.7  bits: 19.8 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:26-43) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.7  bits: 19.8 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:26-43) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.7  bits: 19.8 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:26-43) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
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gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.7  bits: 19.8 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:26-43) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.7  bits: 19.8 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:26-43) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.8  bits: 17.4 E():   21 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (48-60:5-17) 
 
        20        30        40        50        60        70        
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .: :: .:: :::                  
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI     
                                         10        20        30     
 
        80 
2MEPSP LFL 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.1  bits: 19.8 E():   23 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (51-68:55-72) 
 
               30        40        50        60        70        80 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 78.0  bits: 18.7 E():   23 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (49-80:40-71) 
 
       20        30        40        50        60        70         
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
       80              
2MEPSP FL              
       :.              
gi|154 FVDSLDKIAQVPRVG 
      70        80     
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>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.8  bits: 20.9 E():   24 
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (2-24:241-263) 
 
                                            10        20        30  
2MEPSP                              VKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :. . :::. . .:: .:. :::        
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY 
              220       230       240       250       260       270 
 
              40        50        60        70        80            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL            
                                                                    
gi|215 TAEETAKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE 
              280       290       300       310       320       330 
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.8  bits: 20.6 E():   24 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (27-75:221-261) 
 
                   10        20        30        40        50       
2MEPSP     VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
         60        70        80                                     
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFL                                     
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 77.2  bits: 19.8 E():   25 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (46-79:152-189) 
 
          20        30        40        50        60           70   
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
              80     
2MEPSP K-EEVQLFL     
       : :. .::      
gi|313 KCERGKLFANCCK 
             190     
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 77.2  bits: 19.8 E():   25 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (46-79:152-189) 
 
          20        30        40        50        60           70   
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
              80     
2MEPSP K-EEVQLFL     
       : :. .::      
gi|476 KCERGKLFANCCK 
             190     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 76.9  bits: 21.1 E():   26 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (29-53:201-228) 
 
                 10        20        30        40           50      
2MEPSP   VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
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gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          60        70        80                                    
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFL                                    
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.7  bits: 20.9 E():   27 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (24-55:88-122) 
 
                      10        20        30           40        50 
2MEPSP        VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
               60        70        80                               
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFL                               
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 76.6  bits: 20.9 E():   27 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (24-55:88-122) 
 
                      10        20        30           40        50 
2MEPSP        VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
               60        70        80                               
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFL                               
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.4  bits: 18.4 E():   28 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (52-80:43-71) 
 
              30        40        50        60        70        80  
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL  
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
gi|122 SLDKIAQVPRVG 
             80     
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.0  bits: 20.6 E():   29 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (20-46:72-98) 
 
                          10        20        30        40          
2MEPSP            VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
      50        60        70        80                              
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFL                              
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
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 initn:  35 init1:  35 opt:  35  Z-score: 75.4  bits: 16.2 E():   32 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (49-62:3-16) 
 
       20        30        40        50        60        70         
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     :.: .::.  : ::                 
gi|463                             DFVDAHNAARAQVGVGPVHWT            
                                           10        20             
 
       80 
2MEPSP FL 
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.2  bits: 19.5 E():   33 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (27-56:33-62) 
 
                   10        20        30        40        50       
2MEPSP     VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
         60        70        80                                     
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFL                                     
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.7  bits: 20.3 E():   35 
Smith-Waterman score: 50; 26.9% identity (73.1% similar) in 26 aa overlap (48-73:315-340) 
 
        20        30        40        50        60        70        
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
        80                               
2MEPSP LFL                               
                                         
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 74.2  bits: 16.0 E():   37 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (62-70:4-12) 
 
              40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::...: .:           
gi|544                            APPGCSNHFNLETVFGNFVK   
                                          10        20   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (33-57:195-217) 
 
             10        20        30        40        50        60   
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
             70        80                                           
2MEPSP CGGKFPVEDAKEEVQLFL                                           
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
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 initn:  43 init1:  43 opt:  50  Z-score: 73.4  bits: 20.3 E():   41 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (26-55:90-122) 
 
                    10        20        30           40        50   
2MEPSP      VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
             60        70        80                                 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFL                                 
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.4  bits: 20.3 E():   41 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (11-55:70-122) 
 
                                   10        20             30      
2MEPSP                     VKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
             40        50        60        70        80             
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL             
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.4  bits: 20.3 E():   41 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (11-55:70-122) 
 
                                   10        20             30      
2MEPSP                     VKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
             40        50        60        70        80             
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL             
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 19.2 E():   43 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (45-60:172-187) 
 
           20        30        40        50        60        70     
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
           80          
2MEPSP EVQLFL          
                       
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.0  bits: 19.2 E():   43 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (45-60:173-188) 
 
           20        30        40        50        60        70     
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 293

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

            150       160       170       180       190       200   
 
           80          
2MEPSP EVQLFL          
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.0  bits: 19.2 E():   43 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (45-60:173-188) 
 
           20        30        40        50        60        70     
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
           80          
2MEPSP EVQLFL          
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (62-75:91-104) 
 
              40        50        60        70        80            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL            
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.7  bits: 18.9 E():   45 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (39-78:106-145) 
 
       10        20        30        40        50        60         
2MEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
       70        80                                         
2MEPSP VEDAKEEVQLFL                                         
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.9  bits: 19.2 E():   50 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (62-75:76-89) 
 
              40        50        60        70        80            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL            
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.3 E():   50 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (8-44:3-39) 
 
               10        20        30        40        50        60 
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2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
              : :: .:::::.  .  ..   ...::    ...: :                 
gi|195      MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACRI 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP VGCGGKFPVEDAKEEVQLFL                                         
                                                                    
gi|195 ETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVR 
          60        70        80        90       100       110      
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.3 E():   50 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (8-44:3-39) 
 
               10        20        30        40        50        60 
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
              : :: .:::::.  .  ..   ...::    ...: :                 
gi|219      MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACRI 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP VGCGGKFPVEDAKEEVQLFL                                         
                                                                    
gi|219 ETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVR 
          60        70        80        90       100       110      
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 71.6  bits: 21.9 E():   51 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (20-60:452-496) 
 
                          10        20            30        40      
2MEPSP            VKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
          50        60        70        80                          
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL                          
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 19.1 E():   53 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (62-75:91-104) 
 
              40        50        60        70        80            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL            
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.3  bits: 19.7 E():   53 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (16-65:214-267) 
 
                              10        20        30        40      
2MEPSP                VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
          50              60        70        80                    
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAKEEVQLFL                    
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
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>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (62-75:91-104) 
 
              40        50        60        70        80            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL            
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 45; 30.2% identity (55.8% similar) in 43 aa overlap (1-43:35-74) 
 
                                             10        20        30 
2MEPSP                               VKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     .:   ... .:   ::   : :.   :..  
gi|136 LLMNFFIVSPLLLATTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS---DTFT 
           10        20        30        40        50           60  
 
               40        50        60        70        80           
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL           
       ::: .   ::..:                                                
gi|136 NSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYI 
              70        80        90       100       110       120  
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 70.7  bits: 19.9 E():   57 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (6-55:428-476) 
 
                                        10        20        30      
2MEPSP                          VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
          40        50        60        70        80 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
       .. .:. .  :.. :  . :                          
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG      
        460       470       480       490            
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 18.9 E():   59 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (62-75:68-81) 
 
              40        50        60        70        80            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL            
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 18.9 E():   59 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (62-75:68-81) 
 
              40        50        60        70        80            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL            
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
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>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 18.9 E():   59 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (62-75:69-82) 
 
              40        50        60        70        80            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL            
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.2  bits: 19.9 E():   62 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (31-61:378-406) 
 
               10        20        30        40        50        60 
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
               70        80                                         
2MEPSP VGCGGKFPVEDAKEEVQLFL                                         
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (62-75:80-93) 
 
              40        50        60        70        80            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL            
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (45-69:16-40) 
 
           20        30        40        50        60        70     
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
           80                                                       
2MEPSP EVQLFL                                                       
                                                                    
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.8 E():   65 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (62-75:91-104) 
 
              40        50        60        70        80            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL            
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
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>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (62-75:91-104) 
 
              40        50        60        70        80            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL            
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (62-75:91-104) 
 
              40        50        60        70        80            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL            
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (62-75:91-104) 
 
              40        50        60        70        80            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL            
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (62-75:91-104) 
 
              40        50        60        70        80            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL            
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (62-75:91-104) 
 
              40        50        60        70        80            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL            
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (62-75:91-104) 
 
              40        50        60        70        80            
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2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL            
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (62-75:91-104) 
 
              40        50        60        70        80            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL            
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (62-75:92-105) 
 
              40        50        60        70        80            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL            
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.8 E():   66 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (62-75:93-106) 
 
              40        50        60        70        80            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL            
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.0 E():   67 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (42-70:38-66) 
 
              20        30        40        50        60        70  
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
              80                                                    
2MEPSP AKEEVQLFL                                                    
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 69.5  bits: 16.4 E():   67 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (63-77:30-44) 
 
             40        50        60        70        80    
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL    
                                     :     :.:.::...       
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN 
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                10        20        30        40        50 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.3  bits: 18.0 E():   68 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (37-71:48-86) 
 
         10        20        30        40        50             60  
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
              70        80                                          
2MEPSP GCGGKFPVEDAKEEVQLFL                                          
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.5 E():   70 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (15-31:46-62) 
 
                               10        20        30        40     
2MEPSP                 VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
           50        60        70        80 
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                            
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD  
          80        90       100       110  
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.1  bits: 14.8 E():   70 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (45-52:10-17) 
 
           20        30        40        50        60        70     
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     :::: .:.                       
gi|856                      ANPTFGFTPLGLSSDAN                       
                                    10                              
 
           80 
2MEPSP EVQLFL 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.5 E():   74 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (35-44:55-64) 
 
           10        20        30        40        50        60     
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
           70        80                 
2MEPSP GKFPVEDAKEEVQLFL                 
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (26-54:90-121) 
 
                    10        20        30           40        50   
2MEPSP      VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
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      60        70        80        90       100       110          
 
             60        70        80                                 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFL                                 
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (26-54:90-121) 
 
                    10        20        30           40        50   
2MEPSP      VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
             60        70        80                                 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFL                                 
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (28-61:381-414) 
 
                  10        20        30        40        50        
2MEPSP    VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
        60        70        80                                      
2MEPSP AVVVGCGGKFPVEDAKEEVQLFL                                      
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.3  bits: 18.8 E():   78 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (35-72:3-39) 
 
           10        20        30        40        50        60     
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :: .  ::  :.... :  ::. :. .: : 
gi|398                             MAVHQYTVAL-FLAVALVAGPAASYAADLGYG 
                                           10         20        30  
 
           70        80                                             
2MEPSP GKFPVEDAKEEVQLFL                                             
          :.  :                                                     
gi|398 PATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYR 
              40        50        60        70        80        90  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (7-43:246-282) 
 
                                       10        20         30      
2MEPSP                         VKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
          40        50        60        70        80                
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL                
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
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>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (7-43:246-282) 
 
                                       10        20         30      
2MEPSP                         VKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
          40        50        60        70        80                
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL                
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (7-43:246-282) 
 
                                       10        20         30      
2MEPSP                         VKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
          40        50        60        70        80                
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL                
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.3 E():   84 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (25-56:71-102) 
 
                     10        20        30        40        50     
2MEPSP       VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
           60        70        80                                   
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFL                                   
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.3 E():   84 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (46-62:11-27) 
 
          20        30        40        50        60        70      
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
          80                                                        
2MEPSP VQLFL                                                        
                                                                    
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.5  bits: 18.8 E():   86 
Smith-Waterman score: 45; 33.3% identity (66.7% similar) in 30 aa overlap (50-79:17-46) 
 
      20        30        40        50        60        70          
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
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                                     :..:.:     .:  :.  ..:::...: : 
gi|190               MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGF 
                             10        20        30        40       
 
      80                                                            
2MEPSP L                                                            
                                                                    
gi|190 AGHGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQS 
         50        60        70        80        90       100       
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.1  bits: 18.8 E():   91 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (40-62:150-174) 
 
      10        20        30        40        50          60        
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
        70        80                                                
2MEPSP PVEDAKEEVQLFL                                                
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (26-58:91-126) 
 
                    10        20        30           40        50   
2MEPSP      VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
             60        70        80                                 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFL                                 
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.9  bits: 17.7 E():   93 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (38-64:146-170) 
 
        10        20        30        40        50        60        
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
        70        80 
2MEPSP PVEDAKEEVQLFL 
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (2-64:133-189) 
 
                                            10        20        30  
2MEPSP                              VKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :.: . :: .  .  . ... . . : . . 
gi|253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEK 
            110       120       130       140       150       160   
 
              40        50        60        70        80            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL            
        . :    : .. :.:..       :...::::                            
gi|253 YQPVGPK-GNVKELALAIF-----DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP 
             170       180            190       200       210       
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gi|253 VYKTGNSPGEKCIKKDETFKNLCFAQEPINPNEHNL 
        220       230       240       250   
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (10-68:193-252) 
 
                                    10        20        30          
2MEPSP                      VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 
                                     :. .. ..  : :.:. .::. ..   ..: 
gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL 
            170       180       190       200       210       220   
 
      40        50        60             70        80               
2MEPSP GALRTLGLSVEADKAAKRAVVVG-----CGGKFPVEDAKEEVQLFL               
       :       .   ::. : .:. .     :: ..:                           
gi|195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSS 
                230       240       250       260       270         
 
gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG 
      280       290       300       310       320       330         
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.4 E():   96 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (2-11:86-95) 
 
                                            10        20        30  
2MEPSP                              VKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     . :::..: :                     
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK 
          60        70        80        90       100       110      
 
              40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                                         
gi|126 IVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL                  
         120       130       140                         
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.5  bits: 16.4 E():   98 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (38-65:18-44) 
 
        10        20        30        40        50        60        
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124              GTRRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                            10        20         30        40       
 
        70        80             
2MEPSP PVEDAKEEVQLFL             
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70  
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.4  bits: 19.3 E():   99 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (49-77:106-134) 
 
       20        30        40        50        60        70         
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     ::  .... .:: ::   :  :.  :  :  
gi|298 RCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGCPETFQSESEFEYPQS 
          80        90       100       110       120       130      
 
       80                                                           
2MEPSP FL                                                           
                                                                    
gi|298 QRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQRTRQSESEEFS 
         140       150       160       170       180       190      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.2 E(): 1e 
Smith-Waterman score: 43; 42.9% identity (71.4% similar) in 14 aa overlap (62-75:97-110) 
 
              40        50        60        70        80            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL            
                                     :::. : .. .: :                 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:24 2011 done: Tue Apr 19 10:57:24 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 20  - 99 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     4     8:==* 
  34    14    22:=====  * 
  36    34    44:============  * 
  38    65    73:======================  * 
  40    77   102:==========================       * 
  42    77   125:==========================               * 
  44   130   138:============================================ * 
  46   152   140:==============================================*==== 
  48   166   134:============================================*=========== 
  50   151   122:========================================*========== 
  52   121   108:===================================*===== 
  54    93    92:==============================* 
  56    99    77:=========================*======= 
  58    68    63:====================*== 
  60    44    51:=============== * 
  62    19    41:=======      * 
  64    29    33:==========* 
  66    25    26:========* 
  68    16    20:======* 
  70    23    16:=====*== 
  72     9    12:===* 
  74    10    10:===* 
  76     5     8:==* 
  78    11     6:=*== 
  80    12     5:=*== 
  82    12     3:*=== 
  84     5     3:*= 
  86     8     2:*== 
  88     4     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
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  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     1     0:=         *= 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.06110.00315; mu= 4.7452 0.165 
 mean_var=33.2256 9.773, 0's: 2 Z-trim: 4  B-trim: 117 in 1/43 
 Lambda= 0.222504 
 Kolmogorov-Smirnov  statistic: 0.0748 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 25.8    0.67 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 25.8    0.67 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 24.2     1.2 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   56 22.7     3.2 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 22.1       4 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 21.1     6.8 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 21.1     6.8 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 21.1     6.8 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 21.1     6.8 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 21.1     6.8 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 21.1     6.8 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 21.1     6.8 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 21.1     7.1 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 21.1     7.7 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 21.1     7.7 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 21.1     7.8 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 21.1     7.8 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 22.2     9.9 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   55 22.2      10 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 20.2      11 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 20.2      11 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 21.0      11 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   50 20.8      11 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   55 22.2      13 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 20.2      13 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 20.2      13 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 20.2      13 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 20.2      13 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 20.2      13 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 20.2      13 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 20.2      13 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 20.2      13 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 20.2      13 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 20.2      13 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 20.1      14 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 20.1      15 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 20.1      15 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 20.1      15 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 20.1      15 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 20.1      15 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 20.1      15 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 20.1      15 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   48 20.1      18 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   48 20.1      18 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 20.1      18 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   52 21.2      18 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 21.0      19 
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gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.5      19 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.9      20 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   51 20.9      20 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.5      20 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 20.1      21 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 20.1      21 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.2      21 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.2      21 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.9      23 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.6      25 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.8      27 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 20.3      28 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   50 20.6      28 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.3      30 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 20.0      32 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.6      33 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.6      33 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.6      33 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 16.0      36 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.4      36 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.4      36 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.4      36 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.7      37 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 19.1      39 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.3      39 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.4      42 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.5      44 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.5      44 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 20.0      44 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.4      45 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      46 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 20.2      47 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 19.1      51 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 19.1      51 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.2      51 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 19.1      51 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 19.1      54 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 19.1      56 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.2      56 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 19.1      56 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 19.1      56 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 19.1      56 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 19.1      56 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 19.1      56 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 19.1      56 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.1      56 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 19.1      56 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 19.1      57 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.2      59 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 18.2      61 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   44 18.8      61 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.6      64 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.6      64 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.6      64 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.5      64 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.9      64 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.6      68 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 19.0      68 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.3      69 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.3      69 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.3      69 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   48 19.9      71 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.7      72 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   48 19.9      74 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.4      74 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.4      74 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 19.0      79 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.3      80 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   45 19.0      83 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   43 18.4      83 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   47 19.6      84 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 307

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.9      85 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   40 17.6      88 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.4      89 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.4      91 
gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.1      92 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   36 16.4      94 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   46 19.3      94 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   46 19.3      94 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   46 19.3      94 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   46 19.3      94 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   46 19.3      94 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   46 19.3      94 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   46 19.3      94 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   46 19.3      94 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   46 19.3      94 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   46 19.3      94 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   46 19.3      94 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   46 19.3      94 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   46 19.3      96 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   36 16.4      97 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 105.6  bits: 25.8 E(): 0.67 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (8-50:3-45) 
 
               10        20        30         40        50          
2MEPSP KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVV 
              :.: .:::.::. :..:.  : . :  : .  :  : .: .: :          
gi|668      MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSW 
                    10        20         30        40        50     
 
      60        70        80                                        
2MEPSP VGCGGKFPVEDAKEEVQLFLG                                        
                                                                    
gi|668 INEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEG 
           60        70        80        90       100       110     
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 105.6  bits: 25.8 E(): 0.67 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (8-50:3-45) 
 
               10        20        30         40        50          
2MEPSP KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVV 
              :.: .:::.::. :..:.  : . :  : .  :  : .: .: :          
gi|833      MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSW 
                    10        20         30        40        50     
 
      60        70        80                                        
2MEPSP VGCGGKFPVEDAKEEVQLFLG                                        
                                                                    
gi|833 INEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEG 
           60        70        80        90       100       110     
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 100.9  bits: 24.2 E():  1.2 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (26-55:33-62) 
 
                    10        20        30        40        50      
2MEPSP      KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
          60        70        80                                    
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLG                                    
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 93.4  bits: 22.7 E():  3.2 
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Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (4-63:114-176) 
 
                                          10           20        30 
2MEPSP                            KLPGSKSLSNRILLLAALS---EGTTVVDNLLN 
                                     : .. ...... .:..   .:  :: . .  
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA 
            90       100       110       120       130       140    
 
               40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
       .:  . ..  ...:: :  . ..  :  .:.::                  
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL                
           150       160       170                        
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 91.7  bits: 22.1 E():    4 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (37-62:75-101) 
 
         10        20        30        40         50        60      
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
          70        80                            
2MEPSP FPVEDAKEEVQLFLG                            
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.6  bits: 21.1 E():  6.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:9-26) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.6  bits: 21.1 E():  6.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:9-26) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.6  bits: 21.1 E():  6.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:9-26) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
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      80                                                            
2MEPSP G                                                            
                                                                    
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.6  bits: 21.1 E():  6.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:9-26) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.6  bits: 21.1 E():  6.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:9-26) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.6  bits: 21.1 E():  6.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:9-26) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.5  bits: 21.1 E():  6.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:10-27) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
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>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.2  bits: 21.1 E():  7.1 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:15-32) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.5  bits: 21.1 E():  7.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:25-42) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.5  bits: 21.1 E():  7.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:25-42) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.5  bits: 21.1 E():  7.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:26-43) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.5  bits: 21.1 E():  7.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:26-43) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
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gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 84.6  bits: 22.2 E():  9.9 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (28-56:246-275) 
 
                  10        20        30         40        50       
2MEPSP    KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
         60        70        80                                     
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLG                                     
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 84.2  bits: 22.2 E():   10 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (19-69:161-217) 
 
                           10        20         30           40     
2MEPSP             KLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
           50          60        70        80                       
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFLG                       
       ::...:  :.    .. .  . .: .:                                  
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 84.0  bits: 20.2 E():   11 
Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (23-80:45-102) 
 
                       10        20        30        40        50   
2MEPSP         KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
             60        70        80      
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLG      
       ::  :.. .   :   :. ::: .  .:      
gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD 
           80        90       100        
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 83.8  bits: 20.2 E():   11 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (27-73:5-46) 
 
               10        20        30        40        50        60 
2MEPSP KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV 
                                 ..:..::..  .::.     ..:. .  :   .: 
gi|225                       MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMV 
                                     10        20            30     
 
               70        80                                         
2MEPSP GCGGKFPVEDAKEEVQLFLG                                         
       :   : : ::.:.                                                
gi|225 GLKKKSP-EDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKD 
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           40         50        60        70        80        90    
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 83.6  bits: 21.0 E():   11 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (18-70:113-176) 
 
                            10        20        30         40       
2MEPSP              KLPGSKSLSNRILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
         50                  60        70        80                 
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEVQLFLG                 
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.6  bits: 20.8 E():   11 
Smith-Waterman score: 50; 29.5% identity (54.1% similar) in 61 aa overlap (5-65:39-99) 
 
                                         10        20        30     
2MEPSP                           KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     :: ..:. ..: ::  . : : .  .  .  
gi|532 FPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSANHVPEY 
       10        20        30        40        50        60         
 
           40        50        60        70        80               
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG               
          :  ::. :..  :  : . : :..  ::                              
gi|532 IQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIGWADEE 
       70        80        90       100       110       120         
 
gi|532 GRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
      130       140       150       160        
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.4  bits: 22.2 E():   13 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (19-69:191-247) 
 
                           10        20         30           40     
2MEPSP             KLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
           50          60        70        80                       
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFLG                       
       ::...:  :.    .. .  . .: .:                                  
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.4  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:9-26) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.4  bits: 20.2 E():   13 
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Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:9-26) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.4  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:9-26) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.4  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:9-26) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.4  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:9-26) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.4  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:9-26) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
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      80                                                            
2MEPSP G                                                            
                                                                    
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.4  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:9-26) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.4  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:9-26) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.4  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:9-26) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.4  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:9-26) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
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>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.8  bits: 20.1 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:18-35) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.1 E():   15 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:22-39) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.1 E():   15 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:26-43) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.1 E():   15 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:26-43) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.1 E():   15 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:26-43) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
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gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.1 E():   15 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:26-43) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.1 E():   15 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:26-43) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.1 E():   15 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:26-43) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 20.1 E():   18 
Smith-Waterman score: 48; 27.9% identity (54.1% similar) in 61 aa overlap (5-65:40-100) 
 
                                         10        20        30     
2MEPSP                           KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     ::  ... ..: ::  . : : .  .  .  
gi|668 FPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEY 
      10        20        30        40        50        60          
 
           40        50        60        70        80               
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG               
          :  .:. :..: :  : . : :..  ::                              
gi|668 IEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEE 
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      70        80        90       100       110       120          
 
gi|668 GRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
     130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 20.1 E():   18 
Smith-Waterman score: 48; 27.9% identity (54.1% similar) in 61 aa overlap (5-65:40-100) 
 
                                         10        20        30     
2MEPSP                           KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     ::  ... ..: ::  . : : .  .  .  
gi|276 FPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEY 
      10        20        30        40        50        60          
 
           40        50        60        70        80               
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG               
          :  .:. :..: :  : . : :..  ::                              
gi|276 IEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEE 
      70        80        90       100       110       120          
 
gi|276 GRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
     130       140       150       160         
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.7  bits: 20.1 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (50-67:55-72) 
 
      20        30        40        50        60        70          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.7  bits: 21.2 E():   18 
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (1-23:241-263) 
 
                                             10        20        30 
2MEPSP                               KLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :. . :::. . .:: .:. :::        
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY 
              220       230       240       250       260       270 
 
               40        50        60        70        80           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG           
                                                                    
gi|215 TAEETAKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE 
              280       290       300       310       320       330 
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 79.6  bits: 21.0 E():   19 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (26-74:221-261) 
 
                    10        20        30        40        50      
2MEPSP      KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
          60        70        80                                    
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLG                                    
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
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>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 79.6  bits: 17.5 E():   19 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (47-59:5-17) 
 
         20        30        40        50        60        70       
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .: :: .:: :::                  
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI     
                                         10        20        30     
 
         80 
2MEPSP LFLG 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 79.2  bits: 18.9 E():   20 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (48-79:40-71) 
 
        20        30        40        50        60        70        
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
        80             
2MEPSP FLG             
       :.              
gi|154 FVDSLDKIAQVPRVG 
      70        80     
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 20.9 E():   20 
Smith-Waterman score: 51; 34.4% identity (65.6% similar) in 32 aa overlap (49-80:17-48) 
 
       20        30        40        50        60        70         
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     :..:.:     .:  :.  ..:::...: : 
gi|190               MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGF 
                             10        20        30        40       
 
       80                                                           
2MEPSP LG                                                           
        :                                                           
gi|190 AGHGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQS 
         50        60        70        80        90       100       
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 78.9  bits: 21.5 E():   20 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (28-52:201-228) 
 
                  10        20        30           40        50     
2MEPSP    KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           60        70        80                                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLG                                   
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 78.8  bits: 20.1 E():   21 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (45-78:152-189) 
 
           20        30        40        50        60           70  
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 319

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
               80    
2MEPSP K-EEVQLFLG    
       : :. .::      
gi|476 KCERGKLFANCCK 
             190     
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 78.8  bits: 20.1 E():   21 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (45-78:152-189) 
 
           20        30        40        50        60           70  
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
               80    
2MEPSP K-EEVQLFLG    
       : :. .::      
gi|313 KCERGKLFANCCK 
             190     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.6  bits: 21.2 E():   21 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (23-54:88-122) 
 
                       10        20        30           40          
2MEPSP         KLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
      50        60        70        80                              
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG                              
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 78.5  bits: 21.2 E():   21 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (23-54:88-122) 
 
                       10        20        30           40          
2MEPSP         KLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
      50        60        70        80                              
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG                              
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.8  bits: 20.9 E():   23 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (19-45:72-98) 
 
                           10        20        30        40         
2MEPSP             KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
       50        60        70        80                             
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG                             
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
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>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.5  bits: 18.6 E():   25 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (51-79:43-71) 
 
               30        40        50        60        70        80 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
gi|122 SLDKIAQVPRVG 
             80     
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.6  bits: 19.8 E():   27 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (26-55:33-62) 
 
                    10        20        30        40        50      
2MEPSP      KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
          60        70        80                                    
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLG                                    
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 76.5  bits: 20.3 E():   28 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (30-80:113-157) 
 
                10        20        30        40        50          
2MEPSP  KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
      60        70        80                                        
2MEPSP VGCGGKFPVEDAKEEVQLFLG                                        
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 50; 26.9% identity (73.1% similar) in 26 aa overlap (47-72:315-340) 
 
         20        30        40        50        60        70       
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
         80                              
2MEPSP LFLG                              
                                         
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.8  bits: 16.3 E():   30 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (48-61:3-16) 
 
        20        30        40        50        60        70        
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     :.: .::.  : ::                 
gi|463                             DFVDAHNAARAQVGVGPVHWT            
                                           10        20             
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        80 
2MEPSP FLG 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (32-56:195-217) 
 
              10        20        30        40        50        60  
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
              70        80                                          
2MEPSP CGGKFPVEDAKEEVQLFLG                                          
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.1  bits: 20.6 E():   33 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (25-54:90-122) 
 
                     10        20        30           40        50  
2MEPSP       KLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
              60        70        80                                
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLG                                
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.1  bits: 20.6 E():   33 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (10-54:70-122) 
 
                                    10        20             30     
2MEPSP                      KLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
              40        50        60        70        80            
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG            
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.1  bits: 20.6 E():   33 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (10-54:70-122) 
 
                                    10        20             30     
2MEPSP                      KLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
              40        50        60        70        80            
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG            
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 74.4  bits: 16.0 E():   36 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (61-69:4-12) 
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               40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::...: .:            
gi|544                            APPGCSNHFNLETVFGNFVK    
                                          10        20    
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 19.4 E():   36 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (44-59:172-187) 
 
            20        30        40        50        60        70    
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
            80         
2MEPSP EVQLFLG         
                       
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 19.4 E():   36 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (44-59:173-188) 
 
            20        30        40        50        60        70    
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
            80         
2MEPSP EVQLFLG         
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 19.4 E():   36 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (44-59:173-188) 
 
            20        30        40        50        60        70    
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
            80         
2MEPSP EVQLFLG         
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (61-74:91-104) 
 
               40        50        60        70        80           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG           
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.9  bits: 19.1 E():   39 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (38-77:106-145) 
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        10        20        30        40        50        60        
2MEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
        70        80                                        
2MEPSP VEDAKEEVQLFLG                                        
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 73.8  bits: 22.3 E():   39 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (19-59:452-496) 
 
                           10        20            30        40     
2MEPSP             KLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
           50        60        70        80                         
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG                         
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 19.4 E():   42 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (61-74:76-89) 
 
               40        50        60        70        80           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG           
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.8  bits: 18.5 E():   44 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (7-43:3-39) 
 
               10        20        30        40        50        60 
2MEPSP KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV 
             : :: .:::::.  .  ..   ...::    ...: :                  
gi|195     MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACRIE 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP GCGGKFPVEDAKEEVQLFLG                                         
                                                                    
gi|195 TPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRI 
         60        70        80        90       100       110       
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.8  bits: 18.5 E():   44 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (7-43:3-39) 
 
               10        20        30        40        50        60 
2MEPSP KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV 
             : :: .:::::.  .  ..   ...::    ...: :                  
gi|219     MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACRIE 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP GCGGKFPVEDAKEEVQLFLG                                         
                                                                    
gi|219 TPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRI 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 324

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

         60        70        80        90       100       110       
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (15-64:214-267) 
 
                               10        20        30        40     
2MEPSP                 KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
           50              60        70        80                   
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAKEEVQLFLG                   
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (61-74:91-104) 
 
               40        50        60        70        80           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG           
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (61-74:91-104) 
 
               40        50        60        70        80           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG           
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 72.3  bits: 20.2 E():   47 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (5-54:428-476) 
 
                                         10        20        30     
2MEPSP                           KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
           40        50        60        70        80 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
       .. .:. .  :.. :  . :                           
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG       
        460       470       480       490             
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 19.1 E():   51 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (61-74:68-81) 
 
               40        50        60        70        80           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG           
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
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       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 19.1 E():   51 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (61-74:68-81) 
 
               40        50        60        70        80           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG           
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 71.7  bits: 20.2 E():   51 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (30-60:378-406) 
 
                10        20        30        40        50          
2MEPSP  KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
      60        70        80                                        
2MEPSP VGCGGKFPVEDAKEEVQLFLG                                        
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 19.1 E():   51 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (61-74:69-82) 
 
               40        50        60        70        80           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG           
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (61-74:80-93) 
 
               40        50        60        70        80           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG           
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (61-74:91-104) 
 
               40        50        60        70        80           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG           
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (44-68:16-40) 
 
            20        30        40        50        60        70    
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
            80                                                      
2MEPSP EVQLFLG                                                      
                                                                    
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (61-74:91-104) 
 
               40        50        60        70        80           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG           
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (61-74:91-104) 
 
               40        50        60        70        80           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG           
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (61-74:91-104) 
 
               40        50        60        70        80           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG           
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (61-74:91-104) 
 
               40        50        60        70        80           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG           
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (61-74:91-104) 
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               40        50        60        70        80           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG           
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (61-74:91-104) 
 
               40        50        60        70        80           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG           
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (61-74:91-104) 
 
               40        50        60        70        80           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG           
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (61-74:92-105) 
 
               40        50        60        70        80           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG           
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (61-74:93-106) 
 
               40        50        60        70        80           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG           
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (41-69:38-66) 
 
               20        30        40        50        60        70 
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
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               80                                                   
2MEPSP AKEEVQLFLG                                                   
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (36-70:48-86) 
 
          10        20        30        40        50             60 
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
               70        80                                         
2MEPSP GCGGKFPVEDAKEEVQLFLG                                         
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.2  bits: 18.8 E():   61 
Smith-Waterman score: 44; 37.9% identity (58.6% similar) in 29 aa overlap (14-42:49-74) 
 
                                10        20        30        40    
2MEPSP                  KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     ::   : :.   :.. ::: .   ::..:  
gi|136 TTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS---DTFTNSEVLDNSLGSMRI 
       20        30        40        50           60        70      
 
            50        60        70        80                        
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG                        
                                                                    
gi|136 KNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYIHFQISGVTNTEKLP 
          80        90       100       110       120       130      
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.9  bits: 19.6 E():   64 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (25-53:90-121) 
 
                     10        20        30           40        50  
2MEPSP       KLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
              60        70        80                                
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLG                                
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.9  bits: 19.6 E():   64 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (25-53:90-121) 
 
                     10        20        30           40        50  
2MEPSP       KLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
              60        70        80                                
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLG                                
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (14-30:46-62) 
 
                                10        20        30        40    
2MEPSP                  KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
            50        60        70        80 
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                             
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD   
          80        90       100       110   
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 69.9  bits: 16.5 E():   64 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (62-76:30-44) 
 
              40        50        60        70        80   
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG   
                                     :     :.:.::...       
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN 
                10        20        30        40        50 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.8  bits: 19.9 E():   64 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (27-60:381-414) 
 
                   10        20        30        40        50       
2MEPSP     KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
         60        70        80                                     
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLG                                     
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.6 E():   68 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (34-43:55-64) 
 
            10        20        30        40        50        60    
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
            70        80                
2MEPSP GKFPVEDAKEEVQLFLG                
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (34-71:3-39) 
 
            10        20        30        40        50        60    
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :: .  ::  :.... :  ::. :. .: : 
gi|398                             MAVHQYTVAL-FLAVALVAGPAASYAADLGYG 
                                           10         20        30  
 
            70        80                                            
2MEPSP GKFPVEDAKEEVQLFLG                                            
          :.  :                                                     
gi|398 PATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYR 
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              40        50        60        70        80        90  
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.3  bits: 19.3 E():   69 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (6-42:246-282) 
 
                                        10        20         30     
2MEPSP                          KLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
           40        50        60        70        80               
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG               
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.3  bits: 19.3 E():   69 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (6-42:246-282) 
 
                                        10        20         30     
2MEPSP                          KLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
           40        50        60        70        80               
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG               
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.3  bits: 19.3 E():   69 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (6-42:246-282) 
 
                                        10        20         30     
2MEPSP                          KLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
           40        50        60        70        80               
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG               
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 69.1  bits: 19.9 E():   71 
Smith-Waterman score: 48; 26.3% identity (53.9% similar) in 76 aa overlap (5-80:479-550) 
 
                                         10        20        30     
2MEPSP                           KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     :.:: ::   ...:    : : . .:.:   
gi|331 CADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGLEVDETYVPKEFNAETF 
      450       460       470       480       490       500         
 
           40        50        60        70        80               
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG               
        .  . : ::    ::.: .:. ...    :   . . :...  .:               
gi|331 TFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
      510           520       530       540       550       560     
 
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.9  bits: 14.7 E():   72 
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Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (44-51:10-17) 
 
            20        30        40        50        60        70    
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     :::: .:.                       
gi|856                      ANPTFGFTPLGLSSDAN                       
                                    10                              
 
            80 
2MEPSP EVQLFLG 
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 68.8  bits: 19.9 E():   74 
Smith-Waterman score: 48; 26.3% identity (53.9% similar) in 76 aa overlap (5-80:502-573) 
 
                                         10        20        30     
2MEPSP                           KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     :.:: ::   ...:    : : . .:.:   
gi|668 CAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGLEVDETYVPKEFNAETF 
             480       490       500       510       520       530  
 
           40        50        60        70        80               
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG               
        .  . : ::    ::.: .:. ...    :   . . :...  .:               
gi|668 TFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
              540          550       560       570       580        
 
gi|668 KEGCFSEEGPKLVAAAQAALV 
       590       600         
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (45-61:11-27) 
 
           20        30        40        50        60        70     
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
           80                                                       
2MEPSP VQLFLG                                                       
                                                                    
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (24-55:71-102) 
 
                      10        20        30        40        50    
2MEPSP        KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
            60        70        80                                  
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLG                                  
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.2  bits: 19.0 E():   79 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (39-61:150-174) 
 
       10        20        30        40        50          60       
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
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         70        80                                               
2MEPSP PVEDAKEEVQLFLG                                               
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.1  bits: 19.3 E():   80 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (25-57:91-126) 
 
                     10        20        30           40        50  
2MEPSP       KLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
              60        70        80                                
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLG                                
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.8  bits: 19.0 E():   83 
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (9-67:193-252) 
 
                                     10        20        30         
2MEPSP                       KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 
                                     :. .. ..  : :.:. .::. ..   ..: 
gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL 
            170       180       190       200       210       220   
 
       40        50        60             70        80              
2MEPSP GALRTLGLSVEADKAAKRAVVVG-----CGGKFPVEDAKEEVQLFLG              
       :       .   ::. : .:. .     :: ..:                           
gi|195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSS 
                230       240       250       260       270         
 
gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG 
      280       290       300       310       320       330         
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.8  bits: 18.4 E():   83 
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (1-63:133-189) 
 
                                             10        20        30 
2MEPSP                               KLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :.: . :: .  .  . ... . . : . . 
gi|253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEK 
            110       120       130       140       150       160   
 
               40        50        60        70        80           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG           
        . :    : .. :.:..       :...::::                            
gi|253 YQPVGPK-GNVKELALAIF-----DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP 
             170       180            190       200       210       
 
gi|253 VYKTGNSPGEKCIKKDETFKNLCFAQEPINPNEHNL 
        220       230       240       250   
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 19.6 E():   84 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (48-76:106-134) 
 
        20        30        40        50        60        70        
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     ::  .... .:: ::   :  :.  :  :  
gi|298 RCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGCPETFQSESEFEYPQS 
          80        90       100       110       120       130      
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        80                                                          
2MEPSP FLG                                                          
                                                                    
gi|298 QRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQRTRQSESEEFS 
         140       150       160       170       180       190      
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (37-63:146-170) 
 
         10        20        30        40        50        60       
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
         70        80 
2MEPSP PVEDAKEEVQLFLG 
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.6 E():   88 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (1-10:86-95) 
 
                                             10        20        30 
2MEPSP                               KLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     . :::..: :                     
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK 
          60        70        80        90       100       110      
 
               40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                                          
gi|126 IVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL                   
         120       130       140                          
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 43; 42.9% identity (71.4% similar) in 14 aa overlap (61-74:97-110) 
 
               40        50        60        70        80           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG           
                                     :::. : .. .: :                 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 43; 25.6% identity (62.8% similar) in 43 aa overlap (2-44:103-144) 
 
                                            10        20        30  
2MEPSP                              KLPGSKSLSNRILLLAALSEGTTVVDNLLNS 
                                     .: .. :.  .  ::  .:   .:   :.: 
gi|225 DHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELV-AYLQS 
             80        90       100       110       120        130  
 
              40        50        60        70        80            
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG            
       .: : .......:                                                
gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI 
             140       150       160       170       180       190  
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 18.1 E():   92 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (24-55:71-102) 
 
                      10        20        30        40        50    
2MEPSP        KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 334

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
 
            60        70        80                                  
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLG                                  
       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.8  bits: 16.4 E():   94 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (37-64:18-44) 
 
         10        20        30        40        50        60       
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124              GTRRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                            10        20         30        40       
 
         70        80            
2MEPSP PVEDAKEEVQLFLG            
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (28-52:201-228) 
 
                  10        20        30           40        50     
2MEPSP    KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           60        70        80                                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLG                                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (28-52:201-228) 
 
                  10        20        30           40        50     
2MEPSP    KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           60        70        80                                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLG                                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (28-52:201-228) 
 
                  10        20        30           40        50     
2MEPSP    KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           60        70        80                                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLG                                   
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
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              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (28-52:201-228) 
 
                  10        20        30           40        50     
2MEPSP    KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           60        70        80                                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLG                                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (28-52:201-228) 
 
                  10        20        30           40        50     
2MEPSP    KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           60        70        80                                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLG                                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (28-52:201-228) 
 
                  10        20        30           40        50     
2MEPSP    KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           60        70        80                                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLG                                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (28-52:201-228) 
 
                  10        20        30           40        50     
2MEPSP    KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           60        70        80                                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLG                                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (28-52:201-228) 
 
                  10        20        30           40        50     
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2MEPSP    KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           60        70        80                                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLG                                   
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (28-52:201-228) 
 
                  10        20        30           40        50     
2MEPSP    KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           60        70        80                                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLG                                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (28-52:201-228) 
 
                  10        20        30           40        50     
2MEPSP    KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           60        70        80                                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLG                                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (28-52:201-228) 
 
                  10        20        30           40        50     
2MEPSP    KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           60        70        80                                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLG                                   
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (28-52:201-228) 
 
                  10        20        30           40        50     
2MEPSP    KLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           60        70        80                                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLG                                   
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gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.7  bits: 19.3 E():   96 
Smith-Waterman score: 47; 34.0% identity (61.7% similar) in 47 aa overlap (12-55:59-105) 
 
                                  10        20          30          
2MEPSP                    KLPGSKSLSNRILLLAALSEG--TTVVDNLLNSEDVHYMLG 
                                     ..: ..:: :  . ..:. ::.:        
gi|572 MCNSFKGRPVLGRVFQGKEPPQFVAIFQPMLVLKGGLSSGYKNYIADKGLNDETYAADSV 
       30        40        50        60        70        80         
 
      40         50        60        70        80                   
2MEPSP AL-RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG                   
       :: :  : ::. .::..                                            
gi|572 ALIRLSGTSVHNNKAVQVDAVPASLNSNECFLLQSGSSIFSWHGNQSTYEQQQLAAKVAE 
       90       100       110       120       130       140         
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.6  bits: 16.4 E():   97 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (37-64:20-46) 
 
         10        20        30        40        50        60       
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124            GTSFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                          10        20         30        40         
 
         70        80            
2MEPSP PVEDAKEEVQLFLG            
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
       50        60        70    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:24 2011 done: Tue Apr 19 10:57:24 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 2  - 81 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     1     2:* 
  32     2     8:= * 
  34     7    22:===    * 
  36    29    44:==========    * 
  38    62    73:=====================   * 
  40   100   102:=================================* 
  42    98   125:=================================        * 
  44   146   138:=============================================*=== 
  46   136   140:==============================================* 
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  48   122   134:=========================================   * 
  50   165   122:========================================*============== 
  52   109   108:===================================*= 
  54    92    92:==============================* 
  56    82    77:=========================*== 
  58    60    63:====================* 
  60    41    51:==============  * 
  62    50    41:=============*=== 
  64    37    33:==========*== 
  66    38    26:========*==== 
  68    18    20:======* 
  70    17    16:=====* 
  72    13    12:===*= 
  74    10    10:===* 
  76     7     8:==* 
  78     6     6:=* 
  80    14     5:=*=== 
  82     8     3:*== 
  84     3     3:* 
  86     2     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     4     0:==        *==== 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     2     0:=         *== 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.91270.00309; mu= 4.3190 0.158 
 mean_var=32.7104 8.573, 0's: 2 Z-trim: 4  B-trim: 58 in 1/43 
 Lambda= 0.224249 
 Kolmogorov-Smirnov  statistic: 0.0568 (N=29) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 26.3    0.48 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 26.3    0.48 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 24.7    0.88 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   61 24.7     1.3 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   60 24.3     1.6 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   60 24.3     1.6 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   60 24.3     1.6 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   60 24.3     1.7 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 22.5     2.9 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   56 23.0     4.2 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   55 22.7     5.6 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   54 22.4     5.7 
gi|29539111|emb|CAD87731.1| allergen Len c 1.0102  ( 415)   56 23.0     5.9 
gi|29539109|emb|CAD87730.1| allergen Len c 1.0101  ( 418)   56 23.0       6 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 22.7     7.1 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   41 18.6     7.4 
gi|42414627|emb|CAF25232.1| Vicilin [Pisum sativum ( 415)   54 22.3     9.3 
gi|42414629|emb|CAF25233.1| Vicilin [Pisum sativum ( 415)   54 22.3     9.3 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 21.1      11 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   52 21.7      13 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 20.5      14 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   52 21.7      15 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   53 22.0      15 
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gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   53 22.0      15 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   53 22.0      15 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   53 22.0      15 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   53 22.0      15 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   53 22.0      15 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   53 22.0      15 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 22.0      15 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   53 22.0      15 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   53 22.0      15 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   53 22.0      15 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   53 22.0      15 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   53 22.0      15 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   53 22.0      15 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.9      15 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.7      15 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.7      15 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 21.4      17 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   52 21.7      18 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   47 20.2      20 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 20.2      20 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 20.5      23 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 20.2      24 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 21.0      24 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 21.0      24 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 21.0      24 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.6      24 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   49 20.7      26 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.9      27 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.9      27 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.9      27 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.8      27 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   46 19.8      33 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.9      34 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.9      34 
gi|169927|gb|AAA33947.1| beta-conglycinin-alpha su ( 218)   45 19.5      34 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 20.7      34 
gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea  ( 411)   48 20.4      35 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   49 20.7      36 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   49 20.7      36 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.7      37 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 19.8      38 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   48 20.4      43 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 19.5      46 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   45 19.5      46 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 20.1      47 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 20.1      47 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 20.4      47 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   47 20.1      47 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   40 18.0      49 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 18.0      49 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.8      51 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.8      51 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.8      51 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   48 20.4      51 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 18.0      52 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   46 19.8      53 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   47 20.1      53 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   48 20.3      53 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   44 19.2      55 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.9      56 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.9      56 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   41 18.3      56 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 19.5      58 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.7      58 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 15.0      59 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   41 18.3      62 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 19.4      62 
gi|417370|sp|P24296.2|NLTP1_WHEAT RecName: Full=No ( 113)   39 17.7      63 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   45 19.4      63 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   40 18.0      67 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.8      68 
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gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.5      69 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.4      73 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   36 16.8      73 
gi|46560474|gb|AAT00595.1| conarachin [Arachis hyp ( 299)   43 18.8      74 
gi|46560472|gb|AAT00594.1| conarachin [Arachis hyp ( 303)   43 18.8      76 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   36 16.8      76 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.4      76 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   43 18.8      76 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   42 18.5      76 
gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Ph ( 167)   40 17.9      77 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   45 19.4      79 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   36 16.8      81 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   44 19.1      81 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   45 19.4      82 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   45 19.4      82 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   45 19.4      83 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   45 19.4      84 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   36 16.8      86 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   39 17.6      86 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   45 19.4      87 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   38 17.3      90 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   38 17.3      90 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   38 17.3      90 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   38 17.3      90 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   38 17.3      90 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   38 17.3      90 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   38 17.3      91 
gi|11513601|pdb|1G5U|A Chain A, Latex Profilin Hev ( 131)   38 17.3      92 
gi|14423856|sp|Q9LEI8.1|PROF6_HEVBR RecName: Full= ( 131)   38 17.3      92 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   38 17.3      92 
gi|14423858|sp|Q9M7M8.1|PROF5_HEVBR RecName: Full= ( 131)   38 17.3      92 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   41 18.2      93 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   40 17.9      94 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   42 18.5      94 
gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen  ( 373)   43 18.8      94 
gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen  ( 373)   43 18.8      94 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   38 17.3      94 
gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=C ( 205)   40 17.9      96 
gi|47605504|sp|Q8LGR0.1|CHE1_CHEAL RecName: Full=P ( 168)   39 17.6      96 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   39 17.6      96 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   39 17.6      96 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   42 18.5      96 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   43 18.8      98 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 108.2  bits: 26.3 E(): 0.48 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (26-68:3-45) 
 
               10        20        30        40        50           
2MEPSP AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGAL 
                                :.: .:::.::. :..:.  : . :  : .  :   
gi|668                        MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEK 
                                      10        20         30       
 
      60        70        80                                        
2MEPSP RTLGLSVEADKAAKRAVVVGC                                        
       : .: .: :                                                    
gi|668 REVGDTVYATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSD 
         40        50        60        70        80        90       
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 108.2  bits: 26.3 E(): 0.48 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (26-68:3-45) 
 
               10        20        30        40        50           
2MEPSP AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGAL 
                                :.: .:::.::. :..:.  : . :  : .  :   
gi|833                        MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEK 
                                      10        20         30       
 
      60        70        80                                        
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2MEPSP RTLGLSVEADKAAKRAVVVGC                                        
       : .: .: :                                                    
gi|833 REVGDTVYATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSD 
         40        50        60        70        80        90       
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 103.5  bits: 24.7 E(): 0.88 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (44-73:33-62) 
 
            20        30        40        50        60        70    
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
            80                                                      
2MEPSP RAVVVGC                                                      
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  43 init1:  43 opt:  61  Z-score: 100.5  bits: 24.7 E():  1.3 
Smith-Waterman score: 61; 27.8% identity (68.5% similar) in 54 aa overlap (1-49:136-189) 
 
                                              10        20          
2MEPSP                               AGAEEI-VLQPIKEISGTVKLP-GSKSLSN 
                                     ::: :. ...:. :  : .:.: :  .. . 
gi|330 SVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIID 
         110       120       130       140       150       160      
 
       30           40        50        60        70        80      
2MEPSP RI---LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC      
       .:   . .:: . .:. .:.....                                     
gi|330 KIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVA 
         170       180       190       200       210       220      
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 99.0  bits: 24.3 E():  1.6 
Smith-Waterman score: 60; 30.0% identity (66.0% similar) in 50 aa overlap (1-45:126-175) 
 
                                              10        20          
2MEPSP                               AGAEEI-VLQPIKEISGTVKLP-GSKSLSN 
                                     ::: :. ...:. :  : .:.: :  .. . 
gi|481 SVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIID 
         100       110       120       130       140       150      
 
       30           40        50        60        70        80      
2MEPSP RI---LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC      
       .:   . .:: . .:. .:.                                         
gi|481 KIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAA 
         160       170       180       190       200       210      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 98.9  bits: 24.3 E():  1.6 
Smith-Waterman score: 60; 30.0% identity (66.0% similar) in 50 aa overlap (1-45:127-176) 
 
                                              10        20          
2MEPSP                               AGAEEI-VLQPIKEISGTVKLP-GSKSLSN 
                                     ::: :. ...:. :  : .:.: :  .. . 
gi|168 SVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIID 
        100       110       120       130       140       150       
 
       30           40        50        60        70        80      
2MEPSP RI---LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC      
       .:   . .:: . .:. .:.                                         
gi|168 KIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAA 
        160       170       180       190       200       210       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 98.8  bits: 24.3 E():  1.6 
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Smith-Waterman score: 60; 30.0% identity (66.0% similar) in 50 aa overlap (1-45:130-179) 
 
                                              10        20          
2MEPSP                               AGAEEI-VLQPIKEISGTVKLP-GSKSLSN 
                                     ::: :. ...:. :  : .:.: :  .. . 
gi|285 SVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIID 
     100       110       120       130       140       150          
 
       30           40        50        60        70        80      
2MEPSP RI---LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC      
       .:   . .:: . .:. .:.                                         
gi|285 KIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAA 
     160       170       180       190       200       210          
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 98.5  bits: 24.3 E():  1.7 
Smith-Waterman score: 60; 30.0% identity (66.0% similar) in 50 aa overlap (1-45:141-190) 
 
                                              10        20          
2MEPSP                               AGAEEI-VLQPIKEISGTVKLP-GSKSLSN 
                                     ::: :. ...:. :  : .:.: :  .. . 
gi|330 SVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIID 
              120       130       140       150       160       170 
 
       30           40        50        60        70        80      
2MEPSP RI---LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC      
       .:   . .:: . .:. .:.                                         
gi|330 KIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAA 
              180       190       200       210       220       230 
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 94.1  bits: 22.5 E():  2.9 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (55-80:75-101) 
 
           30        40        50         60        70        80    
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGC    
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  48 init1:  48 opt:  56  Z-score: 91.3  bits: 23.0 E():  4.2 
Smith-Waterman score: 56; 31.2% identity (78.1% similar) in 32 aa overlap (1-30:142-173) 
 
                                              10        20          
2MEPSP                               AGAEEI-VLQPIKEISGTVKLP-GSKSLSN 
                                     ::. .. ...:: : .:..:.: : ... . 
gi|119 DATYKAAVGATPEAKFDSFVAAFTEALRIIAGVLKVHAVKPITEETGAAKIPAGEQQIID 
             120       130       140       150       160       170  
 
       30        40        50        60        70        80         
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC         
       .:                                                           
gi|119 KIDAAFKVAATAANAAPANDKFTVFEAAFNNAIKESTGGAYDTYKSIPSLEAAVKQAYAA 
             180       190       200       210       220       230  
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 89.1  bits: 22.7 E():  5.6 
Smith-Waterman score: 55; 22.2% identity (55.6% similar) in 72 aa overlap (4-75:148-219) 
 
                                          10        20        30    
2MEPSP                            AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLL 
                                     ::.: .:. :.. . :. .. ...       
gi|249 AKYDAFIAALTEALRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANS 
       120       130       140       150       160       170        
 
            40        50        60        70        80              
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC              
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       :  ..  :: .. .:.   .   :: .:  .    . :.:.:                   
gi|249 APANDKFTVFEGAFNKAIKESTAGAYETYKFIPSLEAAVKQAYGATVARAPEVKYAVFEA 
       180       190       200       210       220       230        
 
gi|249 GLTKAITAMSEAQKVAKPPLSPQPPQVLPLAAGGAATVAAASDVRVCRSHGTLQDACLLR 
       240       250       260       270       280       290        
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 89.0  bits: 22.4 E():  5.7 
Smith-Waterman score: 54; 24.0% identity (60.0% similar) in 75 aa overlap (1-70:114-188) 
 
                                              10        20          
2MEPSP                               AGAEEI-VLQPIKEISGTVKLP-GSKSLSN 
                                     ::: :. ...:  :  :..:.: :  .. . 
gi|226 NTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVD 
            90       100       110       120       130       140    
 
       30           40        50        60        70        80      
2MEPSP RI---LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC      
       .:   . .:: . ... :.. ..  .  .  .  .. : . :: :                
gi|226 KIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAA 
           150       160       170       180       190       200    
 
gi|226 TVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAAATGAATAAAGVAAGAATAAAGGYK 
           210       220       230       240       250       260    
 
>>gi|29539111|emb|CAD87731.1| allergen Len c 1.0102 [Len  (415 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 88.6  bits: 23.0 E():  5.9 
Smith-Waterman score: 56; 32.3% identity (64.5% similar) in 31 aa overlap (1-31:368-398) 
 
                                             10        20        30 
2MEPSP                               AGAEEIVLQPIKEISGTVKLPGSKSLSNRI 
                                     :: :. :.. :..    . .:::.   .:. 
gi|295 AGHPVAINASSDLNLIGFGINAKNNQRNFLAGEEDNVISQIQRPVKELAFPGSSREVDRL 
       340       350       360       370       380       390        
 
               40        50        60        70        80 
2MEPSP LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC 
       :                                                  
gi|295 LTNQKQSHFANAQPLQIE                                 
       400       410                                      
 
>>gi|29539109|emb|CAD87730.1| allergen Len c 1.0101 [Len  (418 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 88.5  bits: 23.0 E():    6 
Smith-Waterman score: 56; 32.3% identity (64.5% similar) in 31 aa overlap (1-31:371-401) 
 
                                             10        20        30 
2MEPSP                               AGAEEIVLQPIKEISGTVKLPGSKSLSNRI 
                                     :: :. :.. :..    . .:::.   .:. 
gi|295 AGHPVAINASSDLNLIGFGINAKNNQRNFLAGEEDNVISQIQRPVKELAFPGSSREVDRL 
              350       360       370       380       390       400 
 
               40        50        60        70        80 
2MEPSP LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC 
       :                                                  
gi|295 LTNQKQSHFANAQPLQIE                                 
              410                                         
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 87.2  bits: 22.7 E():  7.1 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (46-74:246-275) 
 
          20        30        40        50         60        70     
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
           80                                                       
2MEPSP AVVVGC                                                       
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gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 86.8  bits: 18.6 E():  7.4 
Smith-Waterman score: 41; 31.2% identity (68.8% similar) in 16 aa overlap (6-21:9-24) 
 
                  10        20        30        40        50        
2MEPSP    AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG 
               :.. :.: ..:  . :                                     
gi|183 GPXGKVVHIIMPPLKFVKGEESEP                                     
               10        20                                         
 
>>gi|42414627|emb|CAF25232.1| Vicilin [Pisum sativum]     (415 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.1  bits: 22.3 E():  9.3 
Smith-Waterman score: 54; 29.0% identity (64.5% similar) in 31 aa overlap (1-31:368-398) 
 
                                             10        20        30 
2MEPSP                               AGAEEIVLQPIKEISGTVKLPGSKSLSNRI 
                                     :: :. :.. ...    . .:::.   .:. 
gi|424 AGHPVAINASSDLNLIGFGINAENNERNFLAGEEDNVISQVERPVKELAFPGSSHEVDRL 
       340       350       360       370       380       390        
 
               40        50        60        70        80 
2MEPSP LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC 
       :                                                  
gi|424 LKNQKQSYFANAQPLQRE                                 
       400       410                                      
 
>>gi|42414629|emb|CAF25233.1| Vicilin [Pisum sativum]     (415 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.1  bits: 22.3 E():  9.3 
Smith-Waterman score: 54; 29.0% identity (64.5% similar) in 31 aa overlap (1-31:368-398) 
 
                                             10        20        30 
2MEPSP                               AGAEEIVLQPIKEISGTVKLPGSKSLSNRI 
                                     :: :. :.. ...    . .:::.   .:. 
gi|424 AGHPVAINASSDLNLIGFGINAENNERNFLAGEEDNVISQVERPVKELAFPGSSHEVDRL 
       340       350       360       370       380       390        
 
               40        50        60        70        80 
2MEPSP LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC 
       :                                                  
gi|424 LKNQKQSYFANAQPLQRE                                 
       400       410                                      
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 83.7  bits: 21.1 E():   11 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (10-44:58-94) 
 
                                    10        20        30          
2MEPSP                      AGAEEIVLQPIKEISGTVKLPGSKSLSNRILL-LAALSE 
                                     :: .  : ... :: ...: ..  :. .:. 
gi|144 NMANQMVDQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISR 
        30        40        50        60        70        80        
 
        40        50        60        70        80                  
2MEPSP -GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC                  
        : . .:                                                      
gi|144 RGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDIDMKLKLKLD 
        90       100       110       120       130       140        
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.2  bits: 21.7 E():   13 
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (19-41:241-263) 
 
                           10        20        30        40         
2MEPSP             AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :. . :::. . .:: .:. :::        
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY 
              220       230       240       250       260       270 
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       50        60        70        80                             
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGC                             
                                                                    
gi|215 TAEETAKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE 
              280       290       300       310       320       330 
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 81.9  bits: 20.5 E():   14 
Smith-Waterman score: 48; 19.4% identity (61.3% similar) in 62 aa overlap (22-80:114-175) 
 
                        10        20        30           40         
2MEPSP          AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS---EGTTVVDNLLN 
                                     : .. ...... .:..   .:  :: . .  
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA 
            90       100       110       120       130       140    
 
       50        60        70        80    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGC    
       .:  . ..  ...:: :  . ..  :  .:.:    
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           150       160       170         
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 81.5  bits: 21.7 E():   15 
Smith-Waterman score: 52; 28.9% identity (71.1% similar) in 38 aa overlap (37-70:161-198) 
 
         10        20        30        40         50           60   
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
             70        80                                           
2MEPSP GLSVEADKAAKRAVVVGC                                           
       ::...: .                                                     
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (46-70:201-228) 
 
          20        30        40        50           60        70   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             80                                                     
2MEPSP KRAVVVGC                                                     
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (46-70:201-228) 
 
          20        30        40        50           60        70   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             80                                                     
2MEPSP KRAVVVGC                                                     
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  39 init1:  39 opt:  53  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (46-70:201-228) 
 
          20        30        40        50           60        70   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             80                                                     
2MEPSP KRAVVVGC                                                     
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (46-70:201-228) 
 
          20        30        40        50           60        70   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             80                                                     
2MEPSP KRAVVVGC                                                     
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (46-70:201-228) 
 
          20        30        40        50           60        70   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             80                                                     
2MEPSP KRAVVVGC                                                     
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (46-70:201-228) 
 
          20        30        40        50           60        70   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             80                                                     
2MEPSP KRAVVVGC                                                     
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (46-70:201-228) 
 
          20        30        40        50           60        70   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
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              180       190       200       210       220       230 
 
             80                                                     
2MEPSP KRAVVVGC                                                     
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (46-70:201-228) 
 
          20        30        40        50           60        70   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             80                                                     
2MEPSP KRAVVVGC                                                     
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (46-70:201-228) 
 
          20        30        40        50           60        70   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             80                                                     
2MEPSP KRAVVVGC                                                     
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (46-70:201-228) 
 
          20        30        40        50           60        70   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             80                                                     
2MEPSP KRAVVVGC                                                     
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (46-70:201-228) 
 
          20        30        40        50           60        70   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             80                                                     
2MEPSP KRAVVVGC                                                     
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
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>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (46-70:201-228) 
 
          20        30        40        50           60        70   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             80                                                     
2MEPSP KRAVVVGC                                                     
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (46-70:201-228) 
 
          20        30        40        50           60        70   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             80                                                     
2MEPSP KRAVVVGC                                                     
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (46-70:201-228) 
 
          20        30        40        50           60        70   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             80                                                     
2MEPSP KRAVVVGC                                                     
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 81.4  bits: 17.9 E():   15 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (65-77:5-17) 
 
           40        50        60        70        80           
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC           
                                     .: :: .:: :::              
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI 
                                         10        20        30 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 81.1  bits: 21.7 E():   15 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (41-72:88-122) 
 
               20        30        40        50           60        
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
        70        80                                                
2MEPSP ADKAAKRAVVVGC                                                

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 349

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 81.1  bits: 21.7 E():   15 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (41-72:88-122) 
 
               20        30        40        50           60        
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
        70        80                                                
2MEPSP ADKAAKRAVVVGC                                                
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.4  bits: 21.4 E():   17 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (37-63:72-98) 
 
         10        20        30        40        50        60       
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
         70        80                                               
2MEPSP EADKAAKRAVVVGC                                               
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 52; 28.9% identity (71.1% similar) in 38 aa overlap (37-70:191-228) 
 
         10        20        30        40         50           60   
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
             70        80                                           
2MEPSP GLSVEADKAAKRAVVVGC                                           
       ::...: .                                                     
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 20.2 E():   20 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (36-55:113-132) 
 
          10        20        30        40        50        60      
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     ..::.: .::..:  ..  :           
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
          70        80                                              
2MEPSP VEADKAAKRAVVVGC                                              
                                                                    
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 20.2 E():   20 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (44-73:33-62) 
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            20        30        40        50        60        70    
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
            80                                                      
2MEPSP RAVVVGC                                                      
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 77.9  bits: 20.5 E():   23 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (50-74:195-217) 
 
      20        30        40        50        60        70          
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
      80                                                            
2MEPSP C                                                            
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.8  bits: 20.2 E():   24 
Smith-Waterman score: 47; 28.8% identity (53.8% similar) in 52 aa overlap (10-60:26-74) 
 
                               10        20        30         40    
2MEPSP                 AGAEEIVLQPIKEISGTVKLPGSKSLSNRIL-LLAALSEGTTVV 
                                :.   :. .   .. : .. :  ::   : :.    
gi|136 MNKKLLMNFFIVSPLLLATTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS--- 
               10        20        30        40        50           
 
            50        60        70        80                        
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC                        
       :.. ::: .   ::..:                                            
gi|136 DTFTNSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSE 
        60        70        80        90       100       110        
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 77.6  bits: 21.0 E():   24 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (43-72:90-122) 
 
             20        30        40        50           60          
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
      70        80                                                  
2MEPSP KAAKRAVVVGC                                                  
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 77.6  bits: 21.0 E():   24 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (28-72:70-122) 
 
                  10        20        30        40             50   
2MEPSP    AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 351

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                60        70        80                              
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGC                              
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 77.6  bits: 21.0 E():   24 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (28-72:70-122) 
 
                  10        20        30        40             50   
2MEPSP    AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
                60        70        80                              
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGC                              
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 77.5  bits: 16.6 E():   24 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (66-79:3-16) 
 
          40        50        60        70        80     
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC     
                                     :.: .::.  : ::      
gi|463                             DFVDAHNAARAQVGVGPVHWT 
                                           10        20  
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 49; 29.3% identity (61.0% similar) in 41 aa overlap (8-48:268-308) 
 
                                      10        20        30        
2MEPSP                        AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ::: :. . .:   . :.:.  .. .:... 
gi|148 WIGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVG 
       240       250       260       270       280       290        
 
        40        50        60        70        80                  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC                  
         : : .:  :                                                  
gi|148 ALTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGD 
       300       310       320       330       340       350        
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.9 E():   27 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (62-77:172-187) 
 
              40        50        60        70        80            
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC            
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.9 E():   27 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (62-77:173-188) 
 
              40        50        60        70        80            
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC            
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
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gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.9 E():   27 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (62-77:173-188) 
 
              40        50        60        70        80            
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC            
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 76.7  bits: 22.8 E():   27 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (37-77:452-496) 
 
         10        20        30        40            50        60   
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
             70        80                                           
2MEPSP GLSVEADKAAKRAVVVGC                                           
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.8 E():   33 
Smith-Waterman score: 46; 21.9% identity (50.7% similar) in 73 aa overlap (3-75:122-194) 
 
                                           10        20        30   
2MEPSP                             AGAEEIVLQPIKEISGTVKLPGSKSLSNRILL 
                                     :::. . :  :..   :. .. ...      
gi|422 EAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAAN 
             100       110       120       130       140       150  
 
             40        50        60        70        80             
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC             
        :  ..  :: .  .:.:      :: ..  .    . :.:.:                  
gi|422 AAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFE 
             160       170       180       190       200       210  
 
gi|422 TALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKV 
             220       230       240       250        
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.0  bits: 18.9 E():   34 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (25-61:3-39) 
 
               10        20        30        40        50        60 
2MEPSP AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 
                               : :: .:::::.  .  ..   ...::    ...:  
gi|195                       MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLI 
                                     10        20        30         
 
               70        80                                         
2MEPSP TLGLSVEADKAAKRAVVVGC                                         
       :                                                            
gi|195 TPLPSCRDYVEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSG 
       40        50        60        70        80        90         
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.0  bits: 18.9 E():   34 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (25-61:3-39) 
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               10        20        30        40        50        60 
2MEPSP AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 
                               : :: .:::::.  .  ..   ...::    ...:  
gi|219                       MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLI 
                                     10        20        30         
 
               70        80                                         
2MEPSP TLGLSVEADKAAKRAVVVGC                                         
       :                                                            
gi|219 TPLPSCRDYVEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSG 
       40        50        60        70        80        90         
 
>>gi|169927|gb|AAA33947.1| beta-conglycinin-alpha subuni  (218 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.9  bits: 19.5 E():   34 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (1-31:153-183) 
 
                                             10        20        30 
2MEPSP                               AGAEEIVLQPIKEISGTVKLPGSKSLSNRI 
                                     ::... :.. :      . .::: .  ... 
gi|169 AGYPVVVNATSNLNFFAIGINAENNQRNFLAGSQDNVISQIPSQVQELAFPGSAQAVEKL 
            130       140       150       160       170       180   
 
               40        50        60        70        80 
2MEPSP LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC 
       :                                                  
gi|169 LKNQRESYFVDAQPNEKEEGNKGRKGPLSSILRAFY               
            190       200       210                       
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 74.8  bits: 20.7 E():   34 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (23-72:428-476) 
 
                       10        20        30        40        50   
2MEPSP         AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
             60        70        80             
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGC             
       .. .:. .  :.. :  . :                     
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG 
        460       470       480       490       
 
>>gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea mays  (411 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 74.7  bits: 20.4 E():   35 
Smith-Waterman score: 48; 37.0% identity (70.4% similar) in 27 aa overlap (2-26:337-363) 
 
                                            10          20          
2MEPSP                              AGAEEIVLQPI--KEISGTVKLPGSKSLSNR 
                                     :: ..... :  :.:.:: . : . ::    
gi|898 IHYENIKMEDSANPIFIDMKYCPNKLCTANGASKVTVKDITFKNITGTSSTPEAISLLCT 
        310       320       330       340       350       360       
 
      30        40        50        60        70        80 
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC 
                                                           
gi|898 AKVPCTGVTMDDVNVEYSGTNNKTMAICTNAKGSTKGCLKELACF       
        370       380       390       400       410        
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 20.7 E():   36 
Smith-Waterman score: 49; 29.3% identity (61.0% similar) in 41 aa overlap (8-48:398-438) 
 
                                      10        20        30        
2MEPSP                        AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ::: :. . .:   . :.:.  .. .:... 
gi|601 WIGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVG 
       370       380       390       400       410       420        
 
        40        50        60        70        80                  
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2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC                  
         : : .:  :                                                  
gi|601 ALTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGD 
       430       440       450       460       470       480        
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 74.4  bits: 20.7 E():   36 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (10-50:342-382) 
 
                                    10        20         30         
2MEPSP                      AGAEEIVLQPIKEISGTVKLP-GSKSLSNRILLLAALSE 
                                     :    :...  : :..: :.:   .::::  
gi|572 ASENQQRSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAAIAALS- 
             320       330       340       350       360       370  
 
       40        50        60        70        80                   
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC                   
       :. ....  .::                                                 
gi|572 GVLTAEKKQSSEGGSPVRSNRSSPVRSSRSSPVRSADSGPTENDLSTAEVQDSEKASEPK 
              380       390       400       410       420       430 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 74.2  bits: 20.7 E():   37 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (48-78:378-406) 
 
        20        30        40        50        60        70        
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
        80                                                          
2MEPSP VGC                                                          
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 46; 32.0% identity (80.0% similar) in 25 aa overlap (1-24:142-166) 
 
                                              10        20          
2MEPSP                               AGAEEI-VLQPIKEISGTVKLPGSKSLSNR 
                                     ::. .. ...:: :  :..:.:...      
gi|119 DATYKAAVGATPEAKFDSFVAAFTEALRVIAGVLKVHAVKPITEEIGAAKIPAGELQIID 
             120       130       140       150       160       170  
 
      30        40        50        60        70        80          
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC          
                                                                    
gi|119 KIDAAFKVAATAANAAPANDKFTVFEAAFNNAIKESTGGAYDTYKSIPSLEAAVKQAYAA 
             180       190       200       210       220       230  
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 48; 41.7% identity (58.3% similar) in 24 aa overlap (2-25:87-109) 
 
                                            10        20        30  
2MEPSP                              AGAEEIVLQPIKEISGTVKLPGSKSLSNRIL 
                                     : .:: .:  : : : .  :: .:       
gi|186 PNNKPFQCAGVALSRCTLNRNALRRPSYTNGPQEIYIQQGKGIFGMI-YPGCSSTFEEPQ 
         60        70        80        90       100        110      
 
              40        50        60        70        80            
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC            
                                                                    
gi|186 QPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQL 
         120       130       140       150       160       170      
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.6  bits: 19.5 E():   46 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 355

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 45; 21.9% identity (50.7% similar) in 73 aa overlap (3-75:150-222) 
 
                                           10        20        30   
2MEPSP                             AGAEEIVLQPIKEISGTVKLPGSKSLSNRILL 
                                     :::. . :  :..   :. .. ...      
gi|109 EAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAAN 
     120       130       140       150       160       170          
 
             40        50        60        70        80             
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC             
        :  ..  :: .  .:.:      :: ..  .    . :.:.:                  
gi|109 AAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFE 
     180       190       200       210       220       230          
 
gi|109 TALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKV 
     240       250       260       270       280      
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 45; 21.9% identity (50.7% similar) in 73 aa overlap (3-75:150-222) 
 
                                           10        20        30   
2MEPSP                             AGAEEIVLQPIKEISGTVKLPGSKSLSNRILL 
                                     :::. . :  :..   :. .. ...      
gi|239 EAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAAN 
     120       130       140       150       160       170          
 
             40        50        60        70        80             
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC             
        :  ..  :: .  .:.:      :: ..  .    . :.:.:                  
gi|239 AAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFE 
     180       190       200       210       220       230          
 
gi|239 TALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     240       250       260       270       280       
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 72.4  bits: 20.1 E():   47 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (43-71:90-121) 
 
             20        30        40        50           60          
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
      70        80                                                  
2MEPSP KAAKRAVVVGC                                                  
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 72.4  bits: 20.1 E():   47 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (43-71:90-121) 
 
             20        30        40        50           60          
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
      70        80                                                  
2MEPSP KAAKRAVVVGC                                                  
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.4  bits: 20.4 E():   47 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (45-78:381-414) 
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           20        30        40        50        60        70     
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
           80                                                       
2MEPSP AVVVGC                                                       
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.4  bits: 20.1 E():   47 
Smith-Waterman score: 47; 29.0% identity (64.5% similar) in 31 aa overlap (1-31:374-404) 
 
                                             10        20        30 
2MEPSP                               AGAEEIVLQPIKEISGTVKLPGSKSLSNRI 
                                     :: .. :.. :..    . .::: .  .:. 
gi|256 AAYPFVVNATSNLNFLAFGINAENNQRNFLAGEKDNVVRQIERQVQELAFPGSAQDVERL 
           350       360       370       380       390       400    
 
               40        50        60        70        80 
2MEPSP LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC 
       :                                                  
gi|256 LKKQRESYFVDAQPQQKEEGSKGRKGPFPSILGALY               
           410       420       430                        
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 72.0  bits: 18.0 E():   49 
Smith-Waterman score: 40; 33.3% identity (86.7% similar) in 15 aa overlap (45-59:5-19) 
 
           20        30        40        50        60        70     
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     ..:..::..  .::.                
gi|225                           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMV 
                                         10        20        30     
 
           80                                                       
2MEPSP AVVVGC                                                       
                                                                    
gi|225 GLKKKSPEDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDG 
           40        50        60        70        80        90     
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.0  bits: 18.0 E():   49 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (32-48:46-62) 
 
              10        20        30        40        50        60  
2MEPSP GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
              70        80                 
2MEPSP LGLSVEADKAAKRAVVVGC                 
                                           
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
          80        90       100       110 
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (24-60:246-282) 
 
                      10        20        30        40         50   
2MEPSP        AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
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             60        70        80                                 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGC                                 
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (24-60:246-282) 
 
                      10        20        30        40         50   
2MEPSP        AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
             60        70        80                                 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGC                                 
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (24-60:246-282) 
 
                      10        20        30        40         50   
2MEPSP        AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
             60        70        80                                 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGC                                 
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.6  bits: 20.4 E():   51 
Smith-Waterman score: 48; 30.9% identity (51.5% similar) in 68 aa overlap (7-74:463-526) 
 
                                       10        20        30       
2MEPSP                         AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::.    .:  :    :.:: ::   ...: 
gi|331 KVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGL 
            440       450       460       470       480       490   
 
         40        50        60        70        80                 
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC                 
           : : . .:.:   .  . : ::    ::.: .:.                       
gi|331 EVDETYVPKEFNAETFTFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTV 
            500       510           520       530       540         
 
gi|331 MGDFGAFVEKCCAAENKEGCFSEEGPKLVAAAQAALV 
      550       560       570       580      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.6  bits: 18.0 E():   52 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (52-61:55-64) 
 
              30        40        50        60        70        80  
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC  
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 19.8 E():   53 
Smith-Waterman score: 46; 20.6% identity (60.3% similar) in 63 aa overlap (1-63:33-95) 
 
                                             10        20        30 
2MEPSP                               AGAEEIVLQPIKEISGTVKLPGSKSLSNRI 
                                     ..: . ...:..  :.   : .. . ..:  
gi|188 TTLATDVRLSIAHQTRFALRLASTISSNPKSAASNAAFSPVSLHSALSLLAAGAGSATRD 
             10        20        30        40        50        60   
 
               40        50        60        70        80           
2MEPSP LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC           
        :.:.:. : .   . :  . :...:.   . :                            
gi|188 QLVATLGTGEVEGGHALAEQVVQFVLADASSAGGPRVAFANGVFVDASLLLKPSFQELAV 
             70        80        90       100       110       120   
 
gi|188 CKYKAETQSVDFQTKAAEVTTQVNSWVEKVTSGRIKNILPSGSVDNTTKLVLANALYFKG 
            130       140       150       160       170       180   
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.3  bits: 20.1 E():   53 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (2-25:87-109) 
 
                                            10        20        30  
2MEPSP                              AGAEEIVLQPIKEISGTVKLPGSKSLSNRIL 
                                     : .:: .:  : : : .  ::  :       
gi|186 PNNKPFQCAGVALSRCTLNRNALRRPSYTNGPQEIYIQQGKGIFGMI-YPGCPSTFEEPQ 
         60        70        80        90       100        110      
 
              40        50        60        70        80            
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC            
                                                                    
gi|186 QPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQL 
         120       130       140       150       160       170      
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.3  bits: 20.3 E():   53 
Smith-Waterman score: 48; 30.9% identity (51.5% similar) in 68 aa overlap (7-74:486-549) 
 
                                       10        20        30       
2MEPSP                         AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::.    .:  :    :.:: ::   ...: 
gi|668 KVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGL 
         460       470       480       490       500       510      
 
         40        50        60        70        80                 
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC                 
           : : . .:.:   .  . : ::    ::.: .:.                       
gi|668 EVDETYVPKEFNAETFTFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTV 
         520       530        540          550       560       570  
 
gi|668 MGDFGAFVEKCCAAENKEGCFSEEGPKLVAAAQAALV 
             580       590       600         
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 44; 21.9% identity (49.3% similar) in 73 aa overlap (3-75:140-212) 
 
                                           10        20        30   
2MEPSP                             AGAEEIVLQPIKEISGTVKLPGSKSLSNRILL 
                                     :::. . :  :..   :. .. ...      
gi|168 EAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQFIEKVDSALKVAATAAN 
     110       120       130       140       150       160          
 
             40        50        60        70        80             
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC             
        :: ..  :: .  .:        :: ..  .    . :.:.:                  
gi|168 AAAANDKFTVFEAAFNHAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFE 
     170       180       190       200       210       220          
 
gi|168 TALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       
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>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.9 E():   56 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (63-79:11-27) 
 
             40        50        60        70        80             
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC             
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.9 E():   56 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (42-73:71-102) 
 
              20        30        40        50        60        70  
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
              80                                                    
2MEPSP AKRAVVVGC                                                    
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 41; 26.7% identity (63.3% similar) in 30 aa overlap (34-63:108-137) 
 
            10        20        30        40        50        60    
2MEPSP EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 
                                     .:: :   ..:. :. ...  :.. . : : 
gi|219 LVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELDEMIAEIDTDG 
        80        90       100       110       120       130        
 
            70        80 
2MEPSP LSVEADKAAKRAVVVGC 
                         
gi|219 SGTVDFDEFMEMMTGD  
       140       150     
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.6  bits: 19.5 E():   58 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (57-79:150-174) 
 
         30        40        50        60          70        80     
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGC     
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.6  bits: 19.7 E():   58 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (43-75:91-126) 
 
             20        30        40        50           60          
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
      70        80                                                  
2MEPSP KAAKRAVVVGC                                                  

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 360

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.6  bits: 15.0 E():   59 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (62-69:10-17) 
 
              40        50        60        70        80 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC 
                                     :::: .:.            
gi|856                      ANPTFGFTPLGLSSDAN            
                                    10                   
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.2  bits: 18.3 E():   62 
Smith-Waterman score: 41; 26.2% identity (54.1% similar) in 61 aa overlap (18-78:34-94) 
 
                            10        20        30        40        
2MEPSP              AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .:: ..:. ..: ::  . : : .   
gi|532 KAGDSFPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSAN 
            10        20        30        40        50        60    
 
        50        60        70        80                            
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC                            
       .  .    :  ::. :..  :  : . : :.                              
gi|532 HVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIG 
            70        80        90       100       110       120    
 
gi|532 WADEEGRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
           130       140       150       160        
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.4 E():   62 
Smith-Waterman score: 45; 28.0% identity (72.0% similar) in 25 aa overlap (45-69:155-179) 
 
           20        30        40        50        60        70     
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     :.:. ::. ..  .. . : :...:      
gi|495 KHAAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVG 
          130       140       150       160       170       180     
 
           80                                                       
2MEPSP AVVVGC                                                       
                                                                    
gi|495 ISKGVTITNTKIATGDDCISIGPGSQNVTITQVNCGPGHGISIGSLGRYNNEKEVRGITV 
          190       200       210       220       230       240     
 
>>gi|417370|sp|P24296.2|NLTP1_WHEAT RecName: Full=Non-sp  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.0  bits: 17.7 E():   63 
Smith-Waterman score: 39; 33.3% identity (93.3% similar) in 15 aa overlap (30-44:11-25) 
 
               10        20        30        40        50        60 
2MEPSP AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 
                                    .:.:::. ......:                 
gi|417                    AQVMLMAVALVLMLAAVPRAAVAIDCGHVDSLVRPCLSYVQ 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP TLGLSVEADKAAKRAVVVGC                                         
                                                                    
gi|417 GGPGPSGQCCDGVKNLHNQARSQSDRQSACNCLKGIARGIHNLNEDNARSIPPKCGVNLP 
              50        60        70        80        90       100  
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 45; 34.3% identity (68.6% similar) in 35 aa overlap (33-67:214-246) 
 
             10        20        30        40        50        60   
2MEPSP AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
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                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
             70        80                                           
2MEPSP GLSVEADKAAKRAVVVGC                                           
        .:::                                                        
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (19-28:86-95) 
 
                           10        20        30        40         
2MEPSP             AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     . :::..: :                     
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK 
          60        70        80        90       100       110      
 
       50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGC 
                                        
gi|126 IVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL 
         120       130       140        
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 49; 23.8% identity (57.1% similar) in 63 aa overlap (6-67:11-73) 
 
                    10        20        30         40        50     
2MEPSP      AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHY 
                 :.. :: ....  .     ::. . .  :. : :  ..:..:    . .  
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKLETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQD 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGC                                   
       .:  ::  :..:.                                                
gi|225 LLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMDYLANDA 
               70        80        90       100       110       120 
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.5 E():   69 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (42-73:71-102) 
 
              20        30        40        50        60        70  
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
 
              80                                                    
2MEPSP AKRAVVVGC                                                    
       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.9  bits: 19.4 E():   73 
Smith-Waterman score: 45; 26.2% identity (50.8% similar) in 65 aa overlap (7-71:62-121) 
 
                                       10        20        30       
2MEPSP                         AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::. . ... :.  :.    .  .   : . 
gi|370 RSIVPSGASTGVHEALELRDGDKSKWLGKGVLKAVANVNDTIA-PALIEANIDVADQAKI 
              40        50        60        70         80        90 
 
         40        50        60        70        80                 
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC                 
       .:    .:.  :.      :::   ::.:. : ::                          
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gi|370 DEFLLKLDGTPNKAK----LGANAILGVSLAAAKAGAAQKDVPLYKHIADISKAKEGKFV 
              100           110       120       130       140       
 
gi|370 LPVPFQNVLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHLKSLTKKKYGQSA 
        150       160       170       180       190       200       
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.8  bits: 16.8 E():   73 
Smith-Waterman score: 44; 47.4% identity (73.7% similar) in 19 aa overlap (55-73:18-35) 
 
           30        40        50        60        70        80     
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC     
                                     .  :::::: :. ::.. .            
gi|124              GTRRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                            10        20         30        40       
 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70  
 
>>gi|46560474|gb|AAT00595.1| conarachin [Arachis hypogae  (299 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 43; 30.4% identity (69.6% similar) in 23 aa overlap (1-23:224-246) 
 
                                             10        20        30 
2MEPSP                               AGAEEIVLQPIKEISGTVKLPGSKSLSNRI 
                                     :: .. :.. :.. .  . .:::        
gi|465 AAHPVAINASSELHLLGFGINAENNHRIFLAGDKDNVIDQIEKQAKDLAFPGSGEQVEKL 
           200       210       220       230       240       250    
 
               40        50        60        70        80 
2MEPSP LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC 
                                                          
gi|465 IKNQRESHFVSARPQSQSPSSPEKEDQEEENQGGKGPLLSILKAFN     
           260       270       280       290              
 
>>gi|46560472|gb|AAT00594.1| conarachin [Arachis hypogae  (303 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.8 E():   76 
Smith-Waterman score: 43; 30.4% identity (69.6% similar) in 23 aa overlap (1-23:228-250) 
 
                                             10        20        30 
2MEPSP                               AGAEEIVLQPIKEISGTVKLPGSKSLSNRI 
                                     :: .. :.. :.. .  . .:::        
gi|465 AAHPVAINASSELHLLGFGINAENNHRIFLAGDKDNVIDQIEKQAKDLAFPGSGEQVEKL 
       200       210       220       230       240       250        
 
               40        50        60        70        80 
2MEPSP LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC 
                                                          
gi|465 IKNQRESHFVSARPQSQSPSSPEKEDQEEENQGGKGPLLSILKAFN     
       260       270       280       290       300        
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.5  bits: 16.8 E():   76 
Smith-Waterman score: 44; 47.4% identity (73.7% similar) in 19 aa overlap (55-73:20-37) 
 
           30        40        50        60        70        80     
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC     
                                     .  :::::: :. ::.. .            
gi|124            GTSFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                          10        20         30        40         
 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
       50        60        70    
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.5  bits: 19.4 E():   76 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (57-79:290-314) 
 
         30        40        50        60          70        80     
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGC     
                                     :. ::: :.:.:  : . . ::..:      

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 363

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|458 AEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNAD 
     260       270       280       290       300       310          
 
gi|458 ACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     320       330       340       350       360       370          
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 18.8 E():   76 
Smith-Waterman score: 43; 35.0% identity (70.0% similar) in 20 aa overlap (48-67:113-132) 
 
        20        30        40        50        60        70        
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:..           
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSMDDASVGSVSSE 
             90       100       110       120       130       140   
 
        80                                                          
2MEPSP VGC                                                          
                                                                    
gi|249 FHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTVFVSSFN 
            150       160       170       180       190       200   
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 18.5 E():   76 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (24-49:93-118) 
 
                      10        20        30        40        50    
2MEPSP        AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|664 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
             70        80        90       100       110       120   
 
            60        70        80                                  
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGC                                  
                                                                    
gi|664 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEAFEYFALEAYAFDIAAP 
            130       140       150       160       170       180   
 
>>gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Phosph  (167 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 40; 32.0% identity (68.0% similar) in 25 aa overlap (26-50:5-29) 
 
               10        20        30        40        50        60 
2MEPSP AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 
                                :.. .::: . :.:  . : . ..:           
gi|244                      MQVVLGSLFLLLLSTSHGWQIRDRIGDNELEERIIYPGT 
                                    10        20        30          
 
               70        80                                         
2MEPSP TLGLSVEADKAAKRAVVVGC                                         
                                                                    
gi|244 LWCGHGNKSSGPNELGRFKHTDACCRTHDMCPDVMSAGESKHGLTNTASHTRLSCDCDDK 
      40        50        60        70        80        90          
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.2  bits: 19.4 E():   79 
Smith-Waterman score: 45; 29.2% identity (56.2% similar) in 48 aa overlap (29-76:239-286) 
 
                 10        20        30        40        50         
2MEPSP   AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 
                                     ::  :..:... :.. : :..:         
gi|845 SAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADL 
      210       220       230       240       250       260         
 
       60        70        80                                       
2MEPSP LRTLGLSVEADKAAKRAVVVGC                                       
        .:      ::. :.::.                                           
gi|845 DETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAE 
      270       280       290       300       310       320         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
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 initn:  36 init1:  36 opt:  36  Z-score: 68.0  bits: 16.8 E():   81 
Smith-Waterman score: 44; 47.4% identity (73.7% similar) in 19 aa overlap (55-73:25-42) 
 
           30        40        50        60        70        80     
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC     
                                     .  :::::: :. ::.. .            
gi|144       MADDMERIFKRFDTNGDGKISLSELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                     10        20        30         40        50    
 
gi|144 FIDFNEFISFCNANPGLMKDVAKVF 
            60        70         
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 44; 44.4% identity (72.2% similar) in 18 aa overlap (10-27:323-340) 
 
                                    10        20        30          
2MEPSP                      AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEG 
                                     : :.:...    :::.::             
gi|210 APNVCTIAASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGA 
            300       310       320       330       340       350   
 
      40        50        60        70        80      
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC      
                                                      
gi|210 AAYLMALEGVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
            360       370       380       390         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.9  bits: 19.4 E():   82 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (57-79:286-310) 
 
         30        40        50        60          70        80     
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGC     
                                     :. ::: :.:.:  : . . ::..:      
gi|796 VEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
         260       270       280       290       300       310      
 
gi|796 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT 
         320       330       340       350       360       370      
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.9  bits: 19.4 E():   82 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (57-79:286-310) 
 
         30        40        50        60          70        80     
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGC     
                                     :. ::: :.:.:  : . . ::..:      
gi|142 VEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
         260       270       280       290       300       310      
 
gi|142 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT 
         320       330       340       350       360       370      
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 45; 31.1% identity (60.0% similar) in 45 aa overlap (6-47:394-438) 
 
                                        10        20        30      
2MEPSP                          AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLA- 
                                     . ::: :. . .:     :.:.. :. .:  
gi|214 STWIGSKHAVNTISGTSMASPHIAGLLAYFVSLQPSKDSAFAVDELTPKKLKKDIIAIAT 
           370       380       390       400       410       420    
 
             40        50        60        70        80             
2MEPSP --ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC             
         ::..  . . :::                                              
gi|214 QGALTDIPSDTPNLLAWNGGGSSNYTDIIASGGYKVNASVKDRFEGLVHKAEKLLTEELG 
           430       440       450       460       470       480    
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
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 initn:  38 init1:  38 opt:  45  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 49; 29.2% identity (60.4% similar) in 48 aa overlap (3-47:390-437) 
 
                                           10        20        30   
2MEPSP                             AGAEEIVLQPIKEISGTVKLPGSKSLSNRILL 
                                     :  . ::: .. . .:.    :.:.. ..  
gi|120 NILSTWIGSKYAVNTISGTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALIT 
     360       370       380       390       400       410          
 
                40        50        60        70        80          
2MEPSP LA---ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC          
       .:   :::.  . . :::                                           
gi|120 IATSGALSDIPSDTPNLLAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVI 
     420       430       440       450       460       470          
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.5  bits: 16.8 E():   86 
Smith-Waterman score: 44; 47.4% identity (73.7% similar) in 19 aa overlap (55-73:29-46) 
 
           30        40        50        60        70        80     
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC     
                                     .  :::::: :. ::.. .            
gi|187   KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                 10        20        30         40        50        
 
gi|187 FIDFDEFISFCNANPGLMKDVAKVF 
        60        70        80   
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 39; 28.9% identity (48.9% similar) in 45 aa overlap (29-73:39-83) 
 
                 10        20        30        40        50         
2MEPSP   AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 
                                     ::    ::   .  . : :..  :   : : 
gi|144 NDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDSKVDEKLDA 
       10        20        30        40        50        60         
 
       60        70        80                                       
2MEPSP LRTLGLSVEADKAAKRAVVVGC                                       
            :..: ::...                                              
gi|144 GDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMP 
       70        80        90       100       110       120         
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 45; 25.8% identity (64.5% similar) in 31 aa overlap (1-31:452-482) 
 
                                             10        20        30 
2MEPSP                               AGAEEIVLQPIKEISGTVKLPGSKSLSNRI 
                                     ::.:. :.. . .    . .::: .  .:. 
gi|149 AGYPISVNASSNLRLLGFGINANENQRNFLAGSEDNVISQLDREVKELTFPGSAQDVERL 
             430       440       450       460       470       480  
 
               40        50        60        70        80 
2MEPSP LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC 
       .                                                  
gi|149 IKNQQQSYFANAQPQQKQQREKEGRRGRRSLISSILSTLY           
             490       500       510       520            
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.3 E():   90 
Smith-Waterman score: 38; 38.5% identity (76.9% similar) in 13 aa overlap (68-80:9-21) 
 
        40        50        60        70        80                  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC                  
                                     :..  :...: ::                  
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
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       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.3 E():   90 
Smith-Waterman score: 38; 38.5% identity (76.9% similar) in 13 aa overlap (68-80:9-21) 
 
        40        50        60        70        80                  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC                  
                                     :..  :...: ::                  
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.3 E():   90 
Smith-Waterman score: 38; 38.5% identity (76.9% similar) in 13 aa overlap (68-80:9-21) 
 
        40        50        60        70        80                  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC                  
                                     :..  :...: ::                  
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.3 E():   90 
Smith-Waterman score: 38; 38.5% identity (76.9% similar) in 13 aa overlap (68-80:9-21) 
 
        40        50        60        70        80                  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC                  
                                     :..  :...: ::                  
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.3 E():   90 
Smith-Waterman score: 38; 38.5% identity (76.9% similar) in 13 aa overlap (68-80:9-21) 
 
        40        50        60        70        80                  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC                  
                                     :..  :...: ::                  
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.3 E():   90 
Smith-Waterman score: 38; 38.5% identity (76.9% similar) in 13 aa overlap (68-80:9-21) 
 
        40        50        60        70        80                  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC                  
                                     :..  :...: ::                  
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.3 E():   91 
Smith-Waterman score: 38; 38.5% identity (76.9% similar) in 13 aa overlap (68-80:10-22) 
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        40        50        60        70        80                  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC                  
                                     :..  :...: ::                  
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|11513601|pdb|1G5U|A Chain A, Latex Profilin Hevb8    (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (36-58:1-23) 
 
          10        20        30        40        50        60      
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|115                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
          70        80                                              
2MEPSP VEADKAAKRAVVVGC                                              
                                                                    
gi|115 SVWAQSSSFPQFKSDEVAAVMKDFDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSG 
               40        50        60        70        80        90 
 
>>gi|14423856|sp|Q9LEI8.1|PROF6_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (36-58:1-23) 
 
          10        20        30        40        50        60      
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|144                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
          70        80                                              
2MEPSP VEADKAAKRAVVVGC                                              
                                                                    
gi|144 SVWAQSSSFPQFKSDEVAAVMKDFDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSG 
               40        50        60        70        80        90 
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (36-58:1-23) 
 
          10        20        30        40        50        60      
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|144                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
          70        80                                              
2MEPSP VEADKAAKRAVVVGC                                              
                                                                    
gi|144 SVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQGEPGAVIRGKKGSG 
               40        50        60        70        80        90 
 
>>gi|14423858|sp|Q9M7M8.1|PROF5_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (36-58:1-23) 
 
          10        20        30        40        50        60      
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|144                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
          70        80                                              
2MEPSP VEADKAAKRAVVVGC                                              
                                                                    
gi|144 SVWAQSSGFPQFKSDEVAAVMKDFDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSG 
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               40        50        60        70        80        90 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 18.2 E():   93 
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (6-19:145-158) 
 
                                        10        20        30      
2MEPSP                          AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAA 
                                     :.::  ....:...                 
gi|170 CHVMQQQCCQQLPQIPQQSRYQAIRAIIYSIILQEQQQVQGSIQSQQQQPQQLGQCVSQP 
          120       130       140       150       160       170     
 
          40        50        60        70        80                
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC                
                                                                    
gi|170 QQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVMTSIALRILPTMCSVNVPLYRTTTSVP 
          180       190       200       210       220       230     
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 40; 45.5% identity (100.0% similar) in 11 aa overlap (36-46:113-123) 
 
          10        20        30        40        50        60      
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     ..::.:..::.                    
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
          70        80                                              
2MEPSP VEADKAAKRAVVVGC                                              
                                                                    
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.5 E():   94 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (24-49:153-178) 
 
                      10        20        30        40        50    
2MEPSP        AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|668 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
            130       140       150       160       170       180   
 
            60        70        80                                  
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGC                                  
                                                                    
gi|668 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFALEAYAFDIAAP 
            190       200       210       220       230       240   
 
>>gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 43; 35.0% identity (90.0% similar) in 20 aa overlap (31-50:93-112) 
 
               10        20        30        40        50        60 
2MEPSP AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 
                                     .: .:..:. :::......:           
gi|187 STSLGLETFQSFYIGGGANSHSVLSGFEPAILETAFNESRTVVEEIFSKELDGPIMFVDD 
             70        80        90       100       110       120   
 
               70        80                                         
2MEPSP TLGLSVEADKAAKRAVVVGC                                         
                                                                    
gi|187 SHVPSLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENK 
            130       140       150       160       170       180   
 
>>gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 43; 35.0% identity (90.0% similar) in 20 aa overlap (31-50:93-112) 
 
               10        20        30        40        50        60 
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2MEPSP AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 
                                     .: .:..:. :::......:           
gi|187 STSLGLETFQSFYIGGGANSHSVLSGFEPAILETAFNESRTVVEEIFSKELDGPIMFVDD 
             70        80        90       100       110       120   
 
               70        80                                         
2MEPSP TLGLSVEADKAAKRAVVVGC                                         
                                                                    
gi|187 SHAPSLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENK 
            130       140       150       160       170       180   
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 38; 38.5% identity (76.9% similar) in 13 aa overlap (68-80:15-27) 
 
        40        50        60        70        80                  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC                  
                                     :..  :...: ::                  
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=Calci  (205 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.9 E():   96 
Smith-Waterman score: 41; 29.7% identity (64.9% similar) in 37 aa overlap (44-78:147-180) 
 
            20        30        40        50        60          70  
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS--VEADKA 
                                     :. .........::    ::.:   : :.. 
gi|116 DDNEEDMRKSILSQEEADSFGGFKVFDEDGDGYISARELQMVLG---KLGFSEGSEIDRV 
        120       130       140       150       160          170    
 
              80                        
2MEPSP AKRAVVVGC                        
        :  : :                          
gi|116 EKMIVSVDSNRDGRVDFFEFKDMMRSVLVRSS 
           180       190       200      
 
>>gi|47605504|sp|Q8LGR0.1|CHE1_CHEAL RecName: Full=Polle  (168 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 39; 35.7% identity (64.3% similar) in 28 aa overlap (52-79:7-34) 
 
              30        40        50        60        70        80  
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC  
                                     :  ..::: .:.:.  :. : ..  : :   
gi|476                         MAKCQAVFLLVGALCVLSLAGVANAAENHFKVQGMV 
                                       10        20        30       
 
gi|476 YCDTCRIQFMTRISTIMEGATVKLECRNITAGTQTFKAEAVTDKVGQYSIPVNGDFEDDI 
         40        50        60        70        80        90       
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 39; 24.6% identity (54.1% similar) in 61 aa overlap (18-78:35-95) 
 
                            10        20        30        40        
2MEPSP              AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|668 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
        50        60        70        80                            
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC                            
       .  .    :  .:. :..: :  : . : :.                              
gi|668 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|668 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
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>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 39; 24.6% identity (54.1% similar) in 61 aa overlap (18-78:35-95) 
 
                            10        20        30        40        
2MEPSP              AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|276 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
        50        60        70        80                            
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC                            
       .  .    :  .:. :..: :  : . : :.                              
gi|276 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|276 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 18.5 E():   96 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (24-49:153-178) 
 
                      10        20        30        40        50    
2MEPSP        AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|833 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
            130       140       150       160       170       180   
 
            60        70        80                                  
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGC                                  
                                                                    
gi|833 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFALEAYAFDIAAP 
            190       200       210       220       230       240   
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.8 E():   98 
Smith-Waterman score: 43; 47.1% identity (76.5% similar) in 17 aa overlap (24-40:246-262) 
 
                      10        20        30        40        50    
2MEPSP        AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     :::. . .:: .:. ::              
gi|169 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEA 
         220       230       240       250       260       270      
 
            60        70        80                                  
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGC                                  
                                                                    
gi|169 AKWGPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDAS 
         280       290       300       310       320       330      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:22 2011 done: Tue Apr 19 10:57:22 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 21  - 100 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
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       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     1     2:* 
  32     2     8:= * 
  34    14    22:=====  * 
  36    24    44:========      * 
  38    57    73:===================     * 
  40    84   102:============================     * 
  42    72   125:========================                 * 
  44   127   138:===========================================  * 
  46   161   140:==============================================*======= 
  48   176   134:============================================*============== 
  50   153   122:========================================*========== 
  52   121   108:===================================*===== 
  54   107    92:==============================*===== 
  56    98    77:=========================*======= 
  58    59    63:====================* 
  60    43    51:=============== * 
  62    19    41:=======      * 
  64    34    33:==========*= 
  66    19    26:======= * 
  68    20    20:======* 
  70    17    16:=====* 
  72    17    12:===*== 
  74     6    10:== * 
  76     8     8:==* 
  78    15     6:=*=== 
  80    12     5:=*== 
  82     6     3:*= 
  84    11     3:*=== 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     2     0:=         *== 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.15250.0032; mu= 4.2801 0.167 
 mean_var=38.000910.627, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.208055 
 Kolmogorov-Smirnov  statistic: 0.0889 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 25.1     1.1 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 25.1     1.1 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.6     1.9 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   56 22.1     4.6 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.6     5.6 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.7     9.2 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.7     9.2 
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gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.7     9.2 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.7     9.2 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.7     9.2 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.7     9.2 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.7     9.3 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.7     9.7 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.7      10 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.7      10 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.7      11 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.7      11 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   49 20.1      12 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.8      13 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 19.8      14 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   55 21.8      14 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.8      14 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   50 20.3      15 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 20.6      15 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.8      17 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.8      17 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.8      17 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.8      17 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.8      17 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.8      17 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.8      17 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.8      17 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.8      17 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.8      17 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   55 21.7      18 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.8      18 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.8      19 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.8      19 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.8      19 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.8      19 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.8      19 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.8      19 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.8      19 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 20.9      21 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   46 19.2      22 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   48 19.7      23 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   48 19.7      23 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.2      23 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.7      24 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.6      24 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.6      25 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.7      26 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.7      26 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.1      26 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 20.8      27 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 20.8      28 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.6      30 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.3      30 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.4      34 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 20.0      35 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   50 20.3      35 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.1      36 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.7      39 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   43 18.3      40 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.2      41 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.2      42 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.2      42 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.8      42 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   49 20.0      44 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.1      45 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.1      45 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.1      45 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.4      45 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.8      47 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   42 18.0      49 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   42 18.0      49 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   42 18.0      49 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   42 18.0      49 
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gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 21.9      50 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.1      52 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.3      53 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.3      53 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 19.7      54 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.1      55 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.1      56 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   50 20.2      56 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 19.9      58 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   50 20.2      59 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.8      61 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.8      61 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.8      61 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 19.9      62 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.8      64 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.0      66 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.8      67 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.8      67 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.8      67 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.8      67 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.8      67 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.8      67 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.8      67 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.8      67 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.8      68 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.8      68 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.0      70 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 18.0      72 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   44 18.5      73 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.3      74 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.4      75 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.3      76 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.3      76 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.6      77 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.4      79 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.8      80 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.6      81 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.1      82 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.1      82 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.1      82 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.2      87 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.2      87 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.8      93 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.0      94 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   45 18.8      97 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.6      98 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   47 19.3   1e 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 101.9  bits: 25.1 E():  1.1 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (7-49:3-45) 
 
               10        20        30         40        50          
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVV 
             :.: .:::.::. :..:.  : . :  : .  :  : .: .: :           
gi|668     MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWI 
                   10        20         30        40        50      
 
      60        70        80                                        
2MEPSP GCGGKFPVEDAKEEVQLFLGN                                        
                                                                    
gi|668 NEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGE 
          60        70        80        90       100       110      
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 101.9  bits: 25.1 E():  1.1 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (7-49:3-45) 
 
               10        20        30         40        50          
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVV 
             :.: .:::.::. :..:.  : . :  : .  :  : .: .: :           
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gi|833     MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWI 
                   10        20         30        40        50      
 
      60        70        80                                        
2MEPSP GCGGKFPVEDAKEEVQLFLGN                                        
                                                                    
gi|833 NEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGE 
          60        70        80        90       100       110      
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 97.6  bits: 23.6 E():  1.9 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (25-54:33-62) 
 
                     10        20        30        40        50     
2MEPSP       LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
           60        70        80                                   
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGN                                   
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 90.6  bits: 22.1 E():  4.6 
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (3-62:114-176) 
 
                                           10           20          
2MEPSP                             LPGSKSLSNRILLLAALS---EGTTVVDNLLN 
                                     : .. ...... .:..   .:  :: . .  
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA 
            90       100       110       120       130       140    
 
      30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
       .:  . ..  ...:: :  . ..  :  .:.::                   
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL                 
           150       160       170                         
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 89.0  bits: 21.6 E():  5.6 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (36-61:75-101) 
 
          10        20        30        40         50        60     
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
           70        80                           
2MEPSP FPVEDAKEEVQLFLGN                           
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.2  bits: 20.7 E():  9.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:9-26) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
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       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.2  bits: 20.7 E():  9.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:9-26) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.2  bits: 20.7 E():  9.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:9-26) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.2  bits: 20.7 E():  9.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:9-26) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.2  bits: 20.7 E():  9.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:9-26) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.2  bits: 20.7 E():  9.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:9-26) 
 
       20        30        40        50        60        70         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 376

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.1  bits: 20.7 E():  9.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:10-27) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.7 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:15-32) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.2  bits: 20.7 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:25-42) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.2  bits: 20.7 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:25-42) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
       80                                                           
2MEPSP GN                                                           
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gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.1  bits: 20.7 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:26-43) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.1  bits: 20.7 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:26-43) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 83.3  bits: 20.1 E():   12 
Smith-Waterman score: 49; 31.0% identity (64.3% similar) in 42 aa overlap (40-80:31-70) 
 
      10        20        30        40         50        60         
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
       70        80                                        
2MEPSP DAKEEVQLFLGN                                        
       .  ::..::: :                                        
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.2  bits: 21.8 E():   13 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (27-55:246-275) 
 
                   10        20        30         40        50      
2MEPSP     LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
          60        70        80                                    
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGN                                    
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.9  bits: 19.8 E():   14 
Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (22-79:45-102) 
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                        10        20        30        40        50  
2MEPSP          LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
              60        70        80     
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGN     
       ::  :.. .   :   :. ::: .  .:      
gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD 
           80        90       100        
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 81.8  bits: 21.8 E():   14 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (18-68:161-217) 
 
                            10        20         30           40    
2MEPSP              LPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
              50        60        70        80                      
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN                      
       ::...:  :.    .. .  . .: .:                                  
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 81.6  bits: 19.8 E():   14 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (26-72:5-46) 
 
               10        20        30        40        50        60 
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                ..:..::..  .::.     ..:. .  :   .:: 
gi|225                      MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVG 
                                    10        20            30      
 
               70        80                                         
2MEPSP CGGKFPVEDAKEEVQLFLGN                                         
          : : ::.:.                                                 
gi|225 LKKKSP-EDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDG 
          40         50        60        70        80        90     
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.4  bits: 20.3 E():   15 
Smith-Waterman score: 50; 29.5% identity (54.1% similar) in 61 aa overlap (4-64:39-99) 
 
                                          10        20        30    
2MEPSP                            LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     :: ..:. ..: ::  . : : .  .  .  
gi|532 FPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSANHVPEY 
       10        20        30        40        50        60         
 
            40        50        60        70        80              
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN              
          :  ::. :..  :  : . : :..  ::                              
gi|532 IQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIGWADEE 
       70        80        90       100       110       120         
 
gi|532 GRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
      130       140       150       160        
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 81.4  bits: 20.6 E():   15 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (17-69:113-176) 
 
                             10        20         30        40      
2MEPSP               LPGSKSLSNRILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
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gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
          50                  60        70        80                
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEVQLFLGN                
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:9-26) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:9-26) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:9-26) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:9-26) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
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       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:9-26) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:9-26) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:9-26) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:9-26) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:9-26) 
 
       20        30        40        50        60        70         
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2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:9-26) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (18-68:191-247) 
 
                            10        20         30           40    
2MEPSP              LPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
              50        60        70        80                      
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN                      
       ::...:  :.    .. .  . .: .:                                  
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.7  bits: 19.8 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:18-35) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.5  bits: 19.8 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:22-39) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
       80                                                           
2MEPSP GN                                                           

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 382

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                                                    
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.3  bits: 19.8 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:26-43) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.3  bits: 19.8 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:26-43) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.3  bits: 19.8 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:26-43) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.3  bits: 19.8 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:26-43) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.3  bits: 19.8 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:26-43) 
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       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.3  bits: 19.8 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:26-43) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.6  bits: 20.9 E():   21 
Smith-Waterman score: 52; 33.3% identity (66.7% similar) in 33 aa overlap (48-80:17-49) 
 
        20        30        40        50        60        70        
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     :..:.:     .:  :.  ..:::...: : 
gi|190               MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGF 
                             10        20        30        40       
 
        80                                                          
2MEPSP LGN                                                          
        :.                                                          
gi|190 AGHGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQS 
         50        60        70        80        90       100       
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 78.5  bits: 19.2 E():   22 
Smith-Waterman score: 46; 31.0% identity (61.9% similar) in 42 aa overlap (40-80:31-70) 
 
      10        20        30        40        50        60          
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP-VE 
                                     ... ::: ..   .:.: ..    :   .: 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
       70        80                                        
2MEPSP DAKEEVQLFLGN                                        
       .  ::..::: :                                        
gi|294 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                 70        80        90       100          
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.1  bits: 19.7 E():   23 
Smith-Waterman score: 48; 27.9% identity (54.1% similar) in 61 aa overlap (4-64:40-100) 
 
                                          10        20        30    
2MEPSP                            LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     ::  ... ..: ::  . : : .  .  .  
gi|668 FPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEY 
      10        20        30        40        50        60          
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            40        50        60        70        80              
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN              
          :  .:. :..: :  : . : :..  ::                              
gi|668 IEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEE 
      70        80        90       100       110       120          
 
gi|668 GRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
     130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.1  bits: 19.7 E():   23 
Smith-Waterman score: 48; 27.9% identity (54.1% similar) in 61 aa overlap (4-64:40-100) 
 
                                          10        20        30    
2MEPSP                            LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     ::  ... ..: ::  . : : .  .  .  
gi|276 FPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEY 
      10        20        30        40        50        60          
 
            40        50        60        70        80              
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN              
          :  .:. :..: :  : . : :..  ::                              
gi|276 IEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEE 
      70        80        90       100       110       120          
 
gi|276 GRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
     130       140       150       160         
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 77.9  bits: 17.2 E():   23 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (46-58:5-17) 
 
          20        30        40        50        60        70      
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .: :: .:: :::                  
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI     
                                         10        20        30     
 
          80 
2MEPSP LFLGN 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.8  bits: 19.7 E():   24 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (49-66:55-72) 
 
       20        30        40        50        60        70         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
       80                                                           
2MEPSP GN                                                           
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.5  bits: 20.6 E():   24 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (25-73:221-261) 
 
                     10        20        30        40        50     
2MEPSP       LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
           60        70        80                                   
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGN                                   
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
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           250        260       270       280       290       300   
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 77.4  bits: 18.6 E():   25 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (47-78:40-71) 
 
         20        30        40        50        60        70       
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
         80            
2MEPSP FLGN            
       :.              
gi|154 FVDSLDKIAQVPRVG 
      70        80     
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.9  bits: 19.7 E():   26 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (44-77:152-189) 
 
            20        30        40        50           60        70 
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
                80   
2MEPSP K-EEVQLFLGN   
       : :. .::      
gi|313 KCERGKLFANCCK 
             190     
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.9  bits: 19.7 E():   26 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (44-77:152-189) 
 
            20        30        40        50           60        70 
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
                80   
2MEPSP K-EEVQLFLGN   
       : :. .::      
gi|476 KCERGKLFANCCK 
             190     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 76.9  bits: 21.1 E():   26 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (27-51:201-228) 
 
                   10        20        30           40        50    
2MEPSP     LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            60        70        80                                  
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGN                                  
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.6  bits: 20.8 E():   27 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (22-53:88-122) 
 
                        10        20        30           40         
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2MEPSP          LPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
       50        60        70        80                             
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN                             
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 76.5  bits: 20.8 E():   28 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (22-53:88-122) 
 
                        10        20        30           40         
2MEPSP          LPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
       50        60        70        80                             
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN                             
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.9  bits: 20.6 E():   30 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (18-44:72-98) 
 
                            10        20        30        40        
2MEPSP              LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
        50        60        70        80                            
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN                            
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.8  bits: 18.3 E():   30 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (50-78:43-71) 
 
      20        30        40        50        60        70          
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
      80            
2MEPSP N            
                    
gi|122 SLDKIAQVPRVG 
             80     
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.8  bits: 19.4 E():   34 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (25-54:33-62) 
 
                     10        20        30        40        50     
2MEPSP       LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
           60        70        80                                   
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGN                                   
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gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.7  bits: 20.0 E():   35 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (29-79:113-157) 
 
                 10        20        30        40        50         
2MEPSP   LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
       60        70        80                                       
2MEPSP VGCGGKFPVEDAKEEVQLFLGN                                       
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 50; 26.9% identity (73.1% similar) in 26 aa overlap (46-71:315-340) 
 
          20        30        40        50        60        70      
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
          80                             
2MEPSP LFLGN                             
                                         
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.4  bits: 16.1 E():   36 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (47-60:3-16) 
 
         20        30        40        50        60        70       
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     :.: .::.  : ::                 
gi|463                             DFVDAHNAARAQVGVGPVHWT            
                                           10        20             
 
         80 
2MEPSP FLGN 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.7  bits: 19.7 E():   39 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (31-55:195-217) 
 
               10        20        30        40        50        60 
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
               70        80                                         
2MEPSP CGGKFPVEDAKEEVQLFLGN                                         
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.6  bits: 18.3 E():   40 
Smith-Waterman score: 43; 30.8% identity (61.5% similar) in 39 aa overlap (43-80:34-70) 
 
             20        30        40         50        60        70  
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
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                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
              80                                        
2MEPSP EEVQLFLGN                                        
       ::..::: :                                        
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.3  bits: 20.2 E():   41 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (24-53:90-122) 
 
                      10        20        30           40        50 
2MEPSP        LPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
               60        70        80                               
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGN                               
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.3  bits: 20.2 E():   42 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (9-53:70-122) 
 
                                     10        20             30    
2MEPSP                       LPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
               40        50        60        70        80           
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN           
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.3  bits: 20.2 E():   42 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (9-53:70-122) 
 
                                     10        20             30    
2MEPSP                       LPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
               40        50        60        70        80           
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN           
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 73.2  bits: 15.8 E():   42 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (60-68:4-12) 
 
      30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                     ::...: .:             
gi|544                            APPGCSNHFNLETVFGNFVK     
                                          10        20     
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 49; 50.0% identity (77.8% similar) in 18 aa overlap (5-22:246-263) 
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                                         10        20        30     
2MEPSP                           LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     :::. . .:: .:. :::             
gi|215 GAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTYTAEET 
         220       230       240       250       260       270      
 
           40        50        60        70        80               
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN               
                                                                    
gi|215 AKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTELDDAS 
         280       290       300       310       320       330      
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.1 E():   45 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (43-58:172-187) 
 
             20        30        40        50        60        70   
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
             80        
2MEPSP EVQLFLGN        
                       
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.1 E():   45 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (43-58:173-188) 
 
             20        30        40        50        60        70   
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
             80        
2MEPSP EVQLFLGN        
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.1 E():   45 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (43-58:173-188) 
 
             20        30        40        50        60        70   
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
             80        
2MEPSP EVQLFLGN        
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (60-73:91-104) 
 
      30        40        50        60        70        80          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN          
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
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gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.3  bits: 18.8 E():   47 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (37-76:106-145) 
 
         10        20        30        40        50        60       
2MEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
         70        80                                       
2MEPSP VEDAKEEVQLFLGN                                       
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 72.0  bits: 18.0 E():   49 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (40-80:31-70) 
 
      10        20        30        40         50        60         
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
       70        80                                        
2MEPSP DAKEEVQLFLGN                                        
          ::..::: :                                        
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 72.0  bits: 18.0 E():   49 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (40-80:31-70) 
 
      10        20        30        40         50        60         
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
       70        80                                        
2MEPSP DAKEEVQLFLGN                                        
          ::..::: :                                        
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 72.0  bits: 18.0 E():   49 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (40-80:31-70) 
 
      10        20        30        40         50        60         
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
       70        80                                        
2MEPSP DAKEEVQLFLGN                                        
          ::..::: :                                        
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.0 E():   49 
Smith-Waterman score: 42; 26.2% identity (64.3% similar) in 42 aa overlap (40-80:31-70) 
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      10        20        30        40        50         60         
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
       70        80                                        
2MEPSP DAKEEVQLFLGN                                        
       .  ::..::: :                                        
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 71.9  bits: 21.9 E():   50 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (18-58:452-496) 
 
                            10        20            30        40    
2MEPSP              LPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
            50        60        70        80                        
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN                        
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 19.1 E():   52 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (60-73:76-89) 
 
      30        40        50        60        70        80          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN          
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.3  bits: 18.3 E():   53 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (6-42:3-39) 
 
               10        20        30        40        50        60 
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
            : :: .:::::.  .  ..   ...::    ...: :                   
gi|195    MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACRIET 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP CGGKFPVEDAKEEVQLFLGN                                         
                                                                    
gi|195 PGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRIL 
        60        70        80        90       100       110        
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.3  bits: 18.3 E():   53 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (6-42:3-39) 
 
               10        20        30        40        50        60 
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
            : :: .:::::.  .  ..   ...::    ...: :                   
gi|219    MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACRIET 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP CGGKFPVEDAKEEVQLFLGN                                         
                                                                    
gi|219 PGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRIL 
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        60        70        80        90       100       110        
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.2  bits: 19.7 E():   54 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (14-63:214-267) 
 
                                10        20        30        40    
2MEPSP                  LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
                  50        60        70        80                  
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN                  
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (60-73:91-104) 
 
      30        40        50        60        70        80          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN          
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (60-73:91-104) 
 
      30        40        50        60        70        80          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN          
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 70.9  bits: 20.2 E():   56 
Smith-Waterman score: 50; 26.0% identity (54.5% similar) in 77 aa overlap (4-80:479-551) 
 
                                          10        20        30    
2MEPSP                            LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     :.:: ::   ...:    : : . .:.:   
gi|331 CADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGLEVDETYVPKEFNAETF 
      450       460       470       480       490       500         
 
            40        50        60        70        80              
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN              
        .  . : ::    ::.: .:. ...    :   . . :...  .:.              
gi|331 TFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
      510           520       530       540       550       560     
 
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 70.7  bits: 19.9 E():   58 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (4-53:428-476) 
 
                                          10        20        30    
2MEPSP                            LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
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       400       410       420       430       440        450       
 
            40        50        60        70        80 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
       .. .:. .  :.. :  . :                            
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG        
        460       470       480       490              
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 70.6  bits: 20.2 E():   59 
Smith-Waterman score: 50; 26.0% identity (54.5% similar) in 77 aa overlap (4-80:502-574) 
 
                                          10        20        30    
2MEPSP                            LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     :.:: ::   ...:    : : . .:.:   
gi|668 CAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGLEVDETYVPKEFNAETF 
             480       490       500       510       520       530  
 
            40        50        60        70        80              
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN              
        .  . : ::    ::.: .:. ...    :   . . :...  .:.              
gi|668 TFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
              540          550       560       570       580        
 
gi|668 KEGCFSEEGPKLVAAAQAALV 
       590       600         
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.8 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (60-73:68-81) 
 
      30        40        50        60        70        80          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN          
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.8 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (60-73:68-81) 
 
      30        40        50        60        70        80          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN          
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.8 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (60-73:69-82) 
 
      30        40        50        60        70        80          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN          
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.1  bits: 19.9 E():   62 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (29-59:378-406) 
 
                 10        20        30        40        50         
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2MEPSP   LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
       60        70        80                                       
2MEPSP VGCGGKFPVEDAKEEVQLFLGN                                       
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.8 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (60-73:80-93) 
 
      30        40        50        60        70        80          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN          
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (43-67:16-40) 
 
             20        30        40        50        60        70   
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
             80                                                     
2MEPSP EVQLFLGN                                                     
                                                                    
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (60-73:91-104) 
 
      30        40        50        60        70        80          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN          
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (60-73:91-104) 
 
      30        40        50        60        70        80          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN          
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (60-73:91-104) 
 
      30        40        50        60        70        80          
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2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN          
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (60-73:91-104) 
 
      30        40        50        60        70        80          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN          
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (60-73:91-104) 
 
      30        40        50        60        70        80          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN          
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (60-73:91-104) 
 
      30        40        50        60        70        80          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN          
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (60-73:91-104) 
 
      30        40        50        60        70        80          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN          
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (60-73:91-104) 
 
      30        40        50        60        70        80          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN          
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
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              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (60-73:92-105) 
 
      30        40        50        60        70        80          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN          
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (60-73:93-106) 
 
      30        40        50        60        70        80          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN          
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (40-68:38-66) 
 
      10        20        30        40        50        60          
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
      70        80                                                  
2MEPSP AKEEVQLFLGN                                                  
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (35-69:48-86) 
 
           10        20        30        40        50               
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
      60        70        80                                        
2MEPSP GCGGKFPVEDAKEEVQLFLGN                                        
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 44; 37.9% identity (58.6% similar) in 29 aa overlap (13-41:49-74) 
 
                                 10        20        30        40   
2MEPSP                   LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     ::   : :.   :.. ::: .   ::..:  
gi|136 TTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS---DTFTNSEVLDNSLGSMRI 
       20        30        40        50           60        70      
 
             50        60        70        80                       
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2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN                       
                                                                    
gi|136 KNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYIHFQISGVTNTEKLP 
          80        90       100       110       120       130      
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.8  bits: 16.3 E():   74 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (61-75:30-44) 
 
               40        50        60        70        80  
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN  
                                     :     :.:.::...       
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN 
                10        20        30        40        50 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.4 E():   75 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (13-29:46-62) 
 
                                 10        20        30        40   
2MEPSP                   LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
             50        60        70        80 
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                              
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD    
          80        90       100       110    
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.5  bits: 19.3 E():   76 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (24-52:90-121) 
 
                      10        20        30           40        50 
2MEPSP        LPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
               60        70        80                               
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGN                               
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.5  bits: 19.3 E():   76 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (24-52:90-121) 
 
                      10        20        30           40        50 
2MEPSP        LPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
               60        70        80                               
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGN                               
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (26-59:381-414) 
 
                    10        20        30        40        50      
2MEPSP      LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
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              360       370       380       390       400       410 
 
          60        70        80                                    
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGN                                    
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (33-42:55-64) 
 
             10        20        30        40        50        60   
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
             70        80               
2MEPSP GKFPVEDAKEEVQLFLGN               
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (33-70:3-39) 
 
             10        20        30        40        50        60   
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :: .  ::  :.... :  ::. :. .: : 
gi|398                             MAVHQYTVAL-FLAVALVAGPAASYAADLGYG 
                                           10         20        30  
 
             70        80                                           
2MEPSP GKFPVEDAKEEVQLFLGN                                           
          :.  :                                                     
gi|398 PATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYR 
              40        50        60        70        80        90  
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.0  bits: 14.6 E():   81 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (43-50:10-17) 
 
             20        30        40        50        60        70   
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     :::: .:.                       
gi|856                      ANPTFGFTPLGLSSDAN                       
                                    10                              
 
             80 
2MEPSP EVQLFLGN 
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (5-41:246-282) 
 
                                         10        20         30    
2MEPSP                           LPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
            40        50        60        70        80              
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN              
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 67.9  bits: 19.1 E():   82 
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Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (5-41:246-282) 
 
                                         10        20         30    
2MEPSP                           LPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
            40        50        60        70        80              
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN              
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (5-41:246-282) 
 
                                         10        20         30    
2MEPSP                           LPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
            40        50        60        70        80              
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN              
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (44-60:11-27) 
 
            20        30        40        50        60        70    
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
            80                                                      
2MEPSP VQLFLGN                                                      
                                                                    
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (23-54:71-102) 
 
                       10        20        30        40        50   
2MEPSP         LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
             60        70        80                                 
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGN                                 
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (38-60:150-174) 
 
        10        20        30        40          50        60      
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
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          70        80                                              
2MEPSP PVEDAKEEVQLFLGN                                              
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.8  bits: 19.0 E():   94 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (24-56:91-126) 
 
                      10        20        30           40        50 
2MEPSP        LPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
               60        70        80                               
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGN                               
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (8-66:193-252) 
 
                                      10        20        30        
2MEPSP                        LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 
                                     :. .. ..  : :.:. .::. ..   ..: 
gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL 
            170       180       190       200       210       220   
 
        40        50        60             70        80             
2MEPSP GALRTLGLSVEADKAAKRAVVVG-----CGGKFPVEDAKEEVQLFLGN             
       :       .   ::. : .:. .     :: ..:                           
gi|195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSS 
                230       240       250       260       270         
 
gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG 
      280       290       300       310       320       330         
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.5  bits: 17.6 E():   98 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (36-62:146-170) 
 
          10        20        30        40        50        60      
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
          70        80 
2MEPSP PVEDAKEEVQLFLGN 
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.3  bits: 19.3 E(): 1e 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (47-75:106-134) 
 
         20        30        40        50        60        70       
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     ::  .... .:: ::   :  :.  :  :  
gi|298 RCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGCPETFQSESEFEYPQS 
          80        90       100       110       120       130      
 
         80                                                         
2MEPSP FLGN                                                         
                                                                    
gi|298 QRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQRTRQSESEEFS 
         140       150       160       170       180       190      
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:24 2011 done: Tue Apr 19 10:57:25 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 22  - 101 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     1     2:* 
  32     3     8:= * 
  34    14    22:=====  * 
  36    24    44:========      * 
  38    55    73:===================     * 
  40    86   102:=============================    * 
  42    74   125:=========================                * 
  44   129   138:===========================================  * 
  46   155   140:==============================================*===== 
  48   171   134:============================================*============ 
  50   154   122:========================================*=========== 
  52   129   108:===================================*======= 
  54   107    92:==============================*===== 
  56    97    77:=========================*======= 
  58    58    63:====================* 
  60    43    51:=============== * 
  62    20    41:=======      * 
  64    32    33:==========* 
  66    19    26:======= * 
  68    19    20:======* 
  70    18    16:=====* 
  72    17    12:===*== 
  74     6    10:== * 
  76     8     8:==* 
  78    15     6:=*=== 
  80    12     5:=*== 
  82     6     3:*= 
  84    12     3:*=== 
  86     0     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     2     0:=         *== 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
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>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.10640.00321; mu= 4.5158 0.168 
 mean_var=38.029110.618, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.207977 
 Kolmogorov-Smirnov  statistic: 0.0856 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 25.1     1.1 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 25.1     1.1 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.6     1.9 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   56 22.1     4.6 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.6     5.6 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.7     9.2 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.7     9.2 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.7     9.2 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.7     9.2 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.7     9.2 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.7     9.2 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.7     9.3 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.7     9.7 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.7      10 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.7      10 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.7      11 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.7      11 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   49 20.1      12 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.8      13 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   55 21.8      14 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 19.8      14 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.8      15 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 20.6      15 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   50 20.3      15 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.8      17 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.8      17 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.8      17 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.8      17 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.8      17 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.8      17 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.8      17 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.8      17 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.8      17 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.8      17 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   55 21.7      17 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.8      18 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.8      19 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.8      20 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.8      20 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.8      20 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.8      20 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.8      20 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.8      20 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 20.9      21 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   46 19.2      22 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   48 19.7      23 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   48 19.7      23 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.2      24 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.7      24 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.6      24 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.6      25 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.1      26 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.7      26 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.7      26 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 20.9      27 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 20.9      27 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.6      30 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.3      31 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.4      34 
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gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 20.0      35 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   50 20.3      35 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.0      37 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.7      39 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   43 18.3      40 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.3      41 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.3      41 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.3      41 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.7      43 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   49 20.0      44 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.1      45 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.1      45 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.1      45 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.4      45 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.8      47 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 21.9      48 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   42 18.0      49 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   42 18.0      49 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   42 18.0      49 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   42 18.0      49 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.1      51 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.3      53 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.3      53 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 19.7      54 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.1      55 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.1      56 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   50 20.2      56 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 19.9      57 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   50 20.2      58 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.8      61 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.8      61 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.8      61 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 19.9      62 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.8      64 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.0      66 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.8      67 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.8      67 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.8      67 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.8      67 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.8      67 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.8      67 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.8      67 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.8      67 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.8      67 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.8      68 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.0      70 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 17.9      72 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   44 18.5      73 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.3      75 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.4      75 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.4      76 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.4      76 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.6      77 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.4      79 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.8      80 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.1      81 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.1      81 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.1      81 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.5      82 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.2      87 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.2      87 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.8      92 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.1      93 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   45 18.8      96 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.6      98 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   47 19.3      98 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 101.9  bits: 25.1 E():  1.1 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (6-48:3-45) 
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               10        20        30         40        50          
2MEPSP PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVG 
            :.: .:::.::. :..:.  : . :  : .  :  : .: .: :            
gi|668    MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWIN 
                  10        20         30        40        50       
 
      60        70        80                                        
2MEPSP CGGKFPVEDAKEEVQLFLGNA                                        
                                                                    
gi|668 EWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEY 
         60        70        80        90       100       110       
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 101.9  bits: 25.1 E():  1.1 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (6-48:3-45) 
 
               10        20        30         40        50          
2MEPSP PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVG 
            :.: .:::.::. :..:.  : . :  : .  :  : .: .: :            
gi|833    MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWIN 
                  10        20         30        40        50       
 
      60        70        80                                        
2MEPSP CGGKFPVEDAKEEVQLFLGNA                                        
                                                                    
gi|833 EWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEY 
         60        70        80        90       100       110       
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 97.6  bits: 23.6 E():  1.9 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (24-53:33-62) 
 
                      10        20        30        40        50    
2MEPSP        PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
            60        70        80                                  
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNA                                  
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 90.6  bits: 22.1 E():  4.6 
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (2-61:114-176) 
 
                                            10           20         
2MEPSP                              PGSKSLSNRILLLAALS---EGTTVVDNLLN 
                                     : .. ...... .:..   .:  :: . .  
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA 
            90       100       110       120       130       140    
 
       30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
       .:  . ..  ...:: :  . ..  :  .:.::                    
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL                  
           150       160       170                          
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 89.0  bits: 21.6 E():  5.6 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (35-60:75-101) 
 
           10        20        30         40        50        60    
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
            70        80                          
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2MEPSP FPVEDAKEEVQLFLGNA                          
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.1  bits: 20.7 E():  9.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:9-26) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.1  bits: 20.7 E():  9.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:9-26) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.1  bits: 20.7 E():  9.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:9-26) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.1  bits: 20.7 E():  9.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:9-26) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.1  bits: 20.7 E():  9.2 
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Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:9-26) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.1  bits: 20.7 E():  9.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:9-26) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.1  bits: 20.7 E():  9.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:10-27) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.7 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:15-32) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.2  bits: 20.7 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:25-42) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
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        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.2  bits: 20.7 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:25-42) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.1  bits: 20.7 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:26-43) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.1  bits: 20.7 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:26-43) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 83.3  bits: 20.1 E():   12 
Smith-Waterman score: 49; 31.0% identity (64.3% similar) in 42 aa overlap (39-79:31-70) 
 
       10        20        30        40         50        60        
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
        70        80                                       
2MEPSP DAKEEVQLFLGNA                                       
       .  ::..::: :                                        
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
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>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.3  bits: 21.8 E():   13 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (26-54:246-275) 
 
                    10        20        30         40        50     
2MEPSP      PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
           60        70        80                                   
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNA                                   
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 81.9  bits: 21.8 E():   14 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (17-67:161-217) 
 
                             10        20         30           40   
2MEPSP               PGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
               50        60        70        80                     
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA                     
       ::...:  :.    .. .  . .: .:                                  
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.8  bits: 19.8 E():   14 
Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (21-78:45-102) 
 
                         10        20        30        40        50 
2MEPSP           PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
               60        70        80    
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNA    
       ::  :.. .   :   :. ::: .  .:      
gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD 
           80        90       100        
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 81.6  bits: 19.8 E():   15 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (25-71:5-46) 
 
               10        20        30        40        50        60 
2MEPSP PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC 
                               ..:..::..  .::.     ..:. .  :   .::  
gi|225                     MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGL 
                                   10        20            30       
 
               70        80                                         
2MEPSP GGKFPVEDAKEEVQLFLGNA                                         
         : : ::.:.                                                  
gi|225 KKKSP-EDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGD 
         40         50        60        70        80        90      
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 81.4  bits: 20.6 E():   15 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (16-68:113-176) 
 
                              10        20         30        40     
2MEPSP                PGSKSLSNRILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
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gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
           50                  60        70        80               
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEVQLFLGNA               
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.4  bits: 20.3 E():   15 
Smith-Waterman score: 50; 29.5% identity (54.1% similar) in 61 aa overlap (3-63:39-99) 
 
                                           10        20        30   
2MEPSP                             PGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     :: ..:. ..: ::  . : : .  .  .  
gi|532 FPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSANHVPEY 
       10        20        30        40        50        60         
 
             40        50        60        70        80             
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA             
          :  ::. :..  :  : . : :..  ::                              
gi|532 IQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIGWADEE 
       70        80        90       100       110       120         
 
gi|532 GRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
      130       140       150       160        
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:9-26) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:9-26) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:9-26) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
        80                                                          
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2MEPSP GNA                                                          
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:9-26) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:9-26) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:9-26) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:9-26) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
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Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:9-26) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:9-26) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:9-26) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 80.2  bits: 21.7 E():   17 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (17-67:191-247) 
 
                             10        20         30           40   
2MEPSP               PGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
               50        60        70        80                     
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA                     
       ::...:  :.    .. .  . .: .:                                  
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.7  bits: 19.8 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:18-35) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
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        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.5  bits: 19.8 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:22-39) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.2  bits: 19.8 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:26-43) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.2  bits: 19.8 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:26-43) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.2  bits: 19.8 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:26-43) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
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>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.2  bits: 19.8 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:26-43) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.2  bits: 19.8 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:26-43) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.2  bits: 19.8 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:26-43) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
        80                                                          
2MEPSP GNA                                                          
                                                                    
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.7  bits: 20.9 E():   21 
Smith-Waterman score: 52; 33.3% identity (66.7% similar) in 33 aa overlap (47-79:17-49) 
 
         20        30        40        50        60        70       
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     :..:.:     .:  :.  ..:::...: : 
gi|190               MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGF 
                             10        20        30        40       
 
         80                                                         
2MEPSP LGNA                                                         
        :.                                                          
gi|190 AGHGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQS 
         50        60        70        80        90       100       
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 78.4  bits: 19.2 E():   22 
Smith-Waterman score: 46; 31.0% identity (61.9% similar) in 42 aa overlap (39-79:31-70) 
 
       10        20        30        40        50        60         
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP-VE 
                                     ... ::: ..   .:.: ..    :   .: 
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gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
        70        80                                       
2MEPSP DAKEEVQLFLGNA                                       
       .  ::..::: :                                        
gi|294 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                 70        80        90       100          
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.1  bits: 19.7 E():   23 
Smith-Waterman score: 48; 27.9% identity (54.1% similar) in 61 aa overlap (3-63:40-100) 
 
                                           10        20        30   
2MEPSP                             PGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     ::  ... ..: ::  . : : .  .  .  
gi|668 FPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEY 
      10        20        30        40        50        60          
 
             40        50        60        70        80             
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA             
          :  .:. :..: :  : . : :..  ::                              
gi|668 IEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEE 
      70        80        90       100       110       120          
 
gi|668 GRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
     130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.1  bits: 19.7 E():   23 
Smith-Waterman score: 48; 27.9% identity (54.1% similar) in 61 aa overlap (3-63:40-100) 
 
                                           10        20        30   
2MEPSP                             PGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     ::  ... ..: ::  . : : .  .  .  
gi|276 FPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEY 
      10        20        30        40        50        60          
 
             40        50        60        70        80             
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA             
          :  .:. :..: :  : . : :..  ::                              
gi|276 IEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEE 
      70        80        90       100       110       120          
 
gi|276 GRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
     130       140       150       160         
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 77.8  bits: 17.2 E():   24 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (45-57:5-17) 
 
           20        30        40        50        60        70     
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .: :: .:: :::                  
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI     
                                         10        20        30     
 
           80 
2MEPSP LFLGNA 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.7  bits: 19.7 E():   24 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (48-65:55-72) 
 
        20        30        40        50        60        70        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
        80                                                          
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2MEPSP GNA                                                          
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.6  bits: 20.6 E():   24 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (24-72:221-261) 
 
                      10        20        30        40        50    
2MEPSP        PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
            60        70        80                                  
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNA                                  
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 77.3  bits: 18.6 E():   25 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (46-77:40-71) 
 
          20        30        40        50        60        70      
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
          80           
2MEPSP FLGNA           
       :.              
gi|154 FVDSLDKIAQVPRVG 
      70        80     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 76.9  bits: 21.1 E():   26 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (26-50:201-228) 
 
                    10        20        30           40        50   
2MEPSP      PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             60        70        80                                 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNA                                 
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.9  bits: 19.7 E():   26 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (43-76:152-189) 
 
             20        30        40        50           60          
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
      70         80  
2MEPSP K-EEVQLFLGNA  
       : :. .::      
gi|313 KCERGKLFANCCK 
             190     
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.9  bits: 19.7 E():   26 
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Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (43-76:152-189) 
 
             20        30        40        50           60          
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
      70         80  
2MEPSP K-EEVQLFLGNA  
       : :. .::      
gi|476 KCERGKLFANCCK 
             190     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.6  bits: 20.9 E():   27 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (21-52:88-122) 
 
                         10        20        30           40        
2MEPSP           PGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
        50        60        70        80                            
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA                            
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 76.6  bits: 20.9 E():   27 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (21-52:88-122) 
 
                         10        20        30           40        
2MEPSP           PGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
        50        60        70        80                            
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA                            
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.0  bits: 20.6 E():   30 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (17-43:72-98) 
 
                             10        20        30        40       
2MEPSP               PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
         50        60        70        80                           
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA                           
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.7  bits: 18.3 E():   31 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (49-77:43-71) 
 
       20        30        40        50        60        70         
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
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       80           
2MEPSP NA           
                    
gi|122 SLDKIAQVPRVG 
             80     
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.9  bits: 19.4 E():   34 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (24-53:33-62) 
 
                      10        20        30        40        50    
2MEPSP        PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
            60        70        80                                  
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNA                                  
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.8  bits: 20.0 E():   35 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (28-78:113-157) 
 
                  10        20        30        40        50        
2MEPSP    PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
        60        70        80                                      
2MEPSP VGCGGKFPVEDAKEEVQLFLGNA                                      
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 50; 26.9% identity (73.1% similar) in 26 aa overlap (45-70:315-340) 
 
           20        30        40        50        60        70     
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
           80                            
2MEPSP LFLGNA                            
                                         
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.2  bits: 16.0 E():   37 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (46-59:3-16) 
 
          20        30        40        50        60        70      
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     :.: .::.  : ::                 
gi|463                             DFVDAHNAARAQVGVGPVHWT            
                                           10        20             
 
          80 
2MEPSP FLGNA 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.7  bits: 19.7 E():   39 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (30-54:195-217) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 418

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
                10        20        30        40        50          
2MEPSP  PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
      60        70        80                                        
2MEPSP CGGKFPVEDAKEEVQLFLGNA                                        
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.6  bits: 18.3 E():   40 
Smith-Waterman score: 43; 30.8% identity (61.5% similar) in 39 aa overlap (42-79:34-70) 
 
              20        30        40         50        60        70 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
               80                                       
2MEPSP EEVQLFLGNA                                       
       ::..::: :                                        
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.4  bits: 20.3 E():   41 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (23-52:90-122) 
 
                       10        20        30           40          
2MEPSP         PGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
      50        60        70        80                              
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA                              
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.4  bits: 20.3 E():   41 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (8-52:70-122) 
 
                                      10        20             30   
2MEPSP                        PGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
                40        50        60        70        80          
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA          
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.4  bits: 20.3 E():   41 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (8-52:70-122) 
 
                                      10        20             30   
2MEPSP                        PGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
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                40        50        60        70        80          
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA          
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 73.0  bits: 15.7 E():   43 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (59-67:4-12) 
 
       30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                     ::...: .:              
gi|544                            APPGCSNHFNLETVFGNFVK      
                                          10        20      
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 49; 50.0% identity (77.8% similar) in 18 aa overlap (4-21:246-263) 
 
                                          10        20        30    
2MEPSP                            PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     :::. . .:: .:. :::             
gi|215 GAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTYTAEET 
         220       230       240       250       260       270      
 
            40        50        60        70        80              
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA              
                                                                    
gi|215 AKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTELDDAS 
         280       290       300       310       320       330      
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 19.1 E():   45 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (42-57:172-187) 
 
              20        30        40        50        60        70  
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
              80       
2MEPSP EVQLFLGNA       
                       
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.1 E():   45 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (42-57:173-188) 
 
              20        30        40        50        60        70  
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
              80       
2MEPSP EVQLFLGNA       
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.1 E():   45 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (42-57:173-188) 
 
              20        30        40        50        60        70  
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
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gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
              80       
2MEPSP EVQLFLGNA       
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (59-72:91-104) 
 
       30        40        50        60        70        80         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA         
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.3  bits: 18.8 E():   47 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (36-75:106-145) 
 
          10        20        30        40        50        60      
2MEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
          70        80                                      
2MEPSP VEDAKEEVQLFLGNA                                      
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 72.1  bits: 21.9 E():   48 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (17-57:452-496) 
 
                             10        20            30        40   
2MEPSP               PGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
             50        60        70        80                       
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA                       
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.9  bits: 18.0 E():   49 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (39-79:31-70) 
 
       10        20        30        40         50        60        
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
        70        80                                       
2MEPSP DAKEEVQLFLGNA                                       
          ::..::: :                                        
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
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 initn:  38 init1:  38 opt:  42  Z-score: 71.9  bits: 18.0 E():   49 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (39-79:31-70) 
 
       10        20        30        40         50        60        
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
        70        80                                       
2MEPSP DAKEEVQLFLGNA                                       
          ::..::: :                                        
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.9  bits: 18.0 E():   49 
Smith-Waterman score: 42; 26.2% identity (64.3% similar) in 42 aa overlap (39-79:31-70) 
 
       10        20        30        40        50         60        
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
        70        80                                       
2MEPSP DAKEEVQLFLGNA                                       
       .  ::..::: :                                        
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.9  bits: 18.0 E():   49 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (39-79:31-70) 
 
       10        20        30        40         50        60        
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
        70        80                                       
2MEPSP DAKEEVQLFLGNA                                       
          ::..::: :                                        
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 19.1 E():   51 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (59-72:76-89) 
 
       30        40        50        60        70        80         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA         
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.3  bits: 18.3 E():   53 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (5-41:3-39) 
 
               10        20        30        40        50        60 
2MEPSP PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC 
           : :: .:::::.  .  ..   ...::    ...: :                    
gi|195   MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACRIETP 
                 10        20        30        40        50         
 
               70        80                                         
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2MEPSP GGKFPVEDAKEEVQLFLGNA                                         
                                                                    
gi|195 GSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILV 
       60        70        80        90       100       110         
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.3  bits: 18.3 E():   53 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (5-41:3-39) 
 
               10        20        30        40        50        60 
2MEPSP PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGC 
           : :: .:::::.  .  ..   ...::    ...: :                    
gi|219   MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACRIETP 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP GGKFPVEDAKEEVQLFLGNA                                         
                                                                    
gi|219 GSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILV 
       60        70        80        90       100       110         
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.2  bits: 19.7 E():   54 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (13-62:214-267) 
 
                                 10        20        30        40   
2MEPSP                   PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
                   50        60        70        80                 
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA                 
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (59-72:91-104) 
 
       30        40        50        60        70        80         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA         
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (59-72:91-104) 
 
       30        40        50        60        70        80         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA         
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 71.0  bits: 20.2 E():   56 
Smith-Waterman score: 50; 26.0% identity (54.5% similar) in 77 aa overlap (3-79:479-551) 
 
                                           10        20        30   
2MEPSP                             PGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     :.:: ::   ...:    : : . .:.:   
gi|331 CADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGLEVDETYVPKEFNAETF 
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      450       460       470       480       490       500         
 
             40        50        60        70        80             
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA             
        .  . : ::    ::.: .:. ...    :   . . :...  .:.              
gi|331 TFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
      510           520       530       540       550       560     
 
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 70.7  bits: 19.9 E():   57 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (3-52:428-476) 
 
                                           10        20        30   
2MEPSP                             PGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
             40        50        60        70        80 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
       .. .:. .  :.. :  . :                             
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG         
        460       470       480       490               
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 70.7  bits: 20.2 E():   58 
Smith-Waterman score: 50; 26.0% identity (54.5% similar) in 77 aa overlap (3-79:502-574) 
 
                                           10        20        30   
2MEPSP                             PGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     :.:: ::   ...:    : : . .:.:   
gi|668 CAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGLEVDETYVPKEFNAETF 
             480       490       500       510       520       530  
 
             40        50        60        70        80             
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA             
        .  . : ::    ::.: .:. ...    :   . . :...  .:.              
gi|668 TFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
              540          550       560       570       580        
 
gi|668 KEGCFSEEGPKLVAAAQAALV 
       590       600         
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 18.8 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (59-72:68-81) 
 
       30        40        50        60        70        80         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA         
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 18.8 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (59-72:68-81) 
 
       30        40        50        60        70        80         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA         
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
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>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.8 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (59-72:69-82) 
 
       30        40        50        60        70        80         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA         
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.2  bits: 19.9 E():   62 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (28-58:378-406) 
 
                  10        20        30        40        50        
2MEPSP    PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
        60        70        80                                      
2MEPSP VGCGGKFPVEDAKEEVQLFLGNA                                      
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.8 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (59-72:80-93) 
 
       30        40        50        60        70        80         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA         
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (42-66:16-40) 
 
              20        30        40        50        60        70  
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
              80                                                    
2MEPSP EVQLFLGNA                                                    
                                                                    
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (59-72:91-104) 
 
       30        40        50        60        70        80         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA         
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
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>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (59-72:91-104) 
 
       30        40        50        60        70        80         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA         
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (59-72:91-104) 
 
       30        40        50        60        70        80         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA         
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (59-72:91-104) 
 
       30        40        50        60        70        80         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA         
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (59-72:91-104) 
 
       30        40        50        60        70        80         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA         
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (59-72:91-104) 
 
       30        40        50        60        70        80         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA         
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (59-72:91-104) 
 
       30        40        50        60        70        80         
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2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA         
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (59-72:91-104) 
 
       30        40        50        60        70        80         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA         
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (59-72:92-105) 
 
       30        40        50        60        70        80         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA         
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (59-72:93-106) 
 
       30        40        50        60        70        80         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA         
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (39-67:38-66) 
 
       10        20        30        40        50        60         
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
       70        80                                                 
2MEPSP AKEEVQLFLGNA                                                 
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.9  bits: 17.9 E():   72 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (34-68:48-86) 
 
            10        20        30        40             50         
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
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        20        30        40        50         60        70       
 
       60        70        80                                       
2MEPSP GCGGKFPVEDAKEEVQLFLGNA                                       
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.9  bits: 18.5 E():   73 
Smith-Waterman score: 44; 37.9% identity (58.6% similar) in 29 aa overlap (12-40:49-74) 
 
                                  10        20        30        40  
2MEPSP                    PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     ::   : :.   :.. ::: .   ::..:  
gi|136 TTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS---DTFTNSEVLDNSLGSMRI 
       20        30        40        50           60        70      
 
              50        60        70        80                      
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA                      
                                                                    
gi|136 KNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYIHFQISGVTNTEKLP 
          80        90       100       110       120       130      
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.7  bits: 16.3 E():   75 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (60-74:30-44) 
 
      30        40        50        60        70        80 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                     :     :.:.::...       
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN 
                10        20        30        40        50 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.4 E():   75 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (12-28:46-62) 
 
                                  10        20        30        40  
2MEPSP                    PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
              50        60        70        80 
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                               
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD     
          80        90       100       110     
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.5  bits: 19.4 E():   76 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (23-51:90-121) 
 
                       10        20        30           40          
2MEPSP         PGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
      50        60        70        80                              
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA                              
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.5  bits: 19.4 E():   76 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (23-51:90-121) 
 
                       10        20        30           40          
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2MEPSP         PGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
      50        60        70        80                              
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA                              
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (25-58:381-414) 
 
                     10        20        30        40        50     
2MEPSP       PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
           60        70        80                                   
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNA                                   
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (32-41:55-64) 
 
              10        20        30        40        50        60  
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
              70        80              
2MEPSP GKFPVEDAKEEVQLFLGNA              
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (32-69:3-39) 
 
              10        20        30        40        50        60  
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :: .  ::  :.... :  ::. :. .: : 
gi|398                             MAVHQYTVAL-FLAVALVAGPAASYAADLGYG 
                                           10         20        30  
 
              70        80                                          
2MEPSP GKFPVEDAKEEVQLFLGNA                                          
          :.  :                                                     
gi|398 PATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYR 
              40        50        60        70        80        90  
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (4-40:246-282) 
 
                                          10        20         30   
2MEPSP                            PGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
             40        50        60        70        80             
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA             
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           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (4-40:246-282) 
 
                                          10        20         30   
2MEPSP                            PGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
             40        50        60        70        80             
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA             
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (4-40:246-282) 
 
                                          10        20         30   
2MEPSP                            PGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
             40        50        60        70        80             
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA             
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.9  bits: 14.5 E():   82 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (42-49:10-17) 
 
              20        30        40        50        60        70  
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     :::: .:.                       
gi|856                      ANPTFGFTPLGLSSDAN                       
                                    10                              
 
              80 
2MEPSP EVQLFLGNA 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (43-59:11-27) 
 
             20        30        40        50        60        70   
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
             80                                                     
2MEPSP VQLFLGNA                                                     
                                                                    
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (22-53:71-102) 
 
                        10        20        30        40        50  
2MEPSP          PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
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                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
              60        70        80                                
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNA                                
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.0  bits: 18.8 E():   92 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (37-59:150-174) 
 
         10        20        30        40          50        60     
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
           70        80                                             
2MEPSP PVEDAKEEVQLFLGNA                                             
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (23-55:91-126) 
 
                       10        20        30           40          
2MEPSP         PGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
      50        60        70        80                              
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA                              
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (7-65:193-252) 
 
                                       10        20        30       
2MEPSP                         PGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 
                                     :. .. ..  : :.:. .::. ..   ..: 
gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL 
            170       180       190       200       210       220   
 
         40        50             60        70        80            
2MEPSP GALRTLGLSVEADKAAKRAVVVG-----CGGKFPVEDAKEEVQLFLGNA            
       :       .   ::. : .:. .     :: ..:                           
gi|195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSS 
                230       240       250       260       270         
 
gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG 
      280       290       300       310       320       330         
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.5  bits: 17.6 E():   98 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (35-61:146-170) 
 
           10        20        30        40        50        60     
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
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           70        80 
2MEPSP PVEDAKEEVQLFLGNA 
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.4  bits: 19.3 E():   98 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (46-74:106-134) 
 
          20        30        40        50        60        70      
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     ::  .... .:: ::   :  :.  :  :  
gi|298 RCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGCPETFQSESEFEYPQS 
          80        90       100       110       120       130      
 
          80                                                        
2MEPSP FLGNA                                                        
                                                                    
gi|298 QRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQRTRQSESEEFS 
         140       150       160       170       180       190      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:25 2011 done: Tue Apr 19 10:57:25 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 23  - 102 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     5     8:=* 
  34    12    22:===  * 
  36    31    44:========  * 
  38    51    73:=============     * 
  40    77   102:====================     * 
  42    93   125:========================       * 
  44   111   138:============================      * 
  46   180   140:==================================*========== 
  48   183   134:=================================*============ 
  50   146   122:==============================*====== 
  52   118   108:==========================*=== 
  54   111    92:======================*===== 
  56    89    77:===================*=== 
  58    58    63:===============* 
  60    32    51:========    * 
  62    19    41:=====     * 
  64    37    33:========*= 
  66    18    26:===== * 
  68    25    20:====*== 
  70    12    16:===* 
  72    15    12:==*= 
  74     5    10:==* 
  76    10     8:=*= 
  78    15     6:=*== 
  80    14     5:=*== 
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  82     3     3:* 
  84    13     3:*=== 
  86     0     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.06890.00326; mu= 4.8953 0.171 
 mean_var=38.118610.450, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.207733 
 Kolmogorov-Smirnov  statistic: 0.0889 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 25.0     1.1 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 25.0     1.1 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.6       2 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   56 22.1     4.8 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.5     5.9 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.6     9.7 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.6     9.7 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.6     9.7 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.6     9.7 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.6     9.7 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.6     9.7 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.6     9.8 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.6      10 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   56 22.0      11 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.6      11 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.6      11 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.6      11 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.6      11 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   49 20.0      12 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.7      14 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   55 21.7      15 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 19.7      15 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.7      15 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 20.6      15 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   50 20.3      16 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.7      18 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.7      18 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.7      18 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   55 21.7      18 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.7      19 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.7      20 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.7      20 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.7      20 
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gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.7      20 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.7      20 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.7      20 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.7      20 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   55 21.7      21 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   55 21.7      21 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 20.8      22 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   46 19.1      23 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   48 19.7      24 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   48 19.7      24 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.7      25 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.1      25 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.5      25 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.5      26 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.1      27 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.7      27 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.7      27 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 20.8      28 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 20.8      28 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.5      31 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.2      32 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.4      36 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 19.9      36 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 15.9      39 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.6      41 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   43 18.2      42 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.2      43 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.2      43 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.2      43 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.6      46 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   49 19.9      46 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.1      46 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.1      47 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.1      47 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.3      47 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.8      49 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 21.9      50 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   42 17.9      52 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   42 17.9      52 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   42 17.9      52 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   42 17.9      52 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.1      53 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.2      56 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.2      56 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 19.6      56 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.0      57 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.0      58 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 19.9      59 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.8      63 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.8      63 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 19.9      64 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.8      64 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.8      67 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.6      69 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.7      69 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 17.9      69 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.7      70 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.7      70 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.7      70 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.7      70 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.7      70 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.7      70 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.7      70 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.7      70 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.7      70 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 17.9      73 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   42 17.9      75 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 17.9      75 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   44 18.5      76 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.3      78 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.2      78 
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gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.3      78 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.3      78 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.6      79 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.3      83 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.7      83 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.0      84 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.0      84 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.0      84 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.2      85 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.5      87 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.2      90 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.2      90 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.7      95 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.0      96 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   45 18.7      99 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   45 18.7   1e 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 101.6  bits: 25.0 E():  1.1 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (5-47:3-45) 
 
               10        20        30         40        50          
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVGC 
           :.: .:::.::. :..:.  : . :  : .  :  : .: .: :             
gi|668   MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINE 
                 10        20         30        40        50        
 
      60        70        80                                        
2MEPSP GGKFPVEDAKEEVQLFLGNAG                                        
                                                                    
gi|668 WSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYC 
        60        70        80        90       100       110        
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 101.6  bits: 25.0 E():  1.1 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (5-47:3-45) 
 
               10        20        30         40        50          
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVGC 
           :.: .:::.::. :..:.  : . :  : .  :  : .: .: :             
gi|833   MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINE 
                 10        20         30        40        50        
 
      60        70        80                                        
2MEPSP GGKFPVEDAKEEVQLFLGNAG                                        
                                                                    
gi|833 WSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYC 
        60        70        80        90       100       110        
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 97.3  bits: 23.6 E():    2 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (23-52:33-62) 
 
                       10        20        30        40        50   
2MEPSP         GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
             60        70        80                                 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAG                                 
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 90.2  bits: 22.1 E():  4.8 
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (1-60:114-176) 
 
                                             10           20        
2MEPSP                               GSKSLSNRILLLAALS---EGTTVVDNLLN 
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                                     : .. ...... .:..   .:  :: . .  
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA 
            90       100       110       120       130       140    
 
        30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
       .:  . ..  ...:: :  . ..  :  .:.::                     
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL                   
           150       160       170                           
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 88.6  bits: 21.5 E():  5.9 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (34-59:75-101) 
 
            10        20        30         40        50        60   
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
             70        80                         
2MEPSP FPVEDAKEEVQLFLGNAG                         
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:9-26) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:9-26) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:9-26) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
         80                                                         
2MEPSP GNAG                                                         
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gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:9-26) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:9-26) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:9-26) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.6 E():  9.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:10-27) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.6 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:15-32) 
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         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  56  Z-score: 84.1  bits: 22.0 E():   11 
Smith-Waterman score: 56; 28.9% identity (68.4% similar) in 38 aa overlap (44-80:315-352) 
 
            20        30        40        50        60         70   
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
             80                          
2MEPSP QLFLGNAG                          
       .:   .::                          
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:25-42) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:25-42) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:26-43) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
         80                                                         
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2MEPSP GNAG                                                         
                                                                    
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:26-43) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 82.9  bits: 20.0 E():   12 
Smith-Waterman score: 49; 31.0% identity (64.3% similar) in 42 aa overlap (38-78:31-70) 
 
        10        20        30        40         50        60       
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
         70        80                                      
2MEPSP DAKEEVQLFLGNAG                                      
       .  ::..::: :                                        
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.0  bits: 21.7 E():   14 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (25-53:246-275) 
 
                     10        20        30         40        50    
2MEPSP       GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
            60        70        80                                  
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAG                                  
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 81.6  bits: 21.7 E():   15 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (16-66:161-217) 
 
                              10        20         30           40  
2MEPSP                GSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
                50        60        70        80                    
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG                    
       ::...:  :.    .. .  . .: .:                                  
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 19.7 E():   15 
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Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (20-77:45-102) 
 
                          10        20        30        40          
2MEPSP            GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
      50        60        70        80   
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG   
       ::  :.. .   :   :. ::: .  .:      
gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD 
           80        90       100        
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 81.2  bits: 19.7 E():   15 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (24-70:5-46) 
 
               10        20        30        40        50        60 
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                              ..:..::..  .::.     ..:. .  :   .::   
gi|225                    MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLK 
                                  10        20            30        
 
               70        80                                         
2MEPSP GKFPVEDAKEEVQLFLGNAG                                         
        : : ::.:.                                                   
gi|225 KKSP-EDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDG 
        40         50        60        70        80        90       
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 81.1  bits: 20.6 E():   15 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (15-67:113-176) 
 
                               10        20         30        40    
2MEPSP                 GSKSLSNRILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
            50                  60        70        80              
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEVQLFLGNAG              
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.0  bits: 20.3 E():   16 
Smith-Waterman score: 50; 29.5% identity (54.1% similar) in 61 aa overlap (2-62:39-99) 
 
                                            10        20        30  
2MEPSP                              GSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     :: ..:. ..: ::  . : : .  .  .  
gi|532 FPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSANHVPEY 
       10        20        30        40        50        60         
 
              40        50        60        70        80            
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG            
          :  ::. :..  :  : . : :..  ::                              
gi|532 IQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIGWADEE 
       70        80        90       100       110       120         
 
gi|532 GRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
      130       140       150       160        
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:9-26) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
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                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:9-26) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:9-26) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:9-26) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:9-26) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
         80                                                         
2MEPSP GNAG                                                         
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gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:9-26) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:9-26) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:9-26) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:9-26) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:9-26) 
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         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (16-66:191-247) 
 
                              10        20         30           40  
2MEPSP                GSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
                50        60        70        80                    
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG                    
       ::...:  :.    .. .  . .: .:                                  
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.4  bits: 19.7 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:18-35) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:22-39) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:26-43) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
         80                                                         
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2MEPSP GNAG                                                         
                                                                    
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:26-43) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:26-43) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:26-43) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:26-43) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 19.7 E():   20 
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Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:26-43) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 78.8  bits: 21.7 E():   21 
Smith-Waterman score: 55; 26.6% identity (54.4% similar) in 79 aa overlap (2-80:479-553) 
 
                                            10        20        30  
2MEPSP                              GSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     :.:: ::   ...:    : : . .:.:   
gi|331 CADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGLEVDETYVPKEFNAETF 
      450       460       470       480       490       500         
 
              40        50        60        70        80            
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG            
        .  . : ::    ::.: .:. ...    :   . . :...  .:. :            
gi|331 TFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
      510           520       530       540       550       560     
 
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 78.5  bits: 21.7 E():   21 
Smith-Waterman score: 55; 26.6% identity (54.4% similar) in 79 aa overlap (2-80:502-576) 
 
                                            10        20        30  
2MEPSP                              GSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     :.:: ::   ...:    : : . .:.:   
gi|668 CAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGLEVDETYVPKEFNAETF 
             480       490       500       510       520       530  
 
              40        50        60        70        80            
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG            
        .  . : ::    ::.: .:. ...    :   . . :...  .:. :            
gi|668 TFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
              540          550       560       570       580        
 
gi|668 KEGCFSEEGPKLVAAAQAALV 
       590       600         
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.4  bits: 20.8 E():   22 
Smith-Waterman score: 52; 33.3% identity (66.7% similar) in 33 aa overlap (46-78:17-49) 
 
          20        30        40        50        60        70      
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     :..:.:     .:  :.  ..:::...: : 
gi|190               MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGF 
                             10        20        30        40       
 
          80                                                        
2MEPSP LGNAG                                                        
        :.                                                          
gi|190 AGHGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQS 
         50        60        70        80        90       100       
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 78.1  bits: 19.1 E():   23 
Smith-Waterman score: 46; 31.0% identity (61.9% similar) in 42 aa overlap (38-78:31-70) 
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        10        20        30        40        50        60        
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP-VE 
                                     ... ::: ..   .:.: ..    :   .: 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
         70        80                                      
2MEPSP DAKEEVQLFLGNAG                                      
       .  ::..::: :                                        
gi|294 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                 70        80        90       100          
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.7  bits: 19.7 E():   24 
Smith-Waterman score: 48; 27.9% identity (54.1% similar) in 61 aa overlap (2-62:40-100) 
 
                                            10        20        30  
2MEPSP                              GSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     ::  ... ..: ::  . : : .  .  .  
gi|668 FPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEY 
      10        20        30        40        50        60          
 
              40        50        60        70        80            
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG            
          :  .:. :..: :  : . : :..  ::                              
gi|668 IEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEE 
      70        80        90       100       110       120          
 
gi|668 GRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
     130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.7  bits: 19.7 E():   24 
Smith-Waterman score: 48; 27.9% identity (54.1% similar) in 61 aa overlap (2-62:40-100) 
 
                                            10        20        30  
2MEPSP                              GSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     ::  ... ..: ::  . : : .  .  .  
gi|276 FPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEY 
      10        20        30        40        50        60          
 
              40        50        60        70        80            
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG            
          :  .:. :..: :  : . : :..  ::                              
gi|276 IEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEE 
      70        80        90       100       110       120          
 
gi|276 GRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
     130       140       150       160         
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.4  bits: 19.7 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (47-64:55-72) 
 
         20        30        40        50        60        70       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
         80                                                         
2MEPSP GNAG                                                         
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 77.3  bits: 17.1 E():   25 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (44-56:5-17) 
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            20        30        40        50        60        70    
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .: :: .:: :::                  
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI     
                                         10        20        30     
 
            80 
2MEPSP LFLGNAG 
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.3  bits: 20.5 E():   25 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (23-71:221-261) 
 
                       10        20        30        40        50   
2MEPSP         GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
             60        70        80                                 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAG                                 
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 77.0  bits: 18.5 E():   26 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (45-76:40-71) 
 
           20        30        40        50        60        70     
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
           80          
2MEPSP FLGNAG          
       :.              
gi|154 FVDSLDKIAQVPRVG 
      70        80     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 76.7  bits: 21.1 E():   27 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (25-49:201-228) 
 
                     10        20        30           40        50  
2MEPSP       GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              60        70        80                                
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAG                                
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.6  bits: 19.7 E():   27 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (42-75:152-189) 
 
              20        30        40        50           60         
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
        70        80 
2MEPSP K-EEVQLFLGNAG 
       : :. .::      
gi|313 KCERGKLFANCCK 
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             190     
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.6  bits: 19.7 E():   27 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (42-75:152-189) 
 
              20        30        40        50           60         
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
        70        80 
2MEPSP K-EEVQLFLGNAG 
       : :. .::      
gi|476 KCERGKLFANCCK 
             190     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.4  bits: 20.8 E():   28 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (20-51:88-122) 
 
                          10        20        30           40       
2MEPSP            GSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
         50        60        70        80                           
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG                           
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 76.3  bits: 20.8 E():   28 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (20-51:88-122) 
 
                          10        20        30           40       
2MEPSP            GSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
         50        60        70        80                           
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG                           
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.7  bits: 20.5 E():   31 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (16-42:72-98) 
 
                              10        20        30        40      
2MEPSP                GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
          50        60        70        80                          
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG                          
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.3  bits: 18.2 E():   32 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (48-76:43-71) 
 
        20        30        40        50        60        70        
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2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
        80          
2MEPSP NAG          
                    
gi|122 SLDKIAQVPRVG 
             80     
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (23-52:33-62) 
 
                       10        20        30        40        50   
2MEPSP         GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
             60        70        80                                 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAG                                 
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.5  bits: 19.9 E():   36 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (27-77:113-157) 
 
                   10        20        30        40        50       
2MEPSP     GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
         60        70        80                                     
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAG                                     
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 73.8  bits: 15.9 E():   39 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (45-58:3-16) 
 
           20        30        40        50        60        70     
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     :.: .::.  : ::                 
gi|463                             DFVDAHNAARAQVGVGPVHWT            
                                           10        20             
 
           80 
2MEPSP FLGNAG 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (29-53:195-217) 
 
                 10        20        30        40        50         
2MEPSP   GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
       60        70        80                                       
2MEPSP CGGKFPVEDAKEEVQLFLGNAG                                       
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
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>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.2  bits: 18.2 E():   42 
Smith-Waterman score: 43; 30.8% identity (61.5% similar) in 39 aa overlap (41-78:34-70) 
 
               20        30        40         50        60          
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
      70        80                                      
2MEPSP EEVQLFLGNAG                                      
       ::..::: :                                        
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.1  bits: 20.2 E():   43 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (22-51:90-122) 
 
                        10        20        30           40         
2MEPSP          GSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
       50        60        70        80                             
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG                             
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.1  bits: 20.2 E():   43 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (7-51:70-122) 
 
                                       10        20             30  
2MEPSP                         GSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
                 40        50        60        70        80         
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG         
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.1  bits: 20.2 E():   43 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (7-51:70-122) 
 
                                       10        20             30  
2MEPSP                         GSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
                 40        50        60        70        80         
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG         
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.5  bits: 15.6 E():   46 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (58-66:4-12) 
 
        30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
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                                     ::...: .:               
gi|544                            APPGCSNHFNLETVFGNFVK       
                                          10        20       
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 49; 50.0% identity (77.8% similar) in 18 aa overlap (3-20:246-263) 
 
                                           10        20        30   
2MEPSP                             GSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     :::. . .:: .:. :::             
gi|215 GAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTYTAEET 
         220       230       240       250       260       270      
 
             40        50        60        70        80             
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG             
                                                                    
gi|215 AKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTELDDAS 
         280       290       300       310       320       330      
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.1 E():   46 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (41-56:172-187) 
 
               20        30        40        50        60        70 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
               80      
2MEPSP EVQLFLGNAG      
                       
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.1 E():   47 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (41-56:173-188) 
 
               20        30        40        50        60        70 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
               80      
2MEPSP EVQLFLGNAG      
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.1 E():   47 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (41-56:173-188) 
 
               20        30        40        50        60        70 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
               80      
2MEPSP EVQLFLGNAG      
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.3  bits: 19.3 E():   47 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (58-71:91-104) 
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        30        40        50        60        70        80        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG        
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.0  bits: 18.8 E():   49 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (35-74:106-145) 
 
           10        20        30        40        50        60     
2MEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
           70        80                                     
2MEPSP VEDAKEEVQLFLGNAG                                     
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 71.9  bits: 21.9 E():   50 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (16-56:452-496) 
 
                              10        20            30        40  
2MEPSP                GSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
              50        60        70        80                      
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG                      
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.6  bits: 17.9 E():   52 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (38-78:31-70) 
 
        10        20        30        40         50        60       
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
         70        80                                      
2MEPSP DAKEEVQLFLGNAG                                      
          ::..::: :                                        
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.6  bits: 17.9 E():   52 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (38-78:31-70) 
 
        10        20        30        40         50        60       
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
         70        80                                      
2MEPSP DAKEEVQLFLGNAG                                      
          ::..::: :                                        
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gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.6  bits: 17.9 E():   52 
Smith-Waterman score: 42; 26.2% identity (64.3% similar) in 42 aa overlap (38-78:31-70) 
 
        10        20        30        40        50         60       
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
         70        80                                      
2MEPSP DAKEEVQLFLGNAG                                      
       .  ::..::: :                                        
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.6  bits: 17.9 E():   52 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (38-78:31-70) 
 
        10        20        30        40         50        60       
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
         70        80                                      
2MEPSP DAKEEVQLFLGNAG                                      
          ::..::: :                                        
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.3  bits: 19.1 E():   53 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (58-71:76-89) 
 
        30        40        50        60        70        80        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG        
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (4-40:3-39) 
 
               10        20        30        40        50        60 
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
          : :: .:::::.  .  ..   ...::    ...: :                     
gi|195  MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACRIETPG 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP GKFPVEDAKEEVQLFLGNAG                                         
                                                                    
gi|195 SPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVT 
      60        70        80        90       100       110          
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (4-40:3-39) 
 
               10        20        30        40        50        60 
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
          : :: .:::::.  .  ..   ...::    ...: :                     
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gi|219  MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACRIETPG 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP GKFPVEDAKEEVQLFLGNAG                                         
                                                                    
gi|219 SPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVT 
      60        70        80        90       100       110          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.9  bits: 19.6 E():   56 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (12-61:214-267) 
 
                                  10        20        30        40  
2MEPSP                    GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
                    50        60        70        80                
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG                
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.0 E():   57 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (58-71:91-104) 
 
        30        40        50        60        70        80        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG        
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (58-71:91-104) 
 
        30        40        50        60        70        80        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG        
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (2-51:428-476) 
 
                                            10        20        30  
2MEPSP                              GSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
              40        50        60        70        80 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
       .. .:. .  :.. :  . :                              
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG          
        460       470       480       490                
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (58-71:68-81) 
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        30        40        50        60        70        80        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG        
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (58-71:68-81) 
 
        30        40        50        60        70        80        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG        
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 69.9  bits: 19.9 E():   64 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (27-57:378-406) 
 
                   10        20        30        40        50       
2MEPSP     GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
         60        70        80                                     
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAG                                     
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.8 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (58-71:69-82) 
 
        30        40        50        60        70        80        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG        
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (58-71:80-93) 
 
        30        40        50        60        70        80        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG        
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 17.6 E():   69 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (62-80:82-100) 
 
              40        50        60        70        80            
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG            
                                     .:  .::  ...:  ::.:            
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gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
gi|188 QSGAIYV 
               
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.7 E():   69 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (58-71:91-104) 
 
        30        40        50        60        70        80        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG        
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.9 E():   69 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (41-65:16-40) 
 
               20        30        40        50        60        70 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
               80                                                   
2MEPSP EVQLFLGNAG                                                   
                                                                    
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (58-71:91-104) 
 
        30        40        50        60        70        80        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG        
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (58-71:91-104) 
 
        30        40        50        60        70        80        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG        
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (58-71:91-104) 
 
        30        40        50        60        70        80        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG        
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
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gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (58-71:91-104) 
 
        30        40        50        60        70        80        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG        
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (58-71:91-104) 
 
        30        40        50        60        70        80        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG        
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (58-71:91-104) 
 
        30        40        50        60        70        80        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG        
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (58-71:91-104) 
 
        30        40        50        60        70        80        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG        
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (58-71:92-105) 
 
        30        40        50        60        70        80        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG        
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.7 E():   70 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (58-71:93-106) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 457

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
        30        40        50        60        70        80        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG        
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (38-66:38-66) 
 
        10        20        30        40        50        60        
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
        70        80                                                
2MEPSP AKEEVQLFLGNAG                                                
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 42; 24.6% identity (52.3% similar) in 65 aa overlap (18-80:48-109) 
 
                            10        20        30          40      
2MEPSP              GSKSLSNRILLLAALSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|374 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVESID--- 
        20        30        40        50        60        70        
 
          50        60        70        80                          
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG                          
       ::. : . .:: : .    .:    :..:  :  :                          
gi|374 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYHTKGDAKPDEEELKK 
           80        90       100       110       120       130     
 
gi|374 GKAKGEGLFRAIEGYVLANPTQY 
          140       150        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (33-67:48-86) 
 
             10        20        30        40             50        
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
        60        70        80                                      
2MEPSP GCGGKFPVEDAKEEVQLFLGNAG                                      
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.5  bits: 18.5 E():   76 
Smith-Waterman score: 44; 37.9% identity (58.6% similar) in 29 aa overlap (11-39:49-74) 
 
                                   10        20        30        40 
2MEPSP                     GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     ::   : :.   :.. ::: .   ::..:  
gi|136 TTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS---DTFTNSEVLDNSLGSMRI 
       20        30        40        50           60        70      
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 458

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

               50        60        70        80                     
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG                     
                                                                    
gi|136 KNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYIHFQISGVTNTEKLP 
          80        90       100       110       120       130      
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.3 E():   78 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (11-27:46-62) 
 
                                   10        20        30        40 
2MEPSP                     GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
               50        60        70        80 
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                                
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD      
          80        90       100       110      
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.3  bits: 16.2 E():   78 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (59-73:30-44) 
 
       30        40        50        60        70        80 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                     :     :.:.::...        
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN  
                10        20        30        40        50  
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.3  bits: 19.3 E():   78 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (22-50:90-121) 
 
                        10        20        30           40         
2MEPSP          GSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
       50        60        70        80                             
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG                             
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.3  bits: 19.3 E():   78 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (22-50:90-121) 
 
                        10        20        30           40         
2MEPSP          GSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
       50        60        70        80                             
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG                             
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.2  bits: 19.6 E():   79 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (24-57:381-414) 
 
                      10        20        30        40        50    
2MEPSP        GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
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gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
            60        70        80                                  
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAG                                  
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.3 E():   83 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (31-40:55-64) 
 
               10        20        30        40        50        60 
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
               70        80             
2MEPSP GKFPVEDAKEEVQLFLGNAG             
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (31-68:3-39) 
 
               10        20        30        40        50        60 
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :: .  ::  :.... :  ::. :. .: : 
gi|398                             MAVHQYTVAL-FLAVALVAGPAASYAADLGYG 
                                           10         20        30  
 
               70        80                                         
2MEPSP GKFPVEDAKEEVQLFLGNAG                                         
          :.  :                                                     
gi|398 PATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYR 
              40        50        60        70        80        90  
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (3-39:246-282) 
 
                                           10         20        30  
2MEPSP                             GSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
              40        50        60        70        80            
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG            
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (3-39:246-282) 
 
                                           10         20        30  
2MEPSP                             GSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
              40        50        60        70        80            
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG            
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
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          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (3-39:246-282) 
 
                                           10         20        30  
2MEPSP                             GSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
              40        50        60        70        80            
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG            
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (24-80:110-173) 
 
                      10        20        30        40           50 
2MEPSP        GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
      80        90       100       110       120       130          
 
               60            70        80                           
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAG                           
        :  . .   ::  ..    :  :.:.::. . :                           
gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
 
gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.4  bits: 14.5 E():   87 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (41-48:10-17) 
 
               20        30        40        50        60        70 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     :::: .:.                       
gi|856                      ANPTFGFTPLGLSSDAN                       
                                    10                              
 
               80 
2MEPSP EVQLFLGNAG 
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.2 E():   90 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (21-52:71-102) 
 
                         10        20        30        40        50 
2MEPSP           GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
               60        70        80                               
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAG                               
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.2 E():   90 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (42-58:11-27) 
 
              20        30        40        50        60        70  
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2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
              80                                                    
2MEPSP VQLFLGNAG                                                    
                                                                    
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.7  bits: 18.7 E():   95 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (36-58:150-174) 
 
          10        20        30        40          50        60    
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
            70        80                                            
2MEPSP PVEDAKEEVQLFLGNAG                                            
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.6  bits: 19.0 E():   96 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (22-54:91-126) 
 
                        10        20        30           40         
2MEPSP          GSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
       50        60        70        80                             
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG                             
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.3  bits: 18.7 E():   99 
Smith-Waterman score: 45; 38.7% identity (61.3% similar) in 31 aa overlap (50-80:11-41) 
 
      20        30        40        50        60        70          
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                     : : : .:. . :::: .:  . .:  : . 
gi|113                     MDKANGAYKTALKAASAVAPAEKFPVFQATFDKNLKEGLS 
                                   10        20        30        40 
 
      80                                                            
2MEPSP G                                                            
       :                                                            
gi|113 GPDAVGFAKKLDAFIQTSYLSTKAAEPKEKFDLFVLSLTEVLRFMAGAVKAPPASKFPAK 
               50        60        70        80        90       100 
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.3  bits: 18.7 E(): 1e 
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (6-64:193-252) 
 
                                        10        20        30      
2MEPSP                          GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 
                                     :. .. ..  : :.:. .::. ..   ..: 
gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL 
            170       180       190       200       210       220   
 
          40        50             60        70        80           
2MEPSP GALRTLGLSVEADKAAKRAVVVG-----CGGKFPVEDAKEEVQLFLGNAG           
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       :       .   ::. : .:. .     :: ..:                           
gi|195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSS 
                230       240       250       260       270         
 
gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG 
      280       290       300       310       320       330         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:25 2011 done: Tue Apr 19 10:57:25 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 24  - 103 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     3     8:=* 
  34    13    22:==== * 
  36    28    44:=======   * 
  38    57    73:===============   * 
  40    70   102:==================       * 
  42    83   125:=====================          * 
  44   130   138:================================= * 
  46   171   140:==================================*======== 
  48   192   134:=================================*============== 
  50   151   122:==============================*======= 
  52   116   108:==========================*== 
  54   115    92:======================*====== 
  56    82    77:===================*= 
  58    51    63:=============  * 
  60    34    51:=========   * 
  62    23    41:======    * 
  64    25    33:======= * 
  66    22    26:======* 
  68    28    20:====*== 
  70    13    16:===* 
  72    16    12:==*= 
  74     3    10:= * 
  76    10     8:=*= 
  78    16     6:=*== 
  80    13     5:=*== 
  82     4     3:* 
  84    13     3:*=== 
  86     0     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     2     0:=         *== 
 104     0     0:          * 
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 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.93940.00325; mu= 5.5792 0.170 
 mean_var=37.912710.389, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.208296 
 Kolmogorov-Smirnov  statistic: 0.0856 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 25.1     1.1 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 25.1     1.1 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.6     1.9 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   55 21.8     5.9 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.5     5.9 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.6     9.7 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.6     9.7 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.6     9.7 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.6     9.7 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.6     9.7 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.6     9.7 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.6     9.7 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.6      10 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   56 22.1      10 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.6      11 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.6      11 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.6      11 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.6      11 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   49 20.0      12 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.8      13 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   55 21.8      14 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 19.7      15 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.7      15 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 20.6      15 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   50 20.3      15 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   55 21.7      17 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.7      18 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.7      18 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.7      18 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.7      19 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   55 21.7      20 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.7      20 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.7      20 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.7      20 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.7      20 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.7      20 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.7      20 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.7      20 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   55 21.7      21 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 20.9      21 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   46 19.1      23 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   48 19.7      24 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   48 19.7      24 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.6      24 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.7      25 
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gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.1      26 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.1      26 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.5      26 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.7      27 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.7      27 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 20.9      27 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 20.9      27 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.6      30 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.2      33 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 20.0      35 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.4      35 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.7      40 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 15.9      41 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.3      41 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.3      41 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.3      41 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   43 18.2      42 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   49 20.0      45 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.1      46 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.1      46 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.1      46 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.4      46 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.0      47 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.6      48 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.8      49 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   42 17.9      52 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   42 17.9      52 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   42 17.9      52 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   42 17.9      52 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.1      53 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 19.7      55 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.2      56 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.2      56 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.1      56 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.1      57 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 19.9      57 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 19.9      61 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.8      63 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.8      63 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.8      63 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.8      66 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.8      68 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.8      69 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.8      69 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.8      69 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.8      69 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.8      69 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.8      69 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.8      69 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.8      69 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.8      69 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.6      69 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 17.9      69 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 17.9      73 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   44 18.5      75 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   42 17.9      75 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 17.9      75 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.3      76 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.3      76 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.6      76 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.3      79 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.1      81 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.8      81 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.1      82 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.1      82 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.1      82 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.3      83 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.2      84 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.2      89 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.2      89 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   47 19.3      89 
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gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   47 19.3      89 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      89 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   47 19.3      89 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   47 19.3      89 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   47 19.3      89 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   47 19.3      89 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   47 19.3      89 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   47 19.3      89 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   47 19.3      89 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      89 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   47 19.3      89 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.4      92 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.8      93 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.0      94 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   45 18.8      97 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   45 18.8      98 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   47 19.3      98 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 101.8  bits: 25.1 E():  1.1 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (4-46:3-45) 
 
               10        20        30         40        50          
2MEPSP SKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVGCG 
          :.: .:::.::. :..:.  : . :  : .  :  : .: .: :              
gi|668  MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINEW 
                10        20         30        40        50         
 
      60        70        80                                        
2MEPSP GKFPVEDAKEEVQLFLGNAGI                                        
                                                                    
gi|668 SGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYCT 
       60        70        80        90       100       110         
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 101.8  bits: 25.1 E():  1.1 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (4-46:3-45) 
 
               10        20        30         40        50          
2MEPSP SKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVGCG 
          :.: .:::.::. :..:.  : . :  : .  :  : .: .: :              
gi|833  MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINEW 
                10        20         30        40        50         
 
      60        70        80                                        
2MEPSP GKFPVEDAKEEVQLFLGNAGI                                        
                                                                    
gi|833 SGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYCT 
       60        70        80        90       100       110         
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 97.4  bits: 23.6 E():  1.9 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (22-51:33-62) 
 
                        10        20        30        40        50  
2MEPSP          SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
              60        70        80                                
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGI                                
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 88.7  bits: 21.8 E():  5.9 
Smith-Waterman score: 55; 25.0% identity (59.1% similar) in 44 aa overlap (16-59:133-176) 
 
                              10        20        30        40      
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2MEPSP                SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 
                                     .:  :: . . .:  . ..  ...:: :   
gi|501 DKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSG 
            110       120       130       140       150       160   
 
          50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
       . ..  :  .:.::                      
gi|501 SVRSNTRPKIVNCGEL                    
            170                            
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 88.7  bits: 21.5 E():  5.9 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (33-58:75-101) 
 
             10        20        30         40        50        60  
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
              70        80                        
2MEPSP FPVEDAKEEVQLFLGNAGI                        
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:9-26) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:9-26) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:9-26) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
          80                                                        
2MEPSP GNAGI                                                        
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gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:9-26) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:9-26) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:9-26) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:10-27) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.6 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:15-32) 
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          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  56  Z-score: 84.3  bits: 22.1 E():   10 
Smith-Waterman score: 56; 28.9% identity (68.4% similar) in 38 aa overlap (43-79:315-352) 
 
             20        30        40        50        60         70  
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
              80                         
2MEPSP QLFLGNAGI                         
       .:   .::                          
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:25-42) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:25-42) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:26-43) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
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          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:26-43) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 82.9  bits: 20.0 E():   12 
Smith-Waterman score: 49; 31.0% identity (64.3% similar) in 42 aa overlap (37-77:31-70) 
 
         10        20        30        40         50        60      
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
          70        80                                     
2MEPSP DAKEEVQLFLGNAGI                                     
       .  ::..::: :                                        
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.2  bits: 21.8 E():   13 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (24-52:246-275) 
 
                      10        20        30         40        50   
2MEPSP        SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
             60        70        80                                 
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGI                                 
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 81.8  bits: 21.8 E():   14 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (15-65:161-217) 
 
                               10        20         30           40 
2MEPSP                 SKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
                 50        60        70        80                   
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                   
       ::...:  :.    .. .  . .: .:                                  
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 19.7 E():   15 
Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (19-76:45-102) 
 
                           10        20        30        40         
2MEPSP             SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
       50        60        70        80  
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI  
       ::  :.. .   :   :. ::: .  .:      
gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD 
           80        90       100        
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 81.2  bits: 19.7 E():   15 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (23-69:5-46) 
 
               10        20        30        40        50        60 
2MEPSP SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG 
                             ..:..::..  .::.     ..:. .  :   .::    
gi|225                   MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKK 
                                 10        20            30         
 
               70        80                                         
2MEPSP KFPVEDAKEEVQLFLGNAGI                                         
       : : ::.:.                                                    
gi|225 KSP-EDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGK 
       40         50        60        70        80        90        
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 81.2  bits: 20.6 E():   15 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (14-66:113-176) 
 
                                10        20         30        40   
2MEPSP                  SKSLSNRILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
             50                  60        70        80             
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEVQLFLGNAGI             
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.1  bits: 20.3 E():   15 
Smith-Waterman score: 50; 29.5% identity (54.1% similar) in 61 aa overlap (1-61:39-99) 
 
                                             10        20        30 
2MEPSP                               SKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     :: ..:. ..: ::  . : : .  .  .  
gi|532 FPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSANHVPEY 
       10        20        30        40        50        60         
 
               40        50        60        70        80           
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI           
          :  ::. :..  :  : . : :..  ::                              
gi|532 IQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIGWADEE 
       70        80        90       100       110       120         
 
gi|532 GRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
      130       140       150       160        
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 80.2  bits: 21.7 E():   17 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (15-65:191-247) 
 
                               10        20         30           40 
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2MEPSP                 SKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
                 50        60        70        80                   
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                   
       ::...:  :.    .. .  . .: .:                                  
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:9-26) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:9-26) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:9-26) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:9-26) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
          80                                                        
2MEPSP GNAGI                                                        
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gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:9-26) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:9-26) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:9-26) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:9-26) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:9-26) 
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          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:9-26) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.4  bits: 19.7 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:18-35) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 79.2  bits: 21.7 E():   20 
Smith-Waterman score: 55; 26.6% identity (54.4% similar) in 79 aa overlap (1-79:479-553) 
 
                                             10        20        30 
2MEPSP                               SKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     :.:: ::   ...:    : : . .:.:   
gi|331 CADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGLEVDETYVPKEFNAETF 
      450       460       470       480       490       500         
 
               40        50        60        70        80           
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI           
        .  . : ::    ::.: .:. ...    :   . . :...  .:. :            
gi|331 TFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
      510           520       530       540       550       560     
 
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:22-39) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
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gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:26-43) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:26-43) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:26-43) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:26-43) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
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          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:26-43) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:26-43) 
 
          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 78.8  bits: 21.7 E():   21 
Smith-Waterman score: 55; 26.6% identity (54.4% similar) in 79 aa overlap (1-79:502-576) 
 
                                             10        20        30 
2MEPSP                               SKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     :.:: ::   ...:    : : . .:.:   
gi|668 CAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGLEVDETYVPKEFNAETF 
             480       490       500       510       520       530  
 
               40        50        60        70        80           
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI           
        .  . : ::    ::.: .:. ...    :   . . :...  .:. :            
gi|668 TFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
              540          550       560       570       580        
 
gi|668 KEGCFSEEGPKLVAAAQAALV 
       590       600         
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.6  bits: 20.9 E():   21 
Smith-Waterman score: 52; 33.3% identity (66.7% similar) in 33 aa overlap (45-77:17-49) 
 
           20        30        40        50        60        70     
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     :..:.:     .:  :.  ..:::...: : 
gi|190               MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGF 
                             10        20        30        40       
 
           80                                                       
2MEPSP LGNAGI                                                       
        :.                                                          
gi|190 AGHGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQS 
         50        60        70        80        90       100       
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 78.0  bits: 19.1 E():   23 
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Smith-Waterman score: 46; 31.0% identity (61.9% similar) in 42 aa overlap (37-77:31-70) 
 
         10        20        30        40        50        60       
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP-VE 
                                     ... ::: ..   .:.: ..    :   .: 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
          70        80                                     
2MEPSP DAKEEVQLFLGNAGI                                     
       .  ::..::: :                                        
gi|294 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                 70        80        90       100          
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.8  bits: 19.7 E():   24 
Smith-Waterman score: 48; 27.9% identity (54.1% similar) in 61 aa overlap (1-61:40-100) 
 
                                             10        20        30 
2MEPSP                               SKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     ::  ... ..: ::  . : : .  .  .  
gi|668 FPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEY 
      10        20        30        40        50        60          
 
               40        50        60        70        80           
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI           
          :  .:. :..: :  : . : :..  ::                              
gi|668 IEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEE 
      70        80        90       100       110       120          
 
gi|668 GRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
     130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.8  bits: 19.7 E():   24 
Smith-Waterman score: 48; 27.9% identity (54.1% similar) in 61 aa overlap (1-61:40-100) 
 
                                             10        20        30 
2MEPSP                               SKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     ::  ... ..: ::  . : : .  .  .  
gi|276 FPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEY 
      10        20        30        40        50        60          
 
               40        50        60        70        80           
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI           
          :  .:. :..: :  : . : :..  ::                              
gi|276 IEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEE 
      70        80        90       100       110       120          
 
gi|276 GRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
     130       140       150       160         
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.5  bits: 20.6 E():   24 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (22-70:221-261) 
 
                        10        20        30        40        50  
2MEPSP          SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
              60        70        80                                
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGI                                
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.7 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (46-63:55-72) 
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          20        30        40        50        60        70      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
          80                                                        
2MEPSP GNAGI                                                        
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 77.0  bits: 17.1 E():   26 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (43-55:5-17) 
 
             20        30        40        50        60        70   
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .: :: .:: :::                  
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI     
                                         10        20        30     
 
             80 
2MEPSP LFLGNAGI 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 76.9  bits: 21.1 E():   26 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (24-48:201-228) 
 
                      10        20        30           40        50 
2MEPSP        SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               60        70        80                               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                               
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 76.9  bits: 18.5 E():   26 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (44-75:40-71) 
 
            20        30        40        50        60        70    
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
            80         
2MEPSP FLGNAGI         
       :.              
gi|154 FVDSLDKIAQVPRVG 
      70        80     
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.6  bits: 19.7 E():   27 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (41-74:152-189) 
 
               20        30        40        50           60        
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
         70        80 
2MEPSP K-EEVQLFLGNAGI 
       : :. .::       
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gi|313 KCERGKLFANCCK  
             190      
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.6  bits: 19.7 E():   27 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (41-74:152-189) 
 
               20        30        40        50           60        
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
         70        80 
2MEPSP K-EEVQLFLGNAGI 
       : :. .::       
gi|476 KCERGKLFANCCK  
             190      
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.6  bits: 20.9 E():   27 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (19-50:88-122) 
 
                           10        20           30        40      
2MEPSP             SKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
          50        60        70        80                          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                          
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 76.6  bits: 20.9 E():   27 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (19-50:88-122) 
 
                           10        20           30        40      
2MEPSP             SKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
          50        60        70        80                          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                          
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.9  bits: 20.6 E():   30 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (15-41:72-98) 
 
                               10        20        30        40     
2MEPSP                 SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
           50        60        70        80                         
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                         
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.2  bits: 18.2 E():   33 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (47-75:43-71) 
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         20        30        40        50        60        70       
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
         80         
2MEPSP NAGI         
                    
gi|122 SLDKIAQVPRVG 
             80     
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.6  bits: 20.0 E():   35 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (26-76:113-157) 
 
                    10        20        30        40        50      
2MEPSP      SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
          60        70        80                                    
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGI                                    
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.6  bits: 19.4 E():   35 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (22-51:33-62) 
 
                        10        20        30        40        50  
2MEPSP          SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
              60        70        80                                
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGI                                
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.6  bits: 19.7 E():   40 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (28-52:195-217) 
 
                  10        20        30        40        50        
2MEPSP    SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
        60        70        80                                      
2MEPSP CGGKFPVEDAKEEVQLFLGNAGI                                      
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 73.4  bits: 15.9 E():   41 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (44-57:3-16) 
 
            20        30        40        50        60        70    
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     :.: .::.  : ::                 
gi|463                             DFVDAHNAARAQVGVGPVHWT            
                                           10        20             
 
            80 
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2MEPSP FLGNAGI 
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.4  bits: 20.3 E():   41 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (21-50:90-122) 
 
                         10        20           30        40        
2MEPSP           SKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
        50        60        70        80                            
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                            
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.3  bits: 20.3 E():   41 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (6-50:70-122) 
 
                                        10        20                
2MEPSP                          SKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
        30        40        50        60        70        80        
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI        
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.3  bits: 20.3 E():   41 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (6-50:70-122) 
 
                                        10        20                
2MEPSP                          SKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
        30        40        50        60        70        80        
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI        
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.1  bits: 18.2 E():   42 
Smith-Waterman score: 43; 30.8% identity (61.5% similar) in 39 aa overlap (40-77:34-70) 
 
      10        20        30        40         50        60         
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
       70        80                                     
2MEPSP EEVQLFLGNAGI                                     
       ::..::: :                                        
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.7  bits: 20.0 E():   45 
Smith-Waterman score: 49; 50.0% identity (77.8% similar) in 18 aa overlap (2-19:246-263) 
 
                                            10        20        30  
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2MEPSP                              SKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     :::. . .:: .:. :::             
gi|215 GAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTYTAEET 
         220       230       240       250       260       270      
 
              40        50        60        70        80            
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI            
                                                                    
gi|215 AKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTELDDAS 
         280       290       300       310       320       330      
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.1 E():   46 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (40-55:172-187) 
 
      10        20        30        40        50        60          
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
      70        80     
2MEPSP EVQLFLGNAGI     
                       
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.1 E():   46 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (40-55:173-188) 
 
      10        20        30        40        50        60          
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
      70        80     
2MEPSP EVQLFLGNAGI     
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.1 E():   46 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (40-55:173-188) 
 
      10        20        30        40        50        60          
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
      70        80     
2MEPSP EVQLFLGNAGI     
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (57-70:91-104) 
 
         30        40        50        60        70        80       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI       
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
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>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 72.4  bits: 22.0 E():   47 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (15-55:452-496) 
 
                               10        20            30        40 
2MEPSP                 SKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
               50        60        70        80                     
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                     
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.1  bits: 15.6 E():   48 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (57-65:4-12) 
 
         30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     ::...: .:                
gi|544                            APPGCSNHFNLETVFGNFVK        
                                          10        20        
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.1  bits: 18.8 E():   49 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (34-73:106-145) 
 
            10        20        30        40        50        60    
2MEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
            70        80                                    
2MEPSP VEDAKEEVQLFLGNAGI                                    
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (37-77:31-70) 
 
         10        20        30        40         50        60      
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
          70        80                                     
2MEPSP DAKEEVQLFLGNAGI                                     
          ::..::: :                                        
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (37-77:31-70) 
 
         10        20        30        40         50        60      
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
          70        80                                     
2MEPSP DAKEEVQLFLGNAGI                                     
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          ::..::: :                                        
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 42; 26.2% identity (64.3% similar) in 42 aa overlap (37-77:31-70) 
 
         10        20        30        40        50         60      
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
          70        80                                     
2MEPSP DAKEEVQLFLGNAGI                                     
       .  ::..::: :                                        
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (37-77:31-70) 
 
         10        20        30        40         50        60      
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
          70        80                                     
2MEPSP DAKEEVQLFLGNAGI                                     
          ::..::: :                                        
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 19.1 E():   53 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (57-70:76-89) 
 
         30        40        50        60        70        80       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI       
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.1  bits: 19.7 E():   55 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (11-60:214-267) 
 
                                   10        20        30        40 
2MEPSP                     SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
                     50        60        70        80               
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI               
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (3-39:3-39) 
 
               10        20        30        40        50        60 
2MEPSP SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG 
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         : :: .:::::.  .  ..   ...::    ...: :                      
gi|195 MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACRIETPGS 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP KFPVEDAKEEVQLFLGNAGI                                         
                                                                    
gi|195 PYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTP 
               70        80        90       100       110       120 
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (3-39:3-39) 
 
               10        20        30        40        50        60 
2MEPSP SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG 
         : :: .:::::.  .  ..   ...::    ...: :                      
gi|219 MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACRIETPGS 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP KFPVEDAKEEVQLFLGNAGI                                         
                                                                    
gi|219 PYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTP 
               70        80        90       100       110       120 
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (57-70:91-104) 
 
         30        40        50        60        70        80       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI       
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (57-70:91-104) 
 
         30        40        50        60        70        80       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI       
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 70.7  bits: 19.9 E():   57 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (1-50:428-476) 
 
                                             10        20        30 
2MEPSP                               SKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
               40        50        60        70        80 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
       .. .:. .  :.. :  . :                               
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG           
        460       470       480       490                 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.2  bits: 19.9 E():   61 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (26-56:378-406) 
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                    10        20        30        40        50      
2MEPSP      SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
          60        70        80                                    
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGI                                    
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.8 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (57-70:68-81) 
 
         30        40        50        60        70        80       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI       
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.8 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (57-70:68-81) 
 
         30        40        50        60        70        80       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI       
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (57-70:69-82) 
 
         30        40        50        60        70        80       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI       
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.8 E():   66 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (57-70:80-93) 
 
         30        40        50        60        70        80       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI       
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (57-70:91-104) 
 
         30        40        50        60        70        80       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI       
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                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (57-70:91-104) 
 
         30        40        50        60        70        80       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI       
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (57-70:91-104) 
 
         30        40        50        60        70        80       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI       
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (57-70:91-104) 
 
         30        40        50        60        70        80       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI       
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (57-70:91-104) 
 
         30        40        50        60        70        80       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI       
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (57-70:91-104) 
 
         30        40        50        60        70        80       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI       
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
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>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (57-70:91-104) 
 
         30        40        50        60        70        80       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI       
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (57-70:91-104) 
 
         30        40        50        60        70        80       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI       
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (57-70:92-105) 
 
         30        40        50        60        70        80       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI       
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (57-70:93-106) 
 
         30        40        50        60        70        80       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI       
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 17.6 E():   69 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (61-79:82-100) 
 
               40        50        60        70        80           
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI           
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
gi|188 QSGAIYV 
               
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.9 E():   69 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (40-64:16-40) 
 
      10        20        30        40        50        60          
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2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
      70        80                                                  
2MEPSP EVQLFLGNAGI                                                  
                                                                    
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (37-65:38-66) 
 
         10        20        30        40        50        60       
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
         70        80                                               
2MEPSP AKEEVQLFLGNAGI                                               
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.6  bits: 18.5 E():   75 
Smith-Waterman score: 44; 37.9% identity (58.6% similar) in 29 aa overlap (10-38:49-74) 
 
                                    10        20        30          
2MEPSP                      SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     ::   : :.   :.. ::: .   ::..:  
gi|136 TTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS---DTFTNSEVLDNSLGSMRI 
       20        30        40        50           60        70      
 
      40        50        60        70        80                    
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                    
                                                                    
gi|136 KNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYIHFQISGVTNTEKLP 
          80        90       100       110       120       130      
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 42; 24.6% identity (52.3% similar) in 65 aa overlap (17-79:48-109) 
 
                             10        20          30        40     
2MEPSP               SKSLSNRILLLAALSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|374 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVESID--- 
        20        30        40        50        60        70        
 
           50        60        70        80                         
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                         
       ::. : . .:: : .    .:    :..:  :  :                          
gi|374 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYHTKGDAKPDEEELKK 
           80        90       100       110       120       130     
 
gi|374 GKAKGEGLFRAIEGYVLANPTQY 
          140       150        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (32-66:48-86) 
 
              10        20        30        40             50       
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
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         60        70        80                                     
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGI                                     
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.5  bits: 19.3 E():   76 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (21-49:90-121) 
 
                         10        20           30        40        
2MEPSP           SKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
        50        60        70        80                            
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                            
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.5  bits: 19.3 E():   76 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (21-49:90-121) 
 
                         10        20           30        40        
2MEPSP           SKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
        50        60        70        80                            
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                            
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (23-56:381-414) 
 
                       10        20        30        40        50   
2MEPSP         SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
             60        70        80                                 
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGI                                 
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (10-26:46-62) 
 
                                    10        20        30          
2MEPSP                      SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
      40        50        60        70        80 
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                                 
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD       
          80        90       100       110       
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>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.0  bits: 16.1 E():   81 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (58-72:30-44) 
 
        30        40        50        60        70        80 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :     :.:.::...         
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN   
                10        20        30        40        50   
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (30-67:3-39) 
 
               10        20        30        40        50        60 
2MEPSP SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG 
                                    :: .  ::  :.... :  ::. :. .: :  
gi|398                            MAVHQYTVAL-FLAVALVAGPAASYAADLGYGP 
                                          10         20        30   
 
               70        80                                         
2MEPSP KFPVEDAKEEVQLFLGNAGI                                         
         :.  :                                                      
gi|398 ATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRT 
             40        50        60        70        80        90   
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (2-38:246-282) 
 
                                            10         20        30 
2MEPSP                              SKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
               40        50        60        70        80           
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI           
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (2-38:246-282) 
 
                                            10         20        30 
2MEPSP                              SKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
               40        50        60        70        80           
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI           
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (2-38:246-282) 
 
                                            10         20        30 
2MEPSP                              SKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
               40        50        60        70        80           
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI           
           : ::                                                     
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gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.3 E():   83 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (30-39:55-64) 
 
                10        20        30        40        50          
2MEPSP  SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
      60        70        80            
2MEPSP GKFPVEDAKEEVQLFLGNAGI            
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (23-79:110-173) 
 
                       10        20        30        40             
2MEPSP         SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
      80        90       100       110       120       130          
 
      50        60            70        80                          
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGI                          
        :  . .   ::  ..    :  :.:.::. . :                           
gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
 
gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (41-57:11-27) 
 
               20        30        40        50        60        70 
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
               80                                                   
2MEPSP VQLFLGNAGI                                                   
                                                                    
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (20-51:71-102) 
 
                          10        20        30        40          
2MEPSP            SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
      50        60        70        80                              
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                              
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (24-48:201-228) 
 
                      10        20        30           40        50 
2MEPSP        SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               60        70        80                               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (24-48:201-228) 
 
                      10        20        30           40        50 
2MEPSP        SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               60        70        80                               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (24-48:201-228) 
 
                      10        20        30           40        50 
2MEPSP        SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               60        70        80                               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                               
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (24-48:201-228) 
 
                      10        20        30           40        50 
2MEPSP        SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               60        70        80                               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (24-48:201-228) 
 
                      10        20        30           40        50 
2MEPSP        SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
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              180       190       200       210       220       230 
 
               60        70        80                               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                               
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (24-48:201-228) 
 
                      10        20        30           40        50 
2MEPSP        SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               60        70        80                               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (24-48:201-228) 
 
                      10        20        30           40        50 
2MEPSP        SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               60        70        80                               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (24-48:201-228) 
 
                      10        20        30           40        50 
2MEPSP        SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               60        70        80                               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (24-48:201-228) 
 
                      10        20        30           40        50 
2MEPSP        SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               60        70        80                               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
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>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (24-48:201-228) 
 
                      10        20        30           40        50 
2MEPSP        SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               60        70        80                               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (24-48:201-228) 
 
                      10        20        30           40        50 
2MEPSP        SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               60        70        80                               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                               
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (24-48:201-228) 
 
                      10        20        30           40        50 
2MEPSP        SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               60        70        80                               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.9  bits: 14.4 E():   92 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (40-47:10-17) 
 
      10        20        30        40        50        60          
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     :::: .:.                       
gi|856                      ANPTFGFTPLGLSSDAN                       
                                    10                              
 
      70        80 
2MEPSP EVQLFLGNAGI 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.8  bits: 18.8 E():   93 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (35-57:150-174) 
 
           10        20        30        40          50        60   
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
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             70        80                                           
2MEPSP PVEDAKEEVQLFLGNAGI                                           
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.8  bits: 19.0 E():   94 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (21-53:91-126) 
 
                         10        20           30        40        
2MEPSP           SKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
        50        60        70        80                            
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI                            
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 45; 38.7% identity (61.3% similar) in 31 aa overlap (49-79:11-41) 
 
       20        30        40        50        60        70         
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                     : : : .:. . :::: .:  . .:  : . 
gi|113                     MDKANGAYKTALKAASAVAPAEKFPVFQATFDKNLKEGLS 
                                   10        20        30        40 
 
       80                                                           
2MEPSP GI                                                           
       :                                                            
gi|113 GPDAVGFAKKLDAFIQTSYLSTKAAEPKEKFDLFVLSLTEVLRFMAGAVKAPPASKFPAK 
               50        60        70        80        90       100 
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.5  bits: 18.8 E():   98 
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (5-63:193-252) 
 
                                         10        20        30     
2MEPSP                           SKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 
                                     :. .. ..  : :.:. .::. ..   ..: 
gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL 
            170       180       190       200       210       220   
 
           40        50             60        70        80          
2MEPSP GALRTLGLSVEADKAAKRAVVVG-----CGGKFPVEDAKEEVQLFLGNAGI          
       :       .   ::. : .:. .     :: ..:                           
gi|195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSS 
                230       240       250       260       270         
 
gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG 
      280       290       300       310       320       330         
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.4  bits: 19.3 E():   98 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (44-72:106-134) 
 
            20        30        40        50        60        70    
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     ::  .... .:: ::   :  :.  :  :  
gi|298 RCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGCPETFQSESEFEYPQS 
          80        90       100       110       120       130      
 
            80                                                      
2MEPSP FLGNAGI                                                      
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gi|298 QRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQRTRQSESEEFS 
         140       150       160       170       180       190      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:25 2011 done: Tue Apr 19 10:57:25 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 25  - 104 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     4     8:=* 
  34    12    22:===  * 
  36    24    44:======    * 
  38    56    73:==============    * 
  40    70   102:==================       * 
  42    81   125:=====================          * 
  44   120   138:==============================    * 
  46   176   140:==================================*========= 
  48   194   134:=================================*=============== 
  50   161   122:==============================*========== 
  52   115   108:==========================*== 
  54   119    92:======================*======= 
  56    78    77:===================* 
  58    48    63:============   * 
  60    39    51:==========  * 
  62    22    41:======    * 
  64    29    33:========* 
  66    11    26:===   * 
  68    26    20:====*== 
  70    14    16:===* 
  72    18    12:==*== 
  74    10    10:==* 
  76    15     8:=*== 
  78    12     6:=*= 
  80    12     5:=*= 
  82     4     3:* 
  84    13     3:*=== 
  86     0     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
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 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.89660.00326; mu= 5.6938 0.171 
 mean_var=38.383710.599, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.207015 
 Kolmogorov-Smirnov  statistic: 0.0976 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 25.1     1.1 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 25.1     1.1 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.6     1.9 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   55 21.8     5.9 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.5     5.9 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.6     9.7 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.6     9.7 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.6     9.7 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.6     9.7 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.6     9.7 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.6     9.7 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.6     9.8 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.6      10 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   56 22.1      10 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.6      11 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.6      11 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.6      11 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.6      11 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   49 20.0      12 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.8      13 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   55 21.8      14 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 19.7      15 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 20.6      15 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.7      15 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   55 21.8      17 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.7      18 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.7      18 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.7      18 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.7      19 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.7      20 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.7      20 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.7      20 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.7      20 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.7      20 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.7      20 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.7      20 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 20.9      21 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   46 19.1      23 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.6      24 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.7      25 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.2      26 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.0      26 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.5      27 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 20.9      27 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.7      27 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.7      27 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 20.9      27 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.6      30 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.9      32 
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gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.9      32 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.9      32 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.9      32 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.9      32 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.9      32 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.9      32 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.9      32 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.9      32 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.9      32 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.9      32 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.9      32 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.2      33 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 20.0      35 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.4      35 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.7      40 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.3      41 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.3      41 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.3      41 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 15.8      42 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   43 18.2      42 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   45 18.8      43 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   49 20.0      44 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.0      45 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.1      46 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.1      46 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.1      46 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.4      46 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.8      48 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.5      49 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   42 17.9      52 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   42 17.9      52 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   42 17.9      52 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   42 17.9      52 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.1      52 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 19.7      54 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.1      55 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.2      56 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.2      56 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.1      56 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.0      61 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.8      62 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.8      62 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.8      62 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.8      65 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   43 18.2      65 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   43 18.2      65 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.8      68 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.8      68 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.8      68 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.8      68 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.8      68 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.8      68 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.8      68 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.8      68 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.8      68 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.8      68 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.6      69 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 17.9      69 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 17.9      73 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   44 18.5      74 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   42 17.9      75 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 17.9      75 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.4      75 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.4      75 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.7      75 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.3      79 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.8      80 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.1      81 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.1      81 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.1      81 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.1      81 
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gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.3      83 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.2      84 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.2      88 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.2      88 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.8      92 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.1      92 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.4      93 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   45 18.8      96 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   45 18.8      96 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   47 19.4      96 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 101.7  bits: 25.1 E():  1.1 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (3-45:3-45) 
 
               10        20        30         40        50          
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVGCGG 
         :.: .:::.::. :..:.  : . :  : .  :  : .: .: :               
gi|668 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINEWS 
               10        20         30        40        50          
 
      60        70        80                                        
2MEPSP KFPVEDAKEEVQLFLGNAGIA                                        
                                                                    
gi|668 GEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYCTD 
      60        70        80        90       100       110          
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 101.7  bits: 25.1 E():  1.1 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (3-45:3-45) 
 
               10        20        30         40        50          
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVGCGG 
         :.: .:::.::. :..:.  : . :  : .  :  : .: .: :               
gi|833 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINEWS 
               10        20         30        40        50          
 
      60        70        80                                        
2MEPSP KFPVEDAKEEVQLFLGNAGIA                                        
                                                                    
gi|833 GEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYCTD 
      60        70        80        90       100       110          
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 97.3  bits: 23.6 E():  1.9 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (21-50:33-62) 
 
                         10        20        30        40        50 
2MEPSP           KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
               60        70        80                               
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                               
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 88.6  bits: 21.8 E():  5.9 
Smith-Waterman score: 55; 25.0% identity (59.1% similar) in 44 aa overlap (15-58:133-176) 
 
                               10        20        30        40     
2MEPSP                 KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 
                                     .:  :: . . .:  . ..  ...:: :   
gi|501 DKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSG 
            110       120       130       140       150       160   
 
           50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
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       . ..  :  .:.::                       
gi|501 SVRSNTRPKIVNCGEL                     
            170                             
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 88.6  bits: 21.5 E():  5.9 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (32-57:75-101) 
 
              10        20        30         40        50        60 
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
               70        80                       
2MEPSP FPVEDAKEEVQLFLGNAGIA                       
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:9-26) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:9-26) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:9-26) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:9-26) 
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           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:9-26) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:9-26) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.6 E():  9.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:10-27) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.6 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:15-32) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
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           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  56  Z-score: 84.3  bits: 22.1 E():   10 
Smith-Waterman score: 56; 28.9% identity (68.4% similar) in 38 aa overlap (42-78:315-352) 
 
              20        30        40        50        60         70 
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
               80                        
2MEPSP QLFLGNAGIA                        
       .:   .::                          
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:25-42) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:25-42) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.7  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:26-43) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 83.7  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:26-43) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 82.8  bits: 20.0 E():   12 
Smith-Waterman score: 49; 31.0% identity (64.3% similar) in 42 aa overlap (36-76:31-70) 
 
          10        20        30        40         50        60     
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
           70        80                                    
2MEPSP DAKEEVQLFLGNAGIA                                    
       .  ::..::: :                                        
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.3  bits: 21.8 E():   13 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (23-51:246-275) 
 
                       10        20        30         40        50  
2MEPSP         KSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
              60        70        80                                
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIA                                
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 81.9  bits: 21.8 E():   14 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (14-64:161-217) 
 
                                10        20         30             
2MEPSP                  KSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
      40          50        60        70        80                  
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                  
       ::...:  :.    .. .  . .: .:                                  
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 19.7 E():   15 
Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (18-75:45-102) 
 
                            10        20        30        40        
2MEPSP              KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
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           20        30        40        50        60        70     
 
        50        60        70        80 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
       ::  :.. .   :   :. ::: .  .:      
gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD 
           80        90       100        
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 81.2  bits: 20.6 E():   15 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (13-65:113-176) 
 
                                 10        20         30        40  
2MEPSP                   KSLSNRILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
              50                  60        70        80            
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIA            
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 81.1  bits: 19.7 E():   15 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (22-68:5-46) 
 
               10        20        30        40        50        60 
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 
                            ..:..::..  .::.     ..:. .  :   .::   : 
gi|225                  MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKK 
                                10        20            30          
 
               70        80                                         
2MEPSP FPVEDAKEEVQLFLGNAGIA                                         
        : ::.:.                                                     
gi|225 SP-EDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKI 
      40         50        60        70        80        90         
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (14-64:191-247) 
 
                                10        20         30             
2MEPSP                  KSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
      40          50        60        70        80                  
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                  
       ::...:  :.    .. .  . .: .:                                  
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:9-26) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
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>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:9-26) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:9-26) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:9-26) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:9-26) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:9-26) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
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                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:9-26) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:9-26) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:9-26) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:9-26) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
           80                                                       
2MEPSP GNAGIA                                                       
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gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.3  bits: 19.7 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:18-35) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:22-39) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:26-43) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:26-43) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:26-43) 
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           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:26-43) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:26-43) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:26-43) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.6  bits: 20.9 E():   21 
Smith-Waterman score: 52; 33.3% identity (66.7% similar) in 33 aa overlap (44-76:17-49) 
 
            20        30        40        50        60        70    
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     :..:.:     .:  :.  ..:::...: : 
gi|190               MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGF 
                             10        20        30        40       
 
            80                                                      
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2MEPSP LGNAGIA                                                      
        :.                                                          
gi|190 AGHGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQS 
         50        60        70        80        90       100       
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 78.0  bits: 19.1 E():   23 
Smith-Waterman score: 46; 31.0% identity (61.9% similar) in 42 aa overlap (36-76:31-70) 
 
          10        20        30        40        50        60      
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP-VE 
                                     ... ::: ..   .:.: ..    :   .: 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
           70        80                                    
2MEPSP DAKEEVQLFLGNAGIA                                    
       .  ::..::: :                                        
gi|294 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                 70        80        90       100          
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.5  bits: 20.6 E():   24 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (21-69:221-261) 
 
                         10        20        30        40        50 
2MEPSP           KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
               60        70        80                               
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                               
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.7 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (45-62:55-72) 
 
           20        30        40        50        60        70     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
           80                                                       
2MEPSP GNAGIA                                                       
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.0  bits: 21.2 E():   26 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (23-47:201-228) 
 
                       10        20        30           40          
2MEPSP         KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      50        60        70        80                              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                              
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.9  bits: 17.0 E():   26 
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Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (42-54:5-17) 
 
              20        30        40        50        60        70  
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .: :: .:: :::                  
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI     
                                         10        20        30     
 
              80 
2MEPSP LFLGNAGIA 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 76.8  bits: 18.5 E():   27 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (43-74:40-71) 
 
             20        30        40        50        60        70   
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
             80        
2MEPSP FLGNAGIA        
       :.              
gi|154 FVDSLDKIAQVPRVG 
      70        80     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.7  bits: 20.9 E():   27 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (18-49:88-122) 
 
                            10        20           30        40     
2MEPSP              KSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
           50        60        70        80                         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                         
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.7  bits: 19.7 E():   27 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (40-73:152-189) 
 
      10        20        30        40        50           60       
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
          70        80 
2MEPSP K-EEVQLFLGNAGIA 
       : :. .::        
gi|476 KCERGKLFANCCK   
             190       
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.7  bits: 19.7 E():   27 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (40-73:152-189) 
 
      10        20        30        40        50           60       
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
          70        80 
2MEPSP K-EEVQLFLGNAGIA 
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       : :. .::        
gi|313 KCERGKLFANCCK   
             190       
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 76.6  bits: 20.9 E():   27 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (18-49:88-122) 
 
                            10        20           30        40     
2MEPSP              KSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
           50        60        70        80                         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                         
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.0  bits: 20.6 E():   30 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (14-40:72-98) 
 
                                10        20        30        40    
2MEPSP                  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
            50        60        70        80                        
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                        
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (23-47:201-228) 
 
                       10        20        30           40          
2MEPSP         KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      50        60        70        80                              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                              
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (23-47:201-228) 
 
                       10        20        30           40          
2MEPSP         KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      50        60        70        80                              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (23-47:201-228) 
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                       10        20        30           40          
2MEPSP         KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      50        60        70        80                              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (23-47:201-228) 
 
                       10        20        30           40          
2MEPSP         KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      50        60        70        80                              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (23-47:201-228) 
 
                       10        20        30           40          
2MEPSP         KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      50        60        70        80                              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                              
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (23-47:201-228) 
 
                       10        20        30           40          
2MEPSP         KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      50        60        70        80                              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (23-47:201-228) 
 
                       10        20        30           40          
2MEPSP         KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
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      50        60        70        80                              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (23-47:201-228) 
 
                       10        20        30           40          
2MEPSP         KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      50        60        70        80                              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (23-47:201-228) 
 
                       10        20        30           40          
2MEPSP         KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      50        60        70        80                              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (23-47:201-228) 
 
                       10        20        30           40          
2MEPSP         KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      50        60        70        80                              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                              
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (23-47:201-228) 
 
                       10        20        30           40          
2MEPSP         KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      50        60        70        80                              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (23-47:201-228) 
 
                       10        20        30           40          
2MEPSP         KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      50        60        70        80                              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.2  bits: 18.2 E():   33 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (46-74:43-71) 
 
          20        30        40        50        60        70      
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
          80        
2MEPSP NAGIA        
                    
gi|122 SLDKIAQVPRVG 
             80     
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.7  bits: 20.0 E():   35 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (25-75:113-157) 
 
                     10        20        30        40        50     
2MEPSP       KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
           60        70        80                                   
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIA                                   
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.6  bits: 19.4 E():   35 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (21-50:33-62) 
 
                         10        20        30        40        50 
2MEPSP           KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
               60        70        80                               
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                               
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.6  bits: 19.7 E():   40 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (27-51:195-217) 
 
                   10        20        30        40        50       
2MEPSP     KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
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          170       180       190       200         210       220   
 
         60        70        80                                     
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIA                                     
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.4  bits: 20.3 E():   41 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (20-49:90-122) 
 
                          10        20           30        40       
2MEPSP            KSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
         50        60        70        80                           
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                           
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.4  bits: 20.3 E():   41 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (5-49:70-122) 
 
                                         10             20          
2MEPSP                           KSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
         30        40        50        60        70        80       
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA       
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.4  bits: 20.3 E():   41 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (5-49:70-122) 
 
                                         10             20          
2MEPSP                           KSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
         30        40        50        60        70        80       
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA       
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 73.2  bits: 15.8 E():   42 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (43-56:3-16) 
 
             20        30        40        50        60        70   
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     :.: .::.  : ::                 
gi|463                             DFVDAHNAARAQVGVGPVHWT            
                                           10        20             
 
             80 
2MEPSP FLGNAGIA 
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.1  bits: 18.2 E():   42 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 516

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 43; 30.8% identity (61.5% similar) in 39 aa overlap (39-76:34-70) 
 
       10        20        30        40         50        60        
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
        70        80                                    
2MEPSP EEVQLFLGNAGIA                                    
       ::..::: :                                        
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.0  bits: 18.8 E():   43 
Smith-Waterman score: 45; 28.3% identity (53.3% similar) in 60 aa overlap (1-60:40-99) 
 
                                             10        20        30 
2MEPSP                               KSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     : ..:. ..: ::  . : : .  .  .   
gi|532 PEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSANHVPEYI 
      10        20        30        40        50        60          
 
               40        50        60        70        80           
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA           
         :  ::. :..  :  : . : :..  ::                               
gi|532 QKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIGWADEEG 
      70        80        90       100       110       120          
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 49; 50.0% identity (77.8% similar) in 18 aa overlap (1-18:246-263) 
 
                                             10        20        30 
2MEPSP                               KSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     :::. . .:: .:. :::             
gi|215 GAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTYTAEET 
         220       230       240       250       260       270      
 
               40        50        60        70        80           
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA           
                                                                    
gi|215 AKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTELDDAS 
         280       290       300       310       320       330      
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 72.6  bits: 22.0 E():   45 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (14-54:452-496) 
 
                                10        20            30          
2MEPSP                  KSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
      40        50        60        70        80                    
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                    
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.1 E():   46 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (39-54:172-187) 
 
       10        20        30        40        50        60         
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
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       70        80    
2MEPSP EVQLFLGNAGIA    
                       
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.1 E():   46 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (39-54:173-188) 
 
       10        20        30        40        50        60         
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
       70        80    
2MEPSP EVQLFLGNAGIA    
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.1 E():   46 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (39-54:173-188) 
 
       10        20        30        40        50        60         
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
       70        80    
2MEPSP EVQLFLGNAGIA    
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (56-69:91-104) 
 
          30        40        50        60        70        80      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA      
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.1  bits: 18.8 E():   48 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (33-72:106-145) 
 
             10        20        30        40        50        60   
2MEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
             70        80                                   
2MEPSP VEDAKEEVQLFLGNAGIA                                   
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.0  bits: 15.5 E():   49 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (56-64:4-12) 
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          30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                                     ::...: .:                 
gi|544                            APPGCSNHFNLETVFGNFVK         
                                          10        20         
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (36-76:31-70) 
 
          10        20        30        40         50        60     
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
           70        80                                    
2MEPSP DAKEEVQLFLGNAGIA                                    
          ::..::: :                                        
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 42; 26.2% identity (64.3% similar) in 42 aa overlap (36-76:31-70) 
 
          10        20        30        40        50         60     
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
           70        80                                    
2MEPSP DAKEEVQLFLGNAGIA                                    
       .  ::..::: :                                        
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (36-76:31-70) 
 
          10        20        30        40         50        60     
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
           70        80                                    
2MEPSP DAKEEVQLFLGNAGIA                                    
          ::..::: :                                        
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (36-76:31-70) 
 
          10        20        30        40         50        60     
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
           70        80                                    
2MEPSP DAKEEVQLFLGNAGIA                                    
          ::..::: :                                        
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
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>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 19.1 E():   52 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (56-69:76-89) 
 
          30        40        50        60        70        80      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA      
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.2  bits: 19.7 E():   54 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (10-59:214-267) 
 
                                    10        20        30          
2MEPSP                      KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
      40              50        60        70        80              
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA              
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (56-69:91-104) 
 
          30        40        50        60        70        80      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA      
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (2-38:3-39) 
 
                10        20        30        40        50          
2MEPSP  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG 
         : :: .:::::.  .  ..   ...::    ...: :                      
gi|195 MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACRIETPGS 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP KFPVEDAKEEVQLFLGNAGIA                                        
                                                                    
gi|195 PYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTP 
               70        80        90       100       110       120 
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (2-38:3-39) 
 
                10        20        30        40        50          
2MEPSP  KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG 
         : :: .:::::.  .  ..   ...::    ...: :                      
gi|219 MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACRIETPGS 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP KFPVEDAKEEVQLFLGNAGIA                                        
                                                                    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 520

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|219 PYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTP 
               70        80        90       100       110       120 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (56-69:91-104) 
 
          30        40        50        60        70        80      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA      
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.3  bits: 20.0 E():   61 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (25-55:378-406) 
 
                     10        20        30        40        50     
2MEPSP       KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
           60        70        80                                   
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIA                                   
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.8 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (56-69:68-81) 
 
          30        40        50        60        70        80      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA      
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.8 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (56-69:68-81) 
 
          30        40        50        60        70        80      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA      
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.8 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (56-69:69-82) 
 
          30        40        50        60        70        80      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA      
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 521

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (56-69:80-93) 
 
          30        40        50        60        70        80      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA      
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 18.2 E():   65 
Smith-Waterman score: 43; 26.7% identity (53.3% similar) in 60 aa overlap (1-60:41-100) 
 
                                             10        20        30 
2MEPSP                               KSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     :  ... ..: ::  . : : .  .  .   
gi|668 PSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEYI 
               20        30        40        50        60        70 
 
               40        50        60        70        80           
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA           
         :  .:. :..: :  : . : :..  ::                               
gi|668 EKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEG 
               80        90       100       110       120       130 
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 18.2 E():   65 
Smith-Waterman score: 43; 26.7% identity (53.3% similar) in 60 aa overlap (1-60:41-100) 
 
                                             10        20        30 
2MEPSP                               KSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     :  ... ..: ::  . : : .  .  .   
gi|276 PSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEYI 
               20        30        40        50        60        70 
 
               40        50        60        70        80           
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA           
         :  .:. :..: :  : . : :..  ::                               
gi|276 EKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEG 
               80        90       100       110       120       130 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (56-69:91-104) 
 
          30        40        50        60        70        80      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA      
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (56-69:91-104) 
 
          30        40        50        60        70        80      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA      
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 522

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (56-69:91-104) 
 
          30        40        50        60        70        80      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA      
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (56-69:91-104) 
 
          30        40        50        60        70        80      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA      
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (56-69:91-104) 
 
          30        40        50        60        70        80      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA      
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (56-69:91-104) 
 
          30        40        50        60        70        80      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA      
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (56-69:91-104) 
 
          30        40        50        60        70        80      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA      
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (56-69:91-104) 
 
          30        40        50        60        70        80      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA      

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 523

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (56-69:92-105) 
 
          30        40        50        60        70        80      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA      
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (56-69:93-106) 
 
          30        40        50        60        70        80      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA      
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 17.6 E():   69 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (60-78:82-100) 
 
      30        40        50        60        70        80          
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA          
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
gi|188 QSGAIYV 
               
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (39-63:16-40) 
 
       10        20        30        40        50        60         
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
       70        80                                                 
2MEPSP EVQLFLGNAGIA                                                 
                                                                    
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (36-64:38-66) 
 
          10        20        30        40        50        60      
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
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          70        80                                              
2MEPSP AKEEVQLFLGNAGIA                                              
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.7  bits: 18.5 E():   74 
Smith-Waterman score: 44; 37.9% identity (58.6% similar) in 29 aa overlap (9-37:49-74) 
 
                                     10        20        30         
2MEPSP                       KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     ::   : :.   :.. ::: .   ::..:  
gi|136 TTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS---DTFTNSEVLDNSLGSMRI 
       20        30        40        50           60        70      
 
       40        50        60        70        80                   
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                   
                                                                    
gi|136 KNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYIHFQISGVTNTEKLP 
          80        90       100       110       120       130      
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 42; 24.6% identity (52.3% similar) in 65 aa overlap (16-78:48-109) 
 
                              10        20          30        40    
2MEPSP                KSLSNRILLLAALSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|374 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVESID--- 
        20        30        40        50        60        70        
 
            50        60        70        80                        
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                        
       ::. : . .:: : .    .:    :..:  :  :                          
gi|374 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYHTKGDAKPDEEELKK 
           80        90       100       110       120       130     
 
gi|374 GKAKGEGLFRAIEGYVLANPTQY 
          140       150        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (31-65:48-86) 
 
               10        20        30        40             50      
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
          60        70        80                                    
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIA                                    
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (20-48:90-121) 
 
                          10        20           30        40       
2MEPSP            KSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
         50        60        70        80                           
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                           
       ::                                                           
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gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (20-48:90-121) 
 
                          10        20           30        40       
2MEPSP            KSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
         50        60        70        80                           
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                           
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.6  bits: 19.7 E():   75 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (22-55:381-414) 
 
                        10        20        30        40        50  
2MEPSP          KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
              60        70        80                                
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIA                                
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (9-25:46-62) 
 
                                     10        20        30         
2MEPSP                       KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
       40        50        60        70        80 
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                                                  
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD        
          80        90       100       110        
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (29-66:3-39) 
 
               10        20        30        40        50        60 
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 
                                   :: .  ::  :.... :  ::. :. .: :   
gi|398                           MAVHQYTVAL-FLAVALVAGPAASYAADLGYGPA 
                                         10         20        30    
 
               70        80                                         
2MEPSP FPVEDAKEEVQLFLGNAGIA                                         
        :.  :                                                       
gi|398 TPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTF 
            40        50        60        70        80        90    
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.0  bits: 16.1 E():   81 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (57-71:30-44) 
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         30        40        50        60        70        80 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                                     :     :.:.::...          
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN    
                10        20        30        40        50    
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (1-37:246-282) 
 
                                             10         20          
2MEPSP                               KSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
      30        40        50        60        70        80          
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA          
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (1-37:246-282) 
 
                                             10         20          
2MEPSP                               KSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
      30        40        50        60        70        80          
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA          
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (1-37:246-282) 
 
                                             10         20          
2MEPSP                               KSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
      30        40        50        60        70        80          
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA          
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.3 E():   83 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (29-38:55-64) 
 
                 10        20        30        40        50         
2MEPSP   KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
       60        70        80           
2MEPSP GKFPVEDAKEEVQLFLGNAGIA           
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
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 initn:  37 init1:  37 opt:  43  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (22-78:110-173) 
 
                        10        20        30        40            
2MEPSP          KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
      80        90       100       110       120       130          
 
       50        60            70        80                         
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIA                         
        :  . .   ::  ..    :  :.:.::. . :                           
gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
 
gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.2 E():   88 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (40-56:11-27) 
 
      10        20        30        40        50        60          
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
      70        80                                                  
2MEPSP VQLFLGNAGIA                                                  
                                                                    
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.2 E():   88 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (19-50:71-102) 
 
                           10        20        30        40         
2MEPSP             KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
       50        60        70        80                             
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                             
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.0  bits: 18.8 E():   92 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (34-56:150-174) 
 
            10        20        30        40          50        60  
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
              70        80                                          
2MEPSP PVEDAKEEVQLFLGNAGIA                                          
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.0  bits: 19.1 E():   92 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (20-52:91-126) 
 
                          10        20           30        40       
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2MEPSP            KSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
         50        60        70        80                           
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA                           
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.8  bits: 14.4 E():   93 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (39-46:10-17) 
 
       10        20        30        40        50        60         
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     :::: .:.                       
gi|856                      ANPTFGFTPLGLSSDAN                       
                                    10                              
 
       70        80 
2MEPSP EVQLFLGNAGIA 
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 45; 38.7% identity (61.3% similar) in 31 aa overlap (48-78:11-41) 
 
        20        30        40        50        60        70        
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                     : : : .:. . :::: .:  . .:  : . 
gi|113                     MDKANGAYKTALKAASAVAPAEKFPVFQATFDKNLKEGLS 
                                   10        20        30        40 
 
        80                                                          
2MEPSP GIA                                                          
       :                                                            
gi|113 GPDAVGFAKKLDAFIQTSYLSTKAAEPKEKFDLFVLSLTEVLRFMAGAVKAPPASKFPAK 
               50        60        70        80        90       100 
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (4-62:193-252) 
 
                                          10        20        30    
2MEPSP                            KSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 
                                     :. .. ..  : :.:. .::. ..   ..: 
gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL 
            170       180       190       200       210       220   
 
            40        50             60        70        80         
2MEPSP GALRTLGLSVEADKAAKRAVVVG-----CGGKFPVEDAKEEVQLFLGNAGIA         
       :       .   ::. : .:. .     :: ..:                           
gi|195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSS 
                230       240       250       260       270         
 
gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG 
      280       290       300       310       320       330         
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.6  bits: 19.4 E():   96 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (43-71:106-134) 
 
             20        30        40        50        60        70   
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     ::  .... .:: ::   :  :.  :  :  
gi|298 RCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGCPETFQSESEFEYPQS 
          80        90       100       110       120       130      
 
             80                                                     
2MEPSP FLGNAGIA                                                     
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gi|298 QRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQRTRQSESEEFS 
         140       150       160       170       180       190      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:25 2011 done: Tue Apr 19 10:57:25 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 26  - 105 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     3     8:= * 
  34    12    22:====   * 
  36    20    44:=======       * 
  38    58    73:====================    * 
  40    73   102:=========================        * 
  42    77   125:==========================               * 
  44   123   138:=========================================    * 
  46   176   140:==============================================*============ 
  48   176   134:============================================*============== 
  50   173   122:========================================*================= 
  52   119   108:===================================*==== 
  54   117    92:==============================*======== 
  56    80    77:=========================*= 
  58    52    63:==================  * 
  60    39    51:=============   * 
  62    21    41:=======      * 
  64    34    33:==========*= 
  66    12    26:====    * 
  68    18    20:======* 
  70    16    16:=====* 
  72    15    12:===*= 
  74     7    10:===* 
  76    19     8:==*==== 
  78    12     6:=*== 
  80    12     5:=*== 
  82     5     3:*= 
  84    13     3:*==== 
  86     0     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     2     0:=         *== 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
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 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.81610.00325; mu= 6.0677 0.170 
 mean_var=37.999610.547, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.208058 
 Kolmogorov-Smirnov  statistic: 0.0976 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 25.1       1 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 25.1       1 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.6     1.9 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   55 21.8     5.7 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.5     5.8 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.6     9.5 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.6     9.5 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.6     9.5 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.6     9.5 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.6     9.5 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.6     9.5 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.6     9.6 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   56 22.1     9.8 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.6     9.9 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.6      11 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.6      11 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.6      11 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.6      11 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   49 20.0      12 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.8      13 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   55 21.8      13 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 19.7      15 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 20.6      15 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.7      15 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   55 21.8      16 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.7      18 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.7      18 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.7      18 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.7      19 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.7      19 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.7      20 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.7      20 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.7      20 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.7      20 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.7      20 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.7      20 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 20.9      20 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   46 19.1      23 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.6      23 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.7      24 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.2      25 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 20.9      26 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 20.9      26 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.5      26 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.7      26 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.7      26 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.0      27 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.6      29 
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gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.9      31 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.9      31 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.9      31 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.9      31 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.9      31 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.9      31 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.9      31 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.9      31 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.9      31 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.9      31 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.9      31 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.9      31 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.2      32 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 20.0      34 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.4      34 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.7      39 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.3      39 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.3      39 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.3      39 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   43 18.2      42 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 15.8      42 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.1      43 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.1      44 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.4      45 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.1      45 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.1      45 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.8      47 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.5      50 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.1      51 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   42 17.9      51 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   42 17.9      51 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   42 17.9      51 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   42 17.9      51 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 19.7      52 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.1      54 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.2      55 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.2      55 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.1      55 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.0      58 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.8      60 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.8      60 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.8      61 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.8      63 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.8      66 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.8      66 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.8      66 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.8      66 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.8      66 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.8      66 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.8      66 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.8      66 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.8      66 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.8      67 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 17.9      68 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.6      68 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 17.9      72 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   44 18.5      72 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.7      72 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.4      72 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.4      72 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   42 17.9      73 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 17.9      73 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.3      78 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.8      78 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.1      81 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.2      82 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.3      82 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.2      86 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.2      86 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.1      89 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.8      89 
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gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   47 19.4      93 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   45 18.8      93 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   45 18.8      93 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.3      95 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.6      99 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 102.1  bits: 25.1 E():    1 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (2-44:3-45) 
 
                10        20         30        40        50         
2MEPSP  SLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVGCGG 
         :.: .:::.::. :..:.  : . :  : .  :  : .: .: :               
gi|668 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINEWS 
               10        20         30        40        50          
 
       60        70        80                                       
2MEPSP KFPVEDAKEEVQLFLGNAGIAM                                       
                                                                    
gi|668 GEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYCTD 
      60        70        80        90       100       110          
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 102.1  bits: 25.1 E():    1 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (2-44:3-45) 
 
                10        20         30        40        50         
2MEPSP  SLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVGCGG 
         :.: .:::.::. :..:.  : . :  : .  :  : .: .: :               
gi|833 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINEWS 
               10        20         30        40        50          
 
       60        70        80                                       
2MEPSP KFPVEDAKEEVQLFLGNAGIAM                                       
                                                                    
gi|833 GEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYCTD 
      60        70        80        90       100       110          
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 97.6  bits: 23.6 E():  1.9 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (20-49:33-62) 
 
                          10        20        30        40          
2MEPSP            SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
      50        60        70        80                              
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                              
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 88.9  bits: 21.8 E():  5.7 
Smith-Waterman score: 55; 25.0% identity (59.1% similar) in 44 aa overlap (14-57:133-176) 
 
                                10        20        30        40    
2MEPSP                  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 
                                     .:  :: . . .:  . ..  ...:: :   
gi|501 DKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSG 
            110       120       130       140       150       160   
 
            50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
       . ..  :  .:.::                        
gi|501 SVRSNTRPKIVNCGEL                      
            170                              
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
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 initn:  50 init1:  50 opt:  54  Z-score: 88.8  bits: 21.5 E():  5.8 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (31-56:75-101) 
 
               10        20        30         40        50          
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
      60        70        80                      
2MEPSP FPVEDAKEEVQLFLGNAGIAM                      
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 20.6 E():  9.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:9-26) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 20.6 E():  9.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:9-26) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 20.6 E():  9.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:9-26) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 20.6 E():  9.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:9-26) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
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                                     10        20        30         
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 20.6 E():  9.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:9-26) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 20.6 E():  9.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:9-26) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 20.6 E():  9.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:10-27) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  56  Z-score: 84.7  bits: 22.1 E():  9.8 
Smith-Waterman score: 56; 28.9% identity (68.4% similar) in 38 aa overlap (41-77:315-352) 
 
               20        30        40        50        60           
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
      70        80                       
2MEPSP QLFLGNAGIAM                       
       .:   .::                          
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
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>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.6  bits: 20.6 E():  9.9 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:15-32) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.0  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:25-42) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.0  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:25-42) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.0  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:26-43) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.0  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:26-43) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
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                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 83.0  bits: 20.0 E():   12 
Smith-Waterman score: 49; 31.0% identity (64.3% similar) in 42 aa overlap (35-75:31-70) 
 
           10        20        30        40         50        60    
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
            70        80                                   
2MEPSP DAKEEVQLFLGNAGIAM                                   
       .  ::..::: :                                        
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.6  bits: 21.8 E():   13 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (22-50:246-275) 
 
                        10        20        30         40        50 
2MEPSP          SLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
               60        70        80                               
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                               
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.2  bits: 21.8 E():   13 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (13-63:161-217) 
 
                                 10        20         30            
2MEPSP                   SLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
       40          50        60        70        80                 
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                 
       ::...:  :.    .. .  . .: .:                                  
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 19.7 E():   15 
Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (17-74:45-102) 
 
                             10        20        30        40       
2MEPSP               SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
         50        60        70        80 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
       ::  :.. .   :   :. ::: .  .:       
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gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD  
           80        90       100         
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 81.4  bits: 20.6 E():   15 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (12-64:113-176) 
 
                                  10        20         30        40 
2MEPSP                    SLSNRILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
                         50        60        70        80           
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM           
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 81.3  bits: 19.7 E():   15 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (21-67:5-46) 
 
               10        20        30        40        50        60 
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                           ..:..::..  .::.     ..:. .  :   .::   :  
gi|225                 MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKS 
                               10        20            30        40 
 
               70        80                                         
2MEPSP PVEDAKEEVQLFLGNAGIAM                                         
       : ::.:.                                                      
gi|225 P-EDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIG 
                50        60        70        80        90          
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (13-63:191-247) 
 
                                 10        20         30            
2MEPSP                   SLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
       40          50        60        70        80                 
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                 
       ::...:  :.    .. .  . .: .:                                  
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:9-26) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:9-26) 
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            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:9-26) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:9-26) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:9-26) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:9-26) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
            80                                                      
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2MEPSP GNAGIAM                                                      
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:9-26) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:9-26) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:9-26) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:9-26) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.5  bits: 19.7 E():   19 
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Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:18-35) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.3  bits: 19.7 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:22-39) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:26-43) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:26-43) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:26-43) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
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            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:26-43) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:26-43) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:26-43) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.9  bits: 20.9 E():   20 
Smith-Waterman score: 52; 33.3% identity (66.7% similar) in 33 aa overlap (43-75:17-49) 
 
             20        30        40        50        60        70   
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     :..:.:     .:  :.  ..:::...: : 
gi|190               MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGF 
                             10        20        30        40       
 
             80                                                     
2MEPSP LGNAGIAM                                                     
        :.                                                          
gi|190 AGHGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQS 
         50        60        70        80        90       100       
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>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 78.1  bits: 19.1 E():   23 
Smith-Waterman score: 46; 31.0% identity (61.9% similar) in 42 aa overlap (35-75:31-70) 
 
           10        20        30        40        50        60     
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP-VE 
                                     ... ::: ..   .:.: ..    :   .: 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
            70        80                                   
2MEPSP DAKEEVQLFLGNAGIAM                                   
       .  ::..::: :                                        
gi|294 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                 70        80        90       100          
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.8  bits: 20.6 E():   23 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (20-68:221-261) 
 
                          10        20        30        40          
2MEPSP            SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
      50        60        70        80                              
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                              
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.7  bits: 19.7 E():   24 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (44-61:55-72) 
 
            20        30        40        50        60        70    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
            80                                                      
2MEPSP GNAGIAM                                                      
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.4  bits: 21.2 E():   25 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (22-46:201-228) 
 
                        10        20        30           40         
2MEPSP          SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       50        60        70        80                             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                             
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.0  bits: 20.9 E():   26 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (17-48:88-122) 
 
                             10        20           30        40    
2MEPSP               SLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
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gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
            50        60        70        80                        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                        
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 77.0  bits: 20.9 E():   26 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (17-48:88-122) 
 
                             10        20           30        40    
2MEPSP               SLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
            50        60        70        80                        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                        
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 76.9  bits: 18.5 E():   26 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (42-73:40-71) 
 
              20        30        40        50        60        70  
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
              80       
2MEPSP FLGNAGIAM       
       :.              
gi|154 FVDSLDKIAQVPRVG 
      70        80     
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.9  bits: 19.7 E():   26 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (39-72:152-189) 
 
       10        20        30        40        50           60      
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
           70        80 
2MEPSP K-EEVQLFLGNAGIAM 
       : :. .::         
gi|476 KCERGKLFANCCK    
             190        
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.9  bits: 19.7 E():   26 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (39-72:152-189) 
 
       10        20        30        40        50           60      
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
           70        80 
2MEPSP K-EEVQLFLGNAGIAM 
       : :. .::         
gi|313 KCERGKLFANCCK    
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             190        
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.9  bits: 17.0 E():   27 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (41-53:5-17) 
 
               20        30        40        50        60        70 
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .: :: .:: :::                  
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI     
                                         10        20        30     
 
               80 
2MEPSP LFLGNAGIAM 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.3  bits: 20.6 E():   29 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (13-39:72-98) 
 
                                 10        20        30        40   
2MEPSP                   SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
             50        60        70        80                       
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                       
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (22-46:201-228) 
 
                        10        20        30           40         
2MEPSP          SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       50        60        70        80                             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                             
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (22-46:201-228) 
 
                        10        20        30           40         
2MEPSP          SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       50        60        70        80                             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                             
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (22-46:201-228) 
 
                        10        20        30           40         
2MEPSP          SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
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              180       190       200       210       220       230 
 
       50        60        70        80                             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                             
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (22-46:201-228) 
 
                        10        20        30           40         
2MEPSP          SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       50        60        70        80                             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                             
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (22-46:201-228) 
 
                        10        20        30           40         
2MEPSP          SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       50        60        70        80                             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                             
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (22-46:201-228) 
 
                        10        20        30           40         
2MEPSP          SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       50        60        70        80                             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                             
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (22-46:201-228) 
 
                        10        20        30           40         
2MEPSP          SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       50        60        70        80                             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                             
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
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>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (22-46:201-228) 
 
                        10        20        30           40         
2MEPSP          SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       50        60        70        80                             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                             
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (22-46:201-228) 
 
                        10        20        30           40         
2MEPSP          SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       50        60        70        80                             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                             
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (22-46:201-228) 
 
                        10        20        30           40         
2MEPSP          SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       50        60        70        80                             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                             
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (22-46:201-228) 
 
                        10        20        30           40         
2MEPSP          SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       50        60        70        80                             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                             
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (22-46:201-228) 
 
                        10        20        30           40         
2MEPSP          SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
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                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       50        60        70        80                             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                             
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.3  bits: 18.2 E():   32 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (45-73:43-71) 
 
           20        30        40        50        60        70     
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
           80       
2MEPSP NAGIAM       
                    
gi|122 SLDKIAQVPRVG 
             80     
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 75.0  bits: 20.0 E():   34 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (24-74:113-157) 
 
                      10        20        30        40        50    
2MEPSP        SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
            60        70        80                                  
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAM                                  
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.9  bits: 19.4 E():   34 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (20-49:33-62) 
 
                          10        20        30        40          
2MEPSP            SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
      50        60        70        80                              
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                              
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.9  bits: 19.7 E():   39 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (26-50:195-217) 
 
                    10        20        30        40        50      
2MEPSP      SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
          60        70        80                                    
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAM                                    
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gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.7  bits: 20.3 E():   39 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (19-48:90-122) 
 
                           10        20           30        40      
2MEPSP             SLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
          50        60        70        80                          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                          
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.7  bits: 20.3 E():   39 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (4-48:70-122) 
 
                                          10             20         
2MEPSP                            SLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
          30        40        50        60        70        80      
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM      
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.7  bits: 20.3 E():   39 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (4-48:70-122) 
 
                                          10             20         
2MEPSP                            SLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
          30        40        50        60        70        80      
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM      
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.3  bits: 18.2 E():   42 
Smith-Waterman score: 43; 30.8% identity (61.5% similar) in 39 aa overlap (38-75:34-70) 
 
        10        20        30        40         50        60       
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
         70        80                                   
2MEPSP EEVQLFLGNAGIAM                                   
       ::..::: :                                        
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 73.1  bits: 15.8 E():   42 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (42-55:3-16) 
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              20        30        40        50        60        70  
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     :.: .::.  : ::                 
gi|463                             DFVDAHNAARAQVGVGPVHWT            
                                           10        20             
 
              80 
2MEPSP FLGNAGIAM 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 73.1  bits: 22.1 E():   43 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (13-53:452-496) 
 
                                 10           20         30         
2MEPSP                   SLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
       40        50        60        70        80                   
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                   
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 19.1 E():   44 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (38-53:172-187) 
 
        10        20        30        40        50        60        
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
        70        80   
2MEPSP EVQLFLGNAGIAM   
                       
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (55-68:91-104) 
 
           30        40        50        60        70        80     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM     
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.1 E():   45 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (38-53:173-188) 
 
        10        20        30        40        50        60        
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
        70        80   
2MEPSP EVQLFLGNAGIAM   
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.1 E():   45 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (38-53:173-188) 
 
        10        20        30        40        50        60        
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
        70        80   
2MEPSP EVQLFLGNAGIAM   
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.3  bits: 18.8 E():   47 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (32-71:106-145) 
 
              10        20        30        40        50        60  
2MEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
              70        80                                  
2MEPSP VEDAKEEVQLFLGNAGIAM                                  
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.9  bits: 15.5 E():   50 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (55-63:4-12) 
 
           30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                                     ::...: .:                  
gi|544                            APPGCSNHFNLETVFGNFVK          
                                          10        20          
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.1 E():   51 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (55-68:76-89) 
 
           30        40        50        60        70        80     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM     
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.6  bits: 17.9 E():   51 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (35-75:31-70) 
 
           10        20        30        40         50        60    
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
            70        80                                   
2MEPSP DAKEEVQLFLGNAGIAM                                   
          ::..::: :                                        
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
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 initn:  39 init1:  39 opt:  42  Z-score: 71.6  bits: 17.9 E():   51 
Smith-Waterman score: 42; 26.2% identity (64.3% similar) in 42 aa overlap (35-75:31-70) 
 
           10        20        30        40        50         60    
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
            70        80                                   
2MEPSP DAKEEVQLFLGNAGIAM                                   
       .  ::..::: :                                        
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.6  bits: 17.9 E():   51 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (35-75:31-70) 
 
           10        20        30        40         50        60    
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
            70        80                                   
2MEPSP DAKEEVQLFLGNAGIAM                                   
          ::..::: :                                        
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.6  bits: 17.9 E():   51 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (35-75:31-70) 
 
           10        20        30        40         50        60    
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
            70        80                                   
2MEPSP DAKEEVQLFLGNAGIAM                                   
          ::..::: :                                        
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.5  bits: 19.7 E():   52 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (9-58:214-267) 
 
                                     10        20        30         
2MEPSP                       SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
       40              50        60        70        80             
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM             
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (55-68:91-104) 
 
           30        40        50        60        70        80     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM     
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 552

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

               70        80        90       100       110       120 
 
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (1-37:3-39) 
 
                 10        20        30        40        50         
2MEPSP   SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG 
         : :: .:::::.  .  ..   ...::    ...: :                      
gi|219 MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACRIETPGS 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP KFPVEDAKEEVQLFLGNAGIAM                                       
                                                                    
gi|219 PYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTP 
               70        80        90       100       110       120 
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (1-37:3-39) 
 
                 10        20        30        40        50         
2MEPSP   SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG 
         : :: .:::::.  .  ..   ...::    ...: :                      
gi|195 MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACRIETPGS 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP KFPVEDAKEEVQLFLGNAGIAM                                       
                                                                    
gi|195 PYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTP 
               70        80        90       100       110       120 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (55-68:91-104) 
 
           30        40        50        60        70        80     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM     
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.6  bits: 20.0 E():   58 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (24-54:378-406) 
 
                      10        20        30        40        50    
2MEPSP        SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
            60        70        80                                  
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAM                                  
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 18.8 E():   60 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (55-68:68-81) 
 
           30        40        50        60        70        80     
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2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM     
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 18.8 E():   60 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (55-68:68-81) 
 
           30        40        50        60        70        80     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM     
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 18.8 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (55-68:69-82) 
 
           30        40        50        60        70        80     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM     
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (55-68:80-93) 
 
           30        40        50        60        70        80     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM     
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.8 E():   66 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (55-68:91-104) 
 
           30        40        50        60        70        80     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM     
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (55-68:91-104) 
 
           30        40        50        60        70        80     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM     
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
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              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (55-68:91-104) 
 
           30        40        50        60        70        80     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM     
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (55-68:91-104) 
 
           30        40        50        60        70        80     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM     
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (55-68:91-104) 
 
           30        40        50        60        70        80     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM     
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (55-68:91-104) 
 
           30        40        50        60        70        80     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM     
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (55-68:91-104) 
 
           30        40        50        60        70        80     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM     
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (55-68:91-104) 
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           30        40        50        60        70        80     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM     
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (55-68:92-105) 
 
           30        40        50        60        70        80     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM     
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (55-68:93-106) 
 
           30        40        50        60        70        80     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM     
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (38-62:16-40) 
 
        10        20        30        40        50        60        
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
        70        80                                                
2MEPSP EVQLFLGNAGIAM                                                
                                                                    
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 17.6 E():   68 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (59-77:82-100) 
 
       30        40        50        60        70        80         
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM         
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
gi|188 QSGAIYV 
               
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.9 E():   72 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (35-63:38-66) 
 
           10        20        30        40        50        60     
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
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gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
           70        80                                             
2MEPSP AKEEVQLFLGNAGIAM                                             
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.9  bits: 18.5 E():   72 
Smith-Waterman score: 44; 37.9% identity (58.6% similar) in 29 aa overlap (8-36:49-74) 
 
                                      10        20        30        
2MEPSP                        SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     ::   : :.   :.. ::: .   ::..:  
gi|136 TTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS---DTFTNSEVLDNSLGSMRI 
       20        30        40        50           60        70      
 
        40        50        60        70        80                  
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                  
                                                                    
gi|136 KNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYIHFQISGVTNTEKLP 
          80        90       100       110       120       130      
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.9  bits: 19.7 E():   72 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (21-54:381-414) 
 
                         10        20        30        40        50 
2MEPSP           SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
               60        70        80                               
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                               
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.9  bits: 19.4 E():   72 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (19-47:90-121) 
 
                           10        20           30        40      
2MEPSP             SLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
          50        60        70        80                          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                          
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.9  bits: 19.4 E():   72 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (19-47:90-121) 
 
                           10        20           30        40      
2MEPSP             SLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
          50        60        70        80                          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                          
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
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     120       130       140       150       160       170          
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 42; 24.6% identity (52.3% similar) in 65 aa overlap (15-77:48-109) 
 
                               10        20          30        40   
2MEPSP                 SLSNRILLLAALSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|374 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVESID--- 
        20        30        40        50        60        70        
 
             50        60        70        80                       
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                       
       ::. : . .:: : .    .:    :..:  :  :                          
gi|374 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYHTKGDAKPDEEELKK 
           80        90       100       110       120       130     
 
gi|374 GKAKGEGLFRAIEGYVLANPTQY 
          140       150        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (30-64:48-86) 
 
                10        20        30        40             50     
2MEPSP  SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
           60        70        80                                   
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAM                                   
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.3 E():   78 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (8-24:46-62) 
 
                                      10        20        30        
2MEPSP                        SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
        40        50        60        70        80 
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                                                   
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD         
          80        90       100       110         
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.3  bits: 18.8 E():   78 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (28-65:3-39) 
 
               10        20        30        40        50        60 
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                  :: .  ::  :.... :  ::. :. .: :    
gi|398                          MAVHQYTVAL-FLAVALVAGPAASYAADLGYGPAT 
                                        10         20        30     
 
               70        80                                         
2MEPSP PVEDAKEEVQLFLGNAGIAM                                         
       :.  :                                                        
gi|398 PAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFV 
           40        50        60        70        80        90     
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.0  bits: 16.1 E():   81 
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Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (56-70:30-44) 
 
          30        40        50        60        70        80 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                                     :     :.:.::...           
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN     
                10        20        30        40        50     
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.9  bits: 18.2 E():   82 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (21-77:110-173) 
 
                         10        20        30        40           
2MEPSP           SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
      80        90       100       110       120       130          
 
        50        60            70        80                        
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAM                        
        :  . .   ::  ..    :  :.:.::. . :                           
gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
 
gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (28-37:55-64) 
 
                  10        20        30        40        50        
2MEPSP    SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
        60        70        80          
2MEPSP GKFPVEDAKEEVQLFLGNAGIAM          
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.2 E():   86 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (39-55:11-27) 
 
       10        20        30        40        50        60         
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
       70        80                                                 
2MEPSP VQLFLGNAGIAM                                                 
                                                                    
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.2 E():   86 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (18-49:71-102) 
 
                            10        20        30        40        
2MEPSP              SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
        50        60        70        80                            
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                            
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       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.2  bits: 19.1 E():   89 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (19-51:91-126) 
 
                           10        20           30        40      
2MEPSP             SLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
          50        60        70        80                          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM                          
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.2  bits: 18.8 E():   89 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (33-55:150-174) 
 
             10        20        30        40          50        60 
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
               70        80                                         
2MEPSP PVEDAKEEVQLFLGNAGIAM                                         
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.9  bits: 19.4 E():   93 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (42-70:106-134) 
 
              20        30        40        50        60        70  
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     ::  .... .:: ::   :  :.  :  :  
gi|298 RCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGCPETFQSESEFEYPQS 
          80        90       100       110       120       130      
 
              80                                                    
2MEPSP FLGNAGIAM                                                    
                                                                    
gi|298 QRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQRTRQSESEEFS 
         140       150       160       170       180       190      
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 45; 38.7% identity (61.3% similar) in 31 aa overlap (47-77:11-41) 
 
         20        30        40        50        60        70       
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                     : : : .:. . :::: .:  . .:  : . 
gi|113                     MDKANGAYKTALKAASAVAPAEKFPVFQATFDKNLKEGLS 
                                   10        20        30        40 
 
         80                                                         
2MEPSP GIAM                                                         
       :                                                            
gi|113 GPDAVGFAKKLDAFIQTSYLSTKAAEPKEKFDLFVLSLTEVLRFMAGAVKAPPASKFPAK 
               50        60        70        80        90       100 
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (3-61:193-252) 
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                                           10        20        30   
2MEPSP                             SLSNRILLLAALSEGTTVVDNLLNSEDVHYML 
                                     :. .. ..  : :.:. .::. ..   ..: 
gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL 
            170       180       190       200       210       220   
 
             40        50             60        70        80        
2MEPSP GALRTLGLSVEADKAAKRAVVVG-----CGGKFPVEDAKEEVQLFLGNAGIAM        
       :       .   ::. : .:. .     :: ..:                           
gi|195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSS 
                230       240       250       260       270         
 
gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG 
      280       290       300       310       320       330         
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.7  bits: 14.3 E():   95 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (38-45:10-17) 
 
        10        20        30        40        50        60        
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     :::: .:.                       
gi|856                      ANPTFGFTPLGLSSDAN                       
                                    10                              
 
        70        80 
2MEPSP EVQLFLGNAGIAM 
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.4  bits: 17.6 E():   99 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (31-57:146-170) 
 
               10        20        30        40        50        60 
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
               70        80 
2MEPSP PVEDAKEEVQLFLGNAGIAM 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:25 2011 done: Tue Apr 19 10:57:25 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 27  - 106 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     3     8:=* 
  34     7    22:==   * 
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  36    19    44:=====     * 
  38    54    73:==============    * 
  40    72   102:==================       * 
  42    82   125:=====================          * 
  44   123   138:===============================   * 
  46   174   140:==================================*========= 
  48   183   134:=================================*============ 
  50   175   122:==============================*============= 
  52   127   108:==========================*===== 
  54   116    92:======================*====== 
  56    82    77:===================*= 
  58    48    63:============   * 
  60    32    51:========    * 
  62    23    41:======    * 
  64    28    33:======= * 
  66    12    26:===   * 
  68    25    20:====*== 
  70    11    16:===* 
  72    14    12:==*= 
  74    11    10:==* 
  76    17     8:=*=== 
  78    16     6:=*== 
  80    11     5:=*= 
  82     4     3:* 
  84    13     3:*=== 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     2     0:=         *== 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.78720.00326; mu= 6.1860 0.171 
 mean_var=39.216110.907, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.204806 
 Kolmogorov-Smirnov  statistic: 0.1023 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 25.0     1.2 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 25.0     1.2 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.5       2 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   55 21.7     6.1 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.4     6.2 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   51 20.5     8.6 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.5      10 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.5      10 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.5      10 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.5      10 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.5      10 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.5      10 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.5      10 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   56 22.0      10 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   50 20.2      11 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.5      11 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.5      11 
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gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.5      11 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.5      11 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.5      11 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   49 19.9      13 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.7      13 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   55 21.7      14 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 19.6      16 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 20.5      16 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   48 19.6      16 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.6      16 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   55 21.8      17 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.6      19 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.6      19 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.6      19 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.6      19 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.6      19 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.6      19 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.6      19 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.6      19 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.6      19 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.6      19 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   47 19.3      19 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.6      20 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.6      20 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.7      21 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.7      21 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.7      21 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.7      21 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.7      21 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.7      21 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 20.9      21 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   46 19.1      24 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.6      25 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.7      25 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.2      26 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 20.9      27 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 20.9      27 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.5      28 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.7      28 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.7      28 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 16.9      28 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   45 18.8      29 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   45 18.8      29 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   45 18.8      29 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.6      30 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.9      32 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.9      32 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.9      32 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.9      32 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.9      32 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.9      32 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.9      32 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.9      32 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.9      32 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.9      32 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.9      32 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.9      32 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.2      34 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 20.0      35 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.4      36 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.7      40 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.3      41 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.3      41 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.3      41 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   43 18.2      44 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.1      44 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 15.8      45 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.1      46 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.4      46 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.1      46 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.1      46 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 563

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.8      49 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.5      52 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.1      53 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   42 17.9      53 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   42 17.9      53 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   42 17.9      53 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 19.7      54 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.1      56 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.1      57 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.0      60 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.8      62 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.8      62 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.8      63 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.8      65 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.8      68 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.8      68 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.8      68 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.8      68 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.8      68 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.8      68 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.8      68 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.8      68 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.8      68 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.8      69 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 17.9      70 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.6      70 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 17.9      74 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.7      74 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   44 18.5      74 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.4      74 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.4      74 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   42 17.9      76 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 17.9      76 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.8      80 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.3      80 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.1      84 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.2      84 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.3      84 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 17.6      84 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 17.6      84 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.2      89 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.2      89 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.1      91 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.8      91 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   47 19.4      95 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   45 18.8      95 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   45 18.8      95 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.3      99 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 101.4  bits: 25.0 E():  1.2 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (1-43:3-45) 
 
                 10        20         30        40        50        
2MEPSP   LSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVGCGG 
         :.: .:::.::. :..:.  : . :  : .  :  : .: .: :               
gi|668 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINEWS 
               10        20         30        40        50          
 
        60        70        80                                      
2MEPSP KFPVEDAKEEVQLFLGNAGIAMR                                      
                                                                    
gi|668 GEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYCTD 
      60        70        80        90       100       110          
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 101.4  bits: 25.0 E():  1.2 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (1-43:3-45) 
 
                 10        20         30        40        50        
2MEPSP   LSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVGCGG 
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         :.: .:::.::. :..:.  : . :  : .  :  : .: .: :               
gi|833 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINEWS 
               10        20         30        40        50          
 
        60        70        80                                      
2MEPSP KFPVEDAKEEVQLFLGNAGIAMR                                      
                                                                    
gi|833 GEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYCTD 
      60        70        80        90       100       110          
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 96.9  bits: 23.5 E():    2 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (19-48:33-62) 
 
                           10        20        30        40         
2MEPSP             LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
       50        60        70        80                             
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                             
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 88.3  bits: 21.7 E():  6.1 
Smith-Waterman score: 55; 25.0% identity (59.1% similar) in 44 aa overlap (13-56:133-176) 
 
                                 10        20        30        40   
2MEPSP                   LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 
                                     .:  :: . . .:  . ..  ...:: :   
gi|501 DKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSG 
            110       120       130       140       150       160   
 
             50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
       . ..  :  .:.::                         
gi|501 SVRSNTRPKIVNCGEL                       
            170                               
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 88.3  bits: 21.4 E():  6.2 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (30-55:75-101) 
 
                10        20        30         40        50         
2MEPSP  LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
       60        70        80                     
2MEPSP FPVEDAKEEVQLFLGNAGIAMR                     
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 85.7  bits: 20.5 E():  8.6 
Smith-Waterman score: 51; 30.6% identity (57.1% similar) in 49 aa overlap (34-80:31-76) 
 
            10        20        30        40        50          60  
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
              70        80                                  
2MEPSP EDAKEEVQLFLGNAGIAMR                                  
       ::   :..::: :   : :                                  
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gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.5 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:9-26) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.5 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:9-26) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.5 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:9-26) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.5 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:9-26) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.5 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:9-26) 
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             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.5 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:9-26) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.5 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:10-27) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  56  Z-score: 84.2  bits: 22.0 E():   10 
Smith-Waterman score: 56; 28.9% identity (68.4% similar) in 38 aa overlap (40-76:315-352) 
 
      10        20        30        40        50        60          
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
       70        80                      
2MEPSP QLFLGNAGIAMR                      
       .:   .::                          
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 84.1  bits: 20.2 E():   11 
Smith-Waterman score: 50; 32.8% identity (51.7% similar) in 58 aa overlap (23-80:22-75) 
 
               10        20        30        40        50        60 
2MEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                             .: : . ..::      :.:  :::   .    .: :  
gi|208  MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FI 
                10        20        30        40        50          
 
               70        80                                   
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2MEPSP VEDAKEEVQLFLGNAGIAMR                                   
        ::   :..::: : . . :                                   
gi|208 EED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
       60           70        80        90       100          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.1  bits: 20.5 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:15-32) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.5  bits: 20.5 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:25-42) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.5  bits: 20.5 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:25-42) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.5  bits: 20.5 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:26-43) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.5  bits: 20.5 E():   11 
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Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:26-43) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 82.5  bits: 19.9 E():   13 
Smith-Waterman score: 49; 31.0% identity (64.3% similar) in 42 aa overlap (34-74:31-70) 
 
            10        20        30        40         50        60   
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
             70        80                                  
2MEPSP DAKEEVQLFLGNAGIAMR                                  
       .  ::..::: :                                        
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.2  bits: 21.7 E():   13 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (21-49:246-275) 
 
                         10        20        30         40          
2MEPSP           LSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
      50        60        70        80                              
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                              
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 81.8  bits: 21.7 E():   14 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (12-62:161-217) 
 
                                  10         20        30           
2MEPSP                    LSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
        40          50        60        70        80                
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                
       ::...:  :.    .. .  . .: .:                                  
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.6 E():   16 
Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (16-73:45-102) 
 
                              10        20        30        40      
2MEPSP                LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
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          50        60        70        80 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
       ::  :.. .   :   :. ::: .  .:        
gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD   
           80        90       100          
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 81.0  bits: 20.5 E():   16 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (11-63:113-176) 
 
                                   10        20         30          
2MEPSP                     LSNRILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
      40                  50        60        70        80          
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR          
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 80.9  bits: 19.6 E():   16 
Smith-Waterman score: 48; 34.8% identity (56.5% similar) in 46 aa overlap (37-80:34-76) 
 
         10        20        30        40        50          60     
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
           70        80                                  
2MEPSP KEEVQLFLGNAGIAMR                                  
         :..::: : . . :                                  
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (20-66:5-46) 
 
               10        20        30        40        50        60 
2MEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                          ..:..::..  .::.     ..:. .  :   .::   : : 
gi|225                MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKSP 
                              10        20            30        40  
 
               70        80                                         
2MEPSP VEDAKEEVQLFLGNAGIAMR                                         
        ::.:.                                                       
gi|225 -EDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGA 
               50        60        70        80        90       100 
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (12-62:191-247) 
 
                                  10         20        30           
2MEPSP                    LSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
        40          50        60        70        80                
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                
       ::...:  :.    .. .  . .: .:                                  
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
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>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 19.6 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:9-26) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 19.6 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:9-26) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 19.6 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:9-26) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 19.6 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:9-26) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 19.6 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:9-26) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
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gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 19.6 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:9-26) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 19.6 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:9-26) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 19.6 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:9-26) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 19.6 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:9-26) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
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       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 19.6 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:9-26) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 79.3  bits: 19.3 E():   19 
Smith-Waterman score: 47; 25.0% identity (64.6% similar) in 48 aa overlap (34-80:31-76) 
 
            10        20        30        40        50         60   
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
             70        80                                  
2MEPSP DAKEEVQLFLGNAGIAMR                                  
       .  .:..::: . : . :                                  
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:18-35) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 19.6 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:22-39) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:26-43) 
 
             20        30        40        50        60        70   
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2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:26-43) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:26-43) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:26-43) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:26-43) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
             80                                                     
2MEPSP GNAGIAMR                                                     
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gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:26-43) 
 
             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.6  bits: 20.9 E():   21 
Smith-Waterman score: 52; 33.3% identity (66.7% similar) in 33 aa overlap (42-74:17-49) 
 
              20        30        40        50        60        70  
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     :..:.:     .:  :.  ..:::...: : 
gi|190               MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGF 
                             10        20        30        40       
 
              80                                                    
2MEPSP LGNAGIAMR                                                    
        :.                                                          
gi|190 AGHGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQS 
         50        60        70        80        90       100       
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.7  bits: 19.1 E():   24 
Smith-Waterman score: 46; 31.0% identity (61.9% similar) in 42 aa overlap (34-74:31-70) 
 
            10        20        30        40        50        60    
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP-VE 
                                     ... ::: ..   .:.: ..    :   .: 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
             70        80                                  
2MEPSP DAKEEVQLFLGNAGIAMR                                  
       .  ::..::: :                                        
gi|294 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                 70        80        90       100          
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.4  bits: 20.6 E():   25 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (19-67:221-261) 
 
                           10        20        30        40         
2MEPSP             LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
       50        60        70        80                             
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                             
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.3  bits: 19.7 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (43-60:55-72) 
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             20        30        40        50        60        70   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
             80                                                     
2MEPSP GNAGIAMR                                                     
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.0  bits: 21.2 E():   26 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (21-45:201-228) 
 
                         10        20        30           40        
2MEPSP           LSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        50        60        70        80                            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                            
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.7  bits: 20.9 E():   27 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (16-47:88-122) 
 
                              10        20           30        40   
2MEPSP                LSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
             50        60        70        80                       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                       
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 76.6  bits: 20.9 E():   27 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (16-47:88-122) 
 
                              10        20           30        40   
2MEPSP                LSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
             50        60        70        80                       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                       
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 76.5  bits: 18.5 E():   28 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (41-72:40-71) 
 
               20        30        40        50        60        70 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
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               80      
2MEPSP FLGNAGIAMR      
       :.              
gi|154 FVDSLDKIAQVPRVG 
      70        80     
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.5  bits: 19.7 E():   28 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (38-71:152-189) 
 
        10        20        30        40        50           60     
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
            70        80 
2MEPSP K-EEVQLFLGNAGIAMR 
       : :. .::          
gi|476 KCERGKLFANCCK     
             190         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.5  bits: 19.7 E():   28 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (38-71:152-189) 
 
        10        20        30        40        50           60     
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
            70        80 
2MEPSP K-EEVQLFLGNAGIAMR 
       : :. .::          
gi|313 KCERGKLFANCCK     
             190         
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.4  bits: 16.9 E():   28 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (40-52:5-17) 
 
      10        20        30        40        50        60          
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .: :: .:: :::                  
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI     
                                         10        20        30     
 
      70        80 
2MEPSP LFLGNAGIAMR 
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 76.2  bits: 18.8 E():   29 
Smith-Waterman score: 45; 32.6% identity (56.5% similar) in 46 aa overlap (37-80:33-75) 
 
         10        20        30        40        50          60     
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
           70        80                                  
2MEPSP KEEVQLFLGNAGIAMR                                  
         :..::: : . . :                                  
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 76.2  bits: 18.8 E():   29 
Smith-Waterman score: 45; 32.6% identity (56.5% similar) in 46 aa overlap (37-80:33-75) 
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         10        20        30        40        50          60     
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
           70        80                                  
2MEPSP KEEVQLFLGNAGIAMR                                  
         :..::: : . . :                                  
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 45; 25.0% identity (62.5% similar) in 48 aa overlap (34-80:31-76) 
 
            10        20        30        40        50         60   
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
             70        80                                  
2MEPSP DAKEEVQLFLGNAGIAMR                                  
       .  ::..::: : . . :                                  
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.9  bits: 20.6 E():   30 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (12-38:72-98) 
 
                                  10        20        30        40  
2MEPSP                    LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
              50        60        70        80                      
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                      
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (21-45:201-228) 
 
                         10        20        30           40        
2MEPSP           LSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        50        60        70        80                            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                            
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (21-45:201-228) 
 
                         10        20        30           40        
2MEPSP           LSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        50        60        70        80                            
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2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                            
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (21-45:201-228) 
 
                         10        20        30           40        
2MEPSP           LSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        50        60        70        80                            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                            
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (21-45:201-228) 
 
                         10        20        30           40        
2MEPSP           LSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        50        60        70        80                            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                            
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (21-45:201-228) 
 
                         10        20        30           40        
2MEPSP           LSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        50        60        70        80                            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                            
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (21-45:201-228) 
 
                         10        20        30           40        
2MEPSP           LSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        50        60        70        80                            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                            
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
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Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (21-45:201-228) 
 
                         10        20        30           40        
2MEPSP           LSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        50        60        70        80                            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                            
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (21-45:201-228) 
 
                         10        20        30           40        
2MEPSP           LSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        50        60        70        80                            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                            
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (21-45:201-228) 
 
                         10        20        30           40        
2MEPSP           LSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        50        60        70        80                            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                            
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (21-45:201-228) 
 
                         10        20        30           40        
2MEPSP           LSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        50        60        70        80                            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                            
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (21-45:201-228) 
 
                         10        20        30           40        
2MEPSP           LSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
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        50        60        70        80                            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                            
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (21-45:201-228) 
 
                         10        20        30           40        
2MEPSP           LSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        50        60        70        80                            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                            
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.9  bits: 18.2 E():   34 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (44-72:43-71) 
 
            20        30        40        50        60        70    
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
            80      
2MEPSP NAGIAMR      
                    
gi|122 SLDKIAQVPRVG 
             80     
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.6  bits: 20.0 E():   35 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (23-73:113-157) 
 
                       10        20        30        40        50   
2MEPSP         LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
             60        70        80                                 
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMR                                 
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (19-48:33-62) 
 
                           10        20        30        40         
2MEPSP             LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
       50        60        70        80                             
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                             
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
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>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.6  bits: 19.7 E():   40 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (25-49:195-217) 
 
                     10        20        30        40        50     
2MEPSP       LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
           60        70        80                                   
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMR                                   
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.5  bits: 20.3 E():   41 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (18-47:90-122) 
 
                            10        20           30        40     
2MEPSP              LSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
           50        60        70        80                         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                         
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.4  bits: 20.3 E():   41 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (3-47:70-122) 
 
                                           10             20        
2MEPSP                             LSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
           30        40        50        60        70        80     
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR     
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.4  bits: 20.3 E():   41 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (3-47:70-122) 
 
                                           10             20        
2MEPSP                             LSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
           30        40        50        60        70        80     
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR     
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 43; 30.8% identity (61.5% similar) in 39 aa overlap (37-74:34-70) 
 
         10        20        30        40         50        60      
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
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gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
          70        80                                  
2MEPSP EEVQLFLGNAGIAMR                                  
       ::..::: :                                        
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 72.9  bits: 22.1 E():   44 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (12-52:452-496) 
 
                                  10           20         30        
2MEPSP                    LSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
        40        50        60        70        80                  
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                  
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 72.7  bits: 15.8 E():   45 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (41-54:3-16) 
 
               20        30        40        50        60        70 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     :.: .::.  : ::                 
gi|463                             DFVDAHNAARAQVGVGPVHWT            
                                           10        20             
 
               80 
2MEPSP FLGNAGIAMR 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.1 E():   46 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (37-52:172-187) 
 
         10        20        30        40        50        60       
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
         70        80  
2MEPSP EVQLFLGNAGIAMR  
                       
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (54-67:91-104) 
 
            30        40        50        60        70        80    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR    
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.1 E():   46 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (37-52:173-188) 
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         10        20        30        40        50        60       
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
         70        80  
2MEPSP EVQLFLGNAGIAMR  
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.1 E():   46 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (37-52:173-188) 
 
         10        20        30        40        50        60       
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
         70        80  
2MEPSP EVQLFLGNAGIAMR  
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.0  bits: 18.8 E():   49 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (31-70:106-145) 
 
               10        20        30        40        50        60 
2MEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
               70        80                                 
2MEPSP VEDAKEEVQLFLGNAGIAMR                                 
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.5  bits: 15.5 E():   52 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (54-62:4-12) 
 
            30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                                     ::...: .:                   
gi|544                            APPGCSNHFNLETVFGNFVK           
                                          10        20           
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 19.1 E():   53 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (54-67:76-89) 
 
            30        40        50        60        70        80    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR    
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.3  bits: 17.9 E():   53 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (34-74:31-70) 
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            10        20        30         40        50        60   
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
             70        80                                  
2MEPSP DAKEEVQLFLGNAGIAMR                                  
          ::..::: :                                        
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.3  bits: 17.9 E():   53 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (34-74:31-70) 
 
            10        20        30         40        50        60   
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
             70        80                                  
2MEPSP DAKEEVQLFLGNAGIAMR                                  
          ::..::: :                                        
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.3  bits: 17.9 E():   53 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (34-74:31-70) 
 
            10        20        30         40        50        60   
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
             70        80                                  
2MEPSP DAKEEVQLFLGNAGIAMR                                  
          ::..::: :                                        
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.3  bits: 19.7 E():   54 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (8-57:214-267) 
 
                                      10        20        30        
2MEPSP                        LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
        40              50        60        70        80            
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR            
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (54-67:91-104) 
 
            30        40        50        60        70        80    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR    
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
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              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 19.1 E():   57 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (54-67:91-104) 
 
            30        40        50        60        70        80    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR    
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.4  bits: 20.0 E():   60 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (23-53:378-406) 
 
                       10        20        30        40        50   
2MEPSP         LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
             60        70        80                                 
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMR                                 
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.8 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (54-67:68-81) 
 
            30        40        50        60        70        80    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR    
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.8 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (54-67:68-81) 
 
            30        40        50        60        70        80    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR    
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.8 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (54-67:69-82) 
 
            30        40        50        60        70        80    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR    
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (54-67:80-93) 
 
            30        40        50        60        70        80    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR    
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (54-67:91-104) 
 
            30        40        50        60        70        80    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR    
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (54-67:91-104) 
 
            30        40        50        60        70        80    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR    
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (54-67:91-104) 
 
            30        40        50        60        70        80    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR    
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (54-67:91-104) 
 
            30        40        50        60        70        80    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR    
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (54-67:91-104) 
 
            30        40        50        60        70        80    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR    
                                     :::. : .. .: :                 
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gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (54-67:91-104) 
 
            30        40        50        60        70        80    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR    
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (54-67:91-104) 
 
            30        40        50        60        70        80    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR    
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (54-67:91-104) 
 
            30        40        50        60        70        80    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR    
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (54-67:92-105) 
 
            30        40        50        60        70        80    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR    
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (54-67:93-106) 
 
            30        40        50        60        70        80    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR    
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
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>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.9 E():   70 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (37-61:16-40) 
 
         10        20        30        40        50        60       
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
         70        80                                               
2MEPSP EVQLFLGNAGIAMR                                               
                                                                    
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 17.6 E():   70 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (58-76:82-100) 
 
        30        40        50        60        70        80        
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR        
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
gi|188 QSGAIYV 
               
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (34-62:38-66) 
 
            10        20        30        40        50        60    
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
            70        80                                            
2MEPSP AKEEVQLFLGNAGIAMR                                            
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.7  bits: 19.7 E():   74 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (20-53:381-414) 
 
                          10        20        30        40          
2MEPSP            LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
      50        60        70        80                              
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                              
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.7  bits: 18.5 E():   74 
Smith-Waterman score: 44; 37.9% identity (58.6% similar) in 29 aa overlap (7-35:49-74) 
 
                                       10        20        30       
2MEPSP                         LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     ::   : :.   :.. ::: .   ::..:  
gi|136 TTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS---DTFTNSEVLDNSLGSMRI 
       20        30        40        50           60        70      
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         40        50        60        70        80                 
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                 
                                                                    
gi|136 KNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYIHFQISGVTNTEKLP 
          80        90       100       110       120       130      
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.7  bits: 19.4 E():   74 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (18-46:90-121) 
 
                            10        20           30        40     
2MEPSP              LSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
           50        60        70        80                         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                         
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.7  bits: 19.4 E():   74 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (18-46:90-121) 
 
                            10        20           30        40     
2MEPSP              LSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
           50        60        70        80                         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                         
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 42; 24.6% identity (52.3% similar) in 65 aa overlap (14-76:48-109) 
 
                                10        20          30        40  
2MEPSP                  LSNRILLLAALSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|374 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVESID--- 
        20        30        40        50        60        70        
 
              50        60        70        80                      
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                      
       ::. : . .:: : .    .:    :..:  :  :                          
gi|374 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYHTKGDAKPDEEELKK 
           80        90       100       110       120       130     
 
gi|374 GKAKGEGLFRAIEGYVLANPTQY 
          140       150        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (29-63:48-86) 
 
                 10        20        30        40             50    
2MEPSP   LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
            60        70        80                                  
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMR                                  
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
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         80        90       100       110       120       130       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (27-64:3-39) 
 
               10        20        30        40        50        60 
2MEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                 :: .  ::  :.... :  ::. :. .: :   : 
gi|398                         MAVHQYTVAL-FLAVALVAGPAASYAADLGYGPATP 
                                       10         20        30      
 
               70        80                                         
2MEPSP VEDAKEEVQLFLGNAGIAMR                                         
       .  :                                                         
gi|398 AAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVA 
          40        50        60        70        80        90      
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (7-23:46-62) 
 
                                       10        20        30       
2MEPSP                         LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
         40        50        60        70        80 
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                                                    
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD          
          80        90       100       110          
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.7  bits: 16.1 E():   84 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (55-69:30-44) 
 
           30        40        50        60        70        80 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                                     :     :.:.::...            
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN      
                10        20        30        40        50      
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (20-76:110-173) 
 
                          10        20        30        40          
2MEPSP            LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
      80        90       100       110       120       130          
 
         50        60            70        80                       
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAMR                       
        :  . .   ::  ..    :  :.:.::. . :                           
gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
 
gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.3 E():   84 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (27-36:55-64) 
 
                   10        20        30        40        50       
2MEPSP     LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
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           30        40        50        60        70        80     
 
         60        70        80         
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMR         
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 41; 31.4% identity (62.9% similar) in 35 aa overlap (2-36:5-39) 
 
                  10        20        30        40        50        
2MEPSP    LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG 
           :: .:::::.  .  ..   ...::    ...: :                      
gi|195 MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACRIETPGS 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP KFPVEDAKEEVQLFLGNAGIAMR                                      
                                                                    
gi|195 PYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTP 
               70        80        90       100       110       120 
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 41; 31.4% identity (62.9% similar) in 35 aa overlap (2-36:5-39) 
 
                  10        20        30        40        50        
2MEPSP    LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG 
           :: .:::::.  .  ..   ...::    ...: :                      
gi|219 MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACRIETPGS 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP KFPVEDAKEEVQLFLGNAGIAMR                                      
                                                                    
gi|219 PYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTP 
               70        80        90       100       110       120 
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.2 E():   89 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (17-48:71-102) 
 
                             10        20        30        40       
2MEPSP               LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
         50        60        70        80                           
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                           
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.2 E():   89 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (38-54:11-27) 
 
        10        20        30        40        50        60        
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
        70        80                                                
2MEPSP VQLFLGNAGIAMR                                                
                                                                    
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
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>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.0  bits: 19.1 E():   91 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (18-50:91-126) 
 
                            10        20           30        40     
2MEPSP              LSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
           50        60        70        80                         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR                         
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.0  bits: 18.8 E():   91 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (32-54:150-174) 
 
              10        20        30        40          50          
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
      60        70        80                                        
2MEPSP PVEDAKEEVQLFLGNAGIAMR                                        
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.7  bits: 19.4 E():   95 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (41-69:106-134) 
 
               20        30        40        50        60        70 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     ::  .... .:: ::   :  :.  :  :  
gi|298 RCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGCPETFQSESEFEYPQS 
          80        90       100       110       120       130      
 
               80                                                   
2MEPSP FLGNAGIAMR                                                   
                                                                    
gi|298 QRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQRTRQSESEEFS 
         140       150       160       170       180       190      
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 45; 38.7% identity (61.3% similar) in 31 aa overlap (46-76:11-41) 
 
          20        30        40        50        60        70      
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                     : : : .:. . :::: .:  . .:  : . 
gi|113                     MDKANGAYKTALKAASAVAPAEKFPVFQATFDKNLKEGLS 
                                   10        20        30        40 
 
          80                                                        
2MEPSP GIAMR                                                        
       :                                                            
gi|113 GPDAVGFAKKLDAFIQTSYLSTKAAEPKEKFDLFVLSLTEVLRFMAGAVKAPPASKFPAK 
               50        60        70        80        90       100 
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (2-60:193-252) 
 
                                            10        20        30  
2MEPSP                              LSNRILLLAALSEGTTVVDNLLNSEDVHYML 
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                                     :. .. ..  : :.:. .::. ..   ..: 
gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL 
            170       180       190       200       210       220   
 
              40        50             60        70        80       
2MEPSP GALRTLGLSVEADKAAKRAVVVG-----CGGKFPVEDAKEEVQLFLGNAGIAMR       
       :       .   ::. : .:. .     :: ..:                           
gi|195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSS 
                230       240       250       260       270         
 
gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG 
      280       290       300       310       320       330         
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.4  bits: 14.3 E():   99 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (37-44:10-17) 
 
         10        20        30        40        50        60       
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     :::: .:.                       
gi|856                      ANPTFGFTPLGLSSDAN                       
                                    10                              
 
         70        80 
2MEPSP EVQLFLGNAGIAMR 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:25 2011 done: Tue Apr 19 10:57:25 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 28  - 107 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     3     8:=* 
  34    13    22:==== * 
  36    17    44:=====     * 
  38    59    73:===============   * 
  40    70   102:==================       * 
  42    82   125:=====================          * 
  44   129   138:================================= * 
  46   170   140:==================================*======== 
  48   182   134:=================================*============ 
  50   167   122:==============================*=========== 
  52   131   108:==========================*====== 
  54   109    92:======================*===== 
  56    79    77:===================* 
  58    48    63:============   * 
  60    34    51:=========   * 
  62    24    41:======    * 
  64    33    33:========* 
  66    13    26:====  * 
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  68    21    20:====*= 
  70    13    16:===* 
  72    15    12:==*= 
  74     5    10:==* 
  76    20     8:=*=== 
  78    15     6:=*== 
  80    11     5:=*= 
  82     4     3:* 
  84    14     3:*=== 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.75040.00326; mu= 6.4403 0.170 
 mean_var=38.159510.587, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.207622 
 Kolmogorov-Smirnov  statistic: 0.0929 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.6     1.9 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   61 23.6       3 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   61 23.6       3 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   55 21.8     5.8 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.5     5.9 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   51 20.6     8.2 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.6     9.7 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.6     9.7 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.6     9.7 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.6     9.7 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.6     9.7 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.6     9.7 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.6     9.8 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   56 22.1     9.9 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   50 20.3      10 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.6      10 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.6      11 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.6      11 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.6      11 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.6      11 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.8      13 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   55 21.8      14 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 19.7      15 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 20.6      15 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.7      15 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   55 21.8      16 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.7      18 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.7      18 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.7      18 
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gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.7      18 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.7      18 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   47 19.4      19 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   47 19.4      19 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.7      19 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.7      20 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.7      20 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.7      20 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.7      20 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.7      20 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.7      20 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.7      20 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 20.9      20 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   46 19.1      23 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.6      24 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.7      24 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.2      25 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 20.9      26 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 20.9      26 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.7      27 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.7      27 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.5      27 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.0      28 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.6      29 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.9      30 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.9      30 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.9      30 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.2      33 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 20.0      34 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.4      35 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.7      39 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.3      39 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.3      39 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.3      39 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.1      42 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   43 18.2      43 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 15.8      44 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.1      45 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.4      45 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.1      45 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.1      45 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.8      48 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.1      51 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.5      52 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 19.7      52 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   42 17.9      52 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   42 17.9      52 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   42 17.9      52 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.1      54 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.1      55 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.0      58 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.8      61 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.8      61 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.8      61 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.8      64 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.8      66 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.8      67 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.8      67 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.8      67 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.8      67 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.8      67 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 596

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.8      67 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.8      67 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.8      67 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.8      67 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 17.9      69 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.6      69 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.7      72 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.4      72 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.4      72 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 17.9      73 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   44 18.5      73 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 17.9      74 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   42 17.9      74 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.8      78 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.3      79 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.2      82 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 17.6      83 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 17.6      83 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.3      83 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.1      83 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.2      87 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.2      87 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.1      89 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.8      89 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   47 19.4      92 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   45 18.8      93 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   45 18.8      93 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.3      99 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.6   1e 
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 97.5  bits: 23.6 E():  1.9 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (18-47:33-62) 
 
                            10        20        30        40        
2MEPSP              SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
        50        60        70        80                            
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                            
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  52 init1:  52 opt:  61  Z-score: 93.9  bits: 23.6 E():    3 
Smith-Waterman score: 61; 38.1% identity (61.9% similar) in 42 aa overlap (2-42:5-45) 
 
                  10        20         30        40        50       
2MEPSP    SNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVGCGG 
           : .:::.::. :..:.  : . :  : .  :  : .: .: :               
gi|668 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINEWS 
               10        20         30        40        50          
 
         60        70        80                                     
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRS                                     
                                                                    
gi|668 GEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYCTD 
      60        70        80        90       100       110          
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  52 init1:  52 opt:  61  Z-score: 93.9  bits: 23.6 E():    3 
Smith-Waterman score: 61; 38.1% identity (61.9% similar) in 42 aa overlap (2-42:5-45) 
 
                  10        20         30        40        50       
2MEPSP    SNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVGCGG 
           : .:::.::. :..:.  : . :  : .  :  : .: .: :               
gi|833 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINEWS 
               10        20         30        40        50          
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         60        70        80                                     
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRS                                     
                                                                    
gi|833 GEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYCTD 
      60        70        80        90       100       110          
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 88.8  bits: 21.8 E():  5.8 
Smith-Waterman score: 55; 25.0% identity (59.1% similar) in 44 aa overlap (12-55:133-176) 
 
                                  10        20        30        40  
2MEPSP                    SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 
                                     .:  :: . . .:  . ..  ...:: :   
gi|501 DKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSG 
            110       120       130       140       150       160   
 
              50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
       . ..  :  .:.::                          
gi|501 SVRSNTRPKIVNCGEL                        
            170                                
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 88.7  bits: 21.5 E():  5.9 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (29-54:75-101) 
 
                 10        20        30         40        50        
2MEPSP   SNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
        60        70        80                    
2MEPSP FPVEDAKEEVQLFLGNAGIAMRS                    
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 86.1  bits: 20.6 E():  8.2 
Smith-Waterman score: 51; 30.6% identity (57.1% similar) in 49 aa overlap (33-79:31-76) 
 
             10        20        30        40        50          60 
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
               70        80                                 
2MEPSP EDAKEEVQLFLGNAGIAMRS                                 
       ::   :..::: :   : :                                  
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:9-26) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
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>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:9-26) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:9-26) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:9-26) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:9-26) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.6 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:9-26) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
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gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.6 E():  9.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:10-27) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  56  Z-score: 84.6  bits: 22.1 E():  9.9 
Smith-Waterman score: 56; 28.9% identity (68.4% similar) in 38 aa overlap (39-75:315-352) 
 
       10        20        30        40        50        60         
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
        70        80                     
2MEPSP QLFLGNAGIAMRS                     
       .:   .::                          
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 84.4  bits: 20.3 E():   10 
Smith-Waterman score: 50; 28.6% identity (61.2% similar) in 49 aa overlap (33-80:31-77) 
 
             10        20        30        40         50        60  
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
              70        80                                 
2MEPSP DAKEEVQLFLGNAGIAMRS                                 
       .  ::..::: :   . :.                                 
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.6 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:15-32) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
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           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.9  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:25-42) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.9  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:25-42) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:26-43) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:26-43) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.6  bits: 21.8 E():   13 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (20-48:246-275) 
 
                          10        20         30        40         
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2MEPSP            SNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
       50        60        70        80                             
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                             
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.2  bits: 21.8 E():   14 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (11-61:161-217) 
 
                                   10         20        30          
2MEPSP                     SNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
         40          50        60        70        80               
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS               
       ::...:  :.    .. .  . .: .:                                  
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 19.7 E():   15 
Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (15-72:45-102) 
 
                               10        20        30        40     
2MEPSP                 SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
           50        60        70        80 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
       ::  :.. .   :   :. ::: .  .:         
gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD    
           80        90       100           
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 81.3  bits: 20.6 E():   15 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (10-62:113-176) 
 
                                    10        20         30         
2MEPSP                      SNRILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
       40                  50        60        70        80         
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS         
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 81.1  bits: 19.7 E():   15 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (19-65:5-46) 
 
               10        20        30        40        50        60 
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                         ..:..::..  .::.     ..:. .  :   .::   : :  
gi|225               MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKSP- 
                             10        20            30        40   
 
               70        80                                         
2MEPSP EDAKEEVQLFLGNAGIAMRS                                         
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       ::.:.                                                        
gi|225 EDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGAD 
              50        60        70        80        90       100  
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (11-61:191-247) 
 
                                   10         20        30          
2MEPSP                     SNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
         40          50        60        70        80               
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS               
       ::...:  :.    .. .  . .: .:                                  
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:9-26) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:9-26) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:9-26) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:9-26) 
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              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:9-26) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:9-26) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:9-26) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:9-26) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
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              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:9-26) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:9-26) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 79.6  bits: 19.4 E():   19 
Smith-Waterman score: 47; 28.6% identity (59.2% similar) in 49 aa overlap (33-80:31-77) 
 
             10        20        30        40        50         60  
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP-VE 
                                     ... ::: ..   .:.: ..    :   .: 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
              70        80                                 
2MEPSP DAKEEVQLFLGNAGIAMRS                                 
       .  ::..::: :   . :.                                 
gi|294 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                 70        80        90       100          
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 79.6  bits: 19.4 E():   19 
Smith-Waterman score: 47; 25.0% identity (64.6% similar) in 48 aa overlap (33-79:31-76) 
 
             10        20        30        40        50         60  
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
              70        80                                 
2MEPSP DAKEEVQLFLGNAGIAMRS                                 
       .  .:..::: . : . :                                  
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 79.4  bits: 19.7 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:18-35) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:22-39) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:26-43) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:26-43) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:26-43) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
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                    10        20        30        40        50      
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:26-43) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:26-43) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:26-43) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.9  bits: 20.9 E():   20 
Smith-Waterman score: 52; 33.3% identity (66.7% similar) in 33 aa overlap (41-73:17-49) 
 
               20        30        40        50        60        70 
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     :..:.:     .:  :.  ..:::...: : 
gi|190               MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGF 
                             10        20        30        40       
 
               80                                                   
2MEPSP LGNAGIAMRS                                                   
        :.                                                          
gi|190 AGHGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQS 
         50        60        70        80        90       100       
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>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.0  bits: 19.1 E():   23 
Smith-Waterman score: 46; 24.5% identity (63.3% similar) in 49 aa overlap (33-80:31-77) 
 
             10        20        30        40        50         60  
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
              70        80                                 
2MEPSP DAKEEVQLFLGNAGIAMRS                                 
       .  ::..::: : . . :.                                 
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.8  bits: 20.6 E():   24 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (18-66:221-261) 
 
                            10        20        30        40        
2MEPSP              SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
        50        60        70        80                            
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                            
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.6  bits: 19.7 E():   24 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (42-59:55-72) 
 
              20        30        40        50        60        70  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
              80                                                    
2MEPSP GNAGIAMRS                                                    
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.4  bits: 21.2 E():   25 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (20-44:201-228) 
 
                          10        20        30           40       
2MEPSP            SNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         50        60        70        80                           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                           
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.0  bits: 20.9 E():   26 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (15-46:88-122) 
 
                               10        20           30        40  
2MEPSP                 SNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
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                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
              50        60        70        80                      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                      
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 76.9  bits: 20.9 E():   26 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (15-46:88-122) 
 
                               10        20           30        40  
2MEPSP                 SNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
              50        60        70        80                      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                      
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.8  bits: 19.7 E():   27 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (37-70:152-189) 
 
         10        20        30        40        50           60    
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
             70        80 
2MEPSP K-EEVQLFLGNAGIAMRS 
       : :. .::           
gi|476 KCERGKLFANCCK      
             190          
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.8  bits: 19.7 E():   27 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (37-70:152-189) 
 
         10        20        30        40        50           60    
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
             70        80 
2MEPSP K-EEVQLFLGNAGIAMRS 
       : :. .::           
gi|313 KCERGKLFANCCK      
             190          
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 76.7  bits: 18.5 E():   27 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (40-71:40-71) 
 
      10        20        30        40        50        60          
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
      70        80     
2MEPSP FLGNAGIAMRS     
       :.              
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gi|154 FVDSLDKIAQVPRVG 
      70        80     
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.6  bits: 17.0 E():   28 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (39-51:5-17) 
 
       10        20        30        40        50        60         
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .: :: .:: :::                  
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI     
                                         10        20        30     
 
       70        80 
2MEPSP LFLGNAGIAMRS 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.2  bits: 20.6 E():   29 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (11-37:72-98) 
 
                                   10        20        30        40 
2MEPSP                     SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
               50        60        70        80                     
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                     
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (20-44:201-228) 
 
                          10        20        30           40       
2MEPSP            SNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         50        60        70        80                           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                           
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (20-44:201-228) 
 
                          10        20        30           40       
2MEPSP            SNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         50        60        70        80                           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (20-44:201-228) 
 
                          10        20        30           40       
2MEPSP            SNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
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gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         50        60        70        80                           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                           
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (20-44:201-228) 
 
                          10        20        30           40       
2MEPSP            SNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         50        60        70        80                           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (20-44:201-228) 
 
                          10        20        30           40       
2MEPSP            SNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         50        60        70        80                           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (20-44:201-228) 
 
                          10        20        30           40       
2MEPSP            SNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         50        60        70        80                           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (20-44:201-228) 
 
                          10        20        30           40       
2MEPSP            SNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         50        60        70        80                           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
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              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (20-44:201-228) 
 
                          10        20        30           40       
2MEPSP            SNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         50        60        70        80                           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (20-44:201-228) 
 
                          10        20        30           40       
2MEPSP            SNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         50        60        70        80                           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (20-44:201-228) 
 
                          10        20        30           40       
2MEPSP            SNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         50        60        70        80                           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (20-44:201-228) 
 
                          10        20        30           40       
2MEPSP            SNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         50        60        70        80                           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                           
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.7  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (20-44:201-228) 
 
                          10        20        30           40       
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2MEPSP            SNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         50        60        70        80                           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.1  bits: 18.2 E():   33 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (43-71:43-71) 
 
             20        30        40        50        60        70   
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
             80     
2MEPSP NAGIAMRS     
                    
gi|122 SLDKIAQVPRVG 
             80     
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.9  bits: 20.0 E():   34 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (22-72:113-157) 
 
                        10        20        30        40        50  
2MEPSP          SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
              60        70        80                                
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRS                                
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.8  bits: 19.4 E():   35 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (18-47:33-62) 
 
                            10        20        30        40        
2MEPSP              SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
        50        60        70        80                            
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                            
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.8  bits: 19.7 E():   39 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (24-48:195-217) 
 
                      10        20        30        40        50    
2MEPSP        SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
            60        70        80                                  
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRS                                  
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gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.7  bits: 20.3 E():   39 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (17-46:90-122) 
 
                             10        20           30        40    
2MEPSP               SNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
            50        60        70        80                        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                        
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.7  bits: 20.3 E():   39 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (2-46:70-122) 
 
                                            10             20       
2MEPSP                              SNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
            30        40        50        60        70        80    
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS    
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.7  bits: 20.3 E():   39 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (2-46:70-122) 
 
                                            10             20       
2MEPSP                              SNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
            30        40        50        60        70        80    
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS    
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 73.2  bits: 22.1 E():   42 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (11-51:452-496) 
 
                                   10           20         30       
2MEPSP                     SNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
         40        50        60        70        80                 
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                 
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.1  bits: 18.2 E():   43 
Smith-Waterman score: 43; 30.8% identity (61.5% similar) in 39 aa overlap (36-73:34-70) 
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          10        20        30        40         50        60     
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
           70        80                                 
2MEPSP EEVQLFLGNAGIAMRS                                 
       ::..::: :                                        
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 72.8  bits: 15.8 E():   44 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (40-53:3-16) 
 
      10        20        30        40        50        60          
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     :.: .::.  : ::                 
gi|463                             DFVDAHNAARAQVGVGPVHWT            
                                           10        20             
 
      70        80 
2MEPSP FLGNAGIAMRS 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.1 E():   45 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (36-51:172-187) 
 
          10        20        30        40        50        60      
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
          70        80 
2MEPSP EVQLFLGNAGIAMRS 
                       
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (53-66:91-104) 
 
             30        40        50        60        70        80   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS   
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.1 E():   45 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (36-51:173-188) 
 
          10        20        30        40        50        60      
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
          70        80 
2MEPSP EVQLFLGNAGIAMRS 
                       
gi|187 KESLAKKNHGLSRSE 
            210        
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>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.1 E():   45 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (36-51:173-188) 
 
          10        20        30        40        50        60      
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
          70        80 
2MEPSP EVQLFLGNAGIAMRS 
                       
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.2  bits: 18.8 E():   48 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (30-69:106-145) 
 
                10        20        30        40        50          
2MEPSP  SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
      60        70        80                                
2MEPSP VEDAKEEVQLFLGNAGIAMRS                                
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 19.1 E():   51 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (53-66:76-89) 
 
             30        40        50        60        70        80   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS   
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.6  bits: 15.5 E():   52 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (53-61:4-12) 
 
             30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                                     ::...: .:                    
gi|544                            APPGCSNHFNLETVFGNFVK            
                                          10        20            
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.5  bits: 19.7 E():   52 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (7-56:214-267) 
 
                                       10        20        30       
2MEPSP                         SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
         40              50        60        70        80           
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS           
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
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>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (33-73:31-70) 
 
             10        20        30         40        50        60  
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
              70        80                                 
2MEPSP DAKEEVQLFLGNAGIAMRS                                 
          ::..::: :                                        
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (33-73:31-70) 
 
             10        20        30         40        50        60  
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
              70        80                                 
2MEPSP DAKEEVQLFLGNAGIAMRS                                 
          ::..::: :                                        
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (33-73:31-70) 
 
             10        20        30         40        50        60  
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
              70        80                                 
2MEPSP DAKEEVQLFLGNAGIAMRS                                 
          ::..::: :                                        
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (53-66:91-104) 
 
             30        40        50        60        70        80   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS   
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (53-66:91-104) 
 
             30        40        50        60        70        80   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS   
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
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gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.7  bits: 20.0 E():   58 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (22-52:378-406) 
 
                        10        20        30        40        50  
2MEPSP          SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
              60        70        80                                
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRS                                
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 18.8 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (53-66:68-81) 
 
             30        40        50        60        70        80   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS   
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 18.8 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (53-66:68-81) 
 
             30        40        50        60        70        80   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS   
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.8 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (53-66:69-82) 
 
             30        40        50        60        70        80   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS   
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.8 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (53-66:80-93) 
 
             30        40        50        60        70        80   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS   
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
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>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (53-66:91-104) 
 
             30        40        50        60        70        80   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS   
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (53-66:91-104) 
 
             30        40        50        60        70        80   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS   
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (53-66:91-104) 
 
             30        40        50        60        70        80   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS   
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (53-66:91-104) 
 
             30        40        50        60        70        80   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS   
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (53-66:91-104) 
 
             30        40        50        60        70        80   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS   
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (53-66:91-104) 
 
             30        40        50        60        70        80   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS   
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                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (53-66:91-104) 
 
             30        40        50        60        70        80   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS   
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (53-66:91-104) 
 
             30        40        50        60        70        80   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS   
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (53-66:92-105) 
 
             30        40        50        60        70        80   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS   
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (53-66:93-106) 
 
             30        40        50        60        70        80   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS   
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (36-60:16-40) 
 
          10        20        30        40        50        60      
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
          70        80                                              
2MEPSP EVQLFLGNAGIAMRS                                              
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gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 17.6 E():   69 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (57-75:82-100) 
 
         30        40        50        60        70        80       
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS       
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
gi|188 QSGAIYV 
               
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.9  bits: 19.7 E():   72 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (19-52:381-414) 
 
                           10        20        30        40         
2MEPSP             SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
       50        60        70        80                             
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                             
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.9  bits: 19.4 E():   72 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (17-45:90-121) 
 
                             10        20           30        40    
2MEPSP               SNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
            50        60        70        80                        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                        
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.9  bits: 19.4 E():   72 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (17-45:90-121) 
 
                             10        20           30        40    
2MEPSP               SNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
            50        60        70        80                        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                        
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.9 E():   73 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (33-61:38-66) 
 
             10        20        30        40        50        60   
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
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                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
             70        80                                           
2MEPSP AKEEVQLFLGNAGIAMRS                                           
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.9  bits: 18.5 E():   73 
Smith-Waterman score: 44; 37.9% identity (58.6% similar) in 29 aa overlap (6-34:49-74) 
 
                                        10        20        30      
2MEPSP                          SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     ::   : :.   :.. ::: .   ::..:  
gi|136 TTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS---DTFTNSEVLDNSLGSMRI 
       20        30        40        50           60        70      
 
          40        50        60        70        80                
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                
                                                                    
gi|136 KNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYIHFQISGVTNTEKLP 
          80        90       100       110       120       130      
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (28-62:48-86) 
 
                  10        20        30        40             50   
2MEPSP    SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
             60        70        80                                 
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRS                                 
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 42; 24.6% identity (52.3% similar) in 65 aa overlap (13-75:48-109) 
 
                                 10        20          30        40 
2MEPSP                   SNRILLLAALSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|374 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVESID--- 
        20        30        40        50        60        70        
 
               50        60        70        80                     
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                     
       ::. : . .:: : .    .:    :..:  :  :                          
gi|374 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYHTKGDAKPDEEELKK 
           80        90       100       110       120       130     
 
gi|374 GKAKGEGLFRAIEGYVLANPTQY 
          140       150        
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.3  bits: 18.8 E():   78 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (26-63:3-39) 
 
               10        20        30        40        50        60 
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                                :: .  ::  :.... :  ::. :. .: :   :. 
gi|398                        MAVHQYTVAL-FLAVALVAGPAASYAADLGYGPATPA 
                                      10         20        30       
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               70        80                                         
2MEPSP EDAKEEVQLFLGNAGIAMRS                                         
         :                                                          
gi|398 APAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVAT 
         40        50        60        70        80        90       
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (6-22:46-62) 
 
                                        10        20        30      
2MEPSP                          SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
          40        50        60        70        80 
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                                                     
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD           
          80        90       100       110           
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.8  bits: 18.2 E():   82 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (19-75:110-173) 
 
                           10        20        30        40         
2MEPSP             SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
      80        90       100       110       120       130          
 
          50        60            70        80                      
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAMRS                      
        :  . .   ::  ..    :  :.:.::. . :                           
gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
 
gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 41; 31.4% identity (62.9% similar) in 35 aa overlap (1-35:5-39) 
 
                   10        20        30        40        50       
2MEPSP     SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG 
           :: .:::::.  .  ..   ...::    ...: :                      
gi|219 MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACRIETPGS 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRS                                     
                                                                    
gi|219 PYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTP 
               70        80        90       100       110       120 
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 41; 31.4% identity (62.9% similar) in 35 aa overlap (1-35:5-39) 
 
                   10        20        30        40        50       
2MEPSP     SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG 
           :: .:::::.  .  ..   ...::    ...: :                      
gi|195 MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACRIETPGS 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRS                                     
                                                                    
gi|195 PYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTP 
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               70        80        90       100       110       120 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.3 E():   83 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (26-35:55-64) 
 
                    10        20        30        40        50      
2MEPSP      SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
          60        70        80        
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRS        
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.8  bits: 16.1 E():   83 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (54-68:30-44) 
 
            30        40        50        60        70        80 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                                     :     :.:.::...             
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN       
                10        20        30        40        50       
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (16-47:71-102) 
 
                              10        20        30        40      
2MEPSP                SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
          50        60        70        80                          
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                          
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (37-53:11-27) 
 
         10        20        30        40        50        60       
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
         70        80                                               
2MEPSP VQLFLGNAGIAMRS                                               
                                                                    
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.2  bits: 19.1 E():   89 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (17-49:91-126) 
 
                             10        20           30        40    
2MEPSP               SNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
            50        60        70        80                        
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2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS                        
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.2  bits: 18.8 E():   89 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (31-53:150-174) 
 
               10        20        30        40          50         
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
       60        70        80                                       
2MEPSP PVEDAKEEVQLFLGNAGIAMRS                                       
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.9  bits: 19.4 E():   92 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (40-68:106-134) 
 
      10        20        30        40        50        60          
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     ::  .... .:: ::   :  :.  :  :  
gi|298 RCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGCPETFQSESEFEYPQS 
          80        90       100       110       120       130      
 
      70        80                                                  
2MEPSP FLGNAGIAMRS                                                  
                                                                    
gi|298 QRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQRTRQSESEEFS 
         140       150       160       170       180       190      
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 45; 38.7% identity (61.3% similar) in 31 aa overlap (45-75:11-41) 
 
           20        30        40        50        60        70     
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                     : : : .:. . :::: .:  . .:  : . 
gi|113                     MDKANGAYKTALKAASAVAPAEKFPVFQATFDKNLKEGLS 
                                   10        20        30        40 
 
           80                                                       
2MEPSP GIAMRS                                                       
       :                                                            
gi|113 GPDAVGFAKKLDAFIQTSYLSTKAAEPKEKFDLFVLSLTEVLRFMAGAVKAPPASKFPAK 
               50        60        70        80        90       100 
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (1-59:193-252) 
 
                                             10        20        30 
2MEPSP                               SNRILLLAALSEGTTVVDNLLNSEDVHYML 
                                     :. .. ..  : :.:. .::. ..   ..: 
gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL 
            170       180       190       200       210       220   
 
               40        50             60        70        80      
2MEPSP GALRTLGLSVEADKAAKRAVVVG-----CGGKFPVEDAKEEVQLFLGNAGIAMRS      
       :       .   ::. : .:. .     :: ..:                           
gi|195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSS 
                230       240       250       260       270         
 
gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG 
      280       290       300       310       320       330         
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>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.4  bits: 14.3 E():   99 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (36-43:10-17) 
 
          10        20        30        40        50        60      
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     :::: .:.                       
gi|856                      ANPTFGFTPLGLSSDAN                       
                                    10                              
 
          70        80 
2MEPSP EVQLFLGNAGIAMRS 
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.3  bits: 17.6 E(): 1e 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (29-55:146-170) 
 
                 10        20        30        40        50         
2MEPSP   SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
       60        70        80 
2MEPSP PVEDAKEEVQLFLGNAGIAMRS 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:25 2011 done: Tue Apr 19 10:57:25 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 29  - 108 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     3     8:= * 
  34    11    22:====   * 
  36    27    44:=========     * 
  38    47    73:================        * 
  40    74   102:=========================        * 
  42    84   125:============================             * 
  44   115   138:=======================================      * 
  46   169   140:==============================================*========== 
  48   175   134:============================================*============== 
  50   173   122:========================================*================= 
  52   117   108:===================================*=== 
  54   111    92:==============================*====== 
  56    86    77:=========================*=== 
  58    58    63:====================* 
  60    40    51:==============  * 
  62    15    41:=====        * 
  64    31    33:==========* 
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  66    15    26:=====   * 
  68    14    20:===== * 
  70    21    16:=====*= 
  72    14    12:===*= 
  74     8    10:===* 
  76    19     8:==*==== 
  78     8     6:=*= 
  80    20     5:=*===== 
  82     3     3:* 
  84     7     3:*== 
  86    12     2:*=== 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 
  94     4     1:*=        :*=== 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.99280.00328; mu= 5.0259 0.172 
 mean_var=36.864710.658, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.211236 
 Kolmogorov-Smirnov  statistic: 0.1010 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.8     1.7 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   56 22.3     2.5 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   61 23.8     2.7 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   61 23.8     2.7 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   55 22.0     3.1 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   55 22.0     3.1 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   54 21.7     3.8 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   55 22.0     5.1 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.7     5.2 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   52 21.1     5.8 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   51 20.8     7.1 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   51 20.8     7.1 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   51 20.8     7.1 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   51 20.8     7.1 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   57 22.5     8.3 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.8     8.5 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.8     8.5 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.8     8.5 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.8     8.5 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.8     8.5 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.8     8.5 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.8     8.6 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.8       9 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   56 22.2     9.2 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.8     9.7 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.8     9.7 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.8     9.7 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.8     9.7 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   57 22.5      10 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 19.9      13 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.9      14 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 20.7      14 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 627

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.9      16 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.9      16 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.9      16 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   47 19.6      16 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   47 19.6      17 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.9      17 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.9      18 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.9      18 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.9      18 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.9      18 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.9      18 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 21.0      19 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.8      22 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.7      22 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.2      23 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.7      24 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.3      24 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.8      25 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.8      25 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.0      25 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.0      25 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   45 19.0      25 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.7      27 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.4      29 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 21.0      29 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   44 18.7      30 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.5      32 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 20.1      32 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.0      36 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.8      37 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.4      38 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.4      38 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.4      38 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   43 18.4      38 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   43 18.4      38 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.2      42 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.2      42 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.2      42 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.5      42 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.7      43 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.1      43 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.9      44 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   42 18.1      47 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   42 18.1      47 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   42 18.1      47 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.2      48 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 19.8      50 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.2      51 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   48 19.8      52 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.2      52 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   43 18.3      56 
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gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.1      57 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.9      57 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.9      57 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.9      57 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.9      60 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.9      63 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.7      63 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.9      63 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.9      63 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.9      63 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.9      63 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.9      63 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.9      63 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.9      63 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.9      63 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.0      63 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.9      63 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.0      67 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   44 18.6      69 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 18.0      69 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.5      70 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.5      70 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.8      71 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   40 17.4      71 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.4      72 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.3      73 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.9      75 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.4      76 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.3      78 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.3      82 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.3      82 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.5      83 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   41 17.7      84 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.9      86 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.2      87 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   45 18.9      90 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   47 19.4      91 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.7      93 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      97 
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 98.5  bits: 23.8 E():  1.7 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (17-46:33-62) 
 
                             10        20        30        40       
2MEPSP               NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
         50        60        70        80                           
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                           
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 95.4  bits: 22.3 E():  2.5 
Smith-Waterman score: 56; 33.3% identity (53.3% similar) in 60 aa overlap (21-80:22-77) 
 
                10        20        30        40        50          
2MEPSP  NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                            .: : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
      60        70        80                                 
2MEPSP EDAKEEVQLFLGNAGIAMRSL                                 
       ::   :..::: : . . :.:                                 
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
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>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  52 init1:  52 opt:  61  Z-score: 94.7  bits: 23.8 E():  2.7 
Smith-Waterman score: 61; 38.1% identity (61.9% similar) in 42 aa overlap (1-41:5-45) 
 
                   10        20         30        40        50      
2MEPSP     NRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVGCGG 
           : .:::.::. :..:.  : . :  : .  :  : .: .: :               
gi|668 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINEWS 
               10        20         30        40        50          
 
          60        70        80                                    
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSL                                    
                                                                    
gi|668 GEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYCTD 
      60        70        80        90       100       110          
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  52 init1:  52 opt:  61  Z-score: 94.7  bits: 23.8 E():  2.7 
Smith-Waterman score: 61; 38.1% identity (61.9% similar) in 42 aa overlap (1-41:5-45) 
 
                   10        20         30        40        50      
2MEPSP     NRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVGCGG 
           : .:::.::. :..:.  : . :  : .  :  : .: .: :               
gi|833 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINEWS 
               10        20         30        40        50          
 
          60        70        80                                    
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSL                                    
                                                                    
gi|833 GEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYCTD 
      60        70        80        90       100       110          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 93.7  bits: 22.0 E():  3.1 
Smith-Waterman score: 55; 30.0% identity (62.0% similar) in 50 aa overlap (32-80:31-78) 
 
              10        20        30        40         50        60 
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
               70        80                                
2MEPSP DAKEEVQLFLGNAGIAMRSL                                
       .  ::..::: :   . :.:                                
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 93.7  bits: 22.0 E():  3.1 
Smith-Waterman score: 55; 31.4% identity (56.9% similar) in 51 aa overlap (32-80:31-78) 
 
              10        20        30        40        50            
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
      60        70        80                                
2MEPSP EDAKEEVQLFLGNAGIAMRSL                                
       ::   :..::: :   : : :                                
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 92.1  bits: 21.7 E():  3.8 
Smith-Waterman score: 54; 35.4% identity (58.3% similar) in 48 aa overlap (35-80:34-78) 
 
           10        20        30        40        50          60   
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
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                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
             70        80                                
2MEPSP KEEVQLFLGNAGIAMRSL                                
         :..::: : . . :.:                                
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 89.7  bits: 22.0 E():  5.1 
Smith-Waterman score: 55; 25.0% identity (59.1% similar) in 44 aa overlap (11-54:133-176) 
 
                                   10        20        30        40 
2MEPSP                     NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 
                                     .:  :: . . .:  . ..  ...:: :   
gi|501 DKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSG 
            110       120       130       140       150       160   
 
               50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
       . ..  :  .:.::                           
gi|501 SVRSNTRPKIVNCGEL                         
            170                                 
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 89.7  bits: 21.7 E():  5.2 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (28-53:75-101) 
 
                  10        20        30         40        50       
2MEPSP    NRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
         60        70        80                   
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSL                   
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 88.8  bits: 21.1 E():  5.8 
Smith-Waterman score: 52; 30.0% identity (60.0% similar) in 50 aa overlap (32-80:31-78) 
 
              10        20        30        40        50         60 
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP-VE 
                                     ... ::: ..   .:.: ..    :   .: 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
               70        80                                
2MEPSP DAKEEVQLFLGNAGIAMRSL                                
       .  ::..::: :   . :.:                                
gi|294 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                 70        80        90       100          
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 87.2  bits: 20.8 E():  7.1 
Smith-Waterman score: 51; 33.3% identity (58.3% similar) in 48 aa overlap (35-80:33-77) 
 
           10        20        30        40        50          60   
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
             70        80                                
2MEPSP KEEVQLFLGNAGIAMRSL                                
         :..::: : . . :.:                                

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 631

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 87.2  bits: 20.8 E():  7.1 
Smith-Waterman score: 51; 33.3% identity (58.3% similar) in 48 aa overlap (35-80:33-77) 
 
           10        20        30        40        50          60   
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
             70        80                                
2MEPSP KEEVQLFLGNAGIAMRSL                                
         :..::: : . . :.:                                
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 87.1  bits: 20.8 E():  7.1 
Smith-Waterman score: 51; 26.0% identity (64.0% similar) in 50 aa overlap (32-80:31-78) 
 
              10        20        30        40         50        60 
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
               70        80                                
2MEPSP DAKEEVQLFLGNAGIAMRSL                                
       .  .:..::: . : . : :                                
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 87.1  bits: 20.8 E():  7.1 
Smith-Waterman score: 51; 26.0% identity (64.0% similar) in 50 aa overlap (32-80:31-78) 
 
              10        20        30        40         50        60 
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
               70        80                                
2MEPSP DAKEEVQLFLGNAGIAMRSL                                
       .  ::..::: : . . :.:                                
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 86.0  bits: 22.5 E():  8.3 
Smith-Waterman score: 57; 20.7% identity (61.0% similar) in 82 aa overlap (10-80:161-242) 
 
                                    10         20        30         
2MEPSP                      NRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
          40          50        60             70        80         
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSL         
       ::...:  :.    .. .  . .: .:      . . . .  :...:....:         
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
gi|114 SIGSLGRDNSRAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPI 
              260       270       280       290       300       310 
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 85.8  bits: 20.8 E():  8.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:9-26) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.8  bits: 20.8 E():  8.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:9-26) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.8  bits: 20.8 E():  8.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:9-26) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.8  bits: 20.8 E():  8.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:9-26) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.8  bits: 20.8 E():  8.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:9-26) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
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                                     10        20        30         
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.8  bits: 20.8 E():  8.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:9-26) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.8 E():  8.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:10-27) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.4  bits: 20.8 E():    9 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:15-32) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  56  Z-score: 85.2  bits: 22.2 E():  9.2 
Smith-Waterman score: 56; 28.9% identity (68.4% similar) in 38 aa overlap (38-74:315-352) 
 
        10        20        30        40        50        60        
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
         70        80                    
2MEPSP QLFLGNAGIAMRSL                    
       .:   .::                          
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
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>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.8 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:25-42) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.8 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:25-42) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.8 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:26-43) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.8 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:26-43) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 57; 20.7% identity (61.0% similar) in 82 aa overlap (10-80:191-272) 
 
                                    10         20        30         
2MEPSP                      NRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
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                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
          40          50        60             70        80         
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSL         
       ::...:  :.    .. .  . .: .:      . . . .  :...:....:         
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
gi|476 SIGSLGRDNSRAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPI 
              290       300       310       320       330       340 
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.4  bits: 19.9 E():   13 
Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (14-71:45-102) 
 
                                10        20        30        40    
2MEPSP                  NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
            50        60        70        80 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
       ::  :.. .   :   :. ::: .  .:          
gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD     
           80        90       100            
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 82.1  bits: 19.9 E():   14 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (18-64:5-46) 
 
               10        20        30        40        50        60 
2MEPSP NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE 
                        ..:..::..  .::.     ..:. .  :   .::   : : : 
gi|225              MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKSP-E 
                            10        20            30        40    
 
               70        80                                         
2MEPSP DAKEEVQLFLGNAGIAMRSL                                         
       :.:.                                                         
gi|225 DVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADE 
             50        60        70        80        90       100   
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 82.1  bits: 20.7 E():   14 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (9-61:113-176) 
 
                                     10        20         30        
2MEPSP                       NRILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
        40                  50        60        70        80        
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL        
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:9-26) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
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               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:9-26) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:9-26) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:9-26) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:9-26) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:9-26) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:9-26) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:9-26) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:9-26) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:9-26) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
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                                     10        20        30         
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 80.7  bits: 19.6 E():   16 
Smith-Waterman score: 47; 29.4% identity (56.9% similar) in 51 aa overlap (32-80:29-76) 
 
              10        20        30        40        50            
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....    :.: ..    :  :   
gi|777   MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIE 
                 10        20        30        40        50         
 
      60        70        80                                
2MEPSP EDAKEEVQLFLGNAGIAMRSL                                
       ::   :..::: :   . :.:                                
gi|777 ED---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
       60           70        80        90       100        
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 80.6  bits: 19.6 E():   17 
Smith-Waterman score: 47; 31.2% identity (56.2% similar) in 48 aa overlap (35-80:34-78) 
 
           10        20        30        40        50          60   
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
             70        80                                
2MEPSP KEEVQLFLGNAGIAMRSL                                
         :..::: :   . :.:                                
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:18-35) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:22-39) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
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>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.8  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:26-43) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.8  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:26-43) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.8  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:26-43) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.8  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:26-43) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.8  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:26-43) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
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                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.8  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:26-43) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.4  bits: 21.0 E():   19 
Smith-Waterman score: 52; 33.3% identity (66.7% similar) in 33 aa overlap (40-72:17-49) 
 
      10        20        30        40        50        60          
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     :..:.:     .:  :.  ..:::...: : 
gi|190               MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGF 
                             10        20        30        40       
 
      70        80                                                  
2MEPSP LGNAGIAMRSL                                                  
        :.                                                          
gi|190 AGHGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQS 
         50        60        70        80        90       100       
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.3  bits: 19.8 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (41-58:55-72) 
 
               20        30        40        50        60        70 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
               80                                                   
2MEPSP GNAGIAMRSL                                                   
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.3  bits: 20.7 E():   22 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (17-65:221-261) 
 
                             10        20        30        40       
2MEPSP               NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
         50        60        70        80                           
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                           
       . :.  : .: :  .:::.                                          
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gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.0  bits: 17.2 E():   23 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (38-50:5-17) 
 
        10        20        30        40        50        60        
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .: :: .:: :::                  
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI     
                                         10        20        30     
 
        70        80 
2MEPSP LFLGNAGIAMRSL 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 77.8  bits: 18.7 E():   24 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (39-70:40-71) 
 
       10        20        30        40        50        60         
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
       70        80    
2MEPSP FLGNAGIAMRSL    
       :.              
gi|154 FVDSLDKIAQVPRVG 
      70        80     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.7  bits: 21.3 E():   24 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (19-43:201-228) 
 
                           10        20        30           40      
2MEPSP             NRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          50        60        70        80                          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                          
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.5  bits: 19.8 E():   25 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (36-69:152-189) 
 
          10        20        30        40        50           60   
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
              70        80 
2MEPSP K-EEVQLFLGNAGIAMRSL 
       : :. .::            
gi|313 KCERGKLFANCCK       
             190           
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.5  bits: 19.8 E():   25 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (36-69:152-189) 
 
          10        20        30        40        50           60   
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
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gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
              70        80 
2MEPSP K-EEVQLFLGNAGIAMRSL 
       : :. .::            
gi|476 KCERGKLFANCCK       
             190           
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.4  bits: 21.0 E():   25 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (14-45:88-122) 
 
                                10        20           30        40 
2MEPSP                  NRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
               50        60        70        80                     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                     
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 77.3  bits: 21.0 E():   25 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (14-45:88-122) 
 
                                10        20           30        40 
2MEPSP                  NRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
               50        60        70        80                     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                     
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.3  bits: 19.0 E():   25 
Smith-Waterman score: 45; 29.8% identity (57.4% similar) in 47 aa overlap (35-80:34-78) 
 
           10        20        30        40         50        60    
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
            70        80                                
2MEPSP EEVQLFLGNAGIAMRSL                                
       ::..::: :     :.:                                
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.6  bits: 20.7 E():   27 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (10-36:72-98) 
 
                                    10        20        30          
2MEPSP                      NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
      40        50        60        70        80                    
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                    
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
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             110       120       130       140       150       160  
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.1  bits: 18.4 E():   29 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (42-70:43-71) 
 
              20        30        40        50        60        70  
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
              80    
2MEPSP NAGIAMRSL    
                    
gi|122 SLDKIAQVPRVG 
             80     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (19-43:201-228) 
 
                           10        20        30           40      
2MEPSP             NRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          50        60        70        80                          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (19-43:201-228) 
 
                           10        20        30           40      
2MEPSP             NRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          50        60        70        80                          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (19-43:201-228) 
 
                           10        20        30           40      
2MEPSP             NRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          50        60        70        80                          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (19-43:201-228) 
 
                           10        20        30           40      
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2MEPSP             NRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          50        60        70        80                          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (19-43:201-228) 
 
                           10        20        30           40      
2MEPSP             NRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          50        60        70        80                          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (19-43:201-228) 
 
                           10        20        30           40      
2MEPSP             NRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          50        60        70        80                          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                          
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (19-43:201-228) 
 
                           10        20        30           40      
2MEPSP             NRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          50        60        70        80                          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                          
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (19-43:201-228) 
 
                           10        20        30           40      
2MEPSP             NRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          50        60        70        80                          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                          
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gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (19-43:201-228) 
 
                           10        20        30           40      
2MEPSP             NRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          50        60        70        80                          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (19-43:201-228) 
 
                           10        20        30           40      
2MEPSP             NRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          50        60        70        80                          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (19-43:201-228) 
 
                           10        20        30           40      
2MEPSP             NRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          50        60        70        80                          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (19-43:201-228) 
 
                           10        20        30           40      
2MEPSP             NRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          50        60        70        80                          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 44; 38.9% identity (77.8% similar) in 18 aa overlap (63-80:59-76) 
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             40        50        60        70        80             
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL             
                                     ..:..::: : . . :.:             
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.4  bits: 19.5 E():   32 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (17-46:33-62) 
 
                             10        20        30        40       
2MEPSP               NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
         50        60        70        80                           
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                           
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 75.4  bits: 20.1 E():   32 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (21-71:113-157) 
 
                         10        20        30        40        50 
2MEPSP           NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
               60        70        80                               
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                               
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.3  bits: 16.0 E():   36 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (39-52:3-16) 
 
       10        20        30        40        50        60         
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     :.: .::.  : ::                 
gi|463                             DFVDAHNAARAQVGVGPVHWT            
                                           10        20             
 
       70        80 
2MEPSP FLGNAGIAMRSL 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (23-47:195-217) 
 
                       10        20        30        40        50   
2MEPSP         NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
             60        70        80                                 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSL                                 
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
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>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 74.1  bits: 20.4 E():   38 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (16-45:90-122) 
 
                              10        20           30        40   
2MEPSP                NRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
             50        60        70        80                       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                       
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 74.0  bits: 20.4 E():   38 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (1-45:70-122) 
 
                                             10             20      
2MEPSP                               NRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
             30        40        50        60        70        80   
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL   
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 74.0  bits: 20.4 E():   38 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (1-45:70-122) 
 
                                             10             20      
2MEPSP                               NRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
             30        40        50        60        70        80   
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL   
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 43; 38.9% identity (77.8% similar) in 18 aa overlap (63-80:61-78) 
 
             40        50        60        70        80             
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL             
                                     ..:..::: : . . :.:             
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 43; 38.9% identity (77.8% similar) in 18 aa overlap (63-80:61-78) 
 
             40        50        60        70        80             
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL             
                                     ..:..::: : . . :.:             
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
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gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.2 E():   42 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (35-50:172-187) 
 
           10        20        30        40        50        60     
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
           70        80 
2MEPSP EVQLFLGNAGIAMRSL 
                        
gi|256 KESLAKKNHGLSRSE  
             210        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 19.2 E():   42 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (35-50:173-188) 
 
           10        20        30        40        50        60     
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
           70        80 
2MEPSP EVQLFLGNAGIAMRSL 
                        
gi|187 KESLAKKNHGLSRSE  
            210         
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 19.2 E():   42 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (35-50:173-188) 
 
           10        20        30        40        50        60     
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
           70        80 
2MEPSP EVQLFLGNAGIAMRSL 
                        
gi|187 KESLAKKNHGLSRSE  
            210         
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (52-65:91-104) 
 
              30        40        50        60        70        80  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL  
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 73.1  bits: 15.7 E():   43 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (52-60:4-12) 
 
              30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     ::...: .:                     
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gi|544                            APPGCSNHFNLETVFGNFVK             
                                          10        20             
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 73.0  bits: 22.1 E():   43 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (10-50:452-496) 
 
                                    10            20        30      
2MEPSP                      NRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
          40        50        60        70        80                
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.8  bits: 18.9 E():   44 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (29-68:106-145) 
 
                 10        20        30        40        50         
2MEPSP   NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
       60        70        80                               
2MEPSP VEDAKEEVQLFLGNAGIAMRSL                               
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (32-72:31-70) 
 
              10        20        30         40        50        60 
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
               70        80                                
2MEPSP DAKEEVQLFLGNAGIAMRSL                                
          ::..::: :                                        
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (32-72:31-70) 
 
              10        20        30         40        50        60 
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
               70        80                                
2MEPSP DAKEEVQLFLGNAGIAMRSL                                
          ::..::: :                                        
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 42; 33.3% identity (59.5% similar) in 42 aa overlap (32-72:31-70) 
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              10        20        30         40        50        60 
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
               70        80                                
2MEPSP DAKEEVQLFLGNAGIAMRSL                                
          ::..::: :                                        
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 19.2 E():   48 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (52-65:76-89) 
 
              30        40        50        60        70        80  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL  
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.8  bits: 19.8 E():   50 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (6-55:214-267) 
 
                                        10        20        30      
2MEPSP                          NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
          40              50        60        70        80          
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL          
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (52-65:91-104) 
 
              30        40        50        60        70        80  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL  
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.6  bits: 19.8 E():   52 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (19-47:246-275) 
 
                           10        20         30        40        
2MEPSP             NRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
        50        60        70        80                            
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                            
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (52-65:91-104) 
 
              30        40        50        60        70        80  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL  
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.0  bits: 18.3 E():   56 
Smith-Waterman score: 43; 23.9% identity (53.5% similar) in 71 aa overlap (12-80:48-115) 
 
                                  10        20          30          
2MEPSP                    NRILLLAALSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|374 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVESID--- 
        20        30        40        50        60        70        
 
      40        50        60        70        80                    
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                    
       ::. : . .:: : .    .:    :..:  :  : .. .:                    
gi|374 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYHTKGDAKPDEEELKK 
           80        90       100       110       120       130     
 
gi|374 GKAKGEGLFRAIEGYVLANPTQY 
          140       150        
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.8  bits: 20.1 E():   57 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (21-51:378-406) 
 
                         10        20        30        40        50 
2MEPSP           NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
               60        70        80                               
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                               
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (52-65:68-81) 
 
              30        40        50        60        70        80  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL  
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (52-65:68-81) 
 
              30        40        50        60        70        80  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL  
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
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       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 18.9 E():   57 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (52-65:69-82) 
 
              30        40        50        60        70        80  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL  
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 18.9 E():   60 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (52-65:80-93) 
 
              30        40        50        60        70        80  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL  
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (52-65:91-104) 
 
              30        40        50        60        70        80  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL  
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.0  bits: 17.7 E():   63 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (56-74:82-100) 
 
          30        40        50        60        70        80      
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL      
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
gi|188 QSGAIYV 
               
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (52-65:91-104) 
 
              30        40        50        60        70        80  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL  
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (52-65:91-104) 
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              30        40        50        60        70        80  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL  
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (52-65:91-104) 
 
              30        40        50        60        70        80  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL  
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (52-65:91-104) 
 
              30        40        50        60        70        80  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL  
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (52-65:91-104) 
 
              30        40        50        60        70        80  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL  
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (52-65:91-104) 
 
              30        40        50        60        70        80  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL  
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (52-65:91-104) 
 
              30        40        50        60        70        80  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL  
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
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gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (52-65:92-105) 
 
              30        40        50        60        70        80  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL  
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (35-59:16-40) 
 
           10        20        30        40        50        60     
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
           70        80                                             
2MEPSP EVQLFLGNAGIAMRSL                                             
                                                                    
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (52-65:93-106) 
 
              30        40        50        60        70        80  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL  
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (32-60:38-66) 
 
              10        20        30        40        50        60  
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
              70        80                                          
2MEPSP AKEEVQLFLGNAGIAMRSL                                          
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.3  bits: 18.6 E():   69 
Smith-Waterman score: 44; 37.9% identity (58.6% similar) in 29 aa overlap (5-33:49-74) 
 
                                         10        20        30     
2MEPSP                           NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     ::   : :.   :.. ::: .   ::..:  
gi|136 TTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS---DTFTNSEVLDNSLGSMRI 
       20        30        40        50           60        70      
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           40        50        60        70        80               
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL               
                                                                    
gi|136 KNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYIHFQISGVTNTEKLP 
          80        90       100       110       120       130      
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (27-61:48-86) 
 
                   10        20        30        40             50  
2MEPSP     NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
              60        70        80                                
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSL                                
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.1  bits: 19.5 E():   70 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (16-44:90-121) 
 
                              10        20           30        40   
2MEPSP                NRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
             50        60        70        80                       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                       
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.1  bits: 19.5 E():   70 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (16-44:90-121) 
 
                              10        20           30        40   
2MEPSP                NRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
             50        60        70        80                       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                       
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.1  bits: 19.8 E():   71 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (18-51:381-414) 
 
                            10        20        30        40        
2MEPSP              NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
        50        60        70        80                            
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                            
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.4 E():   71 
Smith-Waterman score: 40; 44.4% identity (66.7% similar) in 18 aa overlap (63-80:61-78) 
 
             40        50        60        70        80             
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL             
                                     :.:. ::: :   . :.:             
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 17.4 E():   72 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (5-21:46-62) 
 
                                         10        20        30     
2MEPSP                           NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
           40        50        60        70        80 
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                                      
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD            
          80        90       100       110            
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.8  bits: 16.3 E():   73 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (53-67:30-44) 
 
             30        40        50        60        70        80 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     :     :.:.::...              
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN        
                10        20        30        40        50        
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (25-62:3-39) 
 
               10        20        30        40        50        60 
2MEPSP NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE 
                               :: .  ::  :.... :  ::. :. .: :   :.  
gi|398                       MAVHQYTVAL-FLAVALVAGPAASYAADLGYGPATPAA 
                                     10         20        30        
 
               70        80                                         
2MEPSP DAKEEVQLFLGNAGIAMRSL                                         
        :                                                           
gi|398 PAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATF 
        40        50        60        70        80        90        
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (25-34:55-64) 
 
                     10        20        30        40        50     
2MEPSP       NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
           60        70        80       
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSL       
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
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 initn:  37 init1:  37 opt:  43  Z-score: 68.3  bits: 18.3 E():   78 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (18-74:110-173) 
 
                            10        20        30        40        
2MEPSP              NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
      80        90       100       110       120       130          
 
           50        60            70        80                     
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAMRSL                     
        :  . .   ::  ..    :  :.:.::. . :                           
gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
 
gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (15-46:71-102) 
 
                               10        20        30        40     
2MEPSP                 NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
           50        60        70        80                         
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                         
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (36-52:11-27) 
 
          10        20        30        40        50        60      
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
          70        80                                              
2MEPSP VQLFLGNAGIAMRSL                                              
                                                                    
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.8  bits: 14.5 E():   83 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (35-42:10-17) 
 
           10        20        30        40        50        60     
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     :::: .:.                       
gi|856                      ANPTFGFTPLGLSSDAN                       
                                    10                              
 
           70        80 
2MEPSP EVQLFLGNAGIAMRSL 
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 41; 23.9% identity (53.5% similar) in 71 aa overlap (12-80:48-115) 
 
                                  10        20          30          
2MEPSP                    NRILLLAALSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|169 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVEAID--- 
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        20        30        40        50        60        70        
 
      40        50        60        70        80                    
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                    
       ::. : . .:: : .    .:    :..:  :  : .. .:                    
gi|169 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFHSKGEAKPEEEDMKK 
           80        90       100       110       120       130     
 
gi|169 GKAKGEALFKAIEGYVLANPTQY 
          140       150        
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (30-52:150-174) 
 
                10        20        30        40          50        
2MEPSP  NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
        60        70        80                                      
2MEPSP PVEDAKEEVQLFLGNAGIAMRSL                                      
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.4  bits: 19.2 E():   87 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (16-48:91-126) 
 
                              10        20           30        40   
2MEPSP                NRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
             50        60        70        80                       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL                       
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 45; 38.7% identity (61.3% similar) in 31 aa overlap (44-74:11-41) 
 
            20        30        40        50        60        70    
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                     : : : .:. . :::: .:  . .:  : . 
gi|113                     MDKANGAYKTALKAASAVAPAEKFPVFQATFDKNLKEGLS 
                                   10        20        30        40 
 
            80                                                      
2MEPSP GIAMRSL                                                      
       :                                                            
gi|113 GPDAVGFAKKLDAFIQTSYLSTKAAEPKEKFDLFVLSLTEVLRFMAGAVKAPPASKFPAK 
               50        60        70        80        90       100 
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.0  bits: 19.4 E():   91 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (39-67:106-134) 
 
       10        20        30        40        50        60         
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     ::  .... .:: ::   :  :.  :  :  
gi|298 RCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGCPETFQSESEFEYPQS 
          80        90       100       110       120       130      
 
       70        80                                                 
2MEPSP FLGNAGIAMRSL                                                 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 659

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                                                    
gi|298 QRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQRTRQSESEEFS 
         140       150       160       170       180       190      
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.9  bits: 17.7 E():   93 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (28-54:146-170) 
 
                  10        20        30        40        50        
2MEPSP    NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
        60        70        80 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSL 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.3 E():   97 
Smith-Waterman score: 43; 42.9% identity (71.4% similar) in 14 aa overlap (52-65:97-110) 
 
              30        40        50        60        70        80  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL  
                                     :::. : .. .: :                 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:25 2011 done: Tue Apr 19 10:57:25 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 30  - 109 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     4     8:=* 
  34    11    22:===  * 
  36    24    44:======    * 
  38    51    73:=============     * 
  40    74   102:===================      * 
  42    84   125:=====================          * 
  44   106   138:===========================       * 
  46   167   140:==================================*======= 
  48   191   134:=================================*============== 
  50   166   122:==============================*=========== 
  52   119   108:==========================*=== 
  54   110    92:======================*===== 
  56    86    77:===================*== 
  58    56    63:============== * 
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  60    37    51:==========  * 
  62    19    41:=====     * 
  64    28    33:======= * 
  66    12    26:===   * 
  68    19    20:====* 
  70    22    16:===*== 
  72    12    12:==* 
  74     4    10:= * 
  76    18     8:=*=== 
  78    11     6:=*= 
  80    20     5:=*=== 
  82     3     3:* 
  84    11     3:*== 
  86     9     2:*== 
  88     1     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     2     1:*         :*= 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.03380.00323; mu= 4.8681 0.170 
 mean_var=36.149210.516, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.213317 
 Kolmogorov-Smirnov  statistic: 0.1057 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   61 23.9    0.81 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   60 23.6       1 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   59 23.3     1.2 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.9     1.6 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   57 22.7     1.9 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   56 22.4     2.3 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   56 22.4     2.3 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   56 22.4     2.4 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   54 21.8     3.6 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   53 21.5     4.5 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   55 22.0       5 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.7       5 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 21.2     5.5 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   57 22.6     8.1 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.8     8.2 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.8     8.2 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.8     8.2 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.8     8.2 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.8     8.2 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.8     8.2 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.8     8.3 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   50 20.5     8.5 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.8     8.6 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   56 22.3       9 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.8     9.3 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.8     9.3 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   55 22.0     9.4 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   55 22.0     9.4 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.8     9.4 
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gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.8     9.4 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   57 22.5      10 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   49 20.2      10 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.2      10 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 19.9      13 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.9      13 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 20.8      13 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.9      16 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.9      16 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.9      16 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 19.6      16 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 19.6      16 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.9      17 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.9      17 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.9      18 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.9      18 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.9      18 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.9      18 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 21.0      19 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.9      19 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   46 19.3      20 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.9      21 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.7      22 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.3      22 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.7      23 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.3      24 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.9      24 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.9      24 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   45 19.0      24 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   45 19.0      24 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.0      25 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.0      25 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.7      27 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.4      28 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 21.0      29 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.6      31 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 20.1      31 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.1      35 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.8      36 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.4      37 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.2      41 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.8      41 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.2      41 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.2      41 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.5      42 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.1      43 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.9      43 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.2      47 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 19.8      50 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.2      51 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.2      51 
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gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   48 19.8      51 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   43 18.4      55 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.1      56 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.9      57 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.9      57 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.9      57 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   48 19.8      57 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.8      57 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.9      60 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.8      62 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.9      62 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.9      62 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.9      62 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.9      62 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.9      62 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.9      62 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.9      62 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.9      62 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.1      62 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.9      63 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.9      63 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.0      66 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 18.0      68 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   44 18.6      68 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   40 17.5      70 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.5      70 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.5      70 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.8      71 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.5      71 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.3      71 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   40 17.5      73 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.9      74 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.5      75 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.3      77 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.6      80 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.3      81 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.3      81 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   41 17.7      84 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   41 17.7      84 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   41 17.7      84 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.9      86 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.2      87 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   45 18.9      90 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   47 19.4      91 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.7      92 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      97 
gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.0   1e 
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 104.1  bits: 23.9 E(): 0.81 
Smith-Waterman score: 61; 34.4% identity (54.1% similar) in 61 aa overlap (20-80:22-78) 
 
                 10        20        30        40        50         
2MEPSP   RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                            .: : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
       60        70        80                                
2MEPSP EDAKEEVQLFLGNAGIAMRSLT                                
       ::   :..::: : . . :.::                                
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  49 init1:  49 opt:  60  Z-score: 102.4  bits: 23.6 E():    1 
Smith-Waterman score: 60; 32.7% identity (57.7% similar) in 52 aa overlap (31-80:31-79) 
 
               10        20        30        40        50           
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
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gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
       60        70        80                               
2MEPSP EDAKEEVQLFLGNAGIAMRSLT                               
       ::   :..::: :   : : ::                               
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  59  Z-score: 100.8  bits: 23.3 E():  1.2 
Smith-Waterman score: 59; 36.7% identity (59.2% similar) in 49 aa overlap (34-80:34-79) 
 
            10        20        30        40        50          60  
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
              70        80                               
2MEPSP KEEVQLFLGNAGIAMRSLT                               
         :..::: : . . :.::                               
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 98.9  bits: 23.9 E():  1.6 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (16-45:33-62) 
 
                              10        20        30        40      
2MEPSP                RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
          50        60        70        80                          
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                          
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 97.4  bits: 22.7 E():  1.9 
Smith-Waterman score: 57; 29.4% identity (62.7% similar) in 51 aa overlap (31-80:31-79) 
 
               10        20        30         40        50          
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
      60        70        80                               
2MEPSP DAKEEVQLFLGNAGIAMRSLT                               
       .  ::..::: :   . :.:.                               
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 95.8  bits: 22.4 E():  2.3 
Smith-Waterman score: 56; 34.7% identity (59.2% similar) in 49 aa overlap (34-80:33-78) 
 
            10        20        30        40        50          60  
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
              70        80                               
2MEPSP KEEVQLFLGNAGIAMRSLT                               
         :..::: : . . :.::                               
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
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                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 95.8  bits: 22.4 E():  2.3 
Smith-Waterman score: 56; 34.7% identity (59.2% similar) in 49 aa overlap (34-80:33-78) 
 
            10        20        30        40        50          60  
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
              70        80                               
2MEPSP KEEVQLFLGNAGIAMRSLT                               
         :..::: : . . :.::                               
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  47 init1:  47 opt:  56  Z-score: 95.8  bits: 22.4 E():  2.4 
Smith-Waterman score: 56; 27.5% identity (64.7% similar) in 51 aa overlap (31-80:31-79) 
 
               10        20        30        40         50          
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
      60        70        80                               
2MEPSP DAKEEVQLFLGNAGIAMRSLT                               
       .  .:..::: . : . : ::                               
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 92.4  bits: 21.8 E():  3.6 
Smith-Waterman score: 54; 28.0% identity (60.0% similar) in 50 aa overlap (31-80:31-79) 
 
               10        20        30        40        50        60 
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
               70        80                               
2MEPSP AKEEVQLFLGNAGIAMRSLT                               
        .::..::: :   . :.:.                               
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 90.8  bits: 21.5 E():  4.5 
Smith-Waterman score: 53; 25.5% identity (64.7% similar) in 51 aa overlap (31-80:31-79) 
 
               10        20        30        40         50          
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
      60        70        80                               
2MEPSP DAKEEVQLFLGNAGIAMRSLT                               
       .  ::..::: : . . :.:.                               
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 90.0  bits: 22.0 E():    5 
Smith-Waterman score: 55; 25.0% identity (59.1% similar) in 44 aa overlap (10-53:133-176) 
 
                                    10        20        30          
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2MEPSP                      RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 
                                     .:  :: . . .:  . ..  ...:: :   
gi|501 DKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSG 
            110       120       130       140       150       160   
 
      40        50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
       . ..  :  .:.::                            
gi|501 SVRSNTRPKIVNCGEL                          
            170                                  
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 90.0  bits: 21.7 E():    5 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (27-52:75-101) 
 
                   10        20        30         40        50      
2MEPSP     RILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
          60        70        80                  
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLT                  
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 89.1  bits: 21.2 E():  5.5 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (34-80:34-79) 
 
            10        20        30        40        50          60  
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
              70        80                               
2MEPSP KEEVQLFLGNAGIAMRSLT                               
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 86.2  bits: 22.6 E():  8.1 
Smith-Waterman score: 57; 20.7% identity (61.0% similar) in 82 aa overlap (9-79:161-242) 
 
                                     10         20           30     
2MEPSP                       RILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
           40          50        60             70        80        
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLT        
       ::...:  :.    .. .  . .: .:      . . . .  :...:....:         
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
gi|114 SIGSLGRDNSRAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPI 
              260       270       280       290       300       310 
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:9-26) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
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      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:9-26) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:9-26) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:9-26) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:9-26) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
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>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:9-26) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:10-27) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 85.8  bits: 20.5 E():  8.5 
Smith-Waterman score: 50; 31.2% identity (58.3% similar) in 48 aa overlap (34-80:34-79) 
 
            10        20        30         40        50        60   
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
             70        80                               
2MEPSP EEVQLFLGNAGIAMRSLT                               
       ::..::: :     :.::                               
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.8 E():  8.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:15-32) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  56  Z-score: 85.4  bits: 22.3 E():    9 
Smith-Waterman score: 56; 28.9% identity (68.4% similar) in 38 aa overlap (37-73:315-352) 
 
         10        20        30        40        50        60       
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
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gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
          70        80                   
2MEPSP QLFLGNAGIAMRSLT                   
       .:   .::                          
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.1  bits: 20.8 E():  9.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:25-42) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.1  bits: 20.8 E():  9.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:25-42) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  46 init1:  46 opt:  55  Z-score: 85.0  bits: 22.0 E():  9.4 
Smith-Waterman score: 55; 37.5% identity (62.5% similar) in 40 aa overlap (2-40:7-45) 
 
                    10        20         30        40        50     
2MEPSP      RILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVGCGG 
             .:::.::. :..:.  : . :  : .  :  : .: .: :               
gi|833 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINEWS 
               10        20         30        40        50          
 
           60        70        80                                   
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLT                                   
                                                                    
gi|833 GEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYCTD 
      60        70        80        90       100       110          
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  46 init1:  46 opt:  55  Z-score: 85.0  bits: 22.0 E():  9.4 
Smith-Waterman score: 55; 37.5% identity (62.5% similar) in 40 aa overlap (2-40:7-45) 
 
                    10        20         30        40        50     
2MEPSP      RILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVGCGG 
             .:::.::. :..:.  : . :  : .  :  : .: .: :               
gi|668 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINEWS 
               10        20         30        40        50          
 
           60        70        80                                   
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLT                                   
                                                                    
gi|668 GEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYCTD 
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      60        70        80        90       100       110          
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.8 E():  9.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:26-43) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.8 E():  9.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:26-43) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 84.4  bits: 22.5 E():   10 
Smith-Waterman score: 57; 20.7% identity (61.0% similar) in 82 aa overlap (9-79:191-272) 
 
                                     10         20           30     
2MEPSP                       RILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
           40          50        60             70        80        
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLT        
       ::...:  :.    .. .  . .: .:      . . . .  :...:....:         
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
gi|476 SIGSLGRDNSRAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPI 
              290       300       310       320       330       340 
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 84.3  bits: 20.2 E():   10 
Smith-Waterman score: 49; 42.1% identity (78.9% similar) in 19 aa overlap (62-80:59-77) 
 
              40        50        60        70        80            
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT            
                                     ..:..::: : . . :.::            
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 84.3  bits: 20.2 E():   10 
Smith-Waterman score: 49; 28.8% identity (57.7% similar) in 52 aa overlap (31-80:29-77) 
 
               10        20        30        40        50           
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2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....    :.: ..    :  :   
gi|777   MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIE 
                 10        20        30        40        50         
 
       60        70        80                               
2MEPSP EDAKEEVQLFLGNAGIAMRSLT                               
       ::   :..::: :   . :.:.                               
gi|777 ED---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
       60           70        80        90       100        
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.6  bits: 19.9 E():   13 
Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (13-70:45-102) 
 
                                 10        20        30        40   
2MEPSP                   RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
             50        60        70        80 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
       ::  :.. .   :   :. ::: .  .:           
gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD      
           80        90       100             
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 82.4  bits: 19.9 E():   13 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (17-63:5-46) 
 
               10        20        30        40        50        60 
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                       ..:..::..  .::.     ..:. .  :   .::   : : :: 
gi|225             MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKSP-ED 
                           10        20            30        40     
 
               70        80                                         
2MEPSP AKEEVQLFLGNAGIAMRSLT                                         
       .:.                                                          
gi|225 VKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEF 
            50        60        70        80        90       100    
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 82.3  bits: 20.8 E():   13 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (8-60:113-176) 
 
                                      10        20         30       
2MEPSP                        RILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
         40                  50        60        70        80       
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT       
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:9-26) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
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gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:9-26) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:9-26) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:9-26) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:9-26) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:9-26) 
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      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:9-26) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:9-26) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:9-26) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:9-26) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
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      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 47; 33.3% identity (54.9% similar) in 51 aa overlap (31-80:31-79) 
 
               10        20        30         40        50          
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
      60        70        80                               
2MEPSP DAKEEVQLFLGNAGIAMRSLT                               
          ::..::: :     : ::                               
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 47; 33.3% identity (54.9% similar) in 51 aa overlap (31-80:31-79) 
 
               10        20        30         40        50          
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
      60        70        80                               
2MEPSP DAKEEVQLFLGNAGIAMRSLT                               
          ::..::: :     : ::                               
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:18-35) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.2  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:22-39) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:26-43) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:26-43) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:26-43) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:26-43) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:26-43) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 675

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                    10        20        30        40        50      
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:26-43) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.5  bits: 21.0 E():   19 
Smith-Waterman score: 52; 33.3% identity (66.7% similar) in 33 aa overlap (39-71:17-49) 
 
       10        20        30        40        50        60         
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     :..:.:     .:  :.  ..:::...: : 
gi|190               MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGF 
                             10        20        30        40       
 
       70        80                                                 
2MEPSP LGNAGIAMRSLT                                                 
        :.                                                          
gi|190 AGHGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQS 
         50        60        70        80        90       100       
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 48; 25.0% identity (54.2% similar) in 72 aa overlap (11-80:48-116) 
 
                                   10        20          30         
2MEPSP                     RILLLAALSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|374 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVESID--- 
        20        30        40        50        60        70        
 
       40        50        60        70        80                   
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                   
       ::. : . .:: : .    .:    :..:  :  : .. .::                   
gi|374 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYHTKGDAKPDEEELKK 
           80        90       100       110       120       130     
 
gi|374 GKAKGEGLFRAIEGYVLANPTQY 
          140       150        
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 79.1  bits: 19.3 E():   20 
Smith-Waterman score: 46; 33.3% identity (54.9% similar) in 51 aa overlap (31-80:31-79) 
 
               10        20        30         40        50          
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
      60        70        80                               
2MEPSP DAKEEVQLFLGNAGIAMRSLT                               
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          ::..::: :     : ::                               
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.9 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (40-57:55-72) 
 
      10        20        30        40        50        60          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
      70        80                                                  
2MEPSP GNAGIAMRSLT                                                  
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.4  bits: 20.7 E():   22 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (16-64:221-261) 
 
                              10        20        30        40      
2MEPSP                RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
          50        60        70        80                          
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                          
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.3  bits: 17.3 E():   22 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (37-49:5-17) 
 
         10        20        30        40        50        60       
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .: :: .:: :::                  
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI     
                                         10        20        30     
 
         70        80 
2MEPSP LFLGNAGIAMRSLT 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 78.0  bits: 18.7 E():   23 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (38-69:40-71) 
 
        10        20        30        40        50        60        
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
        70        80   
2MEPSP FLGNAGIAMRSLT   
       :.              
gi|154 FVDSLDKIAQVPRVG 
      70        80     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (18-42:201-228) 
 
                            10        20           30        40     
2MEPSP              RILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 677

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           50        60        70        80                         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                         
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.6  bits: 19.9 E():   24 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (35-68:152-189) 
 
           10        20        30        40        50           60  
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
               70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLT 
       : :. .::             
gi|476 KCERGKLFANCCK        
             190            
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.6  bits: 19.9 E():   24 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (35-68:152-189) 
 
           10        20        30        40        50           60  
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
               70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLT 
       : :. .::             
gi|313 KCERGKLFANCCK        
             190            
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 77.5  bits: 19.0 E():   24 
Smith-Waterman score: 45; 36.8% identity (78.9% similar) in 19 aa overlap (62-80:61-79) 
 
              40        50        60        70        80            
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT            
                                     ..:..::: : . . :.:.            
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 77.5  bits: 19.0 E():   24 
Smith-Waterman score: 45; 36.8% identity (78.9% similar) in 19 aa overlap (62-80:61-79) 
 
              40        50        60        70        80            
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT            
                                     ..:..::: : . . :.:.            
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.5  bits: 21.0 E():   25 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (13-44:88-122) 
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                                 10        20           30          
2MEPSP                   RILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
      40        50        60        70        80                    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                    
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 77.4  bits: 21.0 E():   25 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (13-44:88-122) 
 
                                 10        20           30          
2MEPSP                   RILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
      40        50        60        70        80                    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                    
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (9-35:72-98) 
 
                                     10        20        30         
2MEPSP                       RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
       40        50        60        70        80                   
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                   
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.3  bits: 18.4 E():   28 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (41-69:43-71) 
 
               20        30        40        50        60        70 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
               80   
2MEPSP NAGIAMRSLT   
                    
gi|122 SLDKIAQVPRVG 
             80     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (18-42:201-228) 
 
                            10        20           30        40     
2MEPSP              RILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
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           50        60        70        80                         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                         
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (18-42:201-228) 
 
                            10        20           30        40     
2MEPSP              RILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           50        60        70        80                         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                         
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (18-42:201-228) 
 
                            10        20           30        40     
2MEPSP              RILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           50        60        70        80                         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                         
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (18-42:201-228) 
 
                            10        20           30        40     
2MEPSP              RILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           50        60        70        80                         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                         
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (18-42:201-228) 
 
                            10        20           30        40     
2MEPSP              RILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           50        60        70        80                         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                         
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (18-42:201-228) 
 
                            10        20           30        40     
2MEPSP              RILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           50        60        70        80                         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                         
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (18-42:201-228) 
 
                            10        20           30        40     
2MEPSP              RILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           50        60        70        80                         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                         
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (18-42:201-228) 
 
                            10        20           30        40     
2MEPSP              RILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           50        60        70        80                         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                         
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (18-42:201-228) 
 
                            10        20           30        40     
2MEPSP              RILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           50        60        70        80                         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                         
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (18-42:201-228) 
 
                            10        20           30        40     
2MEPSP              RILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
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              180       190       200       210       220       230 
 
           50        60        70        80                         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                         
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (18-42:201-228) 
 
                            10        20           30        40     
2MEPSP              RILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           50        60        70        80                         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                         
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (18-42:201-228) 
 
                            10        20           30        40     
2MEPSP              RILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           50        60        70        80                         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                         
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.5  bits: 19.6 E():   31 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (16-45:33-62) 
 
                              10        20        30        40      
2MEPSP                RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
          50        60        70        80                          
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                          
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 75.5  bits: 20.1 E():   31 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (20-70:113-157) 
 
                          10        20        30        40          
2MEPSP            RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
      50        60        70        80                              
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                              
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
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>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.6  bits: 16.1 E():   35 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (38-51:3-16) 
 
        10        20        30        40        50        60        
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     :.: .::.  : ::                 
gi|463                             DFVDAHNAARAQVGVGPVHWT            
                                           10        20             
 
        70        80 
2MEPSP FLGNAGIAMRSLT 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (22-46:195-217) 
 
                        10        20        30        40        50  
2MEPSP          RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
              60        70        80                                
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLT                                
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 74.1  bits: 20.4 E():   37 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (15-44:90-122) 
 
                               10        20           30        40  
2MEPSP                 RILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
              50        60        70        80                      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                      
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.4  bits: 19.2 E():   41 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (34-49:172-187) 
 
            10        20        30        40        50        60    
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
            70        80 
2MEPSP EVQLFLGNAGIAMRSLT 
                         
gi|256 KESLAKKNHGLSRSE   
             210         
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 73.4  bits: 15.8 E():   41 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (51-59:4-12) 
 
               30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     ::...: .:                      
gi|544                            APPGCSNHFNLETVFGNFVK              
                                          10        20              
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>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.4  bits: 19.2 E():   41 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (34-49:173-188) 
 
            10        20        30        40        50        60    
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
            70        80 
2MEPSP EVQLFLGNAGIAMRSLT 
                         
gi|187 KESLAKKNHGLSRSE   
            210          
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.4  bits: 19.2 E():   41 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (34-49:173-188) 
 
            10        20        30        40        50        60    
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
            70        80 
2MEPSP EVQLFLGNAGIAMRSLT 
                         
gi|187 KESLAKKNHGLSRSE   
            210          
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.3  bits: 19.5 E():   42 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (51-64:91-104) 
 
               30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 73.0  bits: 22.1 E():   43 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (9-49:452-496) 
 
                                     10            20        30     
2MEPSP                       RILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
           40        50        60        70        80               
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT               
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.0  bits: 18.9 E():   43 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (28-67:106-145) 
 
                  10        20        30        40        50        
2MEPSP    RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
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        60        70        80                              
2MEPSP VEDAKEEVQLFLGNAGIAMRSLT                              
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 19.2 E():   47 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (51-64:76-89) 
 
               30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.9  bits: 19.8 E():   50 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (5-54:214-267) 
 
                                         10        20        30     
2MEPSP                           RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
           40              50        60        70        80         
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT         
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 19.2 E():   51 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (51-64:91-104) 
 
               30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 19.2 E():   51 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (51-64:91-104) 
 
               30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.6  bits: 19.8 E():   51 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (18-46:246-275) 
 
                            10        20         30        40       
2MEPSP              RILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
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         50        60        70        80                           
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                           
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 43; 23.6% identity (54.2% similar) in 72 aa overlap (11-80:48-116) 
 
                                   10        20          30         
2MEPSP                     RILLLAALSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|169 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVEAID--- 
        20        30        40        50        60        70        
 
       40        50        60        70        80                   
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                   
       ::. : . .:: : .    .:    :..:  :  : .. .:.                   
gi|169 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFHSKGEAKPEEEDMKK 
           80        90       100       110       120       130     
 
gi|169 GKAKGEALFKAIEGYVLANPTQY 
          140       150        
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.9  bits: 20.1 E():   56 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (20-50:378-406) 
 
                          10        20        30        40          
2MEPSP            RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
      50        60        70        80                              
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                              
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 18.9 E():   57 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (51-64:68-81) 
 
               30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 18.9 E():   57 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (51-64:68-81) 
 
               30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (51-64:69-82) 
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               30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.8  bits: 19.8 E():   57 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (15-44:90-122) 
 
                               10        20           30        40  
2MEPSP                 RILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|467 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
              50        60        70        80                      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                      
       :::                                                          
gi|467 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.8  bits: 19.8 E():   57 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (15-44:90-122) 
 
                               10        20           30        40  
2MEPSP                 RILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|601 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
              50        60        70        80                      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                      
       :::                                                          
gi|601 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 18.9 E():   60 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (51-64:80-93) 
 
               30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.2  bits: 17.8 E():   62 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (55-73:82-100) 
 
           30        40        50        60        70        80     
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT     
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
gi|188 QSGAIYV 
               
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (51-64:91-104) 
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               30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (51-64:91-104) 
 
               30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (51-64:91-104) 
 
               30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (51-64:91-104) 
 
               30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (51-64:91-104) 
 
               30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (51-64:91-104) 
 
               30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
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gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (51-64:91-104) 
 
               30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (51-64:91-104) 
 
               30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (34-58:16-40) 
 
            10        20        30        40        50        60    
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
            70        80                                            
2MEPSP EVQLFLGNAGIAMRSLT                                            
                                                                    
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (51-64:92-105) 
 
               30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (51-64:93-106) 
 
               30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
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>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (31-59:38-66) 
 
               10        20        30        40        50        60 
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
               70        80                                         
2MEPSP AKEEVQLFLGNAGIAMRSLT                                         
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (26-60:48-86) 
 
                    10        20        30        40             50 
2MEPSP      RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
               60        70        80                               
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                               
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.6 E():   68 
Smith-Waterman score: 44; 37.9% identity (58.6% similar) in 29 aa overlap (4-32:49-74) 
 
                                          10        20        30    
2MEPSP                            RILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     ::   : :.   :.. ::: .   ::..:  
gi|136 TTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS---DTFTNSEVLDNSLGSMRI 
       20        30        40        50           60        70      
 
            40        50        60        70        80              
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT              
                                                                    
gi|136 KNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYIHFQISGVTNTEKLP 
          80        90       100       110       120       130      
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.5 E():   70 
Smith-Waterman score: 40; 44.4% identity (66.7% similar) in 18 aa overlap (62-79:61-78) 
 
              40        50        60        70        80            
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT            
                                     :.:. ::: :   . :.:             
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.2  bits: 19.5 E():   70 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (15-43:90-121) 
 
                               10        20           30        40  
2MEPSP                 RILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
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              50        60        70        80                      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                      
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.2  bits: 19.5 E():   70 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (15-43:90-121) 
 
                               10        20           30        40  
2MEPSP                 RILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
              50        60        70        80                      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                      
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.1  bits: 19.8 E():   71 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (17-50:381-414) 
 
                             10        20        30        40       
2MEPSP               RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
         50        60        70        80                           
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                           
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.5 E():   71 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (4-20:46-62) 
 
                                          10        20        30    
2MEPSP                            RILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
            40        50        60        70        80 
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                                       
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD             
          80        90       100       110             
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 69.0  bits: 16.3 E():   71 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (52-66:30-44) 
 
              30        40        50        60        70        80 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :     :.:.::...               
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN         
                10        20        30        40        50         
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 17.5 E():   73 
Smith-Waterman score: 40; 36.8% identity (73.7% similar) in 19 aa overlap (62-80:60-78) 
 
              40        50        60        70        80            
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT            
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                                     ..:..:::   .  .:.::            
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (24-61:3-39) 
 
               10        20        30        40        50        60 
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                              :: .  ::  :.... :  ::. :. .: :   :.   
gi|398                      MAVHQYTVAL-FLAVALVAGPAASYAADLGYGPATPAAP 
                                    10         20        30         
 
               70        80                                         
2MEPSP AKEEVQLFLGNAGIAMRSLT                                         
       :                                                            
gi|398 AAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFG 
       40        50        60        70        80        90         
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.5 E():   75 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (24-33:55-64) 
 
                      10        20        30        40        50    
2MEPSP        RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
            60        70        80      
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLT      
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (17-73:110-173) 
 
                             10        20        30        40       
2MEPSP               RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
      80        90       100       110       120       130          
 
            50            60        70        80                    
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAMRSLT                    
        :  . .   ::  ..    :  :.:.::. . :                           
gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
 
gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.1  bits: 14.6 E():   80 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (34-41:10-17) 
 
            10        20        30        40        50        60    
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     :::: .:.                       
gi|856                      ANPTFGFTPLGLSSDAN                       
                                    10                              
 
            70        80 
2MEPSP EVQLFLGNAGIAMRSLT 
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>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (14-45:71-102) 
 
                                10        20        30        40    
2MEPSP                  RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
            50        60        70        80                        
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                        
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (35-51:11-27) 
 
           10        20        30        40        50        60     
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
           70        80                                             
2MEPSP VQLFLGNAGIAMRSLT                                             
                                                                    
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (45-80:83-118) 
 
           20        30        40        50        60        70     
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
           80                                          
2MEPSP AMRSLT                                          
       ...: .                                          
gi|602 VIKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
            120       130       140       150          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (45-80:83-118) 
 
           20        30        40        50        60        70     
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
           80                                          
2MEPSP AMRSLT                                          
       ...: .                                          
gi|279 VIKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
            120       130       140       150          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (45-80:83-118) 
 
           20        30        40        50        60        70     
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
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gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
           80                                          
2MEPSP AMRSLT                                          
       ...: .                                          
gi|131 VIKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
            120       130       140       150          
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (29-51:150-174) 
 
                 10        20        30        40          50       
2MEPSP   RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
         60        70        80                                     
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLT                                     
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.5  bits: 19.2 E():   87 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (15-47:91-126) 
 
                               10        20           30        40  
2MEPSP                 RILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
              50        60        70        80                      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                      
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.9 E():   90 
Smith-Waterman score: 45; 38.7% identity (61.3% similar) in 31 aa overlap (43-73:11-41) 
 
             20        30        40        50        60        70   
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                     : : : .:. . :::: .:  . .:  : . 
gi|113                     MDKANGAYKTALKAASAVAPAEKFPVFQATFDKNLKEGLS 
                                   10        20        30        40 
 
             80                                                     
2MEPSP GIAMRSLT                                                     
       :                                                            
gi|113 GPDAVGFAKKLDAFIQTSYLSTKAAEPKEKFDLFVLSLTEVLRFMAGAVKAPPASKFPAK 
               50        60        70        80        90       100 
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.0  bits: 19.4 E():   91 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (38-66:106-134) 
 
        10        20        30        40        50        60        
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     ::  .... .:: ::   :  :.  :  :  
gi|298 RCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGCPETFQSESEFEYPQS 
          80        90       100       110       120       130      
 
        70        80                                                
2MEPSP FLGNAGIAMRSLT                                                
                                                                    
gi|298 QRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQRTRQSESEEFS 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 694

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

         140       150       160       170       180       190      
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.0  bits: 17.7 E():   92 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (27-53:146-170) 
 
                   10        20        30        40        50       
2MEPSP     RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
         60        70        80 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLT 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.3 E():   97 
Smith-Waterman score: 43; 42.9% identity (71.4% similar) in 14 aa overlap (51-64:97-110) 
 
               30        40        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (14-45:71-102) 
 
                                10        20        30        40    
2MEPSP                  RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
 
            50        60        70        80                        
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT                        
       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:26 2011 done: Tue Apr 19 10:57:26 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 3  - 82 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 695

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

  32     3     8:= * 
  34    13    22:=====  * 
  36    40    44:==============* 
  38    55    73:===================     * 
  40    82   102:============================     * 
  42    91   125:===============================          * 
  44   127   138:===========================================  * 
  46   157   140:==============================================*====== 
  48   128   134:=========================================== * 
  50   143   122:========================================*======= 
  52   111   108:===================================*= 
  54   100    92:==============================*=== 
  56    92    77:=========================*===== 
  58    59    63:====================* 
  60    52    51:================*= 
  62    46    41:=============*== 
  64    32    33:==========* 
  66    36    26:========*=== 
  68    24    20:======*= 
  70    16    16:=====* 
  72    17    12:===*== 
  74     6    10:== * 
  76    10     8:==*= 
  78     6     6:=* 
  80     7     5:=*= 
  82    20     3:*====== 
  84     1     3:* 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     3     1:*         :*== 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     2     0:=         *== 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.03240.00296; mu= 3.8607 0.152 
 mean_var=30.0040 7.632, 0's: 2 Z-trim: 4  B-trim: 58 in 1/43 
 Lambda= 0.234145 
 Kolmogorov-Smirnov  statistic: 0.0681 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 26.7    0.36 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 26.7    0.36 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 25.1    0.68 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   56 23.4     1.9 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 22.8     2.4 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   56 23.3     3.3 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   55 23.0       4 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   55 23.0     4.1 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   55 23.0     4.1 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   55 23.0     4.3 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   55 22.9     4.7 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   41 18.9     5.9 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 22.9     6.1 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   53 22.3     7.1 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 21.4     9.6 
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gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   51 21.6      12 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   52 21.9      12 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 18.1      12 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   52 21.9      13 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   53 22.1      13 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   53 22.1      13 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   53 22.1      13 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   53 22.1      13 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   53 22.1      13 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   53 22.1      13 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 22.1      13 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   53 22.1      13 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   53 22.1      13 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   53 22.1      13 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   53 22.1      13 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   53 22.1      13 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   53 22.1      13 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   53 22.1      13 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.9      14 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.9      14 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 21.5      15 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   49 21.0      15 
gi|29539111|emb|CAD87731.1| allergen Len c 1.0102  ( 415)   51 21.5      16 
gi|29539109|emb|CAD87730.1| allergen Len c 1.0101  ( 418)   51 21.5      16 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   52 21.8      17 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   47 20.4      18 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 20.4      18 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.9      20 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 20.6      21 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 20.3      21 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 21.2      22 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 21.2      22 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 21.2      22 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   49 20.9      24 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 20.0      24 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 20.0      24 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 20.0      24 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.9      26 
gi|42414629|emb|CAF25233.1| Vicilin [Pisum sativum ( 415)   49 20.9      26 
gi|42414627|emb|CAF25232.1| Vicilin [Pisum sativum ( 415)   49 20.9      26 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   46 20.0      30 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 19.1      30 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 19.1      30 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 20.8      32 
gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea  ( 411)   48 20.5      32 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   49 20.8      34 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   49 20.8      34 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.8      34 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   48 20.5      40 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 19.6      42 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   45 19.6      42 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 20.2      44 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 20.2      44 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 20.4      44 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   40 18.2      44 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 18.2      44 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 18.1      47 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.9      48 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.9      48 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.9      48 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   48 20.4      49 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   47 20.1      51 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 15.3      51 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   48 20.4      51 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   44 19.3      51 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   41 18.4      52 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 19.0      52 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 19.0      52 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 19.5      55 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.8      56 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   41 18.4      57 
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gi|417370|sp|P24296.2|NLTP1_WHEAT RecName: Full=No ( 113)   39 17.8      58 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   43 19.0      58 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 19.5      58 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 18.4      59 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   45 19.5      60 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   40 18.1      62 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   45 19.5      62 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.9      64 
gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.6      65 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   36 16.9      67 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   36 16.9      69 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.5      70 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   43 18.9      70 
gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Ph ( 167)   40 18.0      72 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   42 18.6      72 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   43 18.9      72 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.5      73 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   36 16.9      75 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   45 19.5      76 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   44 19.2      78 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   36 16.9      79 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   45 19.5      80 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   45 19.5      80 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   45 19.5      80 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   39 17.7      81 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   45 19.5      81 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   38 17.4      84 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   38 17.4      84 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   38 17.4      84 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   38 17.4      84 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   38 17.4      84 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   38 17.4      84 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   38 17.4      85 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   38 17.4      86 
gi|14423856|sp|Q9LEI8.1|PROF6_HEVBR RecName: Full= ( 131)   38 17.4      86 
gi|14423858|sp|Q9M7M8.1|PROF5_HEVBR RecName: Full= ( 131)   38 17.4      86 
gi|11513601|pdb|1G5U|A Chain A, Latex Profilin Hev ( 131)   38 17.4      86 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   37 17.1      88 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   38 17.4      89 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   40 18.0      89 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   42 18.6      90 
gi|47605504|sp|Q8LGR0.1|CHE1_CHEAL RecName: Full=P ( 168)   39 17.7      91 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   39 17.7      91 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   39 17.7      91 
gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=C ( 205)   40 18.0      91 
gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen  ( 373)   43 18.9      91 
gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen  ( 373)   43 18.9      91 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   42 18.6      93 
gi|167077|gb|AAA32970.1| amylase/protease inhibito ( 117)   37 17.1      95 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   43 18.8      95 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   38 17.4      95 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   38 17.4      96 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   38 17.4      96 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   38 17.4      97 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   38 17.4      97 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   43 18.8      97 
gi|169927|gb|AAA33947.1| beta-conglycinin-alpha su ( 218)   40 18.0      97 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   38 17.4      99 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 110.4  bits: 26.7 E(): 0.36 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (25-67:3-45) 
 
               10        20        30        40        50           
2MEPSP GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALR 
                               :.: .:::.::. :..:.  : . :  : .  :  : 
gi|668                       MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKR 
                                     10        20         30        
 
      60        70        80                                        
2MEPSP TLGLSVEADKAAKRAVVVGCG                                        
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        .: .: :                                                     
gi|668 EVGDTVYATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDS 
        40        50        60        70        80        90        
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 110.4  bits: 26.7 E(): 0.36 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (25-67:3-45) 
 
               10        20        30        40        50           
2MEPSP GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALR 
                               :.: .:::.::. :..:.  : . :  : .  :  : 
gi|833                       MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKR 
                                     10        20         30        
 
      60        70        80                                        
2MEPSP TLGLSVEADKAAKRAVVVGCG                                        
        .: .: :                                                     
gi|833 EVGDTVYATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDS 
        40        50        60        70        80        90        
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 105.5  bits: 25.1 E(): 0.68 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (43-72:33-62) 
 
             20        30        40        50        60        70   
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
             80                                                     
2MEPSP RAVVVGCG                                                     
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 97.6  bits: 23.4 E():  1.9 
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (21-80:114-176) 
 
                         10        20        30           40        
2MEPSP           GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS---EGTTVVDNLLN 
                                     : .. ...... .:..   .:  :: . .  
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA 
            90       100       110       120       130       140    
 
        50        60        70        80   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG   
       .:  . ..  ...:: :  . ..  :  .:.::   
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           150       160       170         
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 95.7  bits: 22.8 E():  2.4 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (54-79:75-101) 
 
            30        40        50         60        70        80   
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCG   
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 93.2  bits: 23.3 E():  3.3 
Smith-Waterman score: 56; 26.4% identity (67.9% similar) in 53 aa overlap (1-48:137-189) 
 
                                              10        20          
2MEPSP                               GAEEI-VLQPIKEISGTVKLP-GSKSLSNR 
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                                     :: :. ...:. :  : .:.: :  .. .. 
gi|330 VSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDK 
        110       120       130       140       150       160       
 
          30        40        50        60        70        80      
2MEPSP I---LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG      
       :   . .:: . .:. .:.....                                      
gi|330 IDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAA 
        170       180       190       200       210       220       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 91.6  bits: 23.0 E():    4 
Smith-Waterman score: 55; 28.6% identity (65.3% similar) in 49 aa overlap (1-44:127-175) 
 
                                              10        20          
2MEPSP                               GAEEI-VLQPIKEISGTVKLP-GSKSLSNR 
                                     :: :. ...:. :  : .:.: :  .. .. 
gi|481 VAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDK 
        100       110       120       130       140       150       
 
          30        40        50        60        70        80      
2MEPSP I---LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG      
       :   . .:: . .:. .:.                                          
gi|481 IDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAAT 
        160       170       180       190       200       210       
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 91.6  bits: 23.0 E():  4.1 
Smith-Waterman score: 55; 28.6% identity (65.3% similar) in 49 aa overlap (1-44:128-176) 
 
                                              10        20          
2MEPSP                               GAEEI-VLQPIKEISGTVKLP-GSKSLSNR 
                                     :: :. ...:. :  : .:.: :  .. .. 
gi|168 VAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDK 
       100       110       120       130       140       150        
 
          30        40        50        60        70        80      
2MEPSP I---LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG      
       :   . .:: . .:. .:.                                          
gi|168 IDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAAT 
       160       170       180       190       200       210        
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 91.5  bits: 23.0 E():  4.1 
Smith-Waterman score: 55; 28.6% identity (65.3% similar) in 49 aa overlap (1-44:131-179) 
 
                                              10        20          
2MEPSP                               GAEEI-VLQPIKEISGTVKLP-GSKSLSNR 
                                     :: :. ...:. :  : .:.: :  .. .. 
gi|285 VAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDK 
              110       120       130       140       150       160 
 
          30        40        50        60        70        80      
2MEPSP I---LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG      
       :   . .:: . .:. .:.                                          
gi|285 IDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAAT 
              170       180       190       200       210       220 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 91.1  bits: 23.0 E():  4.3 
Smith-Waterman score: 55; 28.6% identity (65.3% similar) in 49 aa overlap (1-44:142-190) 
 
                                              10        20          
2MEPSP                               GAEEI-VLQPIKEISGTVKLP-GSKSLSNR 
                                     :: :. ...:. :  : .:.: :  .. .. 
gi|330 VAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDK 
             120       130       140       150       160       170  
 
          30        40        50        60        70        80      
2MEPSP I---LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG      
       :   . .:: . .:. .:.                                          
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gi|330 IDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAAT 
             180       190       200       210       220       230  
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 90.4  bits: 22.9 E():  4.7 
Smith-Waterman score: 55; 22.2% identity (55.6% similar) in 72 aa overlap (3-74:148-219) 
 
                                           10        20        30   
2MEPSP                             GAEEIVLQPIKEISGTVKLPGSKSLSNRILLL 
                                     ::.: .:. :.. . :. .. ...       
gi|249 AKYDAFIAALTEALRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANS 
       120       130       140       150       160       170        
 
             40        50        60        70        80             
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG             
       :  ..  :: .. .:.   .   :: .:  .    . :.:.:                   
gi|249 APANDKFTVFEGAFNKAIKESTAGAYETYKFIPSLEAAVKQAYGATVARAPEVKYAVFEA 
       180       190       200       210       220       230        
 
gi|249 GLTKAITAMSEAQKVAKPPLSPQPPQVLPLAAGGAATVAAASDVRVCRSHGTLQDACLLR 
       240       250       260       270       280       290        
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 88.6  bits: 18.9 E():  5.9 
Smith-Waterman score: 41; 31.2% identity (68.8% similar) in 16 aa overlap (5-20:9-24) 
 
                   10        20        30        40        50       
2MEPSP     GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG 
               :.. :.: ..:  . :                                     
gi|183 GPXGKVVHIIMPPLKFVKGEESEP                                     
               10        20                                         
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 88.4  bits: 22.9 E():  6.1 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (45-73:246-275) 
 
           20        30        40        50         60        70    
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
            80                                                      
2MEPSP AVVVGCG                                                      
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 87.2  bits: 22.3 E():  7.1 
Smith-Waterman score: 53; 33.3% identity (79.2% similar) in 24 aa overlap (7-29:150-173) 
 
                                       10        20         30      
2MEPSP                         GAEEIVLQPIKEISGTVKLP-GSKSLSNRILLLAAL 
                                     ..:: : .:..:.: : ... ..:       
gi|119 GATPEAKFDSFVAAFTEALRIIAGVLKVHAVKPITEETGAAKIPAGEQQIIDKIDAAFKV 
     120       130       140       150       160       170          
 
          40        50        60        70        80                
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                
                                                                    
gi|119 AATAANAAPANDKFTVFEAAFNNAIKESTGGAYDTYKSIPSLEAAVKQAYAATIAAAPEV 
     180       190       200       210       220       230          
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 84.8  bits: 21.4 E():  9.6 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (9-43:58-94) 
 
                                     10        20        30         
2MEPSP                       GAEEIVLQPIKEISGTVKLPGSKSLSNRILL-LAALSE 
                                     :: .  : ... :: ...: ..  :. .:. 
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gi|144 NMANQMVDQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISR 
        30        40        50        60        70        80        
 
         40        50        60        70        80                 
2MEPSP -GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                 
        : . .:                                                      
gi|144 RGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDIDMKLKLKLD 
        90       100       110       120       130       140        
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.4  bits: 21.6 E():   12 
Smith-Waterman score: 51; 23.7% identity (73.7% similar) in 38 aa overlap (4-41:68-105) 
 
                                          10        20        30    
2MEPSP                            GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLA 
                                     : ... ::... ...  :  .:...  ..: 
gi|324 ASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIA 
        40        50        60        70        80        90        
 
            40        50        60        70        80              
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG              
       :..:. .:                                                     
gi|324 AIKEAGNVKRFFPSEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAG 
       100       110       120       130       140       150        
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.2  bits: 21.9 E():   12 
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (18-40:241-263) 
 
                            10        20        30        40        
2MEPSP              GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :. . :::. . .:: .:. :::        
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY 
              220       230       240       250       260       270 
 
        50        60        70        80                            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                            
                                                                    
gi|215 TAEETAKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE 
              280       290       300       310       320       330 
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 82.9  bits: 18.1 E():   12 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (64-76:5-17) 
 
            40        50        60        70        80          
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG          
                                     .: :: .:: :::              
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI 
                                         10        20        30 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 82.4  bits: 21.9 E():   13 
Smith-Waterman score: 52; 28.9% identity (71.1% similar) in 38 aa overlap (36-69:161-198) 
 
          10        20        30        40         50           60  
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
              70        80                                          
2MEPSP GLSVEADKAAKRAVVVGCG                                          
       ::...: .                                                     
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (45-69:201-228) 
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           20        30        40        50           60        70  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              80                                                    
2MEPSP KRAVVVGCG                                                    
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (45-69:201-228) 
 
           20        30        40        50           60        70  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              80                                                    
2MEPSP KRAVVVGCG                                                    
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (45-69:201-228) 
 
           20        30        40        50           60        70  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              80                                                    
2MEPSP KRAVVVGCG                                                    
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (45-69:201-228) 
 
           20        30        40        50           60        70  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              80                                                    
2MEPSP KRAVVVGCG                                                    
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (45-69:201-228) 
 
           20        30        40        50           60        70  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              80                                                    
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2MEPSP KRAVVVGCG                                                    
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (45-69:201-228) 
 
           20        30        40        50           60        70  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              80                                                    
2MEPSP KRAVVVGCG                                                    
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (45-69:201-228) 
 
           20        30        40        50           60        70  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              80                                                    
2MEPSP KRAVVVGCG                                                    
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (45-69:201-228) 
 
           20        30        40        50           60        70  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              80                                                    
2MEPSP KRAVVVGCG                                                    
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (45-69:201-228) 
 
           20        30        40        50           60        70  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              80                                                    
2MEPSP KRAVVVGCG                                                    
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.4  bits: 22.1 E():   13 
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Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (45-69:201-228) 
 
           20        30        40        50           60        70  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              80                                                    
2MEPSP KRAVVVGCG                                                    
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (45-69:201-228) 
 
           20        30        40        50           60        70  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              80                                                    
2MEPSP KRAVVVGCG                                                    
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (45-69:201-228) 
 
           20        30        40        50           60        70  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              80                                                    
2MEPSP KRAVVVGCG                                                    
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (45-69:201-228) 
 
           20        30        40        50           60        70  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              80                                                    
2MEPSP KRAVVVGCG                                                    
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (45-69:201-228) 
 
           20        30        40        50           60        70  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
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              80                                                    
2MEPSP KRAVVVGCG                                                    
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 82.0  bits: 21.9 E():   14 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (40-71:88-122) 
 
      10        20        30        40        50           60       
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
         70        80                                               
2MEPSP ADKAAKRAVVVGCG                                               
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 82.0  bits: 21.9 E():   14 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (40-71:88-122) 
 
      10        20        30        40        50           60       
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
         70        80                                               
2MEPSP ADKAAKRAVVVGCG                                               
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.2  bits: 21.5 E():   15 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (36-62:72-98) 
 
          10        20        30        40        50        60      
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
          70        80                                              
2MEPSP EADKAAKRAVVVGCG                                              
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.2  bits: 21.0 E():   15 
Smith-Waterman score: 49; 23.0% identity (59.5% similar) in 74 aa overlap (1-69:115-188) 
 
                                              10        20          
2MEPSP                               GAEEI-VLQPIKEISGTVKLP-GSKSLSNR 
                                     :: :. ...:  :  :..:.: :  .. .. 
gi|226 TAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDK 
           90       100       110       120       130       140     
 
          30        40        50        60        70        80      
2MEPSP I---LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG      
       :   . .:: . ... :.. ..  .  .  .  .. : . :: :                 
gi|226 IDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAAT 
          150       160       170       180       190       200     
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gi|226 VATAPEVKYTVFETALKKAITAMSEAQKEAKPVAAATGAATAAAGVAAGAATAAAGGYKV 
          210       220       230       240       250       260     
 
>>gi|29539111|emb|CAD87731.1| allergen Len c 1.0102 [Len  (415 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.7  bits: 21.5 E():   16 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (1-30:369-398) 
 
                                             10        20        30 
2MEPSP                               GAEEIVLQPIKEISGTVKLPGSKSLSNRIL 
                                     : :. :.. :..    . .:::.   .:.: 
gi|295 GHPVAINASSDLNLIGFGINAKNNQRNFLAGEEDNVISQIQRPVKELAFPGSSREVDRLL 
      340       350       360       370       380       390         
 
               40        50        60        70        80 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                                          
gi|295 TNQKQSHFANAQPLQIE                                  
      400       410                                       
 
>>gi|29539109|emb|CAD87730.1| allergen Len c 1.0101 [Len  (418 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.6  bits: 21.5 E():   16 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (1-30:372-401) 
 
                                             10        20        30 
2MEPSP                               GAEEIVLQPIKEISGTVKLPGSKSLSNRIL 
                                     : :. :.. :..    . .:::.   .:.: 
gi|295 GHPVAINASSDLNLIGFGINAKNNQRNFLAGEEDNVISQIQRPVKELAFPGSSREVDRLL 
             350       360       370       380       390       400  
 
               40        50        60        70        80 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                                          
gi|295 TNQKQSHFANAQPLQIE                                  
             410                                          
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 80.5  bits: 21.8 E():   17 
Smith-Waterman score: 52; 28.9% identity (71.1% similar) in 38 aa overlap (36-69:191-228) 
 
          10        20        30        40         50           60  
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
              70        80                                          
2MEPSP GLSVEADKAAKRAVVVGCG                                          
       ::...: .                                                     
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 20.4 E():   18 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (35-54:113-132) 
 
           10        20        30        40        50        60     
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     ..::.: .::..:  ..  :           
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
           70        80                                             
2MEPSP VEADKAAKRAVVVGCG                                             
                                                                    
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.9  bits: 20.4 E():   18 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (43-72:33-62) 
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             20        30        40        50        60        70   
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
             80                                                     
2MEPSP RAVVVGCG                                                     
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.9  bits: 16.9 E():   20 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (65-78:3-16) 
 
           40        50        60        70        80    
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG    
                                     :.: .::.  : ::      
gi|463                             DFVDAHNAARAQVGVGPVHWT 
                                           10        20  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (49-73:195-217) 
 
       20        30        40        50        60        70         
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
       80                                                           
2MEPSP CG                                                           
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.6  bits: 20.3 E():   21 
Smith-Waterman score: 47; 28.8% identity (53.8% similar) in 52 aa overlap (9-59:26-74) 
 
                                10        20        30         40   
2MEPSP                  GAEEIVLQPIKEISGTVKLPGSKSLSNRIL-LLAALSEGTTVV 
                                :.   :. .   .. : .. :  ::   : :.    
gi|136 MNKKLLMNFFIVSPLLLATTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS--- 
               10        20        30        40        50           
 
             50        60        70        80                       
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                       
       :.. ::: .   ::..:                                            
gi|136 DTFTNSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSE 
        60        70        80        90       100       110        
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 78.4  bits: 21.2 E():   22 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (42-71:90-122) 
 
              20        30        40        50           60         
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
       70        80                                                 
2MEPSP KAAKRAVVVGCG                                                 
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
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 initn:  43 init1:  43 opt:  50  Z-score: 78.3  bits: 21.2 E():   22 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (27-71:70-122) 
 
                   10        20        30        40             50  
2MEPSP     GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
                 60        70        80                             
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCG                             
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 78.3  bits: 21.2 E():   22 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (27-71:70-122) 
 
                   10        20        30        40             50  
2MEPSP     GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
                 60        70        80                             
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCG                             
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 20.9 E():   24 
Smith-Waterman score: 49; 29.3% identity (61.0% similar) in 41 aa overlap (7-47:268-308) 
 
                                       10        20        30       
2MEPSP                         GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ::: :. . .:   . :.:.  .. .:... 
gi|148 WIGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVG 
       240       250       260       270       280       290        
 
         40        50        60        70        80                 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                 
         : : .:  :                                                  
gi|148 ALTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGD 
       300       310       320       330       340       350        
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.5  bits: 20.0 E():   24 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (61-76:172-187) 
 
               40        50        60        70        80           
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG           
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.5  bits: 20.0 E():   24 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (61-76:173-188) 
 
               40        50        60        70        80           
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG           
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
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            210        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.5  bits: 20.0 E():   24 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (61-76:173-188) 
 
               40        50        60        70        80           
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG           
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 77.1  bits: 22.9 E():   26 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (36-76:452-496) 
 
          10        20        30        40            50        60  
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
              70        80                                          
2MEPSP GLSVEADKAAKRAVVVGCG                                          
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|42414629|emb|CAF25233.1| Vicilin [Pisum sativum]     (415 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 20.9 E():   26 
Smith-Waterman score: 49; 26.7% identity (63.3% similar) in 30 aa overlap (1-30:369-398) 
 
                                             10        20        30 
2MEPSP                               GAEEIVLQPIKEISGTVKLPGSKSLSNRIL 
                                     : :. :.. ...    . .:::.   .:.: 
gi|424 GHPVAINASSDLNLIGFGINAENNERNFLAGEEDNVISQVERPVKELAFPGSSHEVDRLL 
      340       350       360       370       380       390         
 
               40        50        60        70        80 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                                          
gi|424 KNQKQSYFANAQPLQRE                                  
      400       410                                       
 
>>gi|42414627|emb|CAF25232.1| Vicilin [Pisum sativum]     (415 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 20.9 E():   26 
Smith-Waterman score: 49; 26.7% identity (63.3% similar) in 30 aa overlap (1-30:369-398) 
 
                                             10        20        30 
2MEPSP                               GAEEIVLQPIKEISGTVKLPGSKSLSNRIL 
                                     : :. :.. ...    . .:::.   .:.: 
gi|424 GHPVAINASSDLNLIGFGINAENNERNFLAGEEDNVISQVERPVKELAFPGSSHEVDRLL 
      340       350       360       370       380       390         
 
               40        50        60        70        80 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                                          
gi|424 KNQKQSYFANAQPLQRE                                  
      400       410                                       
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 46; 21.9% identity (50.7% similar) in 73 aa overlap (2-74:122-194) 
 
                                            10        20        30  
2MEPSP                              GAEEIVLQPIKEISGTVKLPGSKSLSNRILL 
                                     :::. . :  :..   :. .. ...      
gi|422 EAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAAN 
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             100       110       120       130       140       150  
 
              40        50        60        70        80            
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG            
        :  ..  :: .  .:.:      :: ..  .    . :.:.:                  
gi|422 AAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFE 
             160       170       180       190       200       210  
 
gi|422 TALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKV 
             220       230       240       250        
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (24-60:3-39) 
 
               10        20        30        40        50        60 
2MEPSP GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                              : :: .:::::.  .  ..   ...::    ...: : 
gi|219                      MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLIT 
                                    10        20        30          
 
               70        80                                         
2MEPSP LGLSVEADKAAKRAVVVGCG                                         
                                                                    
gi|219 PLPSCRDYVEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGL 
      40        50        60        70        80        90          
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (24-60:3-39) 
 
               10        20        30        40        50        60 
2MEPSP GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                              : :: .:::::.  .  ..   ...::    ...: : 
gi|195                      MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLIT 
                                    10        20        30          
 
               70        80                                         
2MEPSP LGLSVEADKAAKRAVVVGCG                                         
                                                                    
gi|195 PLPSCRDYVEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGL 
      40        50        60        70        80        90          
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (22-71:428-476) 
 
                        10        20        30        40        50  
2MEPSP          GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
              60        70        80            
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCG            
       .. .:. .  :.. :  . :                     
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG 
        460       470       480       490       
 
>>gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea mays  (411 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 75.3  bits: 20.5 E():   32 
Smith-Waterman score: 48; 37.0% identity (70.4% similar) in 27 aa overlap (1-25:337-363) 
 
                                             10          20         
2MEPSP                               GAEEIVLQPI--KEISGTVKLPGSKSLSNR 
                                     :: ..... :  :.:.:: . : . ::    
gi|898 IHYENIKMEDSANPIFIDMKYCPNKLCTANGASKVTVKDITFKNITGTSSTPEAISLLCT 
        310       320       330       340       350       360       
 
       30        40        50        60        70        80 
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
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gi|898 AKVPCTGVTMDDVNVEYSGTNNKTMAICTNAKGSTKGCLKELACF        
        370       380       390       400       410         
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.0  bits: 20.8 E():   34 
Smith-Waterman score: 49; 29.3% identity (61.0% similar) in 41 aa overlap (7-47:398-438) 
 
                                       10        20        30       
2MEPSP                         GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ::: :. . .:   . :.:.  .. .:... 
gi|601 WIGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVG 
       370       380       390       400       410       420        
 
         40        50        60        70        80                 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                 
         : : .:  :                                                  
gi|601 ALTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGD 
       430       440       450       460       470       480        
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 75.0  bits: 20.8 E():   34 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (9-49:342-382) 
 
                                     10        20         30        
2MEPSP                       GAEEIVLQPIKEISGTVKLP-GSKSLSNRILLLAALSE 
                                     :    :...  : :..: :.:   .::::  
gi|572 ASENQQRSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAAIAALS- 
             320       330       340       350       360       370  
 
        40        50        60        70        80                  
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                  
       :. ....  .::                                                 
gi|572 GVLTAEKKQSSEGGSPVRSNRSSPVRSSRSSPVRSADSGPTENDLSTAEVQDSEKASEPK 
              380       390       400       410       420       430 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 74.8  bits: 20.8 E():   34 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (47-77:378-406) 
 
         20        30        40        50        60        70       
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
         80                                                         
2MEPSP VGCG                                                         
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 48; 41.7% identity (58.3% similar) in 24 aa overlap (1-24:87-109) 
 
                                             10        20        30 
2MEPSP                               GAEEIVLQPIKEISGTVKLPGSKSLSNRIL 
                                     : .:: .:  : : : .  :: .:       
gi|186 PNNKPFQCAGVALSRCTLNRNALRRPSYTNGPQEIYIQQGKGIFGMI-YPGCSSTFEEPQ 
         60        70        80        90       100        110      
 
               40        50        60        70        80           
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG           
                                                                    
gi|186 QPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQL 
         120       130       140       150       160       170      
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 45; 21.9% identity (50.7% similar) in 73 aa overlap (2-74:150-222) 
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                                            10        20        30  
2MEPSP                              GAEEIVLQPIKEISGTVKLPGSKSLSNRILL 
                                     :::. . :  :..   :. .. ...      
gi|109 EAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAAN 
     120       130       140       150       160       170          
 
              40        50        60        70        80            
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG            
        :  ..  :: .  .:.:      :: ..  .    . :.:.:                  
gi|109 AAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFE 
     180       190       200       210       220       230          
 
gi|109 TALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKV 
     240       250       260       270       280      
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.1  bits: 19.6 E():   42 
Smith-Waterman score: 45; 21.9% identity (50.7% similar) in 73 aa overlap (2-74:150-222) 
 
                                            10        20        30  
2MEPSP                              GAEEIVLQPIKEISGTVKLPGSKSLSNRILL 
                                     :::. . :  :..   :. .. ...      
gi|239 EAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAAN 
     120       130       140       150       160       170          
 
              40        50        60        70        80            
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG            
        :  ..  :: .  .:.:      :: ..  .    . :.:.:                  
gi|239 AAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFE 
     180       190       200       210       220       230          
 
gi|239 TALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     240       250       260       270       280       
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 72.9  bits: 20.2 E():   44 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (42-70:90-121) 
 
              20        30        40        50           60         
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
       70        80                                                 
2MEPSP KAAKRAVVVGCG                                                 
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 72.9  bits: 20.2 E():   44 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (42-70:90-121) 
 
              20        30        40        50           60         
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
       70        80                                                 
2MEPSP KAAKRAVVVGCG                                                 
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 20.4 E():   44 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (44-77:381-414) 
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            20        30        40        50        60        70    
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
            80                                                      
2MEPSP AVVVGCG                                                      
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 72.8  bits: 18.2 E():   44 
Smith-Waterman score: 40; 33.3% identity (86.7% similar) in 15 aa overlap (44-58:5-19) 
 
            20        30        40        50        60        70    
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     ..:..::..  .::.                
gi|225                           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMV 
                                         10        20        30     
 
            80                                                      
2MEPSP AVVVGCG                                                      
                                                                    
gi|225 GLKKKSPEDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDG 
           40        50        60        70        80        90     
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.8  bits: 18.2 E():   44 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (31-47:46-62) 
 
               10        20        30        40        50        60 
2MEPSP GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
               70        80                
2MEPSP LGLSVEADKAAKRAVVVGCG                
                                           
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
          80        90       100       110 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (51-60:55-64) 
 
               30        40        50        60        70        80 
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (23-59:246-282) 
 
                       10        20        30         40        50  
2MEPSP         GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
              60        70        80                                
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCG                                
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
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          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (23-59:246-282) 
 
                       10        20        30         40        50  
2MEPSP         GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
              60        70        80                                
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCG                                
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (23-59:246-282) 
 
                       10        20        30         40        50  
2MEPSP         GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
              60        70        80                                
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCG                                
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.0  bits: 20.4 E():   49 
Smith-Waterman score: 48; 30.9% identity (51.5% similar) in 68 aa overlap (6-73:463-526) 
 
                                        10        20        30      
2MEPSP                          GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::.    .:  :    :.:: ::   ...: 
gi|331 KVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGL 
            440       450       460       470       480       490   
 
          40        50        60        70        80                
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                
           : : . .:.:   .  . : ::    ::.: .:.                       
gi|331 EVDETYVPKEFNAETFTFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTV 
            500       510           520       530       540         
 
gi|331 MGDFGAFVEKCCAAENKEGCFSEEGPKLVAAAQAALV 
      550       560       570       580      
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.8  bits: 20.1 E():   51 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (1-24:87-109) 
 
                                             10        20        30 
2MEPSP                               GAEEIVLQPIKEISGTVKLPGSKSLSNRIL 
                                     : .:: .:  : : : .  ::  :       
gi|186 PNNKPFQCAGVALSRCTLNRNALRRPSYTNGPQEIYIQQGKGIFGMI-YPGCPSTFEEPQ 
         60        70        80        90       100        110      
 
               40        50        60        70        80           
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG           
                                                                    
gi|186 QPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQL 
         120       130       140       150       160       170      
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 71.7  bits: 15.3 E():   51 
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Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (61-68:10-17) 
 
               40        50        60        70        80 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :::: .:.             
gi|856                      ANPTFGFTPLGLSSDAN             
                                    10                    
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.7  bits: 20.4 E():   51 
Smith-Waterman score: 48; 30.9% identity (51.5% similar) in 68 aa overlap (6-73:486-549) 
 
                                        10        20        30      
2MEPSP                          GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::.    .:  :    :.:: ::   ...: 
gi|668 KVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGL 
         460       470       480       490       500       510      
 
          40        50        60        70        80                
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                
           : : . .:.:   .  . : ::    ::.: .:.                       
gi|668 EVDETYVPKEFNAETFTFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTV 
         520       530        540          550       560       570  
 
gi|668 MGDFGAFVEKCCAAENKEGCFSEEGPKLVAAAQAALV 
             580       590       600         
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.6  bits: 19.3 E():   51 
Smith-Waterman score: 44; 21.9% identity (49.3% similar) in 73 aa overlap (2-74:140-212) 
 
                                            10        20        30  
2MEPSP                              GAEEIVLQPIKEISGTVKLPGSKSLSNRILL 
                                     :::. . :  :..   :. .. ...      
gi|168 EAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQFIEKVDSALKVAATAAN 
     110       120       130       140       150       160          
 
              40        50        60        70        80            
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG            
        :: ..  :: .  .:        :: ..  .    . :.:.:                  
gi|168 AAAANDKFTVFEAAFNHAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFE 
     170       180       190       200       210       220          
 
gi|168 TALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.6  bits: 18.4 E():   52 
Smith-Waterman score: 41; 26.7% identity (63.3% similar) in 30 aa overlap (33-62:108-137) 
 
             10        20        30        40        50        60   
2MEPSP EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 
                                     .:: :   ..:. :. ...  :.. . : : 
gi|219 LVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELDEMIAEIDTDG 
        80        90       100       110       120       130        
 
             70        80 
2MEPSP LSVEADKAAKRAVVVGCG 
                          
gi|219 SGTVDFDEFMEMMTGD   
       140       150      
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 19.0 E():   52 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (62-78:11-27) 
 
              40        50        60        70        80            
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG            
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
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gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 19.0 E():   52 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (41-72:71-102) 
 
               20        30        40        50        60        70 
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
               80                                                   
2MEPSP AKRAVVVGCG                                                   
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 71.1  bits: 19.5 E():   55 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (56-78:150-174) 
 
          30        40        50        60          70        80    
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCG    
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 71.0  bits: 19.8 E():   56 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (42-74:91-126) 
 
              20        30        40        50           60         
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
       70        80                                                 
2MEPSP KAAKRAVVVGCG                                                 
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.8  bits: 18.4 E():   57 
Smith-Waterman score: 41; 26.2% identity (54.1% similar) in 61 aa overlap (17-77:34-94) 
 
                             10        20        30        40       
2MEPSP               GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .:: ..:. ..: ::  . : : .   
gi|532 KAGDSFPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSAN 
            10        20        30        40        50        60    
 
         50        60        70        80                           
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                           
       .  .    :  ::. :..  :  : . : :.                              
gi|532 HVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIG 
            70        80        90       100       110       120    
 
gi|532 WADEEGRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
           130       140       150       160        
 
>>gi|417370|sp|P24296.2|NLTP1_WHEAT RecName: Full=Non-sp  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.7  bits: 17.8 E():   58 
Smith-Waterman score: 39; 33.3% identity (93.3% similar) in 15 aa overlap (29-43:11-25) 
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               10        20        30        40        50        60 
2MEPSP GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                   .:.:::. ......:                  
gi|417                   AQVMLMAVALVLMLAAVPRAAVAIDCGHVDSLVRPCLSYVQG 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP LGLSVEADKAAKRAVVVGCG                                         
                                                                    
gi|417 GPGPSGQCCDGVKNLHNQARSQSDRQSACNCLKGIARGIHNLNEDNARSIPPKCGVNLPY 
             50        60        70        80        90       100   
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (18-80:133-189) 
 
                            10        20        30        40        
2MEPSP              GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :.: . :: .  .  . ... . . : . . 
gi|253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEK 
            110       120       130       140       150       160   
 
        50        60        70        80                            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                            
        . :    : .. :.:..       :...::::                            
gi|253 YQPVGPK-GNVKELALAIF-----DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP 
             170       180            190       200       210       
 
gi|253 VYKTGNSPGEKCIKKDETFKNLCFAQEPINPNEHNL 
        220       230       240       250   
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.5 E():   58 
Smith-Waterman score: 45; 28.0% identity (72.0% similar) in 25 aa overlap (44-68:155-179) 
 
            20        30        40        50        60        70    
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     :.:. ::. ..  .. . : :...:      
gi|495 KHAAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVG 
          130       140       150       160       170       180     
 
            80                                                      
2MEPSP AVVVGCG                                                      
                                                                    
gi|495 ISKGVTITNTKIATGDDCISIGPGSQNVTITQVNCGPGHGISIGSLGRYNNEKEVRGITV 
          190       200       210       220       230       240     
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 70.5  bits: 18.4 E():   59 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (54-80:146-170) 
 
            30        40        50        60        70        80    
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG    
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 45; 34.3% identity (68.6% similar) in 35 aa overlap (32-66:214-246) 
 
              10        20        30        40        50        60  
2MEPSP AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
              70        80                                          
2MEPSP GLSVEADKAAKRAVVVGCG                                          
        .:::                                                        
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gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (18-27:86-95) 
 
                            10        20        30        40        
2MEPSP              GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     . :::..: :                     
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK 
          60        70        80        90       100       110      
 
        50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                         
gi|126 IVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL  
         120       130       140         
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 46; 33.3% identity (58.8% similar) in 51 aa overlap (11-55:151-201) 
 
                                   10          20         30        
2MEPSP                     GAEEIVLQPIKEISGTVK--LP-GSKSLSNRILLLAALS- 
                                     :  :: .:  :: :: . .....:  ::   
gi|188 AVCKYKAETQSVDFQTKAAEVTTQVNSWVEKVTSGRIKNILPSGSVDNTTKLVLANALYF 
              130       140       150       160       170       180 
 
           40        50        60        70        80               
2MEPSP EG--TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG               
       .:  :   :.  ...:  :.:                                        
gi|188 KGAWTDQFDSYGTKNDYFYLLDGSSVQTPFMSSMDDDQYISSSDGLKVLKLPYKQGGDNR 
              190       200       210       220       230       240 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 49; 23.8% identity (57.1% similar) in 63 aa overlap (5-66:11-73) 
 
                     10        20        30         40        50    
2MEPSP       GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHY 
                 :.. :: ....  .     ::. . .  :. : :  ..:..:    . .  
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKLETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQD 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCG                                  
       .:  ::  :..:.                                                
gi|225 LLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMDYLANDA 
               70        80        90       100       110       120 
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.6 E():   65 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (41-72:71-102) 
 
               20        30        40        50        60        70 
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
 
               80                                                   
2MEPSP AKRAVVVGCG                                                   
       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 69.5  bits: 16.9 E():   67 
Smith-Waterman score: 44; 47.4% identity (73.7% similar) in 19 aa overlap (54-72:18-35) 
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            30        40        50        60        70        80    
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG    
                                     .  :::::: :. ::.. .            
gi|124              GTRRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                            10        20         30        40       
 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70  
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 69.3  bits: 16.9 E():   69 
Smith-Waterman score: 44; 47.4% identity (73.7% similar) in 19 aa overlap (54-72:20-37) 
 
            30        40        50        60        70        80    
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG    
                                     .  :::::: :. ::.. .            
gi|124            GTSFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                          10        20         30        40         
 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
       50        60        70    
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.2  bits: 19.5 E():   70 
Smith-Waterman score: 45; 26.2% identity (50.8% similar) in 65 aa overlap (6-70:62-121) 
 
                                        10        20        30      
2MEPSP                          GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::. . ... :.  :.    .  .   : . 
gi|370 RSIVPSGASTGVHEALELRDGDKSKWLGKGVLKAVANVNDTIA-PALIEANIDVADQAKI 
              40        50        60        70         80        90 
 
          40        50        60        70        80                
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                
       .:    .:.  :.      :::   ::.:. : ::                          
gi|370 DEFLLKLDGTPNKAK----LGANAILGVSLAAAKAGAAQKDVPLYKHIADISKAKEGKFV 
              100           110       120       130       140       
 
gi|370 LPVPFQNVLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHLKSLTKKKYGQSA 
        150       160       170       180       190       200       
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 43; 35.3% identity (82.4% similar) in 17 aa overlap (7-23:150-166) 
 
                                       10        20        30       
2MEPSP                         GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ..:: :  :..:.:...              
gi|119 GATPEAKFDSFVAAFTEALRVIAGVLKVHAVKPITEEIGAAKIPAGELQIIDKIDAAFKV 
     120       130       140       150       160       170          
 
         40        50        60        70        80                 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                 
                                                                    
gi|119 AATAANAAPANDKFTVFEAAFNNAIKESTGGAYDTYKSIPSLEAAVKQAYAATIAAAPEV 
     180       190       200       210       220       230          
 
>>gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Phosph  (167 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 40; 32.0% identity (68.0% similar) in 25 aa overlap (25-49:5-29) 
 
               10        20        30        40        50        60 
2MEPSP GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                               :.. .::: . :.:  . : . ..:            
gi|244                     MQVVLGSLFLLLLSTSHGWQIRDRIGDNELEERIIYPGTL 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP LGLSVEADKAAKRAVVVGCG                                         
                                                                    
gi|244 WCGHGNKSSGPNELGRFKHTDACCRTHDMCPDVMSAGESKHGLTNTASHTRLSCDCDDKF 
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               50        60        70        80        90       100 
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.6 E():   72 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (23-48:93-118) 
 
                       10        20        30        40        50   
2MEPSP         GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|664 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
             70        80        90       100       110       120   
 
             60        70        80                                 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCG                                 
                                                                    
gi|664 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEAFEYFALEAYAFDIAAP 
            130       140       150       160       170       180   
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.9  bits: 18.9 E():   72 
Smith-Waterman score: 43; 35.0% identity (70.0% similar) in 20 aa overlap (47-66:113-132) 
 
         20        30        40        50        60        70       
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:..           
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSMDDASVGSVSSE 
             90       100       110       120       130       140   
 
         80                                                         
2MEPSP VGCG                                                         
                                                                    
gi|249 FHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTVFVSSFN 
            150       160       170       180       190       200   
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.8  bits: 19.5 E():   73 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (56-78:290-314) 
 
          30        40        50        60          70        80    
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCG    
                                     :. ::: :.:.:  : . . ::..:      
gi|458 AEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNAD 
     260       270       280       290       300       310          
 
gi|458 ACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     320       330       340       350       360       370          
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.6  bits: 16.9 E():   75 
Smith-Waterman score: 44; 47.4% identity (73.7% similar) in 19 aa overlap (54-72:25-42) 
 
            30        40        50        60        70        80    
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG    
                                     .  :::::: :. ::.. .            
gi|144       MADDMERIFKRFDTNGDGKISLSELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                     10        20        30         40        50    
 
gi|144 FIDFNEFISFCNANPGLMKDVAKVF 
            60        70         
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.5  bits: 19.5 E():   76 
Smith-Waterman score: 45; 29.2% identity (56.2% similar) in 48 aa overlap (28-75:239-286) 
 
                  10        20        30        40        50        
2MEPSP    GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 
                                     ::  :..:... :.. : :..:         
gi|845 SAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADL 
      210       220       230       240       250       260         
 
        60        70        80                                      
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2MEPSP LRTLGLSVEADKAAKRAVVVGCG                                      
        .:      ::. :.::.                                           
gi|845 DETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAE 
      270       280       290       300       310       320         
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.3  bits: 19.2 E():   78 
Smith-Waterman score: 44; 44.4% identity (72.2% similar) in 18 aa overlap (9-26:323-340) 
 
                                     10        20        30         
2MEPSP                       GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEG 
                                     : :.:...    :::.::             
gi|210 APNVCTIAASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGA 
            300       310       320       330       340       350   
 
       40        50        60        70        80     
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG     
                                                      
gi|210 AAYLMALEGVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
            360       370       380       390         
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.2  bits: 16.9 E():   79 
Smith-Waterman score: 44; 47.4% identity (73.7% similar) in 19 aa overlap (54-72:29-46) 
 
            30        40        50        60        70        80    
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG    
                                     .  :::::: :. ::.. .            
gi|187   KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                 10        20        30         40        50        
 
gi|187 FIDFDEFISFCNANPGLMKDVAKVF 
        60        70        80   
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (56-78:286-310) 
 
          30        40        50        60          70        80    
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCG    
                                     :. ::: :.:.:  : . . ::..:      
gi|796 VEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
         260       270       280       290       300       310      
 
gi|796 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT 
         320       330       340       350       360       370      
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (56-78:286-310) 
 
          30        40        50        60          70        80    
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCG    
                                     :. ::: :.:.:  : . . ::..:      
gi|142 VEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
         260       270       280       290       300       310      
 
gi|142 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT 
         320       330       340       350       360       370      
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 45; 31.1% identity (60.0% similar) in 45 aa overlap (5-46:394-438) 
 
                                         10        20        30     
2MEPSP                           GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLA- 
                                     . ::: :. . .:     :.:.. :. .:  
gi|214 STWIGSKHAVNTISGTSMASPHIAGLLAYFVSLQPSKDSAFAVDELTPKKLKKDIIAIAT 
           370       380       390       400       410       420    
 
              40        50        60        70        80            
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2MEPSP --ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG            
         ::..  . . :::                                              
gi|214 QGALTDIPSDTPNLLAWNGGGSSNYTDIIASGGYKVNASVKDRFEGLVHKAEKLLTEELG 
           430       440       450       460       470       480    
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.0  bits: 17.7 E():   81 
Smith-Waterman score: 39; 28.9% identity (48.9% similar) in 45 aa overlap (28-72:39-83) 
 
                  10        20        30        40        50        
2MEPSP    GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 
                                     ::    ::   .  . : :..  :   : : 
gi|144 NDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDSKVDEKLDA 
       10        20        30        40        50        60         
 
        60        70        80                                      
2MEPSP LRTLGLSVEADKAAKRAVVVGCG                                      
            :..: ::...                                              
gi|144 GDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMP 
       70        80        90       100       110       120         
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.0  bits: 19.5 E():   81 
Smith-Waterman score: 49; 29.2% identity (60.4% similar) in 48 aa overlap (2-46:390-437) 
 
                                            10        20        30  
2MEPSP                              GAEEIVLQPIKEISGTVKLPGSKSLSNRILL 
                                     :  . ::: .. . .:.    :.:.. ..  
gi|120 NILSTWIGSKYAVNTISGTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALIT 
     360       370       380       390       400       410          
 
                 40        50        60        70        80         
2MEPSP LA---ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG         
       .:   :::.  . . :::                                           
gi|120 IATSGALSDIPSDTPNLLAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVI 
     420       430       440       450       460       470          
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.4 E():   84 
Smith-Waterman score: 38; 38.5% identity (76.9% similar) in 13 aa overlap (67-79:9-21) 
 
         40        50        60        70        80                 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                 
                                     :..  :...: ::                  
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.4 E():   84 
Smith-Waterman score: 38; 38.5% identity (76.9% similar) in 13 aa overlap (67-79:9-21) 
 
         40        50        60        70        80                 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                 
                                     :..  :...: ::                  
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.4 E():   84 
Smith-Waterman score: 38; 38.5% identity (76.9% similar) in 13 aa overlap (67-79:9-21) 
 
         40        50        60        70        80                 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                 
                                     :..  :...: ::                  
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
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                                     10        20        30         
 
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.4 E():   84 
Smith-Waterman score: 38; 38.5% identity (76.9% similar) in 13 aa overlap (67-79:9-21) 
 
         40        50        60        70        80                 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                 
                                     :..  :...: ::                  
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.4 E():   84 
Smith-Waterman score: 38; 38.5% identity (76.9% similar) in 13 aa overlap (67-79:9-21) 
 
         40        50        60        70        80                 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                 
                                     :..  :...: ::                  
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.4 E():   84 
Smith-Waterman score: 38; 38.5% identity (76.9% similar) in 13 aa overlap (67-79:9-21) 
 
         40        50        60        70        80                 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                 
                                     :..  :...: ::                  
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.6  bits: 17.4 E():   85 
Smith-Waterman score: 38; 38.5% identity (76.9% similar) in 13 aa overlap (67-79:10-22) 
 
         40        50        60        70        80                 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                 
                                     :..  :...: ::                  
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (35-57:1-23) 
 
           10        20        30        40        50        60     
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|144                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
           70        80                                             
2MEPSP VEADKAAKRAVVVGCG                                             
                                                                    
gi|144 SVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQGEPGAVIRGKKGSG 
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               40        50        60        70        80        90 
 
>>gi|14423856|sp|Q9LEI8.1|PROF6_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (35-57:1-23) 
 
           10        20        30        40        50        60     
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|144                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
           70        80                                             
2MEPSP VEADKAAKRAVVVGCG                                             
                                                                    
gi|144 SVWAQSSSFPQFKSDEVAAVMKDFDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSG 
               40        50        60        70        80        90 
 
>>gi|14423858|sp|Q9M7M8.1|PROF5_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (35-57:1-23) 
 
           10        20        30        40        50        60     
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|144                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
           70        80                                             
2MEPSP VEADKAAKRAVVVGCG                                             
                                                                    
gi|144 SVWAQSSGFPQFKSDEVAAVMKDFDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSG 
               40        50        60        70        80        90 
 
>>gi|11513601|pdb|1G5U|A Chain A, Latex Profilin Hevb8    (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (35-57:1-23) 
 
           10        20        30        40        50        60     
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|115                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
           70        80                                             
2MEPSP VEADKAAKRAVVVGCG                                             
                                                                    
gi|115 SVWAQSSSFPQFKSDEVAAVMKDFDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSG 
               40        50        60        70        80        90 
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.3  bits: 17.1 E():   88 
Smith-Waterman score: 37; 25.0% identity (57.1% similar) in 28 aa overlap (53-80:2-29) 
 
             30        40        50        60        70        80   
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG   
                                     ..:.:  :..  ..   :.:  .   ::   
gi|513                              AFLLAATLTISSHMQEAGAVKFDIKNQCGYT 
                                            10        20        30  
 
gi|513 VWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCT 
              40        50        60        70        80        90  
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.3  bits: 17.4 E():   89 
Smith-Waterman score: 38; 38.5% identity (76.9% similar) in 13 aa overlap (67-79:15-27) 
 
         40        50        60        70        80                 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                 
                                     :..  :...: ::                  
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
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                               10        20        30        40     
 
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 18.0 E():   89 
Smith-Waterman score: 40; 45.5% identity (100.0% similar) in 11 aa overlap (35-45:113-123) 
 
           10        20        30        40        50        60     
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     ..::.:..::.                    
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
           70        80                                             
2MEPSP VEADKAAKRAVVVGCG                                             
                                                                    
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 18.6 E():   90 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (23-48:153-178) 
 
                       10        20        30        40        50   
2MEPSP         GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|668 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
            130       140       150       160       170       180   
 
             60        70        80                                 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCG                                 
                                                                    
gi|668 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFALEAYAFDIAAP 
            190       200       210       220       230       240   
 
>>gi|47605504|sp|Q8LGR0.1|CHE1_CHEAL RecName: Full=Polle  (168 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.7 E():   91 
Smith-Waterman score: 39; 35.7% identity (64.3% similar) in 28 aa overlap (51-78:7-34) 
 
               30        40        50        60        70        80 
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :  ..::: .:.:.  :. : ..  : :   
gi|476                         MAKCQAVFLLVGALCVLSLAGVANAAENHFKVQGMV 
                                       10        20        30       
 
gi|476 YCDTCRIQFMTRISTIMEGATVKLECRNITAGTQTFKAEAVTDKVGQYSIPVNGDFEDDI 
         40        50        60        70        80        90       
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 67.1  bits: 17.7 E():   91 
Smith-Waterman score: 39; 24.6% identity (54.1% similar) in 61 aa overlap (17-77:35-95) 
 
                             10        20        30        40       
2MEPSP               GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|668 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
         50        60        70        80                           
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                           
       .  .    :  .:. :..: :  : . : :.                              
gi|668 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|668 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 67.1  bits: 17.7 E():   91 
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Smith-Waterman score: 39; 24.6% identity (54.1% similar) in 61 aa overlap (17-77:35-95) 
 
                             10        20        30        40       
2MEPSP               GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|276 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
         50        60        70        80                           
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                           
       .  .    :  .:. :..: :  : . : :.                              
gi|276 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|276 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=Calci  (205 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 18.0 E():   91 
Smith-Waterman score: 41; 29.7% identity (64.9% similar) in 37 aa overlap (43-77:147-180) 
 
             20        30        40        50        60          70 
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS--VEADKA 
                                     :. .........::    ::.:   : :.. 
gi|116 DDNEEDMRKSILSQEEADSFGGFKVFDEDGDGYISARELQMVLG---KLGFSEGSEIDRV 
        120       130       140       150       160          170    
 
               80                       
2MEPSP AKRAVVVGCG                       
        :  : :                          
gi|116 EKMIVSVDSNRDGRVDFFEFKDMMRSVLVRSS 
           180       190       200      
 
>>gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.9 E():   91 
Smith-Waterman score: 43; 35.0% identity (90.0% similar) in 20 aa overlap (30-49:93-112) 
 
                10        20        30        40        50          
2MEPSP  GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 
                                     .: .:..:. :::......:           
gi|187 STSLGLETFQSFYIGGGANSHSVLSGFEPAILETAFNESRTVVEEIFSKELDGPIMFVDD 
             70        80        90       100       110       120   
 
      60        70        80                                        
2MEPSP TLGLSVEADKAAKRAVVVGCG                                        
                                                                    
gi|187 SHAPSLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENK 
            130       140       150       160       170       180   
 
>>gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.9 E():   91 
Smith-Waterman score: 43; 35.0% identity (90.0% similar) in 20 aa overlap (30-49:93-112) 
 
                10        20        30        40        50          
2MEPSP  GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 
                                     .: .:..:. :::......:           
gi|187 STSLGLETFQSFYIGGGANSHSVLSGFEPAILETAFNESRTVVEEIFSKELDGPIMFVDD 
             70        80        90       100       110       120   
 
      60        70        80                                        
2MEPSP TLGLSVEADKAAKRAVVVGCG                                        
                                                                    
gi|187 SHVPSLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENK 
            130       140       150       160       170       180   
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.6 E():   93 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (23-48:153-178) 
 
                       10        20        30        40        50   
2MEPSP         GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
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                                     .: ..:  :..  :.: ::. .  :.     
gi|833 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
            130       140       150       160       170       180   
 
             60        70        80                                 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCG                                 
                                                                    
gi|833 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFALEAYAFDIAAP 
            190       200       210       220       230       240   
 
>>gi|167077|gb|AAA32970.1| amylase/protease inhibitor [H  (117 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 17.1 E():   95 
Smith-Waterman score: 37; 45.5% identity (81.8% similar) in 11 aa overlap (70-80:20-30) 
 
      40        50        60        70        80                    
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                    
                                     : . ::...::                    
gi|167            MARAQVLLMAAALVLMLTAAPRAAVALNCGQVDSKMKPCLTYVQGGPGP 
                          10        20        30        40          
 
gi|167 SGECCNGVRDLHNQAQSSGDRQTVCNCLKGIARGIHNLNLNNAASIPSKCNVNVPYTISP 
      50        60        70        80        90       100          
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 43; 47.1% identity (76.5% similar) in 17 aa overlap (23-39:246-262) 
 
                       10        20        30        40        50   
2MEPSP         GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     :::. . .:: .:. ::              
gi|169 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEA 
         220       230       240       250       260       270      
 
             60        70        80                                 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCG                                 
                                                                    
gi|169 AKWGPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDAS 
         280       290       300       310       320       330      
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  37 init1:  37 opt:  38  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 38; 25.6% identity (51.2% similar) in 43 aa overlap (14-56:97-136) 
 
                                10        20        30        40    
2MEPSP                  GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD 
                                     :: ..:::     .  ..   .. :      
gi|217 ECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYC--- 
         70        80        90       100       110       120       
 
            50        60        70        80 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
       :: . ... : ::                         
gi|217 NLTTVHNTPYCLGMEESQWS                  
           130       140                     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 38; 38.5% identity (76.9% similar) in 13 aa overlap (67-79:25-37) 
 
         40        50        60        70        80                 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                 
                                     :..  :...: ::                  
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 38; 38.5% identity (76.9% similar) in 13 aa overlap (67-79:25-37) 
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         40        50        60        70        80                 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                 
                                     :..  :...: ::                  
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.5  bits: 17.4 E():   97 
Smith-Waterman score: 38; 38.5% identity (76.9% similar) in 13 aa overlap (67-79:26-38) 
 
         40        50        60        70        80                 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                 
                                     :..  :...: ::                  
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.5  bits: 17.4 E():   97 
Smith-Waterman score: 38; 38.5% identity (76.9% similar) in 13 aa overlap (67-79:26-38) 
 
         40        50        60        70        80                 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG                 
                                     :..  :...: ::                  
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 49; 26.6% identity (59.4% similar) in 64 aa overlap (3-63:334-394) 
 
                                            10        20        30  
2MEPSP                             GAEEIVLQP-IKEISGTVKLPGSKSLSNRILL 
                                     :..  .: .: .  ... :  .:.   :   
gi|258 RHARRGVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSI---IST 
           310       320       330       340       350          360 
 
              40         50        60         70        80 
2MEPSP LAALSEGTTVVDNLLNSE-DVHYMLGALRTL-GLSVEADKAAKRAVVVGCG 
       : :. :   ...:: ..  :: ...  .:.: ::                  
gi|258 LNAMPEYQELLQNLRDKAVDVDHFIELIRSLFGLP                 
              370       380       390                      
 
>>gi|169927|gb|AAA33947.1| beta-conglycinin-alpha subuni  (218 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 18.0 E():   97 
Smith-Waterman score: 40; 23.3% identity (60.0% similar) in 30 aa overlap (1-30:154-183) 
 
                                             10        20        30 
2MEPSP                               GAEEIVLQPIKEISGTVKLPGSKSLSNRIL 
                                     :... :.. :      . .::: .  ...: 
gi|169 GYPVVVNATSNLNFFAIGINAENNQRNFLAGSQDNVISQIPSQVQELAFPGSAQAVEKLL 
           130       140       150       160       170       180    
 
               40        50        60        70        80 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                                          
gi|169 KNQRESYFVDAQPNEKEEGNKGRKGPLSSILRAFY                
           190       200       210                        
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  37 init1:  37 opt:  38  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 38; 34.4% identity (56.2% similar) in 32 aa overlap (14-41:97-128) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 729

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
                                10        20            30          
2MEPSP                  GAEEIVLQPIKEISGTVKLPGSKSLSN----RILLLAALSEGT 
                                     :: ..:::     .    :::.  .. . : 
gi|585 QCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFCNLT 
         70        80        90       100       110       120       
 
      40        50        60        70        80 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
       ::                                        
gi|585 TVHNTPYCLAMDEWQWNRQFCSS                   
        130       140                            
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:22 2011 done: Tue Apr 19 10:57:22 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 31  - 110 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     4     8:=* 
  34    11    22:===  * 
  36    23    44:======    * 
  38    52    73:=============     * 
  40    70   102:==================       * 
  42    85   125:======================         * 
  44   109   138:============================      * 
  46   167   140:==================================*======= 
  48   193   134:=================================*=============== 
  50   165   122:==============================*=========== 
  52   118   108:==========================*=== 
  54   111    92:======================*===== 
  56    86    77:===================*== 
  58    54    63:============== * 
  60    39    51:==========  * 
  62    19    41:=====     * 
  64    25    33:======= * 
  66    13    26:====  * 
  68    18    20:====* 
  70    23    16:===*== 
  72    11    12:==* 
  74     5    10:==* 
  76    20     8:=*=== 
  78    10     6:=*= 
  80    20     5:=*=== 
  82     3     3:* 
  84    11     3:*== 
  86     9     2:*== 
  88     1     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
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  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     2     0:=         *== 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.01730.00324; mu= 4.9595 0.170 
 mean_var=36.352510.540, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.212719 
 Kolmogorov-Smirnov  statistic: 0.1057 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   61 23.9    0.83 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   61 23.9    0.83 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   60 23.6       1 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   59 23.3     1.3 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.8     1.6 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   57 22.7     1.9 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   56 22.4     2.4 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   56 22.4     2.4 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   54 21.7     3.7 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   53 21.4     4.6 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   55 22.0       5 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.7       5 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 21.1     5.6 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   57 22.5     8.2 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.8     8.4 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.8     8.4 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.8     8.4 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.8     8.4 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.8     8.4 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.8     8.4 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.8     8.4 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   50 20.5     8.6 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.8     8.8 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   56 22.2     9.1 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.8     9.5 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.8     9.5 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   55 22.0     9.5 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   55 22.0     9.5 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.8     9.5 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.8     9.5 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   57 22.5      10 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   49 20.2      10 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.2      10 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 19.9      13 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.9      13 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 20.8      13 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.9      16 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.9      16 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.9      16 
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gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 19.6      16 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 19.6      16 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.9      17 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.9      17 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.9      18 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.9      18 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.9      18 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.9      18 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 21.0      19 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.9      19 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   46 19.3      20 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.9      22 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.7      22 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 21.0      22 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.3      22 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.7      23 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.3      24 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.9      24 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.9      24 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.0      25 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   45 19.0      25 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   45 19.0      25 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.0      25 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.7      27 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.4      29 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 21.0      29 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.5      32 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 20.1      32 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.7      33 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.1      36 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.8      36 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.4      38 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.2      41 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.2      42 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.2      42 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.8      42 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.5      42 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.1      43 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.9      44 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.2      48 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 19.8      50 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.2      51 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.2      52 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   43 18.3      55 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.1      57 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.9      57 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.9      57 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.9      57 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.8      57 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   48 19.8      57 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.9      60 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.8      62 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.9      62 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   51 20.6      63 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.9      63 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.9      63 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.9      63 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.9      63 
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gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.9      63 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.9      63 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.9      63 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.0      63 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.9      63 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.9      63 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.0      66 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 18.0      68 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   44 18.6      68 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.5      70 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.5      70 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   40 17.5      71 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.8      71 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.5      71 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.3      72 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   40 17.4      73 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.9      75 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.4      75 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.3      77 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.6      81 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.3      82 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.3      82 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   41 17.7      85 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   41 17.7      85 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   41 17.7      85 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.9      86 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.2      87 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   45 18.9      90 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   47 19.4      92 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.7      93 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      97 
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 103.9  bits: 23.9 E(): 0.83 
Smith-Waterman score: 61; 34.4% identity (54.1% similar) in 61 aa overlap (19-79:22-78) 
 
                  10        20        30        40        50        
2MEPSP    ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                            .: : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
        60        70        80                               
2MEPSP EDAKEEVQLFLGNAGIAMRSLTA                               
       ::   :..::: : . . :.::                                
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  52 init1:  52 opt:  61  Z-score: 103.9  bits: 23.9 E(): 0.83 
Smith-Waterman score: 61; 28.8% identity (65.4% similar) in 52 aa overlap (30-80:31-80) 
 
                10        20        30        40         50         
2MEPSP  ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
       60        70        80                              
2MEPSP DAKEEVQLFLGNAGIAMRSLTA                              
       .  .:..::: . : . : :::                              
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  49 init1:  49 opt:  60  Z-score: 102.2  bits: 23.6 E():    1 
Smith-Waterman score: 60; 32.7% identity (57.7% similar) in 52 aa overlap (30-79:31-79) 
 
                10        20        30        40        50          
2MEPSP  ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
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gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
        60        70        80                              
2MEPSP EDAKEEVQLFLGNAGIAMRSLTA                              
       ::   :..::: :   : : ::                               
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  59  Z-score: 100.6  bits: 23.3 E():  1.3 
Smith-Waterman score: 59; 36.7% identity (59.2% similar) in 49 aa overlap (33-79:34-79) 
 
             10        20        30        40        50          60 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
               70        80                              
2MEPSP KEEVQLFLGNAGIAMRSLTA                              
         :..::: : . . :.::                               
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 98.7  bits: 23.8 E():  1.6 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (15-44:33-62) 
 
                               10        20        30        40     
2MEPSP                 ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
           50        60        70        80                         
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                         
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 97.3  bits: 22.7 E():  1.9 
Smith-Waterman score: 57; 29.4% identity (62.7% similar) in 51 aa overlap (30-79:31-79) 
 
                10        20        30         40        50         
2MEPSP  ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
       60        70        80                              
2MEPSP DAKEEVQLFLGNAGIAMRSLTA                              
       .  ::..::: :   . :.:.                               
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 95.7  bits: 22.4 E():  2.4 
Smith-Waterman score: 56; 34.7% identity (59.2% similar) in 49 aa overlap (33-79:33-78) 
 
             10        20        30        40        50          60 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
               70        80                              
2MEPSP KEEVQLFLGNAGIAMRSLTA                              
         :..::: : . . :.::                               
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
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                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 95.7  bits: 22.4 E():  2.4 
Smith-Waterman score: 56; 34.7% identity (59.2% similar) in 49 aa overlap (33-79:33-78) 
 
             10        20        30        40        50          60 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
               70        80                              
2MEPSP KEEVQLFLGNAGIAMRSLTA                              
         :..::: : . . :.::                               
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 92.3  bits: 21.7 E():  3.7 
Smith-Waterman score: 54; 28.0% identity (60.0% similar) in 50 aa overlap (30-79:31-79) 
 
                10        20        30        40        50          
2MEPSP  ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
      60        70        80                              
2MEPSP AKEEVQLFLGNAGIAMRSLTA                              
        .::..::: :   . :.:.                               
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 90.6  bits: 21.4 E():  4.6 
Smith-Waterman score: 53; 25.5% identity (64.7% similar) in 51 aa overlap (30-79:31-79) 
 
                10        20        30        40         50         
2MEPSP  ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
       60        70        80                              
2MEPSP DAKEEVQLFLGNAGIAMRSLTA                              
       .  ::..::: : . . :.:.                               
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 89.9  bits: 22.0 E():    5 
Smith-Waterman score: 55; 25.0% identity (59.1% similar) in 44 aa overlap (9-52:133-176) 
 
                                     10        20        30         
2MEPSP                       ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 
                                     .:  :: . . .:  . ..  ...:: :   
gi|501 DKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSG 
            110       120       130       140       150       160   
 
       40        50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
       . ..  :  .:.::                             
gi|501 SVRSNTRPKIVNCGEL                           
            170                                   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 89.9  bits: 21.7 E():    5 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (26-51:75-101) 
 
                    10        20        30         40        50     

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 735

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP      ILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
           60        70        80                 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTA                 
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 89.0  bits: 21.1 E():  5.6 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (33-79:34-79) 
 
             10        20        30        40        50          60 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
               70        80                              
2MEPSP KEEVQLFLGNAGIAMRSLTA                              
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 86.1  bits: 22.5 E():  8.2 
Smith-Waterman score: 57; 20.7% identity (61.0% similar) in 82 aa overlap (8-78:161-242) 
 
                                      10         20           30    
2MEPSP                        ILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
              40        50             60        70        80       
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTA       
       ::...:  :.    .. .  . .: .:      . . . .  :...:....:         
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
gi|114 SIGSLGRDNSRAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPI 
              260       270       280       290       300       310 
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:9-26) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:9-26) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
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       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:9-26) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:9-26) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:9-26) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:9-26) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
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>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:10-27) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 85.7  bits: 20.5 E():  8.6 
Smith-Waterman score: 50; 31.2% identity (58.3% similar) in 48 aa overlap (33-79:34-79) 
 
             10        20        30         40        50        60  
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
              70        80                              
2MEPSP EEVQLFLGNAGIAMRSLTA                              
       ::..::: :     :.::                               
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.5  bits: 20.8 E():  8.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:15-32) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  56  Z-score: 85.3  bits: 22.2 E():  9.1 
Smith-Waterman score: 56; 28.9% identity (68.4% similar) in 38 aa overlap (36-72:315-352) 
 
          10        20        30        40        50        60      
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
           70        80                  
2MEPSP QLFLGNAGIAMRSLTA                  
       .:   .::                          
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 20.8 E():  9.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:25-42) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
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gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 20.8 E():  9.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:25-42) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  46 init1:  46 opt:  55  Z-score: 84.9  bits: 22.0 E():  9.5 
Smith-Waterman score: 55; 37.5% identity (62.5% similar) in 40 aa overlap (1-39:7-45) 
 
                     10        20         30        40        50    
2MEPSP       ILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVGCGG 
             .:::.::. :..:.  : . :  : .  :  : .: .: :               
gi|833 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINEWS 
               10        20         30        40        50          
 
            60        70        80                                  
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTA                                  
                                                                    
gi|833 GEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYCTD 
      60        70        80        90       100       110          
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  46 init1:  46 opt:  55  Z-score: 84.9  bits: 22.0 E():  9.5 
Smith-Waterman score: 55; 37.5% identity (62.5% similar) in 40 aa overlap (1-39:7-45) 
 
                     10        20         30        40        50    
2MEPSP       ILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVGCGG 
             .:::.::. :..:.  : . :  : .  :  : .: .: :               
gi|668 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINEWS 
               10        20         30        40        50          
 
            60        70        80                                  
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTA                                  
                                                                    
gi|668 GEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYCTD 
      60        70        80        90       100       110          
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 20.8 E():  9.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:26-43) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
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          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 20.8 E():  9.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:26-43) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 84.4  bits: 22.5 E():   10 
Smith-Waterman score: 57; 20.7% identity (61.0% similar) in 82 aa overlap (8-78:191-272) 
 
                                      10         20           30    
2MEPSP                        ILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
              40        50             60        70        80       
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTA       
       ::...:  :.    .. .  . .: .:      . . . .  :...:....:         
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
gi|476 SIGSLGRDNSRAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPI 
              290       300       310       320       330       340 
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 84.2  bits: 20.2 E():   10 
Smith-Waterman score: 49; 42.1% identity (78.9% similar) in 19 aa overlap (61-79:59-77) 
 
               40        50        60        70        80           
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA           
                                     ..:..::: : . . :.::            
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 84.2  bits: 20.2 E():   10 
Smith-Waterman score: 49; 28.8% identity (57.7% similar) in 52 aa overlap (30-79:29-77) 
 
               10        20        30        40        50           
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVE 
                                    ... ::....    :.: ..    :  :  : 
gi|777  MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEE 
                10        20        30        40        50          
 
       60        70        80                              
2MEPSP DAKEEVQLFLGNAGIAMRSLTA                              
       :   :..::: :   . :.:.                               
gi|777 D---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
      60           70        80        90       100        
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 19.9 E():   13 
Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (12-69:45-102) 
 
                                  10        20        30        40  
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2MEPSP                    ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
              50        60        70        80 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
       ::  :.. .   :   :. ::: .  .:            
gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD       
           80        90       100              
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 82.3  bits: 19.9 E():   13 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (16-62:5-46) 
 
               10        20        30        40        50        60 
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                      ..:..::..  .::.     ..:. .  :   .::   : : ::. 
gi|225            MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKSP-EDV 
                          10        20            30        40      
 
               70        80                                         
2MEPSP KEEVQLFLGNAGIAMRSLTA                                         
       :.                                                           
gi|225 KKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFA 
           50        60        70        80        90       100     
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 82.2  bits: 20.8 E():   13 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (7-59:113-176) 
 
                                       10         20        30      
2MEPSP                         ILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
          40                  50        60        70        80      
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA      
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:9-26) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:9-26) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 741

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:9-26) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:9-26) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:9-26) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:9-26) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:9-26) 
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       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:9-26) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:9-26) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:9-26) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 80.7  bits: 19.6 E():   16 
Smith-Waterman score: 47; 33.3% identity (54.9% similar) in 51 aa overlap (30-79:31-79) 
 
                10        20        30         40        50         
2MEPSP  ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
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       60        70        80                              
2MEPSP DAKEEVQLFLGNAGIAMRSLTA                              
          ::..::: :     : ::                               
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 80.7  bits: 19.6 E():   16 
Smith-Waterman score: 47; 33.3% identity (54.9% similar) in 51 aa overlap (30-79:31-79) 
 
                10        20        30         40        50         
2MEPSP  ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
       60        70        80                              
2MEPSP DAKEEVQLFLGNAGIAMRSLTA                              
          ::..::: :     : ::                               
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:18-35) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:22-39) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:26-43) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:26-43) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:26-43) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:26-43) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:26-43) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:26-43) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
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                    10        20        30        40        50      
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
                                                                    
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.5  bits: 21.0 E():   19 
Smith-Waterman score: 52; 33.3% identity (66.7% similar) in 33 aa overlap (38-70:17-49) 
 
        10        20        30        40        50        60        
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     :..:.:     .:  :.  ..:::...: : 
gi|190               MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGF 
                             10        20        30        40       
 
        70        80                                                
2MEPSP LGNAGIAMRSLTA                                                
        :.                                                          
gi|190 AGHGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQS 
         50        60        70        80        90       100       
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 48; 25.0% identity (54.2% similar) in 72 aa overlap (10-79:48-116) 
 
                                    10        20          30        
2MEPSP                      ILLLAALSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|374 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVESID--- 
        20        30        40        50        60        70        
 
        40        50        60        70        80                  
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                  
       ::. : . .:: : .    .:    :..:  :  : .. .::                   
gi|374 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYHTKGDAKPDEEELKK 
           80        90       100       110       120       130     
 
gi|374 GKAKGEGLFRAIEGYVLANPTQY 
          140       150        
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 46; 33.3% identity (54.9% similar) in 51 aa overlap (30-79:31-79) 
 
                10        20        30         40        50         
2MEPSP  ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
       60        70        80                              
2MEPSP DAKEEVQLFLGNAGIAMRSLTA                              
          ::..::: :     : ::                               
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.4  bits: 19.9 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (39-56:55-72) 
 
       10        20        30        40        50        60         
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
       70        80                                                 
2MEPSP GNAGIAMRSLTA                                                 
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gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.3  bits: 20.7 E():   22 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (15-63:221-261) 
 
                               10        20        30        40     
2MEPSP                 ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
           50        60        70        80                         
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                         
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 78.2  bits: 21.0 E():   22 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (17-45:246-275) 
 
                             10        20         30        40      
2MEPSP               ILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
          50        60        70        80                          
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                          
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.2  bits: 17.3 E():   22 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (36-48:5-17) 
 
          10        20        30        40        50        60      
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .: :: .:: :::                  
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI     
                                         10        20        30     
 
          70        80 
2MEPSP LFLGNAGIAMRSLTA 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 77.9  bits: 18.7 E():   23 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (37-68:40-71) 
 
         10        20        30        40        50        60       
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
         70        80  
2MEPSP FLGNAGIAMRSLTA  
       :.              
gi|154 FVDSLDKIAQVPRVG 
      70        80     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.7  bits: 21.3 E():   24 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (17-41:201-228) 
 
                             10        20           30        40    
2MEPSP               ILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
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                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            50        60        70        80                        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                        
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.5  bits: 19.9 E():   24 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (34-67:152-189) 
 
            10        20        30        40           50        60 
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
                70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTA 
       : :. .::              
gi|476 KCERGKLFANCCK         
             190             
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.5  bits: 19.9 E():   24 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (34-67:152-189) 
 
            10        20        30        40           50        60 
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
                70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTA 
       : :. .::              
gi|313 KCERGKLFANCCK         
             190             
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.4  bits: 21.0 E():   25 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (12-43:88-122) 
 
                                  10        20           30         
2MEPSP                    ILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
       40        50        60        70        80                   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                   
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 77.4  bits: 19.0 E():   25 
Smith-Waterman score: 45; 36.8% identity (78.9% similar) in 19 aa overlap (61-79:61-79) 
 
               40        50        60        70        80           
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA           
                                     ..:..::: : . . :.:.            
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
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>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 77.4  bits: 19.0 E():   25 
Smith-Waterman score: 45; 36.8% identity (78.9% similar) in 19 aa overlap (61-79:61-79) 
 
               40        50        60        70        80           
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA           
                                     ..:..::: : . . :.:.            
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 77.4  bits: 21.0 E():   25 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (12-43:88-122) 
 
                                  10        20           30         
2MEPSP                    ILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
       40        50        60        70        80                   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                   
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.7  bits: 20.7 E():   27 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (8-34:72-98) 
 
                                      10        20        30        
2MEPSP                        ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
        40        50        60        70        80                  
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                  
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.2  bits: 18.4 E():   29 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (40-68:43-71) 
 
      10        20        30        40        50        60          
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
      70        80  
2MEPSP NAGIAMRSLTA  
                    
gi|122 SLDKIAQVPRVG 
             80     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (17-41:201-228) 
 
                             10        20           30        40    
2MEPSP               ILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
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            50        60        70        80                        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                        
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (17-41:201-228) 
 
                             10        20           30        40    
2MEPSP               ILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            50        60        70        80                        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                        
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (17-41:201-228) 
 
                             10        20           30        40    
2MEPSP               ILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            50        60        70        80                        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                        
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (17-41:201-228) 
 
                             10        20           30        40    
2MEPSP               ILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            50        60        70        80                        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                        
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (17-41:201-228) 
 
                             10        20           30        40    
2MEPSP               ILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            50        60        70        80                        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                        
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
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 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (17-41:201-228) 
 
                             10        20           30        40    
2MEPSP               ILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            50        60        70        80                        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                        
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (17-41:201-228) 
 
                             10        20           30        40    
2MEPSP               ILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            50        60        70        80                        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                        
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (17-41:201-228) 
 
                             10        20           30        40    
2MEPSP               ILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            50        60        70        80                        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                        
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (17-41:201-228) 
 
                             10        20           30        40    
2MEPSP               ILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            50        60        70        80                        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                        
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (17-41:201-228) 
 
                             10        20           30        40    
2MEPSP               ILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
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              180       190       200       210       220       230 
 
            50        60        70        80                        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                        
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (17-41:201-228) 
 
                             10        20           30        40    
2MEPSP               ILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            50        60        70        80                        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                        
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (17-41:201-228) 
 
                             10        20           30        40    
2MEPSP               ILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            50        60        70        80                        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                        
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.5  bits: 19.5 E():   32 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (15-44:33-62) 
 
                               10        20        30        40     
2MEPSP                 ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
           50        60        70        80                         
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                         
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 75.4  bits: 20.1 E():   32 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (19-69:113-157) 
 
                           10        20        30        40         
2MEPSP             ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
       50        60        70        80                             
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                             
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
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>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.1  bits: 20.7 E():   33 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (36-80:163-207) 
 
          10        20        30        40        50        60      
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
          70        80                                              
2MEPSP LFLGNAGIAMRSLTA                                              
         : . ..:.:...:                                              
gi|845 QTLDQYALAQRKISALSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTT 
            200       210       220       230       240       250   
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.5  bits: 16.1 E():   36 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (37-50:3-16) 
 
         10        20        30        40        50        60       
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     :.: .::.  : ::                 
gi|463                             DFVDAHNAARAQVGVGPVHWT            
                                           10        20             
 
         70        80 
2MEPSP FLGNAGIAMRSLTA 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (21-45:195-217) 
 
                         10        20        30        40        50 
2MEPSP           ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
               60        70        80                               
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                               
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 74.1  bits: 20.4 E():   38 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (14-43:90-122) 
 
                                10        20           30        40 
2MEPSP                  ILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
               50        60        70        80                     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                     
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.2 E():   41 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (33-48:172-187) 
 
             10        20        30        40        50        60   
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
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             70        80 
2MEPSP EVQLFLGNAGIAMRSLTA 
                          
gi|256 KESLAKKNHGLSRSE    
             210          
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.2 E():   42 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (33-48:173-188) 
 
             10        20        30        40        50        60   
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
             70        80 
2MEPSP EVQLFLGNAGIAMRSLTA 
                          
gi|187 KESLAKKNHGLSRSE    
            210           
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.2 E():   42 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (33-48:173-188) 
 
             10        20        30        40        50        60   
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
             70        80 
2MEPSP EVQLFLGNAGIAMRSLTA 
                          
gi|187 KESLAKKNHGLSRSE    
            210           
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 73.2  bits: 15.8 E():   42 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (50-58:4-12) 
 
      20        30        40        50        60        70          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     ::...: .:                      
gi|544                            APPGCSNHFNLETVFGNFVK              
                                          10        20              
 
      80 
2MEPSP A 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (50-63:91-104) 
 
      20        30        40        50        60        70          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 72.9  bits: 22.1 E():   43 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (8-48:452-496) 
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                                      10            20        30    
2MEPSP                        ILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
            40        50        60        70        80              
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA              
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.9  bits: 18.9 E():   44 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (27-66:106-145) 
 
                   10        20        30        40        50       
2MEPSP     ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
         60        70        80                             
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTA                             
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 19.2 E():   48 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (50-63:76-89) 
 
      20        30        40        50        60        70          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.8  bits: 19.8 E():   50 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (4-53:214-267) 
 
                                          10        20        30    
2MEPSP                            ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
                  40        50        60        70        80        
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA        
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (50-63:91-104) 
 
      20        30        40        50        60        70          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
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      80                                                            
2MEPSP A                                                            
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (50-63:91-104) 
 
      20        30        40        50        60        70          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.0  bits: 18.3 E():   55 
Smith-Waterman score: 43; 23.6% identity (54.2% similar) in 72 aa overlap (10-79:48-116) 
 
                                    10        20          30        
2MEPSP                      ILLLAALSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|169 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVEAID--- 
        20        30        40        50        60        70        
 
        40        50        60        70        80                  
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                  
       ::. : . .:: : .    .:    :..:  :  : .. .:.                   
gi|169 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFHSKGEAKPEEEDMKK 
           80        90       100       110       120       130     
 
gi|169 GKAKGEALFKAIEGYVLANPTQY 
          140       150        
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.8  bits: 20.1 E():   57 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (19-49:378-406) 
 
                           10        20        30        40         
2MEPSP             ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
       50        60        70        80                             
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                             
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (50-63:68-81) 
 
      20        30        40        50        60        70          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
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       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (50-63:68-81) 
 
      20        30        40        50        60        70          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (50-63:69-82) 
 
      20        30        40        50        60        70          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.7  bits: 19.8 E():   57 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (14-43:90-122) 
 
                                10        20           30        40 
2MEPSP                  ILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|601 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
               50        60        70        80                     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                     
       :::                                                          
gi|601 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.7  bits: 19.8 E():   57 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (14-43:90-122) 
 
                                10        20           30        40 
2MEPSP                  ILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|467 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
               50        60        70        80                     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                     
       :::                                                          
gi|467 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 18.9 E():   60 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (50-63:80-93) 
 
      20        30        40        50        60        70          
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2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.1  bits: 17.8 E():   62 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (54-72:82-100) 
 
            30        40        50        60        70        80    
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA    
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
gi|188 QSGAIYV 
               
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (50-63:91-104) 
 
      20        30        40        50        60        70          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.0  bits: 20.6 E():   63 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (36-80:563-607) 
 
          10        20        30        40        50        60      
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
          70        80                                              
2MEPSP LFLGNAGIAMRSLTA                                              
         : . ..:.:...:                                              
gi|425 QTLDQYALAQRKISALSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLTA 
            600       610       620       630       640       650   
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (50-63:91-104) 
 
      20        30        40        50        60        70          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
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>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (50-63:91-104) 
 
      20        30        40        50        60        70          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (50-63:91-104) 
 
      20        30        40        50        60        70          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (50-63:91-104) 
 
      20        30        40        50        60        70          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (50-63:91-104) 
 
      20        30        40        50        60        70          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (50-63:91-104) 
 
      20        30        40        50        60        70          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
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                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (50-63:91-104) 
 
      20        30        40        50        60        70          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (33-57:16-40) 
 
             10        20        30        40        50        60   
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
             70        80                                           
2MEPSP EVQLFLGNAGIAMRSLTA                                           
                                                                    
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (50-63:92-105) 
 
      20        30        40        50        60        70          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (50-63:93-106) 
 
      20        30        40        50        60        70          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
      80                                                            
2MEPSP A                                                            
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gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (30-58:38-66) 
 
                10        20        30        40        50          
2MEPSP  ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
      60        70        80                                        
2MEPSP AKEEVQLFLGNAGIAMRSLTA                                        
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (25-59:48-86) 
 
                     10        20        30        40               
2MEPSP       ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
      50        60        70        80                              
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                              
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.6 E():   68 
Smith-Waterman score: 44; 37.9% identity (58.6% similar) in 29 aa overlap (3-31:49-74) 
 
                                           10        20        30   
2MEPSP                             ILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     ::   : :.   :.. ::: .   ::..:  
gi|136 TTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS---DTFTNSEVLDNSLGSMRI 
       20        30        40        50           60        70      
 
             40        50        60        70        80             
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA             
                                                                    
gi|136 KNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYIHFQISGVTNTEKLP 
          80        90       100       110       120       130      
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.1  bits: 19.5 E():   70 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (14-42:90-121) 
 
                                10        20           30        40 
2MEPSP                  ILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
               50        60        70        80                     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                     
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.1  bits: 19.5 E():   70 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (14-42:90-121) 
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                                10        20           30        40 
2MEPSP                  ILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
               50        60        70        80                     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                     
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.5 E():   71 
Smith-Waterman score: 40; 44.4% identity (66.7% similar) in 18 aa overlap (61-78:61-78) 
 
               40        50        60        70        80           
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA           
                                     :.:. ::: :   . :.:             
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.1  bits: 19.8 E():   71 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (16-49:381-414) 
 
                              10        20        30        40      
2MEPSP                ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
          50        60        70        80                          
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                          
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.5 E():   71 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (3-19:46-62) 
 
                                           10        20        30   
2MEPSP                             ILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
             40        50        60        70        80 
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                                                        
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD              
          80        90       100       110              
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.9  bits: 16.3 E():   72 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (51-65:30-44) 
 
               30        40        50        60        70        80 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                                     :     :.:.::...                
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN          
                10        20        30        40        50          
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.4 E():   73 
Smith-Waterman score: 40; 36.8% identity (73.7% similar) in 19 aa overlap (61-79:60-78) 
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               40        50        60        70        80           
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA           
                                     ..:..:::   .  .:.::            
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (23-60:3-39) 
 
               10        20        30        40        50        60 
2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                             :: .  ::  :.... :  ::. :. .: :   :.  : 
gi|398                     MAVHQYTVAL-FLAVALVAGPAASYAADLGYGPATPAAPA 
                                   10         20        30          
 
               70        80                                         
2MEPSP KEEVQLFLGNAGIAMRSLTA                                         
                                                                    
gi|398 AGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGA 
      40        50        60        70        80        90          
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.4 E():   75 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (23-32:55-64) 
 
                       10        20        30        40        50   
2MEPSP         ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
             60        70        80     
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTA     
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (16-72:110-173) 
 
                              10        20        30           40   
2MEPSP                ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
      80        90       100       110       120       130          
 
             50            60        70        80                   
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAMRSLTA                   
        :  . .   ::  ..    :  :.:.::. . :                           
gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
 
gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.0  bits: 14.6 E():   81 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (33-40:10-17) 
 
             10        20        30        40        50        60   
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     :::: .:.                       
gi|856                      ANPTFGFTPLGLSSDAN                       
                                    10                              
 
             70        80 
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2MEPSP EVQLFLGNAGIAMRSLTA 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (34-50:11-27) 
 
            10        20        30        40        50        60    
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
            70        80                                            
2MEPSP VQLFLGNAGIAMRSLTA                                            
                                                                    
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (13-44:71-102) 
 
                                 10        20        30        40   
2MEPSP                   ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
             50        60        70        80                       
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                       
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (44-79:83-118) 
 
            20        30        40        50        60        70    
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
            80                                         
2MEPSP AMRSLTA                                         
       ...: .                                          
gi|602 VIKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
            120       130       140       150          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (44-79:83-118) 
 
            20        30        40        50        60        70    
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
            80                                         
2MEPSP AMRSLTA                                         
       ...: .                                          
gi|279 VIKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
            120       130       140       150          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (44-79:83-118) 
 
            20        30        40        50        60        70    
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2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
            80                                         
2MEPSP AMRSLTA                                         
       ...: .                                          
gi|131 VIKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
            120       130       140       150          
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (28-50:150-174) 
 
                  10        20        30          40        50      
2MEPSP    ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
          60        70        80                                    
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTA                                    
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.4  bits: 19.2 E():   87 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (14-46:91-126) 
 
                                10        20           30        40 
2MEPSP                  ILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
               50        60        70        80                     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA                     
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 45; 38.7% identity (61.3% similar) in 31 aa overlap (42-72:11-41) 
 
              20        30        40        50        60        70  
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                     : : : .:. . :::: .:  . .:  : . 
gi|113                     MDKANGAYKTALKAASAVAPAEKFPVFQATFDKNLKEGLS 
                                   10        20        30        40 
 
              80                                                    
2MEPSP GIAMRSLTA                                                    
       :                                                            
gi|113 GPDAVGFAKKLDAFIQTSYLSTKAAEPKEKFDLFVLSLTEVLRFMAGAVKAPPASKFPAK 
               50        60        70        80        90       100 
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.0  bits: 19.4 E():   92 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (37-65:106-134) 
 
         10        20        30        40        50        60       
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     ::  .... .:: ::   :  :.  :  :  
gi|298 RCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGCPETFQSESEFEYPQS 
          80        90       100       110       120       130      
 
         70        80                                               
2MEPSP FLGNAGIAMRSLTA                                               
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gi|298 QRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQRTRQSESEEFS 
         140       150       160       170       180       190      
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.9  bits: 17.7 E():   93 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (26-52:146-170) 
 
                    10        20        30        40        50      
2MEPSP      ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
          60        70        80 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTA 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.3 E():   97 
Smith-Waterman score: 43; 42.9% identity (71.4% similar) in 14 aa overlap (50-63:97-110) 
 
      20        30        40        50        60        70          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:26 2011 done: Tue Apr 19 10:57:26 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 32  - 111 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     3     8:=* 
  34    13    22:==== * 
  36    22    44:======    * 
  38    53    73:==============    * 
  40    68   102:=================        * 
  42    85   125:======================         * 
  44   113   138:=============================     * 
  46   174   140:==================================*========= 
  48   195   134:=================================*=============== 
  50   159   122:==============================*========= 
  52   118   108:==========================*=== 
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  54   106    92:======================*==== 
  56    84    77:===================*= 
  58    56    63:============== * 
  60    38    51:==========  * 
  62    17    41:=====     * 
  64    24    33:======  * 
  66    11    26:===   * 
  68    19    20:====* 
  70    23    16:===*== 
  72    11    12:==* 
  74     7    10:==* 
  76    19     8:=*=== 
  78    10     6:=*= 
  80    19     5:=*=== 
  82     6     3:*= 
  84     7     3:*= 
  86    12     2:*== 
  88     2     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     2     1:*         :*= 
  98     1     0:=         *= 
 100     2     0:=         *== 
 102     1     0:=         *= 
 104     1     0:=         *= 
 106     2     0:=         *== 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.93690.00323; mu= 5.3733 0.169 
 mean_var=36.262910.614, 0's: 2 Z-trim: 3  B-trim: 65 in 1/43 
 Lambda= 0.212982 
 Kolmogorov-Smirnov  statistic: 0.1037 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   66 25.4    0.29 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   63 24.5    0.54 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   62 24.2    0.67 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   61 23.9    0.83 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   60 23.6       1 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   59 23.3     1.3 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   59 23.3     1.3 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.9     1.6 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   57 22.7     1.9 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   56 22.4     2.4 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   55 22.0       5 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.7       5 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   52 21.1     5.5 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   52 21.1     5.5 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 21.1     5.7 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   57 22.6       8 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.8     8.4 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.8     8.4 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.8     8.4 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.8     8.4 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.8     8.4 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.8     8.4 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.8     8.4 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   50 20.5     8.7 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   50 20.5     8.7 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   50 20.5     8.7 
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gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.8     8.8 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   56 22.3     8.9 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.8     9.4 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.8     9.4 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.8     9.5 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.8     9.5 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   57 22.6      10 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   49 20.2      11 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 19.9      13 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   48 19.9      13 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   48 19.9      13 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.9      13 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 20.8      13 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   53 21.4      14 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   53 21.4      14 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.9      16 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.9      16 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.9      17 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.9      17 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.9      18 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.9      18 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.9      18 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.9      18 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 21.0      19 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.9      19 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.7      22 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.9      22 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 21.0      22 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.2      23 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.3      23 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.7      23 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.9      24 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.9      24 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.0      24 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.0      24 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.7      27 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 21.0      29 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.4      29 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   44 18.7      31 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   44 18.7      31 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 20.1      31 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.6      31 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.7      32 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.8      36 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.4      37 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.0      37 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   43 18.4      38 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   43 18.4      39 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.2      41 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.2      41 
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gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.2      41 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.5      41 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.2      42 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.7      43 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.9      44 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.2      47 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 19.8      49 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.2      50 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.2      51 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   43 18.3      55 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.1      55 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.8      56 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   48 19.8      56 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.9      56 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.9      56 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.9      57 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.9      59 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   51 20.7      61 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.9      62 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.9      62 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.9      62 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.9      62 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.9      62 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.9      62 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.9      62 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.9      62 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.9      62 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.9      63 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.7      63 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.0      63 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.0      66 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   44 18.6      68 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 18.0      68 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.5      69 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.5      69 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.8      69 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   41 17.7      70 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.4      71 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.4      72 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.3      73 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.9      74 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.4      76 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.3      77 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.3      81 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.3      81 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.5      84 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   41 17.7      85 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   41 17.7      85 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   41 17.7      85 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.9      85 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.2      85 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   45 18.9      89 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   47 19.5      90 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.7      93 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      96 
gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.0   1e 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 112.2  bits: 25.4 E(): 0.29 
Smith-Waterman score: 66; 30.2% identity (66.0% similar) in 53 aa overlap (29-80:31-81) 
 
                 10        20        30        40         50        
2MEPSP   LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
        60        70        80                             
2MEPSP DAKEEVQLFLGNAGIAMRSLTAA                             
       .  .:..::: . : . : ::::                             
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
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                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  52 init1:  52 opt:  63  Z-score: 107.2  bits: 24.5 E(): 0.54 
Smith-Waterman score: 63; 33.3% identity (57.4% similar) in 54 aa overlap (29-80:31-81) 
 
                 10        20        30        40        50         
2MEPSP   LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
         60        70        80                             
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAA                             
       ::   :..::: :   : : :: :                             
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.6  bits: 24.2 E(): 0.67 
Smith-Waterman score: 62; 37.3% identity (58.8% similar) in 51 aa overlap (32-80:34-81) 
 
              10        20        30        40        50            
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
      60        70        80                             
2MEPSP KEEVQLFLGNAGIAMRSLTAA                             
         :..::: : . . :.:: :                             
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 103.9  bits: 23.9 E(): 0.83 
Smith-Waterman score: 61; 34.4% identity (54.1% similar) in 61 aa overlap (18-78:22-78) 
 
                   10        20        30        40        50       
2MEPSP     LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                            .: : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
         60        70        80                              
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAA                              
       ::   :..::: : . . :.::                                
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  50 init1:  50 opt:  60  Z-score: 102.3  bits: 23.6 E():    1 
Smith-Waterman score: 60; 30.2% identity (62.3% similar) in 53 aa overlap (29-80:31-81) 
 
                 10        20        30         40        50        
2MEPSP   LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
        60        70        80                             
2MEPSP DAKEEVQLFLGNAGIAMRSLTAA                             
       .  ::..::: :   . :.:. :                             
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  52 init1:  52 opt:  59  Z-score: 100.7  bits: 23.3 E():  1.3 
Smith-Waterman score: 59; 35.3% identity (58.8% similar) in 51 aa overlap (32-80:33-80) 
 
              10        20        30        40        50            

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 770

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
      60        70        80                             
2MEPSP KEEVQLFLGNAGIAMRSLTAA                             
         :..::: : . . :.:: :                             
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  52 init1:  52 opt:  59  Z-score: 100.7  bits: 23.3 E():  1.3 
Smith-Waterman score: 59; 35.3% identity (58.8% similar) in 51 aa overlap (32-80:33-80) 
 
              10        20        30        40        50            
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
      60        70        80                             
2MEPSP KEEVQLFLGNAGIAMRSLTAA                             
         :..::: : . . :.:: :                             
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 98.8  bits: 23.9 E():  1.6 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (14-43:33-62) 
 
                                10        20        30        40    
2MEPSP                  LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
            50        60        70        80                        
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                        
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 97.3  bits: 22.7 E():  1.9 
Smith-Waterman score: 57; 28.8% identity (59.6% similar) in 52 aa overlap (29-80:31-81) 
 
                 10        20        30        40        50         
2MEPSP   LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
       60        70        80                             
2MEPSP AKEEVQLFLGNAGIAMRSLTAA                             
        .::..::: :   . :.:. :                             
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 95.6  bits: 22.4 E():  2.4 
Smith-Waterman score: 56; 26.4% identity (64.2% similar) in 53 aa overlap (29-80:31-81) 
 
                 10        20        30        40         50        
2MEPSP   LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
        60        70        80                             
2MEPSP DAKEEVQLFLGNAGIAMRSLTAA                             
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       .  ::..::: : . . :.:. :                             
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 89.9  bits: 22.0 E():    5 
Smith-Waterman score: 55; 25.0% identity (59.1% similar) in 44 aa overlap (8-51:133-176) 
 
                                      10        20        30        
2MEPSP                        LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 
                                     .:  :: . . .:  . ..  ...:: :   
gi|501 DKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSG 
            110       120       130       140       150       160   
 
        40        50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
       . ..  :  .:.::                              
gi|501 SVRSNTRPKIVNCGEL                            
            170                                    
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 89.9  bits: 21.7 E():    5 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (25-50:75-101) 
 
                     10        20         30        40        50    
2MEPSP       LLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
            60        70        80                
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAA                
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 89.1  bits: 21.1 E():  5.5 
Smith-Waterman score: 52; 29.6% identity (57.4% similar) in 54 aa overlap (29-80:29-79) 
 
               10        20        30        40        50           
2MEPSP LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
       60        70        80                             
2MEPSP AKEEVQLFLGNAGIAMRSLTAA                             
          :..::: :   . :.:. :                             
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.1  bits: 21.1 E():  5.5 
Smith-Waterman score: 52; 42.9% identity (76.2% similar) in 21 aa overlap (60-80:59-79) 
 
      30        40        50        60        70        80          
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA          
                                     ..:..::: : . . :.:: :          
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 89.0  bits: 21.1 E():  5.7 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (32-78:34-79) 
 
              10        20        30        40        50            
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
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                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
      60        70        80                             
2MEPSP KEEVQLFLGNAGIAMRSLTAA                             
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 86.2  bits: 22.6 E():    8 
Smith-Waterman score: 57; 20.7% identity (61.0% similar) in 82 aa overlap (7-77:161-242) 
 
                                       10         20           30   
2MEPSP                         LLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
               40        50             60        70        80      
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAA      
       ::...:  :.    .. .  . .: .:      . . . .  :...:....:         
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
gi|114 SIGSLGRDNSRAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPI 
              260       270       280       290       300       310 
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:9-26) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:9-26) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:9-26) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
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        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:9-26) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:9-26) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:9-26) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:10-27) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
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 initn:  46 init1:  46 opt:  50  Z-score: 85.6  bits: 20.5 E():  8.7 
Smith-Waterman score: 50; 34.0% identity (54.7% similar) in 53 aa overlap (29-80:31-81) 
 
                 10        20        30         40        50        
2MEPSP   LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
        60        70        80                             
2MEPSP DAKEEVQLFLGNAGIAMRSLTAA                             
          ::..::: :     : :: :                             
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 85.6  bits: 20.5 E():  8.7 
Smith-Waterman score: 50; 34.0% identity (54.7% similar) in 53 aa overlap (29-80:31-81) 
 
                 10        20        30         40        50        
2MEPSP   LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
        60        70        80                             
2MEPSP DAKEEVQLFLGNAGIAMRSLTAA                             
          ::..::: :     : :: :                             
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 85.6  bits: 20.5 E():  8.7 
Smith-Waterman score: 50; 31.2% identity (58.3% similar) in 48 aa overlap (32-78:34-79) 
 
              10        20        30         40        50        60 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
               70        80                             
2MEPSP EEVQLFLGNAGIAMRSLTAA                             
       ::..::: :     :.::                               
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.6  bits: 20.8 E():  8.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:15-32) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  56  Z-score: 85.4  bits: 22.3 E():  8.9 
Smith-Waterman score: 56; 28.9% identity (68.4% similar) in 38 aa overlap (35-71:315-352) 
 
           10        20        30        40        50        60     
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
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          290       300       310       320       330       340     
 
            70        80                 
2MEPSP QLFLGNAGIAMRSLTAA                 
       .:   .::                          
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.8 E():  9.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:25-42) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.8 E():  9.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:25-42) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 20.8 E():  9.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:26-43) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 20.8 E():  9.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:26-43) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
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>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 84.6  bits: 22.6 E():   10 
Smith-Waterman score: 57; 20.7% identity (61.0% similar) in 82 aa overlap (7-77:191-272) 
 
                                       10         20           30   
2MEPSP                         LLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
               40        50             60        70        80      
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAA      
       ::...:  :.    .. .  . .: .:      . . . .  :...:....:         
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
gi|476 SIGSLGRDNSRAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPI 
              290       300       310       320       330       340 
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 84.0  bits: 20.2 E():   11 
Smith-Waterman score: 49; 34.0% identity (54.7% similar) in 53 aa overlap (29-80:31-81) 
 
                 10        20        30         40        50        
2MEPSP   LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
        60        70        80                             
2MEPSP DAKEEVQLFLGNAGIAMRSLTAA                             
          ::..::: :     : :: :                             
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 19.9 E():   13 
Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (11-68:45-102) 
 
                                   10        20        30        40 
2MEPSP                     LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
               50        60        70        80 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
       ::  :.. .   :   :. ::: .  .:             
gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD        
           80        90       100               
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.3  bits: 19.9 E():   13 
Smith-Waterman score: 48; 38.1% identity (76.2% similar) in 21 aa overlap (60-80:61-81) 
 
      30        40        50        60        70        80          
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA          
                                     ..:..::: : . . :.:. :          
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.3  bits: 19.9 E():   13 
Smith-Waterman score: 48; 38.1% identity (76.2% similar) in 21 aa overlap (60-80:61-81) 
 
      30        40        50        60        70        80          
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA          
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                                     ..:..::: : . . :.:. :          
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 82.3  bits: 19.9 E():   13 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (15-61:5-46) 
 
               10        20        30        40        50        60 
2MEPSP LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK 
                     ..:..::..  .::.     ..:. .  :   .::   : : ::.: 
gi|225           MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKSP-EDVK 
                         10        20            30        40       
 
               70        80                                         
2MEPSP EEVQLFLGNAGIAMRSLTAA                                         
       .                                                            
gi|225 KVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFAT 
          50        60        70        80        90       100      
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 82.2  bits: 20.8 E():   13 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (6-58:113-176) 
 
                                        10         20        30     
2MEPSP                          LLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
           40                  50        60        70        80     
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA     
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 81.7  bits: 21.4 E():   14 
Smith-Waterman score: 53; 38.5% identity (61.5% similar) in 39 aa overlap (1-38:8-45) 
 
                      10        20         30        40        50   
2MEPSP        LLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVGCGG 
              :::.::. :..:.  : . :  : .  :  : .: .: :               
gi|833 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINEWS 
               10        20         30        40        50          
 
             60        70        80                                 
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAA                                 
                                                                    
gi|833 GEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYCTD 
      60        70        80        90       100       110          
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 81.7  bits: 21.4 E():   14 
Smith-Waterman score: 53; 38.5% identity (61.5% similar) in 39 aa overlap (1-38:8-45) 
 
                      10        20         30        40        50   
2MEPSP        LLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVGCGG 
              :::.::. :..:.  : . :  : .  :  : .: .: :               
gi|668 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINEWS 
               10        20         30        40        50          
 
             60        70        80                                 
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAA                                 
                                                                    
gi|668 GEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYCTD 
      60        70        80        90       100       110          
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>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:9-26) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:9-26) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:9-26) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:9-26) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:9-26) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 779

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:9-26) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:9-26) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:9-26) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:9-26) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
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       40        50        60        70        80        90         
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:9-26) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:18-35) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.2  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:22-39) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:26-43) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:26-43) 
 
        10        20        30        40        50        60        
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2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:26-43) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:26-43) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:26-43) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:26-43) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
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gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.6  bits: 21.0 E():   19 
Smith-Waterman score: 52; 33.3% identity (66.7% similar) in 33 aa overlap (37-69:17-49) 
 
         10        20        30        40        50        60       
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     :..:.:     .:  :.  ..:::...: : 
gi|190               MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGF 
                             10        20        30        40       
 
         70        80                                               
2MEPSP LGNAGIAMRSLTAA                                               
        :.                                                          
gi|190 AGHGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQS 
         50        60        70        80        90       100       
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 48; 25.0% identity (54.2% similar) in 72 aa overlap (9-78:48-116) 
 
                                     10        20          30       
2MEPSP                       LLLAALSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|374 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVESID--- 
        20        30        40        50        60        70        
 
         40        50        60        70        80                 
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                 
       ::. : . .:: : .    .:    :..:  :  : .. .::                   
gi|374 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYHTKGDAKPDEEELKK 
           80        90       100       110       120       130     
 
gi|374 GKAKGEGLFRAIEGYVLANPTQY 
          140       150        
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.5  bits: 20.7 E():   22 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (14-62:221-261) 
 
                                10        20        30        40    
2MEPSP                  LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
            50        60        70        80                        
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                        
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.4  bits: 19.9 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (38-55:55-72) 
 
        10        20        30        40        50        60        
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
        70        80                                                
2MEPSP GNAGIAMRSLTAA                                                
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
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>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 78.4  bits: 21.0 E():   22 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (16-44:246-275) 
 
                              10        20         30        40     
2MEPSP                LLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
           50        60        70        80                         
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                         
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.0  bits: 17.2 E():   23 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (35-47:5-17) 
 
           10        20        30        40        50        60     
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .: :: .:: :::                  
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI     
                                         10        20        30     
 
           70        80 
2MEPSP LFLGNAGIAMRSLTAA 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (16-40:201-228) 
 
                              10        20           30        40   
2MEPSP                LLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             50        60        70        80                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                       
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 77.8  bits: 18.7 E():   23 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (36-67:40-71) 
 
          10        20        30        40        50        60      
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
          70        80 
2MEPSP FLGNAGIAMRSLTAA 
       :.              
gi|154 FVDSLDKIAQVPRVG 
      70        80     
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.6  bits: 19.9 E():   24 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (33-66:152-189) 
 
             10        20        30        40           50          
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
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      60         70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAA 
       : :. .::               
gi|476 KCERGKLFANCCK          
             190              
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.6  bits: 19.9 E():   24 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (33-66:152-189) 
 
             10        20        30        40           50          
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
      60         70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAA 
       : :. .::               
gi|313 KCERGKLFANCCK          
             190              
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.6  bits: 21.0 E():   24 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (11-42:88-122) 
 
                                   10        20           30        
2MEPSP                     LLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
        40        50        60        70        80                  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                  
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 77.5  bits: 21.0 E():   24 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (11-42:88-122) 
 
                                   10        20           30        
2MEPSP                     LLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
        40        50        60        70        80                  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                  
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (7-33:72-98) 
 
                                       10        20        30       
2MEPSP                         LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
         40        50        60        70        80                 
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                 
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (16-40:201-228) 
 
                              10        20           30        40   
2MEPSP                LLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             50        60        70        80                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                       
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (16-40:201-228) 
 
                              10        20           30        40   
2MEPSP                LLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             50        60        70        80                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                       
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (16-40:201-228) 
 
                              10        20           30        40   
2MEPSP                LLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             50        60        70        80                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                       
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (16-40:201-228) 
 
                              10        20           30        40   
2MEPSP                LLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             50        60        70        80                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                       
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (16-40:201-228) 
 
                              10        20           30        40   
2MEPSP                LLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
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              180       190       200       210       220       230 
 
             50        60        70        80                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                       
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (16-40:201-228) 
 
                              10        20           30        40   
2MEPSP                LLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             50        60        70        80                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                       
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (16-40:201-228) 
 
                              10        20           30        40   
2MEPSP                LLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             50        60        70        80                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                       
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (16-40:201-228) 
 
                              10        20           30        40   
2MEPSP                LLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             50        60        70        80                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                       
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (16-40:201-228) 
 
                              10        20           30        40   
2MEPSP                LLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             50        60        70        80                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                       
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
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>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (16-40:201-228) 
 
                              10        20           30        40   
2MEPSP                LLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             50        60        70        80                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                       
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (16-40:201-228) 
 
                              10        20           30        40   
2MEPSP                LLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             50        60        70        80                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                       
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (16-40:201-228) 
 
                              10        20           30        40   
2MEPSP                LLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             50        60        70        80                       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                       
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.2  bits: 18.4 E():   29 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (39-67:43-71) 
 
       10        20        30        40        50        60         
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
       70        80 
2MEPSP NAGIAMRSLTAA 
                    
gi|122 SLDKIAQVPRVG 
             80     
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 44; 36.0% identity (50.0% similar) in 50 aa overlap (33-80:35-81) 
 
             10        20        30        40        50          60 
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 788

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
               70        80                             
2MEPSP EEVQLFLGNAGIAMRSLTAA                             
        :..:::     . :.:: :                             
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 44; 36.0% identity (50.0% similar) in 50 aa overlap (33-80:35-81) 
 
             10        20        30        40        50          60 
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
               70        80                             
2MEPSP EEVQLFLGNAGIAMRSLTAA                             
        :..:::     . :.:: :                             
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 75.6  bits: 20.1 E():   31 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (18-68:113-157) 
 
                            10        20        30        40        
2MEPSP              LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
        50        60        70        80                            
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                            
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.5  bits: 19.6 E():   31 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (14-43:33-62) 
 
                                10        20        30        40    
2MEPSP                  LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
            50        60        70        80                        
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                        
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.3  bits: 20.7 E():   32 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (35-79:163-207) 
 
           10        20        30        40        50        60     
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
           70        80                                             
2MEPSP LFLGNAGIAMRSLTAA                                             
         : . ..:.:...:                                              
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gi|845 QTLDQYALAQRKISALSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTT 
            200       210       220       230       240       250   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (20-44:195-217) 
 
                          10        20        30        40          
2MEPSP            LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
      50        60        70        80                              
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                              
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 74.2  bits: 20.4 E():   37 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (13-42:90-122) 
 
                                 10        20           30          
2MEPSP                   LLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
      40        50        60        70        80                    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                    
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.2  bits: 16.0 E():   37 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (36-49:3-16) 
 
          10        20        30        40        50        60      
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     :.: .::.  : ::                 
gi|463                             DFVDAHNAARAQVGVGPVHWT            
                                           10        20             
 
          70        80 
2MEPSP FLGNAGIAMRSLTAA 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 43; 42.9% identity (66.7% similar) in 21 aa overlap (60-80:61-81) 
 
      30        40        50        60        70        80          
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA          
                                     :.:. ::: :   . :.:. :          
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.4 E():   39 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (60-80:60-80) 
 
      30        40        50        60        70        80          
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA          
                                     ..:..:::   .  .:.:: :          
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
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gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.4  bits: 19.2 E():   41 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (32-47:172-187) 
 
              10        20        30        40        50        60  
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
              70        80 
2MEPSP EVQLFLGNAGIAMRSLTAA 
                           
gi|256 KESLAKKNHGLSRSE     
             210           
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.4  bits: 19.2 E():   41 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (32-47:173-188) 
 
              10        20        30        40        50        60  
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
              70        80 
2MEPSP EVQLFLGNAGIAMRSLTAA 
                           
gi|187 KESLAKKNHGLSRSE     
            210            
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.4  bits: 19.2 E():   41 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (32-47:173-188) 
 
              10        20        30        40        50        60  
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
              70        80 
2MEPSP EVQLFLGNAGIAMRSLTAA 
                           
gi|187 KESLAKKNHGLSRSE     
            210            
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.3  bits: 19.5 E():   41 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (49-62:91-104) 
 
       20        30        40        50        60        70         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 73.3  bits: 22.2 E():   42 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (7-47:452-496) 
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                                       10            20        30   
2MEPSP                         LLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
             40        50        60        70        80             
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA             
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 73.0  bits: 15.7 E():   43 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (49-57:4-12) 
 
       20        30        40        50        60        70         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     ::...: .:                      
gi|544                            APPGCSNHFNLETVFGNFVK              
                                          10        20              
 
       80 
2MEPSP AA 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.9  bits: 18.9 E():   44 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (26-65:106-145) 
 
                    10        20        30        40        50      
2MEPSP      LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
          60        70        80                            
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAA                            
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 19.2 E():   47 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (49-62:76-89) 
 
       20        30        40        50        60        70         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.0  bits: 19.8 E():   49 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (3-52:214-267) 
 
                                           10        20        30   
2MEPSP                             LLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
                   40        50        60        70        80       
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA       
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
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             250       260       270       280       290       300  
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (49-62:91-104) 
 
       20        30        40        50        60        70         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (49-62:91-104) 
 
       20        30        40        50        60        70         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.0  bits: 18.3 E():   55 
Smith-Waterman score: 43; 23.6% identity (54.2% similar) in 72 aa overlap (9-78:48-116) 
 
                                     10        20          30       
2MEPSP                       LLLAALSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|169 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVEAID--- 
        20        30        40        50        60        70        
 
         40        50        60        70        80                 
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                 
       ::. : . .:: : .    .:    :..:  :  : .. .:.                   
gi|169 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFHSKGEAKPEEEDMKK 
           80        90       100       110       120       130     
 
gi|169 GKAKGEALFKAIEGYVLANPTQY 
          140       150        
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 71.0  bits: 20.1 E():   55 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (18-48:378-406) 
 
                            10        20        30        40        
2MEPSP              LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
        50        60        70        80                            
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                            
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.9  bits: 19.8 E():   56 
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Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (13-42:90-122) 
 
                                 10        20           30          
2MEPSP                   LLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|601 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
      40        50        60        70        80                    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                    
       :::                                                          
gi|601 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.9  bits: 19.8 E():   56 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (13-42:90-122) 
 
                                 10        20           30          
2MEPSP                   LLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|467 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
      40        50        60        70        80                    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                    
       :::                                                          
gi|467 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (49-62:68-81) 
 
       20        30        40        50        60        70         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (49-62:68-81) 
 
       20        30        40        50        60        70         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (49-62:69-82) 
 
       20        30        40        50        60        70         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
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       80                                                           
2MEPSP AA                                                           
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 18.9 E():   59 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (49-62:80-93) 
 
       20        30        40        50        60        70         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.3  bits: 20.7 E():   61 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (35-79:563-607) 
 
           10        20        30        40        50        60     
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
           70        80                                             
2MEPSP LFLGNAGIAMRSLTAA                                             
         : . ..:.:...:                                              
gi|425 QTLDQYALAQRKISALSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLTA 
            600       610       620       630       640       650   
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (49-62:91-104) 
 
       20        30        40        50        60        70         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (49-62:91-104) 
 
       20        30        40        50        60        70         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
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>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (49-62:91-104) 
 
       20        30        40        50        60        70         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (49-62:91-104) 
 
       20        30        40        50        60        70         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (49-62:91-104) 
 
       20        30        40        50        60        70         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (49-62:91-104) 
 
       20        30        40        50        60        70         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (49-62:91-104) 
 
       20        30        40        50        60        70         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
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gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (49-62:91-104) 
 
       20        30        40        50        60        70         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (49-62:92-105) 
 
       20        30        40        50        60        70         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (49-62:93-106) 
 
       20        30        40        50        60        70         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.1  bits: 17.7 E():   63 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (53-71:82-100) 
 
             30        40        50        60        70        80   
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA   
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
gi|188 QSGAIYV 
               
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (32-56:16-40) 
 
              10        20        30        40        50        60  
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
              70        80                                          
2MEPSP EVQLFLGNAGIAMRSLTAA                                          
                                                                    
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (29-57:38-66) 
 
                 10        20        30        40        50         
2MEPSP   LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
       60        70        80                                       
2MEPSP AKEEVQLFLGNAGIAMRSLTAA                                       
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.6 E():   68 
Smith-Waterman score: 44; 37.9% identity (58.6% similar) in 29 aa overlap (2-30:49-74) 
 
                                            10        20        30  
2MEPSP                              LLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     ::   : :.   :.. ::: .   ::..:  
gi|136 TTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS---DTFTNSEVLDNSLGSMRI 
       20        30        40        50           60        70      
 
              40        50        60        70        80            
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA            
                                                                    
gi|136 KNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYIHFQISGVTNTEKLP 
          80        90       100       110       120       130      
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (24-58:48-86) 
 
                      10        20        30             40         
2MEPSP        LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
       50        60        70        80                             
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                             
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.3  bits: 19.5 E():   69 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (13-41:90-121) 
 
                                 10        20           30          
2MEPSP                   LLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
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      60        70        80        90       100       110          
 
      40        50        60        70        80                    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                    
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.3  bits: 19.5 E():   69 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (13-41:90-121) 
 
                                 10        20           30          
2MEPSP                   LLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
      40        50        60        70        80                    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                    
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.2  bits: 19.8 E():   69 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (15-48:381-414) 
 
                               10        20        30        40     
2MEPSP                 LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
           50        60        70        80                         
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                         
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 41; 31.0% identity (65.5% similar) in 29 aa overlap (52-80:6-33) 
 
              30        40        50        60        70        80  
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA  
                                     :.. . : .:. . :: . :...   :::  
gi|144                          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAK 
                                        10         20        30     
 
gi|144 TVKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQ 
           40        50        60        70        80        90     
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.4 E():   71 
Smith-Waterman score: 40; 38.1% identity (61.9% similar) in 21 aa overlap (60-80:61-81) 
 
      30        40        50        60        70        80          
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA          
                                     ..:. ::: :   . : :. :          
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.4 E():   72 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (2-18:46-62) 
 
                                            10        20        30  
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2MEPSP                              LLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
              40        50        60        70        80 
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                                                         
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD               
          80        90       100       110               
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.8  bits: 16.3 E():   73 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (50-64:30-44) 
 
      20        30        40        50        60        70          
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                                     :     :.:.::...                
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN          
                10        20        30        40        50          
 
      80 
2MEPSP A 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (22-59:3-39) 
 
               10        20        30        40        50        60 
2MEPSP LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK 
                            :: .  ::  :.... :  ::. :. .: :   :.  :  
gi|398                    MAVHQYTVAL-FLAVALVAGPAASYAADLGYGPATPAAPAA 
                                  10         20        30        40 
 
               70        80                                         
2MEPSP EEVQLFLGNAGIAMRSLTAA                                         
                                                                    
gi|398 GYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAA 
               50        60        70        80        90       100 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (22-31:55-64) 
 
                        10        20        30        40        50  
2MEPSP          LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
              60        70        80    
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAA    
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (15-71:110-173) 
 
                               10        20        30           40  
2MEPSP                 LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
      80        90       100       110       120       130          
 
              50            60        70        80                  
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAMRSLTAA                  
        :  . .   ::  ..    :  :.:.::. . :                           
gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
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gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (12-43:71-102) 
 
                                  10        20        30        40  
2MEPSP                    LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
              50        60        70        80                      
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                      
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (33-49:11-27) 
 
             10        20        30        40        50        60   
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
             70        80                                           
2MEPSP VQLFLGNAGIAMRSLTAA                                           
                                                                    
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.7  bits: 14.5 E():   84 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (32-39:10-17) 
 
              10        20        30        40        50        60  
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     :::: .:.                       
gi|856                      ANPTFGFTPLGLSSDAN                       
                                    10                              
 
              70        80 
2MEPSP EVQLFLGNAGIAMRSLTAA 
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (43-78:83-118) 
 
             20        30        40        50        60        70   
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
             80                                        
2MEPSP AMRSLTAA                                        
       ...: .                                          
gi|602 VIKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
            120       130       140       150          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (43-78:83-118) 
 
             20        30        40        50        60        70   
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 801

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     : .:. : . .  .:  . :..:  ...:  
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
             80                                        
2MEPSP AMRSLTAA                                        
       ...: .                                          
gi|279 VIKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
            120       130       140       150          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (43-78:83-118) 
 
             20        30        40        50        60        70   
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
             80                                        
2MEPSP AMRSLTAA                                        
       ...: .                                          
gi|131 VIKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
            120       130       140       150          
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.6  bits: 18.9 E():   85 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (27-49:150-174) 
 
                   10        20        30          40        50     
2MEPSP     LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
           60        70        80                                   
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAA                                   
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (13-45:91-126) 
 
                                 10        20           30          
2MEPSP                   LLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
      40        50        60        70        80                    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                    
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.9 E():   89 
Smith-Waterman score: 45; 38.7% identity (61.3% similar) in 31 aa overlap (41-71:11-41) 
 
               20        30        40        50        60        70 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                     : : : .:. . :::: .:  . .:  : . 
gi|113                     MDKANGAYKTALKAASAVAPAEKFPVFQATFDKNLKEGLS 
                                   10        20        30        40 
 
               80                                                   
2MEPSP GIAMRSLTAA                                                   
       :                                                            
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gi|113 GPDAVGFAKKLDAFIQTSYLSTKAAEPKEKFDLFVLSLTEVLRFMAGAVKAPPASKFPAK 
               50        60        70        80        90       100 
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.2  bits: 19.5 E():   90 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (36-64:106-134) 
 
          10        20        30        40        50        60      
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     ::  .... .:: ::   :  :.  :  :  
gi|298 RCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGCPETFQSESEFEYPQS 
          80        90       100       110       120       130      
 
          70        80                                              
2MEPSP FLGNAGIAMRSLTAA                                              
                                                                    
gi|298 QRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQRTRQSESEEFS 
         140       150       160       170       180       190      
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.9  bits: 17.7 E():   93 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (25-51:146-170) 
 
                     10        20        30        40        50     
2MEPSP       LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
           60        70        80 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAA 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 43; 42.9% identity (71.4% similar) in 14 aa overlap (49-62:97-110) 
 
       20        30        40        50        60        70         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (12-43:71-102) 
 
                                  10        20        30        40  
2MEPSP                    LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
 
              50        60        70        80                      
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA                      
       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:26 2011 done: Tue Apr 19 10:57:26 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
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Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 33  - 112 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32     2     8:=* 
  34    16    22:==== * 
  36    20    44:=====     * 
  38    53    73:==============    * 
  40    77   102:====================     * 
  42    74   125:===================            * 
  44   111   138:============================      * 
  46   176   140:==================================*========= 
  48   187   134:=================================*============= 
  50   163   122:==============================*========== 
  52   116   108:==========================*== 
  54   109    92:======================*===== 
  56    83    77:===================*= 
  58    61    63:===============* 
  60    39    51:==========  * 
  62    15    41:====      * 
  64    24    33:======  * 
  66    12    26:===   * 
  68    18    20:====* 
  70    24    16:===*== 
  72    13    12:==*= 
  74     7    10:==* 
  76    18     8:=*=== 
  78    11     6:=*= 
  80    18     5:=*=== 
  82     5     3:*= 
  84     7     3:*= 
  86    12     2:*== 
  88     2     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     2     1:*         :*= 
  98     1     0:=         *= 
 100     2     0:=         *== 
 102     1     0:=         *= 
 104     1     0:=         *= 
 106     2     0:=         *== 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.91300.00321; mu= 5.4521 0.169 
 mean_var=36.432410.693, 0's: 2 Z-trim: 3  B-trim: 65 in 1/43 
 Lambda= 0.212486 
 Kolmogorov-Smirnov  statistic: 0.1057 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
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Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   66 25.4    0.29 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   63 24.5    0.55 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   62 24.2    0.68 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   61 23.9    0.84 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   60 23.6       1 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   59 23.3     1.3 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   59 23.3     1.3 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.8     1.6 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   57 22.7       2 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   56 22.4     2.4 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   55 22.0       5 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.7       5 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   52 21.1     5.6 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   52 21.1     5.6 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 21.1     5.7 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   57 22.6     7.2 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   57 22.6       8 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.8     8.4 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.8     8.4 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.8     8.4 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.8     8.4 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.8     8.4 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.8     8.4 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.8     8.4 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   50 20.5     8.7 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   50 20.5     8.7 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   50 20.5     8.7 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.8     8.8 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.8     9.5 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.8     9.5 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.8     9.5 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.8     9.5 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   57 22.6     9.9 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   49 20.2      11 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 19.9      13 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   48 19.9      13 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   48 19.9      13 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 20.8      13 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.9      13 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.9      16 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.9      16 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.9      16 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.9      17 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.9      17 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.9      18 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.9      18 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.9      18 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.9      18 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 21.1      19 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.9      19 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.8      22 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.9      22 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 21.0      22 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.3      23 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.2      23 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.7      23 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.9      24 
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gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.9      24 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.0      24 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.0      24 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.7      26 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      28 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 21.0      28 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      28 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.4      29 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   44 18.7      31 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   44 18.7      31 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 20.1      31 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.6      31 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.7      32 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.8      36 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.4      37 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.0      37 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   43 18.4      38 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   43 18.4      39 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   48 19.8      41 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   48 19.8      41 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.2      41 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.2      41 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.2      41 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.2      41 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.5      41 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.9      44 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.7      44 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.2      47 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 19.8      49 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.2      50 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.2      51 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.1      55 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   43 18.3      55 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.8      56 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   48 19.8      56 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.9      56 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.9      56 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.9      56 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.9      59 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   51 20.7      60 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.9      61 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.9      62 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.9      62 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.9      62 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.9      62 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.9      62 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.9      62 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.9      62 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.9      62 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.9      62 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.7      63 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.0      63 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.0      66 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   44 18.6      67 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 18.0      68 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.5      69 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.5      69 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.8      69 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   41 17.7      70 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.4      71 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.4      72 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.9      73 
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gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.3      74 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.4      76 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.3      76 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.3      81 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.3      81 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.9      84 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   41 17.7      85 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   41 17.7      85 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   41 17.7      85 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.2      85 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.5      85 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   45 18.9      88 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   47 19.5      89 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.7      92 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      96 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   46 19.2      99 
gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.0      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 112.1  bits: 25.4 E(): 0.29 
Smith-Waterman score: 66; 30.2% identity (66.0% similar) in 53 aa overlap (28-79:31-81) 
 
                  10        20        30        40         50       
2MEPSP    LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
         60        70        80                            
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAV                            
       .  .:..::: . : . : ::::                             
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  52 init1:  52 opt:  63  Z-score: 107.2  bits: 24.5 E(): 0.55 
Smith-Waterman score: 63; 33.3% identity (57.4% similar) in 54 aa overlap (28-79:31-81) 
 
                  10        20        30        40        50        
2MEPSP    LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
          60        70        80                            
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAV                            
       ::   :..::: :   : : :: :                             
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.5  bits: 24.2 E(): 0.68 
Smith-Waterman score: 62; 37.3% identity (58.8% similar) in 51 aa overlap (31-79:34-81) 
 
               10        20        30        40        50           
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
       60        70        80                            
2MEPSP KEEVQLFLGNAGIAMRSLTAAV                            
         :..::: : . . :.:: :                             
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 103.8  bits: 23.9 E(): 0.84 
Smith-Waterman score: 61; 34.4% identity (54.1% similar) in 61 aa overlap (17-77:22-78) 
 
                    10        20        30        40        50      
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2MEPSP      LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                            .: : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
          60        70        80                             
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAV                             
       ::   :..::: : . . :.::                                
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  50 init1:  50 opt:  60  Z-score: 102.2  bits: 23.6 E():    1 
Smith-Waterman score: 60; 30.2% identity (62.3% similar) in 53 aa overlap (28-79:31-81) 
 
                  10        20        30         40        50       
2MEPSP    LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
         60        70        80                            
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAV                            
       .  ::..::: :   . :.:. :                             
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  52 init1:  52 opt:  59  Z-score: 100.6  bits: 23.3 E():  1.3 
Smith-Waterman score: 59; 35.3% identity (58.8% similar) in 51 aa overlap (31-79:33-80) 
 
               10        20        30        40        50           
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
       60        70        80                            
2MEPSP KEEVQLFLGNAGIAMRSLTAAV                            
         :..::: : . . :.:: :                             
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  52 init1:  52 opt:  59  Z-score: 100.6  bits: 23.3 E():  1.3 
Smith-Waterman score: 59; 35.3% identity (58.8% similar) in 51 aa overlap (31-79:33-80) 
 
               10        20        30        40        50           
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
       60        70        80                            
2MEPSP KEEVQLFLGNAGIAMRSLTAAV                            
         :..::: : . . :.:: :                             
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 98.8  bits: 23.8 E():  1.6 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (13-42:33-62) 
 
                                 10        20        30        40   
2MEPSP                   LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
             50        60        70        80                       
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                       
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gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 97.2  bits: 22.7 E():    2 
Smith-Waterman score: 57; 28.8% identity (59.6% similar) in 52 aa overlap (28-79:31-81) 
 
                  10        20        30        40        50        
2MEPSP    LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
        60        70        80                            
2MEPSP AKEEVQLFLGNAGIAMRSLTAAV                            
        .::..::: :   . :.:. :                             
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 95.6  bits: 22.4 E():  2.4 
Smith-Waterman score: 56; 26.4% identity (64.2% similar) in 53 aa overlap (28-79:31-81) 
 
                  10        20        30        40         50       
2MEPSP    LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
         60        70        80                            
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAV                            
       .  ::..::: : . . :.:. :                             
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 89.9  bits: 22.0 E():    5 
Smith-Waterman score: 55; 25.0% identity (59.1% similar) in 44 aa overlap (7-50:133-176) 
 
                                       10        20        30       
2MEPSP                         LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 
                                     .:  :: . . .:  . ..  ...:: :   
gi|501 DKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSG 
            110       120       130       140       150       160   
 
         40        50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
       . ..  :  .:.::                               
gi|501 SVRSNTRPKIVNCGEL                             
            170                                     
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 89.9  bits: 21.7 E():    5 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (24-49:75-101) 
 
                      10        20         30        40        50   
2MEPSP        LLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
             60        70        80               
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAV               
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 89.1  bits: 21.1 E():  5.6 
Smith-Waterman score: 52; 29.6% identity (57.4% similar) in 54 aa overlap (28-79:29-79) 
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                10        20        30        40        50          
2MEPSP  LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
        60        70        80                            
2MEPSP AKEEVQLFLGNAGIAMRSLTAAV                            
          :..::: :   . :.:. :                             
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.1  bits: 21.1 E():  5.6 
Smith-Waterman score: 52; 42.9% identity (76.2% similar) in 21 aa overlap (59-79:59-79) 
 
       30        40        50        60        70        80         
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV         
                                     ..:..::: : . . :.:: :          
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 88.9  bits: 21.1 E():  5.7 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (31-77:34-79) 
 
               10        20        30        40        50           
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
       60        70        80                            
2MEPSP KEEVQLFLGNAGIAMRSLTAAV                            
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 87.1  bits: 22.6 E():  7.2 
Smith-Waterman score: 57; 27.1% identity (60.4% similar) in 48 aa overlap (34-80:315-362) 
 
            10        20        30        40        50         60   
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
             70        80                
2MEPSP QLFLGNAGIAMRSLTAAV                
       .:   .::    :  . :                
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 86.3  bits: 22.6 E():    8 
Smith-Waterman score: 57; 20.7% identity (61.0% similar) in 82 aa overlap (6-76:161-242) 
 
                                        10         20           30  
2MEPSP                          LLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
                40        50             60        70        80     
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAV     
       ::...:  :.    .. .  . .: .:      . . . .  :...:....:         
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gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
gi|114 SIGSLGRDNSRAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPI 
              260       270       280       290       300       310 
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:9-26) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:9-26) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:9-26) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:9-26) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:9-26) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:9-26) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.8  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:10-27) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 85.6  bits: 20.5 E():  8.7 
Smith-Waterman score: 50; 34.0% identity (54.7% similar) in 53 aa overlap (28-79:31-81) 
 
                  10        20        30         40        50       
2MEPSP    LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
         60        70        80                            
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAV                            
          ::..::: :     : :: :                             
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 85.6  bits: 20.5 E():  8.7 
Smith-Waterman score: 50; 34.0% identity (54.7% similar) in 53 aa overlap (28-79:31-81) 
 
                  10        20        30         40        50       
2MEPSP    LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
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               10        20        30        40        50        60 
 
         60        70        80                            
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAV                            
          ::..::: :     : :: :                             
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 85.6  bits: 20.5 E():  8.7 
Smith-Waterman score: 50; 31.2% identity (58.3% similar) in 48 aa overlap (31-77:34-79) 
 
               10        20        30         40        50          
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
      60        70        80                            
2MEPSP EEVQLFLGNAGIAMRSLTAAV                            
       ::..::: :     :.::                               
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.5  bits: 20.8 E():  8.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:15-32) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.8 E():  9.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:25-42) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.8 E():  9.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:25-42) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
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>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 20.8 E():  9.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:26-43) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 20.8 E():  9.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:26-43) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 84.6  bits: 22.6 E():  9.9 
Smith-Waterman score: 57; 20.7% identity (61.0% similar) in 82 aa overlap (6-76:191-272) 
 
                                        10         20           30  
2MEPSP                          LLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
                40        50             60        70        80     
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAV     
       ::...:  :.    .. .  . .: .:      . . . .  :...:....:         
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
gi|476 SIGSLGRDNSRAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPI 
              290       300       310       320       330       340 
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 84.0  bits: 20.2 E():   11 
Smith-Waterman score: 49; 34.0% identity (54.7% similar) in 53 aa overlap (28-79:31-81) 
 
                  10        20        30         40        50       
2MEPSP    LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
         60        70        80                            
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAV                            
          ::..::: :     : :: :                             
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 19.9 E():   13 
Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (10-67:45-102) 
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                                    10        20        30          
2MEPSP                      LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
      40        50        60        70        80 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
       ::  :.. .   :   :. ::: .  .:              
gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD         
           80        90       100                
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.3  bits: 19.9 E():   13 
Smith-Waterman score: 48; 38.1% identity (76.2% similar) in 21 aa overlap (59-79:61-81) 
 
       30        40        50        60        70        80         
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV         
                                     ..:..::: : . . :.:. :          
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.3  bits: 19.9 E():   13 
Smith-Waterman score: 48; 38.1% identity (76.2% similar) in 21 aa overlap (59-79:61-81) 
 
       30        40        50        60        70        80         
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV         
                                     ..:..::: : . . :.:. :          
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 82.3  bits: 20.8 E():   13 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (5-57:113-176) 
 
                                         10         20        30    
2MEPSP                           LLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
            40                  50        60        70        80    
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV    
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 82.2  bits: 19.9 E():   13 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (14-60:5-46) 
 
               10        20        30        40        50        60 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                    ..:..::..  .::.     ..:. .  :   .::   : : ::.:. 
gi|225          MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKSP-EDVKK 
                        10        20            30        40        
 
               70        80                                         
2MEPSP EVQLFLGNAGIAMRSLTAAV                                         
                                                                    
gi|225 VFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATM 
         50        60        70        80        90       100       
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>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:9-26) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:9-26) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:9-26) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:9-26) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:9-26) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
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gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:9-26) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:9-26) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:9-26) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:9-26) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
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       40        50        60        70        80        90         
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:9-26) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:18-35) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.2  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:22-39) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:26-43) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:26-43) 
 
         10        20        30        40        50        60       
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2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:26-43) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:26-43) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:26-43) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:26-43) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 819

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                                                    
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.6  bits: 21.1 E():   19 
Smith-Waterman score: 52; 33.3% identity (66.7% similar) in 33 aa overlap (36-68:17-49) 
 
          10        20        30        40        50        60      
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     :..:.:     .:  :.  ..:::...: : 
gi|190               MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGF 
                             10        20        30        40       
 
          70        80                                              
2MEPSP LGNAGIAMRSLTAAV                                              
        :.                                                          
gi|190 AGHGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQS 
         50        60        70        80        90       100       
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 48; 25.0% identity (54.2% similar) in 72 aa overlap (8-77:48-116) 
 
                                      10        20          30      
2MEPSP                        LLAALSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|374 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVESID--- 
        20        30        40        50        60        70        
 
          40        50        60        70        80                
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                
       ::. : . .:: : .    .:    :..:  :  : .. .::                   
gi|374 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYHTKGDAKPDEEELKK 
           80        90       100       110       120       130     
 
gi|374 GKAKGEGLFRAIEGYVLANPTQY 
          140       150        
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.5  bits: 20.8 E():   22 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (13-61:221-261) 
 
                                 10        20        30        40   
2MEPSP                   LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
             50        60        70        80                       
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                       
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.9 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (37-54:55-72) 
 
         10        20        30        40        50        60       
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
         70        80                                               
2MEPSP GNAGIAMRSLTAAV                                               
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
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>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 78.4  bits: 21.0 E():   22 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (15-43:246-275) 
 
                               10        20         30        40    
2MEPSP                 LLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
            50        60        70        80                        
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                        
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (15-39:201-228) 
 
                               10        20           30        40  
2MEPSP                 LLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              50        60        70        80                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                      
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 77.9  bits: 17.2 E():   23 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (34-46:5-17) 
 
            10        20        30        40        50        60    
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .: :: .:: :::                  
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI     
                                         10        20        30     
 
            70        80 
2MEPSP LFLGNAGIAMRSLTAAV 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 77.8  bits: 18.7 E():   23 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (35-66:40-71) 
 
           10        20        30        40        50        60     
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
           70        80 
2MEPSP FLGNAGIAMRSLTAAV 
       :.               
gi|154 FVDSLDKIAQVPRVG  
      70        80      
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.6  bits: 19.9 E():   24 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (32-65:152-189) 
 
              10        20        30        40           50         
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
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        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAV 
       : :. .::                
gi|476 KCERGKLFANCCK           
             190               
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.6  bits: 19.9 E():   24 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (32-65:152-189) 
 
              10        20        30        40           50         
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAV 
       : :. .::                
gi|313 KCERGKLFANCCK           
             190               
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.6  bits: 21.0 E():   24 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (10-41:88-122) 
 
                                    10        20           30       
2MEPSP                      LLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
         40        50        60        70        80                 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                 
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 77.6  bits: 21.0 E():   24 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (10-41:88-122) 
 
                                    10        20           30       
2MEPSP                      LLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
         40        50        60        70        80                 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                 
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (6-32:72-98) 
 
                                        10        20        30      
2MEPSP                          LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
          40        50        60        70        80                
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (15-39:201-228) 
 
                               10        20           30        40  
2MEPSP                 LLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              50        60        70        80                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (15-39:201-228) 
 
                               10        20           30        40  
2MEPSP                 LLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              50        60        70        80                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (15-39:201-228) 
 
                               10        20           30        40  
2MEPSP                 LLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              50        60        70        80                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (15-39:201-228) 
 
                               10        20           30        40  
2MEPSP                 LLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              50        60        70        80                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                      
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (15-39:201-228) 
 
                               10        20           30        40  
2MEPSP                 LLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
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              180       190       200       210       220       230 
 
              50        60        70        80                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (15-39:201-228) 
 
                               10        20           30        40  
2MEPSP                 LLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              50        60        70        80                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (15-39:201-228) 
 
                               10        20           30        40  
2MEPSP                 LLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              50        60        70        80                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                      
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (15-39:201-228) 
 
                               10        20           30        40  
2MEPSP                 LLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              50        60        70        80                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (15-39:201-228) 
 
                               10        20           30        40  
2MEPSP                 LLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              50        60        70        80                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                      
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
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>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (15-39:201-228) 
 
                               10        20           30        40  
2MEPSP                 LLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              50        60        70        80                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (15-39:201-228) 
 
                               10        20           30        40  
2MEPSP                 LLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              50        60        70        80                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.3  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (15-39:201-228) 
 
                               10        20           30        40  
2MEPSP                 LLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              50        60        70        80                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.1  bits: 18.4 E():   29 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (38-66:43-71) 
 
        10        20        30        40        50        60        
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
        70        80 
2MEPSP NAGIAMRSLTAAV 
                     
gi|122 SLDKIAQVPRVG  
             80      
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 44; 36.0% identity (50.0% similar) in 50 aa overlap (32-79:35-81) 
 
              10        20        30        40        50            
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
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                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
      60        70        80                            
2MEPSP EEVQLFLGNAGIAMRSLTAAV                            
        :..:::     . :.:: :                             
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 44; 36.0% identity (50.0% similar) in 50 aa overlap (32-79:35-81) 
 
              10        20        30        40        50            
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
      60        70        80                            
2MEPSP EEVQLFLGNAGIAMRSLTAAV                            
        :..:::     . :.:: :                             
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 75.6  bits: 20.1 E():   31 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (17-67:113-157) 
 
                             10        20        30        40       
2MEPSP               LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
         50        60        70        80                           
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                           
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.5  bits: 19.6 E():   31 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (13-42:33-62) 
 
                                 10        20        30        40   
2MEPSP                   LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
             50        60        70        80                       
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                       
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.3  bits: 20.7 E():   32 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (34-78:163-207) 
 
            10        20        30        40        50        60    
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
            70        80                                            
2MEPSP LFLGNAGIAMRSLTAAV                                            
         : . ..:.:...:                                              
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gi|845 QTLDQYALAQRKISALSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTT 
            200       210       220       230       240       250   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (19-43:195-217) 
 
                           10        20        30        40         
2MEPSP             LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
       50        60        70        80                             
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                             
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 74.3  bits: 20.4 E():   37 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (12-41:90-122) 
 
                                  10        20           30         
2MEPSP                    LLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
       40        50        60        70        80                   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                   
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.2  bits: 16.0 E():   37 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (35-48:3-16) 
 
           10        20        30        40        50        60     
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     :.: .::.  : ::                 
gi|463                             DFVDAHNAARAQVGVGPVHWT            
                                           10        20             
 
           70        80 
2MEPSP FLGNAGIAMRSLTAAV 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 43; 42.9% identity (66.7% similar) in 21 aa overlap (59-79:61-81) 
 
       30        40        50        60        70        80         
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV         
                                     :.:. ::: :   . :.:. :          
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.4 E():   39 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (59-79:60-80) 
 
       30        40        50        60        70        80         
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV         
                                     ..:..:::   .  .:.:: :          
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
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gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.5  bits: 19.8 E():   41 
Smith-Waterman score: 48; 36.8% identity (60.5% similar) in 38 aa overlap (1-37:9-45) 
 
                       10        20         30        40        50  
2MEPSP         LLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVGCGG 
               ::.::. :..:.  : . :  : .  :  : .: .: :               
gi|668 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINEWS 
               10        20         30        40        50          
 
              60        70        80                                
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAV                                
                                                                    
gi|668 GEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYCTD 
      60        70        80        90       100       110          
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.5  bits: 19.8 E():   41 
Smith-Waterman score: 48; 36.8% identity (60.5% similar) in 38 aa overlap (1-37:9-45) 
 
                       10        20         30        40        50  
2MEPSP         LLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAKRAVVVGCGG 
               ::.::. :..:.  : . :  : .  :  : .: .: :               
gi|833 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYATINGVLVSWINEWS 
               10        20         30        40        50          
 
              60        70        80                                
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAV                                
                                                                    
gi|833 GEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNTPAEGEYCTD 
      60        70        80        90       100       110          
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.4  bits: 19.2 E():   41 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (31-46:172-187) 
 
               10        20        30        40        50        60 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
               70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAV 
                            
gi|256 KESLAKKNHGLSRSE      
             210            
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.4  bits: 19.2 E():   41 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (31-46:173-188) 
 
               10        20        30        40        50        60 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
               70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAV 
                            
gi|187 KESLAKKNHGLSRSE      
            210             
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.4  bits: 19.2 E():   41 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (31-46:173-188) 
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               10        20        30        40        50        60 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
               70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAV 
                            
gi|187 KESLAKKNHGLSRSE      
            210             
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 73.4  bits: 22.2 E():   41 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (6-46:452-496) 
 
                                        10            20        30  
2MEPSP                          LLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
              40        50        60        70        80            
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV            
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.4  bits: 19.5 E():   41 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (48-61:91-104) 
 
        20        30        40        50        60        70        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
        80                                                          
2MEPSP AAV                                                          
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.9  bits: 18.9 E():   44 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (25-64:106-145) 
 
                     10        20        30        40        50     
2MEPSP       LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
           60        70        80                           
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAV                           
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.9  bits: 15.7 E():   44 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (48-56:4-12) 
 
        20        30        40        50        60        70        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     ::...: .:                      
gi|544                            APPGCSNHFNLETVFGNFVK              
                                          10        20              
 
        80 
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2MEPSP AAV 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 19.2 E():   47 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (48-61:76-89) 
 
        20        30        40        50        60        70        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
        80                                                          
2MEPSP AAV                                                          
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.0  bits: 19.8 E():   49 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (2-51:214-267) 
 
                                            10        20        30  
2MEPSP                              LLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
                    40        50        60        70        80      
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV      
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (48-61:91-104) 
 
        20        30        40        50        60        70        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
        80                                                          
2MEPSP AAV                                                          
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (48-61:91-104) 
 
        20        30        40        50        60        70        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
        80                                                          
2MEPSP AAV                                                          
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 71.1  bits: 20.1 E():   55 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (17-47:378-406) 
 
                             10        20        30        40       
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2MEPSP               LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
         50        60        70        80                           
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                           
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 43; 23.6% identity (54.2% similar) in 72 aa overlap (8-77:48-116) 
 
                                      10        20          30      
2MEPSP                        LLAALSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|169 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVEAID--- 
        20        30        40        50        60        70        
 
          40        50        60        70        80                
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                
       ::. : . .:: : .    .:    :..:  :  : .. .:.                   
gi|169 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFHSKGEAKPEEEDMKK 
           80        90       100       110       120       130     
 
gi|169 GKAKGEALFKAIEGYVLANPTQY 
          140       150        
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.9  bits: 19.8 E():   56 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (12-41:90-122) 
 
                                  10        20           30         
2MEPSP                    LLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|601 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
       40        50        60        70        80                   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                   
       :::                                                          
gi|601 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.9  bits: 19.8 E():   56 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (12-41:90-122) 
 
                                  10        20           30         
2MEPSP                    LLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|467 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
       40        50        60        70        80                   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                   
       :::                                                          
gi|467 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (48-61:68-81) 
 
        20        30        40        50        60        70        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
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        80                                                          
2MEPSP AAV                                                          
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (48-61:68-81) 
 
        20        30        40        50        60        70        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
        80                                                          
2MEPSP AAV                                                          
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (48-61:69-82) 
 
        20        30        40        50        60        70        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
        80                                                          
2MEPSP AAV                                                          
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 18.9 E():   59 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (48-61:80-93) 
 
        20        30        40        50        60        70        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
        80                                                          
2MEPSP AAV                                                          
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.4  bits: 20.7 E():   60 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (34-78:563-607) 
 
            10        20        30        40        50        60    
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
            70        80                                            
2MEPSP LFLGNAGIAMRSLTAAV                                            
         : . ..:.:...:                                              
gi|425 QTLDQYALAQRKISALSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLTA 
            600       610       620       630       640       650   
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 832

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (48-61:91-104) 
 
        20        30        40        50        60        70        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
        80                                                          
2MEPSP AAV                                                          
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (48-61:91-104) 
 
        20        30        40        50        60        70        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
        80                                                          
2MEPSP AAV                                                          
                                                                    
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (48-61:91-104) 
 
        20        30        40        50        60        70        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
        80                                                          
2MEPSP AAV                                                          
                                                                    
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (48-61:91-104) 
 
        20        30        40        50        60        70        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
        80                                                          
2MEPSP AAV                                                          
                                                                    
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (48-61:91-104) 
 
        20        30        40        50        60        70        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
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gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
        80                                                          
2MEPSP AAV                                                          
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (48-61:91-104) 
 
        20        30        40        50        60        70        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
        80                                                          
2MEPSP AAV                                                          
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (48-61:91-104) 
 
        20        30        40        50        60        70        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
        80                                                          
2MEPSP AAV                                                          
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (48-61:91-104) 
 
        20        30        40        50        60        70        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
        80                                                          
2MEPSP AAV                                                          
                                                                    
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (48-61:92-105) 
 
        20        30        40        50        60        70        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
        80                                                          
2MEPSP AAV                                                          
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
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             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (48-61:93-106) 
 
        20        30        40        50        60        70        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
        80                                                          
2MEPSP AAV                                                          
                                                                    
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.1  bits: 17.7 E():   63 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (52-70:82-100) 
 
              30        40        50        60        70        80  
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV  
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
gi|188 QSGAIYV 
               
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (31-55:16-40) 
 
               10        20        30        40        50        60 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
               70        80                                         
2MEPSP EVQLFLGNAGIAMRSLTAAV                                         
                                                                    
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (28-56:38-66) 
 
                  10        20        30        40        50        
2MEPSP    LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
        60        70        80                                      
2MEPSP AKEEVQLFLGNAGIAMRSLTAAV                                      
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 44; 37.9% identity (58.6% similar) in 29 aa overlap (1-29:49-74) 
 
                                             10        20        30 
2MEPSP                               LLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     ::   : :.   :.. ::: .   ::..:  
gi|136 TTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS---DTFTNSEVLDNSLGSMRI 
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       20        30        40        50           60        70      
 
               40        50        60        70        80           
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV           
                                                                    
gi|136 KNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYIHFQISGVTNTEKLP 
          80        90       100       110       120       130      
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (23-57:48-86) 
 
                       10        20        30             40        
2MEPSP         LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
        50        60        70        80                            
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                            
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.3  bits: 19.5 E():   69 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (12-40:90-121) 
 
                                  10        20           30         
2MEPSP                    LLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
       40        50        60        70        80                   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                   
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.3  bits: 19.5 E():   69 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (12-40:90-121) 
 
                                  10        20           30         
2MEPSP                    LLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
       40        50        60        70        80                   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                   
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.3  bits: 19.8 E():   69 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (14-47:381-414) 
 
                                10        20        30        40    
2MEPSP                  LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
            50        60        70        80                        
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                        
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
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>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 41; 31.0% identity (65.5% similar) in 29 aa overlap (51-79:6-33) 
 
               30        40        50        60        70        80 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.. . : .:. . :: . :...   :::  
gi|144                          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAK 
                                        10         20        30     
 
gi|144 TVKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQ 
           40        50        60        70        80        90     
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.4 E():   71 
Smith-Waterman score: 40; 38.1% identity (61.9% similar) in 21 aa overlap (59-79:61-81) 
 
       30        40        50        60        70        80         
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV         
                                     ..:. ::: :   . : :. :          
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.4 E():   72 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (1-17:46-62) 
 
                                             10        20        30 
2MEPSP                               LLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
               40        50        60        70        80 
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                                          
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD                
          80        90       100       110                
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 18.9 E():   73 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (21-58:3-39) 
 
               10        20        30        40        50        60 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                           :: .  ::  :.... :  ::. :. .: :   :.  :   
gi|398                   MAVHQYTVAL-FLAVALVAGPAASYAADLGYGPATPAAPAAG 
                                 10         20        30        40  
 
               70        80                                         
2MEPSP EVQLFLGNAGIAMRSLTAAV                                         
                                                                    
gi|398 YTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAAS 
              50        60        70        80        90       100  
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.8  bits: 16.3 E():   74 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (49-63:30-44) 
 
       20        30        40        50        60        70         
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                                     :     :.:.::...                
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN          
                10        20        30        40        50          
 
       80 
2MEPSP AV 
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>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (21-30:55-64) 
 
                         10        20        30        40        50 
2MEPSP           LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
               60        70        80   
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAV   
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (14-70:110-173) 
 
                                10        20        30           40 
2MEPSP                  LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
      80        90       100       110       120       130          
 
               50            60        70        80                 
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAMRSLTAAV                 
        :  . .   ::  ..    :  :.:.::. . :                           
gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
 
gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (11-42:71-102) 
 
                                   10        20        30        40 
2MEPSP                     LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
               50        60        70        80                     
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                     
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (32-48:11-27) 
 
              10        20        30        40        50        60  
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
              70        80                                          
2MEPSP VQLFLGNAGIAMRSLTAAV                                          
                                                                    
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.7  bits: 18.9 E():   84 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (26-48:150-174) 
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                    10        20        30          40        50    
2MEPSP      LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
            60        70        80                                  
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAV                                  
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (42-77:83-118) 
 
              20        30        40        50        60        70  
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
              80                                       
2MEPSP AMRSLTAAV                                       
       ...: .                                          
gi|279 VIKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
            120       130       140       150          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (42-77:83-118) 
 
              20        30        40        50        60        70  
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
              80                                       
2MEPSP AMRSLTAAV                                       
       ...: .                                          
gi|602 VIKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
            120       130       140       150          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (42-77:83-118) 
 
              20        30        40        50        60        70  
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
              80                                       
2MEPSP AMRSLTAAV                                       
       ...: .                                          
gi|131 VIKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
            120       130       140       150          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (12-44:91-126) 
 
                                  10        20           30         
2MEPSP                    LLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
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       40        50        60        70        80                   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                   
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.6  bits: 14.5 E():   85 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (31-38:10-17) 
 
               10        20        30        40        50        60 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     :::: .:.                       
gi|856                      ANPTFGFTPLGLSSDAN                       
                                    10                              
 
               70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAV 
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.9 E():   88 
Smith-Waterman score: 45; 38.7% identity (61.3% similar) in 31 aa overlap (40-70:11-41) 
 
      10        20        30        40        50        60          
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                     : : : .:. . :::: .:  . .:  : . 
gi|113                     MDKANGAYKTALKAASAVAPAEKFPVFQATFDKNLKEGLS 
                                   10        20        30        40 
 
      70        80                                                  
2MEPSP GIAMRSLTAAV                                                  
       :                                                            
gi|113 GPDAVGFAKKLDAFIQTSYLSTKAAEPKEKFDLFVLSLTEVLRFMAGAVKAPPASKFPAK 
               50        60        70        80        90       100 
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.3  bits: 19.5 E():   89 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (35-63:106-134) 
 
           10        20        30        40        50        60     
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     ::  .... .:: ::   :  :.  :  :  
gi|298 RCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGCPETFQSESEFEYPQS 
          80        90       100       110       120       130      
 
           70        80                                             
2MEPSP FLGNAGIAMRSLTAAV                                             
                                                                    
gi|298 QRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQRTRQSESEEFS 
         140       150       160       170       180       190      
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.9  bits: 17.7 E():   92 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (24-50:146-170) 
 
                      10        20        30        40        50    
2MEPSP        LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
            60        70        80 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAV 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.3 E():   96 
Smith-Waterman score: 43; 42.9% identity (71.4% similar) in 14 aa overlap (48-61:97-110) 
 
        20        30        40        50        60        70        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
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gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
        80                                                          
2MEPSP AAV                                                          
                                                                    
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 66.4  bits: 19.2 E():   99 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (15-39:201-228) 
 
                               10        20           30        40  
2MEPSP                 LLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              50        60        70        80                      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                      
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.0 E():   99 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (11-42:71-102) 
 
                                   10        20        30        40 
2MEPSP                     LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
 
               50        60        70        80                     
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV                     
       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:26 2011 done: Tue Apr 19 10:57:26 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 34  - 113 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32     2     8:=* 
  34    16    22:==== * 
  36    21    44:======    * 
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  38    55    73:==============    * 
  40    70   102:==================       * 
  42    77   125:====================           * 
  44   113   138:=============================     * 
  46   169   140:==================================*======== 
  48   194   134:=================================*=============== 
  50   164   122:==============================*========== 
  52   116   108:==========================*== 
  54   111    92:======================*===== 
  56    79    77:===================* 
  58    60    63:===============* 
  60    41    51:=========== * 
  62    17    41:=====     * 
  64    22    33:======  * 
  66    13    26:====  * 
  68    16    20:====* 
  70    24    16:===*== 
  72    12    12:==* 
  74     5    10:==* 
  76    18     8:=*=== 
  78    12     6:=*= 
  80    20     5:=*=== 
  82     3     3:* 
  84     6     3:*= 
  86    13     2:*=== 
  88     3     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     2     0:=         *== 
 102     1     0:=         *= 
 104     3     0:=         *=== 
 106     0     0:          * 
 108     1     0:=         *= 
 110     1     0:=         *= 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.84170.00321; mu= 5.8084 0.169 
 mean_var=36.232310.726, 0's: 2 Z-trim: 4  B-trim: 64 in 1/43 
 Lambda= 0.213072 
 Kolmogorov-Smirnov  statistic: 0.1050 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   68 26.1    0.19 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   65 25.1    0.35 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   64 24.8    0.44 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   62 24.2    0.67 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   61 23.9    0.82 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   61 23.9    0.82 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   61 23.9    0.83 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   59 23.3     1.3 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   58 23.0     1.6 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.9     1.6 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.8     3.6 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   54 21.8     3.6 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   55 22.0     4.9 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.7       5 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 21.1     5.6 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 21.1     5.6 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 21.1     5.6 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.8       7 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 842

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   57 22.6       7 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   57 22.6     7.8 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.8     8.3 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.8     8.3 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.8     8.3 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.8     8.3 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.8     8.3 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.8     8.3 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.8     8.4 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.5     8.6 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   50 20.5     8.6 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.5     8.6 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.8     8.7 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.8     9.3 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.8     9.3 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.8     9.4 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.8     9.4 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   57 22.6     9.6 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 19.9      13 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 20.8      13 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.9      13 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.9      16 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.9      16 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.9      16 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.9      17 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.9      17 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.9      18 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.9      18 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.9      18 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.9      18 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 21.1      18 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.9      19 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   46 19.3      20 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   46 19.3      20 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.8      21 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 21.1      21 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.9      21 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.4      22 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.1      23 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.7      23 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.2      24 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.1      24 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.9      24 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.9      24 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 19.0      25 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   45 19.0      26 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.8      26 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.1      28 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.1      28 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 21.1      28 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.4      29 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 20.2      31 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.6      31 
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gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.8      31 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.9      35 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.5      36 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.0      38 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.2      39 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.3      40 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.3      41 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.3      41 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.6      41 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 19.0      43 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.7      45 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 18.4      46 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.3      46 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   42 18.1      47 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 19.9      48 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.3      49 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.3      50 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.1      54 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.8      55 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   48 19.8      55 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   43 18.4      55 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 19.0      55 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 19.0      55 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 19.0      56 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   51 20.7      58 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.9      58 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.9      61 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.9      61 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.9      61 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.9      61 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.9      61 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.9      61 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.9      61 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.9      61 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.9      61 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.9      61 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.1      62 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.8      62 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.1      66 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.8      67 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.5      67 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.5      67 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 18.0      67 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   40 17.5      70 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.9      72 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.3      74 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.4      75 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.3      76 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.3      80 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.3      80 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.2      83 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.9      83 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   41 17.7      84 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   41 17.7      84 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   41 17.7      84 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   45 18.9      86 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   47 19.5      87 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.5      87 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.7      92 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      94 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   46 19.2      97 
gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.0      98 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  68  Z-score: 115.6  bits: 26.1 E(): 0.19 
Smith-Waterman score: 68; 30.9% identity (65.5% similar) in 55 aa overlap (27-80:31-83) 
 
                   10        20        30        40         50      
2MEPSP     LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
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               10        20        30        40        50        60 
 
          60        70        80                           
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVT                           
       .  .:..::: . : . : :::: :                           
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  54 init1:  54 opt:  65  Z-score: 110.6  bits: 25.1 E(): 0.35 
Smith-Waterman score: 65; 33.9% identity (57.1% similar) in 56 aa overlap (27-80:31-83) 
 
                   10        20        30        40        50       
2MEPSP     LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
           60        70        80                           
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVT                           
       ::   :..::: :   : : :: : :                           
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 108.9  bits: 24.8 E(): 0.44 
Smith-Waterman score: 64; 37.7% identity (58.5% similar) in 53 aa overlap (30-80:34-83) 
 
                10        20        30        40        50          
2MEPSP  LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
        60        70        80                           
2MEPSP KEEVQLFLGNAGIAMRSLTAAVT                           
         :..::: : . . :.:: : :                           
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  52 init1:  52 opt:  62  Z-score: 105.6  bits: 24.2 E(): 0.67 
Smith-Waterman score: 62; 30.9% identity (61.8% similar) in 55 aa overlap (27-80:31-83) 
 
                   10        20        30         40        50      
2MEPSP     LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
          60        70        80                           
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVT                           
       .  ::..::: :   . :.:. : :                           
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  54 init1:  54 opt:  61  Z-score: 104.0  bits: 23.9 E(): 0.82 
Smith-Waterman score: 61; 35.8% identity (58.5% similar) in 53 aa overlap (30-80:33-82) 
 
                10        20        30        40        50          
2MEPSP  LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
        60        70        80                           
2MEPSP KEEVQLFLGNAGIAMRSLTAAVT                           
         :..::: : . . :.:: : :                           
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
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>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  54 init1:  54 opt:  61  Z-score: 104.0  bits: 23.9 E(): 0.82 
Smith-Waterman score: 61; 35.8% identity (58.5% similar) in 53 aa overlap (30-80:33-82) 
 
                10        20        30        40        50          
2MEPSP  LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
        60        70        80                           
2MEPSP KEEVQLFLGNAGIAMRSLTAAVT                           
         :..::: : . . :.:: : :                           
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 104.0  bits: 23.9 E(): 0.83 
Smith-Waterman score: 61; 34.4% identity (54.1% similar) in 61 aa overlap (16-76:22-78) 
 
                     10        20        30        40        50     
2MEPSP       LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                            .: : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
           60        70        80                            
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVT                            
       ::   :..::: : . . :.::                                
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  52 init1:  52 opt:  59  Z-score: 100.6  bits: 23.3 E():  1.3 
Smith-Waterman score: 59; 30.9% identity (60.0% similar) in 55 aa overlap (27-80:31-83) 
 
                   10        20        30        40        50       
2MEPSP     LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP-VE 
                                     ... ::: ..   .:.: ..    :   .: 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
          60        70        80                           
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVT                           
       .  ::..::: :   . :.:. : :                           
gi|294 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                 70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  55 init1:  55 opt:  58  Z-score: 99.0  bits: 23.0 E():  1.6 
Smith-Waterman score: 58; 27.3% identity (63.6% similar) in 55 aa overlap (27-80:31-83) 
 
                   10        20        30        40         50      
2MEPSP     LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
          60        70        80                           
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVT                           
       .  ::..::: : . . :.:. : :                           
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 99.0  bits: 23.9 E():  1.6 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (12-41:33-62) 
 
                                  10        20        30        40  
2MEPSP                    LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
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                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
              50        60        70        80                      
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                      
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 92.5  bits: 21.8 E():  3.6 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (58-80:59-81) 
 
        30        40        50        60        70        80        
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT        
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 92.5  bits: 21.8 E():  3.6 
Smith-Waterman score: 54; 30.4% identity (57.1% similar) in 56 aa overlap (27-80:29-81) 
 
                 10        20        30        40        50         
2MEPSP   LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
         60        70        80                           
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVT                           
          :..::: :   . :.:. : :                           
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 90.0  bits: 22.0 E():  4.9 
Smith-Waterman score: 55; 25.0% identity (59.1% similar) in 44 aa overlap (6-49:133-176) 
 
                                        10        20        30      
2MEPSP                          LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 
                                     .:  :: . . .:  . ..  ...:: :   
gi|501 DKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSG 
            110       120       130       140       150       160   
 
          40        50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
       . ..  :  .:.::                                
gi|501 SVRSNTRPKIVNCGEL                              
            170                                      
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 90.0  bits: 21.7 E():    5 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (23-48:75-101) 
 
                       10        20         30        40        50  
2MEPSP         LAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
              60        70        80              
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVT              
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
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>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 89.0  bits: 21.1 E():  5.6 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (30-76:34-79) 
 
                10        20        30        40        50          
2MEPSP  LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
        60        70        80                           
2MEPSP KEEVQLFLGNAGIAMRSLTAAVT                           
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 89.0  bits: 21.1 E():  5.6 
Smith-Waterman score: 52; 34.5% identity (54.5% similar) in 55 aa overlap (27-80:31-83) 
 
                   10        20        30         40        50      
2MEPSP     LAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
          60        70        80                           
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVT                           
          ::..::: :     : :: : :                           
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 89.0  bits: 21.1 E():  5.6 
Smith-Waterman score: 52; 34.5% identity (54.5% similar) in 55 aa overlap (27-80:31-83) 
 
                   10        20        30         40        50      
2MEPSP     LAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
          60        70        80                           
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVT                           
          ::..::: :     : :: : :                           
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 87.3  bits: 20.8 E():    7 
Smith-Waterman score: 51; 34.5% identity (54.5% similar) in 55 aa overlap (27-80:31-83) 
 
                   10        20        30         40        50      
2MEPSP     LAALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
          60        70        80                           
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVT                           
          ::..::: :     : :: : :                           
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 87.3  bits: 22.6 E():    7 
Smith-Waterman score: 57; 27.1% identity (60.4% similar) in 48 aa overlap (33-79:315-362) 
 
             10        20        30        40        50         60  
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
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gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
              70        80               
2MEPSP QLFLGNAGIAMRSLTAAVT               
       .:   .::    :  . :                
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 86.5  bits: 22.6 E():  7.8 
Smith-Waterman score: 57; 20.7% identity (61.0% similar) in 82 aa overlap (5-75:161-242) 
 
                                         10         20           30 
2MEPSP                           LAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
                 40        50             60        70        80    
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVT    
       ::...:  :.    .. .  . .: .:      . . . .  :...:....:         
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
gi|114 SIGSLGRDNSRAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPI 
              260       270       280       290       300       310 
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:9-26) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:9-26) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:9-26) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
          70        80                                              
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2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:9-26) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:9-26) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:9-26) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:10-27) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.7  bits: 20.5 E():  8.6 
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Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (58-80:61-83) 
 
        30        40        50        60        70        80        
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT        
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 85.7  bits: 20.5 E():  8.6 
Smith-Waterman score: 50; 31.2% identity (58.3% similar) in 48 aa overlap (30-76:34-79) 
 
                10        20        30         40        50         
2MEPSP  LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
       60        70        80                           
2MEPSP EEVQLFLGNAGIAMRSLTAAVT                           
       ::..::: :     :.::                               
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.7  bits: 20.5 E():  8.6 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (58-80:61-83) 
 
        30        40        50        60        70        80        
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT        
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.6  bits: 20.8 E():  8.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:15-32) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.8 E():  9.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:25-42) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
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>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.8 E():  9.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:25-42) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.8 E():  9.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:26-43) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.8 E():  9.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:26-43) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 84.8  bits: 22.6 E():  9.6 
Smith-Waterman score: 57; 20.7% identity (61.0% similar) in 82 aa overlap (5-75:191-272) 
 
                                         10         20           30 
2MEPSP                           LAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
                 40        50             60        70        80    
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVT    
       ::...:  :.    .. .  . .: .:      . . . .  :...:....:         
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
gi|476 SIGSLGRDNSRAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPI 
              290       300       310       320       330       340 
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 19.9 E():   13 
Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (9-66:45-102) 
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                                     10        20        30         
2MEPSP                       LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
       40        50        60        70        80 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
       ::  :.. .   :   :. ::: .  .:               
gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD          
           80        90       100                 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 82.4  bits: 20.8 E():   13 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (4-56:113-176) 
 
                                          10         20        30   
2MEPSP                            LAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
             40                  50        60        70        80   
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT   
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 82.3  bits: 19.9 E():   13 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (13-59:5-46) 
 
               10        20        30        40        50        60 
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                   ..:..::..  .::.     ..:. .  :   .::   : : ::.:.  
gi|225         MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKSP-EDVKKV 
                       10        20            30        40         
 
               70        80                                         
2MEPSP VQLFLGNAGIAMRSLTAAVT                                         
                                                                    
gi|225 FHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMV 
        50        60        70        80        90       100        
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:9-26) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:9-26) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
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          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:9-26) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:9-26) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:9-26) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:9-26) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:9-26) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:9-26) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:9-26) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:9-26) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:18-35) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
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                            10        20        30        40        
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.2  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:22-39) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:26-43) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:26-43) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:26-43) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
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>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:26-43) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:26-43) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:26-43) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.8  bits: 21.1 E():   18 
Smith-Waterman score: 52; 33.3% identity (66.7% similar) in 33 aa overlap (35-67:17-49) 
 
           10        20        30        40        50        60     
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     :..:.:     .:  :.  ..:::...: : 
gi|190               MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGF 
                             10        20        30        40       
 
           70        80                                             
2MEPSP LGNAGIAMRSLTAAVT                                             
        :.                                                          
gi|190 AGHGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQS 
         50        60        70        80        90       100       
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 48; 25.0% identity (54.2% similar) in 72 aa overlap (7-76:48-116) 
 
                                       10          20        30     
2MEPSP                         LAALSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
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                                     :  .. .:   ::  ....:  ....     
gi|374 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVESID--- 
        20        30        40        50        60        70        
 
           40        50        60        70        80               
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT               
       ::. : . .:: : .    .:    :..:  :  : .. .::                   
gi|374 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYHTKGDAKPDEEELKK 
           80        90       100       110       120       130     
 
gi|374 GKAKGEGLFRAIEGYVLANPTQY 
          140       150        
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 46; 36.5% identity (50.0% similar) in 52 aa overlap (31-80:35-83) 
 
               10        20        30        40        50           
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
       60        70        80                           
2MEPSP EEVQLFLGNAGIAMRSLTAAVT                           
        :..:::     . :.:: : :                           
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 46; 36.5% identity (50.0% similar) in 52 aa overlap (31-80:35-83) 
 
               10        20        30        40        50           
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
       60        70        80                           
2MEPSP EEVQLFLGNAGIAMRSLTAAVT                           
        :..:::     . :.:: : :                           
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.7  bits: 20.8 E():   21 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (12-60:221-261) 
 
                                  10        20        30        40  
2MEPSP                    LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
              50        60        70        80                      
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                      
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 78.6  bits: 21.1 E():   21 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (14-42:246-275) 
 
                                10        20         30        40   
2MEPSP                  LAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
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             50        60        70        80                       
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                       
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.6  bits: 19.9 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:55-72) 
 
          10        20        30        40        50        60      
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
          70        80                                              
2MEPSP GNAGIAMRSLTAAVT                                              
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 78.2  bits: 21.4 E():   22 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (14-38:201-228) 
 
                                10        20           30        40 
2MEPSP                  LAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               50        60        70        80                     
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                     
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.8  bits: 21.1 E():   23 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (9-40:88-122) 
 
                                     10           20        30      
2MEPSP                       LAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
          40        50        60        70        80                
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 77.8  bits: 18.7 E():   23 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (34-65:40-71) 
 
            10        20        30        40        50        60    
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
            70        80 
2MEPSP FLGNAGIAMRSLTAAVT 
       :.                
gi|154 FVDSLDKIAQVPRVG   
      70        80       
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 77.8  bits: 17.2 E():   24 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (33-45:5-17) 
 
             10        20        30        40        50        60   
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .: :: .:: :::                  
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI     
                                         10        20        30     
 
             70        80 
2MEPSP LFLGNAGIAMRSLTAAVT 
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 77.8  bits: 21.1 E():   24 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (9-40:88-122) 
 
                                     10           20        30      
2MEPSP                       LAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
          40        50        60        70        80                
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.7  bits: 19.9 E():   24 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (31-64:152-189) 
 
               10        20        30        40           50        
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
         60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVT 
       : :. .::                 
gi|313 KCERGKLFANCCK            
             190                
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.7  bits: 19.9 E():   24 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (31-64:152-189) 
 
               10        20        30        40           50        
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
         60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVT 
       : :. .::                 
gi|476 KCERGKLFANCCK            
             190                
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.4  bits: 19.0 E():   25 
Smith-Waterman score: 45; 43.5% identity (65.2% similar) in 23 aa overlap (58-80:61-83) 
 
        30        40        50        60        70        80        
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT        
                                     :.:. ::: :   . :.:. : :        
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
gi|207 DSDGDGKIGVEEFQALVKA 
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              100          
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.1  bits: 19.0 E():   26 
Smith-Waterman score: 45; 39.1% identity (69.6% similar) in 23 aa overlap (58-80:60-82) 
 
        30        40        50        60        70        80        
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT        
                                     ..:..:::   .  .:.:: : :        
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.1  bits: 20.8 E():   26 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (5-31:72-98) 
 
                                         10        20        30     
2MEPSP                           LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
           40        50        60        70        80               
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT               
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.5  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (14-38:201-228) 
 
                                10        20           30        40 
2MEPSP                  LAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               50        60        70        80                     
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                     
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.5  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (14-38:201-228) 
 
                                10        20           30        40 
2MEPSP                  LAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               50        60        70        80                     
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                     
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.5  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (14-38:201-228) 
 
                                10        20           30        40 
2MEPSP                  LAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
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              180       190       200       210       220       230 
 
               50        60        70        80                     
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                     
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.5  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (14-38:201-228) 
 
                                10        20           30        40 
2MEPSP                  LAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               50        60        70        80                     
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                     
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.5  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (14-38:201-228) 
 
                                10        20           30        40 
2MEPSP                  LAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               50        60        70        80                     
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                     
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.5  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (14-38:201-228) 
 
                                10        20           30        40 
2MEPSP                  LAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               50        60        70        80                     
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                     
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.5  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (14-38:201-228) 
 
                                10        20           30        40 
2MEPSP                  LAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               50        60        70        80                     
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                     
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
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>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.5  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (14-38:201-228) 
 
                                10        20           30        40 
2MEPSP                  LAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               50        60        70        80                     
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                     
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.5  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (14-38:201-228) 
 
                                10        20           30        40 
2MEPSP                  LAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               50        60        70        80                     
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                     
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.5  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (14-38:201-228) 
 
                                10        20           30        40 
2MEPSP                  LAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               50        60        70        80                     
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                     
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.5  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (14-38:201-228) 
 
                                10        20           30        40 
2MEPSP                  LAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               50        60        70        80                     
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                     
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.5  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (14-38:201-228) 
 
                                10        20           30        40 
2MEPSP                  LAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
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                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               50        60        70        80                     
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                     
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.1  bits: 18.4 E():   29 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (37-65:43-71) 
 
         10        20        30        40        50        60       
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
         70        80 
2MEPSP NAGIAMRSLTAAVT 
                      
gi|122 SLDKIAQVPRVG   
             80       
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 75.7  bits: 20.2 E():   31 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (16-66:113-157) 
 
                              10        20        30        40      
2MEPSP                LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
          50        60        70        80                          
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                          
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.7  bits: 19.6 E():   31 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (12-41:33-62) 
 
                                  10        20        30        40  
2MEPSP                    LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
              50        60        70        80                      
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                      
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.5  bits: 20.8 E():   31 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (33-77:163-207) 
 
             10        20        30        40        50        60   
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
             70        80                                           
2MEPSP LFLGNAGIAMRSLTAAVT                                           
         : . ..:.:...:                                              

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 864

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|845 QTLDQYALAQRKISALSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTT 
            200       210       220       230       240       250   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (18-42:195-217) 
 
                            10        20        30        40        
2MEPSP              LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
        50        60        70        80                            
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                            
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 74.5  bits: 20.5 E():   36 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (11-40:90-122) 
 
                                   10           20        30        
2MEPSP                     LAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
        40        50        60        70        80                  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                  
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.0  bits: 16.0 E():   38 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (34-47:3-16) 
 
            10        20        30        40        50        60    
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     :.: .::.  : ::                 
gi|463                             DFVDAHNAARAQVGVGPVHWT            
                                           10        20             
 
            70        80 
2MEPSP FLGNAGIAMRSLTAAVT 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 73.7  bits: 22.2 E():   39 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (5-45:452-496) 
 
                                         10            20        30 
2MEPSP                           LAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
               40        50        60        70        80           
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT           
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 19.3 E():   40 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (30-45:172-187) 
 
                10        20        30        40        50          
2MEPSP  LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
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gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
      60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVT 
                             
gi|256 KESLAKKNHGLSRSE       
             210             
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 19.3 E():   41 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (30-45:173-188) 
 
                10        20        30        40        50          
2MEPSP  LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
      60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVT 
                             
gi|187 KESLAKKNHGLSRSE       
            210              
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 19.3 E():   41 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (30-45:173-188) 
 
                10        20        30        40        50          
2MEPSP  LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
      60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVT 
                             
gi|187 KESLAKKNHGLSRSE       
            210              
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.5  bits: 19.6 E():   41 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (47-60:91-104) 
 
         20        30        40        50        60        70       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
         80                                                         
2MEPSP AAVT                                                         
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.0  bits: 19.0 E():   43 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (24-63:106-145) 
 
                      10        20        30        40        50    
2MEPSP        LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
            60        70        80                          
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVT                          
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
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         140       150       160       170       180        
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.7  bits: 15.7 E():   45 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (47-55:4-12) 
 
         20        30        40        50        60        70       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     ::...: .:                      
gi|544                            APPGCSNHFNLETVFGNFVK              
                                          10        20              
 
         80 
2MEPSP AAVT 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.6  bits: 18.4 E():   46 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (50-80:6-35) 
 
      20        30        40        50        60        70          
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.. . : .:. . :: . :...   :::  
gi|144                          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAK 
                                        10         20        30     
 
      80                                                            
2MEPSP T                                                            
       :                                                            
gi|144 TVKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQ 
           40        50        60        70        80        90     
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.3 E():   46 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (47-60:76-89) 
 
         20        30        40        50        60        70       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
         80                                                         
2MEPSP AAVT                                                         
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 42; 39.1% identity (60.9% similar) in 23 aa overlap (58-80:61-83) 
 
        30        40        50        60        70        80        
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT        
                                     ..:. ::: :   . : :. : :        
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (1-50:214-267) 
 
                                             10        20        30 
2MEPSP                               LAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
                     40        50        60        70        80     

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 867

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT     
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.3 E():   49 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (47-60:91-104) 
 
         20        30        40        50        60        70       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
         80                                                         
2MEPSP AAVT                                                         
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 19.3 E():   50 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (47-60:91-104) 
 
         20        30        40        50        60        70       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
         80                                                         
2MEPSP AAVT                                                         
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 71.3  bits: 20.1 E():   54 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (16-46:378-406) 
 
                              10        20        30        40      
2MEPSP                LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
          50        60        70        80                          
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                          
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.1  bits: 19.8 E():   55 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (11-40:90-122) 
 
                                   10           20        30        
2MEPSP                     LAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|601 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
        40        50        60        70        80                  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                  
       :::                                                          
gi|601 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.1  bits: 19.8 E():   55 
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Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (11-40:90-122) 
 
                                   10           20        30        
2MEPSP                     LAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|467 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
        40        50        60        70        80                  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                  
       :::                                                          
gi|467 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 43; 23.6% identity (54.2% similar) in 72 aa overlap (7-76:48-116) 
 
                                       10          20        30     
2MEPSP                         LAALSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|169 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVEAID--- 
        20        30        40        50        60        70        
 
           40        50        60        70        80               
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT               
       ::. : . .:: : .    .:    :..:  :  : .. .:.                   
gi|169 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFHSKGEAKPEEEDMKK 
           80        90       100       110       120       130     
 
gi|169 GKAKGEALFKAIEGYVLANPTQY 
          140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.0 E():   55 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (47-60:68-81) 
 
         20        30        40        50        60        70       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
         80                                                         
2MEPSP AAVT                                                         
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.0 E():   55 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (47-60:68-81) 
 
         20        30        40        50        60        70       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
         80                                                         
2MEPSP AAVT                                                         
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.0 E():   56 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (47-60:69-82) 
 
         20        30        40        50        60        70       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
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                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
         80                                                         
2MEPSP AAVT                                                         
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.6  bits: 20.7 E():   58 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (33-77:563-607) 
 
             10        20        30        40        50        60   
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
             70        80                                           
2MEPSP LFLGNAGIAMRSLTAAVT                                           
         : . ..:.:...:                                              
gi|425 QTLDQYALAQRKISALSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLTA 
            600       610       620       630       640       650   
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 18.9 E():   58 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (47-60:80-93) 
 
         20        30        40        50        60        70       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
         80                                                         
2MEPSP AAVT                                                         
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 18.9 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (47-60:91-104) 
 
         20        30        40        50        60        70       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
         80                                                         
2MEPSP AAVT                                                         
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 18.9 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (47-60:91-104) 
 
         20        30        40        50        60        70       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
         80                                                         
2MEPSP AAVT                                                         
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gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 18.9 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (47-60:91-104) 
 
         20        30        40        50        60        70       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
         80                                                         
2MEPSP AAVT                                                         
                                                                    
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 18.9 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (47-60:91-104) 
 
         20        30        40        50        60        70       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
         80                                                         
2MEPSP AAVT                                                         
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 18.9 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (47-60:91-104) 
 
         20        30        40        50        60        70       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
         80                                                         
2MEPSP AAVT                                                         
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 18.9 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (47-60:91-104) 
 
         20        30        40        50        60        70       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
         80                                                         
2MEPSP AAVT                                                         
                                                                    
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 18.9 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (47-60:91-104) 
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         20        30        40        50        60        70       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
         80                                                         
2MEPSP AAVT                                                         
                                                                    
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 18.9 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (47-60:91-104) 
 
         20        30        40        50        60        70       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
         80                                                         
2MEPSP AAVT                                                         
                                                                    
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 18.9 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (47-60:92-105) 
 
         20        30        40        50        60        70       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
         80                                                         
2MEPSP AAVT                                                         
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (47-60:93-106) 
 
         20        30        40        50        60        70       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
         80                                                         
2MEPSP AAVT                                                         
                                                                    
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (30-54:16-40) 
 
               10        20        30        40        50        60 
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                    : :. .:....: :..:  ::.. :       
gi|753               MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTL 
                             10        20        30        40       
 
               70        80                                         
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2MEPSP VQLFLGNAGIAMRSLTAAVT                                         
                                                                    
gi|753 AGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKH 
         50        60        70        80        90       100       
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.1  bits: 17.8 E():   62 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (51-69:82-100) 
 
               30        40        50        60        70        80 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
gi|188 QSGAIYV 
               
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (27-55:38-66) 
 
                   10        20        30        40        50       
2MEPSP     LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
         60        70        80                                     
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVT                                     
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.5  bits: 19.8 E():   67 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (13-46:381-414) 
 
                                 10        20        30        40   
2MEPSP                   LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
             50        60        70        80                       
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                       
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.5  bits: 19.5 E():   67 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (11-39:90-121) 
 
                                   10           20        30        
2MEPSP                     LAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
        40        50        60        70        80                  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                  
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.5  bits: 19.5 E():   67 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (11-39:90-121) 
 
                                   10           20        30        
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2MEPSP                     LAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
        40        50        60        70        80                  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                  
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (22-56:48-86) 
 
                        10        20        30             40       
2MEPSP          LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
         50        60        70        80                           
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                           
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.5 E():   70 
Smith-Waterman score: 40; 45.5% identity (54.5% similar) in 22 aa overlap (59-80:61-82) 
 
       30        40        50        60        70        80         
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT         
                                     ::..::: :       :: : :         
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.9  bits: 18.9 E():   72 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (20-57:3-39) 
 
               10        20        30        40        50        60 
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                          :: .  ::  :.... :  ::. :. .: :   :.  :    
gi|398                  MAVHQYTVAL-FLAVALVAGPAASYAADLGYGPATPAAPAAGY 
                                10         20        30        40   
 
               70        80                                         
2MEPSP VQLFLGNAGIAMRSLTAAVT                                         
                                                                    
gi|398 TPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASN 
             50        60        70        80        90       100   
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.7  bits: 16.3 E():   74 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (48-62:30-44) 
 
        20        30        40        50        60        70        
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                                     :     :.:.::...                
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN          
                10        20        30        40        50          
 
        80 
2MEPSP AVT 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.4 E():   75 
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Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (20-29:55-64) 
 
                          10        20        30        40          
2MEPSP            LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
      50        60        70        80  
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT  
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.6  bits: 18.3 E():   76 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (13-69:110-173) 
 
                                 10        20        30             
2MEPSP                   LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
      80        90       100       110       120       130          
 
      40        50            60        70        80                
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAMRSLTAAVT                
        :  . .   ::  ..    :  :.:.::. . :                           
gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
 
gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.3 E():   80 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (10-41:71-102) 
 
                                    10        20        30          
2MEPSP                      LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
      40        50        60        70        80                    
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                    
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.3 E():   80 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (31-47:11-27) 
 
               10        20        30        40        50        60 
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP VQLFLGNAGIAMRSLTAAVT                                         
                                                                    
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.8  bits: 19.2 E():   83 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (11-43:91-126) 
 
                                   10           20        30        
2MEPSP                     LAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
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                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
        40        50        60        70        80                  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                  
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.8  bits: 18.9 E():   83 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (25-47:150-174) 
 
                     10        20        30          40        50   
2MEPSP       LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
             60        70        80                                 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVT                                 
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (41-76:83-118) 
 
               20        30        40        50        60        70 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
               80                                      
2MEPSP AMRSLTAAVT                                      
       ...: .                                          
gi|602 VIKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
            120       130       140       150          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (41-76:83-118) 
 
               20        30        40        50        60        70 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
               80                                      
2MEPSP AMRSLTAAVT                                      
       ...: .                                          
gi|279 VIKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
            120       130       140       150          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (41-76:83-118) 
 
               20        30        40        50        60        70 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
               80                                      
2MEPSP AMRSLTAAVT                                      
       ...: .                                          
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gi|131 VIKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
            120       130       140       150          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 45; 38.7% identity (61.3% similar) in 31 aa overlap (39-69:11-41) 
 
       10        20        30        40        50        60         
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                     : : : .:. . :::: .:  . .:  : . 
gi|113                     MDKANGAYKTALKAASAVAPAEKFPVFQATFDKNLKEGLS 
                                   10        20        30        40 
 
       70        80                                                 
2MEPSP GIAMRSLTAAVT                                                 
       :                                                            
gi|113 GPDAVGFAKKLDAFIQTSYLSTKAAEPKEKFDLFVLSLTEVLRFMAGAVKAPPASKFPAK 
               50        60        70        80        90       100 
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.5  bits: 19.5 E():   87 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (34-62:106-134) 
 
            10        20        30        40        50        60    
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     ::  .... .:: ::   :  :.  :  :  
gi|298 RCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGCPETFQSESEFEYPQS 
          80        90       100       110       120       130      
 
            70        80                                            
2MEPSP FLGNAGIAMRSLTAAVT                                            
                                                                    
gi|298 QRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQRTRQSESEEFS 
         140       150       160       170       180       190      
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.4  bits: 14.5 E():   87 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (30-37:10-17) 
 
               10        20        30        40        50        60 
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                    :::: .:.                        
gi|856                     ANPTFGFTPLGLSSDAN                        
                                   10                               
 
               70        80 
2MEPSP VQLFLGNAGIAMRSLTAAVT 
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.0  bits: 17.7 E():   92 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (23-49:146-170) 
 
                       10        20        30        40        50   
2MEPSP         LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
             60        70        80 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVT 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 43; 42.9% identity (71.4% similar) in 14 aa overlap (47-60:97-110) 
 
         20        30        40        50        60        70       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
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         80                                                         
2MEPSP AAVT                                                         
                                                                    
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (14-38:201-228) 
 
                                10        20           30        40 
2MEPSP                  LAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               50        60        70        80                     
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                     
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (10-41:71-102) 
 
                                    10        20        30          
2MEPSP                      LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
 
      40        50        60        70        80                    
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT                    
       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:26 2011 done: Tue Apr 19 10:57:26 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 35  - 114 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32     2     8:=* 
  34    16    22:==== * 
  36    16    44:====      * 
  38    55    73:==============    * 
  40    76   102:===================      * 
  42    73   125:===================            * 
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  44   115   138:=============================     * 
  46   183   140:==================================*=========== 
  48   171   134:=================================*========= 
  50   173   122:==============================*============= 
  52   116   108:==========================*== 
  54   111    92:======================*===== 
  56    80    77:===================* 
  58    58    63:===============* 
  60    41    51:=========== * 
  62    19    41:=====     * 
  64    22    33:======  * 
  66    13    26:====  * 
  68    15    20:====* 
  70    26    16:===*=== 
  72    10    12:==* 
  74     6    10:==* 
  76    17     8:=*=== 
  78    13     6:=*== 
  80    20     5:=*=== 
  82     3     3:* 
  84     6     3:*= 
  86    13     2:*=== 
  88     3     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     2     0:=         *== 
 102     1     0:=         *= 
 104     2     0:=         *== 
 106     0     0:          * 
 108     1     0:=         *= 
 110     2     0:=         *== 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.83400.00328; mu= 5.8276 0.172 
 mean_var=36.303110.734, 0's: 2 Z-trim: 5  B-trim: 63 in 1/43 
 Lambda= 0.212864 
 Kolmogorov-Smirnov  statistic: 0.1057 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   68 26.1    0.19 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   65 25.1    0.35 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   65 25.1    0.35 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   64 24.8    0.44 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   62 24.2    0.67 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   61 23.9    0.82 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   61 23.9    0.82 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   59 23.3     1.3 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   58 23.0     1.6 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.9     1.6 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.8     3.6 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   54 21.8     3.6 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   55 22.0     4.9 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.7       5 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 21.1     5.6 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 21.1     5.6 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 21.1     5.6 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   57 22.6       7 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.8       7 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   57 22.6     7.8 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.8     8.3 
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gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.8     8.3 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.8     8.3 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.8     8.3 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.8     8.3 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.8     8.3 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.8     8.4 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.5     8.6 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   50 20.5     8.6 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.5     8.6 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.8     8.7 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.8     9.4 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.8     9.4 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.8     9.4 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.8     9.4 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   57 22.6     9.6 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 19.9      13 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 20.8      13 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.9      13 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.9      16 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.9      16 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.9      16 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.9      17 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.9      17 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.9      18 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.9      18 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.9      18 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.9      18 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 21.1      18 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.9      19 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.3      20 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   46 19.3      20 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   46 19.3      20 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.8      21 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 21.1      21 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.9      21 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.4      22 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.1      23 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.7      23 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.1      23 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.2      24 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.9      24 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.9      24 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   45 19.0      26 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.8      26 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.1      28 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.1      28 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 21.1      28 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.4      29 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 20.2      30 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.6      31 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.8      31 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.9      35 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.5      36 
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gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   43 18.4      38 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.0      38 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.3      39 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.3      40 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.3      40 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.3      40 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.6      41 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 19.0      43 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.7      45 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 18.4      46 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.3      46 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.3      49 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.3      50 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.2      53 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.9      54 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   48 19.9      54 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   43 18.4      55 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 19.0      55 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 19.0      55 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 19.0      56 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   51 20.7      58 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 19.0      58 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.5      59 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 19.0      60 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 19.0      61 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 19.0      61 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 19.0      61 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 19.0      61 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 19.0      61 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 19.0      61 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 19.0      61 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 19.0      61 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 19.0      61 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.1      62 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.8      62 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.1      66 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.8      67 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.5      67 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.5      67 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 18.1      67 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   40 17.5      70 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.9      72 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.3      74 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.5      75 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.3      75 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.3      80 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.3      80 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.2      83 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.9      83 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   41 17.7      84 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   41 17.7      84 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   41 17.7      84 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   45 18.9      86 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   47 19.5      86 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.5      87 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.7      91 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      94 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   46 19.2      96 
gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.0      98 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  68  Z-score: 115.5  bits: 26.1 E(): 0.19 
Smith-Waterman score: 68; 30.9% identity (65.5% similar) in 55 aa overlap (26-79:31-83) 
 
                    10        20        30        40         50     
2MEPSP      AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
           60        70        80                          
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2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTA                          
       .  .:..::: . : . : :::: :                           
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  54 init1:  54 opt:  65  Z-score: 110.6  bits: 25.1 E(): 0.35 
Smith-Waterman score: 65; 33.9% identity (57.1% similar) in 56 aa overlap (26-79:31-83) 
 
                    10        20        30        40        50      
2MEPSP      AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
            60        70        80                          
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTA                          
       ::   :..::: :   : : :: : :                           
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  65  Z-score: 110.6  bits: 25.1 E(): 0.35 
Smith-Waterman score: 65; 34.8% identity (53.0% similar) in 66 aa overlap (15-80:22-83) 
 
                      10        20        30        40        50    
2MEPSP        AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                            .: : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
            60        70        80                           
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTA                           
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 108.9  bits: 24.8 E(): 0.44 
Smith-Waterman score: 64; 37.7% identity (58.5% similar) in 53 aa overlap (29-79:34-83) 
 
                 10        20        30        40        50         
2MEPSP   AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
         60        70        80                          
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTA                          
         :..::: : . . :.:: : :                           
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  52 init1:  52 opt:  62  Z-score: 105.6  bits: 24.2 E(): 0.67 
Smith-Waterman score: 62; 30.9% identity (61.8% similar) in 55 aa overlap (26-79:31-83) 
 
                    10        20        30         40        50     
2MEPSP      AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
           60        70        80                          
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTA                          
       .  ::..::: :   . :.:. : :                           
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  54 init1:  54 opt:  61  Z-score: 104.0  bits: 23.9 E(): 0.82 
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Smith-Waterman score: 61; 35.8% identity (58.5% similar) in 53 aa overlap (29-79:33-82) 
 
                 10        20        30        40        50         
2MEPSP   AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
         60        70        80                          
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTA                          
         :..::: : . . :.:: : :                           
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  54 init1:  54 opt:  61  Z-score: 104.0  bits: 23.9 E(): 0.82 
Smith-Waterman score: 61; 35.8% identity (58.5% similar) in 53 aa overlap (29-79:33-82) 
 
                 10        20        30        40        50         
2MEPSP   AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
         60        70        80                          
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTA                          
         :..::: : . . :.:: : :                           
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  52 init1:  52 opt:  59  Z-score: 100.6  bits: 23.3 E():  1.3 
Smith-Waterman score: 59; 30.9% identity (60.0% similar) in 55 aa overlap (26-79:31-83) 
 
                    10        20        30        40        50      
2MEPSP      AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP-VE 
                                     ... ::: ..   .:.: ..    :   .: 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
           60        70        80                          
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTA                          
       .  ::..::: :   . :.:. : :                           
gi|294 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                 70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  55 init1:  55 opt:  58  Z-score: 99.0  bits: 23.0 E():  1.6 
Smith-Waterman score: 58; 27.3% identity (63.6% similar) in 55 aa overlap (26-79:31-83) 
 
                    10        20        30        40         50     
2MEPSP      AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
           60        70        80                          
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTA                          
       .  ::..::: : . . :.:. : :                           
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 98.9  bits: 23.9 E():  1.6 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (11-40:33-62) 
 
                                   10        20        30        40 
2MEPSP                     AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
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               50        60        70        80                     
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                     
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 92.5  bits: 21.8 E():  3.6 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (57-79:59-81) 
 
         30        40        50        60        70        80       
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA       
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 92.5  bits: 21.8 E():  3.6 
Smith-Waterman score: 54; 30.4% identity (57.1% similar) in 56 aa overlap (26-79:29-81) 
 
                  10        20        30        40        50        
2MEPSP    AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
          60        70        80                          
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTA                          
          :..::: :   . :.:. : :                           
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 90.0  bits: 22.0 E():  4.9 
Smith-Waterman score: 55; 25.0% identity (59.1% similar) in 44 aa overlap (5-48:133-176) 
 
                                         10        20        30     
2MEPSP                           AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 
                                     .:  :: . . .:  . ..  ...:: :   
gi|501 DKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSG 
            110       120       130       140       150       160   
 
           40        50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
       . ..  :  .:.::                                 
gi|501 SVRSNTRPKIVNCGEL                               
            170                                       
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 90.0  bits: 21.7 E():    5 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (22-47:75-101) 
 
                        10        20         30        40        50 
2MEPSP          AALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
               60        70        80             
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTA             
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 89.0  bits: 21.1 E():  5.6 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (29-75:34-79) 
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                 10        20        30        40        50         
2MEPSP   AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
         60        70        80                          
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTA                          
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 89.0  bits: 21.1 E():  5.6 
Smith-Waterman score: 52; 34.5% identity (54.5% similar) in 55 aa overlap (26-79:31-83) 
 
                    10        20        30         40        50     
2MEPSP      AALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
           60        70        80                          
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTA                          
          ::..::: :     : :: : :                           
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 89.0  bits: 21.1 E():  5.6 
Smith-Waterman score: 52; 34.5% identity (54.5% similar) in 55 aa overlap (26-79:31-83) 
 
                    10        20        30         40        50     
2MEPSP      AALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
           60        70        80                          
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTA                          
          ::..::: :     : :: : :                           
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 87.3  bits: 22.6 E():    7 
Smith-Waterman score: 57; 27.1% identity (60.4% similar) in 48 aa overlap (32-78:315-362) 
 
              10        20        30        40        50         60 
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
               70        80              
2MEPSP QLFLGNAGIAMRSLTAAVTA              
       .:   .::    :  . :                
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 87.3  bits: 20.8 E():    7 
Smith-Waterman score: 51; 34.5% identity (54.5% similar) in 55 aa overlap (26-79:31-83) 
 
                    10        20        30         40        50     
2MEPSP      AALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
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           60        70        80                          
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTA                          
          ::..::: :     : :: : :                           
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 86.5  bits: 22.6 E():  7.8 
Smith-Waterman score: 57; 20.7% identity (61.0% similar) in 82 aa overlap (4-74:161-242) 
 
                                          10         20             
2MEPSP                            AALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
      30          40        50             60        70        80   
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTA   
       ::...:  :.    .. .  . .: .:      . . . .  :...:....:         
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
gi|114 SIGSLGRDNSRAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPI 
              260       270       280       290       300       310 
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:9-26) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:9-26) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:9-26) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
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       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:9-26) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:9-26) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:9-26) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:10-27) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.7  bits: 20.5 E():  8.6 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (57-79:61-83) 
 
         30        40        50        60        70        80       
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2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA       
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 85.7  bits: 20.5 E():  8.6 
Smith-Waterman score: 50; 31.2% identity (58.3% similar) in 48 aa overlap (29-75:34-79) 
 
                 10        20        30         40        50        
2MEPSP   AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
        60        70        80                          
2MEPSP EEVQLFLGNAGIAMRSLTAAVTA                          
       ::..::: :     :.::                               
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.7  bits: 20.5 E():  8.6 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (57-79:61-83) 
 
         30        40        50        60        70        80       
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA       
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.6  bits: 20.8 E():  8.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:15-32) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.8 E():  9.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:25-42) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.8 E():  9.4 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 888

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:25-42) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.8 E():  9.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:26-43) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.8 E():  9.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:26-43) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 84.8  bits: 22.6 E():  9.6 
Smith-Waterman score: 57; 20.7% identity (61.0% similar) in 82 aa overlap (4-74:191-272) 
 
                                          10         20             
2MEPSP                            AALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
      30          40        50             60        70        80   
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTA   
       ::...:  :.    .. .  . .: .:      . . . .  :...:....:         
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
gi|476 SIGSLGRDNSRAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPI 
              290       300       310       320       330       340 
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 19.9 E():   13 
Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (8-65:45-102) 
 
                                      10        20        30        
2MEPSP                        AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
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                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
        40        50        60        70        80 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
       ::  :.. .   :   :. ::: .  .:                
gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD           
           80        90       100                  
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 82.4  bits: 20.8 E():   13 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (3-55:113-176) 
 
                                           10         20        30  
2MEPSP                             AALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
              40                  50        60        70        80  
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA  
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 82.3  bits: 19.9 E():   13 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (12-58:5-46) 
 
               10        20        30        40        50        60 
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV 
                  ..:..::..  .::.     ..:. .  :   .::   : : ::.:.   
gi|225        MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKSP-EDVKKVF 
                      10        20            30        40          
 
               70        80                                         
2MEPSP QLFLGNAGIAMRSLTAAVTA                                         
                                                                    
gi|225 HILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVA 
       50        60        70        80        90       100         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:9-26) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:9-26) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
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gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:9-26) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:9-26) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:9-26) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:9-26) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:9-26) 
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           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:9-26) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:9-26) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:9-26) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:18-35) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
           70        80                                             
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2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.2  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:22-39) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:26-43) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:26-43) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:26-43) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
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Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:26-43) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:26-43) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:26-43) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.8  bits: 21.1 E():   18 
Smith-Waterman score: 52; 33.3% identity (66.7% similar) in 33 aa overlap (34-66:17-49) 
 
            10        20        30        40        50        60    
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     :..:.:     .:  :.  ..:::...: : 
gi|190               MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGF 
                             10        20        30        40       
 
            70        80                                            
2MEPSP LGNAGIAMRSLTAAVTA                                            
        :.                                                          
gi|190 AGHGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQS 
         50        60        70        80        90       100       
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 48; 25.0% identity (54.2% similar) in 72 aa overlap (6-75:48-116) 
 
                                        10          20        30    
2MEPSP                          AALSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|374 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVESID--- 
        20        30        40        50        60        70        
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            40        50        60        70        80              
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA              
       ::. : . .:: : .    .:    :..:  :  : .. .::                   
gi|374 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYHTKGDAKPDEEELKK 
           80        90       100       110       120       130     
 
gi|374 GKAKGEGLFRAIEGYVLANPTQY 
          140       150        
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 46; 41.7% identity (66.7% similar) in 24 aa overlap (57-80:61-84) 
 
         30        40        50        60        70        80       
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA       
                                     :.:. ::: :   . :.:. : :.       
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 46; 36.5% identity (50.0% similar) in 52 aa overlap (30-79:35-83) 
 
                10        20        30        40        50          
2MEPSP  AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
        60        70        80                          
2MEPSP EEVQLFLGNAGIAMRSLTAAVTA                          
        :..:::     . :.:: : :                           
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 46; 36.5% identity (50.0% similar) in 52 aa overlap (30-79:35-83) 
 
                10        20        30        40        50          
2MEPSP  AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
        60        70        80                          
2MEPSP EEVQLFLGNAGIAMRSLTAAVTA                          
        :..:::     . :.:: : :                           
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.7  bits: 20.8 E():   21 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (11-59:221-261) 
 
                                   10        20        30        40 
2MEPSP                     AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
               50        60        70        80                     
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                     
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
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>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 78.6  bits: 21.1 E():   21 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (13-41:246-275) 
 
                                 10        20         30        40  
2MEPSP                   AALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
              50        60        70        80                      
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                      
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.6  bits: 19.9 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:55-72) 
 
           10        20        30        40        50        60     
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
           70        80                                             
2MEPSP GNAGIAMRSLTAAVTA                                             
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 78.2  bits: 21.4 E():   22 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (13-37:201-228) 
 
                                 10        20           30          
2MEPSP                   AALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      40        50        60        70        80                    
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                    
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.8  bits: 21.1 E():   23 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (8-39:88-122) 
 
                                      10           20        30     
2MEPSP                        AALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
           40        50        60        70        80               
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA               
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 77.8  bits: 18.7 E():   23 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (33-64:40-71) 
 
             10        20        30        40        50        60   
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
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gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
             70        80 
2MEPSP FLGNAGIAMRSLTAAVTA 
       :.                 
gi|154 FVDSLDKIAQVPRVG    
      70        80        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 77.8  bits: 21.1 E():   23 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (8-39:88-122) 
 
                                      10           20        30     
2MEPSP                        AALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
           40        50        60        70        80               
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA               
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 77.8  bits: 17.2 E():   24 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (32-44:5-17) 
 
              10        20        30        40        50        60  
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .: :: .:: :::                  
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI     
                                         10        20        30     
 
              70        80 
2MEPSP LFLGNAGIAMRSLTAAVTA 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.7  bits: 19.9 E():   24 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (30-63:152-189) 
 
                10        20        30        40           50       
2MEPSP  AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
          60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTA 
       : :. .::                  
gi|313 KCERGKLFANCCK             
             190                 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.7  bits: 19.9 E():   24 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (30-63:152-189) 
 
                10        20        30        40           50       
2MEPSP  AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
          60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTA 
       : :. .::                  
gi|476 KCERGKLFANCCK             
             190                 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 77.1  bits: 19.0 E():   26 
Smith-Waterman score: 45; 39.1% identity (69.6% similar) in 23 aa overlap (57-79:60-82) 
 
         30        40        50        60        70        80       
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA       
                                     ..:..:::   .  .:.:: : :        
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.1  bits: 20.8 E():   26 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (4-30:72-98) 
 
                                          10        20        30    
2MEPSP                            AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
            40        50        60        70        80              
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA              
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.6  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (13-37:201-228) 
 
                                 10        20           30          
2MEPSP                   AALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      40        50        60        70        80                    
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                    
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.6  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (13-37:201-228) 
 
                                 10        20           30          
2MEPSP                   AALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      40        50        60        70        80                    
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                    
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.6  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (13-37:201-228) 
 
                                 10        20           30          
2MEPSP                   AALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      40        50        60        70        80                    
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2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                    
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.6  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (13-37:201-228) 
 
                                 10        20           30          
2MEPSP                   AALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      40        50        60        70        80                    
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                    
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.6  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (13-37:201-228) 
 
                                 10        20           30          
2MEPSP                   AALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      40        50        60        70        80                    
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                    
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.6  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (13-37:201-228) 
 
                                 10        20           30          
2MEPSP                   AALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      40        50        60        70        80                    
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                    
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.6  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (13-37:201-228) 
 
                                 10        20           30          
2MEPSP                   AALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      40        50        60        70        80                    
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                    
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.6  bits: 21.1 E():   28 
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Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (13-37:201-228) 
 
                                 10        20           30          
2MEPSP                   AALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      40        50        60        70        80                    
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                    
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.6  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (13-37:201-228) 
 
                                 10        20           30          
2MEPSP                   AALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      40        50        60        70        80                    
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                    
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.6  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (13-37:201-228) 
 
                                 10        20           30          
2MEPSP                   AALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      40        50        60        70        80                    
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                    
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.6  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (13-37:201-228) 
 
                                 10        20           30          
2MEPSP                   AALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      40        50        60        70        80                    
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                    
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.6  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (13-37:201-228) 
 
                                 10        20           30          
2MEPSP                   AALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
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      40        50        60        70        80                    
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                    
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.1  bits: 18.4 E():   29 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (36-64:43-71) 
 
          10        20        30        40        50        60      
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
          70        80 
2MEPSP NAGIAMRSLTAAVTA 
                       
gi|122 SLDKIAQVPRVG    
             80        
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 75.8  bits: 20.2 E():   30 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (15-65:113-157) 
 
                               10        20        30        40     
2MEPSP                 AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
           50        60        70        80                         
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                         
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.7  bits: 19.6 E():   31 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (11-40:33-62) 
 
                                   10        20        30        40 
2MEPSP                     AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
               50        60        70        80                     
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                     
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.6  bits: 20.8 E():   31 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (32-76:163-207) 
 
              10        20        30        40        50        60  
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
              70        80                                          
2MEPSP LFLGNAGIAMRSLTAAVTA                                          
         : . ..:.:...:                                              
gi|845 QTLDQYALAQRKISALSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTT 
            200       210       220       230       240       250   
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>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (17-41:195-217) 
 
                             10        20        30        40       
2MEPSP               AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
         50        60        70        80                           
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                           
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 74.5  bits: 20.5 E():   36 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (10-39:90-122) 
 
                                    10           20        30       
2MEPSP                      AALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
         40        50        60        70        80                 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                 
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 74.1  bits: 18.4 E():   38 
Smith-Waterman score: 43; 37.5% identity (62.5% similar) in 24 aa overlap (57-80:61-84) 
 
         30        40        50        60        70        80       
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA       
                                     ..:. ::: :   . : :. : :.       
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.0  bits: 16.0 E():   38 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (33-46:3-16) 
 
             10        20        30        40        50        60   
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     :.: .::.  : ::                 
gi|463                             DFVDAHNAARAQVGVGPVHWT            
                                           10        20             
 
             70        80 
2MEPSP FLGNAGIAMRSLTAAVTA 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  41 init1:  41 opt:  56  Z-score: 73.8  bits: 22.3 E():   39 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (4-44:452-496) 
 
                                          10            20          
2MEPSP                            AALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
      30        40        50        60        70        80          
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA          
         :..:. : . :.:                                              
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gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 19.3 E():   40 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (29-44:172-187) 
 
                 10        20        30        40        50         
2MEPSP   AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
       60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTA 
                              
gi|256 KESLAKKNHGLSRSE        
             210              
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 19.3 E():   40 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (29-44:173-188) 
 
                 10        20        30        40        50         
2MEPSP   AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
       60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTA 
                              
gi|187 KESLAKKNHGLSRSE        
            210               
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 19.3 E():   40 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (29-44:173-188) 
 
                 10        20        30        40        50         
2MEPSP   AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
       60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTA 
                              
gi|187 KESLAKKNHGLSRSE        
            210               
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.5  bits: 19.6 E():   41 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (46-59:91-104) 
 
          20        30        40        50        60        70      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
          80                                                        
2MEPSP AAVTA                                                        
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.0  bits: 19.0 E():   43 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (23-62:106-145) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 903

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                       10        20        30        40        50   
2MEPSP         AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
             60        70        80                         
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTA                         
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.7  bits: 15.7 E():   45 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (46-54:4-12) 
 
          20        30        40        50        60        70      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     ::...: .:                      
gi|544                            APPGCSNHFNLETVFGNFVK              
                                          10        20              
 
          80 
2MEPSP AAVTA 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.6  bits: 18.4 E():   46 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (49-79:6-35) 
 
       20        30        40        50        60        70         
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.. . : .:. . :: . :...   :::  
gi|144                          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAK 
                                        10         20        30     
 
       80                                                           
2MEPSP TA                                                           
       :                                                            
gi|144 TVKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQ 
           40        50        60        70        80        90     
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.3 E():   46 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (46-59:76-89) 
 
          20        30        40        50        60        70      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
          80                                                        
2MEPSP AAVTA                                                        
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.3 E():   49 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (46-59:91-104) 
 
          20        30        40        50        60        70      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
          80                                                        
2MEPSP AAVTA                                                        
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
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              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 19.3 E():   50 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (46-59:91-104) 
 
          20        30        40        50        60        70      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
          80                                                        
2MEPSP AAVTA                                                        
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 71.3  bits: 20.2 E():   53 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (15-45:378-406) 
 
                               10        20        30        40     
2MEPSP                 AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
           50        60        70        80                         
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                         
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.2  bits: 19.9 E():   54 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (10-39:90-122) 
 
                                    10           20        30       
2MEPSP                      AALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|601 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
         40        50        60        70        80                 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                 
       :::                                                          
gi|601 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.2  bits: 19.9 E():   54 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (10-39:90-122) 
 
                                    10           20        30       
2MEPSP                      AALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|467 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
         40        50        60        70        80                 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                 
       :::                                                          
gi|467 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 43; 23.6% identity (54.2% similar) in 72 aa overlap (6-75:48-116) 
 
                                        10          20        30    
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2MEPSP                          AALSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|169 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVEAID--- 
        20        30        40        50        60        70        
 
            40        50        60        70        80              
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA              
       ::. : . .:: : .    .:    :..:  :  : .. .:.                   
gi|169 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFHSKGEAKPEEEDMKK 
           80        90       100       110       120       130     
 
gi|169 GKAKGEALFKAIEGYVLANPTQY 
          140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.0 E():   55 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (46-59:68-81) 
 
          20        30        40        50        60        70      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
          80                                                        
2MEPSP AAVTA                                                        
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.0 E():   55 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (46-59:68-81) 
 
          20        30        40        50        60        70      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
          80                                                        
2MEPSP AAVTA                                                        
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.0 E():   56 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (46-59:69-82) 
 
          20        30        40        50        60        70      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
          80                                                        
2MEPSP AAVTA                                                        
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.7  bits: 20.7 E():   58 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (32-76:563-607) 
 
              10        20        30        40        50        60  
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
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              70        80                                          
2MEPSP LFLGNAGIAMRSLTAAVTA                                          
         : . ..:.:...:                                              
gi|425 QTLDQYALAQRKISALSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLTA 
            600       610       620       630       640       650   
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (46-59:80-93) 
 
          20        30        40        50        60        70      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
          80                                                        
2MEPSP AAVTA                                                        
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.6  bits: 19.5 E():   59 
Smith-Waterman score: 47; 27.9% identity (60.5% similar) in 43 aa overlap (13-49:225-267) 
 
                                 10        20        30             
2MEPSP                   AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA------D 
                                     ::.. :  :. :.:  . .:::.      : 
gi|118 VFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQITLD 
          200       210       220       230       240       250     
 
         40        50        60        70        80                 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                 
       . .  . ...:.:                                                
gi|118 SITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSSIDSL 
          260       270       280       290       300       310     
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   60 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (46-59:91-104) 
 
          20        30        40        50        60        70      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
          80                                                        
2MEPSP AAVTA                                                        
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (46-59:91-104) 
 
          20        30        40        50        60        70      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
          80                                                        
2MEPSP AAVTA                                                        
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
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>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (46-59:91-104) 
 
          20        30        40        50        60        70      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
          80                                                        
2MEPSP AAVTA                                                        
                                                                    
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (46-59:91-104) 
 
          20        30        40        50        60        70      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
          80                                                        
2MEPSP AAVTA                                                        
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (46-59:91-104) 
 
          20        30        40        50        60        70      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
          80                                                        
2MEPSP AAVTA                                                        
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (46-59:91-104) 
 
          20        30        40        50        60        70      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
          80                                                        
2MEPSP AAVTA                                                        
                                                                    
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (46-59:91-104) 
 
          20        30        40        50        60        70      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
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gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
          80                                                        
2MEPSP AAVTA                                                        
                                                                    
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (46-59:91-104) 
 
          20        30        40        50        60        70      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
          80                                                        
2MEPSP AAVTA                                                        
                                                                    
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (46-59:92-105) 
 
          20        30        40        50        60        70      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
          80                                                        
2MEPSP AAVTA                                                        
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (46-59:93-106) 
 
          20        30        40        50        60        70      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
          80                                                        
2MEPSP AAVTA                                                        
                                                                    
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (29-53:16-40) 
 
               10        20        30        40        50        60 
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV 
                                   : :. .:....: :..:  ::.. :        
gi|753              MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLA 
                            10        20        30        40        
 
               70        80                                         
2MEPSP QLFLGNAGIAMRSLTAAVTA                                         
                                                                    
gi|753 GTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHP 
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        50        60        70        80        90       100        
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.1  bits: 17.8 E():   62 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (50-68:82-100) 
 
      20        30        40        50        60        70          
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
      80       
2MEPSP A       
               
gi|188 QSGAIYV 
               
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (26-54:38-66) 
 
                    10        20        30        40        50      
2MEPSP      AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
          60        70        80                                    
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTA                                    
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.5  bits: 19.8 E():   67 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (12-45:381-414) 
 
                                  10        20        30        40  
2MEPSP                    AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
              50        60        70        80                      
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                      
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.5  bits: 19.5 E():   67 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (10-38:90-121) 
 
                                    10           20        30       
2MEPSP                      AALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
         40        50        60        70        80                 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                 
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.5  bits: 19.5 E():   67 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (10-38:90-121) 
 
                                    10           20        30       
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2MEPSP                      AALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
         40        50        60        70        80                 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                 
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (21-55:48-86) 
 
                         10        20        30             40      
2MEPSP           AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
          50        60        70        80                          
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                          
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.5 E():   70 
Smith-Waterman score: 40; 45.5% identity (54.5% similar) in 22 aa overlap (58-79:61-82) 
 
        30        40        50        60        70        80        
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA        
                                     ::..::: :       :: : :         
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.9  bits: 18.9 E():   72 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (19-56:3-39) 
 
               10        20        30        40        50        60 
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV 
                         :: .  ::  :.... :  ::. :. .: :   :.  :     
gi|398                 MAVHQYTVAL-FLAVALVAGPAASYAADLGYGPATPAAPAAGYT 
                               10         20        30        40    
 
               70        80                                         
2MEPSP QLFLGNAGIAMRSLTAAVTA                                         
                                                                    
gi|398 PATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNK 
            50        60        70        80        90       100    
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.7  bits: 16.3 E():   74 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (47-61:30-44) 
 
         20        30        40        50        60        70       
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                                     :     :.:.::...                
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN          
                10        20        30        40        50          
 
         80 
2MEPSP AVTA 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.5 E():   75 
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Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (19-28:55-64) 
 
                           10        20        30        40         
2MEPSP             AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
       50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (12-68:110-173) 
 
                                  10        20        30            
2MEPSP                    AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
      80        90       100       110       120       130          
 
       40        50            60        70        80               
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAMRSLTAAVTA               
        :  . .   ::  ..    :  :.:.::. . :                           
gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
 
gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.3 E():   80 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (9-40:71-102) 
 
                                     10        20        30         
2MEPSP                       AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
       40        50        60        70        80                   
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                   
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.3 E():   80 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (30-46:11-27) 
 
               10        20        30        40        50        60 
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV 
                                    :::.  .  : :. .::               
gi|383                    MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKAF 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP QLFLGNAGIAMRSLTAAVTA                                         
                                                                    
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.8  bits: 19.2 E():   83 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (10-42:91-126) 
 
                                    10           20        30       
2MEPSP                      AALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
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                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
         40        50        60        70        80                 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                 
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.8  bits: 18.9 E():   83 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (24-46:150-174) 
 
                      10        20        30          40        50  
2MEPSP        AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
              60        70        80                                
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTA                                
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (40-75:83-118) 
 
      10        20        30        40        50        60          
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
      70        80                                     
2MEPSP AMRSLTAAVTA                                     
       ...: .                                          
gi|602 VIKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
            120       130       140       150          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (40-75:83-118) 
 
      10        20        30        40        50        60          
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
      70        80                                     
2MEPSP AMRSLTAAVTA                                     
       ...: .                                          
gi|279 VIKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
            120       130       140       150          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (40-75:83-118) 
 
      10        20        30        40        50        60          
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
      70        80                                     
2MEPSP AMRSLTAAVTA                                     
       ...: .                                          
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gi|131 VIKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
            120       130       140       150          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 45; 38.7% identity (61.3% similar) in 31 aa overlap (38-68:11-41) 
 
        10        20        30        40        50        60        
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                     : : : .:. . :::: .:  . .:  : . 
gi|113                     MDKANGAYKTALKAASAVAPAEKFPVFQATFDKNLKEGLS 
                                   10        20        30        40 
 
        70        80                                                
2MEPSP GIAMRSLTAAVTA                                                
       :                                                            
gi|113 GPDAVGFAKKLDAFIQTSYLSTKAAEPKEKFDLFVLSLTEVLRFMAGAVKAPPASKFPAK 
               50        60        70        80        90       100 
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.5  bits: 19.5 E():   86 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (33-61:106-134) 
 
             10        20        30        40        50        60   
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     ::  .... .:: ::   :  :.  :  :  
gi|298 RCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGCPETFQSESEFEYPQS 
          80        90       100       110       120       130      
 
             70        80                                           
2MEPSP FLGNAGIAMRSLTAAVTA                                           
                                                                    
gi|298 QRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQRTRQSESEEFS 
         140       150       160       170       180       190      
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.4  bits: 14.5 E():   87 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (29-36:10-17) 
 
               10        20        30        40        50        60 
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV 
                                   :::: .:.                         
gi|856                    ANPTFGFTPLGLSSDAN                         
                                  10                                
 
               70        80 
2MEPSP QLFLGNAGIAMRSLTAAVTA 
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.0  bits: 17.7 E():   91 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (22-48:146-170) 
 
                        10        20        30        40        50  
2MEPSP          AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
              60        70        80 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 43; 42.9% identity (71.4% similar) in 14 aa overlap (46-59:97-110) 
 
          20        30        40        50        60        70      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
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          80                                                        
2MEPSP AAVTA                                                        
                                                                    
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (13-37:201-228) 
 
                                 10        20           30          
2MEPSP                   AALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      40        50        60        70        80                    
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                    
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (9-40:71-102) 
 
                                     10        20        30         
2MEPSP                       AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
 
       40        50        60        70        80                   
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA                   
       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:26 2011 done: Tue Apr 19 10:57:26 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 36  - 115 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32     2     8:=* 
  34    16    22:==== * 
  36    20    44:=====     * 
  38    52    73:=============     * 
  40    79   102:====================     * 
  42    70   125:==================             * 
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  44   113   137:=============================     * 
  46   184   140:==================================*=========== 
  48   171   134:=================================*========= 
  50   167   122:==============================*=========== 
  52   114   107:==========================*== 
  54   111    92:======================*===== 
  56    86    77:===================*== 
  58    59    63:===============* 
  60    41    51:=========== * 
  62    20    41:=====     * 
  64    22    33:======  * 
  66    14    26:====  * 
  68    14    20:====* 
  70    25    16:===*=== 
  72    11    12:==* 
  74     5    10:==* 
  76    17     8:=*=== 
  78    11     6:=*= 
  80    18     5:=*=== 
  82     4     3:* 
  84     7     3:*= 
  86    15     2:*=== 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     2     0:=         *== 
 108     0     0:          * 
 110     3     0:=         *=== 
 112     1     0:=         *= 
 114     0     0:          * 
 116     2     0:=         *== 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.90230.00329; mu= 5.4961 0.173 
 mean_var=36.351510.719, 0's: 2 Z-trim: 6  B-trim: 62 in 1/43 
 Lambda= 0.212722 
 Kolmogorov-Smirnov  statistic: 0.1061 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 27.3    0.08 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 26.4    0.15 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 26.0    0.19 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 25.4    0.29 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 25.1    0.35 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 25.1    0.35 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   65 25.1    0.36 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 24.5    0.54 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 24.2    0.67 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 23.0     1.5 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.9     1.6 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 22.4     2.4 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 22.4     2.4 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 22.1       3 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.8     3.6 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   55 22.0       5 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.7       5 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 21.1     5.6 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.8       7 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   57 22.6     7.1 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   57 22.6     7.9 
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gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.8     8.3 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.8     8.3 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.8     8.3 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.8     8.3 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.8     8.3 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.8     8.3 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.8     8.4 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.5     8.6 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 20.5     8.6 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 20.5     8.6 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.5     8.6 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   50 20.5     8.6 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.8     8.7 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.8     9.4 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.8     9.4 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.8     9.5 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.8     9.5 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   57 22.6     9.8 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 20.2      11 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 19.9      13 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.9      13 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 20.8      13 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.9      13 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.9      16 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.9      16 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.9      16 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.9      17 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.9      17 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.9      18 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.9      18 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.9      18 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.9      18 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 21.1      18 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.9      19 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.8      21 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.9      21 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 21.1      22 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.3      23 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.2      23 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.7      23 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.1      24 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.9      24 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.9      24 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.1      24 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.8      26 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      28 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      28 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 21.0      28 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.4      29 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.7      30 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 20.2      31 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.6      31 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.7      32 
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gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.8      35 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.4      36 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.0      37 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.3      41 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.2      41 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.3      41 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.3      41 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.5      41 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 19.0      43 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.7      44 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 18.4      46 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.2      47 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.2      50 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.2      51 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.1      55 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   43 18.4      55 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.8      56 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   48 19.8      56 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.9      56 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.9      56 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.9      56 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.9      59 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   51 20.7      60 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.5      60 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.9      61 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.9      61 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.9      61 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.9      61 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.9      61 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.9      61 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.9      61 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.9      61 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.9      62 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.9      62 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.8      62 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.0      62 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.0      66 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 18.0      68 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.5      68 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.5      68 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.8      68 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.9      73 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.3      73 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.4      75 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.3      76 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.3      80 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.3      80 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.9      84 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.2      84 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   41 17.7      84 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   41 17.7      84 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   41 17.7      84 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.5      85 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   45 18.9      88 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   47 19.5      88 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.7      92 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      95 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   46 19.2      98 
gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.0      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 122.2  bits: 27.3 E(): 0.08 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (25-80:31-85) 
 
                     10        20        30        40         50    
2MEPSP       ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
            60        70        80                         
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2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAA                         
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 117.2  bits: 26.4 E(): 0.15 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (25-80:31-85) 
 
                     10        20        30        40          50   
2MEPSP       ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
             60        70        80                         
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAA                         
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 115.5  bits: 26.0 E(): 0.19 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (28-80:34-85) 
 
                  10        20        30        40          50      
2MEPSP    ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
          60        70        80                         
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAA                         
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 112.2  bits: 25.4 E(): 0.29 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (25-80:31-85) 
 
                     10        20        30         40        50    
2MEPSP       ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
            60        70        80                         
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAA                         
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 110.6  bits: 25.1 E(): 0.35 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (28-80:33-84) 
 
                  10        20        30        40          50      
2MEPSP    ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
          60        70        80                         
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAA                         
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 110.6  bits: 25.1 E(): 0.35 
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Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (28-80:33-84) 
 
                  10        20        30        40          50      
2MEPSP    ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
          60        70        80                         
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAA                         
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  65  Z-score: 110.5  bits: 25.1 E(): 0.36 
Smith-Waterman score: 65; 34.8% identity (53.0% similar) in 66 aa overlap (14-79:22-83) 
 
                       10        20        30        40        50   
2MEPSP         ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                            .: : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
             60        70        80                          
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAA                          
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 107.2  bits: 24.5 E(): 0.54 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (25-80:31-85) 
 
                     10        20        30        40        50     
2MEPSP       ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
           60        70        80                         
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAA                         
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 105.6  bits: 24.2 E(): 0.67 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (25-80:31-85) 
 
                     10        20        30        40         50    
2MEPSP       ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
            60        70        80                         
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAA                         
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 99.1  bits: 23.0 E():  1.5 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (25-80:29-83) 
 
                   10        20        30        40          50     
2MEPSP     ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
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           60        70        80                         
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAA                         
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 98.9  bits: 23.9 E():  1.6 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (10-39:33-62) 
 
                                    10        20        30          
2MEPSP                      ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
      40        50        60        70        80                    
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                    
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 95.6  bits: 22.4 E():  2.4 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (25-80:31-85) 
 
                     10        20        30         40        50    
2MEPSP       ALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
            60        70        80                         
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAA                         
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 95.6  bits: 22.4 E():  2.4 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (25-80:31-85) 
 
                     10        20        30         40        50    
2MEPSP       ALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
            60        70        80                         
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAA                         
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 94.0  bits: 22.1 E():    3 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (25-80:31-85) 
 
                     10        20        30         40        50    
2MEPSP       ALSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
            60        70        80                         
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAA                         
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
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>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 92.5  bits: 21.8 E():  3.6 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (56-78:59-81) 
 
          30        40        50        60        70        80      
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA      
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 90.0  bits: 22.0 E():    5 
Smith-Waterman score: 55; 25.0% identity (59.1% similar) in 44 aa overlap (4-47:133-176) 
 
                                          10        20        30    
2MEPSP                            ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 
                                     .:  :: . . .:  . ..  ...:: :   
gi|501 DKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSG 
            110       120       130       140       150       160   
 
            40        50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
       . ..  :  .:.::                                  
gi|501 SVRSNTRPKIVNCGEL                                
            170                                        
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 89.9  bits: 21.7 E():    5 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (21-46:75-101) 
 
                         10        20         30        40          
2MEPSP           ALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
      50        60        70        80            
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA            
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 89.0  bits: 21.1 E():  5.6 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (28-74:34-79) 
 
                  10        20        30        40          50      
2MEPSP    ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
          60        70        80                         
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAA                         
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.3  bits: 20.8 E():    7 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (56-80:61-85) 
 
          30        40        50        60        70        80      
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA      
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
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gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 87.2  bits: 22.6 E():  7.1 
Smith-Waterman score: 57; 27.1% identity (60.4% similar) in 48 aa overlap (31-77:315-362) 
 
               10        20        30        40        50           
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
      60        70        80             
2MEPSP QLFLGNAGIAMRSLTAAVTAA             
       .:   .::    :  . :                
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 86.3  bits: 22.6 E():  7.9 
Smith-Waterman score: 57; 20.7% identity (61.0% similar) in 82 aa overlap (3-73:161-242) 
 
                                           10         20            
2MEPSP                             ALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
       30          40        50             60        70        80  
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAA  
       ::...:  :.    .. .  . .: .:      . . . .  :...:....:         
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
gi|114 SIGSLGRDNSRAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPI 
              260       270       280       290       300       310 
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:9-26) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:9-26) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 923

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:9-26) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:9-26) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:9-26) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.8 E():  8.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:9-26) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:10-27) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
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                                    10        20        30          
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.7  bits: 20.5 E():  8.6 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (56-78:61-83) 
 
          30        40        50        60        70        80      
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA      
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 85.7  bits: 20.5 E():  8.6 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (29-80:35-85) 
 
                 10        20        30        40          50       
2MEPSP   ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
         60        70        80                         
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAA                         
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 85.7  bits: 20.5 E():  8.6 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (29-80:35-85) 
 
                 10        20        30        40          50       
2MEPSP   ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
         60        70        80                         
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAA                         
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.7  bits: 20.5 E():  8.6 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (56-78:61-83) 
 
          30        40        50        60        70        80      
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA      
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 85.7  bits: 20.5 E():  8.6 
Smith-Waterman score: 50; 31.2% identity (58.3% similar) in 48 aa overlap (28-74:34-79) 
 
                  10        20        30         40        50       
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2MEPSP    ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
         60        70        80                         
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAA                         
       ::..::: :     :.::                               
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.6  bits: 20.8 E():  8.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:15-32) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.8 E():  9.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:25-42) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.8 E():  9.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:25-42) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.8 E():  9.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:26-43) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
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gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.8 E():  9.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:26-43) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 84.7  bits: 22.6 E():  9.8 
Smith-Waterman score: 57; 20.7% identity (61.0% similar) in 82 aa overlap (3-73:191-272) 
 
                                           10         20            
2MEPSP                             ALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
       30          40        50             60        70        80  
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAA  
       ::...:  :.    .. .  . .: .:      . . . .  :...:....:         
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
gi|476 SIGSLGRDNSRAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPI 
              290       300       310       320       330       340 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.7  bits: 20.2 E():   11 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (56-80:60-84) 
 
          30        40        50        60        70        80      
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA      
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 19.9 E():   13 
Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (7-64:45-102) 
 
                                       10        20        30       
2MEPSP                         ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
         40        50        60        70        80 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
       ::  :.. .   :   :. ::: .  .:                 
gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD            
           80        90       100                   
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.4  bits: 19.9 E():   13 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (56-80:61-85) 
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          30        40        50        60        70        80      
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA      
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 82.3  bits: 20.8 E():   13 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (2-54:113-176) 
 
                                            10         20        30 
2MEPSP                              ALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
                         40        50        60        70        80 
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 82.3  bits: 19.9 E():   13 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (11-57:5-46) 
 
               10        20        30        40        50        60 
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                 ..:..::..  .::.     ..:. .  :   .::   : : ::.:.    
gi|225       MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKSP-EDVKKVFH 
                     10        20            30        40           
 
               70        80                                         
2MEPSP LFLGNAGIAMRSLTAAVTAA                                         
                                                                    
gi|225 ILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAE 
      50        60        70        80        90       100          
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:9-26) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:9-26) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
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gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:9-26) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:9-26) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:9-26) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:9-26) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:9-26) 
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            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:9-26) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:9-26) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:9-26) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:18-35) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
            70        80                                            
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2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.2  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:22-39) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:26-43) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:26-43) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:26-43) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
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Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:26-43) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:26-43) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:26-43) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.7  bits: 21.1 E():   18 
Smith-Waterman score: 52; 33.3% identity (66.7% similar) in 33 aa overlap (33-65:17-49) 
 
             10        20        30        40        50        60   
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     :..:.:     .:  :.  ..:::...: : 
gi|190               MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGF 
                             10        20        30        40       
 
             70        80                                           
2MEPSP LGNAGIAMRSLTAAVTAA                                           
        :.                                                          
gi|190 AGHGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQS 
         50        60        70        80        90       100       
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 48; 25.0% identity (54.2% similar) in 72 aa overlap (5-74:48-116) 
 
                                         10          20        30   
2MEPSP                           ALSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|374 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVESID--- 
        20        30        40        50        60        70        
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             40        50        60        70        80             
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA             
       ::. : . .:: : .    .:    :..:  :  : .. .::                   
gi|374 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYHTKGDAKPDEEELKK 
           80        90       100       110       120       130     
 
gi|374 GKAKGEGLFRAIEGYVLANPTQY 
          140       150        
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.5  bits: 20.8 E():   21 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (10-58:221-261) 
 
                                    10        20        30          
2MEPSP                      ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
      40        50        60        70        80                    
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                    
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.9 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:55-72) 
 
            10        20        30        40        50        60    
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
            70        80                                            
2MEPSP GNAGIAMRSLTAAVTAA                                            
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 78.5  bits: 21.1 E():   22 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (12-40:246-275) 
 
                                  10        20         30        40 
2MEPSP                    ALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
               50        60        70        80                     
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                     
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (12-36:201-228) 
 
                                  10        20           30         
2MEPSP                    ALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       40        50        60        70        80                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                   
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gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 77.9  bits: 17.2 E():   23 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (31-43:5-17) 
 
               10        20        30        40        50        60 
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .: :: .:: :::                  
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI     
                                         10        20        30     
 
               70        80 
2MEPSP LFLGNAGIAMRSLTAAVTAA 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 77.8  bits: 18.7 E():   23 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (32-63:40-71) 
 
              10        20        30        40        50        60  
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
              70        80 
2MEPSP FLGNAGIAMRSLTAAVTAA 
       :.                  
gi|154 FVDSLDKIAQVPRVG     
      70        80         
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.7  bits: 21.1 E():   24 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (7-38:88-122) 
 
                                       10           20        30    
2MEPSP                         ALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
            40        50        60        70        80              
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA              
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.7  bits: 19.9 E():   24 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (29-62:152-189) 
 
                 10        20        30        40           50      
2MEPSP   ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
           60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAA 
       : :. .::                   
gi|313 KCERGKLFANCCK              
             190                  
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.7  bits: 19.9 E():   24 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (29-62:152-189) 
 
                 10        20        30        40           50      
2MEPSP   ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
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gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
           60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAA 
       : :. .::                   
gi|476 KCERGKLFANCCK              
             190                  
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 77.6  bits: 21.1 E():   24 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (7-38:88-122) 
 
                                       10           20        30    
2MEPSP                         ALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
            40        50        60        70        80              
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA              
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.9  bits: 20.8 E():   26 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (3-29:72-98) 
 
                                           10        20        30   
2MEPSP                             ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
             40        50        60        70        80             
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA             
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (12-36:201-228) 
 
                                  10        20           30         
2MEPSP                    ALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       40        50        60        70        80                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (12-36:201-228) 
 
                                  10        20           30         
2MEPSP                    ALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       40        50        60        70        80                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                   
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
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              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (12-36:201-228) 
 
                                  10        20           30         
2MEPSP                    ALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       40        50        60        70        80                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (12-36:201-228) 
 
                                  10        20           30         
2MEPSP                    ALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       40        50        60        70        80                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                   
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (12-36:201-228) 
 
                                  10        20           30         
2MEPSP                    ALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       40        50        60        70        80                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                   
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (12-36:201-228) 
 
                                  10        20           30         
2MEPSP                    ALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       40        50        60        70        80                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (12-36:201-228) 
 
                                  10        20           30         
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2MEPSP                    ALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       40        50        60        70        80                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (12-36:201-228) 
 
                                  10        20           30         
2MEPSP                    ALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       40        50        60        70        80                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (12-36:201-228) 
 
                                  10        20           30         
2MEPSP                    ALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       40        50        60        70        80                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (12-36:201-228) 
 
                                  10        20           30         
2MEPSP                    ALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       40        50        60        70        80                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (12-36:201-228) 
 
                                  10        20           30         
2MEPSP                    ALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       40        50        60        70        80                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                   
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gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (12-36:201-228) 
 
                                  10        20           30         
2MEPSP                    ALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       40        50        60        70        80                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.2  bits: 18.4 E():   29 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (35-63:43-71) 
 
           10        20        30        40        50        60     
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
           70        80 
2MEPSP NAGIAMRSLTAAVTAA 
                        
gi|122 SLDKIAQVPRVG     
             80         
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (57-80:61-84) 
 
         30        40        50        60        70        80       
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA       
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 75.6  bits: 20.2 E():   31 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (14-64:113-157) 
 
                                10        20        30        40    
2MEPSP                  ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
            50        60        70        80                        
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                        
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.6  bits: 19.6 E():   31 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (10-39:33-62) 
 
                                    10        20        30          
2MEPSP                      ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
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                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
      40        50        60        70        80                    
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                    
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.4  bits: 20.7 E():   32 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (31-75:163-207) 
 
               10        20        30        40        50        60 
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
               70        80                                         
2MEPSP LFLGNAGIAMRSLTAAVTAA                                         
         : . ..:.:...:                                              
gi|845 QTLDQYALAQRKISALSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTT 
            200       210       220       230       240       250   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (16-40:195-217) 
 
                              10        20        30        40      
2MEPSP                ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
          50        60        70        80                          
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                          
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 74.4  bits: 20.4 E():   36 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (9-38:90-122) 
 
                                     10           20        30      
2MEPSP                       ALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
          40        50        60        70        80                
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.2  bits: 16.0 E():   37 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (32-45:3-16) 
 
              10        20        30        40        50        60  
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     :.: .::.  : ::                 
gi|463                             DFVDAHNAARAQVGVGPVHWT            
                                           10        20             
 
              70        80 
2MEPSP FLGNAGIAMRSLTAAVTAA 
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>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 19.3 E():   41 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (28-43:172-187) 
 
                  10        20        30        40        50        
2MEPSP    ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAA 
                               
gi|256 KESLAKKNHGLSRSE         
             210               
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  41 init1:  41 opt:  56  Z-score: 73.5  bits: 22.2 E():   41 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (3-43:452-496) 
 
                                              10         20         
2MEPSP                             ALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
       30        40        50        60        70        80         
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA         
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.4  bits: 19.3 E():   41 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (28-43:173-188) 
 
                  10        20        30        40        50        
2MEPSP    ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAA 
                               
gi|187 KESLAKKNHGLSRSE         
            210                
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.4  bits: 19.3 E():   41 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (28-43:173-188) 
 
                  10        20        30        40        50        
2MEPSP    ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAA 
                               
gi|187 KESLAKKNHGLSRSE         
            210                
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.4  bits: 19.5 E():   41 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (45-58:91-104) 
 
           20        30        40        50        60        70     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
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gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
           80                                                       
2MEPSP AAVTAA                                                       
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.0  bits: 19.0 E():   43 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (22-61:106-145) 
 
                        10        20        30        40        50  
2MEPSP          ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
              60        70        80                        
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAA                        
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.9  bits: 15.7 E():   44 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (45-53:4-12) 
 
           20        30        40        50        60        70     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     ::...: .:                      
gi|544                            APPGCSNHFNLETVFGNFVK              
                                          10        20              
 
           80 
2MEPSP AAVTAA 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.6  bits: 18.4 E():   46 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (48-78:6-35) 
 
        20        30        40        50        60        70        
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.. . : .:. . :: . :...   :::  
gi|144                          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAK 
                                        10         20        30     
 
        80                                                          
2MEPSP TAA                                                          
       :                                                            
gi|144 TVKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQ 
           40        50        60        70        80        90     
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.2 E():   47 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (45-58:76-89) 
 
           20        30        40        50        60        70     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
           80                                                       
2MEPSP AAVTAA                                                       
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 71.9  bits: 19.2 E():   50 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (45-58:91-104) 
 
           20        30        40        50        60        70     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
           80                                                       
2MEPSP AAVTAA                                                       
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 19.2 E():   51 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (45-58:91-104) 
 
           20        30        40        50        60        70     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
           80                                                       
2MEPSP AAVTAA                                                       
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 71.2  bits: 20.1 E():   55 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (14-44:378-406) 
 
                                10        20        30        40    
2MEPSP                  ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
            50        60        70        80                        
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                        
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 43; 23.6% identity (54.2% similar) in 72 aa overlap (5-74:48-116) 
 
                                         10          20        30   
2MEPSP                           ALSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|169 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVEAID--- 
        20        30        40        50        60        70        
 
             40        50        60        70        80             
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA             
       ::. : . .:: : .    .:    :..:  :  : .. .:.                   
gi|169 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFHSKGEAKPEEEDMKK 
           80        90       100       110       120       130     
 
gi|169 GKAKGEALFKAIEGYVLANPTQY 
          140       150        
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.0  bits: 19.8 E():   56 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (9-38:90-122) 
 
                                     10           20        30      
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2MEPSP                       ALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|601 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
          40        50        60        70        80                
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                
       :::                                                          
gi|601 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.0  bits: 19.8 E():   56 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (9-38:90-122) 
 
                                     10           20        30      
2MEPSP                       ALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|467 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
          40        50        60        70        80                
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                
       :::                                                          
gi|467 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 18.9 E():   56 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (45-58:68-81) 
 
           20        30        40        50        60        70     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
           80                                                       
2MEPSP AAVTAA                                                       
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 18.9 E():   56 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (45-58:68-81) 
 
           20        30        40        50        60        70     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
           80                                                       
2MEPSP AAVTAA                                                       
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (45-58:69-82) 
 
           20        30        40        50        60        70     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
           80                                                       
2MEPSP AAVTAA                                                       
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gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 18.9 E():   59 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (45-58:80-93) 
 
           20        30        40        50        60        70     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
           80                                                       
2MEPSP AAVTAA                                                       
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.4  bits: 20.7 E():   60 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (31-75:563-607) 
 
               10        20        30        40        50        60 
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
               70        80                                         
2MEPSP LFLGNAGIAMRSLTAAVTAA                                         
         : . ..:.:...:                                              
gi|425 QTLDQYALAQRKISALSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLTA 
            600       610       620       630       640       650   
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 47; 27.9% identity (60.5% similar) in 43 aa overlap (12-48:225-267) 
 
                                  10        20        30            
2MEPSP                    ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA------D 
                                     ::.. :  :. :.:  . .:::.      : 
gi|118 VFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQITLD 
          200       210       220       230       240       250     
 
          40        50        60        70        80                
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                
       . .  . ...:.:                                                
gi|118 SITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSSIDSL 
          260       270       280       290       300       310     
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (45-58:91-104) 
 
           20        30        40        50        60        70     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
           80                                                       
2MEPSP AAVTAA                                                       
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (45-58:91-104) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 944

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
           20        30        40        50        60        70     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
           80                                                       
2MEPSP AAVTAA                                                       
                                                                    
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (45-58:91-104) 
 
           20        30        40        50        60        70     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
           80                                                       
2MEPSP AAVTAA                                                       
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (45-58:91-104) 
 
           20        30        40        50        60        70     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
           80                                                       
2MEPSP AAVTAA                                                       
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (45-58:91-104) 
 
           20        30        40        50        60        70     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
           80                                                       
2MEPSP AAVTAA                                                       
                                                                    
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (45-58:91-104) 
 
           20        30        40        50        60        70     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
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           80                                                       
2MEPSP AAVTAA                                                       
                                                                    
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (45-58:91-104) 
 
           20        30        40        50        60        70     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
           80                                                       
2MEPSP AAVTAA                                                       
                                                                    
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (45-58:91-104) 
 
           20        30        40        50        60        70     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
           80                                                       
2MEPSP AAVTAA                                                       
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (45-58:92-105) 
 
           20        30        40        50        60        70     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
           80                                                       
2MEPSP AAVTAA                                                       
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (45-58:93-106) 
 
           20        30        40        50        60        70     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
           80                                                       
2MEPSP AAVTAA                                                       
                                                                    
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
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 initn:  41 init1:  41 opt:  41  Z-score: 70.1  bits: 17.8 E():   62 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (49-67:82-100) 
 
       20        30        40        50        60        70         
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
       80      
2MEPSP AA      
               
gi|188 QSGAIYV 
               
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (28-52:16-40) 
 
               10        20        30        40        50        60 
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                  : :. .:....: :..:  ::.. :         
gi|753             MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAG 
                           10        20        30        40         
 
               70        80                                         
2MEPSP LFLGNAGIAMRSLTAAVTAA                                         
                                                                    
gi|753 TVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPP 
       50        60        70        80        90       100         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (25-53:38-66) 
 
                     10        20        30        40        50     
2MEPSP       ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
           60        70        80                                   
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAA                                   
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (20-54:48-86) 
 
                          10        20        30             40     
2MEPSP            ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
           50        60        70        80                         
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                         
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.4  bits: 19.5 E():   68 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (9-37:90-121) 
 
                                     10           20        30      
2MEPSP                       ALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
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      60        70        80        90       100       110          
 
          40        50        60        70        80                
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.4  bits: 19.5 E():   68 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (9-37:90-121) 
 
                                     10           20        30      
2MEPSP                       ALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
          40        50        60        70        80                
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.4  bits: 19.8 E():   68 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (11-44:381-414) 
 
                                   10        20        30        40 
2MEPSP                     ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
               50        60        70        80                     
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                     
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 18.9 E():   73 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (18-55:3-39) 
 
               10        20        30        40        50        60 
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                        :: .  ::  :.... :  ::. :. .: :   :.  :      
gi|398                MAVHQYTVAL-FLAVALVAGPAASYAADLGYGPATPAAPAAGYTP 
                              10         20        30        40     
 
               70        80                                         
2MEPSP LFLGNAGIAMRSLTAAVTAA                                         
                                                                    
gi|398 ATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKA 
           50        60        70        80        90       100     
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.8  bits: 16.3 E():   73 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (46-60:30-44) 
 
          20        30        40        50        60        70      
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                                     :     :.:.::...                
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN          
                10        20        30        40        50          
 
          80 
2MEPSP AVTAA 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.4 E():   75 
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Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (18-27:55-64) 
 
                            10        20        30        40        
2MEPSP              ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
        50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                                         
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF  
           90       100       110        
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (11-67:110-173) 
 
                                   10        20        30           
2MEPSP                     ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
      80        90       100       110       120       130          
 
        40        50            60        70        80              
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAMRSLTAAVTAA              
        :  . .   ::  ..    :  :.:.::. . :                           
gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
 
gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.3 E():   80 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (8-39:71-102) 
 
                                      10        20        30        
2MEPSP                        ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
        40        50        60        70        80                  
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                  
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.3 E():   80 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (29-45:11-27) 
 
               10        20        30        40        50        60 
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                   :::.  .  : :. .::                
gi|383                   MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKAFT 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP LFLGNAGIAMRSLTAAVTAA                                         
                                                                    
gi|383 ASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEE 
             50        60        70        80        90       100   
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.7  bits: 18.9 E():   84 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (23-45:150-174) 
 
                       10        20        30          40        50 
2MEPSP         ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
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                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
               60        70        80                               
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                               
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.7  bits: 19.2 E():   84 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (9-41:91-126) 
 
                                     10           20        30      
2MEPSP                       ALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
          40        50        60        70        80                
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (39-74:83-118) 
 
       10        20        30        40        50        60         
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
       70        80                                    
2MEPSP AMRSLTAAVTAA                                    
       ...: .                                          
gi|602 VIKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
            120       130       140       150          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (39-74:83-118) 
 
       10        20        30        40        50        60         
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
       70        80                                    
2MEPSP AMRSLTAAVTAA                                    
       ...: .                                          
gi|279 VIKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
            120       130       140       150          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (39-74:83-118) 
 
       10        20        30        40        50        60         
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
       70        80                                    
2MEPSP AMRSLTAAVTAA                                    
       ...: .                                          
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gi|131 VIKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
            120       130       140       150          
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.6  bits: 14.5 E():   85 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (28-35:10-17) 
 
               10        20        30        40        50        60 
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                  :::: .:.                          
gi|856                   ANPTFGFTPLGLSSDAN                          
                                 10                                 
 
               70        80 
2MEPSP LFLGNAGIAMRSLTAAVTAA 
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.4  bits: 18.9 E():   88 
Smith-Waterman score: 45; 38.7% identity (61.3% similar) in 31 aa overlap (37-67:11-41) 
 
         10        20        30        40        50        60       
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                     : : : .:. . :::: .:  . .:  : . 
gi|113                     MDKANGAYKTALKAASAVAPAEKFPVFQATFDKNLKEGLS 
                                   10        20        30        40 
 
         70        80                                               
2MEPSP GIAMRSLTAAVTAA                                               
       :                                                            
gi|113 GPDAVGFAKKLDAFIQTSYLSTKAAEPKEKFDLFVLSLTEVLRFMAGAVKAPPASKFPAK 
               50        60        70        80        90       100 
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.3  bits: 19.5 E():   88 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (32-60:106-134) 
 
              10        20        30        40        50        60  
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     ::  .... .:: ::   :  :.  :  :  
gi|298 RCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGCPETFQSESEFEYPQS 
          80        90       100       110       120       130      
 
              70        80                                          
2MEPSP FLGNAGIAMRSLTAAVTAA                                          
                                                                    
gi|298 QRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQRTRQSESEEFS 
         140       150       160       170       180       190      
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.0  bits: 17.7 E():   92 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (21-47:146-170) 
 
                         10        20        30        40        50 
2MEPSP           ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
               60        70        80 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.3 E():   95 
Smith-Waterman score: 43; 42.9% identity (71.4% similar) in 14 aa overlap (45-58:97-110) 
 
           20        30        40        50        60        70     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
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           80                                                       
2MEPSP AAVTAA                                                       
                                                                    
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 66.4  bits: 19.2 E():   98 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (12-36:201-228) 
 
                                  10        20           30         
2MEPSP                    ALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       40        50        60        70        80                   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.0 E():   99 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (8-39:71-102) 
 
                                      10        20        30        
2MEPSP                        ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
 
        40        50        60        70        80                  
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA                  
       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:26 2011 done: Tue Apr 19 10:57:26 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 37  - 116 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     4     8:=* 
  34    14    22:==== * 
  36    24    44:======    * 
  38    50    73:=============     * 
  40    77   102:====================     * 
  42    69   125:==================             * 
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  44   113   137:=============================     * 
  46   185   140:==================================*============ 
  48   170   134:=================================*========= 
  50   167   122:==============================*=========== 
  52   107   107:==========================* 
  54   110    92:======================*===== 
  56    88    77:===================*== 
  58    68    63:===============*= 
  60    38    51:==========  * 
  62    22    41:======    * 
  64    23    33:======  * 
  66    15    26:====  * 
  68    14    20:====* 
  70    22    16:===*== 
  72    11    12:==* 
  74     7    10:==* 
  76    19     8:=*=== 
  78     7     6:=* 
  80    18     5:=*=== 
  82     4     3:* 
  84    11     3:*== 
  86    12     2:*== 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     1     0:=         *= 
 108     1     0:=         *= 
 110     2     0:=         *== 
 112     1     0:=         *= 
 114     1     0:=         *= 
 116     1     0:=         *= 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.05640.00333; mu= 4.7680 0.175 
 mean_var=36.797510.729, 0's: 2 Z-trim: 6  B-trim: 62 in 1/43 
 Lambda= 0.211429 
 Kolmogorov-Smirnov  statistic: 0.1075 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 27.2   0.085 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 26.3    0.16 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 26.0     0.2 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 25.4     0.3 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 25.1    0.37 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 25.1    0.37 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   65 25.1    0.37 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 24.4    0.57 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 24.1     0.7 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 22.9     1.6 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.8     1.7 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 22.3     2.5 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 22.3     2.5 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 22.0     3.1 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.7     3.7 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.7     5.2 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   55 22.0     5.2 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 21.1     5.8 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.8     7.2 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   57 22.5     7.6 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   56 22.2     8.5 
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gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   57 22.5     8.5 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.8     8.6 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.8     8.6 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.8     8.6 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.8     8.6 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.8     8.6 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.8     8.6 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.8     8.7 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.5     8.9 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 20.5     8.9 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.5     8.9 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 20.5     8.9 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   50 20.5     8.9 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.8       9 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.8     9.7 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.8     9.7 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.8     9.8 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.8     9.8 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   57 22.5      11 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 20.2      11 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 19.9      13 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.9      14 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.9      14 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 20.7      14 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   49 20.1      16 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.9      16 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.9      16 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.9      16 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.9      17 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.8      18 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.8      18 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.8      18 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.8      18 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.8      18 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.8      18 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.8      18 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.8      22 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.7      23 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.3      23 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 21.0      23 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.7      24 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.2      24 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   47 19.5      24 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.8      25 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.8      25 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.0      25 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.0      26 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.7      28 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.4      29 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.9      30 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.9      30 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.9      30 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.7      31 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.5      32 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 20.1      33 
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gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.6      34 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.1      36 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.8      37 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.3      39 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.8      42 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.2      42 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.2      42 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.2      42 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.5      43 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.9      45 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.0      45 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 18.3      47 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.2      49 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.2      52 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.2      53 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   43 18.3      55 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.9      58 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.9      58 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.0      58 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.9      58 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   48 19.7      59 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.7      59 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.9      61 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.4      63 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.7      63 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.9      64 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.0      64 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.9      64 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.9      64 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.9      64 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.9      64 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.9      64 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.9      64 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.9      64 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.9      64 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.9      65 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   51 20.6      65 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.0      68 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 18.0      69 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.4      72 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.4      72 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.3      73 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.7      73 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.4      76 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.9      76 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.3      79 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.6      81 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.3      83 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.3      83 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   41 17.7      86 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   41 17.7      86 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   41 17.7      86 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.8      88 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.1      89 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   45 18.8      92 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   47 19.4      94 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.7      94 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 121.7  bits: 27.2 E(): 0.085 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (24-79:31-85) 
 
                      10        20        30        40         50   
2MEPSP        LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
             60        70        80                        
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAG                        
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       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 116.8  bits: 26.3 E(): 0.16 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (24-79:31-85) 
 
                      10        20        30        40          50  
2MEPSP        LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
              60        70        80                        
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAG                        
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 115.1  bits: 26.0 E():  0.2 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (27-79:34-85) 
 
                   10        20        30        40          50     
2MEPSP     LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
           60        70        80                        
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAG                        
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 111.8  bits: 25.4 E():  0.3 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (24-79:31-85) 
 
                      10        20        30         40        50   
2MEPSP        LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
             60        70        80                        
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAG                        
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 110.3  bits: 25.1 E(): 0.37 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (27-79:33-84) 
 
                   10        20        30        40          50     
2MEPSP     LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
           60        70        80                        
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAG                        
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 110.3  bits: 25.1 E(): 0.37 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (27-79:33-84) 
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                   10        20        30        40          50     
2MEPSP     LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
           60        70        80                        
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAG                        
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  65  Z-score: 110.2  bits: 25.1 E(): 0.37 
Smith-Waterman score: 65; 34.8% identity (53.0% similar) in 66 aa overlap (13-78:22-83) 
 
                        10        20        30        40        50  
2MEPSP          LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                            .: : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
              60        70        80                         
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAG                         
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 106.9  bits: 24.4 E(): 0.57 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (24-79:31-85) 
 
                      10        20        30        40        50    
2MEPSP        LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
            60        70        80                        
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAG                        
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 105.2  bits: 24.1 E():  0.7 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (24-79:31-85) 
 
                      10        20        30        40         50   
2MEPSP        LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
             60        70        80                        
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAG                        
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.8  bits: 22.9 E():  1.6 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (24-79:29-83) 
 
                    10        20        30        40          50    
2MEPSP      LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
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            60        70        80                        
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAG                        
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 98.4  bits: 23.8 E():  1.7 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (9-38:33-62) 
 
                                     10        20        30         
2MEPSP                       LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
       40        50        60        70        80                   
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                   
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 95.4  bits: 22.3 E():  2.5 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (24-79:31-85) 
 
                      10        20         30        40        50   
2MEPSP        LSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
             60        70        80                        
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAG                        
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 95.4  bits: 22.3 E():  2.5 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (24-79:31-85) 
 
                      10        20         30        40        50   
2MEPSP        LSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
             60        70        80                        
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAG                        
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 93.7  bits: 22.0 E():  3.1 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (24-79:31-85) 
 
                      10        20         30        40        50   
2MEPSP        LSEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
             60        70        80                        
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAG                        
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
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 initn:  54 init1:  54 opt:  54  Z-score: 92.2  bits: 21.7 E():  3.7 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (55-77:59-81) 
 
           30        40        50        60        70        80     
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG     
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 89.6  bits: 21.7 E():  5.2 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (20-45:75-101) 
 
                          10        20         30        40         
2MEPSP            LSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
       50        60        70        80           
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG           
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 89.6  bits: 22.0 E():  5.2 
Smith-Waterman score: 55; 25.0% identity (59.1% similar) in 44 aa overlap (3-46:133-176) 
 
                                           10        20        30   
2MEPSP                             LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 
                                     .:  :: . . .:  . ..  ...:: :   
gi|501 DKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSG 
            110       120       130       140       150       160   
 
             40        50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
       . ..  :  .:.::                                   
gi|501 SVRSNTRPKIVNCGEL                                 
            170                                         
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 88.8  bits: 21.1 E():  5.8 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (27-73:34-79) 
 
                   10        20        30        40          50     
2MEPSP     LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
           60        70        80                        
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAG                        
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.1  bits: 20.8 E():  7.2 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (55-79:61-85) 
 
           30        40        50        60        70        80     
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG     
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
gi|207 DSDGDGKIGVEEFQALVKA 
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              100          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 86.7  bits: 22.5 E():  7.6 
Smith-Waterman score: 57; 27.1% identity (60.4% similar) in 48 aa overlap (30-76:315-362) 
 
                10        20        30        40        50          
2MEPSP  LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
       60        70        80            
2MEPSP QLFLGNAGIAMRSLTAAVTAAG            
       .:   .::    :  . :                
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 85.8  bits: 22.2 E():  8.5 
Smith-Waterman score: 56; 30.2% identity (62.3% similar) in 53 aa overlap (32-80:17-69) 
 
              10        20        30        40        50        60  
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     :..:.:     .:  :.  ..:::...: : 
gi|190               MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGF 
                             10        20        30        40       
 
                  70        80                                      
2MEPSP LG----NAGIAMRSLTAAVTAAG                                      
        :    ::  :  ...... :.:                                      
gi|190 AGHGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQS 
         50        60        70        80        90       100       
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 85.8  bits: 22.5 E():  8.5 
Smith-Waterman score: 57; 20.7% identity (61.0% similar) in 82 aa overlap (2-72:161-242) 
 
                                             10        20           
2MEPSP                              LSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
        30          40        50             60        70        80 
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAAG 
       ::...:  :.    .. .  . .: .:      . . . .  :...:....:         
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
gi|114 SIGSLGRDNSRAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPI 
              260       270       280       290       300       310 
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.8 E():  8.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:9-26) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.8 E():  8.6 
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Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:9-26) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.8 E():  8.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:9-26) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.8 E():  8.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:9-26) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.8 E():  8.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:9-26) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.8 E():  8.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:9-26) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
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             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.6  bits: 20.8 E():  8.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:10-27) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.5  bits: 20.5 E():  8.9 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (55-77:61-83) 
 
           30        40        50        60        70        80     
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG     
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 85.5  bits: 20.5 E():  8.9 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (28-79:35-85) 
 
                  10        20        30        40          50      
2MEPSP    LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
          60        70        80                        
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAG                        
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.5  bits: 20.5 E():  8.9 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (55-77:61-83) 
 
           30        40        50        60        70        80     
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG     
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 85.5  bits: 20.5 E():  8.9 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (28-79:35-85) 
 
                  10        20        30        40          50      
2MEPSP    LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
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                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
          60        70        80                        
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAG                        
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 85.5  bits: 20.5 E():  8.9 
Smith-Waterman score: 50; 31.2% identity (58.3% similar) in 48 aa overlap (27-73:34-79) 
 
                   10        20        30         40        50      
2MEPSP     LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
          60        70        80                        
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAG                        
       ::..::: :     :.::                               
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.3  bits: 20.8 E():    9 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:15-32) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.8 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:25-42) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.8 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:25-42) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
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gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.8 E():  9.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:26-43) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.8 E():  9.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:26-43) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 84.1  bits: 22.5 E():   11 
Smith-Waterman score: 57; 20.7% identity (61.0% similar) in 82 aa overlap (2-72:191-272) 
 
                                             10        20           
2MEPSP                              LSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
        30          40        50             60        70        80 
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAAG 
       ::...:  :.    .. .  . .: .:      . . . .  :...:....:         
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
gi|476 SIGSLGRDNSRAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPI 
              290       300       310       320       330       340 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.5  bits: 20.2 E():   11 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (55-79:60-84) 
 
           30        40        50        60        70        80     
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG     
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.3  bits: 19.9 E():   13 
Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (6-63:45-102) 
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                                        10        20        30      
2MEPSP                          LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
          40        50        60        70        80 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
       ::  :.. .   :   :. ::: .  .:                  
gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD             
           80        90       100                    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.2  bits: 19.9 E():   14 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (55-79:61-85) 
 
           30        40        50        60        70        80     
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG     
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 82.1  bits: 19.9 E():   14 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (10-56:5-46) 
 
               10        20        30        40        50        60 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                ..:..::..  .::.     ..:. .  :   .::   : : ::.:.     
gi|225      MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKSP-EDVKKVFHI 
                    10        20            30        40         50 
 
               70        80                                         
2MEPSP FLGNAGIAMRSLTAAVTAAG                                         
                                                                    
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 82.0  bits: 20.7 E():   14 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (1-53:113-176) 
 
                                             10         20          
2MEPSP                               LSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
      30                  40        50        60        70          
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
      80 
2MEPSP G 
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 80.8  bits: 20.1 E():   16 
Smith-Waterman score: 49; 24.1% identity (51.9% similar) in 79 aa overlap (4-80:48-123) 
 
                                          10          20        30  
2MEPSP                            LSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|374 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVESID--- 
        20        30        40        50        60        70        
 
              40        50        60        70        80            
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2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG            
       ::. : . .:: : .    .:    :..:  :  : .. .::    . :            
gi|374 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYHTKGDAKPDEEELKK 
           80        90       100       110       120       130     
 
gi|374 GKAKGEGLFRAIEGYVLANPTQY 
          140       150        
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:9-26) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:9-26) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:9-26) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:9-26) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
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>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:9-26) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:9-26) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:9-26) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:9-26) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:9-26) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
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                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:9-26) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.2  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:18-35) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.8 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:22-39) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.7  bits: 19.8 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:26-43) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
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gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.7  bits: 19.8 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:26-43) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.7  bits: 19.8 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:26-43) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.7  bits: 19.8 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:26-43) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.7  bits: 19.8 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:26-43) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.7  bits: 19.8 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:26-43) 
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             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.2  bits: 19.8 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:55-72) 
 
             10        20        30        40        50        60   
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
             70        80                                           
2MEPSP GNAGIAMRSLTAAVTAAG                                           
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.1  bits: 20.7 E():   23 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (9-57:221-261) 
 
                                     10        20        30         
2MEPSP                       LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
       40        50        60        70        80                   
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                   
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.1  bits: 17.3 E():   23 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (30-42:5-17) 
 
               10        20        30        40        50        60 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                    .: :: .:: :::                   
gi|323                          INLKAVIADPVAKTAVVQAGATLGEVYYXI      
                                        10        20        30      
 
               70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAG 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 78.0  bits: 21.0 E():   23 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (11-39:246-275) 
 
                                   10        20         30          
2MEPSP                     LSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
      40        50        60        70        80                    
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                    
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
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         280       290       300       310       320       330      
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 77.7  bits: 18.7 E():   24 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (31-62:40-71) 
 
               10        20        30        40        50        60 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
               70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAG 
       :.                   
gi|154 FVDSLDKIAQVPRVG      
      70        80          
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.5  bits: 21.2 E():   24 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (11-35:201-228) 
 
                                   10        20           30        
2MEPSP                     LSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        40        50        60        70        80                  
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                  
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.5 E():   24 
Smith-Waterman score: 47; 22.8% identity (53.2% similar) in 79 aa overlap (4-80:48-123) 
 
                                          10          20        30  
2MEPSP                            LSEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|169 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVEAID--- 
        20        30        40        50        60        70        
 
              40        50        60        70        80            
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG            
       ::. : . .:: : .    .:    :..:  :  : .. .:..   . :            
gi|169 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFHSKGEAKPEEEDMKK 
           80        90       100       110       120       130     
 
gi|169 GKAKGEALFKAIEGYVLANPTQY 
          140       150        
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.4  bits: 19.8 E():   25 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (28-61:152-189) 
 
                  10        20        30        40           50     
2MEPSP    LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
            60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAG 
       : :. .::                    
gi|476 KCERGKLFANCCK               
             190                   
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.4  bits: 19.8 E():   25 
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Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (28-61:152-189) 
 
                  10        20        30        40           50     
2MEPSP    LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
            60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAG 
       : :. .::                    
gi|313 KCERGKLFANCCK               
             190                   
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.2  bits: 21.0 E():   25 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (6-37:88-122) 
 
                                        10           20        30   
2MEPSP                          LSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
             40        50        60        70        80             
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG             
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 77.1  bits: 21.0 E():   26 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (6-37:88-122) 
 
                                        10           20        30   
2MEPSP                          LSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
             40        50        60        70        80             
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG             
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.5  bits: 20.7 E():   28 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (2-28:72-98) 
 
                                            10        20        30  
2MEPSP                              LSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
              40        50        60        70        80            
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG            
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.1  bits: 18.4 E():   29 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (34-62:43-71) 
 
            10        20        30        40        50        60    
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
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            70        80 
2MEPSP NAGIAMRSLTAAVTAAG 
                         
gi|122 SLDKIAQVPRVG      
             80          
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (11-35:201-228) 
 
                                   10        20           30        
2MEPSP                     LSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        40        50        60        70        80                  
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                  
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (11-35:201-228) 
 
                                   10        20           30        
2MEPSP                     LSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        40        50        60        70        80                  
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                  
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (11-35:201-228) 
 
                                   10        20           30        
2MEPSP                     LSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        40        50        60        70        80                  
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                  
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (11-35:201-228) 
 
                                   10        20           30        
2MEPSP                     LSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        40        50        60        70        80                  
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                  
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
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>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (11-35:201-228) 
 
                                   10        20           30        
2MEPSP                     LSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        40        50        60        70        80                  
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                  
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (11-35:201-228) 
 
                                   10        20           30        
2MEPSP                     LSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        40        50        60        70        80                  
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                  
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (11-35:201-228) 
 
                                   10        20           30        
2MEPSP                     LSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        40        50        60        70        80                  
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                  
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (11-35:201-228) 
 
                                   10        20           30        
2MEPSP                     LSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        40        50        60        70        80                  
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                  
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (11-35:201-228) 
 
                                   10        20           30        
2MEPSP                     LSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
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gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        40        50        60        70        80                  
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                  
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (11-35:201-228) 
 
                                   10        20           30        
2MEPSP                     LSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        40        50        60        70        80                  
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                  
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (11-35:201-228) 
 
                                   10        20           30        
2MEPSP                     LSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        40        50        60        70        80                  
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                  
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (11-35:201-228) 
 
                                   10        20           30        
2MEPSP                     LSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        40        50        60        70        80                  
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                  
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (56-79:61-84) 
 
          30        40        50        60        70        80      
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG      
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
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 initn:  47 init1:  47 opt:  47  Z-score: 75.3  bits: 19.5 E():   32 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (9-38:33-62) 
 
                                     10        20        30         
2MEPSP                       LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
       40        50        60        70        80                   
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                   
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 75.2  bits: 20.1 E():   33 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (13-63:113-157) 
 
                                 10        20        30        40   
2MEPSP                   LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
             50        60        70        80                       
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                       
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.9  bits: 20.6 E():   34 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (30-74:163-207) 
 
                10        20        30        40        50          
2MEPSP  LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
      60        70        80                                        
2MEPSP LFLGNAGIAMRSLTAAVTAAG                                        
         : . ..:.:...:                                              
gi|845 QTLDQYALAQRKISALSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTT 
            200       210       220       230       240       250   
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.5  bits: 16.1 E():   36 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (31-44:3-16) 
 
               10        20        30        40        50        60 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     :.: .::.  : ::                 
gi|463                             DFVDAHNAARAQVGVGPVHWT            
                                           10        20             
 
               70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAG 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (15-39:195-217) 
 
                               10        20        30        40     
2MEPSP                 LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
           50        60        70        80                         
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2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                         
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.9  bits: 20.3 E():   39 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (8-37:90-122) 
 
                                      10           20        30     
2MEPSP                        LSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
           40        50        60        70        80               
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG               
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 73.2  bits: 15.8 E():   42 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (44-52:4-12) 
 
            20        30        40        50        60        70    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     ::...: .:                      
gi|544                            APPGCSNHFNLETVFGNFVK              
                                          10        20              
 
            80 
2MEPSP AAVTAAG 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 19.2 E():   42 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (27-42:172-187) 
 
                   10        20        30        40        50       
2MEPSP     LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
         60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAG 
                                
gi|256 KESLAKKNHGLSRSE          
             210                
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 19.2 E():   42 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (27-42:173-188) 
 
                   10        20        30        40        50       
2MEPSP     LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
         60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAG 
                                
gi|187 KESLAKKNHGLSRSE          
            210                 
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 19.2 E():   42 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (27-42:173-188) 
 
                   10        20        30        40        50       
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2MEPSP     LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
         60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAG 
                                
gi|187 KESLAKKNHGLSRSE          
            210                 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (44-57:91-104) 
 
            20        30        40        50        60        70    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
            80                                                      
2MEPSP AAVTAAG                                                      
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.7  bits: 18.9 E():   45 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (21-60:106-145) 
 
                         10        20        30        40        50 
2MEPSP           LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
               60        70        80                       
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                       
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  41 init1:  41 opt:  56  Z-score: 72.6  bits: 22.0 E():   45 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (2-42:452-496) 
 
                                               10         20        
2MEPSP                              LSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
        30        40        50        60        70        80        
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG        
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.4  bits: 18.3 E():   47 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (47-77:6-35) 
 
         20        30        40        50        60        70       
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.. . : .:. . :: . :...   :::  
gi|144                          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAK 
                                        10         20        30     
 
         80                                                         
2MEPSP TAAG                                                         
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       :                                                            
gi|144 TVKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQ 
           40        50        60        70        80        90     
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.2 E():   49 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (44-57:76-89) 
 
            20        30        40        50        60        70    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
            80                                                      
2MEPSP AAVTAAG                                                      
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (44-57:91-104) 
 
            20        30        40        50        60        70    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
            80                                                      
2MEPSP AAVTAAG                                                      
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (44-57:91-104) 
 
            20        30        40        50        60        70    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
            80                                                      
2MEPSP AAVTAAG                                                      
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 43; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:87-104) 
 
             40        50        60        70        80             
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG             
                                     :. :  .::. ::. ..:             
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 18.9 E():   58 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (44-57:68-81) 
 
            20        30        40        50        60        70    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
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                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
            80                                                      
2MEPSP AAVTAAG                                                      
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 18.9 E():   58 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (44-57:68-81) 
 
            20        30        40        50        60        70    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
            80                                                      
2MEPSP AAVTAAG                                                      
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.6  bits: 20.0 E():   58 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (13-43:378-406) 
 
                                 10        20        30        40   
2MEPSP                   LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
             50        60        70        80                       
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                       
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 18.9 E():   58 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (44-57:69-82) 
 
            20        30        40        50        60        70    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
            80                                                      
2MEPSP AAVTAAG                                                      
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.5  bits: 19.7 E():   59 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (8-37:90-122) 
 
                                      10           20        30     
2MEPSP                        LSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|467 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
           40        50        60        70        80               
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG               
       :::                                                          
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gi|467 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.5  bits: 19.7 E():   59 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (8-37:90-122) 
 
                                      10           20        30     
2MEPSP                        LSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|601 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
           40        50        60        70        80               
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG               
       :::                                                          
gi|601 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (44-57:80-93) 
 
            20        30        40        50        60        70    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
            80                                                      
2MEPSP AAVTAAG                                                      
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 47; 27.9% identity (60.5% similar) in 43 aa overlap (11-47:225-267) 
 
                                   10        20        30           
2MEPSP                     LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA------D 
                                     ::.. :  :. :.:  . .:::.      : 
gi|118 VFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQITLD 
          200       210       220       230       240       250     
 
           40        50        60        70        80               
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG               
       . .  . ...:.:                                                
gi|118 SITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSSIDSL 
          260       270       280       290       300       310     
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.0  bits: 17.7 E():   63 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (48-66:82-100) 
 
        20        30        40        50        60        70        
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
        80     
2MEPSP AAG     
               
gi|188 QSGAIYV 
               
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (44-57:91-104) 
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            20        30        40        50        60        70    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
            80                                                      
2MEPSP AAVTAAG                                                      
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (27-51:16-40) 
 
               10        20        30        40        50        60 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                 : :. .:....: :..:  ::.. :          
gi|753            MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGT 
                          10        20        30        40          
 
               70        80                                         
2MEPSP FLGNAGIAMRSLTAAVTAAG                                         
                                                                    
gi|753 VIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPG 
      50        60        70        80        90       100          
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (44-57:91-104) 
 
            20        30        40        50        60        70    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
            80                                                      
2MEPSP AAVTAAG                                                      
                                                                    
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (44-57:91-104) 
 
            20        30        40        50        60        70    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
            80                                                      
2MEPSP AAVTAAG                                                      
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (44-57:91-104) 
 
            20        30        40        50        60        70    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
            80                                                      
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2MEPSP AAVTAAG                                                      
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (44-57:91-104) 
 
            20        30        40        50        60        70    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
            80                                                      
2MEPSP AAVTAAG                                                      
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (44-57:91-104) 
 
            20        30        40        50        60        70    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
            80                                                      
2MEPSP AAVTAAG                                                      
                                                                    
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (44-57:91-104) 
 
            20        30        40        50        60        70    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
            80                                                      
2MEPSP AAVTAAG                                                      
                                                                    
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (44-57:91-104) 
 
            20        30        40        50        60        70    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
            80                                                      
2MEPSP AAVTAAG                                                      
                                                                    
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.9 E():   64 
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Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (44-57:92-105) 
 
            20        30        40        50        60        70    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
            80                                                      
2MEPSP AAVTAAG                                                      
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (44-57:93-106) 
 
            20        30        40        50        60        70    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
            80                                                      
2MEPSP AAVTAAG                                                      
                                                                    
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.8  bits: 20.6 E():   65 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (30-74:563-607) 
 
                10        20        30        40        50          
2MEPSP  LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
      60        70        80                                        
2MEPSP LFLGNAGIAMRSLTAAVTAAG                                        
         : . ..:.:...:                                              
gi|425 QTLDQYALAQRKISALSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLTA 
            600       610       620       630       640       650   
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (24-52:38-66) 
 
                      10        20        30        40        50    
2MEPSP        LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
            60        70        80                                  
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAG                                  
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (19-53:48-86) 
 
                           10        20        30             40    
2MEPSP             LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
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            50        60        70        80                        
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                        
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.9  bits: 19.4 E():   72 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (8-36:90-121) 
 
                                      10           20        30     
2MEPSP                        LSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
           40        50        60        70        80               
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG               
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.9  bits: 19.4 E():   72 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (8-36:90-121) 
 
                                      10           20        30     
2MEPSP                        LSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
           40        50        60        70        80               
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG               
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.9  bits: 16.3 E():   73 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (45-59:30-44) 
 
           20        30        40        50        60        70     
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                                     :     :.:.::...                
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN          
                10        20        30        40        50          
 
           80 
2MEPSP AVTAAG 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.9  bits: 19.7 E():   73 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (10-43:381-414) 
 
                                    10        20        30          
2MEPSP                      LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
      40        50        60        70        80                    
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                    
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (17-26:55-64) 
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                             10        20        30        40       
2MEPSP               LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
         50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                          
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF   
           90       100       110         
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.5  bits: 18.9 E():   76 
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (17-54:3-39) 
 
               10        20        30        40        50        60 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                       :: .  ::  :.... :  ::. :. .: :   :.  :       
gi|398               MAVHQYTVAL-FLAVALVAGPAASYAADLGYGPATPAAPAAGYTPA 
                             10         20        30        40      
 
               70        80                                         
2MEPSP FLGNAGIAMRSLTAAVTAAG                                         
                                                                    
gi|398 TPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAF 
          50        60        70        80        90       100      
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.2  bits: 18.3 E():   79 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (10-66:110-173) 
 
                                    10        20        30          
2MEPSP                      LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
      80        90       100       110       120       130          
 
         40        50            60        70        80             
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAMRSLTAAVTAAG             
        :  . .   ::  ..    :  :.:.::. . :                           
gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
 
gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.0  bits: 14.6 E():   81 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (27-34:10-17) 
 
               10        20        30        40        50        60 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                 :::: .:.                           
gi|856                  ANPTFGFTPLGLSSDAN                           
                                10                                  
 
               70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAG 
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.3 E():   83 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (7-38:71-102) 
 
                                       10        20        30       
2MEPSP                         LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
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         40        50        60        70        80                 
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                 
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.3 E():   83 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (28-44:11-27) 
 
               10        20        30        40        50        60 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                  :::.  .  : :. .::                 
gi|383                  MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKAFTA 
                                10        20        30        40    
 
               70        80                                         
2MEPSP FLGNAGIAMRSLTAAVTAAG                                         
                                                                    
gi|383 SPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEE 
            50        60        70        80        90       100    
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (38-73:83-118) 
 
        10        20        30        40        50        60        
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
        70        80                                   
2MEPSP AMRSLTAAVTAAG                                   
       ...: .                                          
gi|131 VIKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
            120       130       140       150          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (38-73:83-118) 
 
        10        20        30        40        50        60        
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
        70        80                                   
2MEPSP AMRSLTAAVTAAG                                   
       ...: .                                          
gi|279 VIKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
            120       130       140       150          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (38-73:83-118) 
 
        10        20        30        40        50        60        
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
        70        80                                   
2MEPSP AMRSLTAAVTAAG                                   
       ...: .                                          
gi|602 VIKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
            120       130       140       150          
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
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 initn:  39 init1:  39 opt:  45  Z-score: 67.3  bits: 18.8 E():   88 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (22-44:150-174) 
 
                        10        20        30          40          
2MEPSP          LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
      50        60        70        80                              
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG                              
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.2  bits: 19.1 E():   89 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (8-40:91-126) 
 
                                      10           20        30     
2MEPSP                        LSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
           40        50        60        70        80               
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG               
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.8 E():   92 
Smith-Waterman score: 45; 38.7% identity (61.3% similar) in 31 aa overlap (36-66:11-41) 
 
          10        20        30        40        50        60      
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                     : : : .:. . :::: .:  . .:  : . 
gi|113                     MDKANGAYKTALKAASAVAPAEKFPVFQATFDKNLKEGLS 
                                   10        20        30        40 
 
          70        80                                              
2MEPSP GIAMRSLTAAVTAAG                                              
       :                                                            
gi|113 GPDAVGFAKKLDAFIQTSYLSTKAAEPKEKFDLFVLSLTEVLRFMAGAVKAPPASKFPAK 
               50        60        70        80        90       100 
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.8  bits: 19.4 E():   94 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (31-59:106-134) 
 
               10        20        30        40        50        60 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     ::  .... .:: ::   :  :.  :  :  
gi|298 RCAGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVVPGCPETFQSESEFEYPQS 
          80        90       100       110       120       130      
 
               70        80                                         
2MEPSP FLGNAGIAMRSLTAAVTAAG                                         
                                                                    
gi|298 QRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQRTRQSESEEFS 
         140       150       160       170       180       190      
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.8  bits: 17.7 E():   94 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (20-46:146-170) 
 
                          10        20        30        40          
2MEPSP            LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
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         120       130       140       150         160       170    
 
      50        60        70        80 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 43; 42.9% identity (71.4% similar) in 14 aa overlap (44-57:97-110) 
 
            20        30        40        50        60        70    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|249 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNE 
         70        80        90       100       110       120       
 
            80                                                      
2MEPSP AAVTAAG                                                      
                                                                    
gi|249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP 
        130       140       150       160       170       180       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:26 2011 done: Tue Apr 19 10:57:26 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 38  - 117 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     5     8:=* 
  34    11    22:===  * 
  36    30    44:========  * 
  38    43    73:===========       * 
  40    91   102:=======================  * 
  42    68   125:=================              * 
  44   109   138:============================      * 
  46   186   140:==================================*============ 
  48   175   134:=================================*========== 
  50   143   122:==============================*===== 
  52   103   108:==========================* 
  54   106    92:======================*==== 
  56    88    77:===================*== 
  58    72    63:===============*== 
  60    51    51:============* 
  62    22    41:======    * 
  64    24    33:======  * 
  66    18    26:===== * 
  68    28    20:====*== 
  70     6    16:== * 
  72    10    12:==* 
  74    19    10:==*== 
  76    12     8:=*= 
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  78    11     6:=*= 
  80    11     5:=*= 
  82     5     3:*= 
  84    20     3:*==== 
  86     1     2:* 
  88     4     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     2     0:=         *== 
 106     0     0:          * 
 108     3     0:=         *=== 
 110     1     0:=         *= 
 112     0     0:          * 
 114     1     0:=         *= 
 116     1     0:=         *= 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.36980.0034; mu= 3.2786 0.178 
 mean_var=38.258310.935, 0's: 2 Z-trim: 5  B-trim: 63 in 1/43 
 Lambda= 0.207354 
 Kolmogorov-Smirnov  statistic: 0.1037 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 26.9     0.1 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 26.0    0.19 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 25.7    0.23 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 25.1    0.35 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 24.9    0.43 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 24.9    0.43 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   65 24.9    0.43 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 24.3    0.65 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 24.0     0.8 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 22.8     1.8 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.6       2 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 22.2     2.8 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 22.2     2.8 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 21.9     3.4 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.6     4.1 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.9     5.3 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.5     5.8 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   55 21.8     5.9 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 21.0     6.4 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.7     7.8 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   57 22.3       9 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.6     9.4 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.6     9.4 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.6     9.4 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.6     9.4 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.6     9.4 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.6     9.4 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.6     9.5 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.4     9.6 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.4     9.6 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 20.4     9.6 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   50 20.4     9.6 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 20.4     9.6 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.6     9.9 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   57 22.2      10 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.6      11 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.6      11 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.6      11 
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gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.6      11 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 20.6      11 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 20.1      12 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   57 22.2      13 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 19.8      14 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.8      15 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.8      15 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.7      17 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.7      17 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.7      17 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.7      17 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.7      17 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.7      17 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.7      17 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.7      17 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.7      17 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.7      17 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   49 20.0      18 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.7      19 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.7      19 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.7      20 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.7      20 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.7      20 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.7      20 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.7      20 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.7      20 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.3      22 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   49 20.0      23 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.7      25 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.6      25 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.5      26 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.7      27 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   47 19.4      27 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.7      27 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.7      27 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   45 18.9      27 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   45 18.9      27 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.0      29 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 20.7      30 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 20.7      30 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.3      30 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.5      32 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.6      33 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.1      34 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.6      35 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.7      35 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.7      35 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.7      35 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.4      36 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 19.9      37 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.4      40 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.9      40 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.6      42 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.1      45 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.1      47 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.1      47 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.1      47 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.3      48 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.8      49 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 18.2      50 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   47 19.3      52 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.0      54 
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gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.0      58 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.0      59 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.3      61 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.7      64 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.7      64 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.7      64 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.7      67 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 19.8      67 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   48 19.5      67 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.5      67 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.7      68 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 17.9      68 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.7      70 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.7      71 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.7      71 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.7      71 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.7      71 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.7      71 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.7      71 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.7      71 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.7      71 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.7      71 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.3      71 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.3      72 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 17.9      72 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 17.9      74 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.7      75 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   51 20.3      77 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.4      80 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.2      82 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.2      82 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   45 18.7      84 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.5      84 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.2      86 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   44 18.4      87 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.1      91 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.1      91 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   40 17.3      91 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   41 17.6      92 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   41 17.6      92 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   41 17.6      92 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.7      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 120.4  bits: 26.9 E():  0.1 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (23-78:31-85) 
 
                       10        20        30        40         50  
2MEPSP         SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
              60        70        80                       
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGG                       
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 115.5  bits: 26.0 E(): 0.19 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (23-78:31-85) 
 
                       10        20        30        40          50 
2MEPSP         SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
               60        70        80                       
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                       
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       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 113.9  bits: 25.7 E(): 0.23 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (26-78:34-85) 
 
                    10        20        30        40          50    
2MEPSP      SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
            60        70        80                       
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGG                       
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 110.7  bits: 25.1 E(): 0.35 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (23-78:31-85) 
 
                       10        20        30         40        50  
2MEPSP         SEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
              60        70        80                       
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGG                       
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 109.1  bits: 24.9 E(): 0.43 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (26-78:33-84) 
 
                    10        20        30        40          50    
2MEPSP      SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
            60        70        80                       
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGG                       
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 109.1  bits: 24.9 E(): 0.43 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (26-78:33-84) 
 
                    10        20        30        40          50    
2MEPSP      SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
            60        70        80                       
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGG                       
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  65  Z-score: 109.1  bits: 24.9 E(): 0.43 
Smith-Waterman score: 65; 34.8% identity (53.0% similar) in 66 aa overlap (12-77:22-83) 
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                         10        20        30        40        50 
2MEPSP           SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                            .: : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
               60        70        80                        
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                        
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 105.8  bits: 24.3 E(): 0.65 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (23-78:31-85) 
 
                       10        20        30        40        50   
2MEPSP         SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
             60        70        80                       
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGG                       
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 104.2  bits: 24.0 E():  0.8 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (23-78:31-85) 
 
                       10        20        30        40         50  
2MEPSP         SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
              60        70        80                       
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGG                       
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.9  bits: 22.8 E():  1.8 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (23-78:29-83) 
 
                     10        20        30        40          50   
2MEPSP       SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
             60        70        80                       
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGG                       
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 97.2  bits: 23.6 E():    2 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (8-37:33-62) 
 
                                      10        20        30        
2MEPSP                        SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
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        40        50        60        70        80                  
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                  
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 94.5  bits: 22.2 E():  2.8 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (23-78:31-85) 
 
                       10        20         30        40        50  
2MEPSP         SEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
              60        70        80                       
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGG                       
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 94.5  bits: 22.2 E():  2.8 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (23-78:31-85) 
 
                       10        20         30        40        50  
2MEPSP         SEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
              60        70        80                       
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGG                       
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 92.9  bits: 21.9 E():  3.4 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (23-78:31-85) 
 
                       10        20         30        40        50  
2MEPSP         SEGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
              60        70        80                       
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGG                       
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 91.4  bits: 21.6 E():  4.1 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (54-76:59-81) 
 
            30        40        50        60        70        80    
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG    
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 89.4  bits: 22.9 E():  5.3 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (31-80:17-66) 
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               10        20        30        40        50        60 
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     :..:.:     .:  :.  ..:::...: : 
gi|190               MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGF 
                             10        20        30        40       
 
               70        80                                         
2MEPSP LGNAGIAMRSLTAAVTAAGG                                         
        :..    .. ...:....:                                         
gi|190 AGHGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQS 
         50        60        70        80        90       100       
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 88.7  bits: 21.5 E():  5.8 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (19-44:75-101) 
 
                           10        20         30        40        
2MEPSP             SEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
        50        60        70        80          
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG          
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 88.6  bits: 21.8 E():  5.9 
Smith-Waterman score: 55; 25.0% identity (59.1% similar) in 44 aa overlap (2-45:133-176) 
 
                                            10        20        30  
2MEPSP                              SEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 
                                     .:  :: . . .:  . ..  ...:: :   
gi|501 DKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSG 
            110       120       130       140       150       160   
 
              40        50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
       . ..  :  .:.::                                    
gi|501 SVRSNTRPKIVNCGEL                                  
            170                                          
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 88.0  bits: 21.0 E():  6.4 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (26-72:34-79) 
 
                    10        20        30        40          50    
2MEPSP      SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
            60        70        80                       
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGG                       
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.4  bits: 20.7 E():  7.8 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (54-78:61-85) 
 
            30        40        50        60        70        80    
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG    
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
gi|207 DSDGDGKIGVEEFQALVKA 
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              100          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 85.4  bits: 22.3 E():    9 
Smith-Waterman score: 57; 27.1% identity (60.4% similar) in 48 aa overlap (29-75:315-362) 
 
                 10        20        30        40        50         
2MEPSP   SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
        60        70        80           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGG           
       .:   .::    :  . :                
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.6 E():  9.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:9-26) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.6 E():  9.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:9-26) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.6 E():  9.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:9-26) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.6 E():  9.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:9-26) 
 
              10        20        30        40        50        60  
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2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.6 E():  9.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:9-26) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.6 E():  9.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:9-26) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 20.6 E():  9.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:10-27) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.8  bits: 20.4 E():  9.6 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (54-76:61-83) 
 
            30        40        50        60        70        80    
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG    
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
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>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.8  bits: 20.4 E():  9.6 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (54-76:61-83) 
 
            30        40        50        60        70        80    
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG    
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 84.8  bits: 20.4 E():  9.6 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (27-78:35-85) 
 
                   10        20        30        40          50     
2MEPSP     SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
           60        70        80                       
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGG                       
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 84.8  bits: 20.4 E():  9.6 
Smith-Waterman score: 50; 31.2% identity (58.3% similar) in 48 aa overlap (26-72:34-79) 
 
                    10        20        30         40        50     
2MEPSP      SEGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
           60        70        80                       
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGG                       
       ::..::: :     :.::                               
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 84.8  bits: 20.4 E():  9.6 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (27-78:35-85) 
 
                   10        20        30        40          50     
2MEPSP     SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
           60        70        80                       
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGG                       
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.6  bits: 20.6 E():  9.9 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:15-32) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
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              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 84.4  bits: 22.2 E():   10 
Smith-Waterman score: 57; 20.7% identity (61.0% similar) in 82 aa overlap (1-71:161-242) 
 
                                              10        20          
2MEPSP                               SEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
         30          40        50             60        70          
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAAG 
       ::...:  :.    .. .  . .: .:      . . . .  :...:....:         
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|114 SIGSLGRDNSRAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPI 
              260       270       280       290       300       310 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.9  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:25-42) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.9  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:25-42) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.9  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:26-43) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
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              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.9  bits: 20.6 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:26-43) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.5  bits: 20.6 E():   11 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (62-80:87-105) 
 
              40        50        60        70        80            
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG            
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.9  bits: 20.1 E():   12 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (54-78:60-84) 
 
            30        40        50        60        70        80    
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG    
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 82.7  bits: 22.2 E():   13 
Smith-Waterman score: 57; 20.7% identity (61.0% similar) in 82 aa overlap (1-71:191-272) 
 
                                              10        20          
2MEPSP                               SEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
         30          40        50             60        70          
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAAG 
       ::...:  :.    .. .  . .: .:      . . . .  :...:....:         
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|476 SIGSLGRDNSRAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPI 
              290       300       310       320       330       340 
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 19.8 E():   14 
Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (5-62:45-102) 
 
                                         10        20        30     
2MEPSP                           SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
           40        50        60        70        80 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
       ::  :.. .   :   :. ::: .  .:                   
gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD              
           80        90       100                     
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.6  bits: 19.8 E():   15 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (54-78:61-85) 
 
            30        40        50        60        70        80    
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG    
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 81.5  bits: 19.8 E():   15 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (9-55:5-46) 
 
               10        20        30        40        50        60 
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
               ..:..::..  .::.     ..:. .  :   .::   : : ::.:.      
gi|225     MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKSP-EDVKKVFHIL 
                   10        20            30        40         50  
 
               70        80                                        
2MEPSP LGNAGIAMRSLTAAVTAAGG                                        
                                                                   
gi|225 DKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
              60        70        80        90       100       110 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.7 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:9-26) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.7 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:9-26) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
              70        80                                          
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2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.7 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:9-26) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.7 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:9-26) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.7 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:9-26) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.7 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:9-26) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.7 E():   17 
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Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:9-26) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.7 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:9-26) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.7 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:9-26) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.7 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:9-26) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 49; 24.1% identity (51.9% similar) in 79 aa overlap (3-79:48-123) 
 
                                           10          20        30 
2MEPSP                             SEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|374 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVESID--- 
        20        30        40        50        60        70        
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               40        50        60        70        80           
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG           
       ::. : . .:: : .    .:    :..:  :  : .. .::    . :            
gi|374 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYHTKGDAKPDEEELKK 
           80        90       100       110       120       130     
 
gi|374 GKAKGEGLFRAIEGYVLANPTQY 
          140       150        
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.5  bits: 19.7 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:18-35) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.3  bits: 19.7 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:22-39) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:26-43) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:26-43) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
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gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:26-43) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:26-43) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:26-43) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:26-43) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.2  bits: 17.3 E():   22 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (29-41:5-17) 
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               10        20        30        40        50        60 
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                   .: :: .:: :::                    
gi|323                         INLKAVIADPVAKTAVVQAGATLGEVYYXI       
                                       10        20        30       
 
               70        80 
2MEPSP LGNAGIAMRSLTAAVTAAGG 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 77.8  bits: 20.0 E():   23 
Smith-Waterman score: 49; 23.8% identity (52.4% similar) in 63 aa overlap (1-52:114-176) 
 
                                             10         20          
2MEPSP                               SEGTTVVDNLLN-SEDVHYMLGALRTLGLS 
                                     .::.: .::..: :. :..    ..    . 
gi|549 AQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQYG 
            90       100       110       120       130       140    
 
      30                  40        50        60        70          
2MEPSP VEADKAAK----------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
          .:  :          ..  .:::..  .::                            
gi|549 SPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK  
           150       160       170       180       190       200    
 
      80 
2MEPSP G 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.7 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:55-72) 
 
              10        20        30        40        50        60  
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
              70        80                                          
2MEPSP GNAGIAMRSLTAAVTAAGG                                          
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 77.4  bits: 18.6 E():   25 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (30-61:40-71) 
 
                10        20        30        40        50          
2MEPSP  SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
      60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGG 
       :.                    
gi|154 FVDSLDKIAQVPRVG       
      70        80           
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.0  bits: 20.5 E():   26 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (8-56:221-261) 
 
                                      10        20        30        
2MEPSP                        SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
        40        50        60        70        80                  
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2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                  
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (10-38:246-275) 
 
                                    10         20        30         
2MEPSP                      SEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
       40        50        60        70        80                   
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                   
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 47; 22.8% identity (53.2% similar) in 79 aa overlap (3-79:48-123) 
 
                                           10          20        30 
2MEPSP                             SEGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|169 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVEAID--- 
        20        30        40        50        60        70        
 
               40        50        60        70        80           
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG           
       ::. : . .:: : .    .:    :..:  :  : .. .:..   . :            
gi|169 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFHSKGEAKPEEEDMKK 
           80        90       100       110       120       130     
 
gi|169 GKAKGEALFKAIEGYVLANPTQY 
          140       150        
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.6  bits: 19.7 E():   27 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (27-60:152-189) 
 
                   10        20        30        40           50    
2MEPSP     SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
             60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGG 
       : :. .::                     
gi|476 KCERGKLFANCCK                
             190                    
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.6  bits: 19.7 E():   27 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (27-60:152-189) 
 
                   10        20        30        40           50    
2MEPSP     SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
             60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGG 
       : :. .::                     
gi|313 KCERGKLFANCCK                
             190                    
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>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 76.6  bits: 18.9 E():   27 
Smith-Waterman score: 45; 26.4% identity (58.3% similar) in 72 aa overlap (12-80:19-84) 
 
                      10        20        30        40        50    
2MEPSP        SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
            60           70        80                            
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGG                            
         : .  :...   : :  . .:: .::::                            
gi|833 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 76.6  bits: 18.9 E():   27 
Smith-Waterman score: 45; 26.4% identity (58.3% similar) in 72 aa overlap (12-80:19-84) 
 
                      10        20        30        40        50    
2MEPSP        SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
            60           70        80                            
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGG                            
         : .  :...   : :  . .:: .::::                            
gi|668 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (10-34:201-228) 
 
                                    10        20           30       
2MEPSP                      SEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         40        50        60        70        80                 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                 
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.0  bits: 20.7 E():   30 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (5-36:88-122) 
 
                                         10           20        30  
2MEPSP                           SEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
              40        50        60        70        80            
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG            
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 75.9  bits: 20.7 E():   30 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (5-36:88-122) 
 
                                         10           20        30  
2MEPSP                           SEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
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                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
              40        50        60        70        80            
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG            
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.8  bits: 18.3 E():   30 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (33-61:43-71) 
 
             10        20        30        40        50        60   
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
             70        80 
2MEPSP NAGIAMRSLTAAVTAAGG 
                          
gi|122 SLDKIAQVPRVG       
             80           
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.3  bits: 20.5 E():   32 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (1-27:72-98) 
 
                                             10        20        30 
2MEPSP                               SEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
               40        50        60        70        80           
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG           
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.2  bits: 18.6 E():   33 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (55-78:61-84) 
 
           30        40        50        60        70        80     
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG     
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.9  bits: 16.1 E():   34 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (30-43:3-16) 
 
               10        20        30        40        50        60 
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                    :.: .::.  : ::                  
gi|463                            DFVDAHNAARAQVGVGPVHWT             
                                          10        20              
 
               70        80 
2MEPSP LGNAGIAMRSLTAAVTAAGG 
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 19.6 E():   35 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (53-80:210-237) 
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             30        40        50        60        70        80   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG   
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
gi|226 V 
     240 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (10-34:201-228) 
 
                                    10        20           30       
2MEPSP                      SEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         40        50        60        70        80                 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                 
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (10-34:201-228) 
 
                                    10        20           30       
2MEPSP                      SEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         40        50        60        70        80                 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                 
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (10-34:201-228) 
 
                                    10        20           30       
2MEPSP                      SEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         40        50        60        70        80                 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                 
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (10-34:201-228) 
 
                                    10        20           30       
2MEPSP                      SEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         40        50        60        70        80                 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                 
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gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (10-34:201-228) 
 
                                    10        20           30       
2MEPSP                      SEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         40        50        60        70        80                 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                 
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (10-34:201-228) 
 
                                    10        20           30       
2MEPSP                      SEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         40        50        60        70        80                 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                 
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (10-34:201-228) 
 
                                    10        20           30       
2MEPSP                      SEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         40        50        60        70        80                 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                 
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (10-34:201-228) 
 
                                    10        20           30       
2MEPSP                      SEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         40        50        60        70        80                 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                 
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (10-34:201-228) 
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                                    10        20           30       
2MEPSP                      SEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         40        50        60        70        80                 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                 
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (10-34:201-228) 
 
                                    10        20           30       
2MEPSP                      SEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         40        50        60        70        80                 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                 
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (10-34:201-228) 
 
                                    10        20           30       
2MEPSP                      SEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         40        50        60        70        80                 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                 
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (10-34:201-228) 
 
                                    10        20           30       
2MEPSP                      SEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         40        50        60        70        80                 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                 
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (8-37:33-62) 
 
                                      10        20        30        
2MEPSP                        SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
        40        50        60        70        80                  
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2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                  
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.3  bits: 19.9 E():   37 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (12-62:113-157) 
 
                                  10        20        30        40  
2MEPSP                    SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
              50        60        70        80                      
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                      
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.7  bits: 20.4 E():   40 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (29-73:163-207) 
 
                 10        20        30        40        50         
2MEPSP   SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
       60        70        80                                       
2MEPSP LFLGNAGIAMRSLTAAVTAAGG                                       
         : . ..:.:...:                                              
gi|845 QTLDQYALAQRKISALSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTT 
            200       210       220       230       240       250   
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 73.7  bits: 15.9 E():   40 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (43-51:4-12) 
 
             20        30        40        50        60        70   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     ::...: .:                      
gi|544                            APPGCSNHFNLETVFGNFVK              
                                          10        20              
 
             80 
2MEPSP AAVTAAGG 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.3  bits: 19.6 E():   42 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (14-38:195-217) 
 
                                10        20        30        40    
2MEPSP                  SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
            50        60        70        80                        
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                        
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.7  bits: 20.1 E():   45 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (7-36:90-122) 
 
                                       10           20        30    
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2MEPSP                         SEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
            40        50        60        70        80              
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG              
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.1 E():   47 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (26-41:172-187) 
 
                    10        20        30        40        50      
2MEPSP      SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
          60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGG 
                                 
gi|256 KESLAKKNHGLSRSE           
             210                 
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.1 E():   47 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (26-41:173-188) 
 
                    10        20        30        40        50      
2MEPSP      SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
          60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGG 
                                 
gi|187 KESLAKKNHGLSRSE           
            210                  
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.1 E():   47 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (26-41:173-188) 
 
                    10        20        30        40        50      
2MEPSP      SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
          60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGG 
                                 
gi|187 KESLAKKNHGLSRSE           
            210                  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (43-56:91-104) 
 
             20        30        40        50        60        70   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
             80                                                     
2MEPSP AAVTAAGG                                                     
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gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.0  bits: 18.8 E():   49 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (20-59:106-145) 
 
                          10        20        30        40          
2MEPSP            SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
      50        60        70        80                      
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                      
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.9  bits: 18.2 E():   50 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (46-76:6-35) 
 
          20        30        40        50        60        70      
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.. . : .:. . :: . :...   :::  
gi|144                          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAK 
                                        10         20        30     
 
          80                                                        
2MEPSP TAAGG                                                        
       :                                                            
gi|144 TVKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQ 
           40        50        60        70        80        90     
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.5  bits: 19.3 E():   52 
Smith-Waterman score: 47; 39.3% identity (60.7% similar) in 28 aa overlap (53-80:252-279) 
 
             30        40        50        60        70        80   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG   
                                     :  :.:     :..:  . :::..:: :   
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
gi|144 TAAAGGYKV 
             290 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 19.0 E():   54 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (43-56:76-89) 
 
             20        30        40        50        60        70   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
             80                                                     
2MEPSP AAVTAAGG                                                     
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (43-56:91-104) 
 
             20        30        40        50        60        70   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
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                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
             80                                                     
2MEPSP AAVTAAGG                                                     
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 19.0 E():   59 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (43-56:91-104) 
 
             20        30        40        50        60        70   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
             80                                                     
2MEPSP AAVTAAGG                                                     
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 70.3  bits: 19.3 E():   61 
Smith-Waterman score: 47; 34.6% identity (50.0% similar) in 52 aa overlap (31-80:279-330) 
 
               10        20        30        40        50        60 
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     .:.:::: :..:   .   :  :   :    
gi|113 QSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATGAVGAATGAVGAA 
      250       260       270       280       290       300         
 
                 70        80    
2MEPSP LGNAGIAM--RSLTAAVTAAGG    
        : :  :    .  ::. .:::    
gi|113 TGAATAAAGGYKTGAATPTAGGYKV 
      310       320       330    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.7 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (43-56:68-81) 
 
             20        30        40        50        60        70   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
             80                                                     
2MEPSP AAVTAAGG                                                     
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.7 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (43-56:68-81) 
 
             20        30        40        50        60        70   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
             80                                                     
2MEPSP AAVTAAGG                                                     
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gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.7 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (43-56:69-82) 
 
             20        30        40        50        60        70   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
             80                                                     
2MEPSP AAVTAAGG                                                     
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 17.7 E():   67 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (47-65:82-100) 
 
         20        30        40        50        60        70       
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
         80    
2MEPSP AAGG    
               
gi|188 QSGAIYV 
               
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 69.5  bits: 19.8 E():   67 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (12-42:378-406) 
 
                                  10        20        30        40  
2MEPSP                    SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
              50        60        70        80                      
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                      
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.5  bits: 19.5 E():   67 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (7-36:90-122) 
 
                                       10           20        30    
2MEPSP                         SEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|467 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
            40        50        60        70        80              
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG              
       :::                                                          
gi|467 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.5  bits: 19.5 E():   67 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (7-36:90-122) 
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                                       10           20        30    
2MEPSP                         SEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|601 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
            40        50        60        70        80              
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG              
       :::                                                          
gi|601 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.7 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (43-56:80-93) 
 
             20        30        40        50        60        70   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
             80                                                     
2MEPSP AAVTAAGG                                                     
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (26-50:16-40) 
 
               10        20        30        40        50        60 
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                : :. .:....: :..:  ::.. :           
gi|753           MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTV 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP LGNAGIAMRSLTAAVTAAGG                                         
                                                                    
gi|753 IALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGA 
               60        70        80        90       100       110 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.7 E():   70 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (43-56:91-104) 
 
             20        30        40        50        60        70   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
             80                                                     
2MEPSP AAVTAAGG                                                     
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.7 E():   71 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (43-56:91-104) 
 
             20        30        40        50        60        70   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
             80                                                     
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2MEPSP AAVTAAGG                                                     
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.7 E():   71 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (43-56:91-104) 
 
             20        30        40        50        60        70   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
             80                                                     
2MEPSP AAVTAAGG                                                     
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.7 E():   71 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (43-56:91-104) 
 
             20        30        40        50        60        70   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
             80                                                     
2MEPSP AAVTAAGG                                                     
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.7 E():   71 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (43-56:91-104) 
 
             20        30        40        50        60        70   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
             80                                                     
2MEPSP AAVTAAGG                                                     
                                                                    
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.7 E():   71 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (43-56:91-104) 
 
             20        30        40        50        60        70   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
             80                                                     
2MEPSP AAVTAAGG                                                     
                                                                    
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.7 E():   71 
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Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (43-56:91-104) 
 
             20        30        40        50        60        70   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
             80                                                     
2MEPSP AAVTAAGG                                                     
                                                                    
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.7 E():   71 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (43-56:91-104) 
 
             20        30        40        50        60        70   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
             80                                                     
2MEPSP AAVTAAGG                                                     
                                                                    
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 18.7 E():   71 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (43-56:92-105) 
 
             20        30        40        50        60        70   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
             80                                                     
2MEPSP AAVTAAGG                                                     
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 18.7 E():   71 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (43-56:93-106) 
 
             20        30        40        50        60        70   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
             80                                                     
2MEPSP AAVTAAGG                                                     
                                                                    
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.0  bits: 19.3 E():   71 
Smith-Waterman score: 47; 27.9% identity (60.5% similar) in 43 aa overlap (10-46:225-267) 
 
                                    10        20        30          
2MEPSP                      SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA------D 
                                     ::.. :  :. :.:  . .:::.      : 
gi|118 VFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQITLD 
          200       210       220       230       240       250     
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            40        50        60        70        80              
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG              
       . .  . ...:.:                                                
gi|118 SITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSSIDSL 
          260       270       280       290       300       310     
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.9  bits: 16.3 E():   72 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (44-58:30-44) 
 
            20        30        40        50        60        70    
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                                     :     :.:.::...                
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN          
                10        20        30        40        50          
 
            80 
2MEPSP AVTAAGG 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.9 E():   72 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (23-51:38-66) 
 
                       10        20        30        40        50   
2MEPSP         SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
             60        70        80                                 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGG                                 
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (18-52:48-86) 
 
                            10        20        30             40   
2MEPSP              SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
             50        60        70        80                       
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                       
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.6  bits: 14.7 E():   75 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (26-33:10-17) 
 
               10        20        30        40        50        60 
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                :::: .:.                            
gi|856                 ANPTFGFTPLGLSSDAN                            
                               10                                   
 
               70        80 
2MEPSP LGNAGIAMRSLTAAVTAAGG 
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.4  bits: 20.3 E():   77 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (29-73:563-607) 
 
                 10        20        30        40        50         
2MEPSP   SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
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                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
       60        70        80                                       
2MEPSP LFLGNAGIAMRSLTAAVTAAGG                                       
         : . ..:.:...:                                              
gi|425 QTLDQYALAQRKISALSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLTA 
            600       610       620       630       640       650   
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (16-25:55-64) 
 
                              10        20        30        40      
2MEPSP                SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
          50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
                                           
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF    
           90       100       110          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.9  bits: 19.2 E():   82 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (7-35:90-121) 
 
                                       10           20        30    
2MEPSP                         SEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
            40        50        60        70        80              
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG              
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.9  bits: 19.2 E():   82 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (7-35:90-121) 
 
                                       10           20        30    
2MEPSP                         SEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
            40        50        60        70        80              
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG              
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.7 E():   84 
Smith-Waterman score: 45; 47.4% identity (78.9% similar) in 19 aa overlap (62-80:285-303) 
 
              40        50        60        70        80     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG     
                                     :.:  :. . :.:.:::.:     
gi|113 KYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV 
          260       270       280       290       300        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.7  bits: 19.5 E():   84 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (9-42:381-414) 
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                                     10        20        30         
2MEPSP                       SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
       40        50        60        70        80                   
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                   
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.6  bits: 18.2 E():   86 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (9-65:110-173) 
 
                                     10        20        30         
2MEPSP                       SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
      80        90       100       110       120       130          
 
          40        50            60        70        80            
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAMRSLTAAVTAAGG            
        :  . .   ::  ..    :  :.:.::. . :                           
gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
 
gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 44; 47.4% identity (68.4% similar) in 19 aa overlap (62-80:243-261) 
 
              40        50        60        70        80     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG     
                                     : :  :  . :.:.:::.:     
gi|180 KYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAATAAAGGYKV 
            220       230       240       250       260      
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.1 E():   91 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (27-43:11-27) 
 
               10        20        30        40        50        60 
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                 :::.  .  : :. .::                  
gi|383                 MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKAFTAS 
                               10        20        30        40     
 
               70        80                                         
2MEPSP LGNAGIAMRSLTAAVTAAGG                                         
                                                                    
gi|383 PDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEED 
           50        60        70        80        90       100     
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.1 E():   91 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (6-37:71-102) 
 
                                        10        20        30      
2MEPSP                          SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
          40        50        60        70        80                
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                
       .:                                                           
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gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.3 E():   91 
Smith-Waterman score: 40; 47.4% identity (73.7% similar) in 19 aa overlap (62-80:109-127) 
 
              40        50        60        70        80     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG     
                                     : :  :. . :.:.:::.:     
gi|539 KYTVFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA 
       80        90       100       110       120       130  
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (37-72:83-118) 
 
         10        20        30        40        50        60       
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
         70        80                                  
2MEPSP AMRSLTAAVTAAGG                                  
       ...: .                                          
gi|279 VIKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
            120       130       140       150          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (37-72:83-118) 
 
         10        20        30        40        50        60       
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
         70        80                                  
2MEPSP AMRSLTAAVTAAGG                                  
       ...: .                                          
gi|602 VIKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
            120       130       140       150          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (37-72:83-118) 
 
         10        20        30        40        50        60       
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
         70        80                                  
2MEPSP AMRSLTAAVTAAGG                                  
       ...: .                                          
gi|131 VIKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
            120       130       140       150          
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (21-43:150-174) 
 
                         10        20        30          40         
2MEPSP           SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
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       50        60        70        80                             
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG                             
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:26 2011 done: Tue Apr 19 10:57:27 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 39  - 118 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     1     2:* 
  32     7     8:=* 
  34    11    22:===  * 
  36    28    44:=======   * 
  38    49    73:=============     * 
  40    67   102:=================        * 
  42    74   125:===================            * 
  44   116   137:=============================     * 
  46   195   140:==================================*============== 
  48   174   134:=================================*========== 
  50   147   122:==============================*====== 
  52   102   107:==========================* 
  54   105    92:======================*==== 
  56    83    77:===================*= 
  58    74    63:===============*=== 
  60    49    51:============* 
  62    19    41:=====     * 
  64    25    33:======= * 
  66    17    26:===== * 
  68    28    20:====*== 
  70     9    16:===* 
  72     8    12:==* 
  74    20    10:==*== 
  76    13     8:=*== 
  78    11     6:=*= 
  80    12     5:=*= 
  82     4     3:* 
  84    17     3:*==== 
  86     3     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     1     0:=         *= 
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 108     1     0:=         *= 
 110     3     0:=         *=== 
 112     0     0:          * 
 114     1     0:=         *= 
 116     1     0:=         *= 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.31450.00333; mu= 3.6165 0.174 
 mean_var=37.541710.812, 0's: 2 Z-trim: 5  B-trim: 63 in 1/43 
 Lambda= 0.209323 
 Kolmogorov-Smirnov  statistic: 0.1061 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 27.0   0.094 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 26.1    0.18 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 25.8    0.22 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 25.2    0.33 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 24.9     0.4 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 24.9     0.4 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   65 24.9    0.41 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 24.3    0.62 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 24.0    0.76 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 22.8     1.7 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.6     1.9 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 22.2     2.7 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 22.2     2.7 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 21.9     3.3 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.6       4 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.9     5.1 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.6     5.6 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   55 21.8     5.7 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 21.0     6.2 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.7     7.6 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   57 22.3     8.6 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.7     9.2 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.7     9.2 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.7     9.2 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.7     9.2 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.7     9.2 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.7     9.2 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.7     9.3 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.4     9.4 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.4     9.4 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 20.4     9.4 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   50 20.4     9.4 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 20.4     9.4 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.7     9.7 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.7      10 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.7      10 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.7      11 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.7      11 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 20.6      11 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 20.1      12 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 19.8      14 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.8      14 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.8      14 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.8      17 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.8      17 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.8      17 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.8      17 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.8      17 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.8      17 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.8      17 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.8      17 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.8      17 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.8      17 
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gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   49 20.0      17 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 21.4      18 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.8      18 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.8      19 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.7      20 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.7      20 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.7      20 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.7      20 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.7      20 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.7      20 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.3      22 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 21.4      23 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.7      24 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.6      24 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.5      25 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.8      26 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   47 19.4      26 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.7      27 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.7      27 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   45 18.9      27 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   45 18.9      27 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.1      28 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   48 19.7      28 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 20.8      29 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 20.8      29 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.3      30 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.6      32 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.7      34 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.8      34 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.8      34 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.8      34 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.8      34 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.8      34 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.8      34 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.8      34 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.8      34 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.8      34 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.8      34 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.8      34 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.8      34 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.1      34 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.4      35 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 19.9      36 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.5      38 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.8      40 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.6      41 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.2      43 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.1      46 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.1      46 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.1      46 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.3      47 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.8      48 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 18.3      49 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   47 19.3      51 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.1      53 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.1      57 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.0      58 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.3      60 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.8      63 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.8      63 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.8      63 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.5      65 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 19.8      66 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   48 19.6      66 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.6      66 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.7      66 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.8      66 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 17.9      67 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.7      69 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.7      70 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.7      70 
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gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.7      70 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.7      70 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.7      70 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.7      70 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.7      70 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.7      70 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.3      70 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.7      70 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 17.9      71 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.3      72 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 17.9      73 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   51 20.4      75 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.7      76 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.4      79 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.3      80 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.3      80 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.5      82 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   45 18.7      82 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.2      84 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   44 18.4      86 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   46 19.0      87 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.2      90 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.2      90 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   40 17.4      91 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   41 17.6      91 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   41 17.6      91 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   41 17.6      91 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.7      97 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.0      99 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.6   1e 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 120.9  bits: 27.0 E(): 0.094 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (22-77:31-85) 
 
                        10        20        30         40        50 
2MEPSP          EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
               60        70        80                      
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                      
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 116.0  bits: 26.1 E(): 0.18 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (22-77:31-85) 
 
                        10        20        30        40            
2MEPSP          EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
      50        60        70        80                      
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                      
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 114.4  bits: 25.8 E(): 0.22 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (25-77:34-85) 
 
                     10        20        30        40          50   
2MEPSP       EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
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            10        20        30        40        50        60    
 
             60        70        80                      
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGN                      
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 111.1  bits: 25.2 E(): 0.33 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (22-77:31-85) 
 
                        10        20        30         40        50 
2MEPSP          EGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
               60        70        80                      
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                      
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 109.6  bits: 24.9 E():  0.4 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (25-77:33-84) 
 
                     10        20        30        40          50   
2MEPSP       EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
             60        70        80                      
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGN                      
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 109.6  bits: 24.9 E():  0.4 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (25-77:33-84) 
 
                     10        20        30        40          50   
2MEPSP       EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
             60        70        80                      
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGN                      
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  65  Z-score: 109.5  bits: 24.9 E(): 0.41 
Smith-Waterman score: 65; 34.8% identity (53.0% similar) in 66 aa overlap (11-76:22-83) 
 
                          10        20        30        40          
2MEPSP            EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                            .: : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
      50        60        70        80                       
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                       
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
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>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 106.2  bits: 24.3 E(): 0.62 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (22-77:31-85) 
 
                        10        20        30        40        50  
2MEPSP          EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
              60        70        80                      
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGN                      
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 104.6  bits: 24.0 E(): 0.76 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (22-77:31-85) 
 
                        10        20        30         40        50 
2MEPSP          EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
               60        70        80                      
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                      
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.2  bits: 22.8 E():  1.7 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (22-77:29-83) 
 
                      10        20        30        40          50  
2MEPSP        EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
              60        70        80                      
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGN                      
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 97.6  bits: 23.6 E():  1.9 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (7-36:33-62) 
 
                                       10        20        30       
2MEPSP                         EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
         40        50        60        70        80                 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                 
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 94.8  bits: 22.2 E():  2.7 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (22-77:31-85) 
 
                        10        20         30        40        50 
2MEPSP          EGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
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                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
               60        70        80                      
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                      
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 94.8  bits: 22.2 E():  2.7 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (22-77:31-85) 
 
                        10        20         30        40        50 
2MEPSP          EGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
               60        70        80                      
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                      
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 93.2  bits: 21.9 E():  3.3 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (22-77:31-85) 
 
                        10        20         30        40        50 
2MEPSP          EGTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
               60        70        80                      
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                      
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 91.7  bits: 21.6 E():    4 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (53-75:59-81) 
 
             30        40        50        60        70        80   
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN   
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 89.8  bits: 22.9 E():  5.1 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (30-79:17-66) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                    :..:.:     .:  :.  ..:::...: :  
gi|190              MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFA 
                            10        20        30        40        
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
       :..    .. ...:....:                                          
gi|190 GHGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQ 
        50        60        70        80        90       100        
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>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 89.0  bits: 21.6 E():  5.6 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (18-43:75-101) 
 
                            10        20         30        40       
2MEPSP              EGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
         50        60        70        80         
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN         
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 88.9  bits: 21.8 E():  5.7 
Smith-Waterman score: 55; 25.0% identity (59.1% similar) in 44 aa overlap (1-44:133-176) 
 
                                             10        20        30 
2MEPSP                               EGTTVVDNLLNSEDVHYMLGALRTLGLSVE 
                                     .:  :: . . .:  . ..  ...:: :   
gi|501 DKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSG 
            110       120       130       140       150       160   
 
               40        50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
       . ..  :  .:.::                                     
gi|501 SVRSNTRPKIVNCGEL                                   
            170                                           
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 88.3  bits: 21.0 E():  6.2 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (25-71:34-79) 
 
                     10        20        30        40          50   
2MEPSP       EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
             60        70        80                      
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGN                      
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.6  bits: 20.7 E():  7.6 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (53-77:61-85) 
 
             30        40        50        60        70        80   
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN   
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 85.7  bits: 22.3 E():  8.6 
Smith-Waterman score: 57; 27.1% identity (60.4% similar) in 48 aa overlap (28-74:315-362) 
 
                  10        20        30        40        50        
2MEPSP    EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
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         60        70        80          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGN          
       .:   .::    :  . :                
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.2  bits: 20.7 E():  9.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.2  bits: 20.7 E():  9.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.2  bits: 20.7 E():  9.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.2  bits: 20.7 E():  9.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 85.2  bits: 20.7 E():  9.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.2  bits: 20.7 E():  9.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.1  bits: 20.7 E():  9.3 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:10-27) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.0  bits: 20.4 E():  9.4 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (53-75:61-83) 
 
             30        40        50        60        70        80   
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN   
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.0  bits: 20.4 E():  9.4 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (53-75:61-83) 
 
             30        40        50        60        70        80   
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN   
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|145 DSDGDGKIGVDEFGAMIKA 
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              100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 85.0  bits: 20.4 E():  9.4 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (26-77:35-85) 
 
                    10        20        30        40          50    
2MEPSP      EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
            60        70        80                      
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGN                      
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 85.0  bits: 20.4 E():  9.4 
Smith-Waterman score: 50; 31.2% identity (58.3% similar) in 48 aa overlap (25-71:34-79) 
 
                     10        20        30         40        50    
2MEPSP       EGTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
            60        70        80                      
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGN                      
       ::..::: :     :.::                               
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 85.0  bits: 20.4 E():  9.4 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (26-77:35-85) 
 
                    10        20        30        40          50    
2MEPSP      EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
            60        70        80                      
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGN                      
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.7 E():  9.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:15-32) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.2  bits: 20.7 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:25-42) 
 
               10        20        30        40        50        60 
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2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.2  bits: 20.7 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:25-42) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.1  bits: 20.7 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:26-43) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.1  bits: 20.7 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:26-43) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (61-79:87-105) 
 
               40        50        60        70        80           
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN           
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1037

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.1  bits: 20.1 E():   12 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (53-77:60-84) 
 
             30        40        50        60        70        80   
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN   
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.9  bits: 19.8 E():   14 
Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (4-61:45-102) 
 
                                          10        20        30    
2MEPSP                            EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
            40        50        60        70        80 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
       ::  :.. .   :   :. ::: .  .:                    
gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD               
           80        90       100                      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 19.8 E():   14 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (53-77:61-85) 
 
             30        40        50        60        70        80   
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN   
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 81.7  bits: 19.8 E():   14 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (8-54:5-46) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
              ..:..::..  .::.     ..:. .  :   .::   : : ::.:.       
gi|225    MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKSP-EDVKKVFHILD 
                  10        20            30        40         50   
 
               70        80                                       
2MEPSP GNAGIAMRSLTAAVTAAGGN                                       
                                                                  
gi|225 KDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
             60        70        80        90       100       110 
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
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gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:9-26) 
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               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
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               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 80.2  bits: 20.0 E():   17 
Smith-Waterman score: 49; 24.1% identity (51.9% similar) in 79 aa overlap (2-78:48-123) 
 
                                            10          20          
2MEPSP                              EGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|374 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVESID--- 
        20        30        40        50        60        70        
 
      30        40        50        60        70        80          
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN          
       ::. : . .:: : .    .:    :..:  :  : .. .::    . :            
gi|374 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYHTKGDAKPDEEELKK 
           80        90       100       110       120       130     
 
gi|374 GKAKGEGLFRAIEGYVLANPTQY 
          140       150        
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 79.9  bits: 21.4 E():   18 
Smith-Waterman score: 54; 19.4% identity (58.3% similar) in 72 aa overlap (9-70:171-242) 
 
                                     10        20           30      
2MEPSP                       EGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEA--DK 
                                     :.:: . : ..:   ...  ::...:  :. 
gi|114 VNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDS 
              150       160       170       180       190       200 
 
            40        50             60        70        80         
2MEPSP AAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAAGGN         
           .. .  . .: .:      . . . .  :...:....:                   
gi|114 PNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGISIGSLGRDNS 
              210       220       230       240       250       260 
 
gi|114 RAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPILINQFYCTSA 
              270       280       290       300       310       320 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.7  bits: 19.8 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:18-35) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.5  bits: 19.8 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:22-39) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
               70        80                                         
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2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:26-43) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:26-43) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:26-43) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:26-43) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.2  bits: 19.7 E():   20 
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Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:26-43) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:26-43) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.2  bits: 17.3 E():   22 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (28-40:5-17) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                  .: :: .:: :::                     
gi|323                        INLKAVIADPVAKTAVVQAGATLGEVYYXI        
                                      10        20        30        
 
               70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGN 
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 78.1  bits: 21.4 E():   23 
Smith-Waterman score: 54; 19.4% identity (58.3% similar) in 72 aa overlap (9-70:201-272) 
 
                                     10        20           30      
2MEPSP                       EGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEA--DK 
                                     :.:: . : ..:   ...  ::...:  :. 
gi|476 VNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDS 
              180       190       200       210       220       230 
 
            40        50             60        70        80         
2MEPSP AAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAAGGN         
           .. .  . .: .:      . . . .  :...:....:                   
gi|476 PNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGISIGSLGRDNS 
              240       250       260       270       280       290 
 
gi|476 RAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPILINQFYCTSA 
              300       310       320       330       340       350 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.6  bits: 19.7 E():   24 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:55-72) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1043

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 77.5  bits: 18.6 E():   24 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (29-60:40-71) 
 
                 10        20        30        40        50         
2MEPSP   EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
       60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGN 
       :.                     
gi|154 FVDSLDKIAQVPRVG        
      70        80            
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.3  bits: 20.5 E():   25 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (7-55:221-261) 
 
                                       10        20        30       
2MEPSP                         EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
         40        50        60        70        80                 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                 
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 77.0  bits: 20.8 E():   26 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (9-37:246-275) 
 
                                     10         20        30        
2MEPSP                       EGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
        40        50        60        70        80                  
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                  
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 47; 22.8% identity (53.2% similar) in 79 aa overlap (2-78:48-123) 
 
                                            10          20          
2MEPSP                              EGTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|169 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVEAID--- 
        20        30        40        50        60        70        
 
      30        40        50        60        70        80          
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN          
       ::. : . .:: : .    .:    :..:  :  : .. .:..   . :            
gi|169 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFHSKGEAKPEEEDMKK 
           80        90       100       110       120       130     
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1044

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|169 GKAKGEALFKAIEGYVLANPTQY 
          140       150        
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.7  bits: 19.7 E():   27 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (26-59:152-189) 
 
                    10        20        30        40           50   
2MEPSP      EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
              60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGN 
       : :. .::                      
gi|476 KCERGKLFANCCK                 
             190                     
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.7  bits: 19.7 E():   27 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (26-59:152-189) 
 
                    10        20        30        40           50   
2MEPSP      EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
              60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGN 
       : :. .::                      
gi|313 KCERGKLFANCCK                 
             190                     
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 76.7  bits: 18.9 E():   27 
Smith-Waterman score: 45; 26.4% identity (58.3% similar) in 72 aa overlap (11-79:19-84) 
 
                       10        20        30        40        50   
2MEPSP         EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
             60           70        80                           
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGN                           
         : .  :...   : :  . .:: .::::                            
gi|833 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 76.7  bits: 18.9 E():   27 
Smith-Waterman score: 45; 26.4% identity (58.3% similar) in 72 aa overlap (11-79:19-84) 
 
                       10        20        30        40        50   
2MEPSP         EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
             60           70        80                           
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGN                           
         : .  :...   : :  . .:: .::::                            
gi|668 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 76.5  bits: 21.1 E():   28 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (9-33:201-228) 
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                                     10        20           30      
2MEPSP                       EGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          40        50        60        70        80                
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 76.4  bits: 19.7 E():   28 
Smith-Waterman score: 48; 24.2% identity (51.6% similar) in 62 aa overlap (1-51:115-176) 
 
                                             10         20          
2MEPSP                               EGTTVVDNLLN-SEDVHYMLGALRTLGLSV 
                                     ::.: .::..: :. :..    ..    .  
gi|549 QIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQYGS 
           90       100       110       120       130       140     
 
      30                  40        50        60        70          
2MEPSP EADKAAK----------RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
         .:  :          ..  .:::..  .::                             
gi|549 PKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK   
          150       160       170       180       190       200     
 
      80 
2MEPSP N 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.2  bits: 20.8 E():   29 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (4-35:88-122) 
 
                                          10           20        30 
2MEPSP                            EGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
               40        50        60        70        80           
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN           
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 76.2  bits: 20.8 E():   29 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (4-35:88-122) 
 
                                          10           20        30 
2MEPSP                            EGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
               40        50        60        70        80           
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN           
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.8  bits: 18.3 E():   30 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (32-60:43-71) 
 
              10        20        30        40        50        60  
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
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             20        30        40        50        60        70   
 
              70        80 
2MEPSP NAGIAMRSLTAAVTAAGGN 
                           
gi|122 SLDKIAQVPRVG        
             80            
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.3  bits: 18.6 E():   32 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (54-77:61-84) 
 
            30        40        50        60        70        80    
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN    
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 19.7 E():   34 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (52-79:210-237) 
 
              30        40        50        60        70        80  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN  
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
gi|226 V 
     240 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.8  bits: 20.8 E():   34 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (9-33:201-228) 
 
                                     10        20           30      
2MEPSP                       EGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          40        50        60        70        80                
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.8  bits: 20.8 E():   34 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (9-33:201-228) 
 
                                     10        20           30      
2MEPSP                       EGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          40        50        60        70        80                
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.8  bits: 20.8 E():   34 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (9-33:201-228) 
 
                                     10        20           30      
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2MEPSP                       EGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          40        50        60        70        80                
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.8  bits: 20.8 E():   34 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (9-33:201-228) 
 
                                     10        20           30      
2MEPSP                       EGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          40        50        60        70        80                
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.8  bits: 20.8 E():   34 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (9-33:201-228) 
 
                                     10        20           30      
2MEPSP                       EGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          40        50        60        70        80                
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.8  bits: 20.8 E():   34 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (9-33:201-228) 
 
                                     10        20           30      
2MEPSP                       EGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          40        50        60        70        80                
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.8  bits: 20.8 E():   34 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (9-33:201-228) 
 
                                     10        20           30      
2MEPSP                       EGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          40        50        60        70        80                
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                
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gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.8  bits: 20.8 E():   34 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (9-33:201-228) 
 
                                     10        20           30      
2MEPSP                       EGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          40        50        60        70        80                
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.8  bits: 20.8 E():   34 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (9-33:201-228) 
 
                                     10        20           30      
2MEPSP                       EGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          40        50        60        70        80                
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.8  bits: 20.8 E():   34 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (9-33:201-228) 
 
                                     10        20           30      
2MEPSP                       EGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          40        50        60        70        80                
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.8  bits: 20.8 E():   34 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (9-33:201-228) 
 
                                     10        20           30      
2MEPSP                       EGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          40        50        60        70        80                
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.8  bits: 20.8 E():   34 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (9-33:201-228) 
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                                     10        20           30      
2MEPSP                       EGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          40        50        60        70        80                
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.8  bits: 16.1 E():   34 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (29-42:3-16) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                   :.: .::.  : ::                   
gi|463                           DFVDAHNAARAQVGVGPVHWT              
                                         10        20               
 
               70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGN 
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.7  bits: 19.4 E():   35 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (7-36:33-62) 
 
                                       10        20        30       
2MEPSP                         EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
         40        50        60        70        80                 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                 
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.5  bits: 19.9 E():   36 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (11-61:113-157) 
 
                                   10        20        30        40 
2MEPSP                     EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
               50        60        70        80                     
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                     
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.9  bits: 20.5 E():   38 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (28-72:163-207) 
 
                  10        20        30        40        50        
2MEPSP    EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
        60        70        80                                      
2MEPSP LFLGNAGIAMRSLTAAVTAAGGN                                      
         : . ..:.:...:                                              
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gi|845 QTLDQYALAQRKISALSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTT 
            200       210       220       230       240       250   
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 73.6  bits: 15.8 E():   40 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (42-50:4-12) 
 
              20        30        40        50        60        70  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     ::...: .:                      
gi|544                            APPGCSNHFNLETVFGNFVK              
                                          10        20              
 
              80 
2MEPSP AAVTAAGGN 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (13-37:195-217) 
 
                                 10        20        30        40   
2MEPSP                   EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
             50        60        70        80                       
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                       
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.9  bits: 20.2 E():   43 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (6-35:90-122) 
 
                                        10           20        30   
2MEPSP                          EGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
             40        50        60        70        80             
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN             
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.1 E():   46 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (25-40:172-187) 
 
                     10        20        30        40        50     
2MEPSP       EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
           60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGN 
                                  
gi|256 KESLAKKNHGLSRSE            
             210                  
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.1 E():   46 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (25-40:173-188) 
 
                     10        20        30        40        50     
2MEPSP       EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
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gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
           60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGN 
                                  
gi|187 KESLAKKNHGLSRSE            
            210                   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.1 E():   46 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (25-40:173-188) 
 
                     10        20        30        40        50     
2MEPSP       EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
           60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGN 
                                  
gi|187 KESLAKKNHGLSRSE            
            210                   
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.3  bits: 19.3 E():   47 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (42-55:91-104) 
 
              20        30        40        50        60        70  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
              80                                                    
2MEPSP AAVTAAGGN                                                    
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.2  bits: 18.8 E():   48 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (19-58:106-145) 
 
                           10        20        30        40         
2MEPSP             EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
       50        60        70        80                     
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                     
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.0  bits: 18.3 E():   49 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (45-75:6-35) 
 
           20        30        40        50        60        70     
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.. . : .:. . :: . :...   :::  
gi|144                          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAK 
                                        10         20        30     
 
           80                                                       
2MEPSP TAAGGN                                                       
       :                                                            
gi|144 TVKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQ 
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           40        50        60        70        80        90     
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.6  bits: 19.3 E():   51 
Smith-Waterman score: 47; 39.3% identity (60.7% similar) in 28 aa overlap (52-79:252-279) 
 
              30        40        50        60        70        80  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN  
                                     :  :.:     :..:  . :::..:: :   
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
gi|144 TAAAGGYKV 
             290 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 19.1 E():   53 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (42-55:76-89) 
 
              20        30        40        50        60        70  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
              80                                                    
2MEPSP AAVTAAGGN                                                    
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (42-55:91-104) 
 
              20        30        40        50        60        70  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
              80                                                    
2MEPSP AAVTAAGGN                                                    
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (42-55:91-104) 
 
              20        30        40        50        60        70  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
              80                                                    
2MEPSP AAVTAAGGN                                                    
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 70.4  bits: 19.3 E():   60 
Smith-Waterman score: 47; 34.6% identity (50.0% similar) in 52 aa overlap (30-79:279-330) 
 
                10        20        30        40        50          
2MEPSP  EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     .:.:::: :..:   .   :  :   :    
gi|113 QSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATGAVGAATGAVGAA 
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      250       260       270       280       290       300         
 
      60          70        80   
2MEPSP LGNAGIAM--RSLTAAVTAAGGN   
        : :  :    .  ::. .:::    
gi|113 TGAATAAAGGYKTGAATPTAGGYKV 
      310       320       330    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (42-55:68-81) 
 
              20        30        40        50        60        70  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
              80                                                    
2MEPSP AAVTAAGGN                                                    
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (42-55:68-81) 
 
              20        30        40        50        60        70  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
              80                                                    
2MEPSP AAVTAAGGN                                                    
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (42-55:69-82) 
 
              20        30        40        50        60        70  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
              80                                                    
2MEPSP AAVTAAGGN                                                    
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.7  bits: 18.5 E():   65 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (46-80:96-129) 
 
          20        30        40        50        60        70      
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
          80                                                        
2MEPSP AAGGN                                                        
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
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>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 69.7  bits: 19.8 E():   66 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (11-41:378-406) 
 
                                   10        20        30        40 
2MEPSP                     EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
               50        60        70        80                     
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                     
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (6-35:90-122) 
 
                                        10           20        30   
2MEPSP                          EGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|467 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
             40        50        60        70        80             
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN             
       :::                                                          
gi|467 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (6-35:90-122) 
 
                                        10           20        30   
2MEPSP                          EGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|601 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
             40        50        60        70        80             
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN             
       :::                                                          
gi|601 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 17.7 E():   66 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (46-64:82-100) 
 
          20        30        40        50        60        70      
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
          80   
2MEPSP AAGGN   
               
gi|188 QSGAIYV 
               
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (42-55:80-93) 
 
              20        30        40        50        60        70  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
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                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
              80                                                    
2MEPSP AAVTAAGGN                                                    
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (25-49:16-40) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                               : :. .:....: :..:  ::.. :            
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.7 E():   69 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (42-55:91-104) 
 
              20        30        40        50        60        70  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
              80                                                    
2MEPSP AAVTAAGGN                                                    
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (42-55:91-104) 
 
              20        30        40        50        60        70  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
              80                                                    
2MEPSP AAVTAAGGN                                                    
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (42-55:91-104) 
 
              20        30        40        50        60        70  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
              80                                                    
2MEPSP AAVTAAGGN                                                    
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gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (42-55:91-104) 
 
              20        30        40        50        60        70  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
              80                                                    
2MEPSP AAVTAAGGN                                                    
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (42-55:91-104) 
 
              20        30        40        50        60        70  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
              80                                                    
2MEPSP AAVTAAGGN                                                    
                                                                    
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (42-55:91-104) 
 
              20        30        40        50        60        70  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
              80                                                    
2MEPSP AAVTAAGGN                                                    
                                                                    
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (42-55:91-104) 
 
              20        30        40        50        60        70  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
              80                                                    
2MEPSP AAVTAAGGN                                                    
                                                                    
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (42-55:91-104) 
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              20        30        40        50        60        70  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
              80                                                    
2MEPSP AAVTAAGGN                                                    
                                                                    
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (42-55:92-105) 
 
              20        30        40        50        60        70  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
              80                                                    
2MEPSP AAVTAAGGN                                                    
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 47; 27.9% identity (60.5% similar) in 43 aa overlap (9-45:225-267) 
 
                                     10        20        30         
2MEPSP                       EGTTVVDNLLNSEDVHYMLGALRTLGLSVEA------D 
                                     ::.. :  :. :.:  . .:::.      : 
gi|118 VFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQITLD 
          200       210       220       230       240       250     
 
             40        50        60        70        80             
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN             
       . .  . ...:.:                                                
gi|118 SITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSSIDSL 
          260       270       280       290       300       310     
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.7 E():   70 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (42-55:93-106) 
 
              20        30        40        50        60        70  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
              80                                                    
2MEPSP AAVTAAGGN                                                    
                                                                    
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (22-50:38-66) 
 
                        10        20        30        40        50  
2MEPSP          EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
              60        70        80                                
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2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGN                                
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.9  bits: 16.3 E():   72 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (43-57:30-44) 
 
             20        30        40        50        60        70   
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                                     :     :.:.::...                
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN          
                10        20        30        40        50          
 
             80 
2MEPSP AVTAAGGN 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (17-51:48-86) 
 
                             10        20        30             40  
2MEPSP               EGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
              50        60        70        80                      
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                      
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.6  bits: 20.4 E():   75 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (28-72:563-607) 
 
                  10        20        30        40        50        
2MEPSP    EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
        60        70        80                                      
2MEPSP LFLGNAGIAMRSLTAAVTAAGGN                                      
         : . ..:.:...:                                              
gi|425 QTLDQYALAQRKISALSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLTA 
            600       610       620       630       640       650   
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.5  bits: 14.7 E():   76 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (25-32:10-17) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                               :::: .:.                             
gi|856                ANPTFGFTPLGLSSDAN                             
                              10                                    
 
               70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGN 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (15-24:55-64) 
 
                               10        20        30        40     
2MEPSP                 EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
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           30        40        50        60        70        80     
 
           50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
                                            
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF     
           90       100       110           
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.1  bits: 19.3 E():   80 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (6-34:90-121) 
 
                                        10           20        30   
2MEPSP                          EGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
             40        50        60        70        80             
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN             
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.1  bits: 19.3 E():   80 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (6-34:90-121) 
 
                                        10           20        30   
2MEPSP                          EGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
             40        50        60        70        80             
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN             
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.9  bits: 19.5 E():   82 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (8-41:381-414) 
 
                                      10        20        30        
2MEPSP                        EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
        40        50        60        70        80                  
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                  
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 45; 47.4% identity (78.9% similar) in 19 aa overlap (61-79:285-303) 
 
               40        50        60        70        80    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN    
                                     :.:  :. . :.:.:::.:     
gi|113 KYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV 
          260       270       280       290       300        
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (8-64:110-173) 
 
                                      10        20        30        
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2MEPSP                        EGTTVVDNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
      80        90       100       110       120       130          
 
           40        50            60        70        80           
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAMRSLTAAVTAAGGN           
        :  . .   ::  ..    :  :.:.::. . :                           
gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
 
gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 18.4 E():   86 
Smith-Waterman score: 44; 47.4% identity (68.4% similar) in 19 aa overlap (61-79:243-261) 
 
               40        50        60        70        80    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN    
                                     : :  :  . :.:.:::.:     
gi|180 KYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAATAAAGGYKV 
            220       230       240       250       260      
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 19.0 E():   87 
Smith-Waterman score: 46; 26.9% identity (61.5% similar) in 26 aa overlap (1-26:73-98) 
 
                                             10        20        30 
2MEPSP                               EGTTVVDNLLNSEDVHYMLGALRTLGLSVE 
                                     .:  ..: . .: .. :.   : .::     
gi|513 SDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFK 
             50        60        70        80        90       100   
 
               40        50        60        70        80           
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN           
                                                                    
gi|513 HGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPE 
            110       120       130       140       150       160   
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.2 E():   90 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (5-36:71-102) 
 
                                         10        20        30     
2MEPSP                           EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
           40        50        60        70        80               
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN               
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.2 E():   90 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (26-42:11-27) 
 
               10        20        30        40        50        60 
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                :::.  .  : :. .::                   
gi|383                MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKAFTASP 
                              10        20        30        40      
 
               70        80                                         
2MEPSP GNAGIAMRSLTAAVTAAGGN                                         
                                                                    
gi|383 DAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEEDL 
          50        60        70        80        90       100      
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>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 40; 47.4% identity (73.7% similar) in 19 aa overlap (61-79:109-127) 
 
               40        50        60        70        80    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN    
                                     : :  :. . :.:.:::.:     
gi|539 KYTVFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA 
       80        90       100       110       120       130  
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (36-71:83-118) 
 
          10        20        30        40        50        60      
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
          70        80                                 
2MEPSP AMRSLTAAVTAAGGN                                 
       ...: .                                          
gi|279 VIKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
            120       130       140       150          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (36-71:83-118) 
 
          10        20        30        40        50        60      
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
          70        80                                 
2MEPSP AMRSLTAAVTAAGGN                                 
       ...: .                                          
gi|131 VIKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
            120       130       140       150          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (36-71:83-118) 
 
          10        20        30        40        50        60      
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
          70        80                                 
2MEPSP AMRSLTAAVTAAGGN                                 
       ...: .                                          
gi|602 VIKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
            120       130       140       150          
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.5  bits: 18.7 E():   97 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (20-42:150-174) 
 
                          10        20        30          40        
2MEPSP            EGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
        50        60        70        80                            
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN                            
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gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.4  bits: 19.0 E():   99 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (6-38:91-126) 
 
                                        10           20        30   
2MEPSP                          EGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN             
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.3  bits: 17.6 E(): 1e 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (18-44:146-170) 
 
                            10        20        30        40        
2MEPSP              EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
        50        60        70        80 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:27 2011 done: Tue Apr 19 10:57:27 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 40  - 119 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     1     2:* 
  32     3     8:=* 
  34    10    22:===  * 
  36    32    44:========  * 
  38    48    73:============      * 
  40    76   102:===================      * 
  42    65   125:=================              * 
  44   114   138:=============================     * 
  46   197   140:==================================*=============== 
  48   179   134:=================================*=========== 
  50   148   122:==============================*====== 
  52   102   108:==========================* 
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  54   103    92:======================*=== 
  56    87    77:===================*== 
  58    61    63:===============* 
  60    34    51:=========   * 
  62    25    41:=======   * 
  64    20    33:=====   * 
  66    35    26:======*== 
  68    29    20:====*=== 
  70    12    16:===* 
  72     9    12:==* 
  74    19    10:==*== 
  76    11     8:=*= 
  78    15     6:=*== 
  80    10     5:=*= 
  82     6     3:*= 
  84    17     3:*==== 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     2     0:=         *== 
 106     0     0:          * 
 108     3     0:=         *=== 
 110     1     0:=         *= 
 112     1     0:=         *= 
 114     1     0:=         *= 
 116     0     0:          * 
 118     1     0:=         *= 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.38300.00336; mu= 3.2944 0.175 
 mean_var=39.136111.203, 0's: 2 Z-trim: 5  B-trim: 63 in 1/43 
 Lambda= 0.205015 
 Kolmogorov-Smirnov  statistic: 0.1091 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 26.8    0.11 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 25.9    0.21 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 25.6    0.26 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 25.0    0.39 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 24.7    0.47 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 24.7    0.47 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   65 24.7    0.48 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 24.1    0.72 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 23.8    0.88 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 22.6       2 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.4     2.1 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 22.0       3 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 22.0       3 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 21.7     3.7 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.5     4.4 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.8     5.7 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.4     6.3 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 20.9     6.8 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.6     8.4 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   53 21.1     9.6 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   57 22.2     9.6 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.5      10 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.5      10 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.5      10 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.5      10 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.5      10 
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gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.5      10 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.5      10 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.3      10 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.3      10 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 20.3      10 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   50 20.3      10 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 20.3      10 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.5      11 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.5      11 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.5      11 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.5      12 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.5      12 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 20.5      12 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   49 20.0      13 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   49 20.0      13 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 20.0      13 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 19.7      15 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.7      15 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.7      16 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.7      19 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.7      19 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.7      19 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.7      19 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.7      19 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.7      19 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.7      19 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.7      19 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.7      19 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.7      19 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   49 19.9      19 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 21.2      20 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.6      20 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.6      21 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.6      21 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.6      21 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.6      21 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.6      21 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.6      21 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.6      21 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.2      23 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   51 20.4      24 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 21.2      25 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.6      26 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.5      26 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.4      27 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   47 19.3      28 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.7      28 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.6      29 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.6      29 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 20.9      31 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 20.7      31 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 20.7      32 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.2      32 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.5      34 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.1      36 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.6      37 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.6      37 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.6      37 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.6      37 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.6      37 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.6      37 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.6      37 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.6      37 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.6      37 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.6      37 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.6      37 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.6      37 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.6      37 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.3      38 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 19.8      39 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   46 19.0      39 
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gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.8      42 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.3      42 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.5      44 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.1      47 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.0      49 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.0      49 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.0      49 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.2      50 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.7      51 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 18.2      52 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   47 19.2      54 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.0      57 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.2      58 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   47 19.2      60 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 19.2      60 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.0      61 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   46 19.0      61 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.0      62 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.2      64 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.7      67 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.7      67 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.7      67 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.4      68 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.4      69 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.6      69 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.7      71 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.5      71 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   48 19.5      71 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 19.7      71 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 17.9      71 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.7      74 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.7      74 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.7      74 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.7      74 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.7      74 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.7      74 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.7      74 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.7      74 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.7      74 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.7      75 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.2      75 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.2      75 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 17.9      75 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 17.8      77 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.6      78 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   51 20.3      81 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.3      83 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.2      86 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.2      86 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   45 18.6      87 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.4      88 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.1      89 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.1      95 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.1      95 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   40 17.3      95 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   41 17.5      96 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   41 17.5      96 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   41 17.5      96 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 18.4      97 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   44 18.4      97 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   44 18.3      98 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   44 18.3      99 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   44 18.3      99 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   44 18.3      99 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   44 18.3      99 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   44 18.3      99 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   44 18.3      99 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   44 18.3      99 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   44 18.3      99 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   44 18.3      99 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   44 18.3      99 
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gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   44 18.3      99 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   44 18.3      99 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   44 18.3      99 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   44 18.3      99 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   44 18.3      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 119.5  bits: 26.8 E(): 0.11 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (21-76:31-85) 
 
                         10        20        30         40          
2MEPSP           GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
      50        60        70        80                     
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA                     
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 114.7  bits: 25.9 E(): 0.21 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (21-76:31-85) 
 
                         10        20        30        40           
2MEPSP           GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
       50        60        70        80                     
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA                     
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 113.1  bits: 25.6 E(): 0.26 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (24-76:34-85) 
 
                      10        20        30        40          50  
2MEPSP        GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
              60        70        80                     
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNA                     
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 109.9  bits: 25.0 E(): 0.39 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (21-76:31-85) 
 
                         10        20         30        40          
2MEPSP           GTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
      50        60        70        80                     
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA                     
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
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 initn:  58 init1:  58 opt:  65  Z-score: 108.3  bits: 24.7 E(): 0.47 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (24-76:33-84) 
 
                      10        20        30        40          50  
2MEPSP        GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
              60        70        80                     
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNA                     
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 108.3  bits: 24.7 E(): 0.47 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (24-76:33-84) 
 
                      10        20        30        40          50  
2MEPSP        GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
              60        70        80                     
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNA                     
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  65  Z-score: 108.3  bits: 24.7 E(): 0.48 
Smith-Waterman score: 65; 34.8% identity (53.0% similar) in 66 aa overlap (10-75:22-83) 
 
                           10        20        30        40         
2MEPSP             GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                            .: : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
       50        60        70        80                      
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA                      
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 105.1  bits: 24.1 E(): 0.72 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (21-76:31-85) 
 
                         10        20        30        40        50 
2MEPSP           GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
               60        70        80                     
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNA                     
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 103.5  bits: 23.8 E(): 0.88 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (21-76:31-85) 
 
                         10        20        30         40          
2MEPSP           GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
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               10        20        30        40        50        60 
 
      50        60        70        80                     
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA                     
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.2  bits: 22.6 E():    2 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (21-76:29-83) 
 
                       10        20        30        40          50 
2MEPSP         GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
               60        70        80                     
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNA                     
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 96.5  bits: 23.4 E():  2.1 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (6-35:33-62) 
 
                                        10        20        30      
2MEPSP                          GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
          40        50        60        70        80                
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA                
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 93.9  bits: 22.0 E():    3 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (21-76:31-85) 
 
                         10        20         30        40          
2MEPSP           GTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
      50        60        70        80                     
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA                     
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 93.9  bits: 22.0 E():    3 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (21-76:31-85) 
 
                         10        20         30        40          
2MEPSP           GTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
      50        60        70        80                     
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA                     
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
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>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 92.3  bits: 21.7 E():  3.7 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (21-76:31-85) 
 
                         10        20         30        40          
2MEPSP           GTTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
      50        60        70        80                     
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA                     
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 90.8  bits: 21.5 E():  4.4 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (52-74:59-81) 
 
              30        40        50        60        70        80  
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA  
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 88.8  bits: 22.8 E():  5.7 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (29-78:17-66) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                   :..:.:     .:  :.  ..:::...: : : 
gi|190             MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAG 
                           10        20        30        40         
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
       ..    .. ...:....:                                           
gi|190 HGHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQS 
       50        60        70        80        90       100         
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 88.2  bits: 21.4 E():  6.3 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (17-42:75-101) 
 
                             10        20         30        40      
2MEPSP               GTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
          50        60        70        80        
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA        
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 87.5  bits: 20.9 E():  6.8 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (24-70:34-79) 
 
                      10        20        30        40          50  
2MEPSP        GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
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              60        70        80                     
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNA                     
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.6 E():  8.4 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (52-76:61-85) 
 
              30        40        50        60        70        80  
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA  
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.9  bits: 21.1 E():  9.6 
Smith-Waterman score: 53; 25.6% identity (58.1% similar) in 43 aa overlap (1-43:134-176) 
 
                                             10        20        30 
2MEPSP                               GTTVVDNLLNSEDVHYMLGALRTLGLSVEA 
                                     :  :: . . .:  . ..  ...:: :  . 
gi|501 KKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSGS 
           110       120       130       140       150       160    
 
               40        50        60        70        80 
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
        ..  :  .:.::                                      
gi|501 VRSNTRPKIVNCGEL                                    
           170                                            
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 84.8  bits: 22.2 E():  9.6 
Smith-Waterman score: 57; 27.1% identity (60.4% similar) in 48 aa overlap (27-73:315-362) 
 
                   10        20        30        40        50       
2MEPSP     GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
          60        70        80         
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNA         
       .:   .::    :  . :                
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.5 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|217                      DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEA 
                                    10        20        30          
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|217 LFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAP 
      40        50        60        70        80        90          
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.5 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:9-26) 
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               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|157                      SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEA 
                                    10        20        30          
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|157 VFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAP 
      40        50        60        70        80        90          
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.5 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|760                      DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEA 
                                    10        20        30          
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|760 VFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAP 
      40        50        60        70        80        90          
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.5 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|214                      SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEA 
                                    10        20        30          
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|214 VFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAP 
      40        50        60        70        80        90          
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.5 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|217                      DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEA 
                                    10        20        30          
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|217 LFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAP 
      40        50        60        70        80        90          
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.5 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|256                      DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEA 
                                    10        20        30          
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               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|256 VFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAP 
      40        50        60        70        80        90          
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.5 E():   10 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:10-27) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|110                     RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEA 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|110 LFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAP 
               50        60        70        80        90       100 
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.3  bits: 20.3 E():   10 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (52-74:61-83) 
 
              30        40        50        60        70        80  
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA  
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.3  bits: 20.3 E():   10 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (52-74:61-83) 
 
              30        40        50        60        70        80  
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA  
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 84.3  bits: 20.3 E():   10 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (25-76:35-85) 
 
                     10        20        30        40          50   
2MEPSP       GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
             60        70        80                     
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNA                     
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 84.3  bits: 20.3 E():   10 
Smith-Waterman score: 50; 31.2% identity (58.3% similar) in 48 aa overlap (24-70:34-79) 
 
                      10        20         30        40        50   
2MEPSP        GTTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
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gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
             60        70        80                     
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNA                     
       ::..::: :     :.::                               
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 84.3  bits: 20.3 E():   10 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (25-76:35-85) 
 
                     10        20        30        40          50   
2MEPSP       GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
             60        70        80                     
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNA                     
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.0  bits: 20.5 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:15-32) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|394                VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEA 
                              10        20        30        40      
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|394 VFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAP 
          50        60        70        80        90       100      
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.4  bits: 20.5 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:25-42) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|164      MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEA 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|164 DFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAP 
          60        70        80        90       100       110      
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.4  bits: 20.5 E():   11 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:25-42) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|144      MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEA 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|144 VFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAP 
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          60        70        80        90       100       110      
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.4  bits: 20.5 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:26-43) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|135     MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEA 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|135 VFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAP 
         60        70        80        90       100       110       
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.4  bits: 20.5 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:26-43) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|996     MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEA 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|996 LFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAP 
         60        70        80        90       100       110       
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.0  bits: 20.5 E():   12 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (60-78:87-105) 
 
      30        40        50        60        70        80          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 82.5  bits: 20.0 E():   13 
Smith-Waterman score: 49; 27.0% identity (58.1% similar) in 74 aa overlap (10-80:19-86) 
 
                        10        20        30        40        50  
2MEPSP          GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
              60           70        80                          
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGNA                          
         : .  :...   : :  . .:: .:::: :                          
gi|668 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 82.5  bits: 20.0 E():   13 
Smith-Waterman score: 49; 27.0% identity (58.1% similar) in 74 aa overlap (10-80:19-86) 
 
                        10        20        30        40        50  
2MEPSP          GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
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               10        20        30             40         50     
 
              60           70        80                          
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGNA                          
         : .  :...   : :  . .:: .:::: :                          
gi|833 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.4  bits: 20.0 E():   13 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (52-76:60-84) 
 
              30        40        50        60        70        80  
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA  
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 19.7 E():   15 
Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (3-60:45-102) 
 
                                           10        20        30   
2MEPSP                             GTTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
             40        50        60        70        80 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
       ::  :.. .   :   :. ::: .  .:                     
gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD                
           80        90       100                       
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 19.7 E():   15 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (52-76:61-85) 
 
              30        40        50        60        70        80  
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA  
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 81.0  bits: 19.7 E():   16 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (7-53:5-46) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
             ..:..::..  .::.     ..:. .  :   .::   : : ::.:.        
gi|225   MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKSP-EDVKKVFHILDK 
                 10        20            30        40         50    
 
               70        80                                      
2MEPSP NAGIAMRSLTAAVTAAGGNA                                      
                                                                 
gi|225 DRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
            60        70        80        90       100       110 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:9-26) 
 
               10        20        30        40        50        60 
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2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|217                      DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEA 
                                    10        20        30          
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|217 LFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAP 
      40        50        60        70        80        90          
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|179                      DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEA 
                                    10        20        30          
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|179 LFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAP 
      40        50        60        70        80        90          
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|217                      DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEA 
                                    10        20        30          
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|217 LFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAP 
      40        50        60        70        80        90          
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|217                      DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEA 
                                    10        20        30          
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|217 LFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAP 
      40        50        60        70        80        90          
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|217                      DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEA 
                                    10        20        30          
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
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gi|217 LFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAP 
      40        50        60        70        80        90          
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|217                      DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEA 
                                    10        20        30          
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|217 LFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAP 
      40        50        60        70        80        90          
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|217                      DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEA 
                                    10        20        30          
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|217 LFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAP 
      40        50        60        70        80        90          
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|217                      DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEA 
                                    10        20        30          
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|217 LFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAP 
      40        50        60        70        80        90          
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|217                      DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEA 
                                    10        20        30          
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|217 LFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAP 
      40        50        60        70        80        90          
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:9-26) 
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               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|217                      DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEA 
                                    10        20        30          
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|217 LFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAP 
      40        50        60        70        80        90          
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 49; 24.1% identity (51.9% similar) in 79 aa overlap (1-77:48-123) 
 
                                             10          20         
2MEPSP                               GTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|374 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVESID--- 
        20        30        40        50        60        70        
 
       30        40        50        60        70        80         
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA         
       ::. : . .:: : .    .:    :..:  :  : .. .::    . :            
gi|374 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYHTKGDAKPDEEELKK 
           80        90       100       110       120       130     
 
gi|374 GKAKGEGLFRAIEGYVLANPTQY 
          140       150        
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 79.1  bits: 21.2 E():   20 
Smith-Waterman score: 54; 19.4% identity (58.3% similar) in 72 aa overlap (8-69:171-242) 
 
                                      10           20        30     
2MEPSP                        GTTVVDNLLNSEDVHYMLG---ALRTLGLSVEA--DK 
                                     :.:: . : ..:   ...  ::...:  :. 
gi|114 VNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDS 
              150       160       170       180       190       200 
 
             40        50             60        70        80        
2MEPSP AAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAAGGNA        
           .. .  . .: .:      . . . .  :...:....:                   
gi|114 PNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGISIGSLGRDNS 
              210       220       230       240       250       260 
 
gi|114 RAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPILINQFYCTSA 
              270       280       290       300       310       320 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:18-35) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|217             SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEA 
                           10        20        30        40         
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|217 LFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAP 
       50        60        70        80        90       100         
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.8  bits: 19.6 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:22-39) 
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               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|546         GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEA 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|546 LFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAP 
             60        70        80        90       100       110   
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:26-43) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|558     MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEA 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|558 IFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAP 
         60        70        80        90       100       110       
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:26-43) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|864     MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEA 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|864 LFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAP 
         60        70        80        90       100       110       
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:26-43) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|256     MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEA 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|256 LFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAP 
         60        70        80        90       100       110       
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:26-43) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|558     MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEA 
                   10        20        30        40        50       
 
               70        80                                         
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2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|558 LFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAP 
         60        70        80        90       100       110       
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:26-43) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|558     MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEA 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|558 LFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAP 
         60        70        80        90       100       110       
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:26-43) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                    :..  :...: :: :. :              
gi|218     MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEA 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|218 LFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAP 
         60        70        80        90       100       110       
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 77.8  bits: 17.2 E():   23 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (27-39:5-17) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                 .: :: .:: :::                      
gi|323                       INLKAVIADPVAKTAVVQAGATLGEVYYXI         
                                     10        20        30         
 
               70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNA 
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 51; 40.0% identity (60.0% similar) in 30 aa overlap (51-80:252-281) 
 
               30        40        50        60        70        80 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
gi|144 TAAAGGYKV 
             290 
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 54; 19.4% identity (58.3% similar) in 72 aa overlap (8-69:201-272) 
 
                                      10           20        30     
2MEPSP                        GTTVVDNLLNSEDVHYMLG---ALRTLGLSVEA--DK 
                                     :.:: . : ..:   ...  ::...:  :. 
gi|476 VNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDS 
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              180       190       200       210       220       230 
 
             40        50             60        70        80        
2MEPSP AAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAAGGNA        
           .. .  . .: .:      . . . .  :...:....:                   
gi|476 PNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGISIGSLGRDNS 
              240       250       260       270       280       290 
 
gi|476 RAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPILINQFYCTSA 
              300       310       320       330       340       350 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.0  bits: 19.6 E():   26 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:55-72) 
 
                10        20        30        40        50          
2MEPSP  GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
      60        70        80                                        
2MEPSP GNAGIAMRSLTAAVTAAGGNA                                        
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 76.9  bits: 18.5 E():   26 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (28-59:40-71) 
 
                  10        20        30        40        50        
2MEPSP    GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
        60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNA 
       :.                      
gi|154 FVDSLDKIAQVPRVG         
      70        80             
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.6  bits: 20.4 E():   27 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (6-54:221-261) 
 
                                        10        20        30      
2MEPSP                          GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
          40        50        60        70        80                
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA                
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 76.4  bits: 19.3 E():   28 
Smith-Waterman score: 47; 22.8% identity (53.2% similar) in 79 aa overlap (1-77:48-123) 
 
                                             10          20         
2MEPSP                               GTTVVDNLLNSED--VHYMLGALRTLGLSV 
                                     :  .. .:   ::  ....:  ....     
gi|169 KLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETKFILHKVEAID--- 
        20        30        40        50        60        70        
 
       30        40        50        60        70        80         
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA         
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       ::. : . .:: : .    .:    :..:  :  : .. .:..   . :            
gi|169 EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFHSKGEAKPEEEDMKK 
           80        90       100       110       120       130     
 
gi|169 GKAKGEALFKAIEGYVLANPTQY 
          140       150        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 76.3  bits: 20.7 E():   28 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (8-36:246-275) 
 
                                      10         20        30       
2MEPSP                        GTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
         40        50        60        70        80                 
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA                 
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.1  bits: 19.6 E():   29 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (25-58:152-189) 
 
                     10        20        30        40           50  
2MEPSP       GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
               60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNA 
       : :. .::                       
gi|476 KCERGKLFANCCK                  
             190                      
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.1  bits: 19.6 E():   29 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (25-58:152-189) 
 
                     10        20        30        40           50  
2MEPSP       GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
               60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNA 
       : :. .::                       
gi|313 KCERGKLFANCCK                  
             190                      
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (8-32:201-228) 
 
                                      10           20        30     
2MEPSP                        GTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           40        50        60        70        80               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA               
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
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>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 75.5  bits: 20.7 E():   31 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (3-34:88-122) 
 
                                           10           20          
2MEPSP                             GTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
      30        40        50        60        70        80          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 75.5  bits: 20.7 E():   32 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (3-34:88-122) 
 
                                           10           20          
2MEPSP                             GTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
      30        40        50        60        70        80          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.3  bits: 18.2 E():   32 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (31-59:43-71) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
               70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNA 
                            
gi|122 SLDKIAQVPRVG         
             80             
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.8  bits: 18.5 E():   34 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (53-76:61-84) 
 
             30        40        50        60        70        80   
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA   
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.5  bits: 16.1 E():   36 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (28-41:3-16) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                  :.: .::.  : ::                    
gi|463                          DFVDAHNAARAQVGVGPVHWT               
                                        10        20                
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               70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNA 
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.3  bits: 19.6 E():   37 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (51-78:210-237) 
 
               30        40        50        60        70        80 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
gi|226 V 
     240 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.1  bits: 20.6 E():   37 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (8-32:201-228) 
 
                                      10           20        30     
2MEPSP                        GTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           40        50        60        70        80               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA               
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.1  bits: 20.6 E():   37 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (8-32:201-228) 
 
                                      10           20        30     
2MEPSP                        GTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           40        50        60        70        80               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.1  bits: 20.6 E():   37 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (8-32:201-228) 
 
                                      10           20        30     
2MEPSP                        GTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           40        50        60        70        80               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA               
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.1  bits: 20.6 E():   37 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (8-32:201-228) 
 
                                      10           20        30     
2MEPSP                        GTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
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gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           40        50        60        70        80               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.1  bits: 20.6 E():   37 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (8-32:201-228) 
 
                                      10           20        30     
2MEPSP                        GTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           40        50        60        70        80               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.1  bits: 20.6 E():   37 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (8-32:201-228) 
 
                                      10           20        30     
2MEPSP                        GTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           40        50        60        70        80               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.1  bits: 20.6 E():   37 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (8-32:201-228) 
 
                                      10           20        30     
2MEPSP                        GTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           40        50        60        70        80               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.1  bits: 20.6 E():   37 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (8-32:201-228) 
 
                                      10           20        30     
2MEPSP                        GTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           40        50        60        70        80               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
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              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.1  bits: 20.6 E():   37 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (8-32:201-228) 
 
                                      10           20        30     
2MEPSP                        GTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           40        50        60        70        80               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.1  bits: 20.6 E():   37 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (8-32:201-228) 
 
                                      10           20        30     
2MEPSP                        GTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           40        50        60        70        80               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA               
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.1  bits: 20.6 E():   37 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (8-32:201-228) 
 
                                      10           20        30     
2MEPSP                        GTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           40        50        60        70        80               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.1  bits: 20.6 E():   37 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (8-32:201-228) 
 
                                      10           20        30     
2MEPSP                        GTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           40        50        60        70        80               
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.1  bits: 19.3 E():   38 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (6-35:33-62) 
 
                                        10        20        30      

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1087

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP                          GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
          40        50        60        70        80                
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA                
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 73.8  bits: 19.8 E():   39 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (10-60:113-157) 
 
                                    10        20        30          
2MEPSP                      GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
      40        50        60        70        80                    
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA                    
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.8  bits: 19.0 E():   39 
Smith-Waterman score: 46; 57.9% identity (73.7% similar) in 19 aa overlap (66-80:142-160) 
 
          40        50        60        70            80            
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNA            
                                     .::.:::.    ::::: :            
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
gi|249 GYKV 
            
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 73.3  bits: 15.8 E():   42 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (41-49:4-12) 
 
               20        30        40        50        60        70 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     ::...: .:                      
gi|544                            APPGCSNHFNLETVFGNFVK              
                                          10        20              
 
               80 
2MEPSP AAVTAAGGNA 
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.3  bits: 20.3 E():   42 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (27-71:163-207) 
 
                   10        20        30        40        50       
2MEPSP     GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
         60        70        80                                     
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNA                                     
         : . ..:.:...:                                              
gi|845 QTLDQYALAQRKISALSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTT 
            200       210       220       230       240       250   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.9  bits: 19.5 E():   44 
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Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (12-36:195-217) 
 
                                  10        20        30        40  
2MEPSP                    GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
              50        60        70        80                      
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA                      
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.3  bits: 20.1 E():   47 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (5-34:90-122) 
 
                                         10           20        30  
2MEPSP                           GTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
              40        50        60        70        80            
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA            
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.0 E():   49 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (24-39:172-187) 
 
                      10        20        30        40        50    
2MEPSP        GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
            60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                   
gi|256 KESLAKKNHGLSRSE             
             210                   
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.0 E():   49 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (24-39:173-188) 
 
                      10        20        30        40        50    
2MEPSP        GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
            60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                   
gi|187 KESLAKKNHGLSRSE             
            210                    
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.0 E():   49 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (24-39:173-188) 
 
                      10        20        30        40        50    
2MEPSP        GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
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            60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                   
gi|187 KESLAKKNHGLSRSE             
            210                    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (41-54:91-104) 
 
               20        30        40        50        60        70 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
               80                                                   
2MEPSP AAVTAAGGNA                                                   
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.7  bits: 18.7 E():   51 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (18-57:106-145) 
 
                            10        20        30        40        
2MEPSP              GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
        50        60        70        80                    
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA                    
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (44-74:6-35) 
 
            20        30        40        50        60        70    
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.. . : .:. . :: . :...   :::  
gi|144                          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAK 
                                        10         20        30     
 
            80                                                      
2MEPSP TAAGGNA                                                      
       :                                                            
gi|144 TVKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQ 
           40        50        60        70        80        90     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 43.3% identity (53.3% similar) in 30 aa overlap (51-80:248-277) 
 
               30        40        50        60        70        80 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
gi|239 TAATGGYKV 
       280       
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.0 E():   57 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (41-54:76-89) 
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               20        30        40        50        60        70 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
               80                                                   
2MEPSP AAVTAAGGNA                                                   
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.2 E():   58 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (60-80:267-287) 
 
      30        40        50        60        70        80          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
        240       250       260       270       280       290       
 
gi|119 SAGGYKV 
        300    
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 47; 43.3% identity (53.3% similar) in 30 aa overlap (51-80:274-303) 
 
               30        40        50        60        70        80 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
gi|398 TAATGGYKV 
           310   
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 47; 43.3% identity (53.3% similar) in 30 aa overlap (51-80:274-303) 
 
               30        40        50        60        70        80 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
gi|330 TAATGGYKV 
           310   
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (41-54:91-104) 
 
               20        30        40        50        60        70 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
               80                                                   
2MEPSP AAVTAAGGNA                                                   
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 46; 40.0% identity (56.7% similar) in 30 aa overlap (51-80:227-256) 
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               30        40        50        60        70        80 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
gi|180 TAAAGGYKV 
        260      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.2  bits: 19.0 E():   62 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (41-54:91-104) 
 
               20        30        40        50        60        70 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
               80                                                   
2MEPSP AAVTAAGGNA                                                   
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 69.9  bits: 19.2 E():   64 
Smith-Waterman score: 47; 34.6% identity (50.0% similar) in 52 aa overlap (29-78:279-330) 
 
                 10        20        30        40        50         
2MEPSP   GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     .:.:::: :..:   .   :  :   :    
gi|113 QSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATGAVGAATGAVGAA 
      250       260       270       280       290       300         
 
       60          70        80  
2MEPSP LGNAGIAM--RSLTAAVTAAGGNA  
        : :  :    .  ::. .:::    
gi|113 TGAATAAAGGYKTGAATPTAGGYKV 
      310       320       330    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.7 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (41-54:68-81) 
 
               20        30        40        50        60        70 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
               80                                                   
2MEPSP AAVTAAGGNA                                                   
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.7 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (41-54:68-81) 
 
               20        30        40        50        60        70 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
               80                                                   
2MEPSP AAVTAAGGNA                                                   
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gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.7 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (41-54:69-82) 
 
               20        30        40        50        60        70 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
               80                                                   
2MEPSP AAVTAAGGNA                                                   
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 44; 45.5% identity (81.8% similar) in 11 aa overlap (40-50:166-176) 
 
      10        20        30        40        50        60          
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     .:::..  .::                    
gi|549 EVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGN 
         140       150       160       170       180       190      
 
      70        80 
2MEPSP TAAVTAAGGNA 
                   
gi|549 EPIYERK     
         200       
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.3  bits: 18.4 E():   69 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (45-79:96-129) 
 
           20        30        40        50        60        70     
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
           80                                                       
2MEPSP AAGGNA                                                       
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 17.6 E():   69 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (45-63:82-100) 
 
           20        30        40        50        60        70     
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
           80  
2MEPSP AAGGNA  
               
gi|188 QSGAIYV 
               
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.7 E():   71 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (41-54:80-93) 
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               20        30        40        50        60        70 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
               80                                                   
2MEPSP AAVTAAGGNA                                                   
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.1  bits: 19.5 E():   71 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (5-34:90-122) 
 
                                         10           20        30  
2MEPSP                           GTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|601 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
              40        50        60        70        80            
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA            
       :::                                                          
gi|601 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.1  bits: 19.5 E():   71 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (5-34:90-122) 
 
                                         10           20        30  
2MEPSP                           GTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|467 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
              40        50        60        70        80            
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA            
       :::                                                          
gi|467 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 69.1  bits: 19.7 E():   71 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (10-40:378-406) 
 
                                    10        20        30          
2MEPSP                      GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
      40        50        60        70        80                    
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA                    
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (24-48:16-40) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                              : :. .:....: :..:  ::.. :             
gi|753         MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIA 
                       10        20        30        40        50   
 
               70        80                                         
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2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|753 LTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQ 
             60        70        80        90       100       110   
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.8  bits: 18.7 E():   74 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (41-54:91-104) 
 
               20        30        40        50        60        70 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
               80                                                   
2MEPSP AAVTAAGGNA                                                   
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (41-54:91-104) 
 
               20        30        40        50        60        70 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
               80                                                   
2MEPSP AAVTAAGGNA                                                   
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (41-54:91-104) 
 
               20        30        40        50        60        70 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
               80                                                   
2MEPSP AAVTAAGGNA                                                   
                                                                    
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (41-54:91-104) 
 
               20        30        40        50        60        70 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
               80                                                   
2MEPSP AAVTAAGGNA                                                   
                                                                    
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.7 E():   74 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1095

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (41-54:91-104) 
 
               20        30        40        50        60        70 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
               80                                                   
2MEPSP AAVTAAGGNA                                                   
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (41-54:91-104) 
 
               20        30        40        50        60        70 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
               80                                                   
2MEPSP AAVTAAGGNA                                                   
                                                                    
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (41-54:91-104) 
 
               20        30        40        50        60        70 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
               80                                                   
2MEPSP AAVTAAGGNA                                                   
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (41-54:91-104) 
 
               20        30        40        50        60        70 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
               80                                                   
2MEPSP AAVTAAGGNA                                                   
                                                                    
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (41-54:92-105) 
 
               20        30        40        50        60        70 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
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               80                                                   
2MEPSP AAVTAAGGNA                                                   
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.7 E():   75 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (41-54:93-106) 
 
               20        30        40        50        60        70 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
               80                                                   
2MEPSP AAVTAAGGNA                                                   
                                                                    
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 47; 27.9% identity (60.5% similar) in 43 aa overlap (8-44:225-267) 
 
                                      10        20        30        
2MEPSP                        GTTVVDNLLNSEDVHYMLGALRTLGLSVEA------D 
                                     ::.. :  :. :.:  . .:::.      : 
gi|118 VFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQITLD 
          200       210       220       230       240       250     
 
              40        50        60        70        80            
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA            
       . .  . ...:.:                                                
gi|118 SITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSSIDSL 
          260       270       280       290       300       310     
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.6  bits: 16.2 E():   75 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (42-56:30-44) 
 
              20        30        40        50        60        70  
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                                     :     :.:.::...                
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN          
                10        20        30        40        50          
 
              80 
2MEPSP AVTAAGGNA 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (21-49:38-66) 
 
                         10        20        30        40        50 
2MEPSP           GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
               60        70        80                               
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNA                               
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (16-50:48-86) 
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                              10        20        30             40 
2MEPSP                GTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
               50        60        70        80                     
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA                     
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.3  bits: 14.6 E():   78 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (24-31:10-17) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                              :::: .:.                              
gi|856               ANPTFGFTPLGLSSDAN                              
                             10                                     
 
               70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNA 
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.0  bits: 20.3 E():   81 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (27-71:563-607) 
 
                   10        20        30        40        50       
2MEPSP     GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
         60        70        80                                     
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNA                                     
         : . ..:.:...:                                              
gi|425 QTLDQYALAQRKISALSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLTA 
            600       610       620       630       640       650   
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.3 E():   83 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (14-23:55-64) 
 
                                10        20        30        40    
2MEPSP                  GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
            50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                             
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF      
           90       100       110            
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (5-33:90-121) 
 
                                         10           20        30  
2MEPSP                           GTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
              40        50        60        70        80            
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA            
       ::                                                           
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gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (5-33:90-121) 
 
                                         10           20        30  
2MEPSP                           GTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
              40        50        60        70        80            
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA            
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.4  bits: 18.6 E():   87 
Smith-Waterman score: 45; 47.4% identity (78.9% similar) in 19 aa overlap (60-78:285-303) 
 
      30        40        50        60        70        80   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA   
                                     :.:  :. . :.:.:::.:     
gi|113 KYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV 
          260       270       280       290       300        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.4  bits: 19.4 E():   88 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (7-40:381-414) 
 
                                       10        20        30       
2MEPSP                         GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
         40        50        60        70        80                 
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA                 
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.2  bits: 18.1 E():   89 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (7-63:110-173) 
 
                                       10        20        30       
2MEPSP                         GTTVVDNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
      80        90       100       110       120       130          
 
            40            50        60        70        80          
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
        :  . .   ::  ..    :  :.:.::. . :                           
gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
 
gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   95 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (25-41:11-27) 
 
               10        20        30        40        50        60 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                               :::.  .  : :. .::                    
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gi|383               MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKAFTASPD 
                             10        20        30        40       
 
               70        80                                         
2MEPSP NAGIAMRSLTAAVTAAGGNA                                         
                                                                    
gi|383 AEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEEDLF 
         50        60        70        80        90       100       
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   95 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (4-35:71-102) 
 
                                          10        20        30    
2MEPSP                            GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
            40        50        60        70        80              
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA              
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 40; 47.4% identity (73.7% similar) in 19 aa overlap (60-78:109-127) 
 
      30        40        50        60        70        80   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA   
                                     : :  :. . :.:.:::.:     
gi|539 KYTVFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA 
       80        90       100       110       120       130  
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.5 E():   96 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (35-70:83-118) 
 
           10        20        30        40        50        60     
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
           70        80                                
2MEPSP AMRSLTAAVTAAGGNA                                
       ...: .                                          
gi|602 VIKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
            120       130       140       150          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.5 E():   96 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (35-70:83-118) 
 
           10        20        30        40        50        60     
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
           70        80                                
2MEPSP AMRSLTAAVTAAGGNA                                
       ...: .                                          
gi|279 VIKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
            120       130       140       150          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.5 E():   96 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (35-70:83-118) 
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           10        20        30        40        50        60     
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : .:. : . .  .:  . :..:  ...:  
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
           70        80                                
2MEPSP AMRSLTAAVTAAGGNA                                
       ...: .                                          
gi|131 VIKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
            120       130       140       150          
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.4 E():   97 
Smith-Waterman score: 44; 42.9% identity (66.7% similar) in 21 aa overlap (60-80:251-271) 
 
      30        40        50        60        70        80          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
                                     : : .:  . :.:. ::.: :          
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.4 E():   97 
Smith-Waterman score: 44; 42.9% identity (66.7% similar) in 21 aa overlap (60-80:252-272) 
 
      30        40        50        60        70        80          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
                                     : : .:  . :.:. ::.: :          
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.3 E():   98 
Smith-Waterman score: 44; 42.9% identity (66.7% similar) in 21 aa overlap (60-80:255-275) 
 
      30        40        50        60        70        80          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
                                     : : .:  . :.:. ::.: :          
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 44; 52.6% identity (63.2% similar) in 19 aa overlap (62-80:260-278) 
 
              40        50        60        70        80          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
                                     :. :  . :::: :: : :          
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 44; 52.6% identity (63.2% similar) in 19 aa overlap (62-80:260-278) 
 
              40        50        60        70        80          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
                                     :. :  . :::: :: : :          
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 44; 52.6% identity (63.2% similar) in 19 aa overlap (62-80:260-278) 
 
              40        50        60        70        80          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
                                     :. :  . :::: :: : :          
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
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>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 44; 52.6% identity (63.2% similar) in 19 aa overlap (62-80:260-278) 
 
              40        50        60        70        80          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
                                     :. :  . :::: :: : :          
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 44; 52.6% identity (63.2% similar) in 19 aa overlap (62-80:260-278) 
 
              40        50        60        70        80          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
                                     :. :  . :::: :: : :          
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 44; 52.6% identity (63.2% similar) in 19 aa overlap (62-80:260-278) 
 
              40        50        60        70        80          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
                                     :. :  . :::: :: : :          
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 44; 52.6% identity (63.2% similar) in 19 aa overlap (62-80:260-278) 
 
              40        50        60        70        80          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
                                     :. :  . :::: :: : :          
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 44; 52.6% identity (63.2% similar) in 19 aa overlap (62-80:260-278) 
 
              40        50        60        70        80          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
                                     :. :  . :::: :: : :          
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 44; 52.6% identity (63.2% similar) in 19 aa overlap (62-80:260-278) 
 
              40        50        60        70        80          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
                                     :. :  . :::: :: : :          
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 44; 52.6% identity (63.2% similar) in 19 aa overlap (62-80:260-278) 
 
              40        50        60        70        80          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
                                     :. :  . :::: :: : :          
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
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>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 44; 52.6% identity (63.2% similar) in 19 aa overlap (62-80:260-278) 
 
              40        50        60        70        80          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
                                     :. :  . :::: :: : :          
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 44; 42.9% identity (66.7% similar) in 21 aa overlap (60-80:258-278) 
 
      30        40        50        60        70        80          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
                                     : : .:  . :.:. ::.: :          
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 44; 52.6% identity (63.2% similar) in 19 aa overlap (62-80:260-278) 
 
              40        50        60        70        80          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
                                     :. :  . :::: :: : :          
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 44; 52.6% identity (63.2% similar) in 19 aa overlap (62-80:260-278) 
 
              40        50        60        70        80          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
                                     :. :  . :::: :: : :          
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 44; 52.6% identity (63.2% similar) in 19 aa overlap (62-80:260-278) 
 
              40        50        60        70        80          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA          
                                     :. :  . :::: :: : :          
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:27 2011 done: Tue Apr 19 10:57:27 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 4  - 83 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1103

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     1     8:= * 
  34    13    22:=====  * 
  36    40    44:==============* 
  38    61    73:=====================   * 
  40    81   102:===========================      * 
  42    98   125:=================================        * 
  44   148   138:=============================================*==== 
  46   162   140:==============================================*======= 
  48   136   134:============================================*= 
  50   133   122:========================================*==== 
  52    98   108:=================================  * 
  54    99    92:==============================*== 
  56    86    77:=========================*=== 
  58    63    63:====================* 
  60    51    51:================* 
  62    27    41:=========    * 
  64    31    33:==========* 
  66    25    26:========* 
  68    16    20:======* 
  70    16    16:=====* 
  72    20    12:===*=== 
  74    19    10:===*=== 
  76    20     8:==*==== 
  78    12     6:=*== 
  80     6     5:=* 
  82    16     3:*===== 
  84     1     3:* 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     2     0:=         *== 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.85420.00288; mu= 5.0316 0.149 
 mean_var=30.9219 8.401, 0's: 2 Z-trim: 4  B-trim: 58 in 1/43 
 Lambda= 0.230644 
 Kolmogorov-Smirnov  statistic: 0.0543 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 26.4    0.42 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 26.4    0.42 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 24.9    0.79 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   56 23.2     2.2 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 22.6     2.8 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   55 22.8     5.3 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 22.7     6.7 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   41 18.6     7.3 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   53 22.1     7.9 
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gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 21.2      11 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   51 21.5      13 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   52 21.8      13 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   53 22.0      14 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   53 22.0      14 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   53 22.0      14 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   53 22.0      14 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   53 22.0      14 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   53 22.0      14 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 22.0      14 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   53 22.0      14 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   53 22.0      14 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   53 22.0      14 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   53 22.0      14 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   53 22.0      14 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   53 22.0      14 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   53 22.0      14 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   52 21.7      14 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.9      15 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.7      15 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.7      15 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 21.4      17 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   52 21.7      18 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   47 20.2      20 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 20.2      20 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 20.5      23 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   48 20.5      23 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 20.2      23 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 21.1      24 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 21.1      24 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 21.1      24 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   44 19.3      24 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   44 19.3      24 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   44 19.3      24 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   44 19.3      24 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   44 19.3      24 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   44 19.3      24 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   44 19.3      24 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.6      25 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   44 19.3      25 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   45 19.6      25 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   49 20.8      26 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.8      26 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.9      27 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.9      27 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.9      27 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   44 19.3      27 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   44 19.3      27 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   44 19.3      27 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   44 19.3      27 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 20.1      28 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 20.1      29 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 20.1      29 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   43 19.0      30 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 20.1      30 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 20.4      32 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   43 18.9      32 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   46 19.8      33 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   43 18.9      33 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.9      34 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.9      34 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 20.7      34 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 18.9      34 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   43 18.9      34 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 18.9      34 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 18.9      34 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 18.9      34 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 18.9      34 
gi|29539109|emb|CAD87730.1| allergen Len c 1.0101  ( 418)   48 20.4      35 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   49 20.7      36 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   49 20.7      36 
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gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.7      37 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   43 18.9      40 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   43 18.9      40 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   43 18.9      42 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 19.5      46 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   45 19.5      46 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 20.4      47 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 20.1      47 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 20.1      47 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   41 18.3      47 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   41 18.3      47 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   41 18.3      47 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   41 18.3      47 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   41 18.3      47 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   41 18.3      47 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   41 18.3      47 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   41 18.3      47 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   41 18.3      47 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 18.0      50 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   40 18.0      50 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.8      51 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.8      51 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.8      51 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   48 20.4      51 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 18.0      53 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   48 20.3      53 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   44 19.2      55 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.9      56 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.9      56 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   41 18.3      57 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 19.4      59 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.7      59 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 15.0      62 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 19.4      62 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   43 18.8      63 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 18.2      65 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   45 19.4      66 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   40 17.9      68 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   40 17.9      69 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.8      69 
gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.5      71 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.4      74 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   43 18.8      75 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   36 16.7      76 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.4      77 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   43 18.8      78 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   42 18.5      78 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   36 16.7      79 
gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Ph ( 167)   40 17.9      79 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   45 19.4      80 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   44 19.1      83 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   45 19.4      84 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   45 19.4      84 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   45 19.4      84 
gi|89892727|gb|ABD79097.1| Zea m 13 allergen [Zea  ( 404)   44 19.1      84 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   36 16.7      84 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   45 19.4      85 
gi|89892725|gb|ABD79096.1| Zea m 13 allergen [Zea  ( 410)   44 19.1      85 
gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea  ( 411)   44 19.1      86 
gi|29539111|emb|CAD87731.1| allergen Len c 1.0102  ( 415)   44 19.1      87 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   39 17.6      89 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   36 16.7      89 
gi|14423856|sp|Q9LEI8.1|PROF6_HEVBR RecName: Full= ( 131)   38 17.3      95 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   38 17.3      95 
gi|11513601|pdb|1G5U|A Chain A, Latex Profilin Hev ( 131)   38 17.3      95 
gi|14423858|sp|Q9M7M8.1|PROF5_HEVBR RecName: Full= ( 131)   38 17.3      95 
gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen  ( 373)   43 18.8      96 
gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen  ( 373)   43 18.8      96 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   42 18.5      97 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   40 17.9      97 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   37 17.0      98 
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gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=C ( 205)   40 17.9      99 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   42 18.5      99 
gi|47605504|sp|Q8LGR0.1|CHE1_CHEAL RecName: Full=P ( 168)   39 17.6      99 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 109.2  bits: 26.4 E(): 0.42 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (24-66:3-45) 
 
               10        20        30        40        50           
2MEPSP AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRT 
                              :.: .:::.::. :..:.  : . :  : .  :  :  
gi|668                      MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKRE 
                                    10        20         30         
 
      60        70        80                                        
2MEPSP LGLSVEADKAAKRAVVVGCGG                                        
       .: .: :                                                      
gi|668 VGDTVYATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSS 
       40        50        60        70        80        90         
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 109.2  bits: 26.4 E(): 0.42 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (24-66:3-45) 
 
               10        20        30        40        50           
2MEPSP AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRT 
                              :.: .:::.::. :..:.  : . :  : .  :  :  
gi|833                      MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKRE 
                                    10        20         30         
 
      60        70        80                                        
2MEPSP LGLSVEADKAAKRAVVVGCGG                                        
       .: .: :                                                      
gi|833 VGDTVYATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSS 
       40        50        60        70        80        90         
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 104.3  bits: 24.9 E(): 0.79 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (42-71:33-62) 
 
              20        30        40        50        60        70  
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
              80                                                    
2MEPSP RAVVVGCGG                                                    
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 96.4  bits: 23.2 E():  2.2 
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (20-79:114-176) 
 
                          10        20        30           40       
2MEPSP            AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS---EGTTVVDNLLN 
                                     : .. ...... .:..   .:  :: . .  
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA 
            90       100       110       120       130       140    
 
         50        60        70        80  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG  
       .:  . ..  ...:: :  . ..  :  .:.::   
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           150       160       170         
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 94.6  bits: 22.6 E():  2.8 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (53-78:75-101) 
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             30        40        50         60        70        80  
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGG  
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 89.5  bits: 22.8 E():  5.3 
Smith-Waterman score: 55; 22.2% identity (55.6% similar) in 72 aa overlap (2-73:148-219) 
 
                                            10        20        30  
2MEPSP                              AEEIVLQPIKEISGTVKLPGSKSLSNRILLL 
                                     ::.: .:. :.. . :. .. ...       
gi|249 AKYDAFIAALTEALRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANS 
       120       130       140       150       160       170        
 
              40        50        60        70        80            
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG            
       :  ..  :: .. .:.   .   :: .:  .    . :.:.:                   
gi|249 APANDKFTVFEGAFNKAIKESTAGAYETYKFIPSLEAAVKQAYGATVARAPEVKYAVFEA 
       180       190       200       210       220       230        
 
gi|249 GLTKAITAMSEAQKVAKPPLSPQPPQVLPLAAGGAATVAAASDVRVCRSHGTLQDACLLR 
       240       250       260       270       280       290        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 87.6  bits: 22.7 E():  6.7 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (44-72:246-275) 
 
            20        30        40        50         60        70   
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
             80                                                     
2MEPSP AVVVGCGG                                                     
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 86.9  bits: 18.6 E():  7.3 
Smith-Waterman score: 41; 31.2% identity (68.8% similar) in 16 aa overlap (4-19:9-24) 
 
                    10        20        30        40        50      
2MEPSP      AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG 
               :.. :.: ..:  . :                                     
gi|183 GPXGKVVHIIMPPLKFVKGEESEP                                     
               10        20                                         
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 86.4  bits: 22.1 E():  7.9 
Smith-Waterman score: 53; 33.3% identity (79.2% similar) in 24 aa overlap (6-28:150-173) 
 
                                        10         20        30     
2MEPSP                          AEEIVLQPIKEISGTVKLP-GSKSLSNRILLLAAL 
                                     ..:: : .:..:.: : ... ..:       
gi|119 GATPEAKFDSFVAAFTEALRIIAGVLKVHAVKPITEETGAAKIPAGEQQIIDKIDAAFKV 
     120       130       140       150       160       170          
 
           40        50        60        70        80               
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG               
                                                                    
gi|119 AATAANAAPANDKFTVFEAAFNNAIKESTGGAYDTYKSIPSLEAAVKQAYAATIAAAPEV 
     180       190       200       210       220       230          
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>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 83.9  bits: 21.2 E():   11 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (8-42:58-94) 
 
                                      10        20        30        
2MEPSP                        AEEIVLQPIKEISGTVKLPGSKSLSNRILL-LAALSE 
                                     :: .  : ... :: ...: ..  :. .:. 
gi|144 NMANQMVDQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISR 
        30        40        50        60        70        80        
 
          40        50        60        70        80                
2MEPSP -GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
        : . .:                                                      
gi|144 RGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDIDMKLKLKLD 
        90       100       110       120       130       140        
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.6  bits: 21.5 E():   13 
Smith-Waterman score: 51; 23.7% identity (73.7% similar) in 38 aa overlap (3-40:68-105) 
 
                                           10        20        30   
2MEPSP                             AEEIVLQPIKEISGTVKLPGSKSLSNRILLLA 
                                     : ... ::... ...  :  .:...  ..: 
gi|324 ASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIA 
        40        50        60        70        80        90        
 
             40        50        60        70        80             
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG             
       :..:. .:                                                     
gi|324 AIKEAGNVKRFFPSEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAG 
       100       110       120       130       140       150        
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.5  bits: 21.8 E():   13 
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (17-39:241-263) 
 
                             10        20        30        40       
2MEPSP               AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :. . :::. . .:: .:. :::        
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY 
              220       230       240       250       260       270 
 
         50        60        70        80                           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                           
                                                                    
gi|215 TAEETAKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE 
              280       290       300       310       320       330 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (44-68:201-228) 
 
            20        30        40        50           60        70 
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               80                                                   
2MEPSP KRAVVVGCGG                                                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (44-68:201-228) 
 
            20        30        40        50           60        70 
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
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gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               80                                                   
2MEPSP KRAVVVGCGG                                                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (44-68:201-228) 
 
            20        30        40        50           60        70 
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               80                                                   
2MEPSP KRAVVVGCGG                                                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (44-68:201-228) 
 
            20        30        40        50           60        70 
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               80                                                   
2MEPSP KRAVVVGCGG                                                   
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (44-68:201-228) 
 
            20        30        40        50           60        70 
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               80                                                   
2MEPSP KRAVVVGCGG                                                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (44-68:201-228) 
 
            20        30        40        50           60        70 
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               80                                                   
2MEPSP KRAVVVGCGG                                                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
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              240       250       260       270       280       290 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (44-68:201-228) 
 
            20        30        40        50           60        70 
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               80                                                   
2MEPSP KRAVVVGCGG                                                   
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (44-68:201-228) 
 
            20        30        40        50           60        70 
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               80                                                   
2MEPSP KRAVVVGCGG                                                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (44-68:201-228) 
 
            20        30        40        50           60        70 
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               80                                                   
2MEPSP KRAVVVGCGG                                                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (44-68:201-228) 
 
            20        30        40        50           60        70 
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               80                                                   
2MEPSP KRAVVVGCGG                                                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (44-68:201-228) 
 
            20        30        40        50           60        70 
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2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               80                                                   
2MEPSP KRAVVVGCGG                                                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (44-68:201-228) 
 
            20        30        40        50           60        70 
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               80                                                   
2MEPSP KRAVVVGCGG                                                   
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (44-68:201-228) 
 
            20        30        40        50           60        70 
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               80                                                   
2MEPSP KRAVVVGCGG                                                   
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (44-68:201-228) 
 
            20        30        40        50           60        70 
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               80                                                   
2MEPSP KRAVVVGCGG                                                   
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 81.8  bits: 21.7 E():   14 
Smith-Waterman score: 52; 28.9% identity (71.1% similar) in 38 aa overlap (35-68:161-198) 
 
           10        20        30        40         50           60 
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
               70        80                                         
2MEPSP GLSVEADKAAKRAVVVGCGG                                         
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       ::...: .                                                     
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 81.4  bits: 17.9 E():   15 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (63-75:5-17) 
 
             40        50        60        70        80         
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG         
                                     .: :: .:: :::              
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI 
                                         10        20        30 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 81.4  bits: 21.7 E():   15 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (39-70:88-122) 
 
       10        20        30        40           50        60      
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
          70        80                                              
2MEPSP ADKAAKRAVVVGCGG                                              
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 81.3  bits: 21.7 E():   15 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (39-70:88-122) 
 
       10        20        30        40           50        60      
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
          70        80                                              
2MEPSP ADKAAKRAVVVGCGG                                              
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.6  bits: 21.4 E():   17 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (35-61:72-98) 
 
           10        20        30        40        50        60     
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
           70        80                                             
2MEPSP EADKAAKRAVVVGCGG                                             
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 52; 28.9% identity (71.1% similar) in 38 aa overlap (35-68:191-228) 
 
           10        20        30        40         50           60 
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
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               70        80                                         
2MEPSP GLSVEADKAAKRAVVVGCGG                                         
       ::...: .                                                     
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 20.2 E():   20 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (34-53:113-132) 
 
            10        20        30        40        50        60    
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     ..::.: .::..:  ..  :           
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
            70        80                                            
2MEPSP VEADKAAKRAVVVGCGG                                            
                                                                    
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 20.2 E():   20 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (42-71:33-62) 
 
              20        30        40        50        60        70  
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
              80                                                    
2MEPSP RAVVVGCGG                                                    
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 78.0  bits: 20.5 E():   23 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (48-72:195-217) 
 
        20        30        40        50        60        70        
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
        80                                                          
2MEPSP CGG                                                          
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.9  bits: 20.5 E():   23 
Smith-Waterman score: 48; 23.9% identity (67.4% similar) in 46 aa overlap (6-47:144-189) 
 
                                        10         20           30  
2MEPSP                          AEEIVLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|330 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
           120       130       140       150       160       170    
 
              40        50        60        70        80            
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG            
       :: . .:. .:.....                                             
gi|330 AATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYA 
           180       190       200       210       220       230    
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1114

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.9  bits: 20.2 E():   23 
Smith-Waterman score: 47; 28.8% identity (53.8% similar) in 52 aa overlap (8-58:26-74) 
 
                                 10        20         30        40  
2MEPSP                   AEEIVLQPIKEISGTVKLPGSKSLSNRIL-LLAALSEGTTVV 
                                :.   :. .   .. : .. :  ::   : :.    
gi|136 MNKKLLMNFFIVSPLLLATTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS--- 
               10        20        30        40        50           
 
              50        60        70        80                      
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                      
       :.. ::: .   ::..:                                            
gi|136 DTFTNSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSE 
        60        70        80        90       100       110        
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 77.8  bits: 21.1 E():   24 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (41-70:90-122) 
 
               20        30        40           50        60        
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
        70        80                                                
2MEPSP KAAKRAVVVGCGG                                                
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 77.7  bits: 21.1 E():   24 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (26-70:70-122) 
 
                    10        20        30        40                
2MEPSP      AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
        50        60        70        80                            
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGG                            
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 77.7  bits: 21.1 E():   24 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (26-70:70-122) 
 
                    10        20        30        40                
2MEPSP      AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
        50        60        70        80                            
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGG                            
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.7  bits: 19.3 E():   24 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:9-23) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
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gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.7  bits: 19.3 E():   24 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:9-23) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.7  bits: 19.3 E():   24 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:9-23) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.7  bits: 19.3 E():   24 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:9-23) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.7  bits: 19.3 E():   24 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:9-23) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.7  bits: 19.3 E():   24 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:9-23) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
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>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.6  bits: 19.3 E():   24 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:10-24) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 77.3  bits: 16.6 E():   25 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (64-77:3-16) 
 
            40        50        60        70        80   
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG   
                                     :.: .::.  : ::      
gi|463                             DFVDAHNAARAQVGVGPVHWT 
                                           10        20  
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.3  bits: 19.3 E():   25 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:15-29) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.2  bits: 19.6 E():   25 
Smith-Waterman score: 45; 26.2% identity (53.8% similar) in 65 aa overlap (16-80:34-98) 
 
                              10        20        30        40      
2MEPSP                AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .:: ..:. ..: ::  . : : .   
gi|532 KAGDSFPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSAN 
            10        20        30        40        50        60    
 
          50        60        70        80                          
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                          
       .  .    :  ::. :..  :  : . : :..  :                          
gi|532 HVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIG 
            70        80        90       100       110       120    
 
gi|532 WADEEGRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
           130       140       150       160        
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 20.8 E():   26 
Smith-Waterman score: 49; 29.3% identity (61.0% similar) in 41 aa overlap (6-46:268-308) 
 
                                        10        20        30      
2MEPSP                          AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ::: :. . .:   . :.:.  .. .:... 
gi|148 WIGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVG 
       240       250       260       270       280       290        
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
         : : .:  :                                                  
gi|148 ALTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGD 
       300       310       320       330       340       350        
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>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 76.9  bits: 22.8 E():   26 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (35-75:452-496) 
 
           10        20        30        40            50        60 
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
               70        80                                         
2MEPSP GLSVEADKAAKRAVVVGCGG                                         
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.8  bits: 19.9 E():   27 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (60-75:172-187) 
 
      30        40        50        60        70        80          
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG          
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.9 E():   27 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (60-75:173-188) 
 
      30        40        50        60        70        80          
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG          
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.9 E():   27 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (60-75:173-188) 
 
      30        40        50        60        70        80          
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG          
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.6  bits: 19.3 E():   27 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:25-39) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.6  bits: 19.3 E():   27 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:25-39) 
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          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.6  bits: 19.3 E():   27 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:26-40) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.6  bits: 19.3 E():   27 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:26-40) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.3  bits: 20.1 E():   28 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (6-43:134-175) 
 
                                        10         20           30  
2MEPSP                          AEEIVLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|481 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
           110       120       130       140       150       160    
 
              40        50        60        70        80            
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG            
       :: . .:. .:.                                                 
gi|481 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEV 
           170       180       190       200       210       220    
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.3  bits: 20.1 E():   29 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (6-43:135-176) 
 
                                        10         20           30  
2MEPSP                          AEEIVLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|168 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
          110       120       130       140       150       160     
 
              40        50        60        70        80            
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG            
       :: . .:. .:.                                                 
gi|168 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQV 
          170       180       190       200       210       220     
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (6-43:138-179) 
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                                        10         20           30  
2MEPSP                          AEEIVLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|285 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
       110       120       130       140       150       160        
 
              40        50        60        70        80            
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG            
       :: . .:. .:.                                                 
gi|285 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQV 
       170       180       190       200       210       220        
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.9  bits: 19.0 E():   30 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:9-23) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (6-43:149-190) 
 
                                        10         20           30  
2MEPSP                          AEEIVLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|330 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
      120       130       140       150       160       170         
 
              40        50        60        70        80            
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG            
       :: . .:. .:.                                                 
gi|330 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQV 
      180       190       200       210       220       230         
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 75.3  bits: 20.4 E():   32 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (31-80:214-267) 
 
               10        20        30        40        50        60 
2MEPSP AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
                     70        80                                   
2MEPSP GLSVEA------DKAAKRAVVVGCGG                                   
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:18-32) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
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>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.8 E():   33 
Smith-Waterman score: 46; 21.9% identity (50.7% similar) in 73 aa overlap (1-73:122-194) 
 
                                             10        20        30 
2MEPSP                               AEEIVLQPIKEISGTVKLPGSKSLSNRILL 
                                     :::. . :  :..   :. .. ...      
gi|422 EAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAAN 
             100       110       120       130       140       150  
 
               40        50        60        70        80           
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG           
        :  ..  :: .  .:.:      :: ..  .    . :.:.:                  
gi|422 AAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFE 
             160       170       180       190       200       210  
 
gi|422 TALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKV 
             220       230       240       250        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.0  bits: 18.9 E():   33 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:22-36) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.0  bits: 18.9 E():   34 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (23-59:3-39) 
 
               10        20        30        40        50        60 
2MEPSP AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                             : :: .:::::.  .  ..   ...::    ...: :  
gi|195                     MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITP 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP GLSVEADKAAKRAVVVGCGG                                         
                                                                    
gi|195 LPSCRDYVEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLM 
               50        60        70        80        90       100 
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.0  bits: 18.9 E():   34 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (23-59:3-39) 
 
               10        20        30        40        50        60 
2MEPSP AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                             : :: .:::::.  .  ..   ...::    ...: :  
gi|219                     MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITP 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP GLSVEADKAAKRAVVVGCGG                                         
                                                                    
gi|219 LPSCRDYVEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLM 
               50        60        70        80        90       100 
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 74.9  bits: 20.7 E():   34 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (21-70:428-476) 
 
                         10        20        30        40        50 
2MEPSP           AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
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gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
               60        70        80           
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGG           
       .. .:. .  :.. :  . :                     
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG 
        460       470       480       490       
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:26-40) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:26-40) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:26-40) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:26-40) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:26-40) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
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gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:26-40) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|29539109|emb|CAD87730.1| allergen Len c 1.0101 [Len  (418 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.6  bits: 20.4 E():   35 
Smith-Waterman score: 48; 32.0% identity (68.0% similar) in 25 aa overlap (5-29:381-401) 
 
                                         10        20        30     
2MEPSP                           AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     . .:.::..    .:::.   .:.:      
gi|295 SDLNLIGFGINAKNNQRNFLAGEEDNVISQIQRPVKELA----FPGSSREVDRLLTNQKQ 
              360       370       380           390       400       
 
           40        50        60        70        80 
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG 
                                                      
gi|295 SHFANAQPLQIE                                   
        410                                           
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.5  bits: 20.7 E():   36 
Smith-Waterman score: 49; 29.3% identity (61.0% similar) in 41 aa overlap (6-46:398-438) 
 
                                        10        20        30      
2MEPSP                          AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ::: :. . .:   . :.:.  .. .:... 
gi|601 WIGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVG 
       370       380       390       400       410       420        
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
         : : .:  :                                                  
gi|601 ALTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGD 
       430       440       450       460       470       480        
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 74.5  bits: 20.7 E():   36 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (8-48:342-382) 
 
                                      10         20        30       
2MEPSP                        AEEIVLQPIKEISGTVKLP-GSKSLSNRILLLAALSE 
                                     :    :...  : :..: :.:   .::::  
gi|572 ASENQQRSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAAIAALS- 
             320       330       340       350       360       370  
 
         40        50        60        70        80                 
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                 
       :. ....  .::                                                 
gi|572 GVLTAEKKQSSEGGSPVRSNRSSPVRSSRSSPVRSADSGPTENDLSTAEVQDSEKASEPK 
              380       390       400       410       420       430 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 74.3  bits: 20.7 E():   37 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (46-76:378-406) 
 
          20        30        40        50        60        70      
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
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gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
          80                                                        
2MEPSP VGCGG                                                        
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.6  bits: 18.9 E():   40 
Smith-Waterman score: 43; 24.6% identity (53.8% similar) in 65 aa overlap (16-80:35-99) 
 
                              10        20        30        40      
2MEPSP                AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|668 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
          50        60        70        80                          
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                          
       .  .    :  .:. :..: :  : . : :..  :                          
gi|668 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|668 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.6  bits: 18.9 E():   40 
Smith-Waterman score: 43; 24.6% identity (53.8% similar) in 65 aa overlap (16-80:35-99) 
 
                              10        20        30        40      
2MEPSP                AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|276 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
          50        60        70        80                          
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                          
       .  .    :  .:. :..: :  : . : :..  :                          
gi|276 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|276 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.2  bits: 18.9 E():   42 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:55-69) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 45; 21.9% identity (50.7% similar) in 73 aa overlap (1-73:150-222) 
 
                                             10        20        30 
2MEPSP                               AEEIVLQPIKEISGTVKLPGSKSLSNRILL 
                                     :::. . :  :..   :. .. ...      
gi|109 EAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAAN 
     120       130       140       150       160       170          
 
               40        50        60        70        80           
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2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG           
        :  ..  :: .  .:.:      :: ..  .    . :.:.:                  
gi|109 AAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFE 
     180       190       200       210       220       230          
 
gi|109 TALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKV 
     240       250       260       270       280      
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 45; 21.9% identity (50.7% similar) in 73 aa overlap (1-73:150-222) 
 
                                             10        20        30 
2MEPSP                               AEEIVLQPIKEISGTVKLPGSKSLSNRILL 
                                     :::. . :  :..   :. .. ...      
gi|239 EAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAAN 
     120       130       140       150       160       170          
 
               40        50        60        70        80           
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG           
        :  ..  :: .  .:.:      :: ..  .    . :.:.:                  
gi|239 AAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFE 
     180       190       200       210       220       230          
 
gi|239 TALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     240       250       260       270       280       
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.4  bits: 20.4 E():   47 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (43-76:381-414) 
 
             20        30        40        50        60        70   
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
             80                                                     
2MEPSP AVVVGCGG                                                     
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 72.4  bits: 20.1 E():   47 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (41-69:90-121) 
 
               20        30        40           50        60        
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
        70        80                                                
2MEPSP KAAKRAVVVGCGG                                                
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 72.4  bits: 20.1 E():   47 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (41-69:90-121) 
 
               20        30        40           50        60        
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
        70        80                                                
2MEPSP KAAKRAVVVGCGG                                                
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       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:9-23) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:9-23) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:9-23) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:9-23) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:9-23) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.3  bits: 18.3 E():   47 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1126

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:9-23) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:9-23) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:9-23) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:9-23) 
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.9  bits: 18.0 E():   50 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (30-46:46-62) 
 
                10        20        30        40        50          
2MEPSP  AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
      60        70        80               
2MEPSP LGLSVEADKAAKRAVVVGCGG               
                                           
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
          80        90       100       110 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 71.9  bits: 18.0 E():   50 
Smith-Waterman score: 40; 33.3% identity (86.7% similar) in 15 aa overlap (43-57:5-19) 
 
             20        30        40        50        60        70   
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2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     ..:..::..  .::.                
gi|225                           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMV 
                                         10        20        30     
 
             80                                                     
2MEPSP AVVVGCGG                                                     
                                                                    
gi|225 GLKKKSPEDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDG 
           40        50        60        70        80        90     
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (22-58:246-282) 
 
                        10        20        30         40        50 
2MEPSP          AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
               60        70        80                               
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGG                               
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (22-58:246-282) 
 
                        10        20        30         40        50 
2MEPSP          AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
               60        70        80                               
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGG                               
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (22-58:246-282) 
 
                        10        20        30         40        50 
2MEPSP          AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
               60        70        80                               
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGG                               
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.7  bits: 20.4 E():   51 
Smith-Waterman score: 48; 30.9% identity (51.5% similar) in 68 aa overlap (5-72:463-526) 
 
                                         10        20        30     
2MEPSP                           AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::.    .:  :    :.:: ::   ...: 
gi|331 KVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGL 
            440       450       460       470       480       490   
 
           40        50        60        70        80               
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG               
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           : : . .:.:   .  . : ::    ::.: .:.                       
gi|331 EVDETYVPKEFNAETFTFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTV 
            500       510           520       530       540         
 
gi|331 MGDFGAFVEKCCAAENKEGCFSEEGPKLVAAAQAALV 
      550       560       570       580      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.4  bits: 18.0 E():   53 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (50-59:55-64) 
 
      20        30        40        50        60        70          
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
      80                                
2MEPSP G                                
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.3  bits: 20.3 E():   53 
Smith-Waterman score: 48; 30.9% identity (51.5% similar) in 68 aa overlap (5-72:486-549) 
 
                                         10        20        30     
2MEPSP                           AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::.    .:  :    :.:: ::   ...: 
gi|668 KVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGL 
         460       470       480       490       500       510      
 
           40        50        60        70        80               
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG               
           : : . .:.:   .  . : ::    ::.: .:.                       
gi|668 EVDETYVPKEFNAETFTFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTV 
         520       530        540          550       560       570  
 
gi|668 MGDFGAFVEKCCAAENKEGCFSEEGPKLVAAAQAALV 
             580       590       600         
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.0  bits: 19.2 E():   55 
Smith-Waterman score: 44; 21.9% identity (49.3% similar) in 73 aa overlap (1-73:140-212) 
 
                                             10        20        30 
2MEPSP                               AEEIVLQPIKEISGTVKLPGSKSLSNRILL 
                                     :::. . :  :..   :. .. ...      
gi|168 EAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQFIEKVDSALKVAATAAN 
     110       120       130       140       150       160          
 
               40        50        60        70        80           
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG           
        :: ..  :: .  .:        :: ..  .    . :.:.:                  
gi|168 AAAANDKFTVFEAAFNHAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFE 
     170       180       190       200       210       220          
 
gi|168 TALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (61-77:11-27) 
 
               40        50        60        70        80           
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG           
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
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gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (40-71:71-102) 
 
      10        20        30        40        50        60          
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
      70        80                                                  
2MEPSP AKRAVVVGCGG                                                  
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 41; 26.7% identity (63.3% similar) in 30 aa overlap (32-61:108-137) 
 
              10        20        30        40        50        60  
2MEPSP EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 
                                     .:: :   ..:. :. ...  :.. . : : 
gi|219 LVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELDEMIAEIDTDG 
        80        90       100       110       120       130        
 
              70        80 
2MEPSP LSVEADKAAKRAVVVGCGG 
                           
gi|219 SGTVDFDEFMEMMTGD    
       140       150       
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (55-77:150-174) 
 
           30        40        50        60          70        80   
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGG   
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.5  bits: 19.7 E():   59 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (41-73:91-126) 
 
               20        30        40           50        60        
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
        70        80                                                
2MEPSP KAAKRAVVVGCGG                                                
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.2  bits: 15.0 E():   62 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (60-67:10-17) 
 
      30        40        50        60        70        80 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG 
                                     :::: .:.              
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gi|856                      ANPTFGFTPLGLSSDAN              
                                    10                     
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 19.4 E():   62 
Smith-Waterman score: 45; 28.0% identity (72.0% similar) in 25 aa overlap (43-67:155-179) 
 
             20        30        40        50        60        70   
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     :.:. ::. ..  .. . : :...:      
gi|495 KHAAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVG 
          130       140       150       160       170       180     
 
             80                                                     
2MEPSP AVVVGCGG                                                     
                                                                    
gi|495 ISKGVTITNTKIATGDDCISIGPGSQNVTITQVNCGPGHGISIGSLGRYNNEKEVRGITV 
          190       200       210       220       230       240     
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (17-79:133-189) 
 
                             10        20        30        40       
2MEPSP               AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :.: . :: .  .  . ... . . : . . 
gi|253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEK 
            110       120       130       140       150       160   
 
         50        60        70        80                           
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                           
        . :    : .. :.:..       :...::::                            
gi|253 YQPVGPK-GNVKELALAIF-----DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP 
             170       180            190       200       210       
 
gi|253 VYKTGNSPGEKCIKKDETFKNLCFAQEPINPNEHNL 
        220       230       240       250   
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 69.7  bits: 18.2 E():   65 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (53-79:146-170) 
 
             30        40        50        60        70        80   
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG   
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 19.4 E():   66 
Smith-Waterman score: 46; 33.3% identity (58.8% similar) in 51 aa overlap (10-54:151-201) 
 
                                    10           20        30       
2MEPSP                      AEEIVLQPIKEISGTVK--LP-GSKSLSNRILLLAALS- 
                                     :  :: .:  :: :: . .....:  ::   
gi|188 AVCKYKAETQSVDFQTKAAEVTTQVNSWVEKVTSGRIKNILPSGSVDNTTKLVLANALYF 
              130       140       150       160       170       180 
 
            40        50        60        70        80              
2MEPSP EG--TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG              
       .:  :   :.  ...:  :.:                                        
gi|188 KGAWTDQFDSYGTKNDYFYLLDGSSVQTPFMSSMDDDQYISSSDGLKVLKLPYKQGGDNR 
              190       200       210       220       230       240 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 40; 38.1% identity (76.2% similar) in 21 aa overlap (60-80:16-36) 
 
      30        40        50        60        70        80          
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG          
                                     : :. .:....: :..:  ::          
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gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (17-26:86-95) 
 
                             10        20        30        40       
2MEPSP               AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     . :::..: :                     
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK 
          60        70        80        90       100       110      
 
         50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG 
                                          
gi|126 IVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL   
         120       130       140          
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 49; 23.8% identity (57.1% similar) in 63 aa overlap (4-65:11-73) 
 
                      10        20        30         40        50   
2MEPSP        AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHY 
                 :.. :: ....  .     ::. . .  :. : :  ..:..:    . .  
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKLETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQD 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGG                                 
       .:  ::  :..:.                                                
gi|225 LLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMDYLANDA 
               70        80        90       100       110       120 
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (40-71:71-102) 
 
      10        20        30        40        50        60          
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
 
      70        80                                                  
2MEPSP AKRAVVVGCGG                                                  
       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.8  bits: 19.4 E():   74 
Smith-Waterman score: 45; 26.2% identity (50.8% similar) in 65 aa overlap (5-69:62-121) 
 
                                         10        20        30     
2MEPSP                           AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::. . ... :.  :.    .  .   : . 
gi|370 RSIVPSGASTGVHEALELRDGDKSKWLGKGVLKAVANVNDTIA-PALIEANIDVADQAKI 
              40        50        60        70         80        90 
 
           40        50        60        70        80               
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG               
       .:    .:.  :.      :::   ::.:. : ::                          
gi|370 DEFLLKLDGTPNKAK----LGANAILGVSLAAAKAGAAQKDVPLYKHIADISKAKEGKFV 
              100           110       120       130       140       
 
gi|370 LPVPFQNVLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHLKSLTKKKYGQSA 
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        150       160       170       180       190       200       
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 43; 35.3% identity (82.4% similar) in 17 aa overlap (6-22:150-166) 
 
                                        10        20        30      
2MEPSP                          AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ..:: :  :..:.:...              
gi|119 GATPEAKFDSFVAAFTEALRVIAGVLKVHAVKPITEEIGAAKIPAGELQIIDKIDAAFKV 
     120       130       140       150       160       170          
 
          40        50        60        70        80                
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG                
                                                                    
gi|119 AATAANAAPANDKFTVFEAAFNNAIKESTGGAYDTYKSIPSLEAAVKQAYAATIAAAPEV 
     180       190       200       210       220       230          
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.5  bits: 16.7 E():   76 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (53-80:18-44) 
 
             30        40        50        60        70        80   
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG   
                                     .  :::::: :. ::.. .  . .   :   
gi|124              GTRRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                            10        20         30        40       
 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70  
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.4  bits: 19.4 E():   77 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (55-77:290-314) 
 
           30        40        50        60          70        80   
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGG   
                                     :. ::: :.:.:  : . . ::..:      
gi|458 AEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNAD 
     260       270       280       290       300       310          
 
gi|458 ACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     320       330       340       350       360       370          
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.3  bits: 18.8 E():   78 
Smith-Waterman score: 43; 35.0% identity (70.0% similar) in 20 aa overlap (46-65:113-132) 
 
          20        30        40        50        60        70      
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:..           
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSMDDASVGSVSSE 
             90       100       110       120       130       140   
 
          80                                                        
2MEPSP VGCGG                                                        
                                                                    
gi|249 FHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTVFVSSFN 
            150       160       170       180       190       200   
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.5 E():   78 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (22-47:93-118) 
 
                        10        20        30        40        50  
2MEPSP          AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|664 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
             70        80        90       100       110       120   
 
              60        70        80                                
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2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGG                                
                                                                    
gi|664 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEAFEYFALEAYAFDIAAP 
            130       140       150       160       170       180   
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.2  bits: 16.7 E():   79 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (53-80:20-46) 
 
             30        40        50        60        70        80   
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG   
                                     .  :::::: :. ::.. .  . .   :   
gi|124            GTSFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                          10        20         30        40         
 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
       50        60        70    
 
>>gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Phosph  (167 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 40; 32.0% identity (68.0% similar) in 25 aa overlap (24-48:5-29) 
 
               10        20        30        40        50        60 
2MEPSP AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                              :.. .::: . :.:  . : . ..:             
gi|244                    MQVVLGSLFLLLLSTSHGWQIRDRIGDNELEERIIYPGTLW 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP GLSVEADKAAKRAVVVGCGG                                         
                                                                    
gi|244 CGHGNKSSGPNELGRFKHTDACCRTHDMCPDVMSAGESKHGLTNTASHTRLSCDCDDKFY 
              50        60        70        80        90       100  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.1  bits: 19.4 E():   80 
Smith-Waterman score: 45; 29.2% identity (56.2% similar) in 48 aa overlap (27-74:239-286) 
 
                   10        20        30        40        50       
2MEPSP     AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 
                                     ::  :..:... :.. : :..:         
gi|845 SAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADL 
      210       220       230       240       250       260         
 
         60        70        80                                     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGG                                     
        .:      ::. :.::.                                           
gi|845 DETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAE 
      270       280       290       300       310       320         
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 44; 44.4% identity (72.2% similar) in 18 aa overlap (8-25:323-340) 
 
                                      10        20        30        
2MEPSP                        AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEG 
                                     : :.:...    :::.::             
gi|210 APNVCTIAASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGA 
            300       310       320       330       340       350   
 
        40        50        60        70        80    
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG    
                                                      
gi|210 AAYLMALEGVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
            360       370       380       390         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (55-77:286-310) 
 
           30        40        50        60          70        80   
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2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGG   
                                     :. ::: :.:.:  : . . ::..:      
gi|796 VEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
         260       270       280       290       300       310      
 
gi|796 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT 
         320       330       340       350       360       370      
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (55-77:286-310) 
 
           30        40        50        60          70        80   
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGG   
                                     :. ::: :.:.:  : . . ::..:      
gi|142 VEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
         260       270       280       290       300       310      
 
gi|142 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT 
         320       330       340       350       360       370      
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 45; 31.1% identity (60.0% similar) in 45 aa overlap (4-45:394-438) 
 
                                          10        20        30    
2MEPSP                            AEEIVLQPIKEISGTVKLPGSKSLSNRILLLA- 
                                     . ::: :. . .:     :.:.. :. .:  
gi|214 STWIGSKHAVNTISGTSMASPHIAGLLAYFVSLQPSKDSAFAVDELTPKKLKKDIIAIAT 
           370       380       390       400       410       420    
 
               40        50        60        70        80           
2MEPSP --ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG           
         ::..  . . :::                                              
gi|214 QGALTDIPSDTPNLLAWNGGGSSNYTDIIASGGYKVNASVKDRFEGLVHKAEKLLTEELG 
           430       440       450       460       470       480    
 
>>gi|89892727|gb|ABD79097.1| Zea m 13 allergen [Zea mays  (404 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 19.1 E():   84 
Smith-Waterman score: 44; 37.5% identity (81.2% similar) in 16 aa overlap (65-80:49-64) 
 
           40        50        60        70        80               
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG               
                                     .. ::...: . .:::               
gi|898 AKSKDNDAKASGPGGSFDITKLGASGNGKTDSTKAVQEAWASACGGTGKQTILIPKGDFL 
       20        30        40        50        60        70         
 
gi|898 VGPLNFTGPCKGDVTIQVNGNLLATTDLSQYKDHGNWIEILRVDNLVITGKGKLDGQGPA 
       80        90       100       110       120       130         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.7  bits: 16.7 E():   84 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (53-80:25-51) 
 
             30        40        50        60        70        80   
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG   
                                     .  :::::: :. ::.. .  . .   :   
gi|144       MADDMERIFKRFDTNGDGKISLSELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                     10        20        30         40        50    
 
gi|144 FIDFNEFISFCNANPGLMKDVAKVF 
            60        70         
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 49; 29.2% identity (60.4% similar) in 48 aa overlap (1-45:390-437) 
 
                                             10        20        30 
2MEPSP                               AEEIVLQPIKEISGTVKLPGSKSLSNRILL 
                                     :  . ::: .. . .:.    :.:.. ..  
gi|120 NILSTWIGSKYAVNTISGTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALIT 
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     360       370       380       390       400       410          
 
                  40        50        60        70        80        
2MEPSP LA---ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG        
       .:   :::.  . . :::                                           
gi|120 IATSGALSDIPSDTPNLLAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVI 
     420       430       440       450       460       470          
 
>>gi|89892725|gb|ABD79096.1| Zea m 13 allergen [Zea mays  (410 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 19.1 E():   85 
Smith-Waterman score: 44; 37.5% identity (81.2% similar) in 16 aa overlap (65-80:55-70) 
 
           40        50        60        70        80               
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG               
                                     .. ::...: . .:::               
gi|898 AKSKDNDAKASGPGGSFDITKLGASGNGKTDSTKAVQEAWASACGGTGKQTILIPKGDFL 
           30        40        50        60        70        80     
 
gi|898 VGPLNFTGPCKGDVTIQVNGNLLATTDLSQYKDHGNWIEILRVDNLVITGKGKLDGQGPA 
           90       100       110       120       130       140     
 
>>gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea mays  (411 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 19.1 E():   86 
Smith-Waterman score: 44; 37.5% identity (81.2% similar) in 16 aa overlap (65-80:56-71) 
 
           40        50        60        70        80               
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG               
                                     .. ::...: . .:::               
gi|898 EESKGIDAKASGPGGFFDITKLGASGNGKTDSTKAVQEAWASACGGTGKQTILIPKGDFL 
          30        40        50        60        70        80      
 
gi|898 VGQLNFTGPCKGDVTIQVDGNLLATTDLSQYKEHGNWIEILRVDNLVITGKGNLDGQGPA 
          90       100       110       120       130       140      
 
>>gi|29539111|emb|CAD87731.1| allergen Len c 1.0102 [Len  (415 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 19.1 E():   87 
Smith-Waterman score: 48; 32.0% identity (68.0% similar) in 25 aa overlap (5-29:378-398) 
 
                                         10        20        30     
2MEPSP                           AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     . .:.::..    .:::.   .:.:      
gi|295 SDLNLIGFGINAKNNQRNFLAGEEDNVISQIQRPVKELA----FPGSSREVDRLLTNQKQ 
       350       360       370       380           390       400    
 
           40        50        60        70        80 
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG 
                                                      
gi|295 SHFANAQPLQIE                                   
           410                                        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.6 E():   89 
Smith-Waterman score: 39; 28.9% identity (48.9% similar) in 45 aa overlap (27-71:39-83) 
 
                   10        20        30        40        50       
2MEPSP     AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 
                                     ::    ::   .  . : :..  :   : : 
gi|144 NDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDSKVDEKLDA 
       10        20        30        40        50        60         
 
         60        70        80                                     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGG                                     
            :..: ::...                                              
gi|144 GDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMP 
       70        80        90       100       110       120         
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.2  bits: 16.7 E():   89 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (53-80:29-55) 
 
             30        40        50        60        70        80   
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2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG   
                                     .  :::::: :. ::.. .  . .   :   
gi|187   KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                 10        20        30         40        50        
 
gi|187 FIDFDEFISFCNANPGLMKDVAKVF 
        60        70        80   
 
>>gi|14423856|sp|Q9LEI8.1|PROF6_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (34-56:1-23) 
 
            10        20        30        40        50        60    
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|144                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
            70        80                                            
2MEPSP VEADKAAKRAVVVGCGG                                            
                                                                    
gi|144 SVWAQSSSFPQFKSDEVAAVMKDFDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSG 
               40        50        60        70        80        90 
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (34-56:1-23) 
 
            10        20        30        40        50        60    
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|144                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
            70        80                                            
2MEPSP VEADKAAKRAVVVGCGG                                            
                                                                    
gi|144 SVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQGEPGAVIRGKKGSG 
               40        50        60        70        80        90 
 
>>gi|11513601|pdb|1G5U|A Chain A, Latex Profilin Hevb8    (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (34-56:1-23) 
 
            10        20        30        40        50        60    
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|115                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
            70        80                                            
2MEPSP VEADKAAKRAVVVGCGG                                            
                                                                    
gi|115 SVWAQSSSFPQFKSDEVAAVMKDFDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSG 
               40        50        60        70        80        90 
 
>>gi|14423858|sp|Q9M7M8.1|PROF5_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (34-56:1-23) 
 
            10        20        30        40        50        60    
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|144                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
            70        80                                            
2MEPSP VEADKAAKRAVVVGCGG                                            
                                                                    
gi|144 SVWAQSSGFPQFKSDEVAAVMKDFDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSG 
               40        50        60        70        80        90 
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>>gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 43; 35.0% identity (90.0% similar) in 20 aa overlap (29-48:93-112) 
 
                 10        20        30        40        50         
2MEPSP   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 
                                     .: .:..:. :::......:           
gi|187 STSLGLETFQSFYIGGGANSHSVLSGFEPAILETAFNESRTVVEEIFSKELDGPIMFVDD 
             70        80        90       100       110       120   
 
       60        70        80                                       
2MEPSP TLGLSVEADKAAKRAVVVGCGG                                       
                                                                    
gi|187 SHAPSLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENK 
            130       140       150       160       170       180   
 
>>gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 43; 35.0% identity (90.0% similar) in 20 aa overlap (29-48:93-112) 
 
                 10        20        30        40        50         
2MEPSP   AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 
                                     .: .:..:. :::......:           
gi|187 STSLGLETFQSFYIGGGANSHSVLSGFEPAILETAFNESRTVVEEIFSKELDGPIMFVDD 
             70        80        90       100       110       120   
 
       60        70        80                                       
2MEPSP TLGLSVEADKAAKRAVVVGCGG                                       
                                                                    
gi|187 SHVPSLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENK 
            130       140       150       160       170       180   
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 18.5 E():   97 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (22-47:153-178) 
 
                        10        20        30        40        50  
2MEPSP          AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|668 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
            130       140       150       160       170       180   
 
              60        70        80                                
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGG                                
                                                                    
gi|668 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFALEAYAFDIAAP 
            190       200       210       220       230       240   
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 40; 45.5% identity (100.0% similar) in 11 aa overlap (34-44:113-123) 
 
            10        20        30        40        50        60    
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     ..::.:..::.                    
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
            70        80                                            
2MEPSP VEADKAAKRAVVVGCGG                                            
                                                                    
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 37; 25.0% identity (57.1% similar) in 28 aa overlap (52-79:2-29) 
 
              30        40        50        60        70        80  
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG  
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                                     ..:.:  :..  ..   :.:  .   ::   
gi|513                              AFLLAATLTISSHMQEAGAVKFDIKNQCGYT 
                                            10        20        30  
 
gi|513 VWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCT 
              40        50        60        70        80        90  
 
>>gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=Calci  (205 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 41; 29.7% identity (64.9% similar) in 37 aa overlap (42-76:147-180) 
 
              20        30        40        50        60            
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS--VEADKA 
                                     :. .........::    ::.:   : :.. 
gi|116 DDNEEDMRKSILSQEEADSFGGFKVFDEDGDGYISARELQMVLG---KLGFSEGSEIDRV 
        120       130       140       150       160          170    
 
      70        80                      
2MEPSP AKRAVVVGCGG                      
        :  : :                          
gi|116 EKMIVSVDSNRDGRVDFFEFKDMMRSVLVRSS 
           180       190       200      
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.5 E():   99 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (22-47:153-178) 
 
                        10        20        30        40        50  
2MEPSP          AEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|833 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
            130       140       150       160       170       180   
 
              60        70        80                                
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGG                                
                                                                    
gi|833 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFALEAYAFDIAAP 
            190       200       210       220       230       240   
 
>>gi|47605504|sp|Q8LGR0.1|CHE1_CHEAL RecName: Full=Polle  (168 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.6 E():   99 
Smith-Waterman score: 39; 35.7% identity (64.3% similar) in 28 aa overlap (50-77:7-34) 
 
      20        30        40        50        60        70          
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :  ..::: .:.:.  :. : ..  : :   
gi|476                         MAKCQAVFLLVGALCVLSLAGVANAAENHFKVQGMV 
                                       10        20        30       
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|476 YCDTCRIQFMTRISTIMEGATVKLECRNITAGTQTFKAEAVTDKVGQYSIPVNGDFEDDI 
         40        50        60        70        80        90       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:22 2011 done: Tue Apr 19 10:57:22 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>2MEPSPS: 41  - 120 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32     5     8:=* 
  34     8    22:==   * 
  36    33    44:========= * 
  38    37    73:==========        * 
  40    77   102:====================     * 
  42    68   125:=================              * 
  44   114   138:=============================     * 
  46   198   140:==================================*=============== 
  48   187   134:=================================*============= 
  50   150   122:==============================*======= 
  52   105   108:==========================* 
  54   108    92:======================*==== 
  56    77    77:===================* 
  58    61    63:===============* 
  60    35    51:=========   * 
  62    18    41:=====     * 
  64    21    33:======  * 
  66    14    26:====  * 
  68    27    20:====*== 
  70    15    16:===* 
  72    36    12:==*====== 
  74    17    10:==*== 
  76    14     8:=*== 
  78    15     6:=*== 
  80     6     5:=* 
  82    20     3:*==== 
  84     2     3:* 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     2     0:=         *== 
 104     1     0:=         *= 
 106     3     0:=         *=== 
 108     0     0:          * 
 110     1     0:=         *= 
 112     1     0:=         *= 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.37370.00344; mu= 3.3886 0.179 
 mean_var=42.435912.342, 0's: 2 Z-trim: 5  B-trim: 63 in 1/43 
 Lambda= 0.196883 
 Kolmogorov-Smirnov  statistic: 0.1131 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 26.3    0.16 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 25.4    0.29 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 25.1    0.36 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 24.5    0.53 
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gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 24.3    0.64 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 24.3    0.64 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   65 24.3    0.65 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 23.7    0.96 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 23.4     1.2 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 22.3     2.5 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.1     2.7 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 21.7     3.8 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 21.7     3.8 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 21.4     4.6 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.1     5.5 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.5     7.1 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.1     7.7 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 20.6     8.4 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.3      10 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   56 21.6      11 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   57 21.9      12 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.3      12 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.3      12 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.3      12 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.3      12 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.3      12 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.3      12 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.3      12 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.0      12 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.0      12 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 20.0      12 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   50 20.0      12 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 20.0      12 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.3      13 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.3      14 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.3      14 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.3      14 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.3      14 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 20.3      14 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   49 19.7      15 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   49 19.7      15 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.7      16 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.2      17 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 19.4      18 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.4      18 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.4      18 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.4      22 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.4      22 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.4      22 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.4      22 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.4      22 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.4      22 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.4      22 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.4      22 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.4      22 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.4      22 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   52 20.5      23 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 21.0      23 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.4      23 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.4      24 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.4      25 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.4      25 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.4      25 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.4      25 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.4      25 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.4      25 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   52 20.5      25 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   52 20.5      25 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   51 20.2      26 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.0      27 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 21.0      29 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.4      30 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.3      30 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 19.4      31 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.2      32 
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gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.5      33 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.4      33 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.4      33 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 20.7      35 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 20.5      36 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 20.5      36 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.0      37 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.3      39 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.8      40 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.8      40 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   49 19.6      40 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   49 19.6      41 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   49 19.6      41 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 15.9      41 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   49 19.6      41 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   49 19.6      41 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   49 19.6      41 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.4      42 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   49 19.6      42 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.6      42 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.6      42 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.4      42 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.4      42 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.4      42 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.4      42 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.4      42 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.4      42 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.4      42 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.4      42 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.4      42 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.4      42 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.4      42 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.4      42 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   49 19.6      43 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.1      43 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 19.6      44 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.2      47 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.6      47 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   48 19.4      48 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   48 19.4      50 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.4      50 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 19.9      53 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   48 19.3      54 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.8      55 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.8      55 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.8      55 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.1      57 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.5      58 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 18.0      59 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   47 19.1      59 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   47 19.1      59 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   47 19.1      59 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.8      64 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.1      65 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.8      68 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.8      69 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.1      71 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.5      74 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.5      74 
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gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.5      75 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.2      76 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.2      77 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.4      77 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   46 18.8      78 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   48 19.3      78 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.3      78 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 19.6      78 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.5      78 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 17.7      79 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.5      82 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.5      82 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.5      82 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.5      82 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.5      82 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.5      82 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.5      82 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.5      82 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.5      82 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.5      82 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.0      83 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.1      83 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 17.7      83 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 17.7      85 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.5      86 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   51 20.1      89 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.2      92 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.0      94 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.0      94 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.3      96 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.0      98 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 116.6  bits: 26.3 E(): 0.16 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (20-75:31-85) 
 
                          10        20        30         40         
2MEPSP            TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
       50        60        70        80                    
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT                    
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 112.0  bits: 25.4 E(): 0.29 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (20-75:31-85) 
 
                          10        20        30        40          
2MEPSP            TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
        50        60        70        80                    
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT                    
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 110.5  bits: 25.1 E(): 0.36 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (23-75:34-85) 
 
                       10        20        30        40          50 
2MEPSP         TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
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gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
               60        70        80                    
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT                    
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 107.4  bits: 24.5 E(): 0.53 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (20-75:31-85) 
 
                          10        20         30        40         
2MEPSP            TTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
       50        60        70        80                    
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT                    
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 106.0  bits: 24.3 E(): 0.64 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (23-75:33-84) 
 
                       10        20        30        40          50 
2MEPSP         TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
               60        70        80                    
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT                    
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 106.0  bits: 24.3 E(): 0.64 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (23-75:33-84) 
 
                       10        20        30        40          50 
2MEPSP         TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
               60        70        80                    
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT                    
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  65  Z-score: 105.9  bits: 24.3 E(): 0.65 
Smith-Waterman score: 65; 34.8% identity (53.0% similar) in 66 aa overlap (9-74:22-83) 
 
                            10        20        30        40        
2MEPSP              TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                            .: : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
        50        60        70        80                     
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT                     
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
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      60           70        80        90       100          
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 102.8  bits: 23.7 E(): 0.96 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (20-75:31-85) 
 
                          10        20        30        40          
2MEPSP            TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
      50        60        70        80                    
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT                    
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 101.3  bits: 23.4 E():  1.2 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (20-75:31-85) 
 
                          10        20        30         40         
2MEPSP            TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
       50        60        70        80                    
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT                    
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.3 E():  2.5 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (20-75:29-83) 
 
                        10        20        30        40            
2MEPSP          TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
      50        60        70        80                    
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT                    
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 94.6  bits: 23.1 E():  2.7 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (5-34:33-62) 
 
                                         10        20        30     
2MEPSP                           TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
           40        50        60        70        80               
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT               
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.1  bits: 21.7 E():  3.8 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (20-75:31-85) 
 
                          10        20         30        40         
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2MEPSP            TTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
       50        60        70        80                    
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT                    
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.1  bits: 21.7 E():  3.8 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (20-75:31-85) 
 
                          10        20         30        40         
2MEPSP            TTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
       50        60        70        80                    
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT                    
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 90.5  bits: 21.4 E():  4.6 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (20-75:31-85) 
 
                          10        20         30        40         
2MEPSP            TTVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
       50        60        70        80                    
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT                    
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 89.1  bits: 21.1 E():  5.5 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (51-73:59-81) 
 
               30        40        50        60        70        80 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 87.2  bits: 22.5 E():  7.1 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (28-77:17-66) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                  :..:.:     .:  :.  ..:::...: : :. 
gi|190            MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGH 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
       .    .. ...:....:                                            
gi|190 GHHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSV 
      50        60        70        80        90       100          
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>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 86.6  bits: 21.1 E():  7.7 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (16-41:75-101) 
 
                              10        20         30        40     
2MEPSP                TTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
           50        60        70        80       
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT       
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 85.9  bits: 20.6 E():  8.4 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (23-69:34-79) 
 
                       10        20        30        40          50 
2MEPSP         TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
               60        70        80                    
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT                    
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.3 E():   10 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (51-75:61-85) 
 
               30        40        50        60        70        80 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.0  bits: 21.6 E():   11 
Smith-Waterman score: 56; 41.9% identity (61.3% similar) in 31 aa overlap (50-80:252-282) 
 
      20        30        40        50        60        70          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
      80         
2MEPSP T         
       :         
gi|144 TAAAGGYKV 
             290 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 83.4  bits: 21.9 E():   12 
Smith-Waterman score: 57; 27.1% identity (60.4% similar) in 48 aa overlap (26-72:315-362) 
 
                    10        20        30        40        50      
2MEPSP      TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
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           60        70        80        
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNAT        
       .:   .::    :  . :                
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.0  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|760                     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAV 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|760 FEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPK 
               50        60        70        80        90       100 
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.0  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|157                     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAV 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|157 FEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPK 
               50        60        70        80        90       100 
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.0  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|217                     DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEAL 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|217 FEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPN 
               50        60        70        80        90       100 
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.0  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|217                     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEAL 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|217 FEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPN 
               50        60        70        80        90       100 
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>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.0  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|214                     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAV 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|214 FEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPK 
               50        60        70        80        90       100 
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.0  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|256                     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAV 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|256 FEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPK 
               50        60        70        80        90       100 
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.9  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:10-27) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|110                    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAL 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|110 FEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPK 
              50        60        70        80        90       100  
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.9  bits: 20.0 E():   12 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (51-73:61-83) 
 
               30        40        50        60        70        80 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.9  bits: 20.0 E():   12 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (51-73:61-83) 
 
               30        40        50        60        70        80 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
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gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 82.9  bits: 20.0 E():   12 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (24-75:35-85) 
 
                      10        20        30        40          50  
2MEPSP        TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
              60        70        80                    
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNAT                    
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 82.9  bits: 20.0 E():   12 
Smith-Waterman score: 50; 31.2% identity (58.3% similar) in 48 aa overlap (23-69:34-79) 
 
                       10        20         30        40        50  
2MEPSP         TTVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
              60        70        80                    
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNAT                    
       ::..::: :     :.::                               
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 82.9  bits: 20.0 E():   12 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (24-75:35-85) 
 
                      10        20        30        40          50  
2MEPSP        TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
              60        70        80                    
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNAT                    
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.6  bits: 20.3 E():   13 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:15-32) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|394               VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAV 
                             10        20        30        40       
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|394 FDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPK 
         50        60        70        80        90       100       
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.0  bits: 20.3 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:25-42) 
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               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|164     MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAD 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|164 FEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPK 
         60        70        80        90       100       110       
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.0  bits: 20.3 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:25-42) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|144     MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAV 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|144 FDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPK 
         60        70        80        90       100       110       
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.0  bits: 20.3 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:26-43) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|996    MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAL 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|996 FEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPK 
        60        70        80        90       100       110        
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.0  bits: 20.3 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:26-43) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|135    MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAV 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|135 FEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPK 
        60        70        80        90       100       110        
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.6  bits: 20.3 E():   14 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (59-77:87-105) 
 
       30        40        50        60        70        80         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1151

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

        120       130       140       150   
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 81.2  bits: 19.7 E():   15 
Smith-Waterman score: 49; 27.0% identity (58.1% similar) in 74 aa overlap (9-79:19-86) 
 
                         10        20        30        40        50 
2MEPSP           TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
               60           70        80                         
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGNAT                         
         : .  :...   : :  . .:: .:::: :                          
gi|668 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 81.2  bits: 19.7 E():   15 
Smith-Waterman score: 49; 27.0% identity (58.1% similar) in 74 aa overlap (9-79:19-86) 
 
                         10        20        30        40        50 
2MEPSP           TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
               60           70        80                         
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGNAT                         
         : .  :...   : :  . .:: .:::: :                          
gi|833 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.0  bits: 19.7 E():   16 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (51-75:60-84) 
 
               30        40        50        60        70        80 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 80.5  bits: 20.2 E():   17 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (65-80:142-161) 
 
           40        50        60        70            80           
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNAT           
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
gi|249 GYKV 
            
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.4 E():   18 
Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (2-59:45-102) 
 
                                            10        20        30  
2MEPSP                              TTVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
              40        50        60        70        80 
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2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
       ::  :.. .   :   :. ::: .  .:                      
gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD                 
           80        90       100                        
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.8  bits: 19.4 E():   18 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (51-75:61-85) 
 
               30        40        50        60        70        80 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 79.7  bits: 19.4 E():   18 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (6-52:5-46) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
            ..:..::..  .::.     ..:. .  :   .::   : : ::.:.         
gi|225  MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKSP-EDVKKVFHILDKD 
                10        20            30        40         50     
 
               70        80                                     
2MEPSP AGIAMRSLTAAVTAAGGNAT                                     
                                                                
gi|225 RSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
           60        70        80        90       100       110 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.4  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|217                     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEAL 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|217 FEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPN 
               50        60        70        80        90       100 
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.4  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|217                     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEAL 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|217 FEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPN 
               50        60        70        80        90       100 
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.4  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:9-26) 
 
               10        20        30        40        50        60 
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2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|217                     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEAL 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|217 FEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPK 
               50        60        70        80        90       100 
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.4  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|217                     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEAL 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|217 FEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPN 
               50        60        70        80        90       100 
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.4  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|217                     DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEAL 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|217 FEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPN 
               50        60        70        80        90       100 
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.4  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|217                     DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEAL 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|217 FEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPN 
               50        60        70        80        90       100 
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.4  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|179                     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEAL 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
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gi|179 FDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPE 
               50        60        70        80        90       100 
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.4  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|217                     DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEAL 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|217 FEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPN 
               50        60        70        80        90       100 
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.4  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|217                     DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEAL 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|217 FEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPK 
               50        60        70        80        90       100 
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.4  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|217                     DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEAL 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|217 FEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPN 
               50        60        70        80        90       100 
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.0  bits: 20.5 E():   23 
Smith-Waterman score: 52; 45.2% identity (54.8% similar) in 31 aa overlap (50-80:248-278) 
 
      20        30        40        50        60        70          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
      80         
2MEPSP T         
       :         
gi|239 TAATGGYKV 
       280       
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.9  bits: 21.0 E():   23 
Smith-Waterman score: 54; 19.4% identity (58.3% similar) in 72 aa overlap (7-68:171-242) 
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                                       10           20          30  
2MEPSP                         TTVVDNLLNSEDVHYMLG---ALRTLGLSVEA--DK 
                                     :.:: . : ..:   ...  ::...:  :. 
gi|114 VNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDS 
              150       160       170       180       190       200 
 
              40             50        60        70        80       
2MEPSP AAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT       
           .. .  . .: .:      . . . .  :...:....:                   
gi|114 PNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGISIGSLGRDNS 
              210       220       230       240       250       260 
 
gi|114 RAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPILINQFYCTSA 
              270       280       290       300       310       320 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.8  bits: 19.4 E():   23 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:18-35) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|217            SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEAL 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|217 FDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPK 
      50        60        70        80        90       100          
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.6  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:22-39) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|546        GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEAL 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|546 FDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPK 
            60        70        80        90       100       110    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.4  bits: 19.4 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:26-43) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|558    MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEAL 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|558 FDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPK 
        60        70        80        90       100       110        
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.4  bits: 19.4 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:26-43) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
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gi|558    MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAI 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|558 FDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPK 
        60        70        80        90       100       110        
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.4  bits: 19.4 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:26-43) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|218    MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEAL 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|218 FDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPK 
        60        70        80        90       100       110        
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.4  bits: 19.4 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:26-43) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|256    MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEAL 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|256 FDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPK 
        60        70        80        90       100       110        
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.4  bits: 19.4 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:26-43) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|558    MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEAL 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|558 FDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPK 
        60        70        80        90       100       110        
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.4  bits: 19.4 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:26-43) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                   :..  :...: :: :. :               
gi|864    MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEAL 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|864 FDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPK 
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        60        70        80        90       100       110        
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.2  bits: 20.5 E():   25 
Smith-Waterman score: 52; 45.2% identity (54.8% similar) in 31 aa overlap (50-80:274-304) 
 
      20        30        40        50        60        70          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
      80         
2MEPSP T         
       :         
gi|330 TAATGGYKV 
           310   
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.2  bits: 20.5 E():   25 
Smith-Waterman score: 52; 45.2% identity (54.8% similar) in 31 aa overlap (50-80:274-304) 
 
      20        30        40        50        60        70          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
      80         
2MEPSP T         
       :         
gi|398 TAATGGYKV 
           310   
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.1  bits: 20.2 E():   26 
Smith-Waterman score: 51; 41.9% identity (58.1% similar) in 31 aa overlap (50-80:227-257) 
 
      20        30        40        50        60        70          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
      80         
2MEPSP T         
       :         
gi|180 TAAAGGYKV 
        260      
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.6  bits: 17.0 E():   27 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (26-38:5-17) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                .: :: .:: :::                       
gi|323                      INLKAVIADPVAKTAVVQAGATLGEVYYXI          
                                    10        20        30          
 
               70        80 
2MEPSP AGIAMRSLTAAVTAAGGNAT 
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 54; 19.4% identity (58.3% similar) in 72 aa overlap (7-68:201-272) 
 
                                       10           20          30  
2MEPSP                         TTVVDNLLNSEDVHYMLG---ALRTLGLSVEA--DK 
                                     :.:: . : ..:   ...  ::...:  :. 
gi|476 VNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDS 
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              180       190       200       210       220       230 
 
              40             50        60        70        80       
2MEPSP AAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT       
           .. .  . .: .:      . . . .  :...:....:                   
gi|476 PNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGISIGSLGRDNS 
              240       250       260       270       280       290 
 
gi|476 RAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPILINQFYCTSA 
              300       310       320       330       340       350 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.9  bits: 19.4 E():   30 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:55-72) 
 
                 10        20        30        40        50         
2MEPSP   TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
       60        70        80                                       
2MEPSP GNAGIAMRSLTAAVTAAGGNAT                                       
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 75.8  bits: 18.3 E():   30 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (27-58:40-71) 
 
                   10        20        30        40        50       
2MEPSP     TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
         60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNAT 
       :.                       
gi|154 FVDSLDKIAQVPRVG          
      70        80              
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 75.7  bits: 19.4 E():   31 
Smith-Waterman score: 48; 25.0% identity (60.0% similar) in 40 aa overlap (3-42:137-176) 
 
                                           10        20        30   
2MEPSP                             TTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     :: . . .:  . ..  ...:: :  . .. 
gi|501 ILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRS 
        110       120       130       140       150       160       
 
             40        50        60        70        80 
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
         :  .:.::                                       
gi|501 NTRPKIVNCGEL                                     
        170                                             
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.5  bits: 20.2 E():   32 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (5-53:221-261) 
 
                                         10        20        30     
2MEPSP                           TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
           40        50        60        70        80               
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT               
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       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 75.2  bits: 20.5 E():   33 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (7-35:246-275) 
 
                                       10         20        30      
2MEPSP                         TTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
          40        50        60        70        80                
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT                
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.0  bits: 19.4 E():   33 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (24-57:152-189) 
 
                      10        20        30           40        50 
2MEPSP        TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
                60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
       : :. .::                        
gi|476 KCERGKLFANCCK                   
             190                       
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.0  bits: 19.4 E():   33 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (24-57:152-189) 
 
                      10        20        30           40        50 
2MEPSP        TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
                60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
       : :. .::                        
gi|313 KCERGKLFANCCK                   
             190                       
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 74.7  bits: 20.7 E():   35 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (7-31:201-228) 
 
                                       10           20        30    
2MEPSP                         TTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            40        50        60        70        80              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT              
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 74.5  bits: 20.5 E():   36 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (2-33:88-122) 
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                                            10           20         
2MEPSP                              TTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
       30        40        50        60        70        80         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 74.4  bits: 20.5 E():   36 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (2-33:88-122) 
 
                                            10           20         
2MEPSP                              TTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
       30        40        50        60        70        80         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.3  bits: 18.0 E():   37 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (30-58:43-71) 
 
                10        20        30        40        50          
2MEPSP  TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
      60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNAT 
                             
gi|122 SLDKIAQVPRVG          
             80              
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 18.3 E():   39 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (52-75:61-84) 
 
              30        40        50        60        70        80  
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT  
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.7  bits: 18.8 E():   40 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (28-76:75-123) 
 
                  10        20        30        40        50        
2MEPSP    TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
        60        70        80                               
2MEPSP LGNAGIAMRSLTAAVTAAGGNAT                               
        :  : .. .:..   . :                                   
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gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.7  bits: 18.8 E():   40 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (28-76:75-123) 
 
                  10        20        30        40        50        
2MEPSP    TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
        60        70        80                               
2MEPSP LGNAGIAMRSLTAAVTAAGGNAT                               
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.6 E():   40 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (59-80:251-272) 
 
       30        40        50        60        70        80         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     : : .:  . :.:. ::.: ::         
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.6 E():   41 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (59-80:252-273) 
 
       30        40        50        60        70        80         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     : : .:  . :.:. ::.: ::         
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (59-80:255-276) 
 
       30        40        50        60        70        80         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     : : .:  . :.:. ::.: ::         
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 73.4  bits: 15.9 E():   41 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (27-40:3-16) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                                 :.: .::.  : ::                     
gi|463                         DFVDAHNAARAQVGVGPVHWT                
                                       10        20                 
 
               70        80 
2MEPSP AGIAMRSLTAAVTAAGGNAT 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (61-80:260-279) 
 
               40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
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>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (61-80:260-279) 
 
               40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (61-80:260-279) 
 
               40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (61-80:260-279) 
 
               40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (61-80:260-279) 
 
               40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (61-80:260-279) 
 
               40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     :. :  . :::: :: : ::         
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (61-80:260-279) 
 
               40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (61-80:260-279) 
 
               40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     :. :  . :::: :: : ::         
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
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>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (61-80:260-279) 
 
               40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (61-80:260-279) 
 
               40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (61-80:260-279) 
 
               40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (61-80:260-279) 
 
               40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (59-80:258-279) 
 
       30        40        50        60        70        80         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     : : .:  . :.:. ::.: ::         
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (61-80:260-279) 
 
               40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (61-80:260-279) 
 
               40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     :. :  . :::: :: : ::         
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 73.3  bits: 19.4 E():   42 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (50-77:210-237) 
 
      20        30        40        50        60        70          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
      80 
2MEPSP T 
         
gi|226 V 
     240 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (59-80:261-282) 
 
       30        40        50        60        70        80         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     : : .:  . :.:. ::.: ::         
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.2  bits: 18.6 E():   42 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (51-80:5-32) 
 
               30        40        50        60        70        80 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
gi|300 TEEQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.2  bits: 18.6 E():   42 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (51-80:5-32) 
 
               30        40        50        60        70        80 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
gi|300 TEEQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (7-31:201-228) 
 
                                       10           20        30    
2MEPSP                         TTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            40        50        60        70        80              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (7-31:201-228) 
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                                       10           20        30    
2MEPSP                         TTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            40        50        60        70        80              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (7-31:201-228) 
 
                                       10           20        30    
2MEPSP                         TTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            40        50        60        70        80              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (7-31:201-228) 
 
                                       10           20        30    
2MEPSP                         TTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            40        50        60        70        80              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (7-31:201-228) 
 
                                       10           20        30    
2MEPSP                         TTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            40        50        60        70        80              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (7-31:201-228) 
 
                                       10           20        30    
2MEPSP                         TTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            40        50        60        70        80              
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2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT              
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (7-31:201-228) 
 
                                       10           20        30    
2MEPSP                         TTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            40        50        60        70        80              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (7-31:201-228) 
 
                                       10           20        30    
2MEPSP                         TTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            40        50        60        70        80              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (7-31:201-228) 
 
                                       10           20        30    
2MEPSP                         TTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            40        50        60        70        80              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (7-31:201-228) 
 
                                       10           20        30    
2MEPSP                         TTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            40        50        60        70        80              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   42 
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Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (7-31:201-228) 
 
                                       10           20        30    
2MEPSP                         TTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            40        50        60        70        80              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT              
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (7-31:201-228) 
 
                                       10           20        30    
2MEPSP                         TTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
            40        50        60        70        80              
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT              
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 19.6 E():   43 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (59-80:266-287) 
 
       30        40        50        60        70        80         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     : : .:  . :.:. ::.: ::         
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.1  bits: 19.1 E():   43 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (5-34:33-62) 
 
                                         10        20        30     
2MEPSP                           TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
           40        50        60        70        80               
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT               
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.8  bits: 19.6 E():   44 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (9-59:113-157) 
 
                                     10        20        30         
2MEPSP                       TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
       40        50        60        70        80                   
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT                   
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
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>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.3  bits: 20.2 E():   47 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (26-70:163-207) 
 
                    10        20        30        40        50      
2MEPSP      TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
          60        70        80                                    
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNAT                                    
         : . ..:.:...:                                              
gi|845 QTLDQYALAQRKISALSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTT 
            200       210       220       230       240       250   
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.3  bits: 15.6 E():   47 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (40-48:4-12) 
 
      10        20        30        40        50        60          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     ::...: .:                      
gi|544                            APPGCSNHFNLETVFGNFVK              
                                          10        20              
 
      70        80 
2MEPSP AAVTAAGGNAT 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.1  bits: 19.4 E():   48 
Smith-Waterman score: 48; 45.2% identity (51.6% similar) in 31 aa overlap (50-80:238-268) 
 
      20        30        40        50        60        70          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
      80         
2MEPSP T         
       :         
gi|313 TAATGGYKV 
       270       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.9  bits: 19.4 E():   50 
Smith-Waterman score: 48; 41.9% identity (54.8% similar) in 31 aa overlap (50-80:246-276) 
 
      20        30        40        50        60        70          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
      80         
2MEPSP T         
       :         
gi|295 TAATGGYKV 
         280     
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.9  bits: 19.4 E():   50 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (11-35:195-217) 
 
                                   10        20        30        40 
2MEPSP                     TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
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               50        60        70        80                     
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT                     
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 71.4  bits: 19.9 E():   53 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (4-33:90-122) 
 
                                          10           20        30 
2MEPSP                            TTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
               40        50        60        70        80           
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT           
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.2  bits: 19.3 E():   54 
Smith-Waterman score: 48; 55.0% identity (65.0% similar) in 20 aa overlap (61-80:280-299) 
 
               40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     :. :  . :::: :: : ::         
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV 
     250       260       270       280       290       300        
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (23-38:172-187) 
 
                       10        20        30        40        50   
2MEPSP         TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
             60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                    
gi|256 KESLAKKNHGLSRSE              
             210                    
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.8 E():   55 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (23-38:173-188) 
 
                       10        20        30        40        50   
2MEPSP         TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
             60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                    
gi|187 KESLAKKNHGLSRSE              
            210                     
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.8 E():   55 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (23-38:173-188) 
 
                       10        20        30        40        50   
2MEPSP         TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
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                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
             60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                    
gi|187 KESLAKKNHGLSRSE              
            210                     
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.1 E():   57 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (40-53:91-104) 
 
      10        20        30        40        50        60          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
      70        80                                                  
2MEPSP AAVTAAGGNAT                                                  
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.7  bits: 18.5 E():   58 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (17-56:106-145) 
 
                             10        20        30        40       
2MEPSP               TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
         50        60        70        80                   
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT                   
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.6  bits: 18.0 E():   59 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (43-73:6-35) 
 
             20        30        40        50        60        70   
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.. . : .:. . :: . :...   :::  
gi|144                          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAK 
                                        10         20        30     
 
             80                                                     
2MEPSP TAAGGNAT                                                     
       :                                                            
gi|144 TVKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQ 
           40        50        60        70        80        90     
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 45.2% identity (51.6% similar) in 31 aa overlap (50-80:238-268) 
 
      20        30        40        50        60        70          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
      80         
2MEPSP T         
       :         
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gi|168 TAATGGYKV 
       270       
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 45.2% identity (51.6% similar) in 31 aa overlap (50-80:238-268) 
 
      20        30        40        50        60        70          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
      80         
2MEPSP T         
       :         
gi|313 TAATGGYKV 
       270       
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 45.2% identity (51.6% similar) in 31 aa overlap (50-80:238-268) 
 
      20        30        40        50        60        70          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
      80         
2MEPSP T         
       :         
gi|313 TAATGGYKV 
       270       
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.9  bits: 18.8 E():   64 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (40-53:76-89) 
 
      10        20        30        40        50        60          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
      70        80                                                  
2MEPSP AAVTAAGGNAT                                                  
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.1 E():   65 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (59-79:267-287) 
 
       30        40        50        60        70        80         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
        240       250       260       270       280       290       
 
gi|119 SAGGYKV 
        300    
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (40-53:91-104) 
 
      10        20        30        40        50        60          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
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gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
      70        80                                                  
2MEPSP AAVTAAGGNAT                                                  
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (40-53:91-104) 
 
      10        20        30        40        50        60          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
      70        80                                                  
2MEPSP AAVTAAGGNAT                                                  
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 69.0  bits: 19.1 E():   71 
Smith-Waterman score: 47; 34.6% identity (50.0% similar) in 52 aa overlap (28-77:279-330) 
 
                  10        20        30        40        50        
2MEPSP    TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     .:.:::: :..:   .   :  :   :    
gi|113 QSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATGAVGAATGAVGAA 
      250       260       270       280       290       300         
 
        60          70        80 
2MEPSP LGNAGIAM--RSLTAAVTAAGGNAT 
        : :  :    .  ::. .:::    
gi|113 TGAATAAAGGYKTGAATPTAGGYKV 
      310       320       330    
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.5 E():   74 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (40-53:68-81) 
 
      10        20        30        40        50        60          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
      70        80                                                  
2MEPSP AAVTAAGGNAT                                                  
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.5 E():   74 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (40-53:68-81) 
 
      10        20        30        40        50        60          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
      70        80                                                  
2MEPSP AAVTAAGGNAT                                                  
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
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       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.6  bits: 18.5 E():   75 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (40-53:69-82) 
 
      10        20        30        40        50        60          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
      70        80                                                  
2MEPSP AAVTAAGGNAT                                                  
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 18.2 E():   76 
Smith-Waterman score: 44; 45.5% identity (81.8% similar) in 11 aa overlap (39-49:166-176) 
 
       10        20        30        40        50        60         
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     .:::..  .::                    
gi|549 EVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGN 
         140       150       160       170       180       190      
 
       70        80 
2MEPSP TAAVTAAGGNAT 
                    
gi|549 EPIYERK      
         200        
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (44-78:96-129) 
 
            20        30        40        50        60        70    
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
            80                                                      
2MEPSP AAGGNAT                                                      
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (44-62:82-100) 
 
            20        30        40        50        60        70    
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
            80 
2MEPSP AAGGNAT 
               
gi|188 QSGAIYV 
               
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.3  bits: 18.8 E():   78 
Smith-Waterman score: 46; 41.9% identity (61.3% similar) in 31 aa overlap (50-80:267-293) 
 
      20        30        40        50        60        70          
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2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
      80         
2MEPSP T         
       :         
gi|663 TAAAGGYKA 
            300  
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 68.3  bits: 19.3 E():   78 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (4-33:90-122) 
 
                                          10           20        30 
2MEPSP                            TTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|467 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
               40        50        60        70        80           
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT           
       :::                                                          
gi|467 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 68.3  bits: 19.3 E():   78 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (4-33:90-122) 
 
                                          10           20        30 
2MEPSP                            TTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|601 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
               40        50        60        70        80           
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT           
       :::                                                          
gi|601 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 68.3  bits: 19.6 E():   78 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (9-39:378-406) 
 
                                     10        20        30         
2MEPSP                       TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
       40        50        60        70        80                   
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT                   
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.3  bits: 18.5 E():   78 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (40-53:80-93) 
 
      10        20        30        40        50        60          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
      70        80                                                  
2MEPSP AAVTAAGGNAT                                                  
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gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (23-47:16-40) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                             : :. .:....: :..:  ::.. :              
gi|753        MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIAL 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP AGIAMRSLTAAVTAAGGNAT                                         
                                                                    
gi|753 TIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQL 
            60        70        80        90       100       110    
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (40-53:91-104) 
 
      10        20        30        40        50        60          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
      70        80                                                  
2MEPSP AAVTAAGGNAT                                                  
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (40-53:91-104) 
 
      10        20        30        40        50        60          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
      70        80                                                  
2MEPSP AAVTAAGGNAT                                                  
                                                                    
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (40-53:91-104) 
 
      10        20        30        40        50        60          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
      70        80                                                  
2MEPSP AAVTAAGGNAT                                                  
                                                                    
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (40-53:91-104) 
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      10        20        30        40        50        60          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
      70        80                                                  
2MEPSP AAVTAAGGNAT                                                  
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (40-53:91-104) 
 
      10        20        30        40        50        60          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
      70        80                                                  
2MEPSP AAVTAAGGNAT                                                  
                                                                    
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (40-53:91-104) 
 
      10        20        30        40        50        60          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
      70        80                                                  
2MEPSP AAVTAAGGNAT                                                  
                                                                    
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (40-53:91-104) 
 
      10        20        30        40        50        60          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
      70        80                                                  
2MEPSP AAVTAAGGNAT                                                  
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (40-53:91-104) 
 
      10        20        30        40        50        60          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
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      70        80                                                  
2MEPSP AAVTAAGGNAT                                                  
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (40-53:92-105) 
 
      10        20        30        40        50        60          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
      70        80                                                  
2MEPSP AAVTAAGGNAT                                                  
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (40-53:93-106) 
 
      10        20        30        40        50        60          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
      70        80                                                  
2MEPSP AAVTAAGGNAT                                                  
                                                                    
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 67.8  bits: 19.0 E():   83 
Smith-Waterman score: 47; 27.9% identity (60.5% similar) in 43 aa overlap (7-43:225-267) 
 
                                       10        20              30 
2MEPSP                         TTVVDNLLNSEDVHYMLGALRTLGLSVEA------D 
                                     ::.. :  :. :.:  . .:::.      : 
gi|118 VFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQITLD 
          200       210       220       230       240       250     
 
               40        50        60        70        80           
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT           
       . .  . ...:.:                                                
gi|118 SITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSSIDSL 
          260       270       280       290       300       310     
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.8  bits: 16.1 E():   83 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (41-55:30-44) 
 
               20        30        40        50        60        70 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                                     :     :.:.::...                
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN          
                10        20        30        40        50          
 
               80 
2MEPSP AVTAAGGNAT 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (20-48:38-66) 
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                          10        20        30        40          
2MEPSP            TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
      50        60        70        80                              
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT                              
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (15-49:48-86) 
 
                               10        20        30               
2MEPSP                 TTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
      40        50        60        70        80                    
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT                    
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.5  bits: 14.5 E():   86 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (23-30:10-17) 
 
               10        20        30        40        50        60 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGN 
                             :::: .:.                               
gi|856              ANPTFGFTPLGLSSDAN                               
                            10                                      
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 67.3  bits: 20.1 E():   89 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (26-70:563-607) 
 
                    10        20        30        40        50      
2MEPSP      TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
          60        70        80                                    
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNAT                                    
         : . ..:.:...:                                              
gi|425 QTLDQYALAQRKISALSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLTA 
            600       610       620       630       640       650   
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.2 E():   92 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (13-22:55-64) 
 
                                 10        20        30        40   
2MEPSP                   TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
             50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                              
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF       
           90       100       110             
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
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 initn:  40 init1:  40 opt:  47  Z-score: 66.8  bits: 19.0 E():   94 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (4-32:90-121) 
 
                                          10           20        30 
2MEPSP                            TTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
               40        50        60        70        80           
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT           
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 66.8  bits: 19.0 E():   94 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (4-32:90-121) 
 
                                          10           20        30 
2MEPSP                            TTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
               40        50        60        70        80           
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT           
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.6  bits: 19.3 E():   96 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (6-39:381-414) 
 
                                        10        20        30      
2MEPSP                          TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
          40        50        60        70        80                
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT                
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (6-62:110-173) 
 
                                        10        20           30   
2MEPSP                          TTVVDNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
      80        90       100       110       120       130          
 
             40            50        60        70        80         
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT         
        :  . .   ::  ..    :  :.:.::. . :                           
gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
 
gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
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 start: Tue Apr 19 10:57:27 2011 done: Tue Apr 19 10:57:27 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 42  - 121 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32     3     8:=* 
  34     9    22:===  * 
  36    31    44:========  * 
  38    37    73:==========        * 
  40    80   102:====================     * 
  42    69   125:==================             * 
  44   115   138:=============================     * 
  46   196   140:==================================*============== 
  48   185   134:=================================*============= 
  50   151   122:==============================*======= 
  52   105   108:==========================* 
  54   112    92:======================*===== 
  56    78    77:===================* 
  58    57    63:===============* 
  60    34    51:=========   * 
  62    18    41:=====     * 
  64    22    33:======  * 
  66    14    26:====  * 
  68    27    20:====*== 
  70    15    16:===* 
  72    36    12:==*====== 
  74    17    10:==*== 
  76    13     8:=*== 
  78    16     6:=*== 
  80     6     5:=* 
  82    19     3:*==== 
  84     3     3:* 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     2     0:=         *== 
 104     1     0:=         *= 
 106     3     0:=         *=== 
 108     0     0:          * 
 110     1     0:=         *= 
 112     1     0:=         *= 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.41310.00343; mu= 3.1886 0.179 
 mean_var=42.212112.284, 0's: 2 Z-trim: 5  B-trim: 63 in 1/43 
 Lambda= 0.197404 
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 Kolmogorov-Smirnov  statistic: 0.1117 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 26.3    0.16 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 25.4    0.29 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 25.1    0.35 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 24.6    0.52 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 24.3    0.63 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 24.3    0.63 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   65 24.3    0.63 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 23.7    0.94 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 23.4     1.1 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 22.3     2.5 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.1     2.7 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 21.7     3.7 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 21.7     3.7 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 21.4     4.6 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.2     5.4 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.5       7 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.1     7.6 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 20.6     8.2 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.3      10 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   56 21.6      11 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   57 21.9      12 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.3      12 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.3      12 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.3      12 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.3      12 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.3      12 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.3      12 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.3      12 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.0      12 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.0      12 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 20.0      12 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   50 20.0      12 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 20.0      12 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.3      13 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.3      14 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.3      14 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.3      14 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.3      14 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 20.3      14 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   49 19.7      15 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   49 19.7      15 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.7      15 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.3      17 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   48 19.5      18 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.5      18 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.5      18 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.4      22 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.4      22 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.4      22 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.4      22 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.4      22 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.4      22 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.4      22 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.4      22 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.4      22 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.4      22 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   52 20.5      23 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.4      23 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 21.0      23 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.4      24 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.4      25 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.4      25 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.4      25 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.4      25 
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gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.4      25 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.4      25 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   52 20.5      25 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   52 20.5      25 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   51 20.2      26 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.0      27 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 21.0      29 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.4      30 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.3      30 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 19.4      30 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.2      31 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.5      32 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.4      33 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.4      33 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 20.7      35 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 20.5      36 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 20.5      36 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.1      36 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.3      39 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.8      39 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.8      39 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 15.9      40 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   49 19.6      40 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   49 19.6      40 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   49 19.6      41 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   49 19.6      41 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   49 19.6      41 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   49 19.6      41 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.4      42 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.6      42 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.6      42 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   49 19.6      42 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   49 19.6      42 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.1      43 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.4      43 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.4      43 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.4      43 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 19.6      44 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.6      46 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.2      47 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   48 19.4      48 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   48 19.4      50 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.4      50 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 19.9      53 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   48 19.4      54 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.8      55 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.8      55 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.8      55 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.1      56 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.5      57 
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gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 18.0      58 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   47 19.1      58 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   47 19.1      58 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   47 19.1      58 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.8      63 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.1      64 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.8      67 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.8      68 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.1      71 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.5      74 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.5      74 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.5      75 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.3      75 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.3      76 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.5      77 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   46 18.8      78 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.5      78 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 17.7      78 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   48 19.3      78 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.3      78 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 19.6      78 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.5      81 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.5      82 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.5      82 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.5      82 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.5      82 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.5      82 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.5      82 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.5      82 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.1      82 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.5      82 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.5      82 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.0      83 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 17.7      83 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.5      84 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 17.7      85 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   51 20.1      89 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.2      91 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.0      94 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.0      94 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.3      97 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.0      98 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 116.8  bits: 26.3 E(): 0.16 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (19-74:31-85) 
 
                           10        20        30         40        
2MEPSP             TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
        50        60        70        80                   
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY                   
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 112.2  bits: 25.4 E(): 0.29 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (19-74:31-85) 
 
                           10        20        30        40         
2MEPSP             TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
         50        60        70        80                   
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY                   
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       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 110.7  bits: 25.1 E(): 0.35 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (22-74:34-85) 
 
                        10        20        30        40            
2MEPSP          TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
      50        60        70        80                   
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATY                   
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 107.6  bits: 24.6 E(): 0.52 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (19-74:31-85) 
 
                           10        20         30        40        
2MEPSP             TVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
        50        60        70        80                   
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY                   
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 106.1  bits: 24.3 E(): 0.63 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (22-74:33-84) 
 
                        10        20        30        40            
2MEPSP          TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
      50        60        70        80                   
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATY                   
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 106.1  bits: 24.3 E(): 0.63 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (22-74:33-84) 
 
                        10        20        30        40            
2MEPSP          TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
      50        60        70        80                   
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATY                   
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  65  Z-score: 106.1  bits: 24.3 E(): 0.63 
Smith-Waterman score: 65; 34.8% identity (53.0% similar) in 66 aa overlap (8-73:22-83) 
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                             10        20        30        40       
2MEPSP               TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                            .: : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
         50        60        70        80                    
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY                    
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 103.0  bits: 23.7 E(): 0.94 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (19-74:31-85) 
 
                           10        20        30        40         
2MEPSP             TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
       50        60        70        80                   
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY                   
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 101.4  bits: 23.4 E():  1.1 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (19-74:31-85) 
 
                           10        20        30         40        
2MEPSP             TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
        50        60        70        80                   
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY                   
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.4  bits: 22.3 E():  2.5 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (19-74:29-83) 
 
                         10        20        30        40           
2MEPSP           TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
       50        60        70        80                   
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY                   
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 94.7  bits: 23.1 E():  2.7 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (4-33:33-62) 
 
                                          10        20        30    
2MEPSP                            TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
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            40        50        60        70        80              
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY              
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.2  bits: 21.7 E():  3.7 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (19-74:31-85) 
 
                           10        20         30        40        
2MEPSP             TVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
        50        60        70        80                   
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY                   
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.2  bits: 21.7 E():  3.7 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (19-74:31-85) 
 
                           10        20         30        40        
2MEPSP             TVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
        50        60        70        80                   
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY                   
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 90.7  bits: 21.4 E():  4.6 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (19-74:31-85) 
 
                           10        20         30        40        
2MEPSP             TVVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
        50        60        70        80                   
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY                   
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 89.3  bits: 21.2 E():  5.4 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (50-72:59-81) 
 
      20        30        40        50        60        70          
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
      80                   
2MEPSP Y                   
                           
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
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 initn:  59 init1:  59 opt:  59  Z-score: 87.3  bits: 22.5 E():    7 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (27-76:17-66) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                 :..:.:     .:  :.  ..:::...: : :.. 
gi|190           MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHG 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
           .. ...:....:                                             
gi|190 HHNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVA 
               60        70        80        90       100       110 
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 86.7  bits: 21.1 E():  7.6 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (15-40:75-101) 
 
                               10         20        30        40    
2MEPSP                 TVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
            50        60        70        80      
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY      
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 86.0  bits: 20.6 E():  8.2 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (22-68:34-79) 
 
                        10        20        30        40            
2MEPSP          TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
      50        60        70        80                   
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATY                   
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.5  bits: 20.3 E():   10 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (50-74:61-85) 
 
      20        30        40        50        60        70          
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
      80                   
2MEPSP Y                   
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.0  bits: 21.6 E():   11 
Smith-Waterman score: 56; 41.9% identity (61.3% similar) in 31 aa overlap (49-79:252-282) 
 
       20        30        40        50        60        70         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
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             230       240       250       260       270       280  
 
       80        
2MEPSP TY        
       :         
gi|144 TAAAGGYKV 
             290 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 83.4  bits: 21.9 E():   12 
Smith-Waterman score: 57; 27.1% identity (60.4% similar) in 48 aa overlap (25-71:315-362) 
 
                     10        20        30        40        50     
2MEPSP       TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
            60        70        80       
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATY       
       .:   .::    :  . :                
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.1  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|760                    DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVF 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|760 EANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.1  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|157                    SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVF 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|157 EANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.1  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|217                    DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALF 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|217 EANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNS 
              50        60        70        80        90       100  
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>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.1  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|217                    DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALF 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|217 EANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNS 
              50        60        70        80        90       100  
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.1  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|214                    SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVF 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|214 EANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.1  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|256                    DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVF 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|256 EANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.0  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:10-27) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|110                   RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALF 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|110 EANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKS 
             50        60        70        80        90       100   
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.0  bits: 20.0 E():   12 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (50-72:61-83) 
 
      20        30        40        50        60        70          
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
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                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
      80                   
2MEPSP Y                   
                           
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.0  bits: 20.0 E():   12 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (50-72:61-83) 
 
      20        30        40        50        60        70          
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
      80                   
2MEPSP Y                   
                           
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 83.0  bits: 20.0 E():   12 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (23-74:35-85) 
 
                       10        20        30        40          50 
2MEPSP         TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
               60        70        80                   
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATY                   
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 83.0  bits: 20.0 E():   12 
Smith-Waterman score: 50; 31.2% identity (58.3% similar) in 48 aa overlap (22-68:34-79) 
 
                        10        20         30        40        50 
2MEPSP          TVVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
               60        70        80                   
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATY                   
       ::..::: :     :.::                               
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 83.0  bits: 20.0 E():   12 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (23-74:35-85) 
 
                       10        20        30        40          50 
2MEPSP         TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
               60        70        80                   
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATY                   
        :..:::     . :.:: : : :                         
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gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.7  bits: 20.3 E():   13 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:15-32) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|394              VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVF 
                            10        20        30        40        
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|394 DANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKS 
        50        60        70        80        90       100        
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.1  bits: 20.3 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:25-42) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|164    MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADF 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|164 EANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKS 
        60        70        80        90       100       110        
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.1  bits: 20.3 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:25-42) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|144    MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVF 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|144 DANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKS 
        60        70        80        90       100       110        
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.1  bits: 20.3 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:26-43) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|996   MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALF 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|996 EANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.1  bits: 20.3 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:26-43) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1192

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|135   MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVF 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|135 EANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.7  bits: 20.3 E():   14 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (58-76:87-105) 
 
        30        40        50        60        70        80        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 81.3  bits: 19.7 E():   15 
Smith-Waterman score: 49; 27.0% identity (58.1% similar) in 74 aa overlap (8-78:19-86) 
 
                          10        20        30        40          
2MEPSP            TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
      50        60           70        80                        
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGNATY                        
         : .  :...   : :  . .:: .:::: :                          
gi|668 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 81.3  bits: 19.7 E():   15 
Smith-Waterman score: 49; 27.0% identity (58.1% similar) in 74 aa overlap (8-78:19-86) 
 
                          10        20        30        40          
2MEPSP            TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
      50        60           70        80                        
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGNATY                        
         : .  :...   : :  . .:: .:::: :                          
gi|833 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.1  bits: 19.7 E():   15 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (50-74:60-84) 
 
      20        30        40        50        60        70          
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
      80                        
2MEPSP Y                        
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
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      90       100       110    
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 80.6  bits: 20.3 E():   17 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (64-79:142-161) 
 
            40        50        60        70            80          
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATY          
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
gi|249 GYKV 
            
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.5 E():   18 
Smith-Waterman score: 48; 24.1% identity (56.9% similar) in 58 aa overlap (1-58:45-102) 
 
                                             10        20        30 
2MEPSP                               TVVDNLLNSEDVHYMLGALRTLGLSVEADK 
                                     :.  . :...:.. .:  . . : .. .   
gi|598 LADDGIEVSADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAP 
           20        30        40        50        60        70     
 
               40        50        60        70        80 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
       ::  :.. .   :   :. ::: .  .:                       
gi|598 AAAGAAAPAEEKKEEKEEEKEESDEDMGFGLFD                  
           80        90       100                         
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.5 E():   18 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (50-74:61-85) 
 
      20        30        40        50        60        70          
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
      80                   
2MEPSP Y                   
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 79.8  bits: 19.5 E():   18 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (5-51:5-46) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
           ..:..::..  .::.     ..:. .  :   .::   : : ::.:.          
gi|225 MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKSP-EDVKKVFHILDKDR 
               10        20            30        40         50      
 
               70        80                                    
2MEPSP GIAMRSLTAAVTAAGGNATY                                    
                                                               
gi|225 SGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
          60        70        80        90       100       110 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|217                    DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALF 
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                                  10        20        30        40  
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|217 EANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNS 
              50        60        70        80        90       100  
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|217                    DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALF 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|217 EANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNS 
              50        60        70        80        90       100  
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|217                    DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALF 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|217 EANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|217                    DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALF 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|217 EANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNS 
              50        60        70        80        90       100  
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|217                    DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALF 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|217 EANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNS 
              50        60        70        80        90       100  
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>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|217                    DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALF 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|217 EANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNS 
              50        60        70        80        90       100  
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|179                    DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|179 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPES 
              50        60        70        80        90       100  
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|217                    DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALF 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|217 EANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNS 
              50        60        70        80        90       100  
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|217                    DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALF 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|217 EANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:9-26) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
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                                  :..  :...: :: :. :                
gi|217                    DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALF 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|217 EANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNS 
              50        60        70        80        90       100  
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.0  bits: 20.5 E():   23 
Smith-Waterman score: 52; 45.2% identity (54.8% similar) in 31 aa overlap (49-79:248-278) 
 
       20        30        40        50        60        70         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
       80        
2MEPSP TY        
       :         
gi|239 TAATGGYKV 
       280       
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.9  bits: 19.4 E():   23 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:18-35) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|217           SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|217 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKS 
               60        70        80        90       100       110 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.9  bits: 21.0 E():   23 
Smith-Waterman score: 54; 19.4% identity (58.3% similar) in 72 aa overlap (6-67:171-242) 
 
                                        10           20          30 
2MEPSP                          TVVDNLLNSEDVHYMLG---ALRTLGLSVEA--DK 
                                     :.:: . : ..:   ...  ::...:  :. 
gi|114 VNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDS 
              150       160       170       180       190       200 
 
               40             50        60        70        80      
2MEPSP AAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY      
           .. .  . .: .:      . . . .  :...:....:                   
gi|114 PNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGISIGSLGRDNS 
              210       220       230       240       250       260 
 
gi|114 RAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPILINQFYCTSA 
              270       280       290       300       310       320 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.7  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:22-39) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|546       GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                     10        20        30        40        50     
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               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|546 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
           60        70        80        90       100       110     
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.4 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:26-43) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|558   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|558 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.4 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:26-43) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|558   MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIF 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|558 DANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.4 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:26-43) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|218   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|218 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.4 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:26-43) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|256   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|256 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.4 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:26-43) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|558   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|558 DANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.4 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:26-43) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                  :..  :...: :: :. :                
gi|864   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|864 DANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.3  bits: 20.5 E():   25 
Smith-Waterman score: 52; 45.2% identity (54.8% similar) in 31 aa overlap (49-79:274-304) 
 
       20        30        40        50        60        70         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
       80        
2MEPSP TY        
       :         
gi|330 TAATGGYKV 
           310   
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.3  bits: 20.5 E():   25 
Smith-Waterman score: 52; 45.2% identity (54.8% similar) in 31 aa overlap (49-79:274-304) 
 
       20        30        40        50        60        70         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
       80        
2MEPSP TY        
       :         
gi|398 TAATGGYKV 
           310   
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.1  bits: 20.2 E():   26 
Smith-Waterman score: 51; 41.9% identity (58.1% similar) in 31 aa overlap (49-79:227-257) 
 
       20        30        40        50        60        70         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
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        200       210       220       230       240       250       
 
       80        
2MEPSP TY        
       :         
gi|180 TAAAGGYKV 
        260      
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.8  bits: 17.0 E():   27 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (25-37:5-17) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                               .: :: .:: :::                        
gi|323                     INLKAVIADPVAKTAVVQAGATLGEVYYXI           
                                   10        20        30           
 
               70        80 
2MEPSP GIAMRSLTAAVTAAGGNATY 
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 54; 19.4% identity (58.3% similar) in 72 aa overlap (6-67:201-272) 
 
                                        10           20          30 
2MEPSP                          TVVDNLLNSEDVHYMLG---ALRTLGLSVEA--DK 
                                     :.:: . : ..:   ...  ::...:  :. 
gi|476 VNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDS 
              180       190       200       210       220       230 
 
               40             50        60        70        80      
2MEPSP AAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY      
           .. .  . .: .:      . . . .  :...:....:                   
gi|476 PNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGISIGSLGRDNS 
              240       250       260       270       280       290 
 
gi|476 RAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPILINQFYCTSA 
              300       310       320       330       340       350 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.9  bits: 19.4 E():   30 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:55-72) 
 
                  10        20        30        40        50        
2MEPSP    TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
        60        70        80                                      
2MEPSP GNAGIAMRSLTAAVTAAGGNATY                                      
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 75.9  bits: 18.3 E():   30 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (26-57:40-71) 
 
                    10        20        30        40        50      
2MEPSP      TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
          60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATY 
       :.                        
gi|154 FVDSLDKIAQVPRVG           
      70        80               
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>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 75.8  bits: 19.4 E():   30 
Smith-Waterman score: 48; 25.0% identity (60.0% similar) in 40 aa overlap (2-41:137-176) 
 
                                            10        20        30  
2MEPSP                              TVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     :: . . .:  . ..  ...:: :  . .. 
gi|501 ILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRS 
        110       120       130       140       150       160       
 
              40        50        60        70        80 
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
         :  .:.::                                        
gi|501 NTRPKIVNCGEL                                      
        170                                              
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.5  bits: 20.2 E():   31 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (4-52:221-261) 
 
                                          10        20        30    
2MEPSP                            TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
            40        50        60        70        80              
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY              
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 75.3  bits: 20.5 E():   32 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (6-34:246-275) 
 
                                        10         20        30     
2MEPSP                          TVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
           40        50        60        70        80               
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY               
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.1  bits: 19.4 E():   33 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (23-56:152-189) 
 
                       10        20        30           40          
2MEPSP         TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
      50         60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
       : :. .::                         
gi|476 KCERGKLFANCCK                    
             190                        
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.1  bits: 19.4 E():   33 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (23-56:152-189) 
 
                       10        20        30           40          
2MEPSP         TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
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                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
      50         60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
       : :. .::                         
gi|313 KCERGKLFANCCK                    
             190                        
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 74.7  bits: 20.7 E():   35 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (6-30:201-228) 
 
                                        10           20        30   
2MEPSP                          TVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             40        50        60        70        80             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY             
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 74.5  bits: 20.5 E():   36 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (1-32:88-122) 
 
                                             10           20        
2MEPSP                               TVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
        30        40        50        60        70        80        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 74.4  bits: 20.5 E():   36 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (1-32:88-122) 
 
                                             10           20        
2MEPSP                               TVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
        30        40        50        60        70        80        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.4  bits: 18.1 E():   36 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (29-57:43-71) 
 
                 10        20        30        40        50         
2MEPSP   TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
       60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATY 
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gi|122 SLDKIAQVPRVG           
             80               
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 18.3 E():   39 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (51-74:61-84) 
 
               30        40        50        60        70        80 
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (27-75:75-123) 
 
                   10        20        30        40        50       
2MEPSP     TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
         60        70        80                              
2MEPSP LGNAGIAMRSLTAAVTAAGGNATY                              
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (27-75:75-123) 
 
                   10        20        30        40        50       
2MEPSP     TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
         60        70        80                              
2MEPSP LGNAGIAMRSLTAAVTAAGGNATY                              
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 73.6  bits: 15.9 E():   40 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (26-39:3-16) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                :.: .::.  : ::                      
gi|463                        DFVDAHNAARAQVGVGPVHWT                 
                                      10        20                  
 
               70        80 
2MEPSP GIAMRSLTAAVTAAGGNATY 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 19.6 E():   40 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (58-79:251-272) 
 
        30        40        50        60        70        80        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     : : .:  . :.:. ::.: ::         
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
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>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.6 E():   40 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (58-79:252-273) 
 
        30        40        50        60        70        80        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     : : .:  . :.:. ::.: ::         
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (58-79:255-276) 
 
        30        40        50        60        70        80        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     : : .:  . :.:. ::.: ::         
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (60-79:260-279) 
 
      30        40        50        60        70        80        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (60-79:260-279) 
 
      30        40        50        60        70        80        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (60-79:260-279) 
 
      30        40        50        60        70        80        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (60-79:260-279) 
 
      30        40        50        60        70        80        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (60-79:260-279) 
 
      30        40        50        60        70        80        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (60-79:260-279) 
 
      30        40        50        60        70        80        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     :. :  . :::: :: : ::         
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (60-79:260-279) 
 
      30        40        50        60        70        80        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (60-79:260-279) 
 
      30        40        50        60        70        80        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     :. :  . :::: :: : ::         
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (60-79:260-279) 
 
      30        40        50        60        70        80        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (60-79:260-279) 
 
      30        40        50        60        70        80        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (60-79:260-279) 
 
      30        40        50        60        70        80        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (60-79:260-279) 
 
      30        40        50        60        70        80        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1205

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (58-79:258-279) 
 
        30        40        50        60        70        80        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     : : .:  . :.:. ::.: ::         
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (60-79:260-279) 
 
      30        40        50        60        70        80        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (60-79:260-279) 
 
      30        40        50        60        70        80        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     :. :  . :::: :: : ::         
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.3  bits: 19.4 E():   42 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (49-76:210-237) 
 
       20        30        40        50        60        70         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
       80 
2MEPSP TY 
          
gi|226 V  
     240  
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (50-79:5-32) 
 
      20        30        40        50        60        70          
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
      80                                                            
2MEPSP Y                                                            
                                                                    
gi|300 TEEQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (50-79:5-32) 
 
      20        30        40        50        60        70          
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
      80                                                            
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2MEPSP Y                                                            
                                                                    
gi|300 TEEQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   42 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (58-79:261-282) 
 
        30        40        50        60        70        80        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     : : .:  . :.:. ::.: ::         
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 19.6 E():   42 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (58-79:266-287) 
 
        30        40        50        60        70        80        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     : : .:  . :.:. ::.: ::         
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.1  bits: 19.1 E():   43 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (4-33:33-62) 
 
                                          10        20        30    
2MEPSP                            TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
            40        50        60        70        80              
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY              
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (6-30:201-228) 
 
                                        10           20        30   
2MEPSP                          TVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             40        50        60        70        80             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY             
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (6-30:201-228) 
 
                                        10           20        30   
2MEPSP                          TVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             40        50        60        70        80             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY             
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
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              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (6-30:201-228) 
 
                                        10           20        30   
2MEPSP                          TVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             40        50        60        70        80             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY             
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (6-30:201-228) 
 
                                        10           20        30   
2MEPSP                          TVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             40        50        60        70        80             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY             
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (6-30:201-228) 
 
                                        10           20        30   
2MEPSP                          TVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             40        50        60        70        80             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY             
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (6-30:201-228) 
 
                                        10           20        30   
2MEPSP                          TVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             40        50        60        70        80             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY             
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (6-30:201-228) 
 
                                        10           20        30   
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2MEPSP                          TVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             40        50        60        70        80             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY             
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (6-30:201-228) 
 
                                        10           20        30   
2MEPSP                          TVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             40        50        60        70        80             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY             
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (6-30:201-228) 
 
                                        10           20        30   
2MEPSP                          TVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             40        50        60        70        80             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY             
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (6-30:201-228) 
 
                                        10           20        30   
2MEPSP                          TVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             40        50        60        70        80             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY             
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (6-30:201-228) 
 
                                        10           20        30   
2MEPSP                          TVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             40        50        60        70        80             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY             
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gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (6-30:201-228) 
 
                                        10           20        30   
2MEPSP                          TVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
             40        50        60        70        80             
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY             
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.9  bits: 19.6 E():   44 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (8-58:113-157) 
 
                                      10        20        30        
2MEPSP                        TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
        40        50        60        70        80                  
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY                  
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.5  bits: 15.6 E():   46 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (39-47:4-12) 
 
       10        20        30        40        50        60         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     ::...: .:                      
gi|544                            APPGCSNHFNLETVFGNFVK              
                                          10        20              
 
       70        80 
2MEPSP AAVTAAGGNATY 
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.3  bits: 20.2 E():   47 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (25-69:163-207) 
 
                     10        20        30        40        50     
2MEPSP       TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
           60        70        80                                   
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATY                                   
         : . ..:.:...:                                              
gi|845 QTLDQYALAQRKISALSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTT 
            200       210       220       230       240       250   
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.1  bits: 19.4 E():   48 
Smith-Waterman score: 48; 45.2% identity (51.6% similar) in 31 aa overlap (49-79:238-268) 
 
       20        30        40        50        60        70         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
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                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
       80        
2MEPSP TY        
       :         
gi|313 TAATGGYKV 
       270       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.9  bits: 19.4 E():   50 
Smith-Waterman score: 48; 41.9% identity (54.8% similar) in 31 aa overlap (49-79:246-276) 
 
       20        30        40        50        60        70         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
       80        
2MEPSP TY        
       :         
gi|295 TAATGGYKV 
         280     
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.9  bits: 19.4 E():   50 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (10-34:195-217) 
 
                                    10        20        30          
2MEPSP                      TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
      40        50        60        70        80                    
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY                    
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 71.4  bits: 19.9 E():   53 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (3-32:90-122) 
 
                                           10           20          
2MEPSP                             TVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
      30        40        50        60        70        80          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY          
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.3  bits: 19.4 E():   54 
Smith-Waterman score: 48; 55.0% identity (65.0% similar) in 20 aa overlap (60-79:280-299) 
 
      30        40        50        60        70        80        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     :. :  . :::: :: : ::         
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV 
     250       260       270       280       290       300        
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (22-37:172-187) 
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                        10        20        30        40        50  
2MEPSP          TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
              60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     
gi|256 KESLAKKNHGLSRSE               
             210                     
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (22-37:173-188) 
 
                        10        20        30        40        50  
2MEPSP          TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
              60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     
gi|187 KESLAKKNHGLSRSE               
            210                      
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (22-37:173-188) 
 
                        10        20        30        40        50  
2MEPSP          TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
              60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     
gi|187 KESLAKKNHGLSRSE               
            210                      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (39-52:91-104) 
 
       10        20        30        40        50        60         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
       70        80                                                 
2MEPSP AAVTAAGGNATY                                                 
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.8  bits: 18.5 E():   57 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (16-55:106-145) 
 
                              10        20        30        40      
2MEPSP                TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
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          50        60        70        80                  
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY                  
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.7  bits: 18.0 E():   58 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (42-72:6-35) 
 
              20        30        40        50        60        70  
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.. . : .:. . :: . :...   :::  
gi|144                          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAK 
                                        10         20        30     
 
              80                                                    
2MEPSP TAAGGNATY                                                    
       :                                                            
gi|144 TVKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQ 
           40        50        60        70        80        90     
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 45.2% identity (51.6% similar) in 31 aa overlap (49-79:238-268) 
 
       20        30        40        50        60        70         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
       80        
2MEPSP TY        
       :         
gi|168 TAATGGYKV 
       270       
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 45.2% identity (51.6% similar) in 31 aa overlap (49-79:238-268) 
 
       20        30        40        50        60        70         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
       80        
2MEPSP TY        
       :         
gi|313 TAATGGYKV 
       270       
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 45.2% identity (51.6% similar) in 31 aa overlap (49-79:238-268) 
 
       20        30        40        50        60        70         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
       80        
2MEPSP TY        
       :         
gi|313 TAATGGYKV 
       270       
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (39-52:76-89) 
 
       10        20        30        40        50        60         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
       70        80                                                 
2MEPSP AAVTAAGGNATY                                                 
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.1 E():   64 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (58-78:267-287) 
 
        30        40        50        60        70        80        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
        240       250       260       270       280       290       
 
gi|119 SAGGYKV 
        300    
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (39-52:91-104) 
 
       10        20        30        40        50        60         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
       70        80                                                 
2MEPSP AAVTAAGGNATY                                                 
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.8 E():   68 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (39-52:91-104) 
 
       10        20        30        40        50        60         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
       70        80                                                 
2MEPSP AAVTAAGGNATY                                                 
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 69.0  bits: 19.1 E():   71 
Smith-Waterman score: 47; 34.6% identity (50.0% similar) in 52 aa overlap (27-76:279-330) 
 
                   10        20        30        40        50       
2MEPSP     TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     .:.:::: :..:   .   :  :   :    
gi|113 QSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATGAVGAATGAVGAA 
      250       260       270       280       290       300         
 
         60          70        80 
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2MEPSP LGNAGIAM--RSLTAAVTAAGGNATY 
        : :  :    .  ::. .:::     
gi|113 TGAATAAAGGYKTGAATPTAGGYKV  
      310       320       330     
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.5 E():   74 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (39-52:68-81) 
 
       10        20        30        40        50        60         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
       70        80                                                 
2MEPSP AAVTAAGGNATY                                                 
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.5 E():   74 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (39-52:68-81) 
 
       10        20        30        40        50        60         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
       70        80                                                 
2MEPSP AAVTAAGGNATY                                                 
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.5 E():   75 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (39-52:69-82) 
 
       10        20        30        40        50        60         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
       70        80                                                 
2MEPSP AAVTAAGGNATY                                                 
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 44; 45.5% identity (81.8% similar) in 11 aa overlap (38-48:166-176) 
 
        10        20        30        40        50        60        
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     .:::..  .::                    
gi|549 EVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGN 
         140       150       160       170       180       190      
 
        70        80 
2MEPSP TAAVTAAGGNATY 
                     
gi|549 EPIYERK       
         200         
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.5  bits: 18.3 E():   76 
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Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (43-77:96-129) 
 
             20        30        40        50        60        70   
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
             80                                                     
2MEPSP AAGGNATY                                                     
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.5 E():   77 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (43-61:82-100) 
 
             20        30        40        50        60        70   
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
             80 
2MEPSP AAGGNATY 
                
gi|188 QSGAIYV  
                
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.3  bits: 18.8 E():   78 
Smith-Waterman score: 46; 41.9% identity (61.3% similar) in 31 aa overlap (49-79:267-293) 
 
       20        30        40        50        60        70         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
       80        
2MEPSP TY        
       :         
gi|663 TAAAGGYKA 
            300  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.3  bits: 18.5 E():   78 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (39-52:80-93) 
 
       10        20        30        40        50        60         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
       70        80                                                 
2MEPSP AAVTAAGGNATY                                                 
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (22-46:16-40) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                            : :. .:....: :..:  ::.. :               
gi|753       MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALT 
                     10        20        30        40        50     
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               70        80                                         
2MEPSP GIAMRSLTAAVTAAGGNATY                                         
                                                                    
gi|753 IATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLE 
           60        70        80        90       100       110     
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 68.3  bits: 19.3 E():   78 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (3-32:90-122) 
 
                                           10           20          
2MEPSP                             TVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|467 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
      30        40        50        60        70        80          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY          
       :::                                                          
gi|467 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 68.3  bits: 19.3 E():   78 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (3-32:90-122) 
 
                                           10           20          
2MEPSP                             TVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|601 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
      30        40        50        60        70        80          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY          
       :::                                                          
gi|601 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 68.2  bits: 19.6 E():   78 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (8-38:378-406) 
 
                                      10        20        30        
2MEPSP                        TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
        40        50        60        70        80                  
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY                  
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (39-52:91-104) 
 
       10        20        30        40        50        60         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
       70        80                                                 
2MEPSP AAVTAAGGNATY                                                 
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
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>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (39-52:91-104) 
 
       10        20        30        40        50        60         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
       70        80                                                 
2MEPSP AAVTAAGGNATY                                                 
                                                                    
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (39-52:91-104) 
 
       10        20        30        40        50        60         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
       70        80                                                 
2MEPSP AAVTAAGGNATY                                                 
                                                                    
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (39-52:91-104) 
 
       10        20        30        40        50        60         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
       70        80                                                 
2MEPSP AAVTAAGGNATY                                                 
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (39-52:91-104) 
 
       10        20        30        40        50        60         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
       70        80                                                 
2MEPSP AAVTAAGGNATY                                                 
                                                                    
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (39-52:91-104) 
 
       10        20        30        40        50        60         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
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gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
       70        80                                                 
2MEPSP AAVTAAGGNATY                                                 
                                                                    
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (39-52:91-104) 
 
       10        20        30        40        50        60         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
       70        80                                                 
2MEPSP AAVTAAGGNATY                                                 
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (39-52:91-104) 
 
       10        20        30        40        50        60         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
       70        80                                                 
2MEPSP AAVTAAGGNATY                                                 
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.9  bits: 16.1 E():   82 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (40-54:30-44) 
 
      10        20        30        40        50        60          
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                                     :     :.:.::...                
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN          
                10        20        30        40        50          
 
      70        80 
2MEPSP AVTAAGGNATY 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (39-52:92-105) 
 
       10        20        30        40        50        60         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
       70        80                                                 
2MEPSP AAVTAAGGNATY                                                 
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (39-52:93-106) 
 
       10        20        30        40        50        60         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
       70        80                                                 
2MEPSP AAVTAAGGNATY                                                 
                                                                    
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 67.8  bits: 19.0 E():   83 
Smith-Waterman score: 47; 27.9% identity (60.5% similar) in 43 aa overlap (6-42:225-267) 
 
                                        10        20                
2MEPSP                          TVVDNLLNSEDVHYMLGALRTLGLSVEA------D 
                                     ::.. :  :. :.:  . .:::.      : 
gi|118 VFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQITLD 
          200       210       220       230       240       250     
 
      30        40        50        60        70        80          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY          
       . .  . ...:.:                                                
gi|118 SITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSSIDSL 
          260       270       280       290       300       310     
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (19-47:38-66) 
 
                           10        20        30        40         
2MEPSP             TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
       50        60        70        80                             
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY                             
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.7  bits: 14.5 E():   84 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (22-29:10-17) 
 
               10        20        30        40        50        60 
2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                            :::: .:.                                
gi|856             ANPTFGFTPLGLSSDAN                                
                           10                                       
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (14-48:48-86) 
 
                                10        20             30         
2MEPSP                  TVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
       40        50        60        70        80                   
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY                   
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
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         80        90       100       110       120       130       
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 67.2  bits: 20.1 E():   89 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (25-69:563-607) 
 
                     10        20        30        40        50     
2MEPSP       TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
           60        70        80                                   
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATY                                   
         : . ..:.:...:                                              
gi|425 QTLDQYALAQRKISALSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLTA 
            600       610       620       630       640       650   
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.2 E():   91 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (12-21:55-64) 
 
                                  10        20        30        40  
2MEPSP                    TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
              50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                               
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
           90       100       110              
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 66.8  bits: 19.0 E():   94 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (3-31:90-121) 
 
                                           10           20          
2MEPSP                             TVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
      30        40        50        60        70        80          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY          
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 66.8  bits: 19.0 E():   94 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (3-31:90-121) 
 
                                           10           20          
2MEPSP                             TVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
      30        40        50        60        70        80          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY          
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.6  bits: 19.3 E():   97 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (5-38:381-414) 
 
                                         10        20        30     
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2MEPSP                           TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
           40        50        60        70        80               
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY               
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (5-61:110-173) 
 
                                         10        20           30  
2MEPSP                           TVVDNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
      80        90       100       110       120       130          
 
              40            50        60        70        80        
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY        
        :  . .   ::  ..    :  :.:.::. . :                           
gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
 
gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:27 2011 done: Tue Apr 19 10:57:27 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 43  - 122 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32     4     8:=* 
  34     8    22:==   * 
  36    31    44:========  * 
  38    39    73:==========        * 
  40    79   102:====================     * 
  42    68   125:=================              * 
  44   115   138:=============================     * 
  46   194   140:==================================*============== 
  48   185   134:=================================*============= 
  50   150   122:==============================*======= 
  52   109   108:==========================*= 
  54   111    92:======================*===== 
  56    78    77:===================* 
  58    58    63:===============* 
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  60    33    51:=========   * 
  62    18    41:=====     * 
  64    21    33:======  * 
  66    14    26:====  * 
  68    27    20:====*== 
  70    17    16:===*= 
  72    37    12:==*======= 
  74    16    10:==*= 
  76    13     8:=*== 
  78    16     6:=*== 
  80     5     5:=* 
  82    20     3:*==== 
  84     2     3:* 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     2     0:=         *== 
 104     1     0:=         *= 
 106     3     0:=         *=== 
 108     0     0:          * 
 110     1     0:=         *= 
 112     1     0:=         *= 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.42240.00344; mu= 3.1493 0.179 
 mean_var=42.190412.308, 0's: 2 Z-trim: 5  B-trim: 63 in 1/43 
 Lambda= 0.197455 
 Kolmogorov-Smirnov  statistic: 0.1117 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 26.3    0.16 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 25.4    0.29 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 25.2    0.35 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 24.6    0.52 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 24.3    0.63 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 24.3    0.63 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   65 24.3    0.63 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 23.7    0.94 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 23.4     1.1 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 22.3     2.5 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.1     2.7 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 21.7     3.7 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 21.7     3.7 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 21.4     4.5 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.2     5.4 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.5       7 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.1     7.6 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 20.6     8.2 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.3      10 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   56 21.6      11 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   57 21.9      12 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.3      12 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.3      12 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.3      12 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.3      12 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.3      12 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.3      12 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.3      12 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.0      12 
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gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.0      12 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 20.0      12 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   50 20.0      12 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 20.0      12 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.3      13 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.3      14 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.3      14 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.3      14 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.3      14 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 20.3      14 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   49 19.7      15 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   49 19.7      15 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.7      15 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.3      17 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.5      18 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.5      18 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.4      22 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.4      22 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.4      22 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.4      22 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.4      22 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.4      22 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.4      22 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.4      22 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.4      22 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.4      22 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   52 20.5      23 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.4      23 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 21.0      23 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.4      24 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.4      25 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.4      25 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.4      25 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.4      25 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.4      25 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.4      25 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   52 20.5      25 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   52 20.5      25 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   51 20.2      26 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.0      27 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 21.0      29 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.4      30 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.3      30 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 19.4      30 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.2      32 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.5      33 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.4      33 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.4      33 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 20.7      35 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.1      36 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.3      39 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.3      39 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.8      39 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.8      39 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 15.9      40 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   49 19.6      40 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   49 19.6      40 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   49 19.6      41 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   49 19.6      41 
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gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   49 19.6      41 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   49 19.6      41 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.6      42 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.6      42 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.4      42 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   49 19.6      42 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.1      43 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   49 19.6      43 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.4      43 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.4      43 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.4      43 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 19.6      44 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   49 19.6      45 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.6      46 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.2      47 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   48 19.4      48 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   48 19.4      50 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.4      50 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 19.9      53 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   50 19.9      53 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   50 19.9      53 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   48 19.3      54 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.8      55 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.8      55 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.8      55 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.1      57 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.5      57 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 18.0      58 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   47 19.1      59 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   47 19.1      59 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   47 19.1      59 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.8      63 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.1      65 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.8      67 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.8      69 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.1      71 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.5      74 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.5      74 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.5      75 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.3      75 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.2      76 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.5      77 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   46 18.8      78 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.5      78 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 17.7      78 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   48 19.3      79 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.3      79 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 19.6      79 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.5      81 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.1      82 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.5      82 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.5      82 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.5      82 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.5      82 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.5      82 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.5      82 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.5      82 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.5      82 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.5      82 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 17.7      83 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.0      83 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.5      84 
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gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 17.7      85 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   51 20.1      90 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.2      91 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.0      95 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.0      95 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.3      97 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.0      98 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 116.8  bits: 26.3 E(): 0.16 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (18-73:31-85) 
 
                            10        20        30         40       
2MEPSP              VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
         50        60        70        80                  
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                  
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 112.2  bits: 25.4 E(): 0.29 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (18-73:31-85) 
 
                            10        20        30        40        
2MEPSP              VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
          50        60        70        80                  
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                  
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 110.7  bits: 25.2 E(): 0.35 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (21-73:34-85) 
 
                         10        20        30        40           
2MEPSP           VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
       50        60        70        80                  
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                  
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 107.6  bits: 24.6 E(): 0.52 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (18-73:31-85) 
 
                            10        20         30        40       
2MEPSP              VVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
         50        60        70        80                  
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                  
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
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>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 106.1  bits: 24.3 E(): 0.63 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (21-73:33-84) 
 
                         10        20        30        40           
2MEPSP           VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
       50        60        70        80                  
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                  
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 106.1  bits: 24.3 E(): 0.63 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (21-73:33-84) 
 
                         10        20        30        40           
2MEPSP           VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
       50        60        70        80                  
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                  
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  65  Z-score: 106.1  bits: 24.3 E(): 0.63 
Smith-Waterman score: 65; 34.8% identity (53.0% similar) in 66 aa overlap (7-72:22-83) 
 
                              10        20        30        40      
2MEPSP                VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                            .: : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
          50        60        70        80                   
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                   
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 103.0  bits: 23.7 E(): 0.94 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (18-73:31-85) 
 
                            10        20        30        40        
2MEPSP              VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
        50        60        70        80                  
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                  
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 101.4  bits: 23.4 E():  1.1 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (18-73:31-85) 
 
                            10        20        30         40       
2MEPSP              VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
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                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
         50        60        70        80                  
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                  
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.4  bits: 22.3 E():  2.5 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (18-73:29-83) 
 
                          10        20        30        40          
2MEPSP            VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
        50        60        70        80                  
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                  
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 94.7  bits: 23.1 E():  2.7 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (3-32:33-62) 
 
                                           10        20        30   
2MEPSP                             VVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
             40        50        60        70        80             
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV             
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.2  bits: 21.7 E():  3.7 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (18-73:31-85) 
 
                            10        20         30        40       
2MEPSP              VVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
         50        60        70        80                  
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                  
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.2  bits: 21.7 E():  3.7 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (18-73:31-85) 
 
                            10        20         30        40       
2MEPSP              VVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
         50        60        70        80                  
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                  
          ::..::: :     : :: : : :                         
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gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 90.7  bits: 21.4 E():  4.5 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (18-73:31-85) 
 
                            10        20         30        40       
2MEPSP              VVDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
         50        60        70        80                  
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                  
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 89.3  bits: 21.2 E():  5.4 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (49-71:59-81) 
 
       20        30        40        50        60        70         
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
       80                  
2MEPSP YV                  
                           
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 87.3  bits: 22.5 E():    7 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (26-75:17-66) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                :..:.:     .:  :.  ..:::...: : :..  
gi|190          MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGH 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
          .. ...:....:                                              
gi|190 HNAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVAD 
              60        70        80        90       100       110  
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 86.7  bits: 21.1 E():  7.6 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (14-39:75-101) 
 
                                10         20        30        40   
2MEPSP                  VVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
             50        60        70        80     
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV     
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 86.0  bits: 20.6 E():  8.2 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (21-67:34-79) 
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                         10        20        30        40           
2MEPSP           VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
       50        60        70        80                  
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                  
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.5  bits: 20.3 E():   10 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (49-73:61-85) 
 
       20        30        40        50        60        70         
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
       80                  
2MEPSP YV                  
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.0  bits: 21.6 E():   11 
Smith-Waterman score: 56; 41.9% identity (61.3% similar) in 31 aa overlap (48-78:252-282) 
 
        20        30        40        50        60        70        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
        80       
2MEPSP TYV       
       :         
gi|144 TAAAGGYKV 
             290 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 83.4  bits: 21.9 E():   12 
Smith-Waterman score: 57; 27.1% identity (60.4% similar) in 48 aa overlap (24-70:315-362) 
 
                      10        20        30        40         50   
2MEPSP        VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
             60        70        80      
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYV      
       .:   .::    :  . :                
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.1  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|760                   DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFE 
                                 10        20        30        40   
 
               70        80                                         
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2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|760 ANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSE 
             50        60        70        80        90       100   
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.1  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|157                   SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFE 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|157 ANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSE 
             50        60        70        80        90       100   
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.1  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|217                   DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFE 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|217 ANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSE 
             50        60        70        80        90       100   
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.1  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|217                   DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFE 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|217 ANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSE 
             50        60        70        80        90       100   
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.1  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|214                   SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFE 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|214 ANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSE 
             50        60        70        80        90       100   
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.1  bits: 20.3 E():   12 
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Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|256                   DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFE 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|256 ANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSE 
             50        60        70        80        90       100   
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.0  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:10-27) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|110                  RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFE 
                                10        20        30        40    
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|110 ANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSE 
            50        60        70        80        90       100    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.0  bits: 20.0 E():   12 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (49-71:61-83) 
 
       20        30        40        50        60        70         
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
       80                  
2MEPSP YV                  
                           
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.0  bits: 20.0 E():   12 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (49-71:61-83) 
 
       20        30        40        50        60        70         
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
       80                  
2MEPSP YV                  
                           
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 83.0  bits: 20.0 E():   12 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (22-73:35-85) 
 
                        10        20        30        40            
2MEPSP          VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
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      50        60        70        80                  
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                  
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 83.0  bits: 20.0 E():   12 
Smith-Waterman score: 50; 31.2% identity (58.3% similar) in 48 aa overlap (21-67:34-79) 
 
                         10        20         30        40          
2MEPSP           VVDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
      50        60        70        80                  
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                  
       ::..::: :     :.::                               
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 83.0  bits: 20.0 E():   12 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (22-73:35-85) 
 
                        10        20        30        40            
2MEPSP          VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
      50        60        70        80                  
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                  
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.7  bits: 20.3 E():   13 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:15-32) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|394             VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFD 
                           10        20        30        40         
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|394 ANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSE 
       50        60        70        80        90       100         
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.1  bits: 20.3 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:25-42) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|164   MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFE 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|164 ANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSE 
       60        70        80        90       100       110         
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>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.1  bits: 20.3 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:25-42) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|144   MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFD 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|144 ANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSE 
       60        70        80        90       100       110         
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.1  bits: 20.3 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:26-43) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|996  MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFE 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|996 ANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.1  bits: 20.3 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:26-43) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|135  MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFE 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|135 ANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.7  bits: 20.3 E():   14 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (57-75:87-105) 
 
         30        40        50        60        70        80       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 81.3  bits: 19.7 E():   15 
Smith-Waterman score: 49; 27.0% identity (58.1% similar) in 74 aa overlap (7-77:19-86) 
 
                           10        20        30        40         
2MEPSP             VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
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       50           60        70        80                       
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGNATYV                       
         : .  :...   : :  . .:: .:::: :                          
gi|668 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 81.3  bits: 19.7 E():   15 
Smith-Waterman score: 49; 27.0% identity (58.1% similar) in 74 aa overlap (7-77:19-86) 
 
                           10        20        30        40         
2MEPSP             VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
       50           60        70        80                       
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGNATYV                       
         : .  :...   : :  . .:: .:::: :                          
gi|833 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.1  bits: 19.7 E():   15 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (49-73:60-84) 
 
       20        30        40        50        60        70         
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
       80                       
2MEPSP YV                       
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 80.6  bits: 20.3 E():   17 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (63-78:142-161) 
 
             40        50        60        70            80         
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYV         
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
gi|249 GYKV 
            
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.5 E():   18 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (49-73:61-85) 
 
       20        30        40        50        60        70         
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
       80                  
2MEPSP YV                  
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 79.8  bits: 19.5 E():   18 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (4-50:5-46) 
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                10        20        30        40        50          
2MEPSP  VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
           ..:..::..  .::.     ..:. .  :   .::   : : ::.:.          
gi|225 MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKSP-EDVKKVFHILDKDR 
               10        20            30        40         50      
 
      60        70        80                                   
2MEPSP GIAMRSLTAAVTAAGGNATYV                                   
                                                               
gi|225 SGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
          60        70        80        90       100       110 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|217                   DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFE 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|217 ANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSE 
             50        60        70        80        90       100   
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|217                   DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFE 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|217 ANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSE 
             50        60        70        80        90       100   
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|217                   DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFE 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|217 ANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSE 
             50        60        70        80        90       100   
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|217                   DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFE 
                                 10        20        30        40   
 
               70        80                                         
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2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|217 ANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSE 
             50        60        70        80        90       100   
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|179                   DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|179 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESE 
             50        60        70        80        90       100   
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|217                   DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFE 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|217 ANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSE 
             50        60        70        80        90       100   
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|217                   DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFE 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|217 ANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSE 
             50        60        70        80        90       100   
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|217                   DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFE 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|217 ANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPKSE 
             50        60        70        80        90       100   
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   22 
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Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|217                   DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFE 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|217 ANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSE 
             50        60        70        80        90       100   
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|217                   DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFE 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|217 ANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSE 
             50        60        70        80        90       100   
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.0  bits: 20.5 E():   23 
Smith-Waterman score: 52; 45.2% identity (54.8% similar) in 31 aa overlap (48-78:248-278) 
 
        20        30        40        50        60        70        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
        80       
2MEPSP TYV       
       :         
gi|239 TAATGGYKV 
       280       
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.9  bits: 19.4 E():   23 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:18-35) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|217          SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|217 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSE 
              60        70        80        90       100       110  
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.9  bits: 21.0 E():   23 
Smith-Waterman score: 54; 19.4% identity (58.3% similar) in 72 aa overlap (5-66:171-242) 
 
                                         10           20            
2MEPSP                           VVDNLLNSEDVHYMLG---ALRTLGLSVEA--DK 
                                     :.:: . : ..:   ...  ::...:  :. 
gi|114 VNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDS 
              150       160       170       180       190       200 
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      30        40             50        60        70        80     
2MEPSP AAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV     
           .. .  . .: .:      . . . .  :...:....:                   
gi|114 PNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGISIGSLGRDNS 
              210       220       230       240       250       260 
 
gi|114 RAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPILINQFYCTSA 
              270       280       290       300       310       320 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.7  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:22-39) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|546      GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|546 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSE 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.4  bits: 19.4 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:26-43) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|558  MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|558 ANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.4  bits: 19.4 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:26-43) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|558  MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFD 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|558 ANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.4  bits: 19.4 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:26-43) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|558  MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1239

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|558 ANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.4  bits: 19.4 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:26-43) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|218  MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|218 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.4  bits: 19.4 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:26-43) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|256  MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|256 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.4  bits: 19.4 E():   25 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:26-43) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                 :..  :...: :: :. :                 
gi|864  MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|864 ANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.3  bits: 20.5 E():   25 
Smith-Waterman score: 52; 45.2% identity (54.8% similar) in 31 aa overlap (48-78:274-304) 
 
        20        30        40        50        60        70        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
        80       
2MEPSP TYV       
       :         
gi|330 TAATGGYKV 
           310   
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.3  bits: 20.5 E():   25 
Smith-Waterman score: 52; 45.2% identity (54.8% similar) in 31 aa overlap (48-78:274-304) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1240

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

        20        30        40        50        60        70        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
        80       
2MEPSP TYV       
       :         
gi|398 TAATGGYKV 
           310   
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.1  bits: 20.2 E():   26 
Smith-Waterman score: 51; 41.9% identity (58.1% similar) in 31 aa overlap (48-78:227-257) 
 
        20        30        40        50        60        70        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
        80       
2MEPSP TYV       
       :         
gi|180 TAAAGGYKV 
        260      
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.8  bits: 17.0 E():   27 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (24-36:5-17) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                              .: :: .:: :::                         
gi|323                    INLKAVIADPVAKTAVVQAGATLGEVYYXI            
                                  10        20        30            
 
               70        80 
2MEPSP IAMRSLTAAVTAAGGNATYV 
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 54; 19.4% identity (58.3% similar) in 72 aa overlap (5-66:201-272) 
 
                                         10           20            
2MEPSP                           VVDNLLNSEDVHYMLG---ALRTLGLSVEA--DK 
                                     :.:: . : ..:   ...  ::...:  :. 
gi|476 VNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDS 
              180       190       200       210       220       230 
 
      30        40             50        60        70        80     
2MEPSP AAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV     
           .. .  . .: .:      . . . .  :...:....:                   
gi|476 PNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGISIGSLGRDNS 
              240       250       260       270       280       290 
 
gi|476 RAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPILINQFYCTSA 
              300       310       320       330       340       350 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.9  bits: 19.4 E():   30 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:55-72) 
 
                   10        20        30        40        50       
2MEPSP     VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
         60        70        80                                     
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2MEPSP GNAGIAMRSLTAAVTAAGGNATYV                                     
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 75.9  bits: 18.3 E():   30 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (25-56:40-71) 
 
                     10        20        30        40        50     
2MEPSP       VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
           60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYV 
       :.                         
gi|154 FVDSLDKIAQVPRVG            
      70        80                
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 75.8  bits: 19.4 E():   30 
Smith-Waterman score: 48; 25.0% identity (60.0% similar) in 40 aa overlap (1-40:137-176) 
 
                                             10        20        30 
2MEPSP                               VVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     :: . . .:  . ..  ...:: :  . .. 
gi|501 ILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRS 
        110       120       130       140       150       160       
 
               40        50        60        70        80 
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
         :  .:.::                                         
gi|501 NTRPKIVNCGEL                                       
        170                                               
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.5  bits: 20.2 E():   32 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (3-51:221-261) 
 
                                           10        20        30   
2MEPSP                             VVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
             40        50        60        70        80             
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV             
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 75.2  bits: 20.5 E():   33 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (5-33:246-275) 
 
                                         10         20        30    
2MEPSP                           VVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
            40        50        60        70        80              
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV              
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.1  bits: 19.4 E():   33 
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Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (22-55:152-189) 
 
                        10        20        30           40         
2MEPSP          VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
       : :. .::                          
gi|476 KCERGKLFANCCK                     
             190                         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.1  bits: 19.4 E():   33 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (22-55:152-189) 
 
                        10        20        30           40         
2MEPSP          VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
       : :. .::                          
gi|313 KCERGKLFANCCK                     
             190                         
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (5-29:201-228) 
 
                                         10           20        30  
2MEPSP                           VVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              40        50        60        70        80            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV            
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.4  bits: 18.1 E():   36 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (28-56:43-71) 
 
                  10        20        30        40        50        
2MEPSP    VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYV 
                               
gi|122 SLDKIAQVPRVG            
             80                
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.3 E():   39 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (50-77:54-81) 
 
      20        30        40        50        60        70          
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
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      80                        
2MEPSP V                        
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 18.3 E():   39 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (50-73:61-84) 
 
      20        30        40        50        60        70          
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
      80                  
2MEPSP V                  
                          
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (26-74:75-123) 
 
                    10        20        30        40        50      
2MEPSP      VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
          60        70        80                             
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYV                             
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (26-74:75-123) 
 
                    10        20        30        40        50      
2MEPSP      VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
          60        70        80                             
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYV                             
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 73.6  bits: 15.9 E():   40 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (25-38:3-16) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                               :.: .::.  : ::                       
gi|463                       DFVDAHNAARAQVGVGPVHWT                  
                                     10        20                   
 
               70        80 
2MEPSP IAMRSLTAAVTAAGGNATYV 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.6 E():   40 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (57-78:251-272) 
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         30        40        50        60        70        80       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     : : .:  . :.:. ::.: ::         
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.6 E():   40 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (57-78:252-273) 
 
         30        40        50        60        70        80       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     : : .:  . :.:. ::.: ::         
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (57-78:255-276) 
 
         30        40        50        60        70        80       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     : : .:  . :.:. ::.: ::         
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (59-78:260-279) 
 
       30        40        50        60        70        80       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (59-78:260-279) 
 
       30        40        50        60        70        80       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (59-78:260-279) 
 
       30        40        50        60        70        80       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     :. :  . :::: :: : ::         
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (59-78:260-279) 
 
       30        40        50        60        70        80       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (59-78:260-279) 
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       30        40        50        60        70        80       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     :. :  . :::: :: : ::         
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (59-78:260-279) 
 
       30        40        50        60        70        80       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (59-78:260-279) 
 
       30        40        50        60        70        80       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (59-78:260-279) 
 
       30        40        50        60        70        80       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (59-78:260-279) 
 
       30        40        50        60        70        80       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (59-78:260-279) 
 
       30        40        50        60        70        80       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (59-78:260-279) 
 
       30        40        50        60        70        80       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     :. :  . :::: :: : ::         
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (59-78:260-279) 
 
       30        40        50        60        70        80       
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2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (59-78:260-279) 
 
       30        40        50        60        70        80       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (57-78:258-279) 
 
         30        40        50        60        70        80       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     : : .:  . :.:. ::.: ::         
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (59-78:260-279) 
 
       30        40        50        60        70        80       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (49-78:5-32) 
 
       20        30        40        50        60        70         
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
       80                                                           
2MEPSP YV                                                           
                                                                    
gi|300 TEEQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (49-78:5-32) 
 
       20        30        40        50        60        70         
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
       80                                                           
2MEPSP YV                                                           
                                                                    
gi|300 TEEQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.3  bits: 19.4 E():   42 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (48-75:210-237) 
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        20        30        40        50        60        70        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
        80 
2MEPSP TYV 
           
gi|226 V   
     240   
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   42 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (57-78:261-282) 
 
         30        40        50        60        70        80       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     : : .:  . :.:. ::.: ::         
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.1  bits: 19.1 E():   43 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (3-32:33-62) 
 
                                           10        20        30   
2MEPSP                             VVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
             40        50        60        70        80             
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV             
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 19.6 E():   43 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (57-78:266-287) 
 
         30        40        50        60        70        80       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     : : .:  . :.:. ::.: ::         
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (5-29:201-228) 
 
                                         10           20        30  
2MEPSP                           VVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              40        50        60        70        80            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV            
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (5-29:201-228) 
 
                                         10           20        30  
2MEPSP                           VVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
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gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              40        50        60        70        80            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV            
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (5-29:201-228) 
 
                                         10           20        30  
2MEPSP                           VVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              40        50        60        70        80            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV            
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (5-29:201-228) 
 
                                         10           20        30  
2MEPSP                           VVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              40        50        60        70        80            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV            
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (5-29:201-228) 
 
                                         10           20        30  
2MEPSP                           VVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              40        50        60        70        80            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV            
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (5-29:201-228) 
 
                                         10           20        30  
2MEPSP                           VVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              40        50        60        70        80            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV            
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
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              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (5-29:201-228) 
 
                                         10           20        30  
2MEPSP                           VVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              40        50        60        70        80            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV            
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (5-29:201-228) 
 
                                         10           20        30  
2MEPSP                           VVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              40        50        60        70        80            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV            
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (5-29:201-228) 
 
                                         10           20        30  
2MEPSP                           VVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              40        50        60        70        80            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV            
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (5-29:201-228) 
 
                                         10           20        30  
2MEPSP                           VVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              40        50        60        70        80            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV            
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (5-29:201-228) 
 
                                         10           20        30  
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2MEPSP                           VVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              40        50        60        70        80            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV            
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (5-29:201-228) 
 
                                         10           20        30  
2MEPSP                           VVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
              40        50        60        70        80            
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV            
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.8  bits: 19.6 E():   44 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (7-57:113-157) 
 
                                       10        20        30       
2MEPSP                         VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
         40        50        60        70        80                 
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                 
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 72.8  bits: 19.6 E():   45 
Smith-Waterman score: 49; 37.0% identity (66.7% similar) in 27 aa overlap (54-80:8-33) 
 
            30        40        50        60        70        80    
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV    
                                     ::.:..:   . .. : .: .:  :::    
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVR 
                                      10        20         30       
 
gi|324 EASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKII 
         40        50        60        70        80        90       
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.5  bits: 15.6 E():   46 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (38-46:4-12) 
 
        10        20        30        40        50        60        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     ::...: .:                      
gi|544                            APPGCSNHFNLETVFGNFVK              
                                          10        20              
 
        70        80 
2MEPSP AAVTAAGGNATYV 
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.3  bits: 20.2 E():   47 
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Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (24-68:163-207) 
 
                      10        20        30        40        50    
2MEPSP        VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
            60        70        80                                  
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYV                                  
         : . ..:.:...:                                              
gi|845 QTLDQYALAQRKISALSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTT 
            200       210       220       230       240       250   
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.1  bits: 19.4 E():   48 
Smith-Waterman score: 48; 45.2% identity (51.6% similar) in 31 aa overlap (48-78:238-268) 
 
        20        30        40        50        60        70        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
        80       
2MEPSP TYV       
       :         
gi|313 TAATGGYKV 
       270       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.9  bits: 19.4 E():   50 
Smith-Waterman score: 48; 41.9% identity (54.8% similar) in 31 aa overlap (48-78:246-276) 
 
        20        30        40        50        60        70        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
        80       
2MEPSP TYV       
       :         
gi|295 TAATGGYKV 
         280     
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.9  bits: 19.4 E():   50 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (9-33:195-217) 
 
                                     10        20        30         
2MEPSP                       VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
       40        50        60        70        80                   
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                   
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 71.4  bits: 19.9 E():   53 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (2-31:90-122) 
 
                                            10           20         
2MEPSP                              VVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
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       30        40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV         
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 71.4  bits: 19.9 E():   53 
Smith-Waterman score: 50; 42.4% identity (57.6% similar) in 33 aa overlap (2-31:90-122) 
 
                                            10           20         
2MEPSP                              VVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  :::   ::.:.    
gi|144 KGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMAIA 
      60        70        80        90       100       110          
 
       30        40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV         
       :::                                                          
gi|144 KAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAPTF 
     120       130       140       150       160       170          
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 71.3  bits: 19.9 E():   53 
Smith-Waterman score: 50; 42.4% identity (57.6% similar) in 33 aa overlap (2-31:90-122) 
 
                                            10           20         
2MEPSP                              VVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  :::   ::.:.    
gi|145 KGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMAIA 
      60        70        80        90       100       110          
 
       30        40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV         
       :::                                                          
gi|145 KAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTFAE 
     120       130       140       150       160       170          
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.2  bits: 19.3 E():   54 
Smith-Waterman score: 48; 55.0% identity (65.0% similar) in 20 aa overlap (59-78:280-299) 
 
       30        40        50        60        70        80       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     :. :  . :::: :: : ::         
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV 
     250       260       270       280       290       300        
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (21-36:172-187) 
 
                         10        20        30        40        50 
2MEPSP           VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
               60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                      
gi|256 KESLAKKNHGLSRSE                
             210                      
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (21-36:173-188) 
 
                         10        20        30        40        50 
2MEPSP           VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1253

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
               60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                      
gi|187 KESLAKKNHGLSRSE                
            210                       
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (21-36:173-188) 
 
                         10        20        30        40        50 
2MEPSP           VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
               60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                      
gi|187 KESLAKKNHGLSRSE                
            210                       
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.1 E():   57 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (38-51:91-104) 
 
        10        20        30        40        50        60        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
        70        80                                                
2MEPSP AAVTAAGGNATYV                                                
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.8  bits: 18.5 E():   57 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (15-54:106-145) 
 
                               10        20        30        40     
2MEPSP                 VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
           50        60        70        80                 
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                 
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.7  bits: 18.0 E():   58 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (41-71:6-35) 
 
               20        30        40        50        60        70 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.. . : .:. . :: . :...   :::  
gi|144                          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAK 
                                        10         20        30     
 
               80                                                   
2MEPSP TAAGGNATYV                                                   
       :                                                            
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gi|144 TVKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQ 
           40        50        60        70        80        90     
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 45.2% identity (51.6% similar) in 31 aa overlap (48-78:238-268) 
 
        20        30        40        50        60        70        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
        80       
2MEPSP TYV       
       :         
gi|168 TAATGGYKV 
       270       
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 45.2% identity (51.6% similar) in 31 aa overlap (48-78:238-268) 
 
        20        30        40        50        60        70        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
        80       
2MEPSP TYV       
       :         
gi|313 TAATGGYKV 
       270       
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 45.2% identity (51.6% similar) in 31 aa overlap (48-78:238-268) 
 
        20        30        40        50        60        70        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
        80       
2MEPSP TYV       
       :         
gi|313 TAATGGYKV 
       270       
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.9  bits: 18.8 E():   63 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (38-51:76-89) 
 
        10        20        30        40        50        60        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
        70        80                                                
2MEPSP AAVTAAGGNATYV                                                
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.1 E():   65 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (57-77:267-287) 
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         30        40        50        60        70        80       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
        240       250       260       270       280       290       
 
gi|119 SAGGYKV 
        300    
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (38-51:91-104) 
 
        10        20        30        40        50        60        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
        70        80                                                
2MEPSP AAVTAAGGNATYV                                                
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (38-51:91-104) 
 
        10        20        30        40        50        60        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
        70        80                                                
2MEPSP AAVTAAGGNATYV                                                
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 69.0  bits: 19.1 E():   71 
Smith-Waterman score: 47; 34.6% identity (50.0% similar) in 52 aa overlap (26-75:279-330) 
 
                    10        20        30        40        50      
2MEPSP      VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     .:.:::: :..:   .   :  :   :    
gi|113 QSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATGAVGAATGAVGAA 
      250       260       270       280       290       300         
 
          60          70        80 
2MEPSP LGNAGIAM--RSLTAAVTAAGGNATYV 
        : :  :    .  ::. .:::      
gi|113 TGAATAAAGGYKTGAATPTAGGYKV   
      310       320       330      
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.5 E():   74 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (38-51:68-81) 
 
        10        20        30        40        50        60        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
        70        80                                                
2MEPSP AAVTAAGGNATYV                                                
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
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       100       110       120       130       140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.5 E():   74 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (38-51:68-81) 
 
        10        20        30        40        50        60        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
        70        80                                                
2MEPSP AAVTAAGGNATYV                                                
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.6  bits: 18.5 E():   75 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (38-51:69-82) 
 
        10        20        30        40        50        60        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
        70        80                                                
2MEPSP AAVTAAGGNATYV                                                
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 44; 45.5% identity (81.8% similar) in 11 aa overlap (37-47:166-176) 
 
         10        20        30        40        50        60       
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     .:::..  .::                    
gi|549 EVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGN 
         140       150       160       170       180       190      
 
         70        80 
2MEPSP TAAVTAAGGNATYV 
                      
gi|549 EPIYERK        
         200          
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.5  bits: 18.2 E():   76 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (42-76:96-129) 
 
              20        30        40        50        60        70  
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
              80                                                    
2MEPSP AAGGNATYV                                                    
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.5 E():   77 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (42-60:82-100) 
 
              20        30        40        50        60        70  
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2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
              80 
2MEPSP AAGGNATYV 
                 
gi|188 QSGAIYV   
                 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.3  bits: 18.8 E():   78 
Smith-Waterman score: 46; 41.9% identity (61.3% similar) in 31 aa overlap (48-78:267-293) 
 
        20        30        40        50        60        70        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
        80       
2MEPSP TYV       
       :         
gi|663 TAAAGGYKA 
            300  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.3  bits: 18.5 E():   78 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (38-51:80-93) 
 
        10        20        30        40        50        60        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
        70        80                                                
2MEPSP AAVTAAGGNATYV                                                
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (21-45:16-40) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                           : :. .:....: :..:  ::.. :                
gi|753      MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTI 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP IAMRSLTAAVTAAGGNATYV                                         
                                                                    
gi|753 ATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLES 
          60        70        80        90       100       110      
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 68.2  bits: 19.3 E():   79 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (2-31:90-122) 
 
                                            10           20         
2MEPSP                              VVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|467 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
       30        40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV         
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       :::                                                          
gi|467 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 68.2  bits: 19.3 E():   79 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (2-31:90-122) 
 
                                            10           20         
2MEPSP                              VVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|601 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
       30        40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV         
       :::                                                          
gi|601 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 68.2  bits: 19.6 E():   79 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (7-37:378-406) 
 
                                       10        20        30       
2MEPSP                         VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
         40        50        60        70        80                 
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                 
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   81 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (38-51:91-104) 
 
        10        20        30        40        50        60        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
        70        80                                                
2MEPSP AAVTAAGGNATYV                                                
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.9  bits: 16.1 E():   82 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (39-53:30-44) 
 
       10        20        30        40        50        60         
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                                     :     :.:.::...                
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN          
                10        20        30        40        50          
 
       70        80 
2MEPSP AVTAAGGNATYV 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (38-51:91-104) 
 
        10        20        30        40        50        60        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
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                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
        70        80                                                
2MEPSP AAVTAAGGNATYV                                                
                                                                    
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (38-51:91-104) 
 
        10        20        30        40        50        60        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
        70        80                                                
2MEPSP AAVTAAGGNATYV                                                
                                                                    
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (38-51:91-104) 
 
        10        20        30        40        50        60        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
        70        80                                                
2MEPSP AAVTAAGGNATYV                                                
                                                                    
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (38-51:91-104) 
 
        10        20        30        40        50        60        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
        70        80                                                
2MEPSP AAVTAAGGNATYV                                                
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (38-51:91-104) 
 
        10        20        30        40        50        60        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
        70        80                                                
2MEPSP AAVTAAGGNATYV                                                
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gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (38-51:91-104) 
 
        10        20        30        40        50        60        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
        70        80                                                
2MEPSP AAVTAAGGNATYV                                                
                                                                    
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (38-51:91-104) 
 
        10        20        30        40        50        60        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
        70        80                                                
2MEPSP AAVTAAGGNATYV                                                
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (38-51:92-105) 
 
        10        20        30        40        50        60        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
        70        80                                                
2MEPSP AAVTAAGGNATYV                                                
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (38-51:93-106) 
 
        10        20        30        40        50        60        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
        70        80                                                
2MEPSP AAVTAAGGNATYV                                                
                                                                    
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (18-46:38-66) 
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                            10        20        30        40        
2MEPSP              VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
        50        60        70        80                            
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                            
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 67.8  bits: 19.0 E():   83 
Smith-Waterman score: 47; 27.9% identity (60.5% similar) in 43 aa overlap (5-41:225-267) 
 
                                         10        20               
2MEPSP                           VVDNLLNSEDVHYMLGALRTLGLSVEA------D 
                                     ::.. :  :. :.:  . .:::.      : 
gi|118 VFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQITLD 
          200       210       220       230       240       250     
 
       30        40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV         
       . .  . ...:.:                                                
gi|118 SITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSSIDSL 
          260       270       280       290       300       310     
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.7  bits: 14.5 E():   84 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (21-28:10-17) 
 
               10        20        30        40        50        60 
2MEPSP VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                           :::: .:.                                 
gi|856            ANPTFGFTPLGLSSDAN                                 
                          10                                        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (13-47:48-86) 
 
                                 10        20             30        
2MEPSP                   VVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
        40        50        60        70        80                  
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV                  
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 67.2  bits: 20.1 E():   90 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (24-68:563-607) 
 
                      10        20        30        40        50    
2MEPSP        VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
            60        70        80                                  
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYV                                  
         : . ..:.:...:                                              
gi|425 QTLDQYALAQRKISALSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLTA 
            600       610       620       630       640       650   
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1262

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.2 E():   91 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (11-20:55-64) 
 
                                   10        20        30        40 
2MEPSP                     VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
               50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                                
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF         
           90       100       110               
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 66.7  bits: 19.0 E():   95 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (2-30:90-121) 
 
                                            10           20         
2MEPSP                              VVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
       30        40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV         
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 66.7  bits: 19.0 E():   95 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (2-30:90-121) 
 
                                            10           20         
2MEPSP                              VVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
       30        40        50        60        70        80         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV         
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.6  bits: 19.3 E():   97 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (4-37:381-414) 
 
                                          10        20        30    
2MEPSP                            VVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
            40        50        60        70        80              
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV              
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (4-60:110-173) 
 
                                          10        20           30 
2MEPSP                            VVDNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
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      80        90       100       110       120       130          
 
               40            50        60        70        80       
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV       
        :  . .   ::  ..    :  :.:.::. . :                           
gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
 
gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:27 2011 done: Tue Apr 19 10:57:27 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 44  - 123 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32     3     8:=* 
  34     7    22:==   * 
  36    32    44:========  * 
  38    37    73:==========        * 
  40    79   102:====================     * 
  42    64   125:================               * 
  44   115   138:=============================     * 
  46   201   140:==================================*================ 
  48   185   134:=================================*============= 
  50   146   122:==============================*====== 
  52   114   108:==========================*== 
  54   110    92:======================*===== 
  56    83    77:===================*= 
  58    52    63:=============  * 
  60    33    51:=========   * 
  62    17    41:=====     * 
  64    23    33:======  * 
  66    12    26:===   * 
  68    28    20:====*== 
  70    17    16:===*= 
  72    37    12:==*======= 
  74    17    10:==*== 
  76    11     8:=*= 
  78    17     6:=*=== 
  80     6     5:=* 
  82    20     3:*==== 
  84     2     3:* 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     1     1:*         :* 
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  98     0     0:          * 
 100     0     0:          * 
 102     2     0:=         *== 
 104     1     0:=         *= 
 106     3     0:=         *=== 
 108     0     0:          * 
 110     1     0:=         *= 
 112     1     0:=         *= 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.46590.00344; mu= 2.8709 0.179 
 mean_var=42.337912.427, 0's: 2 Z-trim: 5  B-trim: 63 in 1/43 
 Lambda= 0.197110 
 Kolmogorov-Smirnov  statistic: 0.1165 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 26.3    0.16 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 25.4    0.29 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 25.2    0.35 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 24.6    0.52 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 24.3    0.62 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 24.3    0.62 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   65 24.3    0.63 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 23.7    0.93 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 23.4     1.1 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 22.3     2.5 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.1     2.7 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 21.7     3.7 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 21.7     3.7 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 21.5     4.5 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.2     5.4 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.5       7 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.1     7.5 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 20.6     8.2 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.3      10 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   56 21.6      11 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   57 21.9      12 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.3      12 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.3      12 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.3      12 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.3      12 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.3      12 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.3      12 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.3      12 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.0      12 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.0      12 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 20.0      12 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   50 20.0      12 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 20.0      12 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.3      13 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.3      14 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.3      14 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.3      14 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.3      14 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 20.3      14 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   49 19.7      15 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   49 19.7      15 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.7      15 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.3      16 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   54 21.1      17 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.5      18 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.5      18 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.4      21 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.4      21 
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gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.4      21 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.4      21 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.4      21 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.4      21 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.4      21 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.4      21 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.4      21 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.4      21 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   52 20.5      23 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.4      23 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 21.0      23 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.4      24 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.4      24 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.4      24 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.4      24 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.4      24 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.4      24 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.4      24 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   52 20.5      25 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   52 20.5      25 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   51 20.2      26 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.0      26 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 21.0      29 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.4      30 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.4      30 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.2      32 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.5      33 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.4      33 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.4      33 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 20.7      35 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.1      36 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.3      38 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.3      39 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.9      39 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.9      39 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.0      39 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   49 19.6      40 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   49 19.6      40 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   49 19.6      41 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.6      41 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.6      41 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   49 19.6      41 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   49 19.6      41 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   49 19.6      41 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   49 19.6      41 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.4      41 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   49 19.6      42 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.1      42 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   49 19.6      43 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.4      43 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.4      43 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.4      43 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.4      43 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1266

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.4      43 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 19.6      44 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   46 18.8      45 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.7      45 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.2      48 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   48 19.4      48 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   48 19.4      50 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.4      50 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 19.9      53 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   50 19.9      53 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   50 19.9      54 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.3      54 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   48 19.3      54 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.8      55 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.8      55 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.8      55 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.1      56 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.6      57 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 18.0      58 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   47 19.1      58 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   47 19.1      58 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   47 19.1      58 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.8      63 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.1      64 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.8      67 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.8      68 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.1      71 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.5      74 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.5      74 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.5      74 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.3      75 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.5      76 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.3      76 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   46 18.8      78 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 17.7      78 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.5      78 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   48 19.3      79 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.3      79 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 19.6      79 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.1      80 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.5      81 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.5      82 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.5      82 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.5      82 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.5      82 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.5      82 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.5      82 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.5      82 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.5      82 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.6      82 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 17.7      82 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.5      82 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.0      83 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 17.7      84 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.2      90 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   51 20.1      90 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.0      95 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.0      95 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.3      97 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.0      97 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 116.8  bits: 26.3 E(): 0.16 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (17-72:31-85) 
 
                             10        20        30         40      
2MEPSP               VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
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          50        60        70        80                 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                 
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 112.2  bits: 25.4 E(): 0.29 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (17-72:31-85) 
 
                             10        20        30        40       
2MEPSP               VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
           50        60        70        80                 
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                 
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 110.7  bits: 25.2 E(): 0.35 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (20-72:34-85) 
 
                          10        20        30        40          
2MEPSP            VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
        50        60        70        80                 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                 
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 107.6  bits: 24.6 E(): 0.52 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (17-72:31-85) 
 
                             10        20         30        40      
2MEPSP               VDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
          50        60        70        80                 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                 
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 106.2  bits: 24.3 E(): 0.62 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (20-72:33-84) 
 
                          10        20        30        40          
2MEPSP            VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
        50        60        70        80                 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                 
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
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 initn:  58 init1:  58 opt:  65  Z-score: 106.2  bits: 24.3 E(): 0.62 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (20-72:33-84) 
 
                          10        20        30        40          
2MEPSP            VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
        50        60        70        80                 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                 
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  65  Z-score: 106.1  bits: 24.3 E(): 0.63 
Smith-Waterman score: 65; 34.8% identity (53.0% similar) in 66 aa overlap (6-71:22-83) 
 
                               10        20        30        40     
2MEPSP                 VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                            .: : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
           50        60        70        80                  
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                  
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 103.0  bits: 23.7 E(): 0.93 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (17-72:31-85) 
 
                             10        20        30        40       
2MEPSP               VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
         50        60        70        80                 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                 
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 101.5  bits: 23.4 E():  1.1 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (17-72:31-85) 
 
                             10        20        30         40      
2MEPSP               VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
          50        60        70        80                 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                 
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.5  bits: 22.3 E():  2.5 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (17-72:29-83) 
 
                           10        20        30        40         
2MEPSP             VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
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               10        20        30        40        50        60 
 
         50        60        70        80                 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                 
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 94.7  bits: 23.1 E():  2.7 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (2-31:33-62) 
 
                                            10        20        30  
2MEPSP                              VDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
              40        50        60        70        80            
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL            
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.2  bits: 21.7 E():  3.7 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (17-72:31-85) 
 
                             10        20         30        40      
2MEPSP               VDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
          50        60        70        80                 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                 
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.2  bits: 21.7 E():  3.7 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (17-72:31-85) 
 
                             10        20         30        40      
2MEPSP               VDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
          50        60        70        80                 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                 
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 90.7  bits: 21.5 E():  4.5 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (17-72:31-85) 
 
                             10        20         30        40      
2MEPSP               VDNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
          50        60        70        80                 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                 
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
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>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 89.3  bits: 21.2 E():  5.4 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (48-70:59-81) 
 
        20        30        40        50        60        70        
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
        80                 
2MEPSP YVL                 
                           
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 87.2  bits: 22.5 E():    7 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (25-74:17-66) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                               :..:.:     .:  :.  ..:::...: : :..   
gi|190         MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHH 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
         .. ...:....:                                               
gi|190 NAQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADT 
             60        70        80        90       100       110   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 86.7  bits: 21.1 E():  7.5 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (13-38:75-101) 
 
                                 10         20        30        40  
2MEPSP                   VDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
              50        60        70        80    
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL    
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 86.1  bits: 20.6 E():  8.2 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (20-66:34-79) 
 
                          10        20        30        40          
2MEPSP            VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
        50        60        70        80                 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                 
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.6  bits: 20.3 E():   10 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (48-72:61-85) 
 
        20        30        40        50        60        70        
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
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                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
        80                 
2MEPSP YVL                 
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.0  bits: 21.6 E():   11 
Smith-Waterman score: 56; 41.9% identity (61.3% similar) in 31 aa overlap (47-77:252-282) 
 
         20        30        40        50        60        70       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
         80      
2MEPSP TYVL      
       :         
gi|144 TAAAGGYKV 
             290 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 83.4  bits: 21.9 E():   12 
Smith-Waterman score: 57; 27.1% identity (60.4% similar) in 48 aa overlap (23-69:315-362) 
 
                       10        20        30        40         50  
2MEPSP         VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
              60        70        80     
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVL     
       .:   .::    :  . :                
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.1  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|760                  DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
                                10        20        30        40    
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|760 NQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
            50        60        70        80        90       100    
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.1  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|157                  SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
                                10        20        30        40    
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
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gi|157 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
            50        60        70        80        90       100    
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.1  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|217                  DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEA 
                                10        20        30        40    
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|217 NQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSEN 
            50        60        70        80        90       100    
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.1  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|217                  DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEA 
                                10        20        30        40    
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|217 NQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSEN 
            50        60        70        80        90       100    
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.1  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|214                  SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
                                10        20        30        40    
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|214 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
            50        60        70        80        90       100    
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.1  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256                  DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
                                10        20        30        40    
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|256 NQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
            50        60        70        80        90       100    
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.1  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:10-27) 
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               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|110                 RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
                               10        20        30        40     
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|110 NQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
           50        60        70        80        90       100     
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.0  bits: 20.0 E():   12 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (48-70:61-83) 
 
        20        30        40        50        60        70        
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
        80                 
2MEPSP YVL                 
                           
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.0  bits: 20.0 E():   12 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (48-70:61-83) 
 
        20        30        40        50        60        70        
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
        80                 
2MEPSP YVL                 
                           
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 83.0  bits: 20.0 E():   12 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (21-72:35-85) 
 
                         10        20        30        40           
2MEPSP           VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
       50        60        70        80                 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                 
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 83.0  bits: 20.0 E():   12 
Smith-Waterman score: 50; 31.2% identity (58.3% similar) in 48 aa overlap (20-66:34-79) 
 
                          10        20         30        40         
2MEPSP            VDNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
       50        60        70        80                 
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2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                 
       ::..::: :     :.::                               
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 83.0  bits: 20.0 E():   12 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (21-72:35-85) 
 
                         10        20        30        40           
2MEPSP           VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
       50        60        70        80                 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                 
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.8  bits: 20.3 E():   13 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:15-32) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|394            VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDA 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|394 NQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSEN 
      50        60        70        80        90       100          
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.2  bits: 20.3 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:25-42) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|164  MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEA 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|164 NQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
      60        70        80        90       100       110          
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.2  bits: 20.3 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:25-42) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|144  MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDA 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|144 NQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSEN 
      60        70        80        90       100       110          
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.1  bits: 20.3 E():   14 
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Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:26-43) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.1  bits: 20.3 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:26-43) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.8  bits: 20.3 E():   14 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (56-74:87-105) 
 
          30        40        50        60        70        80      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 81.3  bits: 19.7 E():   15 
Smith-Waterman score: 49; 27.0% identity (58.1% similar) in 74 aa overlap (6-76:19-86) 
 
                            10        20        30        40        
2MEPSP              VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
        50           60        70        80                      
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGNATYVL                      
         : .  :...   : :  . .:: .:::: :                          
gi|668 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 81.3  bits: 19.7 E():   15 
Smith-Waterman score: 49; 27.0% identity (58.1% similar) in 74 aa overlap (6-76:19-86) 
 
                            10        20        30        40        
2MEPSP              VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
        50           60        70        80                      
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGNATYVL                      
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         : .  :...   : :  . .:: .:::: :                          
gi|833 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.2  bits: 19.7 E():   15 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (48-72:60-84) 
 
        20        30        40        50        60        70        
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
        80                      
2MEPSP YVL                      
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 80.6  bits: 20.3 E():   16 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (62-77:142-161) 
 
              40        50        60            70        80        
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVL        
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
gi|249 GYKV 
            
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 80.4  bits: 21.1 E():   17 
Smith-Waterman score: 54; 39.3% identity (67.9% similar) in 28 aa overlap (53-80:8-34) 
 
             30        40        50        60        70        80   
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL   
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVR 
                                      10        20         30       
 
gi|324 EASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKII 
         40        50        60        70        80        90       
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.5 E():   18 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (48-72:61-85) 
 
        20        30        40        50        60        70        
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
        80                 
2MEPSP YVL                 
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 79.9  bits: 19.5 E():   18 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (3-49:5-46) 
 
                 10        20        30        40        50         
2MEPSP   VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
           ..:..::..  .::.     ..:. .  :   .::   : : ::.:.          
gi|225 MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKSP-EDVKKVFHILDKDR 
               10        20            30        40         50      
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       60        70        80                                  
2MEPSP GIAMRSLTAAVTAAGGNATYVL                                  
                                                               
gi|225 SGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
          60        70        80        90       100       110 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|217                  DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEA 
                                10        20        30        40    
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|217 NQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSEN 
            50        60        70        80        90       100    
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|217                  DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEA 
                                10        20        30        40    
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|217 NQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSEN 
            50        60        70        80        90       100    
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|217                  DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEA 
                                10        20        30        40    
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|217 NQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSEN 
            50        60        70        80        90       100    
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|179                  DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
                                10        20        30        40    
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|179 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESEN 
            50        60        70        80        90       100    
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>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|217                  DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEA 
                                10        20        30        40    
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|217 NQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSEN 
            50        60        70        80        90       100    
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|217                  DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEA 
                                10        20        30        40    
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|217 NQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSEN 
            50        60        70        80        90       100    
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|217                  DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEA 
                                10        20        30        40    
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|217 NQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPKSEN 
            50        60        70        80        90       100    
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|217                  DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEA 
                                10        20        30        40    
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|217 NQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSEN 
            50        60        70        80        90       100    
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
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gi|217                  DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEA 
                                10        20        30        40    
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|217 NQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSEN 
            50        60        70        80        90       100    
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.4 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|217                  DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEA 
                                10        20        30        40    
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|217 NQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSEN 
            50        60        70        80        90       100    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.0  bits: 20.5 E():   23 
Smith-Waterman score: 52; 45.2% identity (54.8% similar) in 31 aa overlap (47-77:248-278) 
 
         20        30        40        50        60        70       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
         80      
2MEPSP TYVL      
       :         
gi|239 TAATGGYKV 
       280       
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.0  bits: 19.4 E():   23 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:18-35) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|217         SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|217 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
             60        70        80        90       100       110   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.9  bits: 21.0 E():   23 
Smith-Waterman score: 54; 19.4% identity (58.3% similar) in 72 aa overlap (4-65:171-242) 
 
                                          10           20           
2MEPSP                            VDNLLNSEDVHYMLG---ALRTLGLSVEA--DK 
                                     :.:: . : ..:   ...  ::...:  :. 
gi|114 VNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDS 
              150       160       170       180       190       200 
 
       30        40             50        60        70        80    
2MEPSP AAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL    
           .. .  . .: .:      . . . .  :...:....:                   
gi|114 PNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGISIGSLGRDNS 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1280

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

              210       220       230       240       250       260 
 
gi|114 RAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPILINQFYCTSA 
              270       280       290       300       310       320 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.7  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:22-39) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|546     GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|546 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
         60        70        80        90       100       110       
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:26-43) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:26-43) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:26-43) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.4 E():   24 
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Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:26-43) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:26-43) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:26-43) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.3  bits: 20.5 E():   25 
Smith-Waterman score: 52; 45.2% identity (54.8% similar) in 31 aa overlap (47-77:274-304) 
 
         20        30        40        50        60        70       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
         80      
2MEPSP TYVL      
       :         
gi|330 TAATGGYKV 
           310   
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.3  bits: 20.5 E():   25 
Smith-Waterman score: 52; 45.2% identity (54.8% similar) in 31 aa overlap (47-77:274-304) 
 
         20        30        40        50        60        70       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
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         80      
2MEPSP TYVL      
       :         
gi|398 TAATGGYKV 
           310   
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.1  bits: 20.2 E():   26 
Smith-Waterman score: 51; 41.9% identity (58.1% similar) in 31 aa overlap (47-77:227-257) 
 
         20        30        40        50        60        70       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
         80      
2MEPSP TYVL      
       :         
gi|180 TAAAGGYKV 
        260      
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 77.0  bits: 17.0 E():   26 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (23-35:5-17) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                             .: :: .:: :::                          
gi|323                   INLKAVIADPVAKTAVVQAGATLGEVYYXI             
                                 10        20        30             
 
               70        80 
2MEPSP AMRSLTAAVTAAGGNATYVL 
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 54; 19.4% identity (58.3% similar) in 72 aa overlap (4-65:201-272) 
 
                                          10           20           
2MEPSP                            VDNLLNSEDVHYMLG---ALRTLGLSVEA--DK 
                                     :.:: . : ..:   ...  ::...:  :. 
gi|476 VNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDS 
              180       190       200       210       220       230 
 
       30        40             50        60        70        80    
2MEPSP AAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL    
           .. .  . .: .:      . . . .  :...:....:                   
gi|476 PNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGISIGSLGRDNS 
              240       250       260       270       280       290 
 
gi|476 RAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPILINQFYCTSA 
              300       310       320       330       340       350 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 76.0  bits: 18.4 E():   30 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (24-55:40-71) 
 
                      10        20        30        40        50    
2MEPSP        VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
            60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVL 
       :.                          
gi|154 FVDSLDKIAQVPRVG             
      70        80                 
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>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.0  bits: 19.4 E():   30 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:55-72) 
 
                    10        20        30        40        50      
2MEPSP      VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
          60        70        80                                    
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVL                                    
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.5  bits: 20.2 E():   32 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (2-50:221-261) 
 
                                            10        20        30  
2MEPSP                              VDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
              40        50        60        70        80            
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL            
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 75.2  bits: 20.5 E():   33 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (4-32:246-275) 
 
                                          10         20        30   
2MEPSP                            VDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
             40        50        60        70        80             
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL             
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.1  bits: 19.4 E():   33 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (21-54:152-189) 
 
                         10        20        30           40        
2MEPSP           VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
         50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
       : :. .::                           
gi|476 KCERGKLFANCCK                      
             190                          
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.1  bits: 19.4 E():   33 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (21-54:152-189) 
 
                         10        20        30           40        
2MEPSP           VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
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gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
         50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
       : :. .::                           
gi|313 KCERGKLFANCCK                      
             190                          
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (4-28:201-228) 
 
                                          10           20        30 
2MEPSP                            VDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               40        50        60        70        80           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL           
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.5  bits: 18.1 E():   36 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (27-55:43-71) 
 
                   10        20        30        40        50       
2MEPSP     VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
         60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVL 
                                
gi|122 SLDKIAQVPRVG             
             80                 
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.3 E():   38 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (49-76:54-81) 
 
       20        30        40        50        60        70         
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
       80                       
2MEPSP VL                       
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.3 E():   39 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (49-72:61-84) 
 
       20        30        40        50        60        70         
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
       80                 
2MEPSP VL                 
                          
gi|288 ADGDGMLGLDEFAVLVKQ 
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              100         
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (25-73:75-123) 
 
                     10        20        30        40        50     
2MEPSP       VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
           60        70        80                            
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVL                            
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (25-73:75-123) 
 
                     10        20        30        40        50     
2MEPSP       VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
           60        70        80                            
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVL                            
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 73.8  bits: 16.0 E():   39 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (24-37:3-16) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                              :.: .::.  : ::                        
gi|463                      DFVDAHNAARAQVGVGPVHWT                   
                                    10        20                    
 
               70        80 
2MEPSP AMRSLTAAVTAAGGNATYVL 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 19.6 E():   40 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (56-77:251-272) 
 
          30        40        50        60        70        80      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     : : .:  . :.:. ::.: ::         
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.6 E():   40 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (56-77:252-273) 
 
          30        40        50        60        70        80      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     : : .:  . :.:. ::.: ::         
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (56-77:255-276) 
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          30        40        50        60        70        80      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     : : .:  . :.:. ::.: ::         
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.4  bits: 18.6 E():   41 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (48-77:5-32) 
 
        20        30        40        50        60        70        
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
        80                                                          
2MEPSP YVL                                                          
                                                                    
gi|300 TEEQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.4  bits: 18.6 E():   41 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (48-77:5-32) 
 
        20        30        40        50        60        70        
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
        80                                                          
2MEPSP YVL                                                          
                                                                    
gi|300 TEEQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (58-77:260-279) 
 
        30        40        50        60        70        80      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (58-77:260-279) 
 
        30        40        50        60        70        80      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     :. :  . :::: :: : ::         
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (58-77:260-279) 
 
        30        40        50        60        70        80      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (58-77:260-279) 
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        30        40        50        60        70        80      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (58-77:260-279) 
 
        30        40        50        60        70        80      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (58-77:260-279) 
 
        30        40        50        60        70        80      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (58-77:260-279) 
 
        30        40        50        60        70        80      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (58-77:260-279) 
 
        30        40        50        60        70        80      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (58-77:260-279) 
 
        30        40        50        60        70        80      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     :. :  . :::: :: : ::         
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (58-77:260-279) 
 
        30        40        50        60        70        80      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (58-77:260-279) 
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        30        40        50        60        70        80      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (58-77:260-279) 
 
        30        40        50        60        70        80      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     :. :  . :::: :: : ::         
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (56-77:258-279) 
 
          30        40        50        60        70        80      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     : : .:  . :.:. ::.: ::         
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (58-77:260-279) 
 
        30        40        50        60        70        80      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (58-77:260-279) 
 
        30        40        50        60        70        80      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.3  bits: 19.4 E():   41 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (47-74:210-237) 
 
         20        30        40        50        60        70       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
         80 
2MEPSP TYVL 
            
gi|226 V    
     240    
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   42 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (56-77:261-282) 
 
          30        40        50        60        70        80      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     : : .:  . :.:. ::.: ::         
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
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>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.1  bits: 19.1 E():   42 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (2-31:33-62) 
 
                                            10        20        30  
2MEPSP                              VDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
              40        50        60        70        80            
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL            
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 19.6 E():   43 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (56-77:266-287) 
 
          30        40        50        60        70        80      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     : : .:  . :.:. ::.: ::         
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (4-28:201-228) 
 
                                          10           20        30 
2MEPSP                            VDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               40        50        60        70        80           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (4-28:201-228) 
 
                                          10           20        30 
2MEPSP                            VDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               40        50        60        70        80           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (4-28:201-228) 
 
                                          10           20        30 
2MEPSP                            VDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               40        50        60        70        80           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL           
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gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (4-28:201-228) 
 
                                          10           20        30 
2MEPSP                            VDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               40        50        60        70        80           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (4-28:201-228) 
 
                                          10           20        30 
2MEPSP                            VDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               40        50        60        70        80           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL           
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (4-28:201-228) 
 
                                          10           20        30 
2MEPSP                            VDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               40        50        60        70        80           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (4-28:201-228) 
 
                                          10           20        30 
2MEPSP                            VDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               40        50        60        70        80           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL           
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (4-28:201-228) 
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                                          10           20        30 
2MEPSP                            VDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               40        50        60        70        80           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (4-28:201-228) 
 
                                          10           20        30 
2MEPSP                            VDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               40        50        60        70        80           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL           
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (4-28:201-228) 
 
                                          10           20        30 
2MEPSP                            VDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               40        50        60        70        80           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (4-28:201-228) 
 
                                          10           20        30 
2MEPSP                            VDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
               40        50        60        70        80           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (4-28:201-228) 
 
                                          10           20        30 
2MEPSP                            VDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
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               40        50        60        70        80           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL           
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.8  bits: 19.6 E():   44 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (6-56:113-157) 
 
                                        10        20        30      
2MEPSP                          VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
          40        50        60        70        80                
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 18.8 E():   45 
Smith-Waterman score: 46; 25.0% identity (59.4% similar) in 32 aa overlap (8-39:145-176) 
 
                                      10        20        30        
2MEPSP                        VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :  . ..  ...:: :  . ..  :  .:. 
gi|501 PNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVN 
          120       130       140       150       160       170     
 
        40        50        60        70        80 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
       ::                                          
gi|501 CGEL                                        
                                                   
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.7  bits: 15.7 E():   45 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (37-45:4-12) 
 
         10        20        30        40        50        60       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     ::...: .:                      
gi|544                            APPGCSNHFNLETVFGNFVK              
                                          10        20              
 
         70        80 
2MEPSP AAVTAAGGNATYVL 
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.2  bits: 20.2 E():   48 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (23-67:163-207) 
 
                       10        20        30        40        50   
2MEPSP         VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
             60        70        80                                 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVL                                 
         : . ..:.:...:                                              
gi|845 QTLDQYALAQRKISALSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTT 
            200       210       220       230       240       250   
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.1  bits: 19.4 E():   48 
Smith-Waterman score: 48; 45.2% identity (51.6% similar) in 31 aa overlap (47-77:238-268) 
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         20        30        40        50        60        70       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
         80      
2MEPSP TYVL      
       :         
gi|313 TAATGGYKV 
       270       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.9  bits: 19.4 E():   50 
Smith-Waterman score: 48; 41.9% identity (54.8% similar) in 31 aa overlap (47-77:246-276) 
 
         20        30        40        50        60        70       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
         80      
2MEPSP TYVL      
       :         
gi|295 TAATGGYKV 
         280     
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.9  bits: 19.4 E():   50 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (8-32:195-217) 
 
                                      10        20        30        
2MEPSP                        VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
        40        50        60        70        80                  
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                  
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 71.3  bits: 19.9 E():   53 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (1-30:90-122) 
 
                                                10        20        
2MEPSP                               VDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
        30        40        50        60        70        80        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL        
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 71.3  bits: 19.9 E():   53 
Smith-Waterman score: 50; 42.4% identity (57.6% similar) in 33 aa overlap (1-30:90-122) 
 
                                                10        20        
2MEPSP                               VDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  :::   ::.:.    
gi|144 KGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMAIA 
      60        70        80        90       100       110          
 
        30        40        50        60        70        80        
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2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL        
       :::                                                          
gi|144 KAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAPTF 
     120       130       140       150       160       170          
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 71.3  bits: 19.9 E():   54 
Smith-Waterman score: 50; 42.4% identity (57.6% similar) in 33 aa overlap (1-30:90-122) 
 
                                                10        20        
2MEPSP                               VDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  :::   ::.:.    
gi|145 KGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMAIA 
      60        70        80        90       100       110          
 
        30        40        50        60        70        80        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL        
       :::                                                          
gi|145 KAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTFAE 
     120       130       140       150       160       170          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.3  bits: 19.3 E():   54 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (53-80:7-33) 
 
             30        40        50        60        70        80   
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL   
                                     :..:..:   : .: : . : :. :..:   
gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.2  bits: 19.3 E():   54 
Smith-Waterman score: 48; 55.0% identity (65.0% similar) in 20 aa overlap (58-77:280-299) 
 
        30        40        50        60        70        80      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     :. :  . :::: :: : ::         
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV 
     250       260       270       280       290       300        
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (20-35:172-187) 
 
                          10        20        30        40          
2MEPSP            VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
      50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
                                       
gi|256 KESLAKKNHGLSRSE                 
             210                       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (20-35:173-188) 
 
                          10        20        30        40          
2MEPSP            VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
      50        60        70        80 
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2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
                                       
gi|187 KESLAKKNHGLSRSE                 
            210                        
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (20-35:173-188) 
 
                          10        20        30        40          
2MEPSP            VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
      50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
                                       
gi|187 KESLAKKNHGLSRSE                 
            210                        
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (37-50:91-104) 
 
         10        20        30        40        50        60       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
         70        80                                               
2MEPSP AAVTAAGGNATYVL                                               
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.8  bits: 18.6 E():   57 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (14-53:106-145) 
 
                                10        20        30        40    
2MEPSP                  VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
            50        60        70        80                
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.7  bits: 18.0 E():   58 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (40-70:6-35) 
 
      10        20        30        40        50        60          
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.. . : .:. . :: . :...   :::  
gi|144                          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAK 
                                        10         20        30     
 
      70        80                                                  
2MEPSP TAAGGNATYVL                                                  
       :                                                            
gi|144 TVKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQ 
           40        50        60        70        80        90     
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
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Smith-Waterman score: 47; 45.2% identity (51.6% similar) in 31 aa overlap (47-77:238-268) 
 
         20        30        40        50        60        70       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
         80      
2MEPSP TYVL      
       :         
gi|313 TAATGGYKV 
       270       
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 45.2% identity (51.6% similar) in 31 aa overlap (47-77:238-268) 
 
         20        30        40        50        60        70       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
         80      
2MEPSP TYVL      
       :         
gi|168 TAATGGYKV 
       270       
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 45.2% identity (51.6% similar) in 31 aa overlap (47-77:238-268) 
 
         20        30        40        50        60        70       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
         80      
2MEPSP TYVL      
       :         
gi|313 TAATGGYKV 
       270       
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (37-50:76-89) 
 
         10        20        30        40        50        60       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
         70        80                                               
2MEPSP AAVTAAGGNATYVL                                               
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.1 E():   64 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (56-76:267-287) 
 
          30        40        50        60        70        80      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
        240       250       260       270       280       290       
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gi|119 SAGGYKV 
        300    
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (37-50:91-104) 
 
         10        20        30        40        50        60       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
         70        80                                               
2MEPSP AAVTAAGGNATYVL                                               
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.8 E():   68 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (37-50:91-104) 
 
         10        20        30        40        50        60       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
         70        80                                               
2MEPSP AAVTAAGGNATYVL                                               
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 69.0  bits: 19.1 E():   71 
Smith-Waterman score: 47; 34.6% identity (50.0% similar) in 52 aa overlap (25-74:279-330) 
 
                     10        20        30        40        50     
2MEPSP       VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     .:.:::: :..:   .   :  :   :    
gi|113 QSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATGAVGAATGAVGAA 
      250       260       270       280       290       300         
 
           60          70        80 
2MEPSP LGNAGIAM--RSLTAAVTAAGGNATYVL 
        : :  :    .  ::. .:::       
gi|113 TGAATAAAGGYKTGAATPTAGGYKV    
      310       320       330       
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.5 E():   74 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (37-50:68-81) 
 
         10        20        30        40        50        60       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
         70        80                                               
2MEPSP AAVTAAGGNATYVL                                               
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.5 E():   74 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (37-50:68-81) 
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         10        20        30        40        50        60       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
         70        80                                               
2MEPSP AAVTAAGGNATYVL                                               
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.5 E():   74 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (37-50:69-82) 
 
         10        20        30        40        50        60       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
         70        80                                               
2MEPSP AAVTAAGGNATYVL                                               
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 44; 45.5% identity (81.8% similar) in 11 aa overlap (36-46:166-176) 
 
          10        20        30        40        50        60      
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     .:::..  .::                    
gi|549 EVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGN 
         140       150       160       170       180       190      
 
          70        80 
2MEPSP TAAVTAAGGNATYVL 
                       
gi|549 EPIYERK         
         200           
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.5 E():   76 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (41-59:82-100) 
 
               20        30        40        50        60        70 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
               80 
2MEPSP AAGGNATYVL 
                  
gi|188 QSGAIYV    
                  
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (41-75:96-129) 
 
               20        30        40        50        60        70 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
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               80                                                   
2MEPSP AAGGNATYVL                                                   
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.3  bits: 18.8 E():   78 
Smith-Waterman score: 46; 41.9% identity (61.3% similar) in 31 aa overlap (47-77:267-293) 
 
         20        30        40        50        60        70       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
         80      
2MEPSP TYVL      
       :         
gi|663 TAAAGGYKA 
            300  
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (20-44:16-40) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                          : :. .:....: :..:  ::.. :                 
gi|753     MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIA 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP AMRSLTAAVTAAGGNATYVL                                         
                                                                    
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESA 
         60        70        80        90       100       110       
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.3  bits: 18.5 E():   78 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (37-50:80-93) 
 
         10        20        30        40        50        60       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
         70        80                                               
2MEPSP AAVTAAGGNATYVL                                               
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 68.2  bits: 19.3 E():   79 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (1-30:90-122) 
 
                                                10        20        
2MEPSP                               VDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|467 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
        30        40        50        60        70        80        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL        
       :::                                                          
gi|467 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1300

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  43 init1:  43 opt:  48  Z-score: 68.2  bits: 19.3 E():   79 
Smith-Waterman score: 48; 39.4% identity (60.6% similar) in 33 aa overlap (1-30:90-122) 
 
                                                10        20        
2MEPSP                               VDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     :: .::. :    .  .::   ::.:. .  
gi|601 KGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDGTTNKTKIGANAILGVSMAVA 
      60        70        80        90       100       110          
 
        30        40        50        60        70        80        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL        
       :::                                                          
gi|601 KAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSHAGGRLAFQEFMIVPSGAPSF 
     120       130       140       150       160       170          
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 68.2  bits: 19.6 E():   79 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (6-36:378-406) 
 
                                        10        20        30      
2MEPSP                          VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
          40        50        60        70        80                
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.1  bits: 16.1 E():   80 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (38-52:30-44) 
 
        10        20        30        40        50        60        
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                                     :     :.:.::...                
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN          
                10        20        30        40        50          
 
        70        80 
2MEPSP AVTAAGGNATYVL 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (37-50:91-104) 
 
         10        20        30        40        50        60       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
         70        80                                               
2MEPSP AAVTAAGGNATYVL                                               
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (37-50:91-104) 
 
         10        20        30        40        50        60       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
         70        80                                               
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2MEPSP AAVTAAGGNATYVL                                               
                                                                    
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (37-50:91-104) 
 
         10        20        30        40        50        60       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
         70        80                                               
2MEPSP AAVTAAGGNATYVL                                               
                                                                    
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (37-50:91-104) 
 
         10        20        30        40        50        60       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
         70        80                                               
2MEPSP AAVTAAGGNATYVL                                               
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (37-50:91-104) 
 
         10        20        30        40        50        60       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
         70        80                                               
2MEPSP AAVTAAGGNATYVL                                               
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (37-50:91-104) 
 
         10        20        30        40        50        60       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
         70        80                                               
2MEPSP AAVTAAGGNATYVL                                               
                                                                    
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
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Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (37-50:91-104) 
 
         10        20        30        40        50        60       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
         70        80                                               
2MEPSP AAVTAAGGNATYVL                                               
                                                                    
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (37-50:91-104) 
 
         10        20        30        40        50        60       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
         70        80                                               
2MEPSP AAVTAAGGNATYVL                                               
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (37-50:92-105) 
 
         10        20        30        40        50        60       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
         70        80                                               
2MEPSP AAVTAAGGNATYVL                                               
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.9  bits: 14.6 E():   82 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (20-27:10-17) 
 
               10        20        30        40        50        60 
2MEPSP VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                          :::: .:.                                  
gi|856           ANPTFGFTPLGLSSDAN                                  
                         10                                         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (17-45:38-66) 
 
                             10        20        30        40       
2MEPSP               VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
         50        60        70        80                           
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                           
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
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>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (37-50:93-106) 
 
         10        20        30        40        50        60       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
         70        80                                               
2MEPSP AAVTAAGGNATYVL                                               
                                                                    
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 67.8  bits: 19.0 E():   83 
Smith-Waterman score: 47; 27.9% identity (60.5% similar) in 43 aa overlap (4-40:225-267) 
 
                                          10        20              
2MEPSP                            VDNLLNSEDVHYMLGALRTLGLSVEA------D 
                                     ::.. :  :. :.:  . .:::.      : 
gi|118 VFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQITLD 
          200       210       220       230       240       250     
 
        30        40        50        60        70        80        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL        
       . .  . ...:.:                                                
gi|118 SITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSSIDSL 
          260       270       280       290       300       310     
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (12-46:48-86) 
 
                                  10        20             30       
2MEPSP                    VDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
         40        50        60        70        80                 
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL                 
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.2 E():   90 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (10-19:55-64) 
 
                                    10        20        30          
2MEPSP                      VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
      40        50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
                                                 
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF          
           90       100       110                
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 67.1  bits: 20.1 E():   90 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (23-67:563-607) 
 
                       10        20        30        40        50   
2MEPSP         VDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
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                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
             60        70        80                                 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVL                                 
         : . ..:.:...:                                              
gi|425 QTLDQYALAQRKISALSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLTA 
            600       610       620       630       640       650   
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 66.7  bits: 19.0 E():   95 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (1-29:90-121) 
 
                                                10        20        
2MEPSP                               VDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
        30        40        50        60        70        80        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL        
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 66.7  bits: 19.0 E():   95 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (1-29:90-121) 
 
                                                10        20        
2MEPSP                               VDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
        30        40        50        60        70        80        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL        
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.5  bits: 19.3 E():   97 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (3-36:381-414) 
 
                                           10        20        30   
2MEPSP                             VDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
             40        50        60        70        80             
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL             
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.5  bits: 18.0 E():   97 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (3-59:110-173) 
 
                                           10        20             
2MEPSP                             VDNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
      80        90       100       110       120       130          
 
      30        40            50        60        70        80      
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL      
        :  . .   ::  ..    :  :.:.::. . :                           
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gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
 
gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:27 2011 done: Tue Apr 19 10:57:27 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 45  - 124 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32     4     8:=* 
  34     7    22:==   * 
  36    31    44:========  * 
  38    37    73:==========        * 
  40    82   102:=====================    * 
  42    67   125:=================              * 
  44   107   138:===========================       * 
  46   200   140:==================================*=============== 
  48   181   134:=================================*============ 
  50   147   122:==============================*====== 
  52   110   108:==========================*= 
  54   112    92:======================*===== 
  56    87    77:===================*== 
  58    56    63:============== * 
  60    38    51:==========  * 
  62    19    41:=====     * 
  64    21    33:======  * 
  66    10    26:===   * 
  68    28    20:====*== 
  70    13    16:===* 
  72    34    12:==*====== 
  74    21    10:==*=== 
  76     9     8:=*= 
  78    19     6:=*=== 
  80     6     5:=* 
  82    18     3:*==== 
  84     4     3:* 
  86     3     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     2     0:=         *== 
 104     0     0:          * 
 106     3     0:=         *=== 
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 108     1     0:=         *= 
 110     1     0:=         *= 
 112     1     0:=         *= 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.39470.00345; mu= 3.2594 0.179 
 mean_var=42.005212.425, 0's: 2 Z-trim: 5  B-trim: 63 in 1/43 
 Lambda= 0.197889 
 Kolmogorov-Smirnov  statistic: 0.1178 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 26.3    0.15 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 25.5    0.28 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 25.2    0.34 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 24.6    0.51 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 24.3    0.61 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 24.3    0.61 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   65 24.3    0.62 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 23.8    0.92 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 23.5     1.1 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 22.3     2.4 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.1     2.7 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 21.8     3.7 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 21.8     3.7 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 21.5     4.5 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.2     5.4 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.5     6.9 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.2     7.5 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 20.6     8.1 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.3     9.9 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   56 21.7      10 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   57 21.9      11 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.3      12 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.3      12 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.3      12 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.3      12 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.3      12 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.3      12 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.3      12 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.0      12 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.0      12 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 20.0      12 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   50 20.0      12 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 20.0      12 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.3      12 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.3      13 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.3      13 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.3      14 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.3      14 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 20.3      14 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   49 19.8      15 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   49 19.8      15 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.8      15 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.3      16 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   54 21.1      16 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.5      18 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 19.5      18 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.5      21 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.5      21 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.5      21 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.5      21 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.5      21 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.5      21 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.5      21 
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gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.5      21 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.5      21 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.5      21 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   52 20.5      23 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 21.1      23 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.4      23 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.4      24 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.4      24 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.4      24 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.4      24 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.4      24 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.4      24 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.4      24 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   52 20.5      25 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   52 20.5      25 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   51 20.2      25 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.0      27 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 21.0      28 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.4      29 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 18.4      30 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   51 20.2      31 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.5      32 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.4      33 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.4      33 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 20.7      34 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 18.1      36 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.3      38 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.3      39 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.9      39 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.9      39 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   49 19.7      40 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   49 19.7      40 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 15.9      40 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   49 19.7      40 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   49 19.7      41 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   49 19.7      41 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   49 19.7      41 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   49 19.7      41 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   49 19.7      41 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   49 19.7      41 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   49 19.7      41 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   49 19.7      41 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   49 19.7      41 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   49 19.7      41 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   49 19.7      41 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   49 19.7      41 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   49 19.7      41 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   49 19.7      41 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   49 19.7      41 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.4      41 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.6      41 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.6      41 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   49 19.7      41 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.5      42 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.5      42 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.5      42 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.5      42 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.5      42 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.5      42 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.5      42 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.5      42 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.5      42 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.5      42 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.5      42 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.5      42 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   49 19.7      42 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.1      42 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 19.7      43 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   46 18.9      44 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.6      46 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.2      47 
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gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   48 19.4      47 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   48 19.4      49 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.4      49 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.4      53 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   48 19.4      53 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.8      54 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.8      54 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.8      54 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.1      56 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.6      57 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 18.0      57 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   47 19.1      58 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   47 19.1      58 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   47 19.1      58 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.8      63 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.1      64 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.8      67 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.8      68 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.1      70 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.5      73 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.5      73 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.5      74 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.3      74 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.3      76 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.5      76 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   46 18.8      77 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.5      77 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.3      77 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 19.6      77 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 17.7      77 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.5      80 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.5      81 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.5      81 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.5      81 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.5      81 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.5      81 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.5      81 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.5      81 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.5      81 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.5      81 
gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=P (  50)   36 16.1      81 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.1      82 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 17.7      82 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.1      83 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 17.7      84 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.5      84 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   51 20.1      88 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.2      90 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.3      95 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   43 18.0      97 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 117.0  bits: 26.3 E(): 0.15 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (16-71:31-85) 
 
                              10        20        30         40     
2MEPSP                DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
           50        60        70        80                
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD                
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 112.4  bits: 25.5 E(): 0.28 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (16-71:31-85) 
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                              10        20        30        40      
2MEPSP                DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
            50        60        70        80                
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD                
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 110.8  bits: 25.2 E(): 0.34 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (19-71:34-85) 
 
                           10        20        30        40         
2MEPSP             DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
         50        60        70        80                
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD                
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 107.8  bits: 24.6 E(): 0.51 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (16-71:31-85) 
 
                              10        20         30        40     
2MEPSP                DNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
           50        60        70        80                
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD                
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 106.3  bits: 24.3 E(): 0.61 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (19-71:33-84) 
 
                           10        20        30        40         
2MEPSP             DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
         50        60        70        80                
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD                
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 106.3  bits: 24.3 E(): 0.61 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (19-71:33-84) 
 
                           10        20        30        40         
2MEPSP             DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
         50        60        70        80                
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2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD                
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  65  Z-score: 106.2  bits: 24.3 E(): 0.62 
Smith-Waterman score: 65; 34.8% identity (53.0% similar) in 66 aa overlap (5-70:22-83) 
 
                                10        20        30        40    
2MEPSP                  DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                            .: : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
            50        60        70        80                 
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD                 
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 103.1  bits: 23.8 E(): 0.92 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (16-71:31-85) 
 
                              10        20        30        40      
2MEPSP                DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
          50        60        70        80                
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD                
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 101.6  bits: 23.5 E():  1.1 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (16-71:31-85) 
 
                              10        20        30         40     
2MEPSP                DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
           50        60        70        80                
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD                
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.6  bits: 22.3 E():  2.4 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (16-71:29-83) 
 
                            10        20        30        40        
2MEPSP              DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
          50        60        70        80                
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD                
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 94.9  bits: 23.1 E():  2.7 
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Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (1-30:33-62) 
 
                                             10        20        30 
2MEPSP                               DNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
               40        50        60        70        80           
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD           
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.3  bits: 21.8 E():  3.7 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (16-71:31-85) 
 
                              10        20         30        40     
2MEPSP                DNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
           50        60        70        80                
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD                
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.3  bits: 21.8 E():  3.7 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (16-71:31-85) 
 
                              10        20         30        40     
2MEPSP                DNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
           50        60        70        80                
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD                
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 90.8  bits: 21.5 E():  4.5 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (16-71:31-85) 
 
                              10        20         30        40     
2MEPSP                DNLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
           50        60        70        80                
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD                
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 89.4  bits: 21.2 E():  5.4 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (47-69:59-81) 
 
         20        30        40        50        60        70       
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
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         80                
2MEPSP YVLD                
                           
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 87.4  bits: 22.5 E():  6.9 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (24-73:17-66) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                              :..:.:     .:  :.  ..:::...: : :..    
gi|190        MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHN 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
        .. ...:....:                                                
gi|190 AQNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTT 
            60        70        80        90       100       110    
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 86.8  bits: 21.2 E():  7.5 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (12-37:75-101) 
 
                                  10         20        30        40 
2MEPSP                    DNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
               50        60        70        80   
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD   
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 86.2  bits: 20.6 E():  8.1 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (19-65:34-79) 
 
                           10        20        30        40         
2MEPSP             DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
         50        60        70        80                
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD                
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.6  bits: 20.3 E():  9.9 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (47-71:61-85) 
 
         20        30        40        50        60        70       
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
         80                
2MEPSP YVLD                
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
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>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.2  bits: 21.7 E():   10 
Smith-Waterman score: 56; 41.9% identity (61.3% similar) in 31 aa overlap (46-76:252-282) 
 
          20        30        40        50        60        70      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
          80     
2MEPSP TYVLD     
       :         
gi|144 TAAAGGYKV 
             290 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 83.5  bits: 21.9 E():   11 
Smith-Waterman score: 57; 27.1% identity (60.4% similar) in 48 aa overlap (22-68:315-362) 
 
                        10        20        30        40         50 
2MEPSP          DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
               60        70        80    
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLD    
       .:   .::    :  . :                
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.2  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|760                 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEAN 
                               10        20        30        40     
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|760 QNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
           50        60        70        80        90       100     
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.2  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|157                 SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEAN 
                               10        20        30        40     
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|157 QNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
           50        60        70        80        90       100     
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.2  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
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gi|217                 DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEAN 
                               10        20        30        40     
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|217 QNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENV 
           50        60        70        80        90       100     
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.2  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|217                 DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEAN 
                               10        20        30        40     
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|217 QNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENV 
           50        60        70        80        90       100     
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.2  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|214                 SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEAN 
                               10        20        30        40     
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|214 QNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
           50        60        70        80        90       100     
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.2  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|256                 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEAN 
                               10        20        30        40     
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|256 QNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
           50        60        70        80        90       100     
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.1  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:10-27) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|110                RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEAN 
                              10        20        30        40      
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|110 QNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
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          50        60        70        80        90       100      
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.1  bits: 20.0 E():   12 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (47-69:61-83) 
 
         20        30        40        50        60        70       
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
         80                
2MEPSP YVLD                
                           
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.1  bits: 20.0 E():   12 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (47-69:61-83) 
 
         20        30        40        50        60        70       
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
         80                
2MEPSP YVLD                
                           
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 83.1  bits: 20.0 E():   12 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (20-71:35-85) 
 
                          10        20        30        40          
2MEPSP            DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
        50        60        70        80                
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD                
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 83.1  bits: 20.0 E():   12 
Smith-Waterman score: 50; 31.2% identity (58.3% similar) in 48 aa overlap (19-65:34-79) 
 
                           10        20         30        40        
2MEPSP             DNLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
        50        60        70        80                
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD                
       ::..::: :     :.::                               
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDEFNHLVKH 
              70        80        90       100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 83.1  bits: 20.0 E():   12 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (20-71:35-85) 
 
                          10        20        30        40          
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2MEPSP            DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
        50        60        70        80                
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD                
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.8  bits: 20.3 E():   12 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:15-32) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|394           VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|394 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               60        70        80        90       100       110 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.2  bits: 20.3 E():   13 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:25-42) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.2  bits: 20.3 E():   13 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:25-42) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.2  bits: 20.3 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:26-43) 
 
                10        20        30        40        50          
2MEPSP  DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP AMRSLTAAVTAAGGNATYVLD                                        
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gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.2  bits: 20.3 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:26-43) 
 
                10        20        30        40        50          
2MEPSP  DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP AMRSLTAAVTAAGGNATYVLD                                        
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.8  bits: 20.3 E():   14 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (55-73:87-105) 
 
           30        40        50        60        70        80     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 81.4  bits: 19.8 E():   15 
Smith-Waterman score: 49; 27.0% identity (58.1% similar) in 74 aa overlap (5-75:19-86) 
 
                             10        20        30        40       
2MEPSP               DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
         50           60        70        80                     
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGNATYVLD                     
         : .  :...   : :  . .:: .:::: :                          
gi|668 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 81.4  bits: 19.8 E():   15 
Smith-Waterman score: 49; 27.0% identity (58.1% similar) in 74 aa overlap (5-75:19-86) 
 
                             10        20        30        40       
2MEPSP               DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
         50           60        70        80                     
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGNATYVLD                     
         : .  :...   : :  . .:: .:::: :                          
gi|833 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.2  bits: 19.8 E():   15 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (47-71:60-84) 
 
         20        30        40        50        60        70       
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
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                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
         80                     
2MEPSP YVLD                     
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 80.7  bits: 20.3 E():   16 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (61-76:142-161) 
 
               40        50        60            70        80       
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLD       
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
gi|249 GYKV 
            
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 80.6  bits: 21.1 E():   16 
Smith-Waterman score: 54; 39.3% identity (67.9% similar) in 28 aa overlap (52-79:8-34) 
 
              30        40        50        60        70        80  
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD  
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVR 
                                      10        20         30       
 
gi|324 EASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKII 
         40        50        60        70        80        90       
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.5 E():   18 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (47-71:61-85) 
 
         20        30        40        50        60        70       
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
         80                
2MEPSP YVLD                
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 79.9  bits: 19.5 E():   18 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (2-48:5-46) 
 
                  10        20        30        40        50        
2MEPSP    DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
           ..:..::..  .::.     ..:. .  :   .::   : : ::.:.          
gi|225 MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKSP-EDVKKVFHILDKDR 
               10        20            30        40         50      
 
        60        70        80                                 
2MEPSP GIAMRSLTAAVTAAGGNATYVLD                                 
                                                               
gi|225 SGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
          60        70        80        90       100       110 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:9-26) 
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               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|217                 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEAN 
                               10        20        30        40     
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|217 QNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENV 
           50        60        70        80        90       100     
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|217                 DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEAN 
                               10        20        30        40     
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|217 QNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENV 
           50        60        70        80        90       100     
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|217                 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEAN 
                               10        20        30        40     
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|217 QNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENV 
           50        60        70        80        90       100     
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|179                 DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDAN 
                               10        20        30        40     
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|179 QNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENV 
           50        60        70        80        90       100     
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|217                 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEAN 
                               10        20        30        40     
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               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|217 QNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENV 
           50        60        70        80        90       100     
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|217                 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEAN 
                               10        20        30        40     
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|217 QNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENV 
           50        60        70        80        90       100     
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|217                 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEAN 
                               10        20        30        40     
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|217 QNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPKSENV 
           50        60        70        80        90       100     
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|217                 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEAN 
                               10        20        30        40     
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|217 QNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENV 
           50        60        70        80        90       100     
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|217                 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEAN 
                               10        20        30        40     
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|217 QNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENV 
           50        60        70        80        90       100     
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|217                 DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEAN 
                               10        20        30        40     
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|217 QNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENV 
           50        60        70        80        90       100     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 52; 45.2% identity (54.8% similar) in 31 aa overlap (46-76:248-278) 
 
          20        30        40        50        60        70      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
          80     
2MEPSP TYVLD     
       :         
gi|239 TAATGGYKV 
       280       
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 78.0  bits: 21.1 E():   23 
Smith-Waterman score: 54; 19.4% identity (58.3% similar) in 72 aa overlap (3-64:171-242) 
 
                                           10           20          
2MEPSP                             DNLLNSEDVHYMLG---ALRTLGLSVEA--DK 
                                     :.:: . : ..:   ...  ::...:  :. 
gi|114 VNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDS 
              150       160       170       180       190       200 
 
        30        40             50        60        70        80   
2MEPSP AAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD   
           .. .  . .: .:      . . . .  :...:....:                   
gi|114 PNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGISIGSLGRDNS 
              210       220       230       240       250       260 
 
gi|114 RAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPILINQFYCTSA 
              270       280       290       300       310       320 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.0  bits: 19.4 E():   23 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:18-35) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|217        SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDAN 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|217 QNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENV 
            60        70        80        90       100       110    
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.8  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:22-39) 
 
               10        20        30        40        50        60 
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2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|546    GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDAN 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|546 QNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENV 
        60        70        80        90       100       110        
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:26-43) 
 
                10        20        30        40        50          
2MEPSP  DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP AMRSLTAAVTAAGGNATYVLD                                        
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:26-43) 
 
                10        20        30        40        50          
2MEPSP  DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP AMRSLTAAVTAAGGNATYVLD                                        
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:26-43) 
 
                10        20        30        40        50          
2MEPSP  DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP AMRSLTAAVTAAGGNATYVLD                                        
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:26-43) 
 
                10        20        30        40        50          
2MEPSP  DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP AMRSLTAAVTAAGGNATYVLD                                        

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1323

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:26-43) 
 
                10        20        30        40        50          
2MEPSP  DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP AMRSLTAAVTAAGGNATYVLD                                        
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:26-43) 
 
                10        20        30        40        50          
2MEPSP  DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP AMRSLTAAVTAAGGNATYVLD                                        
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.4  bits: 20.5 E():   25 
Smith-Waterman score: 52; 45.2% identity (54.8% similar) in 31 aa overlap (46-76:274-304) 
 
          20        30        40        50        60        70      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
          80     
2MEPSP TYVLD     
       :         
gi|330 TAATGGYKV 
           310   
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.4  bits: 20.5 E():   25 
Smith-Waterman score: 52; 45.2% identity (54.8% similar) in 31 aa overlap (46-76:274-304) 
 
          20        30        40        50        60        70      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
          80     
2MEPSP TYVLD     
       :         
gi|398 TAATGGYKV 
           310   
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.2  bits: 20.2 E():   25 
Smith-Waterman score: 51; 41.9% identity (58.1% similar) in 31 aa overlap (46-76:227-257) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1324

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
          20        30        40        50        60        70      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
          80     
2MEPSP TYVLD     
       :         
gi|180 TAAAGGYKV 
        260      
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.8  bits: 17.0 E():   27 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (22-34:5-17) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                            .: :: .:: :::                           
gi|323                  INLKAVIADPVAKTAVVQAGATLGEVYYXI              
                                10        20        30              
 
               70        80 
2MEPSP MRSLTAAVTAAGGNATYVLD 
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.3  bits: 21.0 E():   28 
Smith-Waterman score: 54; 19.4% identity (58.3% similar) in 72 aa overlap (3-64:201-272) 
 
                                           10           20          
2MEPSP                             DNLLNSEDVHYMLG---ALRTLGLSVEA--DK 
                                     :.:: . : ..:   ...  ::...:  :. 
gi|476 VNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDS 
              180       190       200       210       220       230 
 
        30        40             50        60        70        80   
2MEPSP AAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD   
           .. .  . .: .:      . . . .  :...:....:                   
gi|476 PNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGISIGSLGRDNS 
              240       250       260       270       280       290 
 
gi|476 RAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPILINQFYCTSA 
              300       310       320       330       340       350 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.0  bits: 19.4 E():   29 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:55-72) 
 
                     10        20        30        40        50     
2MEPSP       DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
           60        70        80                                   
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLD                                   
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 76.0  bits: 18.4 E():   30 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (23-54:40-71) 
 
                       10        20        30        40        50   
2MEPSP         DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
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             60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLD 
       :.                           
gi|154 FVDSLDKIAQVPRVG              
      70        80                  
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.6  bits: 20.2 E():   31 
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (1-49:221-261) 
 
                                             10        20        30 
2MEPSP                               DNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
               40        50        60        70        80           
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD           
       . :.  : .: :  .:::.                                          
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY 
           250        260       270       280       290       300   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 75.4  bits: 20.5 E():   32 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (3-31:246-275) 
 
                                           10         20        30  
2MEPSP                             DNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
              40        50        60        70        80            
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD            
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.2  bits: 19.4 E():   33 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (20-53:152-189) 
 
                          10        20        30           40       
2MEPSP            DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
          50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
       : :. .::                            
gi|476 KCERGKLFANCCK                       
             190                           
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.2  bits: 19.4 E():   33 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (20-53:152-189) 
 
                          10        20        30           40       
2MEPSP            DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
          50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
       : :. .::                            
gi|313 KCERGKLFANCCK                       
             190                           
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
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 initn:  39 init1:  39 opt:  53  Z-score: 74.8  bits: 20.7 E():   34 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (3-27:201-228) 
 
                                           10           20          
2MEPSP                             DNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      30        40        50        60        70        80          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD          
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.4  bits: 18.1 E():   36 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (26-54:43-71) 
 
                    10        20        30        40        50      
2MEPSP      DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
          60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLD 
                                 
gi|122 SLDKIAQVPRVG              
             80                  
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.3 E():   38 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (48-75:54-81) 
 
        20        30        40        50        60        70        
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
        80                      
2MEPSP VLD                      
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.3 E():   39 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (48-71:61-84) 
 
        20        30        40        50        60        70        
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
        80                
2MEPSP VLD                
                          
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (24-72:75-123) 
 
                      10        20        30        40        50    
2MEPSP        DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
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           50        60        70        80        90       100     
 
            60        70        80                           
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLD                           
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (24-72:75-123) 
 
                      10        20        30        40        50    
2MEPSP        DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
            60        70        80                           
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLD                           
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 19.7 E():   40 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (55-76:251-272) 
 
           30        40        50        60        70        80     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
                                     : : .:  . :.:. ::.: ::         
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 19.7 E():   40 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (55-76:252-273) 
 
           30        40        50        60        70        80     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
                                     : : .:  . :.:. ::.: ::         
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 73.6  bits: 15.9 E():   40 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (23-36:3-16) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                             :.: .::.  : ::                         
gi|463                     DFVDAHNAARAQVGVGPVHWT                    
                                   10        20                     
 
               70        80 
2MEPSP MRSLTAAVTAAGGNATYVLD 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 19.7 E():   40 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (55-76:255-276) 
 
           30        40        50        60        70        80     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
                                     : : .:  . :.:. ::.: ::         
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (57-76:260-279) 
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         30        40        50        60        70        80     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (57-76:260-279) 
 
         30        40        50        60        70        80     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (57-76:260-279) 
 
         30        40        50        60        70        80     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
                                     :. :  . :::: :: : ::         
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (57-76:260-279) 
 
         30        40        50        60        70        80     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (57-76:260-279) 
 
         30        40        50        60        70        80     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
                                     :. :  . :::: :: : ::         
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (57-76:260-279) 
 
         30        40        50        60        70        80     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (57-76:260-279) 
 
         30        40        50        60        70        80     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (57-76:260-279) 
 
         30        40        50        60        70        80     
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2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (57-76:260-279) 
 
         30        40        50        60        70        80     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (57-76:260-279) 
 
         30        40        50        60        70        80     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (57-76:260-279) 
 
         30        40        50        60        70        80     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (57-76:260-279) 
 
         30        40        50        60        70        80     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (57-76:260-279) 
 
         30        40        50        60        70        80     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
                                     :. :  . :::: :: : ::         
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (55-76:258-279) 
 
           30        40        50        60        70        80     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
                                     : : .:  . :.:. ::.: ::         
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 49; 55.0% identity (65.0% similar) in 20 aa overlap (57-76:260-279) 
 
         30        40        50        60        70        80     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
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                                     :. :  . :::: :: : ::         
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.4  bits: 19.4 E():   41 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (46-73:210-237) 
 
          20        30        40        50        60        70      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
          80 
2MEPSP TYVLD 
             
gi|226 V     
     240     
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.4  bits: 18.6 E():   41 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (47-76:5-32) 
 
         20        30        40        50        60        70       
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
         80                                                         
2MEPSP YVLD                                                         
                                                                    
gi|300 TEEQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.4  bits: 18.6 E():   41 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (47-76:5-32) 
 
         20        30        40        50        60        70       
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
         80                                                         
2MEPSP YVLD                                                         
                                                                    
gi|300 TEEQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.7 E():   41 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (55-76:261-282) 
 
           30        40        50        60        70        80     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
                                     : : .:  . :.:. ::.: ::         
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.2  bits: 20.5 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (3-27:201-228) 
 
                                           10           20          
2MEPSP                             DNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
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      30        40        50        60        70        80          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.2  bits: 20.5 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (3-27:201-228) 
 
                                           10           20          
2MEPSP                             DNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      30        40        50        60        70        80          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.2  bits: 20.5 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (3-27:201-228) 
 
                                           10           20          
2MEPSP                             DNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      30        40        50        60        70        80          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.2  bits: 20.5 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (3-27:201-228) 
 
                                           10           20          
2MEPSP                             DNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      30        40        50        60        70        80          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.2  bits: 20.5 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (3-27:201-228) 
 
                                           10           20          
2MEPSP                             DNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      30        40        50        60        70        80          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD          
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
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>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.2  bits: 20.5 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (3-27:201-228) 
 
                                           10           20          
2MEPSP                             DNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      30        40        50        60        70        80          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.2  bits: 20.5 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (3-27:201-228) 
 
                                           10           20          
2MEPSP                             DNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      30        40        50        60        70        80          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD          
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.2  bits: 20.5 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (3-27:201-228) 
 
                                           10           20          
2MEPSP                             DNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      30        40        50        60        70        80          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.2  bits: 20.5 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (3-27:201-228) 
 
                                           10           20          
2MEPSP                             DNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      30        40        50        60        70        80          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.2  bits: 20.5 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (3-27:201-228) 
 
                                           10           20          
2MEPSP                             DNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
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gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      30        40        50        60        70        80          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.2  bits: 20.5 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (3-27:201-228) 
 
                                           10           20          
2MEPSP                             DNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      30        40        50        60        70        80          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD          
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 73.2  bits: 20.5 E():   42 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (3-27:201-228) 
 
                                           10           20          
2MEPSP                             DNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      30        40        50        60        70        80          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD          
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 19.7 E():   42 
Smith-Waterman score: 49; 45.5% identity (68.2% similar) in 22 aa overlap (55-76:266-287) 
 
           30        40        50        60        70        80     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
                                     : : .:  . :.:. ::.: ::         
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.2  bits: 19.1 E():   42 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (1-30:33-62) 
 
                                             10        20        30 
2MEPSP                               DNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
               40        50        60        70        80           
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD           
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 73.0  bits: 19.7 E():   43 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (5-55:113-157) 
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                                         10        20        30     
2MEPSP                           DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
           40        50        60        70        80               
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD               
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 18.9 E():   44 
Smith-Waterman score: 46; 25.0% identity (59.4% similar) in 32 aa overlap (7-38:145-176) 
 
                                       10        20        30       
2MEPSP                         DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :  . ..  ...:: :  . ..  :  .:. 
gi|501 PNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVN 
          120       130       140       150       160       170     
 
         40        50        60        70        80 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
       ::                                           
gi|501 CGEL                                         
                                                    
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.5  bits: 15.6 E():   46 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (36-44:4-12) 
 
          10        20        30        40        50        60      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     ::...: .:                      
gi|544                            APPGCSNHFNLETVFGNFVK              
                                          10        20              
 
          70        80 
2MEPSP AAVTAAGGNATYVLD 
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.4  bits: 20.2 E():   47 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (22-66:163-207) 
 
                        10        20        30        40        50  
2MEPSP          DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
              60        70        80                                
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLD                                
         : . ..:.:...:                                              
gi|845 QTLDQYALAQRKISALSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTT 
            200       210       220       230       240       250   
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.2  bits: 19.4 E():   47 
Smith-Waterman score: 48; 45.2% identity (51.6% similar) in 31 aa overlap (46-76:238-268) 
 
          20        30        40        50        60        70      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
          80     
2MEPSP TYVLD     
       :         
gi|313 TAATGGYKV 
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       270       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 48; 41.9% identity (54.8% similar) in 31 aa overlap (46-76:246-276) 
 
          20        30        40        50        60        70      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
          80     
2MEPSP TYVLD     
       :         
gi|295 TAATGGYKV 
         280     
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (7-31:195-217) 
 
                                       10        20        30       
2MEPSP                         DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
         40        50        60        70        80                 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD                 
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.4  bits: 19.4 E():   53 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (52-79:7-33) 
 
              30        40        50        60        70        80  
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD  
                                     :..:..:   : .: : . : :. :..:   
gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.4  bits: 19.4 E():   53 
Smith-Waterman score: 48; 55.0% identity (65.0% similar) in 20 aa overlap (57-76:280-299) 
 
         30        40        50        60        70        80     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
                                     :. :  . :::: :: : ::         
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV 
     250       260       270       280       290       300        
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (19-34:172-187) 
 
                           10        20        30        40         
2MEPSP             DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
       50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                                        
gi|256 KESLAKKNHGLSRSE                  
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             210                        
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (19-34:173-188) 
 
                           10        20        30        40         
2MEPSP             DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
       50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                                        
gi|187 KESLAKKNHGLSRSE                  
            210                         
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (19-34:173-188) 
 
                           10        20        30        40         
2MEPSP             DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
       50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                                        
gi|187 KESLAKKNHGLSRSE                  
            210                         
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (36-49:91-104) 
 
          10        20        30        40        50        60      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
          70        80                                              
2MEPSP AAVTAAGGNATYVLD                                              
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.9  bits: 18.6 E():   57 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (13-52:106-145) 
 
                                 10        20        30        40   
2MEPSP                   DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
             50        60        70        80               
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD               
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.7  bits: 18.0 E():   57 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (39-69:6-35) 
 
       10        20        30        40        50        60         
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2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.. . : .:. . :: . :...   :::  
gi|144                          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAK 
                                        10         20        30     
 
       70        80                                                 
2MEPSP TAAGGNATYVLD                                                 
       :                                                            
gi|144 TVKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQ 
           40        50        60        70        80        90     
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 47; 45.2% identity (51.6% similar) in 31 aa overlap (46-76:238-268) 
 
          20        30        40        50        60        70      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
          80     
2MEPSP TYVLD     
       :         
gi|168 TAATGGYKV 
       270       
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 47; 45.2% identity (51.6% similar) in 31 aa overlap (46-76:238-268) 
 
          20        30        40        50        60        70      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
          80     
2MEPSP TYVLD     
       :         
gi|313 TAATGGYKV 
       270       
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 47; 45.2% identity (51.6% similar) in 31 aa overlap (46-76:238-268) 
 
          20        30        40        50        60        70      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
          80     
2MEPSP TYVLD     
       :         
gi|313 TAATGGYKV 
       270       
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 18.8 E():   63 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (36-49:76-89) 
 
          10        20        30        40        50        60      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
          70        80                                              
2MEPSP AAVTAAGGNATYVLD                                              

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1338

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.1 E():   64 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (55-75:267-287) 
 
           30        40        50        60        70        80     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
        240       250       260       270       280       290       
 
gi|119 SAGGYKV 
        300    
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.8 E():   67 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (36-49:91-104) 
 
          10        20        30        40        50        60      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
          70        80                                              
2MEPSP AAVTAAGGNATYVLD                                              
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (36-49:91-104) 
 
          10        20        30        40        50        60      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
          70        80                                              
2MEPSP AAVTAAGGNATYVLD                                              
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 69.1  bits: 19.1 E():   70 
Smith-Waterman score: 47; 34.6% identity (50.0% similar) in 52 aa overlap (24-73:279-330) 
 
                      10        20        30        40        50    
2MEPSP        DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     .:.:::: :..:   .   :  :   :    
gi|113 QSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATGAVGAATGAVGAA 
      250       260       270       280       290       300         
 
            60          70        80 
2MEPSP LGNAGIAM--RSLTAAVTAAGGNATYVLD 
        : :  :    .  ::. .:::        
gi|113 TGAATAAAGGYKTGAATPTAGGYKV     
      310       320       330        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (36-49:68-81) 
 
          10        20        30        40        50        60      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
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                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
          70        80                                              
2MEPSP AAVTAAGGNATYVLD                                              
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (36-49:68-81) 
 
          10        20        30        40        50        60      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
          70        80                                              
2MEPSP AAVTAAGGNATYVLD                                              
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.5 E():   74 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (36-49:69-82) 
 
          10        20        30        40        50        60      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
          70        80                                              
2MEPSP AAVTAAGGNATYVLD                                              
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 44; 45.5% identity (81.8% similar) in 11 aa overlap (35-45:166-176) 
 
           10        20        30        40        50        60     
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     .:::..  .::                    
gi|549 EVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGN 
         140       150       160       170       180       190      
 
           70        80 
2MEPSP TAAVTAAGGNATYVLD 
                        
gi|549 EPIYERK          
         200            
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.6  bits: 18.3 E():   76 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (40-74:96-129) 
 
      10        20        30        40        50        60          
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
      70        80                                                  
2MEPSP AAGGNATYVLD                                                  
          ::                                                        
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gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.5 E():   76 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (40-58:82-100) 
 
      10        20        30        40        50        60          
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
      70        80 
2MEPSP AAGGNATYVLD 
                   
gi|188 QSGAIYV     
                   
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 46; 41.9% identity (61.3% similar) in 31 aa overlap (46-76:267-293) 
 
          20        30        40        50        60        70      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
          80     
2MEPSP TYVLD     
       :         
gi|663 TAAAGGYKA 
            300  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 18.5 E():   77 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (36-49:80-93) 
 
          10        20        30        40        50        60      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
          70        80                                              
2MEPSP AAVTAAGGNATYVLD                                              
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.4  bits: 19.3 E():   77 
Smith-Waterman score: 48; 39.3% identity (60.7% similar) in 28 aa overlap (2-29:95-122) 
 
                                            10        20        30  
2MEPSP                              DNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     : :.. . .  :::   ::.:.   :::   
gi|145 AVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMAIAKAAAA 
           70        80        90       100       110       120     
 
              40        50        60        70        80            
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD            
                                                                    
gi|145 EKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTFAEALRIR 
          130       140       150       160       170       180     
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (5-35:378-406) 
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                                         10        20        30     
2MEPSP                           DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
           40        50        60        70        80               
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD               
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.7 E():   77 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (19-43:16-40) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                         : :. .:....: :..:  ::.. :                  
gi|753    MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIAT 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP MRSLTAAVTAAGGNATYVLD                                         
                                                                    
gi|753 PLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAK 
        60        70        80        90       100       110        
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (36-49:91-104) 
 
          10        20        30        40        50        60      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
          70        80                                              
2MEPSP AAVTAAGGNATYVLD                                              
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (36-49:91-104) 
 
          10        20        30        40        50        60      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|409 GGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITDDNE 
               70        80        90       100       110       120 
 
          70        80                                              
2MEPSP AAVTAAGGNATYVLD                                              
                                                                    
gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (36-49:91-104) 
 
          10        20        30        40        50        60      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
          70        80                                              
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2MEPSP AAVTAAGGNATYVLD                                              
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (36-49:91-104) 
 
          10        20        30        40        50        60      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
          70        80                                              
2MEPSP AAVTAAGGNATYVLD                                              
                                                                    
gi|752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (36-49:91-104) 
 
          10        20        30        40        50        60      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|386 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHITDDNE 
               70        80        90       100       110       120 
 
          70        80                                              
2MEPSP AAVTAAGGNATYVLD                                              
                                                                    
gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (36-49:91-104) 
 
          10        20        30        40        50        60      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
          70        80                                              
2MEPSP AAVTAAGGNATYVLD                                              
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (36-49:91-104) 
 
          10        20        30        40        50        60      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
          70        80                                              
2MEPSP AAVTAAGGNATYVLD                                              
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
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Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (36-49:91-104) 
 
          10        20        30        40        50        60      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
               70        80        90       100       110       120 
 
          70        80                                              
2MEPSP AAVTAAGGNATYVLD                                              
                                                                    
gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (36-49:92-105) 
 
          10        20        30        40        50        60      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
          70        80                                              
2MEPSP AAVTAAGGNATYVLD                                              
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (36-49:93-106) 
 
          10        20        30        40        50        60      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHITDDNE 
             70        80        90       100       110       120   
 
          70        80                                              
2MEPSP AAVTAAGGNATYVLD                                              
                                                                    
gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
            130       140       150       160       170       180   
 
>>gi|14423643|sp|O24172.1|ALL6_OLEEU RecName: Full=Polle  (50 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.0  bits: 16.1 E():   81 
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (37-51:30-44) 
 
         10        20        30        40        50        60       
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                                     :     :.:.::...                
gi|144  DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYKPKN          
                10        20        30        40        50          
 
         70        80 
2MEPSP AVTAAGGNATYVLD 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 47; 27.9% identity (60.5% similar) in 43 aa overlap (3-39:225-267) 
 
                                           10        20             
2MEPSP                             DNLLNSEDVHYMLGALRTLGLSVEA------D 
                                     ::.. :  :. :.:  . .:::.      : 
gi|118 VFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQITLD 
          200       210       220       230       240       250     
 
         30        40        50        60        70        80       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD       
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       . .  . ...:.:                                                
gi|118 SITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSSIDSL 
          260       270       280       290       300       310     
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (16-44:38-66) 
 
                              10        20        30        40      
2MEPSP                DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
          50        60        70        80                          
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD                          
                                                                    
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (54-80:107-133) 
 
            30        40        50        60        70        80    
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD    
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (11-45:48-86) 
 
                                   10        20             30      
2MEPSP                     DNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
          40        50        60        70        80                
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD                
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.7  bits: 14.5 E():   84 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (19-26:10-17) 
 
               10        20        30        40        50        60 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                         :::: .:.                                   
gi|856          ANPTFGFTPLGLSSDAN                                   
                        10                                          
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 67.3  bits: 20.1 E():   88 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (22-66:563-607) 
 
                        10        20        30        40        50  
2MEPSP          DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
              60        70        80                                
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLD                                
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         : . ..:.:...:                                              
gi|425 QTLDQYALAQRKISALSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLTA 
            600       610       620       630       640       650   
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.2 E():   90 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (9-18:55-64) 
 
                                     10        20        30         
2MEPSP                       DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
       40        50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                                                  
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF           
           90       100       110                 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (2-35:381-414) 
 
                                            10        20        30  
2MEPSP                              DNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
              40        50        60        70        80            
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD            
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 43; 26.6% identity (50.0% similar) in 64 aa overlap (2-58:110-173) 
 
                                            10        20            
2MEPSP                              DNLLNSEDVHYMLGALRTLGLSVEA---DKA 
                                     :.  . :.:  :: .   .:. :.   :   
gi|144 TGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDID 
      80        90       100       110       120       130          
 
       30        40            50        60        70        80     
2MEPSP AKRAVVVGCGGKFPVE----DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD     
        :  . .   ::  ..    :  :.:.::. . :                           
gi|144 MKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVT 
     140       150       160       170       180       190          
 
gi|144 DMLKPILVEEIKKLKLN 
     200       210       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:27 2011 done: Tue Apr 19 10:57:27 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>2MEPSPS: 46  - 125 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     2     2:* 
  32     5     8:==* 
  34    22    22:=======* 
  36    37    44:============= * 
  38    63    73:=====================   * 
  40    58   102:====================             * 
  42   119   125:======================================== * 
  44   162   138:=============================================*======== 
  46   176   140:==============================================*============ 
  48   157   134:============================================*======== 
  50   121   122:========================================* 
  52   112   108:===================================*== 
  54    78    92:==========================    * 
  56   106    77:=========================*========== 
  58    33    63:===========         * 
  60    21    51:=======         * 
  62    24    41:========     * 
  64    19    33:=======   * 
  66    29    26:========*= 
  68    11    20:====  * 
  70    16    16:=====* 
  72    17    12:===*== 
  74    22    10:===*==== 
  76    15     8:==*== 
  78    24     6:=*====== 
  80    15     5:=*=== 
  82     5     3:*= 
  84     3     3:* 
  86     3     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     3     0:=         *=== 
 104     1     0:=         *= 
 106     1     0:=         *= 
 108     1     0:=         *= 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.55770.00338; mu= 8.8765 0.176 
 mean_var=44.134213.382, 0's: 2 Z-trim: 3  B-trim: 65 in 1/43 
 Lambda= 0.193058 
 Kolmogorov-Smirnov  statistic: 0.0456 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 25.5    0.26 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 24.7    0.47 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 24.4    0.57 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 23.9    0.84 
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gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 23.6       1 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 23.6       1 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   65 23.6       1 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 23.0     1.5 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 22.8     1.8 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 21.6     3.9 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 21.1     5.8 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 21.1     5.8 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 20.8     7.1 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.1     7.7 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.5     8.4 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.1     8.9 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 20.6      11 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   55 20.9      12 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 20.0      13 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.3      14 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   57 21.6      14 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.3      15 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.3      15 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   51 19.7      15 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 19.7      15 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 19.7      18 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 19.7      18 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 19.7      18 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 19.7      18 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 19.7      18 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 19.7      18 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 19.7      18 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.7      18 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.4      18 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 19.4      18 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.4      18 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 19.4      18 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 20.7      19 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 19.7      19 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.7      19 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 19.8      20 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.8      20 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 19.8      20 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   54 20.7      21 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   49 19.1      23 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   49 19.1      23 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.8      23 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.1      23 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.4      24 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.4      24 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.4      24 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.4      24 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.4      24 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.4      24 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.4      25 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 18.9      27 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   48 18.9      27 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.8      28 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.1      28 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.1      29 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 18.9      31 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 18.9      31 
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gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 18.9      31 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 18.9      31 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 18.9      31 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 18.9      31 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 18.9      31 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 18.9      31 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 18.9      31 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 18.9      31 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.8      33 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 18.9      33 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 18.9      34 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 19.9      34 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 19.9      34 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 19.9      34 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 18.9      35 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 18.9      35 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 18.9      35 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.9      35 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 18.9      35 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 18.9      35 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 19.9      37 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.2      39 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 20.5      40 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 18.9      41 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 19.0      45 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 19.0      45 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 17.7      46 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.2      48 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.2      48 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.2      48 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.2      48 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.2      48 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.2      48 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.2      48 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.2      48 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.2      48 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.2      48 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.2      48 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.2      48 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 16.1      49 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.0      54 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.3      54 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.4      54 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.4      54 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.0      55 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 19.3      55 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.4      56 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.7      57 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.7      57 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.1      59 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.1      59 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.3      59 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   46 18.4      60 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.1      61 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.1      61 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.0      62 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.0      66 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 18.7      71 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.4      71 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.4      72 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.4      72 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.1      76 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 15.0      77 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.8      79 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.4      80 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.5      82 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.5      85 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.5      86 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 19.4      88 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.5      88 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 14.7      89 
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gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.1      90 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   51 20.1      92 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.2      94 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.2      94 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.2      95 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.5      95 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   43 17.5      97 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 18.8      97 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 17.9      98 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.2      98 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 18.8      98 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.2      99 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 17.9      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 112.8  bits: 25.5 E(): 0.26 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (15-70:31-85) 
 
                               10        20        30         40    
2MEPSP                 NLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
            50        60        70        80               
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG               
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 108.3  bits: 24.7 E(): 0.47 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (15-70:31-85) 
 
                               10        20        30          40   
2MEPSP                 NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
             50        60        70        80               
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG               
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 106.8  bits: 24.4 E(): 0.57 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (18-70:34-85) 
 
                            10        20        30          40      
2MEPSP              NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
          50        60        70        80               
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG               
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 103.8  bits: 23.9 E(): 0.84 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (15-70:31-85) 
 
                               10        20         30        40    
2MEPSP                 NLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1350

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
            50        60        70        80               
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG               
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 102.4  bits: 23.6 E():    1 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (18-70:33-84) 
 
                            10        20        30          40      
2MEPSP              NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
          50        60        70        80               
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG               
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 102.4  bits: 23.6 E():    1 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (18-70:33-84) 
 
                            10        20        30          40      
2MEPSP              NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
          50        60        70        80               
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG               
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  65  Z-score: 102.3  bits: 23.6 E():    1 
Smith-Waterman score: 65; 34.8% identity (53.0% similar) in 66 aa overlap (4-69:22-83) 
 
                                 10        20        30        40   
2MEPSP                   NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                            .: : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
             50        60        70        80                
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG                
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 99.3  bits: 23.0 E():  1.5 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (15-70:31-85) 
 
                               10        20        30        40     
2MEPSP                 NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
           50        60        70        80               
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG               
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
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>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 97.8  bits: 22.8 E():  1.8 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (15-70:31-85) 
 
                               10        20        30         40    
2MEPSP                 NLLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
            50        60        70        80               
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG               
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 91.9  bits: 21.6 E():  3.9 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (15-70:29-83) 
 
                             10        20        30          40     
2MEPSP               NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
           50        60        70        80               
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG               
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 88.7  bits: 21.1 E():  5.8 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (15-70:31-85) 
 
                               10        20         30        40    
2MEPSP                 NLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
            50        60        70        80               
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG               
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 88.7  bits: 21.1 E():  5.8 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (15-70:31-85) 
 
                               10        20         30        40    
2MEPSP                 NLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
            50        60        70        80               
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG               
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 87.2  bits: 20.8 E():  7.1 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (15-70:31-85) 
 
                               10        20         30        40    
2MEPSP                 NLLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
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gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
            50        60        70        80               
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG               
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.6  bits: 22.1 E():  7.7 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (45-80:252-287) 
 
           20        30        40        50        60        70     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
           80    
2MEPSP TYVLDG    
       : .  :    
gi|144 TAAAGGYKV 
             290 
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.9  bits: 20.5 E():  8.4 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (46-68:59-81) 
 
          20        30        40        50        60        70      
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
          80               
2MEPSP YVLDG               
                           
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.4  bits: 22.1 E():  8.9 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (23-72:17-66) 
 
               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                             :..:.:     .:  :.  ..:::...: : :..     
gi|190       MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNA 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP RSLTAAVTAAGGNATYVLDG                                         
       .. ...:....:                                                 
gi|190 QNAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTG 
           60        70        80        90       100       110     
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 83.7  bits: 20.6 E():   11 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (11-36:75-101) 
 
                                   10         20        30          
2MEPSP                     NLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
      40        50        60        70        80  
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG  
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
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          110       120       130       140       
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.0  bits: 20.9 E():   12 
Smith-Waterman score: 55; 33.3% identity (77.8% similar) in 27 aa overlap (3-29:36-62) 
 
                                           10        20        30   
2MEPSP                             NLLNSEDVHYMLGALRTLGLSVEADKAAKRAV 
                                     :..  ..::: ..:  : ..:.:...:    
gi|256 FFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGKEIC 
          10        20        30        40        50        60      
 
             40        50        60        70        80             
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG             
                                                                    
gi|256 PLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIVERE 
          70        80        90       100       110       120      
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 82.7  bits: 20.0 E():   13 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (18-64:34-79) 
 
                            10        20        30          40      
2MEPSP              NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
          50        60        70        80               
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG               
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.1  bits: 21.3 E():   14 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (45-80:248-283) 
 
           20        30        40        50        60        70     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
           80    
2MEPSP TYVLDG    
       : .  :    
gi|239 TAATGGYKV 
       280       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 81.7  bits: 21.6 E():   14 
Smith-Waterman score: 57; 27.1% identity (60.4% similar) in 48 aa overlap (21-67:315-362) 
 
                         10        20        30        40           
2MEPSP           NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
      50        60        70        80   
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDG   
       .:   .::    :  . :                
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.5  bits: 21.3 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (45-80:274-309) 
 
           20        30        40        50        60        70     
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2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
           80    
2MEPSP TYVLDG    
       : .  :    
gi|398 TAATGGYKV 
           310   
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.5  bits: 21.3 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (45-80:274-309) 
 
           20        30        40        50        60        70     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
           80    
2MEPSP TYVLDG    
       : .  :    
gi|330 TAATGGYKV 
           310   
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 81.2  bits: 19.7 E():   15 
Smith-Waterman score: 51; 32.4% identity (52.9% similar) in 68 aa overlap (18-80:34-96) 
 
                            10        20         30        40       
2MEPSP              NLLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
         50        60            70        80              
2MEPSP EEVQLFLGNAGIAMRSLTAAVTA----AGGNATYVLDG              
       ::..::: :     :.:: . :     :: :   : ::              
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH 
              70        80        90          100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.2  bits: 19.7 E():   15 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (46-70:61-85) 
 
          20        30        40        50        60        70      
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
          80               
2MEPSP YVLDG               
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.1  bits: 19.7 E():   18 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                              :..  :...: :: :. :                    
gi|214                SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQ 
                              10        20        30        40      
 
               70        80                                         
2MEPSP RSLTAAVTAAGGNATYVLDG                                         
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gi|214 NTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVV 
          50        60        70        80        90       100      
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.1  bits: 19.7 E():   18 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                              :..  :...: :: :. :                    
gi|760                DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQ 
                              10        20        30        40      
 
               70        80                                         
2MEPSP RSLTAAVTAAGGNATYVLDG                                         
                                                                    
gi|760 NSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVV 
          50        60        70        80        90       100      
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.1  bits: 19.7 E():   18 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                              :..  :...: :: :. :                    
gi|256                DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQ 
                              10        20        30        40      
 
               70        80                                         
2MEPSP RSLTAAVTAAGGNATYVLDG                                         
                                                                    
gi|256 NSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVV 
          50        60        70        80        90       100      
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.1  bits: 19.7 E():   18 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                              :..  :...: :: :. :                    
gi|157                SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQ 
                              10        20        30        40      
 
               70        80                                         
2MEPSP RSLTAAVTAAGGNATYVLDG                                         
                                                                    
gi|157 NTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVV 
          50        60        70        80        90       100      
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.1  bits: 19.7 E():   18 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                              :..  :...: :: :. :                    
gi|217                DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQ 
                              10        20        30        40      
 
               70        80                                         
2MEPSP RSLTAAVTAAGGNATYVLDG                                         
                                                                    
gi|217 NSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVV 
          50        60        70        80        90       100      
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.1  bits: 19.7 E():   18 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:9-26) 
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               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                              :..  :...: :: :. :                    
gi|217                DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQ 
                              10        20        30        40      
 
               70        80                                         
2MEPSP RSLTAAVTAAGGNATYVLDG                                         
                                                                    
gi|217 NSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVV 
          50        60        70        80        90       100      
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:10-27) 
 
               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                              :..  :...: :: :. :                    
gi|110               RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQ 
                             10        20        30        40       
 
               70        80                                         
2MEPSP RSLTAAVTAAGGNATYVLDG                                         
                                                                    
gi|110 NSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVV 
         50        60        70        80        90       100       
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.8  bits: 19.7 E():   18 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:15-32) 
 
               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                              :..  :...: :: :. :                    
gi|394          VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQ 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP RSLTAAVTAAGGNATYVLDG                                         
                                                                    
gi|394 NSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVV 
              60        70        80        90       100       110  
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.7  bits: 19.4 E():   18 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (46-68:61-83) 
 
          20        30        40        50        60        70      
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
          80               
2MEPSP YVLDG               
                           
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 79.7  bits: 19.4 E():   18 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (19-70:35-85) 
 
                           10        20        30          40       
2MEPSP             NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
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         50        60        70        80               
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG               
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.7  bits: 19.4 E():   18 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (46-68:61-83) 
 
          20        30        40        50        60        70      
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
          80               
2MEPSP YVLDG               
                           
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 79.7  bits: 19.4 E():   18 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (19-70:35-85) 
 
                           10        20        30          40       
2MEPSP             NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
         50        60        70        80               
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG               
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.6  bits: 20.7 E():   19 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (45-80:227-262) 
 
           20        30        40        50        60        70     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
           80    
2MEPSP TYVLDG    
       : .  :    
gi|180 TAAAGGYKV 
        260      
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.7 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:25-42) 
 
                10        20        30        40        50          
2MEPSP  NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP MRSLTAAVTAAGGNATYVLDG                                        
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.7 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:25-42) 
 
                10        20        30        40        50          
2MEPSP  NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP MRSLTAAVTAAGGNATYVLDG                                        
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.8 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:26-43) 
 
                 10        20        30        40        50         
2MEPSP   NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP AMRSLTAAVTAAGGNATYVLDG                                       
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.8 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:26-43) 
 
                 10        20        30        40        50         
2MEPSP   NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP AMRSLTAAVTAAGGNATYVLDG                                       
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (54-72:87-105) 
 
            30        40        50        60        70        80    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 78.6  bits: 20.7 E():   21 
Smith-Waterman score: 54; 39.3% identity (67.9% similar) in 28 aa overlap (51-78:8-34) 
 
               30        40        50        60        70        80 
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVR 
                                      10        20         30       
 
gi|324 EASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKII 
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         40        50        60        70        80        90       
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 78.1  bits: 19.1 E():   23 
Smith-Waterman score: 49; 27.0% identity (58.1% similar) in 74 aa overlap (4-74:19-86) 
 
                              10        20        30        40      
2MEPSP                NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
          50           60        70        80                    
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGNATYVLDG                    
         : .  :...   : :  . .:: .:::: :                          
gi|833 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 78.1  bits: 19.1 E():   23 
Smith-Waterman score: 49; 27.0% identity (58.1% similar) in 74 aa overlap (4-74:19-86) 
 
                              10        20        30        40      
2MEPSP                NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
          50           60        70        80                    
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGNATYVLDG                    
         : .  :...   : :  . .:: .:::: :                          
gi|668 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 78.0  bits: 19.8 E():   23 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (60-75:142-161) 
 
      30        40        50        60            70        80      
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDG      
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
gi|249 GYKV 
            
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 19.1 E():   23 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (46-70:60-84) 
 
          20        30        40        50        60        70      
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
          80                    
2MEPSP YVLDG                    
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.8  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (54-80:251-277) 
 
            30        40        50        60        70        80    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
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              230       240       250       260       270       280 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (54-80:252-278) 
 
            30        40        50        60        70        80    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (54-80:255-281) 
 
            30        40        50        60        70        80    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (56-80:260-284) 
 
          30        40        50        60        70        80    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (56-80:260-284) 
 
          30        40        50        60        70        80    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (56-80:260-284) 
 
          30        40        50        60        70        80    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (56-80:260-284) 
 
          30        40        50        60        70        80    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (56-80:260-284) 
 
          30        40        50        60        70        80    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
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>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (56-80:260-284) 
 
          30        40        50        60        70        80    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (56-80:260-284) 
 
          30        40        50        60        70        80    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (56-80:260-284) 
 
          30        40        50        60        70        80    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (56-80:260-284) 
 
          30        40        50        60        70        80    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (56-80:260-284) 
 
          30        40        50        60        70        80    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     :. :  . :::: :: : :: .  :    
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (56-80:260-284) 
 
          30        40        50        60        70        80    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (56-80:260-284) 
 
          30        40        50        60        70        80    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     :. :  . :::: :: : :: .  :    
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
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>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (56-80:260-284) 
 
          30        40        50        60        70        80    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     :. :  . :::: :: : :: .  :    
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (56-80:260-284) 
 
          30        40        50        60        70        80    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (54-80:258-284) 
 
            30        40        50        60        70        80    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (54-80:261-287) 
 
            30        40        50        60        70        80    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (54-80:266-292) 
 
            30        40        50        60        70        80    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.7  bits: 18.9 E():   27 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (46-70:61-85) 
 
          20        30        40        50        60        70      
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
          80               
2MEPSP YVLDG               
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.6  bits: 18.9 E():   27 
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (1-47:5-46) 
 
                   10        20        30        40        50       
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2MEPSP     NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
           ..:..::..  .::.     ..:. .  :   .::   : : ::.:.          
gi|225 MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKSP-EDVKKVFHILDKDR 
               10        20            30        40         50      
 
         60        70        80                                
2MEPSP GIAMRSLTAAVTAAGGNATYVLDG                                
                                                               
gi|225 SGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
          60        70        80        90       100       110 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.5  bits: 20.8 E():   28 
Smith-Waterman score: 54; 19.4% identity (58.3% similar) in 72 aa overlap (2-63:171-242) 
 
                                            10           20         
2MEPSP                              NLLNSEDVHYMLG---ALRTLGLSVEA--DK 
                                     :.:: . : ..:   ...  ::...:  :. 
gi|114 VNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDS 
              150       160       170       180       190       200 
 
         30        40             50        60        70        80  
2MEPSP AAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG  
           .. .  . .: .:      . . . .  :...:....:                   
gi|114 PNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGISIGSLGRDNS 
              210       220       230       240       250       260 
 
gi|114 RAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPILINQFYCTSA 
              270       280       290       300       310       320 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.4  bits: 20.1 E():   28 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (45-80:238-273) 
 
           20        30        40        50        60        70     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
           80    
2MEPSP TYVLDG    
       : .  :    
gi|313 TAATGGYKV 
       270       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (45-80:246-281) 
 
           20        30        40        50        60        70     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
           80    
2MEPSP TYVLDG    
       : .  :    
gi|295 TAATGGYKV 
         280     
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 18.9 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                              :..  :...: :: :. :                    
gi|217                DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQ 
                              10        20        30        40      
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               70        80                                         
2MEPSP RSLTAAVTAAGGNATYVLDG                                         
                                                                    
gi|217 NSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVV 
          50        60        70        80        90       100      
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 18.9 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                              :..  :...: :: :. :                    
gi|217                DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQ 
                              10        20        30        40      
 
               70        80                                         
2MEPSP RSLTAAVTAAGGNATYVLDG                                         
                                                                    
gi|217 NSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVV 
          50        60        70        80        90       100      
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 18.9 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                              :..  :...: :: :. :                    
gi|217                DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQ 
                              10        20        30        40      
 
               70        80                                         
2MEPSP RSLTAAVTAAGGNATYVLDG                                         
                                                                    
gi|217 NSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVV 
          50        60        70        80        90       100      
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 18.9 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                              :..  :...: :: :. :                    
gi|217                DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQ 
                              10        20        30        40      
 
               70        80                                         
2MEPSP RSLTAAVTAAGGNATYVLDG                                         
                                                                    
gi|217 NSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVV 
          50        60        70        80        90       100      
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 18.9 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                              :..  :...: :: :. :                    
gi|217                DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQ 
                              10        20        30        40      
 
               70        80                                         
2MEPSP RSLTAAVTAAGGNATYVLDG                                         
                                                                    
gi|217 NSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVV 
          50        60        70        80        90       100      
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>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 18.9 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                              :..  :...: :: :. :                    
gi|179                DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQ 
                              10        20        30        40      
 
               70        80                                         
2MEPSP RSLTAAVTAAGGNATYVLDG                                         
                                                                    
gi|179 NTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVV 
          50        60        70        80        90       100      
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 18.9 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                              :..  :...: :: :. :                    
gi|217                DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQ 
                              10        20        30        40      
 
               70        80                                         
2MEPSP RSLTAAVTAAGGNATYVLDG                                         
                                                                    
gi|217 NSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVV 
          50        60        70        80        90       100      
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 18.9 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                              :..  :...: :: :. :                    
gi|217                DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQ 
                              10        20        30        40      
 
               70        80                                         
2MEPSP RSLTAAVTAAGGNATYVLDG                                         
                                                                    
gi|217 NSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVV 
          50        60        70        80        90       100      
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 18.9 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                              :..  :...: :: :. :                    
gi|217                DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQ 
                              10        20        30        40      
 
               70        80                                         
2MEPSP RSLTAAVTAAGGNATYVLDG                                         
                                                                    
gi|217 NSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVV 
          50        60        70        80        90       100      
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 18.9 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                              :..  :...: :: :. :                    
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gi|217                DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQ 
                              10        20        30        40      
 
               70        80                                         
2MEPSP RSLTAAVTAAGGNATYVLDG                                         
                                                                    
gi|217 NSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPKSENVV 
          50        60        70        80        90       100      
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 54; 19.4% identity (58.3% similar) in 72 aa overlap (2-63:201-272) 
 
                                            10           20         
2MEPSP                              NLLNSEDVHYMLG---ALRTLGLSVEA--DK 
                                     :.:: . : ..:   ...  ::...:  :. 
gi|476 VNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDS 
              180       190       200       210       220       230 
 
         30        40             50        60        70        80  
2MEPSP AAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG  
           .. .  . .: .:      . . . .  :...:....:                   
gi|476 PNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGISIGSLGRDNS 
              240       250       260       270       280       290 
 
gi|476 RAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPILINQFYCTSA 
              300       310       320       330       340       350 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.1  bits: 18.9 E():   33 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:18-35) 
 
               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                              :..  :...: :: :. :                    
gi|217       SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQ 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP RSLTAAVTAAGGNATYVLDG                                         
                                                                    
gi|217 NTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVV 
           60        70        80        90       100       110     
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:22-39) 
 
               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                              :..  :...: :: :. :                    
gi|546   GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQ 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP RSLTAAVTAAGGNATYVLDG                                         
                                                                    
gi|546 NTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVV 
       60        70        80        90       100       110         
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (45-80:238-273) 
 
           20        30        40        50        60        70     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
           80    
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2MEPSP TYVLDG    
       : .  :    
gi|313 TAATGGYKV 
       270       
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (45-80:238-273) 
 
           20        30        40        50        60        70     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
           80    
2MEPSP TYVLDG    
       : .  :    
gi|313 TAATGGYKV 
       270       
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (45-80:238-273) 
 
           20        30        40        50        60        70     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
           80    
2MEPSP TYVLDG    
       : .  :    
gi|168 TAATGGYKV 
       270       
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.9 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:26-43) 
 
                 10        20        30        40        50         
2MEPSP   NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP AMRSLTAAVTAAGGNATYVLDG                                       
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.9 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:26-43) 
 
                 10        20        30        40        50         
2MEPSP   NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP AMRSLTAAVTAAGGNATYVLDG                                       
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.9 E():   35 
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Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:26-43) 
 
                 10        20        30        40        50         
2MEPSP   NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP AMRSLTAAVTAAGGNATYVLDG                                       
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.9 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:26-43) 
 
                 10        20        30        40        50         
2MEPSP   NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP AMRSLTAAVTAAGGNATYVLDG                                       
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.9 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:26-43) 
 
                 10        20        30        40        50         
2MEPSP   NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP AMRSLTAAVTAAGGNATYVLDG                                       
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.9 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:26-43) 
 
                 10        20        30        40        50         
2MEPSP   NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP AMRSLTAAVTAAGGNATYVLDG                                       
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.1  bits: 19.9 E():   37 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (56-80:280-304) 
 
          30        40        50        60        70        80    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     :. :  . :::: :: : :: .  :    
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV 
     250       260       270       280       290       300        
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>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (2-30:246-275) 
 
                                            10         20        30 
2MEPSP                              NLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
               40        50        60        70        80           
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG           
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (2-26:201-228) 
 
                                            10           20         
2MEPSP                              NLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       30        40        50        60        70        80         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG         
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.5  bits: 18.9 E():   41 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:55-72) 
 
                      10        20        30        40        50    
2MEPSP        NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
            60        70        80                                  
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDG                                  
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.8  bits: 19.0 E():   45 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (19-52:152-189) 
 
                           10        20        30           40      
2MEPSP             NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
           50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
       : :. .::                             
gi|313 KCERGKLFANCCK                        
             190                            
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.8  bits: 19.0 E():   45 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (19-52:152-189) 
 
                           10        20        30           40      
2MEPSP             NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
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                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
           50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
       : :. .::                             
gi|476 KCERGKLFANCCK                        
             190                            
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.5  bits: 17.7 E():   46 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (22-53:40-71) 
 
                        10        20        30        40        50  
2MEPSP          NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
              60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDG 
       :.                            
gi|154 FVDSLDKIAQVPRVG               
      70        80                   
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (2-26:201-228) 
 
                                            10           20         
2MEPSP                              NLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       30        40        50        60        70        80         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG         
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (2-26:201-228) 
 
                                            10           20         
2MEPSP                              NLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       30        40        50        60        70        80         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG         
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (2-26:201-228) 
 
                                            10           20         
2MEPSP                              NLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       30        40        50        60        70        80         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG         
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gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (2-26:201-228) 
 
                                            10           20         
2MEPSP                              NLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       30        40        50        60        70        80         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG         
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (2-26:201-228) 
 
                                            10           20         
2MEPSP                              NLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       30        40        50        60        70        80         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG         
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (2-26:201-228) 
 
                                            10           20         
2MEPSP                              NLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       30        40        50        60        70        80         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG         
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (2-26:201-228) 
 
                                            10           20         
2MEPSP                              NLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       30        40        50        60        70        80         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG         
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (2-26:201-228) 
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                                            10           20         
2MEPSP                              NLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       30        40        50        60        70        80         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG         
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (2-26:201-228) 
 
                                            10           20         
2MEPSP                              NLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       30        40        50        60        70        80         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG         
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (2-26:201-228) 
 
                                            10           20         
2MEPSP                              NLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       30        40        50        60        70        80         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG         
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (2-26:201-228) 
 
                                            10           20         
2MEPSP                              NLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       30        40        50        60        70        80         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG         
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (2-26:201-228) 
 
                                            10           20         
2MEPSP                              NLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       30        40        50        60        70        80         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1373

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG         
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.0  bits: 16.1 E():   49 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (21-33:5-17) 
 
               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                           .: :: .:: :::                            
gi|323                 INLKAVIADPVAKTAVVQAGATLGEVYYXI               
                               10        20        30               
 
               70        80 
2MEPSP RSLTAAVTAAGGNATYVLDG 
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.3  bits: 19.0 E():   54 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (45-72:210-237) 
 
           20        30        40        50        60        70     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
           80 
2MEPSP TYVLDG 
              
gi|226 V      
     240      
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.2  bits: 19.3 E():   54 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (45-80:267-298) 
 
           20        30        40        50        60        70     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
           80    
2MEPSP TYVLDG    
       : .  :    
gi|663 TAAAGGYKA 
            300  
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (23-71:75-123) 
 
                       10        20        30        40        50   
2MEPSP         NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
             60        70        80                          
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDG                          
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (23-71:75-123) 
 
                       10        20        30        40        50   
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2MEPSP         NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
             60        70        80                          
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDG                          
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.2  bits: 20.0 E():   55 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (21-65:163-207) 
 
                         10        20        30        40        50 
2MEPSP           NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
               60        70        80                               
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG                               
         : . ..:.:...:                                              
gi|845 QTLDQYALAQRKISALSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTT 
            200       210       220       230       240       250   
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 71.2  bits: 19.3 E():   55 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (4-54:113-157) 
 
                                          10        20        30    
2MEPSP                            NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
            40        50        60        70        80              
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG              
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 17.4 E():   56 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (25-53:43-71) 
 
                     10        20        30        40        50     
2MEPSP       NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
           60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDG 
                                  
gi|122 SLDKIAQVPRVG               
             80                   
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.8  bits: 17.7 E():   57 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (47-74:54-81) 
 
         20        30        40        50        60        70       
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
         80                     
2MEPSP VLDG                     
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gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 17.7 E():   57 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (47-70:61-84) 
 
         20        30        40        50        60        70       
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
         80               
2MEPSP VLDG               
                          
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.6  bits: 18.1 E():   59 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (46-75:5-32) 
 
          20        30        40        50        60        70      
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
          80                                                        
2MEPSP YVLDG                                                        
                                                                    
gi|300 TEEQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.6  bits: 18.1 E():   59 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (46-75:5-32) 
 
          20        30        40        50        60        70      
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
          80                                                        
2MEPSP YVLDG                                                        
                                                                    
gi|300 TEEQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.5  bits: 19.3 E():   59 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (25-80:267-318) 
 
                     10        20        30        40        50     
2MEPSP       NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
           60        70        80                
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDG                
        .: :    :.:: :: : :: .  :                
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV 
        300           310       320       330    
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 18.4 E():   60 
Smith-Waterman score: 46; 25.0% identity (59.4% similar) in 32 aa overlap (6-37:145-176) 
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                                        10        20        30      
2MEPSP                          NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :  . ..  ...:: :  . ..  :  .:. 
gi|501 PNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVN 
          120       130       140       150       160       170     
 
          40        50        60        70        80 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
       ::                                            
gi|501 CGEL                                          
                                                     
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.1 E():   61 
Smith-Waterman score: 45; 36.4% identity (81.8% similar) in 22 aa overlap (59-80:22-43) 
 
       30        40        50        60        70        80         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG         
                                     :.: . ::.....:..  ::.:         
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.1 E():   61 
Smith-Waterman score: 45; 36.4% identity (81.8% similar) in 22 aa overlap (59-80:22-43) 
 
       30        40        50        60        70        80         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG         
                                     :.: . ::.....:..  ::.:         
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (6-30:195-217) 
 
                                        10        20        30      
2MEPSP                          NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
          40        50        60        70        80                
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG                
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.6  bits: 19.0 E():   66 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (51-78:7-33) 
 
               30        40        50        60        70        80 
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     :..:..:   : .: : . : :. :..:   
gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.1  bits: 18.7 E():   71 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (35-48:91-104) 
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           10        20        30        40        50        60     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
           70        80                                             
2MEPSP AAVTAAGGNATYVLDG                                             
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 18.4 E():   71 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (18-33:172-187) 
 
                            10        20        30        40        
2MEPSP              NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                         
gi|256 KESLAKKNHGLSRSE                   
             210                         
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 18.4 E():   72 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (18-33:173-188) 
 
                            10        20        30        40        
2MEPSP              NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                         
gi|187 KESLAKKNHGLSRSE                   
            210                          
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 18.4 E():   72 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (18-33:173-188) 
 
                            10        20        30        40        
2MEPSP              NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                         
gi|187 KESLAKKNHGLSRSE                   
            210                          
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.5  bits: 18.1 E():   76 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (12-51:106-145) 
 
                                  10        20        30        40  
2MEPSP                    NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
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              50        60        70        80              
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG              
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.4  bits: 15.0 E():   77 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (22-35:3-16) 
 
               10        20        30        40        50        60 
2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                            :.: .::.  : ::                          
gi|463                    DFVDAHNAARAQVGVGPVHWT                     
                                  10        20                      
 
               70        80 
2MEPSP RSLTAAVTAAGGNATYVLDG 
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (54-74:267-287) 
 
            30        40        50        60        70        80    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
        240       250       260       270       280       290       
 
gi|119 SAGGYKV 
        300    
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 18.4 E():   80 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (35-48:76-89) 
 
           10        20        30        40        50        60     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
           70        80                                             
2MEPSP AAVTAAGGNATYVLDG                                             
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (38-68:6-35) 
 
        10        20        30        40        50        60        
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.. . : .:. . :: . :...   :::  
gi|144                          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAK 
                                        10         20        30     
 
        70        80                                                
2MEPSP TAAGGNATYVLDG                                                
       :                                                            
gi|144 TVKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQ 
           40        50        60        70        80        90     
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.5 E():   85 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (35-48:91-104) 
 
           10        20        30        40        50        60     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
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gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
           70        80                                             
2MEPSP AAVTAAGGNATYVLDG                                             
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (35-48:91-104) 
 
           10        20        30        40        50        60     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
           70        80                                             
2MEPSP AAVTAAGGNATYVLDG                                             
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 67.4  bits: 19.4 E():   88 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (4-34:378-406) 
 
                                          10        20        30    
2MEPSP                            NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
            40        50        60        70        80              
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG              
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (45-80:238-273) 
 
           20        30        40        50        60        70     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
           80    
2MEPSP TYVLDG    
       : .  :    
gi|313 TAAAGGYKV 
       270       
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.3  bits: 14.7 E():   89 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (35-43:4-12) 
 
           10        20        30        40        50        60     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     ::...: .:                      
gi|544                            APPGCSNHFNLETVFGNFVK              
                                          10        20              
 
           70        80 
2MEPSP AAVTAAGGNATYVLDG 
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 67.1  bits: 19.1 E():   90 
Smith-Waterman score: 48; 39.3% identity (60.7% similar) in 28 aa overlap (1-28:95-122) 
 
                                             10        20        30 
2MEPSP                               NLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     : :.. . .  :::   ::.:.   :::   
gi|145 AVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMAIAKAAAA 
           70        80        90       100       110       120     
 
               40        50        60        70        80           
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG           
                                                                    
gi|145 EKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTFAEALRIR 
          130       140       150       160       170       180     
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 67.0  bits: 20.1 E():   92 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (21-65:563-607) 
 
                         10        20        30        40        50 
2MEPSP           NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
               60        70        80                               
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG                               
         : . ..:.:...:                                              
gi|425 QTLDQYALAQRKISALSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLTA 
            600       610       620       630       640       650   
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.8  bits: 18.2 E():   94 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (35-48:68-81) 
 
           10        20        30        40        50        60     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
           70        80                                             
2MEPSP AAVTAAGGNATYVLDG                                             
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.8  bits: 18.2 E():   94 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (35-48:68-81) 
 
           10        20        30        40        50        60     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
           70        80                                             
2MEPSP AAVTAAGGNATYVLDG                                             
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 18.2 E():   95 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (35-48:69-82) 
 
           10        20        30        40        50        60     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1381

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

       40        50        60        70        80        90         
 
           70        80                                             
2MEPSP AAVTAAGGNATYVLDG                                             
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (54-80:276-298) 
 
            30        40        50        60        70        80    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 43; 47.1% identity (70.6% similar) in 17 aa overlap (64-80:11-27) 
 
            40        50        60        70        80              
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG              
                                     :... ::    .:::::              
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 47; 27.9% identity (60.5% similar) in 43 aa overlap (2-38:225-267) 
 
                                            10        20            
2MEPSP                              NLLNSEDVHYMLGALRTLGLSVEA------D 
                                     ::.. :  :. :.:  . .:::.      : 
gi|118 VFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQITLD 
          200       210       220       230       240       250     
 
          30        40        50        60        70        80      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG      
       . .  . ...:.:                                                
gi|118 SITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSSIDSL 
          260       270       280       290       300       310     
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 44; 45.5% identity (81.8% similar) in 11 aa overlap (34-44:166-176) 
 
            10        20        30        40        50        60    
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     .:::..  .::                    
gi|549 EVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGN 
         140       150       160       170       180       190      
 
            70        80 
2MEPSP TAAVTAAGGNATYVLDG 
                         
gi|549 EPIYERK           
         200             
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.2 E():   98 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (35-48:80-93) 
 
           10        20        30        40        50        60     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
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      50        60        70        80        90       100          
 
           70        80                                             
2MEPSP AAVTAAGGNATYVLDG                                             
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.4  bits: 18.8 E():   98 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (53-79:107-133) 
 
             30        40        50        60        70        80   
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG   
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (64-80:112-128) 
 
            40        50        60        70        80    
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG    
                                     :.:: :: : :: .  :    
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA 
              90       100       110       120       130  
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (39-73:96-129) 
 
       10        20        30        40        50        60         
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
       70        80                                                 
2MEPSP AAGGNATYVLDG                                                 
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:27 2011 done: Tue Apr 19 10:57:27 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 47  - 126 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
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  26     0     0: 
  28     2     0:= 
  30     2     2:* 
  32     5     8:==* 
  34    23    22:=======* 
  36    47    44:==============*= 
  38    56    73:===================     * 
  40    61   102:=====================            * 
  42   117   125:=======================================  * 
  44   156   138:=============================================*====== 
  46   176   140:==============================================*============ 
  48   148   134:============================================*===== 
  50   123   122:========================================* 
  52   111   108:===================================*= 
  54    91    92:==============================* 
  56   102    77:=========================*======== 
  58    38    63:=============       * 
  60    20    51:=======         * 
  62    23    41:========     * 
  64    18    33:======    * 
  66    27    26:========* 
  68    11    20:====  * 
  70    14    16:=====* 
  72    20    12:===*=== 
  74    22    10:===*==== 
  76    20     8:==*==== 
  78    19     6:=*===== 
  80    15     5:=*=== 
  82     5     3:*= 
  84     2     3:* 
  86     3     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     3     0:=         *=== 
 104     1     0:=         *= 
 106     1     0:=         *= 
 108     1     0:=         *= 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.63540.00337; mu= 8.5300 0.175 
 mean_var=44.098813.378, 0's: 2 Z-trim: 3  B-trim: 65 in 1/43 
 Lambda= 0.193135 
 Kolmogorov-Smirnov  statistic: 0.0433 (N=29) at  70 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 25.5    0.26 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 24.7    0.47 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 24.4    0.57 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 23.9    0.84 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 23.6       1 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 23.6       1 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   65 23.6       1 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 23.0     1.5 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 22.8     1.8 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 21.6     3.9 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 21.1     5.8 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 21.1     5.8 
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gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 20.8     7.1 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.1     7.8 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.5     8.4 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.1     9.1 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 20.6      11 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   55 20.9      12 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 20.0      13 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.2      14 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   57 21.6      15 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.2      15 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.2      15 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   51 19.7      15 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 19.7      15 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 19.7      18 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 19.7      18 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 19.7      18 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 19.7      18 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 19.7      18 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 19.7      18 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 19.7      18 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.7      18 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.4      18 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 19.4      18 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.4      18 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 19.4      18 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 20.7      19 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 19.7      20 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.7      20 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 19.7      20 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.7      20 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 19.7      20 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   54 20.7      22 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   49 19.1      23 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   49 19.1      23 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.1      23 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.8      23 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.4      24 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.4      24 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.4      24 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.4      25 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.4      25 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.4      25 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 18.9      27 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.7      28 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.1      29 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.1      29 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 18.9      31 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 18.9      31 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 18.9      31 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 18.9      31 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 18.9      31 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 18.9      31 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 18.9      31 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 18.9      31 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 18.9      31 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 18.9      31 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 18.9      33 
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gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.8      34 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 18.9      34 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 19.8      35 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 18.9      35 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 18.9      35 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 18.9      35 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 18.9      35 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 18.9      35 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.9      35 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 19.9      38 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.2      40 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   46 18.3      40 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 20.5      41 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 18.9      41 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 18.9      45 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 18.9      45 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 17.7      46 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 16.2      48 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.2      50 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.2      50 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.2      50 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.2      50 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.2      50 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.2      50 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.2      50 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.2      50 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.2      50 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.2      50 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.2      50 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.2      50 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.3      51 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.3      51 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.0      54 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.4      55 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.4      55 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.3      55 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 19.3      55 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.4      56 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 19.9      56 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.7      57 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.7      57 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.1      59 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.1      59 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.3      60 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   46 18.4      61 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.0      63 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.0      67 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 18.7      72 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.4      72 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.4      73 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.4      73 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 15.0      75 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.1      77 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.7      80 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.4      82 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.5      82 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.4      86 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 14.7      87 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.4      87 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.4      89 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 19.4      90 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   51 20.0      95 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.1      96 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.1      96 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.1      96 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.5      96 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   43 17.5      98 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 18.8      99 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.2      99 
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gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 17.8      99 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.2   1e 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 112.8  bits: 25.5 E(): 0.26 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (14-69:31-85) 
 
                                10        20        30         40   
2MEPSP                  LLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
             50        60        70        80              
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV              
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 108.3  bits: 24.7 E(): 0.47 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (14-69:31-85) 
 
                                10        20        30          40  
2MEPSP                  LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
              50        60        70        80              
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV              
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 106.8  bits: 24.4 E(): 0.57 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (17-69:34-85) 
 
                             10        20        30          40     
2MEPSP               LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
           50        60        70        80              
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV              
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 103.8  bits: 23.9 E(): 0.84 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (14-69:31-85) 
 
                                10        20         30        40   
2MEPSP                  LLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
             50        60        70        80              
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV              
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 102.4  bits: 23.6 E():    1 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (17-69:33-84) 
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                             10        20        30          40     
2MEPSP               LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
           50        60        70        80              
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV              
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 102.4  bits: 23.6 E():    1 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (17-69:33-84) 
 
                             10        20        30          40     
2MEPSP               LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
           50        60        70        80              
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV              
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  65  Z-score: 102.3  bits: 23.6 E():    1 
Smith-Waterman score: 65; 34.8% identity (53.0% similar) in 66 aa overlap (3-68:22-83) 
 
                                  10        20        30        40  
2MEPSP                    LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                            .: : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
              50        60        70        80               
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV               
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 99.3  bits: 23.0 E():  1.5 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (14-69:31-85) 
 
                                10        20        30        40    
2MEPSP                  LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
            50        60        70        80              
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV              
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 97.8  bits: 22.8 E():  1.8 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (14-69:31-85) 
 
                                10        20        30         40   
2MEPSP                  LLNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
             50        60        70        80              
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2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV              
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 91.9  bits: 21.6 E():  3.9 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (14-69:29-83) 
 
                              10        20        30          40    
2MEPSP                LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
            50        60        70        80              
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV              
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 88.7  bits: 21.1 E():  5.8 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (14-69:31-85) 
 
                                10         20        30        40   
2MEPSP                  LLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
             50        60        70        80              
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV              
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 88.7  bits: 21.1 E():  5.8 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (14-69:31-85) 
 
                                10         20        30        40   
2MEPSP                  LLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
             50        60        70        80              
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV              
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 87.2  bits: 20.8 E():  7.1 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (14-69:31-85) 
 
                                10         20        30        40   
2MEPSP                  LLNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
             50        60        70        80              
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV              
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.4  bits: 22.1 E():  7.8 
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Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (44-79:252-287) 
 
            20        30        40        50        60        70    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
            80   
2MEPSP TYVLDGV   
       : .  :    
gi|144 TAAAGGYKV 
             290 
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.9  bits: 20.5 E():  8.4 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (45-67:59-81) 
 
           20        30        40        50        60        70     
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
           80              
2MEPSP YVLDGV              
                           
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.3  bits: 22.1 E():  9.1 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (22-71:17-66) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                            :..:.:     .:  :.  ..:::...: : :..    . 
gi|190      MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQ 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP SLTAAVTAAGGNATYVLDGV                                         
       . ...:....:                                                  
gi|190 NAASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGA 
          60        70        80        90       100       110      
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 83.7  bits: 20.6 E():   11 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (10-35:75-101) 
 
                                    10         20        30         
2MEPSP                      LLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
       40        50        60        70        80 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.9  bits: 20.9 E():   12 
Smith-Waterman score: 55; 33.3% identity (77.8% similar) in 27 aa overlap (2-28:36-62) 
 
                                            10        20        30  
2MEPSP                              LLNSEDVHYMLGALRTLGLSVEADKAAKRAV 
                                     :..  ..::: ..:  : ..:.:...:    
gi|256 FFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGKEIC 
          10        20        30        40        50        60      
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              40        50        60        70        80            
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV            
                                                                    
gi|256 PLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIVERE 
          70        80        90       100       110       120      
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 82.7  bits: 20.0 E():   13 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (17-63:34-79) 
 
                             10        20        30          40     
2MEPSP               LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
           50        60        70        80              
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV              
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.0  bits: 21.2 E():   14 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (44-79:248-283) 
 
            20        30        40        50        60        70    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
            80   
2MEPSP TYVLDGV   
       : .  :    
gi|239 TAATGGYKV 
       280       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 81.6  bits: 21.6 E():   15 
Smith-Waterman score: 57; 27.1% identity (60.4% similar) in 48 aa overlap (20-66:315-362) 
 
                          10        20        30        40          
2MEPSP            LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... ...: :::..:.  .:  . :  :. 
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI 
          290       300       310       320       330       340     
 
       50        60        70        80  
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV  
       .:   .::    :  . :                
gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
          350       360       370        
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.4  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (44-79:274-309) 
 
            20        30        40        50        60        70    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
            80   
2MEPSP TYVLDGV   
       : .  :    
gi|398 TAATGGYKV 
           310   
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>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.4  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (44-79:274-309) 
 
            20        30        40        50        60        70    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
            80   
2MEPSP TYVLDGV   
       : .  :    
gi|330 TAATGGYKV 
           310   
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 81.2  bits: 19.7 E():   15 
Smith-Waterman score: 51; 32.4% identity (52.9% similar) in 68 aa overlap (17-79:34-96) 
 
                             10        20         30        40      
2MEPSP               LLNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
          50        60            70        80             
2MEPSP EEVQLFLGNAGIAMRSLTAAVTA----AGGNATYVLDGV             
       ::..::: :     :.:: . :     :: :   : ::              
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH 
              70        80        90          100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.2  bits: 19.7 E():   15 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (45-69:61-85) 
 
           20        30        40        50        60        70     
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
           80              
2MEPSP YVLDGV              
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                             :..  :...: :: :. :                     
gi|214               SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQN 
                             10        20        30        40       
 
               70        80                                         
2MEPSP SLTAAVTAAGGNATYVLDGV                                         
                                                                    
gi|214 TKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVV 
         50        60        70        80        90       100       
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                             :..  :...: :: :. :                     
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gi|760               DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQN 
                             10        20        30        40       
 
               70        80                                         
2MEPSP SLTAAVTAAGGNATYVLDGV                                         
                                                                    
gi|760 SKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVV 
         50        60        70        80        90       100       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                             :..  :...: :: :. :                     
gi|256               DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQN 
                             10        20        30        40       
 
               70        80                                         
2MEPSP SLTAAVTAAGGNATYVLDGV                                         
                                                                    
gi|256 SKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVV 
         50        60        70        80        90       100       
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                             :..  :...: :: :. :                     
gi|157               SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQN 
                             10        20        30        40       
 
               70        80                                         
2MEPSP SLTAAVTAAGGNATYVLDGV                                         
                                                                    
gi|157 TKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVV 
         50        60        70        80        90       100       
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                             :..  :...: :: :. :                     
gi|217               DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQN 
                             10        20        30        40       
 
               70        80                                         
2MEPSP SLTAAVTAAGGNATYVLDGV                                         
                                                                    
gi|217 SATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVV 
         50        60        70        80        90       100       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                             :..  :...: :: :. :                     
gi|217               DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQN 
                             10        20        30        40       
 
               70        80                                         
2MEPSP SLTAAVTAAGGNATYVLDGV                                         
                                                                    
gi|217 SATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVV 
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         50        60        70        80        90       100       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:10-27) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                             :..  :...: :: :. :                     
gi|110              RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQN 
                            10        20        30        40        
 
               70        80                                         
2MEPSP SLTAAVTAAGGNATYVLDGV                                         
                                                                    
gi|110 SKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVV 
        50        60        70        80        90       100        
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:15-32) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                             :..  :...: :: :. :                     
gi|394         VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQN 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP SLTAAVTAAGGNATYVLDGV                                         
                                                                    
gi|394 SNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVV 
             60        70        80        90       100       110   
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.7  bits: 19.4 E():   18 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (45-67:61-83) 
 
           20        30        40        50        60        70     
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
           80              
2MEPSP YVLDGV              
                           
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 79.7  bits: 19.4 E():   18 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (18-69:35-85) 
 
                            10        20        30          40      
2MEPSP              LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
          50        60        70        80              
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV              
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.7  bits: 19.4 E():   18 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (45-67:61-83) 
 
           20        30        40        50        60        70     
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2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
           80              
2MEPSP YVLDGV              
                           
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 79.7  bits: 19.4 E():   18 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (18-69:35-85) 
 
                            10        20        30          40      
2MEPSP              LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
          50        60        70        80              
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV              
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.5  bits: 20.7 E():   19 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (44-79:227-262) 
 
            20        30        40        50        60        70    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
            80   
2MEPSP TYVLDGV   
       : .  :    
gi|180 TAAAGGYKV 
        260      
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:25-42) 
 
                 10        20        30        40        50         
2MEPSP   LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP MRSLTAAVTAAGGNATYVLDGV                                       
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:25-42) 
 
                 10        20        30        40        50         
2MEPSP   LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP MRSLTAAVTAAGGNATYVLDGV                                       
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gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:26-43) 
 
                  10        20        30        40        50        
2MEPSP    LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP AMRSLTAAVTAAGGNATYVLDGV                                      
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:26-43) 
 
                  10        20        30        40        50        
2MEPSP    LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP AMRSLTAAVTAAGGNATYVLDGV                                      
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (53-71:87-105) 
 
             30        40        50        60        70        80   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 78.5  bits: 20.7 E():   22 
Smith-Waterman score: 54; 39.3% identity (67.9% similar) in 28 aa overlap (50-77:8-34) 
 
      20        30        40        50        60        70          
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVR 
                                      10        20         30       
 
      80                                                            
2MEPSP V                                                            
                                                                    
gi|324 EASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKII 
         40        50        60        70        80        90       
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 78.1  bits: 19.1 E():   23 
Smith-Waterman score: 49; 27.0% identity (58.1% similar) in 74 aa overlap (3-73:19-86) 
 
                               10        20        30        40     
2MEPSP                 LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
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                         .::::. .:...     ...::.     ...   ::  ...  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
           50           60        70        80                   
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGNATYVLDGV                   
         : .  :...   : :  . .:: .:::: :                          
gi|833 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 78.1  bits: 19.1 E():   23 
Smith-Waterman score: 49; 27.0% identity (58.1% similar) in 74 aa overlap (3-73:19-86) 
 
                               10        20        30        40     
2MEPSP                 LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
           50           60        70        80                   
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGNATYVLDGV                   
         : .  :...   : :  . .:: .:::: :                          
gi|668 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.9  bits: 19.1 E():   23 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (45-69:60-84) 
 
           20        30        40        50        60        70     
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
           80                   
2MEPSP YVLDGV                   
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.9  bits: 19.8 E():   23 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (59-74:142-161) 
 
       30        40        50        60            70        80     
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGV     
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
gi|249 GYKV 
            
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (53-79:251-277) 
 
             30        40        50        60        70        80   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (53-79:252-278) 
 
             30        40        50        60        70        80   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
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                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (53-79:255-281) 
 
             30        40        50        60        70        80   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (55-79:260-284) 
 
           30        40        50        60        70        80   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (55-79:260-284) 
 
           30        40        50        60        70        80   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (55-79:260-284) 
 
           30        40        50        60        70        80   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (55-79:260-284) 
 
           30        40        50        60        70        80   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (55-79:260-284) 
 
           30        40        50        60        70        80   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (55-79:260-284) 
 
           30        40        50        60        70        80   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     :. :  . :::: :: : :: .  :    
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gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (55-79:260-284) 
 
           30        40        50        60        70        80   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (55-79:260-284) 
 
           30        40        50        60        70        80   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (55-79:260-284) 
 
           30        40        50        60        70        80   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (55-79:260-284) 
 
           30        40        50        60        70        80   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     :. :  . :::: :: : :: .  :    
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (55-79:260-284) 
 
           30        40        50        60        70        80   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (55-79:260-284) 
 
           30        40        50        60        70        80   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     :. :  . :::: :: : :: .  :    
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (55-79:260-284) 
 
           30        40        50        60        70        80   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     :. :  . :::: :: : :: .  :    
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
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     230       240       250       260       270       280        
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (55-79:260-284) 
 
           30        40        50        60        70        80   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (53-79:258-284) 
 
             30        40        50        60        70        80   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (53-79:261-287) 
 
             30        40        50        60        70        80   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (53-79:266-292) 
 
             30        40        50        60        70        80   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.7  bits: 18.9 E():   27 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (45-69:61-85) 
 
           20        30        40        50        60        70     
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
           80              
2MEPSP YVLDGV              
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.3  bits: 20.7 E():   28 
Smith-Waterman score: 54; 19.4% identity (58.3% similar) in 72 aa overlap (1-62:171-242) 
 
                                             10           20        
2MEPSP                               LLNSEDVHYMLG---ALRTLGLSVEA--DK 
                                     :.:: . : ..:   ...  ::...:  :. 
gi|114 VNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDS 
              150       160       170       180       190       200 
 
          30        40             50        60        70        80 
2MEPSP AAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
           .. .  . .: .:      . . . .  :...:....:                   
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gi|114 PNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGISIGSLGRDNS 
              210       220       230       240       250       260 
 
gi|114 RAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPILINQFYCTSA 
              270       280       290       300       310       320 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (44-79:238-273) 
 
            20        30        40        50        60        70    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
            80   
2MEPSP TYVLDGV   
       : .  :    
gi|313 TAATGGYKV 
       270       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.0  bits: 20.1 E():   29 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (44-79:246-281) 
 
            20        30        40        50        60        70    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
            80   
2MEPSP TYVLDGV   
       : .  :    
gi|295 TAATGGYKV 
         280     
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 18.9 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                             :..  :...: :: :. :                     
gi|217               DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQN 
                             10        20        30        40       
 
               70        80                                         
2MEPSP SLTAAVTAAGGNATYVLDGV                                         
                                                                    
gi|217 SKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVV 
         50        60        70        80        90       100       
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 18.9 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                             :..  :...: :: :. :                     
gi|217               DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQN 
                             10        20        30        40       
 
               70        80                                         
2MEPSP SLTAAVTAAGGNATYVLDGV                                         
                                                                    
gi|217 SATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVV 
         50        60        70        80        90       100       
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1401

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 18.9 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                             :..  :...: :: :. :                     
gi|217               DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQN 
                             10        20        30        40       
 
               70        80                                         
2MEPSP SLTAAVTAAGGNATYVLDGV                                         
                                                                    
gi|217 SATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVV 
         50        60        70        80        90       100       
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 18.9 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                             :..  :...: :: :. :                     
gi|179               DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQN 
                             10        20        30        40       
 
               70        80                                         
2MEPSP SLTAAVTAAGGNATYVLDGV                                         
                                                                    
gi|179 TKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVV 
         50        60        70        80        90       100       
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 18.9 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                             :..  :...: :: :. :                     
gi|217               DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQN 
                             10        20        30        40       
 
               70        80                                         
2MEPSP SLTAAVTAAGGNATYVLDGV                                         
                                                                    
gi|217 SATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVV 
         50        60        70        80        90       100       
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 18.9 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                             :..  :...: :: :. :                     
gi|217               DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQN 
                             10        20        30        40       
 
               70        80                                         
2MEPSP SLTAAVTAAGGNATYVLDGV                                         
                                                                    
gi|217 SATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVV 
         50        60        70        80        90       100       
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 18.9 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                             :..  :...: :: :. :                     
gi|217               DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQN 
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                             10        20        30        40       
 
               70        80                                         
2MEPSP SLTAAVTAAGGNATYVLDGV                                         
                                                                    
gi|217 SATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVV 
         50        60        70        80        90       100       
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 18.9 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                             :..  :...: :: :. :                     
gi|217               DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQN 
                             10        20        30        40       
 
               70        80                                         
2MEPSP SLTAAVTAAGGNATYVLDGV                                         
                                                                    
gi|217 SATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPKSENVVV 
         50        60        70        80        90       100       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 18.9 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                             :..  :...: :: :. :                     
gi|217               DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQN 
                             10        20        30        40       
 
               70        80                                         
2MEPSP SLTAAVTAAGGNATYVLDGV                                         
                                                                    
gi|217 SATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVV 
         50        60        70        80        90       100       
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 18.9 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                             :..  :...: :: :. :                     
gi|217               DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQN 
                             10        20        30        40       
 
               70        80                                         
2MEPSP SLTAAVTAAGGNATYVLDGV                                         
                                                                    
gi|217 SATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVV 
         50        60        70        80        90       100       
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.0  bits: 18.9 E():   33 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:18-35) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                             :..  :...: :: :. :                     
gi|217      SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQN 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP SLTAAVTAAGGNATYVLDGV                                         
                                                                    
gi|217 TKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVV 
          60        70        80        90       100       110      
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>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 54; 19.4% identity (58.3% similar) in 72 aa overlap (1-62:201-272) 
 
                                             10           20        
2MEPSP                               LLNSEDVHYMLG---ALRTLGLSVEA--DK 
                                     :.:: . : ..:   ...  ::...:  :. 
gi|476 VNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDS 
              180       190       200       210       220       230 
 
          30        40             50        60        70        80 
2MEPSP AAKRAVVVGCGGKFPVED-----AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
           .. .  . .: .:      . . . .  :...:....:                   
gi|476 PNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGISIGSLGRDNS 
              240       250       260       270       280       290 
 
gi|476 RAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYENVEMINSENPILINQFYCTSA 
              300       310       320       330       340       350 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:22-39) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                             :..  :...: :: :. :                     
gi|546  GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQN 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP SLTAAVTAAGGNATYVLDGV                                         
                                                                    
gi|546 TKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVV 
      60        70        80        90       100       110          
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (44-79:238-273) 
 
            20        30        40        50        60        70    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
            80   
2MEPSP TYVLDGV   
       : .  :    
gi|313 TAATGGYKV 
       270       
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (44-79:238-273) 
 
            20        30        40        50        60        70    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
            80   
2MEPSP TYVLDGV   
       : .  :    
gi|168 TAATGGYKV 
       270       
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (44-79:238-273) 
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            20        30        40        50        60        70    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
            80   
2MEPSP TYVLDGV   
       : .  :    
gi|313 TAATGGYKV 
       270       
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.9 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:26-43) 
 
                  10        20        30        40        50        
2MEPSP    LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP AMRSLTAAVTAAGGNATYVLDGV                                      
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.9 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:26-43) 
 
                  10        20        30        40        50        
2MEPSP    LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP AMRSLTAAVTAAGGNATYVLDGV                                      
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.9 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:26-43) 
 
                  10        20        30        40        50        
2MEPSP    LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP AMRSLTAAVTAAGGNATYVLDGV                                      
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.9 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:26-43) 
 
                  10        20        30        40        50        
2MEPSP    LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
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        60        70        80                                      
2MEPSP AMRSLTAAVTAAGGNATYVLDGV                                      
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.9 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:26-43) 
 
                  10        20        30        40        50        
2MEPSP    LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP AMRSLTAAVTAAGGNATYVLDGV                                      
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.9 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:26-43) 
 
                  10        20        30        40        50        
2MEPSP    LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP AMRSLTAAVTAAGGNATYVLDGV                                      
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.0  bits: 19.9 E():   38 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (55-79:280-304) 
 
           30        40        50        60        70        80   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     :. :  . :::: :: : :: .  :    
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV 
     250       260       270       280       290       300        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 73.7  bits: 20.2 E():   40 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (1-29:246-275) 
 
                                             10         20          
2MEPSP                               LLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
      30        40        50        60        70        80          
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV          
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.6  bits: 18.3 E():   40 
Smith-Waterman score: 46; 30.4% identity (60.9% similar) in 46 aa overlap (1-46:6-46) 
 
                    10        20        30        40        50      
2MEPSP      LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
            .:..::..  .::.     ..:. .  :   .::   : : ::.:.          
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gi|225 MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKSP-EDVKKVFHILDKDR 
               10        20            30        40         50      
 
          60        70        80                               
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGV                               
                                                               
gi|225 SGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
          60        70        80        90       100       110 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 73.4  bits: 20.5 E():   41 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (1-25:201-228) 
 
                                             10           20        
2MEPSP                               LLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        30        40        50        60        70        80        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV        
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.4  bits: 18.9 E():   41 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:55-72) 
 
                       10        20        30        40        50   
2MEPSP         LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
             60        70        80                                 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGV                                 
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.7  bits: 18.9 E():   45 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (18-51:152-189) 
 
                            10        20        30           40     
2MEPSP              LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
            50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
       : :. .::                              
gi|313 KCERGKLFANCCK                         
             190                             
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.7  bits: 18.9 E():   45 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (18-51:152-189) 
 
                            10        20        30           40     
2MEPSP              LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
            50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
       : :. .::                              
gi|476 KCERGKLFANCCK                         
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             190                             
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.5  bits: 17.7 E():   46 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (21-52:40-71) 
 
                         10        20        30        40        50 
2MEPSP           LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
               60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
       :.                             
gi|154 FVDSLDKIAQVPRVG                
      70        80                    
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.1  bits: 16.2 E():   48 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (20-32:5-17) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                          .: :: .:: :::                             
gi|323                INLKAVIADPVAKTAVVQAGATLGEVYYXI                
                              10        20        30                
 
               70        80 
2MEPSP SLTAAVTAAGGNATYVLDGV 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 71.9  bits: 20.2 E():   50 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (1-25:201-228) 
 
                                             10           20        
2MEPSP                               LLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        30        40        50        60        70        80        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV        
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 71.9  bits: 20.2 E():   50 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (1-25:201-228) 
 
                                             10           20        
2MEPSP                               LLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        30        40        50        60        70        80        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV        
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 71.9  bits: 20.2 E():   50 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (1-25:201-228) 
 
                                             10           20        
2MEPSP                               LLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
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              180       190       200       210       220       230 
 
        30        40        50        60        70        80        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV        
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 71.9  bits: 20.2 E():   50 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (1-25:201-228) 
 
                                             10           20        
2MEPSP                               LLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        30        40        50        60        70        80        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV        
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 71.9  bits: 20.2 E():   50 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (1-25:201-228) 
 
                                             10           20        
2MEPSP                               LLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        30        40        50        60        70        80        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV        
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 71.9  bits: 20.2 E():   50 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (1-25:201-228) 
 
                                             10           20        
2MEPSP                               LLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        30        40        50        60        70        80        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV        
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 71.9  bits: 20.2 E():   50 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (1-25:201-228) 
 
                                             10           20        
2MEPSP                               LLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        30        40        50        60        70        80        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV        
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
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>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 71.9  bits: 20.2 E():   50 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (1-25:201-228) 
 
                                             10           20        
2MEPSP                               LLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        30        40        50        60        70        80        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV        
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 71.9  bits: 20.2 E():   50 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (1-25:201-228) 
 
                                             10           20        
2MEPSP                               LLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        30        40        50        60        70        80        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV        
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 71.9  bits: 20.2 E():   50 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (1-25:201-228) 
 
                                             10           20        
2MEPSP                               LLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        30        40        50        60        70        80        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV        
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 71.9  bits: 20.2 E():   50 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (1-25:201-228) 
 
                                             10           20        
2MEPSP                               LLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        30        40        50        60        70        80        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV        
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 71.9  bits: 20.2 E():   50 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (1-25:201-228) 
 
                                             10           20        
2MEPSP                               LLNSEDVHYMLG---ALRTLGLSVEADKAA 
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                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        30        40        50        60        70        80        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV        
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 18.3 E():   51 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (58-80:22-44) 
 
        30        40        50        60        70        80        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV        
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 18.3 E():   51 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (58-80:22-44) 
 
        30        40        50        60        70        80        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV        
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.2  bits: 19.0 E():   54 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (44-71:210-237) 
 
            20        30        40        50        60        70    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
            80 
2MEPSP TYVLDGV 
               
gi|226 V       
     240       
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (22-70:75-123) 
 
                        10        20        30        40        50  
2MEPSP          LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
              60        70        80                         
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGV                         
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (22-70:75-123) 
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                        10        20        30        40        50  
2MEPSP          LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
              60        70        80                         
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGV                         
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.1  bits: 19.3 E():   55 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (44-79:267-298) 
 
            20        30        40        50        60        70    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
            80   
2MEPSP TYVLDGV   
       : .  :    
gi|663 TAAAGGYKA 
            300  
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 71.0  bits: 19.3 E():   55 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (3-53:113-157) 
 
                                           10        20        30   
2MEPSP                             LLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
             40        50        60        70        80             
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV             
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 17.4 E():   56 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (24-52:43-71) 
 
                      10        20        30        40        50    
2MEPSP        LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
            60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGV 
                                   
gi|122 SLDKIAQVPRVG                
             80                    
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.0  bits: 19.9 E():   56 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (20-64:163-207) 
 
                          10        20        30        40          
2MEPSP            LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
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      50        60        70        80                              
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGV                              
         : . ..:.:...:                                              
gi|845 QTLDQYALAQRKISALSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTT 
            200       210       220       230       240       250   
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.8  bits: 17.7 E():   57 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (46-73:54-81) 
 
          20        30        40        50        60        70      
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
          80                    
2MEPSP VLDGV                    
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 17.7 E():   57 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (46-69:61-84) 
 
          20        30        40        50        60        70      
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
          80              
2MEPSP VLDGV              
                          
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (45-74:5-32) 
 
           20        30        40        50        60        70     
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
           80                                                       
2MEPSP YVLDGV                                                       
                                                                    
gi|300 TEEQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (45-74:5-32) 
 
           20        30        40        50        60        70     
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
           80                                                       
2MEPSP YVLDGV                                                       
                                                                    
gi|300 TEEQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
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 initn:  43 init1:  43 opt:  49  Z-score: 70.4  bits: 19.3 E():   60 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (24-79:267-318) 
 
                      10        20        30        40        50    
2MEPSP        LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
            60        70        80               
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGV               
        .: :    :.:: :: : :: .  :                
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV 
        300           310       320       330    
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 18.4 E():   61 
Smith-Waterman score: 46; 25.0% identity (59.4% similar) in 32 aa overlap (5-36:145-176) 
 
                                         10        20        30     
2MEPSP                           LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :  . ..  ...:: :  . ..  :  .:. 
gi|501 PNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVN 
          120       130       140       150       160       170     
 
           40        50        60        70        80 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
       ::                                             
gi|501 CGEL                                           
                                                      
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (5-29:195-217) 
 
                                         10        20        30     
2MEPSP                           LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
           40        50        60        70        80               
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV               
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (50-77:7-33) 
 
      20        30        40        50        60        70          
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     :..:..:   : .: : . : :. :..:   
gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
      80                                                            
2MEPSP V                                                            
                                                                    
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (34-47:91-104) 
 
            10        20        30        40        50        60    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
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               70        80        90       100       110       120 
 
            70        80                                            
2MEPSP AAVTAAGGNATYVLDGV                                            
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (17-32:172-187) 
 
                             10        20        30        40       
2MEPSP               LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
         50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                                          
gi|256 KESLAKKNHGLSRSE                    
             210                          
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 18.4 E():   73 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (17-32:173-188) 
 
                             10        20        30        40       
2MEPSP               LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
         50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                                          
gi|187 KESLAKKNHGLSRSE                    
            210                           
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 18.4 E():   73 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (17-32:173-188) 
 
                             10        20        30        40       
2MEPSP               LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
         50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                                          
gi|187 KESLAKKNHGLSRSE                    
            210                           
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.6  bits: 15.0 E():   75 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (21-34:3-16) 
 
               10        20        30        40        50        60 
2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                           :.: .::.  : ::                           
gi|463                   DFVDAHNAARAQVGVGPVHWT                      
                                 10        20                       
 
               70        80 
2MEPSP SLTAAVTAAGGNATYVLDGV 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.4  bits: 18.1 E():   77 
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Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (11-50:106-145) 
 
                                   10        20        30        40 
2MEPSP                     LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
               50        60        70        80             
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV             
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.0  bits: 18.7 E():   80 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (53-73:267-287) 
 
             30        40        50        60        70        80   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
        240       250       260       270       280       290       
 
gi|119 SAGGYKV 
        300    
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 18.4 E():   82 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (34-47:76-89) 
 
            10        20        30        40        50        60    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
            70        80                                            
2MEPSP AAVTAAGGNATYVLDGV                                            
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (37-67:6-35) 
 
         10        20        30        40        50        60       
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.. . : .:. . :: . :...   :::  
gi|144                          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAK 
                                        10         20        30     
 
         70        80                                               
2MEPSP TAAGGNATYVLDGV                                               
       :                                                            
gi|144 TVKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQ 
           40        50        60        70        80        90     
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.4 E():   86 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (34-47:91-104) 
 
            10        20        30        40        50        60    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
            70        80                                            
2MEPSP AAVTAAGGNATYVLDGV                                            
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gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.4  bits: 14.7 E():   87 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (34-42:4-12) 
 
            10        20        30        40        50        60    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     ::...: .:                      
gi|544                            APPGCSNHFNLETVFGNFVK              
                                          10        20              
 
            70        80 
2MEPSP AAVTAAGGNATYVLDGV 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (34-47:91-104) 
 
            10        20        30        40        50        60    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
            70        80                                            
2MEPSP AAVTAAGGNATYVLDGV                                            
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (44-79:238-273) 
 
            20        30        40        50        60        70    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
            80   
2MEPSP TYVLDGV   
       : .  :    
gi|313 TAAAGGYKV 
       270       
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 67.2  bits: 19.4 E():   90 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (3-33:378-406) 
 
                                           10        20        30   
2MEPSP                             LLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
             40        50        60        70        80             
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV             
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 66.7  bits: 20.0 E():   95 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (20-64:563-607) 
 
                          10        20        30        40          
2MEPSP            LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
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                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
      50        60        70        80                              
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGV                              
         : . ..:.:...:                                              
gi|425 QTLDQYALAQRKISALSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLTA 
            600       610       620       630       640       650   
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 18.1 E():   96 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (34-47:68-81) 
 
            10        20        30        40        50        60    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
            70        80                                            
2MEPSP AAVTAAGGNATYVLDGV                                            
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 18.1 E():   96 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (34-47:68-81) 
 
            10        20        30        40        50        60    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
            70        80                                            
2MEPSP AAVTAAGGNATYVLDGV                                            
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.1 E():   96 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (34-47:69-82) 
 
            10        20        30        40        50        60    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
            70        80                                            
2MEPSP AAVTAAGGNATYVLDGV                                            
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.6  bits: 18.5 E():   96 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (53-79:276-298) 
 
             30        40        50        60        70        80   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 43; 47.1% identity (70.6% similar) in 17 aa overlap (63-79:11-27) 
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             40        50        60        70        80             
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV             
                                     :... ::    .:::::              
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 47; 27.9% identity (60.5% similar) in 43 aa overlap (1-37:225-267) 
 
                                             10        20           
2MEPSP                               LLNSEDVHYMLGALRTLGLSVEA------D 
                                     ::.. :  :. :.:  . .:::.      : 
gi|118 VFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQITLD 
          200       210       220       230       240       250     
 
           30        40        50        60        70        80     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV     
       . .  . ...:.:                                                
gi|118 SITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSSIDSL 
          260       270       280       290       300       310     
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (63-79:112-128) 
 
             40        50        60        70        80   
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV   
                                     :.:: :: : :: .  :    
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA 
              90       100       110       120       130  
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 17.8 E():   99 
Smith-Waterman score: 44; 45.5% identity (81.8% similar) in 11 aa overlap (33-43:166-176) 
 
             10        20        30        40        50        60   
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     .:::..  .::                    
gi|549 EVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGN 
         140       150       160       170       180       190      
 
             70        80 
2MEPSP TAAVTAAGGNATYVLDGV 
                          
gi|549 EPIYERK            
         200              
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.3  bits: 18.2 E(): 1e 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (34-47:80-93) 
 
            10        20        30        40        50        60    
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|168 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNE 
      50        60        70        80        90       100          
 
            70        80                                            
2MEPSP AAVTAAGGNATYVLDGV                                            
                                                                    
gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP 
     110       120       130       140       150       160          
 
 
 
80 residues in 1 query   sequences 
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339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:28 2011 done: Tue Apr 19 10:57:28 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 48  - 127 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     1     2:* 
  32     7     8:==* 
  34    19    22:=======* 
  36    62    44:==============*====== 
  38    40    73:==============          * 
  40    75   102:=========================        * 
  42   137   125:=========================================*==== 
  44   143   138:=============================================*== 
  46   168   140:==============================================*========= 
  48   134   134:============================================* 
  50   125   122:========================================*= 
  52    97   108:=================================  * 
  54   139    92:==============================*================ 
  56    72    77:======================== * 
  58    27    63:=========           * 
  60    35    51:============    * 
  62    20    41:=======      * 
  64    16    33:======    * 
  66    28    26:========*= 
  68    10    20:====  * 
  70    18    16:=====* 
  72    17    12:===*== 
  74    23    10:===*==== 
  76    25     8:==*====== 
  78    21     6:=*===== 
  80     7     5:=*= 
  82     3     3:* 
  84     2     3:* 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     3     0:=         *=== 
 104     0     0:          * 
 106     2     0:=         *== 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.21890.00339; mu= 10.9722 0.177 
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 mean_var=44.543613.450, 0's: 2 Z-trim: 3  B-trim: 65 in 1/43 
 Lambda= 0.192168 
 Kolmogorov-Smirnov  statistic: 0.0407 (N=29) at  68 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 25.4     0.3 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 24.5    0.54 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 24.2    0.65 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 23.7    0.96 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 23.4     1.2 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 23.4     1.2 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   65 23.4     1.2 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 22.9     1.7 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 22.6     2.1 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 21.5     4.4 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 20.9     6.6 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 20.9     6.6 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 20.6     7.9 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.0     8.1 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.1     9.3 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.4     9.5 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 20.4      12 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   58 21.8      12 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   55 20.8      13 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 19.8      14 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.2      14 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.2      15 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.2      15 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   51 19.5      17 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 19.5      17 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 19.6      20 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 19.6      20 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 19.6      20 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 19.6      20 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 19.6      20 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 19.6      20 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 19.6      20 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 20.6      20 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.6      20 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 19.3      21 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.3      21 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.3      21 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 19.3      21 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 19.6      21 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      21 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 19.6      22 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      22 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   54 20.6      22 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 19.6      22 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.3      25 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.3      25 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.7      25 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.3      25 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   49 19.0      25 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   49 19.0      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.4      25 
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gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.4      25 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.4      26 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.0      26 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.4      26 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   55 21.1      27 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.1      30 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 18.7      30 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.1      30 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 18.7      35 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 18.7      35 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 18.7      35 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 19.8      36 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 19.8      36 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 19.8      36 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 18.8      36 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 18.8      37 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 18.8      38 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 18.8      38 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 18.8      38 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 18.8      38 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 18.8      38 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.8      38 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 19.8      39 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.2      40 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.7      43 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 18.8      44 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 18.9      48 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 18.9      48 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.2      49 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.2      49 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.2      49 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.2      49 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.2      49 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.2      49 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.2      49 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.2      49 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.2      49 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.2      49 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.2      49 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.2      49 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 17.5      52 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 17.9      54 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 19.9      55 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.2      55 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.2      55 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.3      56 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 18.9      57 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 19.3      57 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.2      59 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.2      59 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 15.9      59 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.3      61 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.2      63 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.6      63 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.6      64 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 17.9      64 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 17.9      64 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.0      65 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   46 18.3      65 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.0      69 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 18.7      75 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.3      76 
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gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.3      76 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.3      76 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.0      82 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.7      82 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.4      85 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.0      87 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 19.4      88 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.4      89 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   51 20.1      89 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.4      90 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.4      90 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.4      92 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 14.6      94 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.3      96 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.4      99 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.1      99 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.1      99 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.1   1e 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 111.8  bits: 25.4 E():  0.3 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (13-68:31-85) 
 
                                 10        20        30         40  
2MEPSP                   LNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
              50        60        70        80             
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP             
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 107.3  bits: 24.5 E(): 0.54 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (13-68:31-85) 
 
                                 10        20        30          40 
2MEPSP                   LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
               50        60        70        80             
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP             
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 105.8  bits: 24.2 E(): 0.65 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (16-68:34-85) 
 
                              10        20        30          40    
2MEPSP                LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
            50        60        70        80             
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP             
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 102.8  bits: 23.7 E(): 0.96 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (13-68:31-85) 
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                                 10        20         30        40  
2MEPSP                   LNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
              50        60        70        80             
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP             
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.4  bits: 23.4 E():  1.2 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (16-68:33-84) 
 
                              10        20        30          40    
2MEPSP                LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
            50        60        70        80             
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP             
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.4  bits: 23.4 E():  1.2 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (16-68:33-84) 
 
                              10        20        30          40    
2MEPSP                LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
            50        60        70        80             
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP             
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  65  Z-score: 101.3  bits: 23.4 E():  1.2 
Smith-Waterman score: 65; 34.8% identity (53.0% similar) in 66 aa overlap (2-67:22-83) 
 
                                   10        20        30        40 
2MEPSP                     LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                            .: : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
               50        60        70        80              
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP              
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 98.3  bits: 22.9 E():  1.7 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (13-68:31-85) 
 
                                 10        20        30        40   
2MEPSP                   LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
             50        60        70        80             
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2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP             
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 96.8  bits: 22.6 E():  2.1 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (13-68:31-85) 
 
                                 10        20        30         40  
2MEPSP                   LNSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
              50        60        70        80             
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP             
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 90.9  bits: 21.5 E():  4.4 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (13-68:29-83) 
 
                               10        20        30          40   
2MEPSP                 LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
             50        60        70        80             
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP             
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 87.8  bits: 20.9 E():  6.6 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (13-68:31-85) 
 
                                 10         20        30        40  
2MEPSP                   LNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
              50        60        70        80             
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP             
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 87.8  bits: 20.9 E():  6.6 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (13-68:31-85) 
 
                                 10         20        30        40  
2MEPSP                   LNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
              50        60        70        80             
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP             
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 86.3  bits: 20.6 E():  7.9 
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Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (13-68:31-85) 
 
                                 10         20        30        40  
2MEPSP                   LNSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
              50        60        70        80             
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP             
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.1  bits: 22.0 E():  8.1 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (43-78:252-287) 
 
             20        30        40        50        60        70   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
             80  
2MEPSP TYVLDGVP  
       : .  :    
gi|144 TAAAGGYKV 
             290 
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.1  bits: 22.1 E():  9.3 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (21-70:17-66) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                           :..:.:     .:  :.  ..:::...: : :..    .. 
gi|190     MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQN 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP LTAAVTAAGGNATYVLDGVP                                         
        ...:....:                                                   
gi|190 AASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGAT 
         60        70        80        90       100       110       
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.9  bits: 20.4 E():  9.5 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (44-66:59-81) 
 
            20        30        40        50        60        70    
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
            80             
2MEPSP YVLDGVP             
                           
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 83.0  bits: 20.4 E():   12 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (9-34:75-101) 
 
                                     10         20        30        
2MEPSP                       LNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
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        40        50        60        70        80 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                                   
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR  
          110       120       130       140        
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 83.0  bits: 21.8 E():   12 
Smith-Waterman score: 58; 21.9% identity (65.6% similar) in 64 aa overlap (19-80:315-372) 
 
                           10        20        30        40         
2MEPSP             LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK---- 
          290       300       310       320       330       340     
 
       50        60        70          80      
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG--VP      
         .:. ....:.  . .:.. .:.  ...:  ::      
gi|495 --IGEINLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
                350       360       370        
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.4  bits: 20.8 E():   13 
Smith-Waterman score: 55; 33.3% identity (77.8% similar) in 27 aa overlap (1-27:36-62) 
 
                                             10        20        30 
2MEPSP                               LNSEDVHYMLGALRTLGLSVEADKAAKRAV 
                                     :..  ..::: ..:  : ..:.:...:    
gi|256 FFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGKEIC 
          10        20        30        40        50        60      
 
               40        50        60        70        80           
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP           
                                                                    
gi|256 PLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIVERE 
          70        80        90       100       110       120      
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 81.8  bits: 19.8 E():   14 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (16-62:34-79) 
 
                              10        20        30          40    
2MEPSP                LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
            50        60        70        80             
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP             
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (43-78:248-283) 
 
             20        30        40        50        60        70   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
             80  
2MEPSP TYVLDGVP  
       : .  :    
gi|239 TAATGGYKV 
       280       
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>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.2  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (43-78:274-309) 
 
             20        30        40        50        60        70   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
             80  
2MEPSP TYVLDGVP  
       : .  :    
gi|398 TAATGGYKV 
           310   
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.2  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (43-78:274-309) 
 
             20        30        40        50        60        70   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
             80  
2MEPSP TYVLDGVP  
       : .  :    
gi|330 TAATGGYKV 
           310   
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.3  bits: 19.5 E():   17 
Smith-Waterman score: 51; 32.4% identity (52.9% similar) in 68 aa overlap (16-78:34-96) 
 
                              10        20         30        40     
2MEPSP                LNSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
           50        60            70        80            
2MEPSP EEVQLFLGNAGIAMRSLTAAVTA----AGGNATYVLDGVP            
       ::..::: :     :.:: . :     :: :   : ::              
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH 
              70        80        90          100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.3  bits: 19.5 E():   17 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (44-68:61-85) 
 
            20        30        40        50        60        70    
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
            80             
2MEPSP YVLDGVP             
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
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gi|214              SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNT 
                            10        20        30        40        
 
               70        80                                         
2MEPSP LTAAVTAAGGNATYVLDGVP                                         
                                                                    
gi|214 KTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
        50        60        70        80        90       100        
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|760              DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNS 
                            10        20        30        40        
 
               70        80                                         
2MEPSP LTAAVTAAGGNATYVLDGVP                                         
                                                                    
gi|760 KTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
        50        60        70        80        90       100        
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|256              DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNS 
                            10        20        30        40        
 
               70        80                                         
2MEPSP LTAAVTAAGGNATYVLDGVP                                         
                                                                    
gi|256 KTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
        50        60        70        80        90       100        
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|157              SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNT 
                            10        20        30        40        
 
               70        80                                         
2MEPSP LTAAVTAAGGNATYVLDGVP                                         
                                                                    
gi|157 KTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
        50        60        70        80        90       100        
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|217              DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNS 
                            10        20        30        40        
 
               70        80                                         
2MEPSP LTAAVTAAGGNATYVLDGVP                                         
                                                                    
gi|217 ATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVT 
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        50        60        70        80        90       100        
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|217              DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNS 
                            10        20        30        40        
 
               70        80                                         
2MEPSP LTAAVTAAGGNATYVLDGVP                                         
                                                                    
gi|217 ATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVT 
        50        60        70        80        90       100        
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:10-27) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|110             RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNS 
                           10        20        30        40         
 
               70        80                                         
2MEPSP LTAAVTAAGGNATYVLDGVP                                         
                                                                    
gi|110 KTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
       50        60        70        80        90       100         
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.2  bits: 20.6 E():   20 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (43-78:227-262) 
 
             20        30        40        50        60        70   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
             80  
2MEPSP TYVLDGVP  
       : .  :    
gi|180 TAAAGGYKV 
        260      
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:15-32) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|394        VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNS 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP LTAAVTAAGGNATYVLDGVP                                         
                                                                    
gi|394 NAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVT 
            60        70        80        90       100       110    
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.8  bits: 19.3 E():   21 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (17-68:35-85) 
 
                             10        20        30          40     
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2MEPSP               LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
           50        60        70        80             
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP             
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.8  bits: 19.3 E():   21 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (44-66:61-83) 
 
            20        30        40        50        60        70    
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
            80             
2MEPSP YVLDGVP             
                           
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.8  bits: 19.3 E():   21 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (44-66:61-83) 
 
            20        30        40        50        60        70    
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
            80             
2MEPSP YVLDGVP             
                           
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.8  bits: 19.3 E():   21 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (17-68:35-85) 
 
                             10        20        30          40     
2MEPSP               LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
           50        60        70        80             
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP             
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:25-42) 
 
                  10        20        30        40        50        
2MEPSP    LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP MRSLTAAVTAAGGNATYVLDGVP                                      
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gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:25-42) 
 
                  10        20        30        40        50        
2MEPSP    LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP MRSLTAAVTAAGGNATYVLDGVP                                      
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:26-43) 
 
                   10        20        30        40        50       
2MEPSP     LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVP                                     
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:26-43) 
 
                   10        20        30        40        50       
2MEPSP     LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVP                                     
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 78.2  bits: 20.6 E():   22 
Smith-Waterman score: 54; 39.3% identity (67.9% similar) in 28 aa overlap (49-76:8-34) 
 
       20        30        40        50        60        70         
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVR 
                                      10        20         30       
 
       80                                                           
2MEPSP VP                                                           
                                                                    
gi|324 EASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKII 
         40        50        60        70        80        90       
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (52-70:87-105) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1432

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
              30        40        50        60        70        80  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.3 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (52-78:251-277) 
 
              30        40        50        60        70        80  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.3 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (52-78:252-278) 
 
              30        40        50        60        70        80  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.3  bits: 19.7 E():   25 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (58-73:142-161) 
 
        30        40        50        60            70        80    
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVP    
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
gi|249 GYKV 
            
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.3 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (52-78:255-281) 
 
              30        40        50        60        70        80  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 49; 27.0% identity (58.1% similar) in 74 aa overlap (2-72:19-86) 
 
                                10        20        30        40    
2MEPSP                  LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
            50           60        70        80                  
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGNATYVLDGVP                  
         : .  :...   : :  . .:: .:::: :                          
gi|833 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 77.2  bits: 19.0 E():   25 
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Smith-Waterman score: 49; 27.0% identity (58.1% similar) in 74 aa overlap (2-72:19-86) 
 
                                10        20        30        40    
2MEPSP                  LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
            50           60        70        80                  
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGNATYVLDGVP                  
         : .  :...   : :  . .:: .:::: :                          
gi|668 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (54-78:260-284) 
 
            30        40        50        60        70        80  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (54-78:260-284) 
 
            30        40        50        60        70        80  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (54-78:260-284) 
 
            30        40        50        60        70        80  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (54-78:260-284) 
 
            30        40        50        60        70        80  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (54-78:260-284) 
 
            30        40        50        60        70        80  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (54-78:260-284) 
 
            30        40        50        60        70        80  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     :. :  . :::: :: : :: .  :    
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gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (54-78:260-284) 
 
            30        40        50        60        70        80  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (54-78:260-284) 
 
            30        40        50        60        70        80  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (54-78:260-284) 
 
            30        40        50        60        70        80  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (54-78:260-284) 
 
            30        40        50        60        70        80  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (54-78:260-284) 
 
            30        40        50        60        70        80  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     :. :  . :::: :: : :: .  :    
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (54-78:260-284) 
 
            30        40        50        60        70        80  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (54-78:260-284) 
 
            30        40        50        60        70        80  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     :. :  . :::: :: : :: .  :    
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
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     230       240       250       260       270       280        
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (54-78:260-284) 
 
            30        40        50        60        70        80  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     :. :  . :::: :: : :: .  :    
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (52-78:258-284) 
 
              30        40        50        60        70        80  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.1  bits: 20.4 E():   26 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (52-78:261-287) 
 
              30        40        50        60        70        80  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.1  bits: 19.0 E():   26 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (44-68:60-84) 
 
            20        30        40        50        60        70    
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
            80                  
2MEPSP YVLDGVP                  
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.0  bits: 20.4 E():   26 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (52-78:266-292) 
 
              30        40        50        60        70        80  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 76.6  bits: 21.1 E():   27 
Smith-Waterman score: 55; 28.1% identity (50.0% similar) in 64 aa overlap (17-80:401-459) 
 
                             10        20        30        40       
2MEPSP               LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     : ::  ::. .  ..:   :   :  : .: 
gi|298 AIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFAVVLKAGRE 
              380       390       400       410       420       430 
 
         50        60        70        80                           
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP                           
            :   . ...   :.:.  :. : :: ..:                           
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gi|298 -----GLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQEVE 
                   440       450       460       470       480      
 
gi|298 VFRPFQSRDEKERERFSIV 
         490       500     
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (43-78:238-273) 
 
             20        30        40        50        60        70   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
             80  
2MEPSP TYVLDGVP  
       : .  :    
gi|313 TAATGGYKV 
       270       
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (44-68:61-85) 
 
            20        30        40        50        60        70    
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
            80             
2MEPSP YVLDGVP             
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (43-78:246-281) 
 
             20        30        40        50        60        70   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
             80  
2MEPSP TYVLDGVP  
       : .  :    
gi|295 TAATGGYKV 
         280     
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|217              DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNS 
                            10        20        30        40        
 
               70        80                                         
2MEPSP LTAAVTAAGGNATYVLDGVP                                         
                                                                    
gi|217 KTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVT 
        50        60        70        80        90       100        
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|217              DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNS 
                            10        20        30        40        
 
               70        80                                         
2MEPSP LTAAVTAAGGNATYVLDGVP                                         
                                                                    
gi|217 ATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVT 
        50        60        70        80        90       100        
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|217              DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNS 
                            10        20        30        40        
 
               70        80                                         
2MEPSP LTAAVTAAGGNATYVLDGVP                                         
                                                                    
gi|217 ATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVT 
        50        60        70        80        90       100        
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|179              DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
                            10        20        30        40        
 
               70        80                                         
2MEPSP LTAAVTAAGGNATYVLDGVP                                         
                                                                    
gi|179 KTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVT 
        50        60        70        80        90       100        
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|217              DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNS 
                            10        20        30        40        
 
               70        80                                         
2MEPSP LTAAVTAAGGNATYVLDGVP                                         
                                                                    
gi|217 ATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVT 
        50        60        70        80        90       100        
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|217              DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNS 
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                            10        20        30        40        
 
               70        80                                         
2MEPSP LTAAVTAAGGNATYVLDGVP                                         
                                                                    
gi|217 ATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVT 
        50        60        70        80        90       100        
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|217              DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNS 
                            10        20        30        40        
 
               70        80                                         
2MEPSP LTAAVTAAGGNATYVLDGVP                                         
                                                                    
gi|217 ATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVT 
        50        60        70        80        90       100        
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|217              DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNS 
                            10        20        30        40        
 
               70        80                                         
2MEPSP LTAAVTAAGGNATYVLDGVP                                         
                                                                    
gi|217 ATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVT 
        50        60        70        80        90       100        
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|217              DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNS 
                            10        20        30        40        
 
               70        80                                         
2MEPSP LTAAVTAAGGNATYVLDGVP                                         
                                                                    
gi|217 ATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVT 
        50        60        70        80        90       100        
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|217              DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNS 
                            10        20        30        40        
 
               70        80                                         
2MEPSP LTAAVTAAGGNATYVLDGVP                                         
                                                                    
gi|217 ATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPKSENVVVT 
        50        60        70        80        90       100        
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>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (43-78:238-273) 
 
             20        30        40        50        60        70   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
             80  
2MEPSP TYVLDGVP  
       : .  :    
gi|313 TAATGGYKV 
       270       
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (43-78:238-273) 
 
             20        30        40        50        60        70   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
             80  
2MEPSP TYVLDGVP  
       : .  :    
gi|313 TAATGGYKV 
       270       
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (43-78:238-273) 
 
             20        30        40        50        60        70   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
             80  
2MEPSP TYVLDGVP  
       : .  :    
gi|168 TAATGGYKV 
       270       
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.3  bits: 18.8 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:18-35) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|217     SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP LTAAVTAAGGNATYVLDGVP                                         
                                                                    
gi|217 KTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVT 
         60        70        80        90       100       110       
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:22-39) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
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                            :..  :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP LTAAVTAAGGNATYVLDGVP                                         
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:26-43) 
 
                   10        20        30        40        50       
2MEPSP     LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVP                                     
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:26-43) 
 
                   10        20        30        40        50       
2MEPSP     LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVP                                     
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:26-43) 
 
                   10        20        30        40        50       
2MEPSP     LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVP                                     
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:26-43) 
 
                   10        20        30        40        50       
2MEPSP     LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVP                                     
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gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:26-43) 
 
                   10        20        30        40        50       
2MEPSP     LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVP                                     
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:26-43) 
 
                   10        20        30        40        50       
2MEPSP     LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVP                                     
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.8  bits: 19.8 E():   39 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (54-78:280-304) 
 
            30        40        50        60        70        80  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     :. :  . :::: :: : :: .  :    
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV 
     250       260       270       280       290       300        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 73.6  bits: 20.2 E():   40 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (39-63:22-45) 
 
       10        20        30        40        50        60         
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                                     ::..: :.:. :: .:. . ::: :      
gi|113          MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHN 
                        10        20         30        40        50 
 
       70        80                                                 
2MEPSP GGNATYVLDGVP                                                 
                                                                    
gi|113 IIDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFA 
               60        70        80        90       100       110 
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.1  bits: 15.7 E():   43 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (66-80:2-16) 
 
          40        50        60        70        80     
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP     
                                     :. ::. . : : .:     
gi|320                              YTTEGGTKSEVEDVIPEGWK 
                                            10        20 
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>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 18.8 E():   44 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:55-72) 
 
                        10        20        30        40        50  
2MEPSP          LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
              60        70        80                                
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVP                                
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (17-50:152-189) 
 
                             10        20        30           40    
2MEPSP               LNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
             50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
       : :. .::                               
gi|313 KCERGKLFANCCK                          
             190                              
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (17-50:152-189) 
 
                             10        20        30           40    
2MEPSP               LNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
             50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
       : :. .::                               
gi|476 KCERGKLFANCCK                          
             190                              
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (19-57:369-408) 
 
                           10        20        30        40         
2MEPSP             LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        50        60        70        80                            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP                            
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (19-57:369-408) 
 
                           10        20        30        40         
2MEPSP             LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
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gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        50        60        70        80                            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP                            
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (19-57:369-408) 
 
                           10        20        30        40         
2MEPSP             LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        50        60        70        80                            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP                            
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (19-57:369-408) 
 
                           10        20        30        40         
2MEPSP             LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        50        60        70        80                            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP                            
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (19-57:369-408) 
 
                           10        20        30        40         
2MEPSP             LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        50        60        70        80                            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP                            
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (19-57:369-408) 
 
                           10        20        30        40         
2MEPSP             LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|117 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        50        60        70        80                            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP                            
       .: : .. ::                                                   
gi|117 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDK 
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      400       410       420       430       440       450         
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (19-57:369-408) 
 
                           10        20        30        40         
2MEPSP             LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        50        60        70        80                            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP                            
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (19-57:369-408) 
 
                           10        20        30        40         
2MEPSP             LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        50        60        70        80                            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP                            
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (19-57:369-408) 
 
                           10        20        30        40         
2MEPSP             LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        50        60        70        80                            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP                            
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (19-57:369-408) 
 
                           10        20        30        40         
2MEPSP             LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        50        60        70        80                            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP                            
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (19-57:369-408) 
 
                           10        20        30        40         
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2MEPSP             LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        50        60        70        80                            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP                            
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (19-57:369-408) 
 
                           10        20        30        40         
2MEPSP             LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        50        60        70        80                            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP                            
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.5  bits: 17.5 E():   52 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (20-51:40-71) 
 
                          10        20        30        40          
2MEPSP            LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
      50        60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
       :.                              
gi|154 FVDSLDKIAQVPRVG                 
      70        80                     
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 45; 31.1% identity (60.0% similar) in 45 aa overlap (1-45:7-46) 
 
                     10        20        30        40        50     
2MEPSP       LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
             :..::..  .::.     ..:. .  :   .::   : : ::.:.          
gi|225 MAMTDVLSAEDIKKAVGAFS----AAESFNYKKFFEMVGLKKKSP-EDVKKVFHILDKDR 
               10        20            30        40         50      
 
           60        70        80                              
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVP                              
                                                               
gi|225 SGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
          60        70        80        90       100       110 
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.0  bits: 19.9 E():   55 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (19-63:163-207) 
 
                           10        20        30        40         
2MEPSP             LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
       50        60        70        80                             
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP                             
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         : . ..:.:...:                                              
gi|845 QTLDQYALAQRKISALSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTT 
            200       210       220       230       240       250   
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (57-79:22-44) 
 
         30        40        50        60        70        80       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP       
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (57-79:22-44) 
 
         30        40        50        60        70        80       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP       
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 70.9  bits: 19.3 E():   56 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (43-78:267-298) 
 
             20        30        40        50        60        70   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
             80  
2MEPSP TYVLDGVP  
       : .  :    
gi|663 TAAAGGYKA 
            300  
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (43-70:210-237) 
 
             20        30        40        50        60        70   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
             80 
2MEPSP TYVLDGVP 
                
gi|226 V        
     240        
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 70.8  bits: 19.3 E():   57 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (2-52:113-157) 
 
                                            10        20        30  
2MEPSP                              LNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
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              40        50        60        70        80            
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP            
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (21-69:75-123) 
 
                         10        20        30        40        50 
2MEPSP           LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
               60        70        80                        
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVP                        
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (21-69:75-123) 
 
                         10        20        30        40        50 
2MEPSP           LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
               60        70        80                        
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVP                        
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.5  bits: 15.9 E():   59 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (19-31:5-17) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                         .: :: .:: :::                              
gi|323               INLKAVIADPVAKTAVVQAGATLGEVYYXI                 
                             10        20        30                 
 
               70        80 
2MEPSP LTAAVTAAGGNATYVLDGVP 
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.3  bits: 19.3 E():   61 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (23-78:267-318) 
 
                       10        20        30        40        50   
2MEPSP         LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
             60        70        80              
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVP              
        .: :    :.:: :: : :: .  :                
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV 
        300           310       320       330    
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.2 E():   63 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (23-51:43-71) 
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                       10        20        30        40        50   
2MEPSP         LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
             60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                    
gi|122 SLDKIAQVPRVG                 
             80                     
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.6 E():   63 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (45-72:54-81) 
 
           20        30        40        50        60        70     
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
           80                   
2MEPSP VLDGVP                   
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (45-68:61-84) 
 
           20        30        40        50        60        70     
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
           80             
2MEPSP VLDGVP             
                          
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (44-73:5-32) 
 
            20        30        40        50        60        70    
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
            80                                                      
2MEPSP YVLDGVP                                                      
                                                                    
gi|300 TEEQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (44-73:5-32) 
 
            20        30        40        50        60        70    
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
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            80                                                      
2MEPSP YVLDGVP                                                      
                                                                    
gi|300 TEEQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 69.8  bits: 19.0 E():   65 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (4-28:195-217) 
 
                                          10        20        30    
2MEPSP                            LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
            40        50        60        70        80              
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP              
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.3 E():   65 
Smith-Waterman score: 46; 25.0% identity (59.4% similar) in 32 aa overlap (4-35:145-176) 
 
                                          10        20        30    
2MEPSP                            LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :  . ..  ...:: :  . ..  :  .:. 
gi|501 PNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVN 
          120       130       140       150       160       170     
 
            40        50        60        70        80 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
       ::                                              
gi|501 CGEL                                            
                                                       
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.3  bits: 19.0 E():   69 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (49-76:7-33) 
 
       20        30        40        50        60        70         
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     :..:..:   : .: : . : :. :..:   
gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
       80                                                           
2MEPSP VP                                                           
                                                                    
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.7  bits: 18.7 E():   75 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (33-46:91-104) 
 
             10        20        30        40        50        60   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
             70        80                                           
2MEPSP AAVTAAGGNATYVLDGVP                                           
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (16-31:172-187) 
 
                              10        20        30        40      
2MEPSP                LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
          50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                           
gi|256 KESLAKKNHGLSRSE                     
             210                           
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (16-31:173-188) 
 
                              10        20        30        40      
2MEPSP                LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
          50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                           
gi|187 KESLAKKNHGLSRSE                     
            210                            
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (16-31:173-188) 
 
                              10        20        30        40      
2MEPSP                LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
          50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                           
gi|187 KESLAKKNHGLSRSE                     
            210                            
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.9  bits: 18.0 E():   82 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (10-49:106-145) 
 
                                    10        20        30          
2MEPSP                      LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
      40        50        60        70        80            
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP            
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (52-72:267-287) 
 
              30        40        50        60        70        80  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
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        240       250       260       270       280       290       
 
gi|119 SAGGYKV 
        300    
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (33-46:76-89) 
 
             10        20        30        40        50        60   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
             70        80                                           
2MEPSP AAVTAAGGNATYVLDGVP                                           
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.0 E():   87 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (61-80:69-88) 
 
               40        50        60        70        80           
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP           
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
gi|105 T 
         
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 67.3  bits: 19.4 E():   88 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (2-32:378-406) 
 
                                            10        20        30  
2MEPSP                              LNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
              40        50        60        70        80            
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP            
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 18.4 E():   89 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (33-46:91-104) 
 
             10        20        30        40        50        60   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
             70        80                                           
2MEPSP AAVTAAGGNATYVLDGVP                                           
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 67.2  bits: 20.1 E():   89 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (19-63:563-607) 
 
                           10        20        30        40         
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2MEPSP             LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
       50        60        70        80                             
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP                             
         : . ..:.:...:                                              
gi|425 QTLDQYALAQRKISALSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLTA 
            600       610       620       630       640       650   
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (36-66:6-35) 
 
          10        20        30        40        50        60      
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.. . : .:. . :: . :...   :::  
gi|144                          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAK 
                                        10         20        30     
 
          70        80                                              
2MEPSP TAAGGNATYVLDGVP                                              
       :                                                            
gi|144 TVKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQ 
           40        50        60        70        80        90     
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (33-46:91-104) 
 
             10        20        30        40        50        60   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
             70        80                                           
2MEPSP AAVTAAGGNATYVLDGVP                                           
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (43-78:238-273) 
 
             20        30        40        50        60        70   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
             80  
2MEPSP TYVLDGVP  
       : .  :    
gi|313 TAAAGGYKV 
       270       
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.8  bits: 14.6 E():   94 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (20-33:3-16) 
 
               10        20        30        40        50        60 
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                          :.: .::.  : ::                            
gi|463                  DFVDAHNAARAQVGVGPVHWT                       
                                10        20                        
 
               70        80 
2MEPSP LTAAVTAAGGNATYVLDGVP 
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>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.6  bits: 14.3 E():   96 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (66-80:2-16) 
 
          40        50        60        70        80  
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     :. ::. . . : .:  
gi|320                              YTTEGGTKSEAEDVIPE 
                                            10        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.4  bits: 18.4 E():   99 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (52-78:276-298) 
 
              30        40        50        60        70        80  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP  
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.3  bits: 18.1 E():   99 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (33-46:68-81) 
 
             10        20        30        40        50        60   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
             70        80                                           
2MEPSP AAVTAAGGNATYVLDGVP                                           
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.3  bits: 18.1 E():   99 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (33-46:68-81) 
 
             10        20        30        40        50        60   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
             70        80                                           
2MEPSP AAVTAAGGNATYVLDGVP                                           
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.3  bits: 18.1 E(): 1e 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (33-46:69-82) 
 
             10        20        30        40        50        60   
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
             70        80                                           
2MEPSP AAVTAAGGNATYVLDGVP                                           
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1454

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:28 2011 done: Tue Apr 19 10:57:28 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 49  - 128 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     2     2:* 
  32     6     8:==* 
  34    20    22:=======* 
  36    44    44:==============* 
  38    54    73:==================      * 
  40    83   102:============================     * 
  42   140   125:=========================================*===== 
  44   144   138:=============================================*== 
  46   167   140:==============================================*========= 
  48   138   134:============================================*= 
  50   125   122:========================================*= 
  52    91   108:===============================    * 
  54   144    92:==============================*================= 
  56    63    77:=====================    * 
  58    27    63:=========           * 
  60    33    51:===========     * 
  62    22    41:========     * 
  64    13    33:=====     * 
  66    30    26:========*= 
  68    12    20:====  * 
  70    16    16:=====* 
  72    16    12:===*== 
  74    24    10:===*==== 
  76    23     8:==*===== 
  78    23     6:=*====== 
  80     7     5:=*= 
  82     3     3:* 
  84     2     3:* 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     3     0:=         *=== 
 104     0     0:          * 
 106     2     0:=         *== 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
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Statistics:  Expectation_n fit: rho(ln(x))= 4.09950.00342; mu= 11.6078 0.178 
 mean_var=44.427313.318, 0's: 2 Z-trim: 3  B-trim: 65 in 1/43 
 Lambda= 0.192420 
 Kolmogorov-Smirnov  statistic: 0.0393 (N=29) at  68 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 25.3     0.3 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 24.5    0.54 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 24.2    0.66 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 23.7    0.97 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 23.4     1.2 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 23.4     1.2 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   65 23.4     1.2 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 22.9     1.7 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 22.6     2.1 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 21.5     4.4 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 20.9     6.6 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 20.9     6.6 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 20.6       8 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.0       8 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.1     9.1 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.3     9.6 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   58 21.8      12 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 20.4      12 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.2      14 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 19.8      14 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.2      15 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.2      15 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   51 19.5      17 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 19.5      17 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   53 20.3      19 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 20.6      19 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 19.6      20 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 19.6      20 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 19.6      20 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 19.6      20 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 19.6      20 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 19.6      20 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 19.6      20 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.6      20 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 19.2      21 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.2      21 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.2      21 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 19.2      21 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 19.6      22 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      22 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 19.6      22 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      22 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   54 20.7      22 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 19.6      22 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.4      25 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.4      25 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.4      25 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.7      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.4      25 
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gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.4      25 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   49 19.0      26 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   49 19.0      26 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.4      26 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.0      26 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   55 21.1      27 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.1      29 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.1      30 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 18.7      30 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 18.7      35 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 18.7      35 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 18.7      35 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 19.8      36 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 19.8      36 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 19.8      36 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 18.8      37 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   53 20.5      37 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 18.8      37 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 18.8      38 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 18.8      38 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 18.8      38 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 18.8      38 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.8      38 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 18.8      38 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 19.8      39 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.2      39 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 18.8      44 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.7      45 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      48 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.3      48 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      48 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 18.9      48 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 18.9      48 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 17.5      53 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.3      56 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.2      56 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.2      56 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   49 19.3      56 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 18.9      56 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.2      59 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.2      59 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.3      60 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 15.8      62 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.6      64 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.0      64 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.2      64 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.6      65 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 17.9      65 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 17.9      65 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   46 18.3      65 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.0      68 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   52 20.4      72 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 18.7      74 
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gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.3      76 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.3      76 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.3      76 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.7      81 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.0      82 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.4      84 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 19.4      86 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 17.7      87 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.0      88 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.4      88 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.4      89 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.4      90 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.4      91 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.4      98 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.1      99 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.1      99 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 18.8      99 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 14.6      99 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.1      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 111.8  bits: 25.3 E():  0.3 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (12-67:31-85) 
 
                                  10        20         30        40 
2MEPSP                    NSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
               50        60        70        80            
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR            
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 107.3  bits: 24.5 E(): 0.54 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (12-67:31-85) 
 
                                  10        20        30            
2MEPSP                    NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
      40        50        60        70        80            
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR            
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 105.8  bits: 24.2 E(): 0.66 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (15-67:34-85) 
 
                               10        20        30          40   
2MEPSP                 NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
             50        60        70        80            
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR            
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 102.8  bits: 23.7 E(): 0.97 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (12-67:31-85) 
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                                  10        20         30        40 
2MEPSP                    NSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
               50        60        70        80            
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR            
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.3  bits: 23.4 E():  1.2 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (15-67:33-84) 
 
                               10        20        30          40   
2MEPSP                 NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
             50        60        70        80            
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR            
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.3  bits: 23.4 E():  1.2 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (15-67:33-84) 
 
                               10        20        30          40   
2MEPSP                 NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
             50        60        70        80            
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR            
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  65  Z-score: 101.3  bits: 23.4 E():  1.2 
Smith-Waterman score: 65; 34.8% identity (53.0% similar) in 66 aa overlap (1-66:22-83) 
 
                                    10        20        30          
2MEPSP                      NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                            .: : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
      40        50        60        70        80             
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR             
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 98.2  bits: 22.9 E():  1.7 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (12-67:31-85) 
 
                                  10        20        30        40  
2MEPSP                    NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
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              50        60        70        80            
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR            
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 96.7  bits: 22.6 E():  2.1 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (12-67:31-85) 
 
                                  10        20         30        40 
2MEPSP                    NSEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
               50        60        70        80            
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR            
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 90.9  bits: 21.5 E():  4.4 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (12-67:29-83) 
 
                                10        20        30          40  
2MEPSP                  NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
              50        60        70        80            
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR            
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 87.7  bits: 20.9 E():  6.6 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (12-67:31-85) 
 
                                  10         20        30        40 
2MEPSP                    NSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
               50        60        70        80            
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR            
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 87.7  bits: 20.9 E():  6.6 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (12-67:31-85) 
 
                                  10         20        30        40 
2MEPSP                    NSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
               50        60        70        80            
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR            
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
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 initn:  51 init1:  51 opt:  55  Z-score: 86.2  bits: 20.6 E():    8 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (12-67:31-85) 
 
                                  10         20        30        40 
2MEPSP                    NSEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
               50        60        70        80            
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR            
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.2  bits: 22.0 E():    8 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (42-77:252-287) 
 
              20        30        40        50        60        70  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
              80 
2MEPSP TYVLDGVPR 
       : .  :    
gi|144 TAAAGGYKV 
             290 
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.2  bits: 22.1 E():  9.1 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (20-69:17-66) 
 
               10        20        30        40        50        60 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                          :..:.:     .:  :.  ..:::...: : :..    ..  
gi|190    MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP TAAVTAAGGNATYVLDGVPR                                         
       ...:....:                                                    
gi|190 ASGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATS 
        60        70        80        90       100       110        
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.9  bits: 20.3 E():  9.6 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (43-65:59-81) 
 
             20        30        40        50        60        70   
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
             80            
2MEPSP YVLDGVPR            
                           
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 83.1  bits: 21.8 E():   12 
Smith-Waterman score: 58; 21.9% identity (65.6% similar) in 64 aa overlap (18-79:315-372) 
 
                            10        20        30        40        
2MEPSP              NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK---- 
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          290       300       310       320       330       340     
 
        50        60        70          80     
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG--VPR     
         .:. ....:.  . .:.. .:.  ...:  ::      
gi|495 --IGEINLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
                350       360       370        
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 82.9  bits: 20.4 E():   12 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (8-33:75-101) 
 
                                      10         20        30       
2MEPSP                        NSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
         40        50        60        70        80 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                                    
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR   
          110       120       130       140         
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.8  bits: 21.2 E():   14 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (42-77:248-283) 
 
              20        30        40        50        60        70  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
              80 
2MEPSP TYVLDGVPR 
       : .  :    
gi|239 TAATGGYKV 
       280       
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 81.7  bits: 19.8 E():   14 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (15-61:34-79) 
 
                               10        20        30          40   
2MEPSP                 NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
             50        60        70        80            
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR            
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.3  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (42-77:274-309) 
 
              20        30        40        50        60        70  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
              80 
2MEPSP TYVLDGVPR 
       : .  :    
gi|398 TAATGGYKV 
           310   
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>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.3  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (42-77:274-309) 
 
              20        30        40        50        60        70  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
              80 
2MEPSP TYVLDGVPR 
       : .  :    
gi|330 TAATGGYKV 
           310   
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 51; 32.4% identity (52.9% similar) in 68 aa overlap (15-77:34-96) 
 
                               10        20         30        40    
2MEPSP                 NSEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
            50        60            70        80           
2MEPSP EEVQLFLGNAGIAMRSLTAAVTA----AGGNATYVLDGVPR           
       ::..::: :     :.:: . :     :: :   : ::              
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH 
              70        80        90          100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (43-67:61-85) 
 
             20        30        40        50        60        70   
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
             80            
2MEPSP YVLDGVPR            
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.4  bits: 20.3 E():   19 
Smith-Waterman score: 53; 38.1% identity (81.0% similar) in 21 aa overlap (6-26:42-62) 
 
                                        10        20        30      
2MEPSP                          NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG 
                                     .::: ..:  : ..:.:...:          
gi|256 VCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGKEICPLTVVQ 
              20        30        40        50        60        70  
 
          40        50        60        70        80                
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR                
                                                                    
gi|256 SPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIVEREGLQAVK 
              80        90       100       110       120       130  
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.3  bits: 20.6 E():   19 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (42-77:227-262) 
 
              20        30        40        50        60        70  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
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                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
              80 
2MEPSP TYVLDGVPR 
       : .  :    
gi|180 TAAAGGYKV 
        260      
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                           :..  :...: :: :. :                       
gi|760             DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSK 
                           10        20        30        40         
 
               70        80                                         
2MEPSP TAAVTAAGGNATYVLDGVPR                                         
                                                                    
gi|760 TAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTV 
       50        60        70        80        90       100         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                           :..  :...: :: :. :                       
gi|256             DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSK 
                           10        20        30        40         
 
               70        80                                         
2MEPSP TAAVTAAGGNATYVLDGVPR                                         
                                                                    
gi|256 TAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTV 
       50        60        70        80        90       100         
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                           :..  :...: :: :. :                       
gi|214             SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTK 
                           10        20        30        40         
 
               70        80                                         
2MEPSP TAAVTAAGGNATYVLDGVPR                                         
                                                                    
gi|214 TAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTV 
       50        60        70        80        90       100         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                           :..  :...: :: :. :                       
gi|157             SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTK 
                           10        20        30        40         
 
               70        80                                         
2MEPSP TAAVTAAGGNATYVLDGVPR                                         
                                                                    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1464

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|157 TAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTV 
       50        60        70        80        90       100         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                           :..  :...: :: :. :                       
gi|217             DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSA 
                           10        20        30        40         
 
               70        80                                         
2MEPSP TAAVTAAGGNATYVLDGVPR                                         
                                                                    
gi|217 TAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTV 
       50        60        70        80        90       100         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                           :..  :...: :: :. :                       
gi|217             DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSA 
                           10        20        30        40         
 
               70        80                                         
2MEPSP TAAVTAAGGNATYVLDGVPR                                         
                                                                    
gi|217 TAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTV 
       50        60        70        80        90       100         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:10-27) 
 
               10        20        30        40        50        60 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                           :..  :...: :: :. :                       
gi|110            RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSK 
                          10        20        30        40          
 
               70        80                                         
2MEPSP TAAVTAAGGNATYVLDGVPR                                         
                                                                    
gi|110 TAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTV 
      50        60        70        80        90       100          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.9  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:15-32) 
 
               10        20        30        40        50        60 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                           :..  :...: :: :. :                       
gi|394       VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSN 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP TAAVTAAGGNATYVLDGVPR                                         
                                                                    
gi|394 AAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTV 
           60        70        80        90       100       110     
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (16-67:35-85) 
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                              10        20        30          40    
2MEPSP                NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
            50        60        70        80            
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR            
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (43-65:61-83) 
 
             20        30        40        50        60        70   
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
             80            
2MEPSP YVLDGVPR            
                           
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (43-65:61-83) 
 
             20        30        40        50        60        70   
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
             80            
2MEPSP YVLDGVPR            
                           
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (16-67:35-85) 
 
                              10        20        30          40    
2MEPSP                NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
            50        60        70        80            
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR            
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:25-42) 
 
                   10        20        30        40        50       
2MEPSP     NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
         60        70        80                                     
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2MEPSP MRSLTAAVTAAGGNATYVLDGVPR                                     
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:25-42) 
 
                   10        20        30        40        50       
2MEPSP     NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP MRSLTAAVTAAGGNATYVLDGVPR                                     
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:26-43) 
 
                    10        20        30        40        50      
2MEPSP      NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPR                                    
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:26-43) 
 
                    10        20        30        40        50      
2MEPSP      NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPR                                    
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 78.4  bits: 20.7 E():   22 
Smith-Waterman score: 54; 39.3% identity (67.9% similar) in 28 aa overlap (48-75:8-34) 
 
        20        30        40        50        60        70        
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVR 
                                      10        20         30       
 
        80                                                          
2MEPSP VPR                                                          
                                                                    
gi|324 EASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKII 
         40        50        60        70        80        90       
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.2  bits: 19.6 E():   22 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1467

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (51-69:87-105) 
 
               30        40        50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (51-77:251-277) 
 
               30        40        50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (51-77:252-278) 
 
               30        40        50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (51-77:255-281) 
 
               30        40        50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.3  bits: 19.7 E():   25 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (57-72:142-161) 
 
         30        40        50        60            70        80   
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPR   
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
gi|249 GYKV 
            
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (53-77:260-284) 
 
             30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (53-77:260-284) 
 
             30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  . :::: :: : :: .  :    
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gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (53-77:260-284) 
 
             30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (53-77:260-284) 
 
             30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (53-77:260-284) 
 
             30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (53-77:260-284) 
 
             30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (53-77:260-284) 
 
             30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (53-77:260-284) 
 
             30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  . :::: :: : :: .  :    
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (53-77:260-284) 
 
             30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
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     230       240       250       260       270       280        
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (53-77:260-284) 
 
             30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (53-77:260-284) 
 
             30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (53-77:260-284) 
 
             30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  . :::: :: : :: .  :    
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (53-77:260-284) 
 
             30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  . :::: :: : :: .  :    
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (51-77:258-284) 
 
               30        40        50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (53-77:260-284) 
 
             30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  . :::: :: : :: .  :    
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
     230       240       250       260       270       280        
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (51-77:261-287) 
 
               30        40        50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
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>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 77.1  bits: 19.0 E():   26 
Smith-Waterman score: 49; 27.0% identity (58.1% similar) in 74 aa overlap (1-71:19-86) 
 
                                 10        20        30        40   
2MEPSP                   NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
             50           60        70        80                 
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGNATYVLDGVPR                 
         : .  :...   : :  . .:: .:::: :                          
gi|668 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 77.1  bits: 19.0 E():   26 
Smith-Waterman score: 49; 27.0% identity (58.1% similar) in 74 aa overlap (1-71:19-86) 
 
                                 10        20        30        40   
2MEPSP                   NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                         .::::. .:...     ...::.     ...   ::  ...  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
             50           60        70        80                 
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGNATYVLDGVPR                 
         : .  :...   : :  . .:: .:::: :                          
gi|833 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.1  bits: 20.4 E():   26 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (51-77:266-292) 
 
               30        40        50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 19.0 E():   26 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (43-67:60-84) 
 
             20        30        40        50        60        70   
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
             80                 
2MEPSP YVLDGVPR                 
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 76.8  bits: 21.1 E():   27 
Smith-Waterman score: 55; 28.1% identity (50.0% similar) in 64 aa overlap (16-79:401-459) 
 
                              10        20        30        40      
2MEPSP                NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     : ::  ::. .  ..:   :   :  : .: 
gi|298 AIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFAVVLKAGRE 
              380       390       400       410       420       430 
 
          50        60        70        80                          
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR                          
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            :   . ...   :.:.  :. : :: ..:                           
gi|298 -----GLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQEVE 
                   440       450       460       470       480      
 
gi|298 VFRPFQSRDEKERERFSIV 
         490       500     
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.0  bits: 20.1 E():   29 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (42-77:238-273) 
 
              20        30        40        50        60        70  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
              80 
2MEPSP TYVLDGVPR 
       : .  :    
gi|313 TAATGGYKV 
       270       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (42-77:246-281) 
 
              20        30        40        50        60        70  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
              80 
2MEPSP TYVLDGVPR 
       : .  :    
gi|295 TAATGGYKV 
         280     
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.7  bits: 18.7 E():   30 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (43-67:61-85) 
 
             20        30        40        50        60        70   
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
             80            
2MEPSP YVLDGVPR            
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                           :..  :...: :: :. :                       
gi|217             DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSK 
                           10        20        30        40         
 
               70        80                                         
2MEPSP TAAVTAAGGNATYVLDGVPR                                         
                                                                    
gi|217 TAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTV 
       50        60        70        80        90       100         
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>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                           :..  :...: :: :. :                       
gi|217             DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSA 
                           10        20        30        40         
 
               70        80                                         
2MEPSP TAAVTAAGGNATYVLDGVPR                                         
                                                                    
gi|217 TAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTV 
       50        60        70        80        90       100         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                           :..  :...: :: :. :                       
gi|217             DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSA 
                           10        20        30        40         
 
               70        80                                         
2MEPSP TAAVTAAGGNATYVLDGVPR                                         
                                                                    
gi|217 TAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTV 
       50        60        70        80        90       100         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                           :..  :...: :: :. :                       
gi|179             DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTK 
                           10        20        30        40         
 
               70        80                                         
2MEPSP TAAVTAAGGNATYVLDGVPR                                         
                                                                    
gi|179 TAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTV 
       50        60        70        80        90       100         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                           :..  :...: :: :. :                       
gi|217             DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSA 
                           10        20        30        40         
 
               70        80                                         
2MEPSP TAAVTAAGGNATYVLDGVPR                                         
                                                                    
gi|217 TAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTV 
       50        60        70        80        90       100         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                           :..  :...: :: :. :                       
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gi|217             DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSA 
                           10        20        30        40         
 
               70        80                                         
2MEPSP TAAVTAAGGNATYVLDGVPR                                         
                                                                    
gi|217 TAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTV 
       50        60        70        80        90       100         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                           :..  :...: :: :. :                       
gi|217             DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSA 
                           10        20        30        40         
 
               70        80                                         
2MEPSP TAAVTAAGGNATYVLDGVPR                                         
                                                                    
gi|217 TAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTV 
       50        60        70        80        90       100         
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                           :..  :...: :: :. :                       
gi|217             DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSA 
                           10        20        30        40         
 
               70        80                                         
2MEPSP TAAVTAAGGNATYVLDGVPR                                         
                                                                    
gi|217 TAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTV 
       50        60        70        80        90       100         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                           :..  :...: :: :. :                       
gi|217             DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSA 
                           10        20        30        40         
 
               70        80                                         
2MEPSP TAAVTAAGGNATYVLDGVPR                                         
                                                                    
gi|217 TAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTV 
       50        60        70        80        90       100         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:9-26) 
 
               10        20        30        40        50        60 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                           :..  :...: :: :. :                       
gi|217             DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSA 
                           10        20        30        40         
 
               70        80                                         
2MEPSP TAAVTAAGGNATYVLDGVPR                                         
                                                                    
gi|217 TAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPKSENVVVTV 
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       50        60        70        80        90       100         
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (42-77:238-273) 
 
              20        30        40        50        60        70  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
              80 
2MEPSP TYVLDGVPR 
       : .  :    
gi|313 TAATGGYKV 
       270       
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (42-77:238-273) 
 
              20        30        40        50        60        70  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
              80 
2MEPSP TYVLDGVPR 
       : .  :    
gi|313 TAATGGYKV 
       270       
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (42-77:238-273) 
 
              20        30        40        50        60        70  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
              80 
2MEPSP TYVLDGVPR 
       : .  :    
gi|168 TAATGGYKV 
       270       
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:18-35) 
 
               10        20        30        40        50        60 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                           :..  :...: :: :. :                       
gi|217    SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTK 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP TAAVTAAGGNATYVLDGVPR                                         
                                                                    
gi|217 TAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTV 
        60        70        80        90       100       110        
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 74.2  bits: 20.5 E():   37 
Smith-Waterman score: 53; 23.8% identity (63.5% similar) in 63 aa overlap (18-80:163-224) 
 
                            10        20        30        40        
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2MEPSP              NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
        50        60        70        80                            
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR                            
         : . ..:.:...: ..:   .   .::.. :                            
gi|845 QTLDQYALAQRKISA-LSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLT 
            200        210       220       230       240       250  
 
gi|845 TIKNKLETELSTVRADLDETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRR 
             260       270       280       290       300       310  
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:22-39) 
 
                10        20        30        40        50          
2MEPSP  NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP LTAAVTAAGGNATYVLDGVPR                                        
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:26-43) 
 
                    10        20        30        40        50      
2MEPSP      NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPR                                    
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:26-43) 
 
                    10        20        30        40        50      
2MEPSP      NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPR                                    
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:26-43) 
 
                    10        20        30        40        50      
2MEPSP      NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
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          60        70        80                                    
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPR                                    
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:26-43) 
 
                    10        20        30        40        50      
2MEPSP      NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPR                                    
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:26-43) 
 
                    10        20        30        40        50      
2MEPSP      NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPR                                    
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:26-43) 
 
                    10        20        30        40        50      
2MEPSP      NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPR                                    
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.9  bits: 19.8 E():   39 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (53-77:280-304) 
 
             30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  . :::: :: : :: .  :    
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV 
     250       260       270       280       290       300        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (38-62:22-45) 
 
        10        20        30        40        50        60        
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
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                                     ::..: :.:. :: .:. . ::: :      
gi|113          MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHN 
                        10        20         30        40        50 
 
        70        80                                                
2MEPSP GGNATYVLDGVPR                                                
                                                                    
gi|113 IIDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFA 
               60        70        80        90       100       110 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 18.8 E():   44 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:55-72) 
 
                         10        20        30        40        50 
2MEPSP           NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
               60        70        80                               
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPR                               
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.7  bits: 15.7 E():   45 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (65-79:2-16) 
 
           40        50        60        70        80    
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR    
                                     :. ::. . : : .:     
gi|320                              YTTEGGTKSEVEDVIPEGWK 
                                            10        20 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (18-56:369-408) 
 
                            10        20        30        40        
2MEPSP              NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         50        60        70        80                           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR                           
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (18-56:369-408) 
 
                            10        20        30        40        
2MEPSP              NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         50        60        70        80                           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR                           
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (18-56:369-408) 
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                            10        20        30        40        
2MEPSP              NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         50        60        70        80                           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR                           
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (18-56:369-408) 
 
                            10        20        30        40        
2MEPSP              NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         50        60        70        80                           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR                           
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (18-56:369-408) 
 
                            10        20        30        40        
2MEPSP              NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         50        60        70        80                           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR                           
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (18-56:369-408) 
 
                            10        20        30        40        
2MEPSP              NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         50        60        70        80                           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR                           
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (18-56:369-408) 
 
                            10        20        30        40        
2MEPSP              NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|117 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
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         50        60        70        80                           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR                           
       .: : .. ::                                                   
gi|117 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (18-56:369-408) 
 
                            10        20        30        40        
2MEPSP              NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         50        60        70        80                           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR                           
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (18-56:369-408) 
 
                            10        20        30        40        
2MEPSP              NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         50        60        70        80                           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR                           
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (18-56:369-408) 
 
                            10        20        30        40        
2MEPSP              NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         50        60        70        80                           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR                           
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (18-56:369-408) 
 
                            10        20        30        40        
2MEPSP              NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         50        60        70        80                           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR                           
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (18-56:369-408) 
 
                            10        20        30        40        
2MEPSP              NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         50        60        70        80                           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR                           
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (16-49:152-189) 
 
                              10        20        30           40   
2MEPSP                NSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
              50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
       : :. .::                                
gi|313 KCERGKLFANCCK                           
             190                               
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (16-49:152-189) 
 
                              10        20        30           40   
2MEPSP                NSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
              50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
       : :. .::                                
gi|476 KCERGKLFANCCK                           
             190                               
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.3  bits: 17.5 E():   53 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (19-50:40-71) 
 
                           10        20        30        40         
2MEPSP             NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
       50        60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
       :.                               
gi|154 FVDSLDKIAQVPRVG                  
      70        80                      
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.0  bits: 19.3 E():   56 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (42-77:267-298) 
 
              20        30        40        50        60        70  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
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        240       250       260       270       280           290   
 
              80 
2MEPSP TYVLDGVPR 
       : .  :    
gi|663 TAAAGGYKA 
            300  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (56-78:22-44) 
 
          30        40        50        60        70        80      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR      
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (56-78:22-44) 
 
          30        40        50        60        70        80      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR      
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 70.9  bits: 19.3 E():   56 
Smith-Waterman score: 49; 29.4% identity (58.8% similar) in 51 aa overlap (1-51:113-157) 
 
                                             10        20        30 
2MEPSP                               NSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:.  : :.    : 
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSM--DDAS----V 
             90       100       110       120       130             
 
               40        50        60        70        80           
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR           
        . ...: : ..  ::  ..:                                        
gi|249 GSVSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTV 
        140       150       160       170       180       190       
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (42-69:210-237) 
 
              20        30        40        50        60        70  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
              80 
2MEPSP TYVLDGVPR 
                 
gi|226 V         
     240         
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (20-68:75-123) 
 
                          10        20        30        40          
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2MEPSP            NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
      50        60        70        80                       
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPR                       
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (20-68:75-123) 
 
                          10        20        30        40          
2MEPSP            NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
      50        60        70        80                       
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPR                       
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.4  bits: 19.3 E():   60 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (22-77:267-318) 
 
                        10        20        30        40        50  
2MEPSP          NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
              60        70        80             
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPR             
        .: :    :.:: :: : :: .  :                
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV 
        300           310       320       330    
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.2  bits: 15.8 E():   62 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (18-30:5-17) 
 
               10        20        30        40        50        60 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                        .: :: .:: :::                               
gi|323              INLKAVIADPVAKTAVVQAGATLGEVYYXI                  
                            10        20        30                  
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (44-71:54-81) 
 
            20        30        40        50        60        70    
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
            80                  
2MEPSP VLDGVPR                  
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 69.9  bits: 19.0 E():   64 
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Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (3-27:195-217) 
 
                                           10        20        30   
2MEPSP                             NSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
             40        50        60        70        80             
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR             
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.2 E():   64 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (22-50:43-71) 
 
                        10        20        30        40        50  
2MEPSP          NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
              60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     
gi|122 SLDKIAQVPRVG                  
             80                      
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (44-67:61-84) 
 
            20        30        40        50        60        70    
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
            80            
2MEPSP VLDGVPR            
                          
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (43-72:5-32) 
 
             20        30        40        50        60        70   
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
             80                                                     
2MEPSP YVLDGVPR                                                     
                                                                    
gi|300 TEEQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (43-72:5-32) 
 
             20        30        40        50        60        70   
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
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             80                                                     
2MEPSP YVLDGVPR                                                     
                                                                    
gi|300 TEEQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.3 E():   65 
Smith-Waterman score: 46; 25.0% identity (59.4% similar) in 32 aa overlap (3-34:145-176) 
 
                                           10        20        30   
2MEPSP                             NSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :  . ..  ...:: :  . ..  :  .:. 
gi|501 PNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVN 
          120       130       140       150       160       170     
 
             40        50        60        70        80 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
       ::                                               
gi|501 CGEL                                             
                                                        
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (48-75:7-33) 
 
        20        30        40        50        60        70        
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     :..:..:   : .: : . : :. :..:   
gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
        80                                                          
2MEPSP VPR                                                          
                                                                    
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 69.0  bits: 20.4 E():   72 
Smith-Waterman score: 52; 23.8% identity (63.5% similar) in 63 aa overlap (18-80:563-624) 
 
                            10        20        30        40        
2MEPSP              NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
        50        60        70        80                            
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR                            
         : . ..:.:...: ..:   .   .::.. :                            
gi|425 QTLDQYALAQRKISA-LSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLT 
            600        610       620       630       640       650  
 
gi|425 AIKNKLETELSTAQADLDEVTKELHAADERANRALADAARAVQELHEEQEHSMKIDALRK 
             660       670       680       690       700       710  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (32-45:91-104) 
 
              10        20        30        40        50        60  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
              70        80                                          
2MEPSP AAVTAAGGNATYVLDGVPR                                          
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gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (15-30:172-187) 
 
                               10        20        30        40     
2MEPSP                 NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
           50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                            
gi|256 KESLAKKNHGLSRSE                      
             210                            
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (15-30:173-188) 
 
                               10        20        30        40     
2MEPSP                 NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
           50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                            
gi|187 KESLAKKNHGLSRSE                      
            210                             
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (15-30:173-188) 
 
                               10        20        30        40     
2MEPSP                 NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
           50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                            
gi|187 KESLAKKNHGLSRSE                      
            210                             
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (51-71:267-287) 
 
               30        40        50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
        240       250       260       270       280       290       
 
gi|119 SAGGYKV 
        300    
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.9  bits: 18.0 E():   82 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (9-48:106-145) 
 
                                     10        20        30         
2MEPSP                       NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
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gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
       40        50        60        70        80           
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR           
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.4 E():   84 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (32-45:76-89) 
 
              10        20        30        40        50        60  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
              70        80                                          
2MEPSP AAVTAAGGNATYVLDGVPR                                          
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 67.5  bits: 19.4 E():   86 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (1-31:378-406) 
 
                                             10        20        30 
2MEPSP                               NSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
               40        50        60        70        80           
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR           
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 44; 39.1% identity (65.2% similar) in 23 aa overlap (61-80:11-33) 
 
               40        50        60        70           80        
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPR        
                                     :... ::    .:::::   .:.        
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.0 E():   88 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (60-79:69-88) 
 
      30        40        50        60        70        80          
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR          
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
gi|105 T 
         
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (32-45:91-104) 
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              10        20        30        40        50        60  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
              70        80                                          
2MEPSP AAVTAAGGNATYVLDGVPR                                          
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (32-45:91-104) 
 
              10        20        30        40        50        60  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
              70        80                                          
2MEPSP AAVTAAGGNATYVLDGVPR                                          
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (35-65:6-35) 
 
           10        20        30        40        50        60     
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.. . : .:. . :: . :...   :::  
gi|144                          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAK 
                                        10         20        30     
 
           70        80                                             
2MEPSP TAAGGNATYVLDGVPR                                             
       :                                                            
gi|144 TVKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQ 
           40        50        60        70        80        90     
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.4 E():   91 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (42-77:238-273) 
 
              20        30        40        50        60        70  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
              80 
2MEPSP TYVLDGVPR 
       : .  :    
gi|313 TAAAGGYKV 
       270       
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.5  bits: 18.4 E():   98 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (51-77:276-298) 
 
               30        40        50        60        70        80 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.1 E():   99 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (32-45:68-81) 
 
              10        20        30        40        50        60  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
              70        80                                          
2MEPSP AAVTAAGGNATYVLDGVPR                                          
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.1 E():   99 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (32-45:68-81) 
 
              10        20        30        40        50        60  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
              70        80                                          
2MEPSP AAVTAAGGNATYVLDGVPR                                          
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (50-76:107-133) 
 
      20        30        40        50        60        70          
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
      80                                                            
2MEPSP R                                                            
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.4  bits: 14.6 E():   99 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (19-32:3-16) 
 
               10        20        30        40        50        60 
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                         :.: .::.  : ::                             
gi|463                 DFVDAHNAARAQVGVGPVHWT                        
                               10        20                         
 
               70        80 
2MEPSP TAAVTAAGGNATYVLDGVPR 
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.1 E():   99 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (32-45:69-82) 
 
              10        20        30        40        50        60  
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
              70        80                                          
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2MEPSP AAVTAAGGNATYVLDGVPR                                          
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:28 2011 done: Tue Apr 19 10:57:28 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 50  - 129 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     2     2:* 
  32     4     8:==* 
  34    21    22:=======* 
  36    45    44:==============* 
  38    56    73:===================     * 
  40    82   102:============================     * 
  42   140   125:=========================================*===== 
  44   145   138:=============================================*=== 
  46   168   140:==============================================*========= 
  48   138   134:============================================*= 
  50   122   122:========================================* 
  52    90   108:==============================     * 
  54   146    92:==============================*================== 
  56    62    77:=====================    * 
  58    27    63:=========           * 
  60    33    51:===========     * 
  62    23    41:========     * 
  64    13    33:=====     * 
  66    27    26:========* 
  68    14    20:===== * 
  70    16    16:=====* 
  72    16    12:===*== 
  74    24    10:===*==== 
  76    24     8:==*===== 
  78    22     6:=*====== 
  80     7     5:=*= 
  82     3     3:* 
  84     2     3:* 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     2     0:=         *== 
 104     0     0:          * 
 106     2     0:=         *== 
 108     0     0:          * 
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 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.07990.00341; mu= 11.7198 0.177 
 mean_var=44.337013.262, 0's: 2 Z-trim: 3  B-trim: 65 in 1/43 
 Lambda= 0.192615 
 Kolmogorov-Smirnov  statistic: 0.0393 (N=29) at  68 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 25.4     0.3 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 24.5    0.54 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 24.2    0.65 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 23.7    0.96 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 23.4     1.2 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 23.4     1.2 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   63 22.9     1.7 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 22.9     1.7 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 22.6     2.1 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 21.5     4.4 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 20.9     6.6 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 20.9     6.6 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.0       8 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 20.6       8 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.1     9.1 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.3     9.6 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   58 21.8      12 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 20.4      12 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.2      14 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 19.8      14 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.2      15 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.2      15 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   51 19.5      17 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 19.5      17 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   53 20.3      19 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 20.6      19 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 19.6      20 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 19.6      20 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 19.6      20 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 19.6      20 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 19.6      20 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 19.6      20 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 19.6      20 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.6      20 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 19.2      21 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.2      21 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.2      21 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 19.2      21 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 19.6      21 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      21 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 19.6      22 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      22 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   54 20.7      22 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 19.6      22 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.4      24 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.4      25 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.4      25 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.7      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.4      25 
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gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.4      25 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.4      26 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.0      26 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   55 21.1      26 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.1      29 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.1      30 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 18.7      31 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   48 18.7      31 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 18.7      31 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 18.7      35 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 18.7      35 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 18.7      35 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 19.8      35 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 18.8      37 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   53 20.5      37 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 18.8      37 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 18.8      38 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 18.8      38 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 18.8      38 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 18.8      38 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.8      38 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 18.8      38 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 19.8      39 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.2      39 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 18.8      44 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.7      45 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      47 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.3      47 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      47 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 18.9      48 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 18.9      48 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 17.5      53 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.3      55 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.2      56 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.2      56 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 18.9      56 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.2      59 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.2      59 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.3      60 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 15.8      62 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.0      64 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.6      64 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.2      64 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.6      65 
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gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 17.9      65 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 17.9      65 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   46 18.3      65 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   48 19.0      68 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.0      68 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   52 20.4      71 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   45 18.0      72 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 18.7      74 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.3      76 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.3      76 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.3      76 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.7      81 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.0      82 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.4      84 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.4      88 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.0      88 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.4      89 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.4      90 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.4      91 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.4      97 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 18.8      99 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.1      99 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.1      99 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.1      99 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 14.6   1e 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 111.8  bits: 25.4 E():  0.3 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (11-66:31-85) 
 
                                   10        20         30          
2MEPSP                     SEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
      40        50        60        70        80           
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM           
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 107.3  bits: 24.5 E(): 0.54 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (11-66:31-85) 
 
                                   10        20        30           
2MEPSP                     SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
       40        50        60        70        80           
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM           
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 105.8  bits: 24.2 E(): 0.65 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (14-66:34-85) 
 
                                10        20        30          40  
2MEPSP                  SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
              50        60        70        80           
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM           
         :..::: : . . :.:: : : :                         
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gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 102.8  bits: 23.7 E(): 0.96 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (11-66:31-85) 
 
                                   10         20        30          
2MEPSP                     SEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
      40        50        60        70        80           
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM           
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.3  bits: 23.4 E():  1.2 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (14-66:33-84) 
 
                                10        20        30          40  
2MEPSP                  SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
              50        60        70        80           
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM           
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.3  bits: 23.4 E():  1.2 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (14-66:33-84) 
 
                                10        20        30          40  
2MEPSP                  SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
              50        60        70        80           
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM           
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  63  Z-score: 98.3  bits: 22.9 E():  1.7 
Smith-Waterman score: 63; 35.4% identity (52.3% similar) in 65 aa overlap (1-65:23-83) 
 
                                     10        20        30         
2MEPSP                       SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                             : : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
       40        50        60        70        80            
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM            
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 98.3  bits: 22.9 E():  1.7 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (11-66:31-85) 
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                                   10        20        30        40 
2MEPSP                     SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
               50        60        70        80           
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM           
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 96.8  bits: 22.6 E():  2.1 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (11-66:31-85) 
 
                                   10        20         30          
2MEPSP                     SEDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
      40        50        60        70        80           
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM           
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 90.9  bits: 21.5 E():  4.4 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (11-66:29-83) 
 
                                 10        20        30          40 
2MEPSP                   SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
               50        60        70        80           
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM           
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 87.8  bits: 20.9 E():  6.6 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (11-66:31-85) 
 
                                   10         20        30          
2MEPSP                     SEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
      40        50        60        70        80           
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM           
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 87.8  bits: 20.9 E():  6.6 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (11-66:31-85) 
 
                                   10         20        30          
2MEPSP                     SEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
      40        50        60        70        80           
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2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM           
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.3  bits: 22.0 E():    8 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (41-76:252-287) 
 
               20        30        40        50        60        70 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
               80 
2MEPSP TYVLDGVPRM 
       : .  :     
gi|144 TAAAGGYKV  
             290  
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 86.3  bits: 20.6 E():    8 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (11-66:31-85) 
 
                                   10         20        30          
2MEPSP                     SEDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
      40        50        60        70        80           
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM           
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.3  bits: 22.1 E():  9.1 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (19-68:17-66) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                         :..:.:     .:  :.  ..:::...: : :..    .. . 
gi|190   MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAA 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
       ..:....:                                                     
gi|190 SGVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSA 
       60        70        80        90       100       110         
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.9  bits: 20.3 E():  9.6 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (42-64:59-81) 
 
              20        30        40        50        60        70  
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
              80           
2MEPSP YVLDGVPRM           
                           
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 83.2  bits: 21.8 E():   12 
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Smith-Waterman score: 58; 21.9% identity (65.6% similar) in 64 aa overlap (17-78:315-372) 
 
                             10        20        30        40       
2MEPSP               SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK---- 
          290       300       310       320       330       340     
 
         50        60        70          80    
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG--VPRM    
         .:. ....:.  . .:.. .:.  ...:  ::      
gi|495 --IGEINLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
                350       360       370        
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 83.0  bits: 20.4 E():   12 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (7-32:75-101) 
 
                                       10         20        30      
2MEPSP                         SEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
          40        50        60        70        80 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                                     
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR    
          110       120       130       140          
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.8  bits: 21.2 E():   14 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (41-76:248-283) 
 
               20        30        40        50        60        70 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
               80 
2MEPSP TYVLDGVPRM 
       : .  :     
gi|239 TAATGGYKV  
       280        
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 81.7  bits: 19.8 E():   14 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (14-60:34-79) 
 
                                10        20        30          40  
2MEPSP                  SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
              50        60        70        80           
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM           
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.3  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (41-76:274-309) 
 
               20        30        40        50        60        70 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
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               80 
2MEPSP TYVLDGVPRM 
       : .  :     
gi|398 TAATGGYKV  
           310    
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.3  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (41-76:274-309) 
 
               20        30        40        50        60        70 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
               80 
2MEPSP TYVLDGVPRM 
       : .  :     
gi|330 TAATGGYKV  
           310    
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 51; 32.4% identity (52.9% similar) in 68 aa overlap (14-76:34-96) 
 
                                10         20        30        40   
2MEPSP                  SEDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
             50        60            70        80          
2MEPSP EEVQLFLGNAGIAMRSLTAAVTA----AGGNATYVLDGVPRM          
       ::..::: :     :.:: . :     :: :   : ::              
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH 
              70        80        90          100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (42-66:61-85) 
 
              20        30        40        50        60        70  
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
              80           
2MEPSP YVLDGVPRM           
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.4  bits: 20.3 E():   19 
Smith-Waterman score: 53; 38.1% identity (81.0% similar) in 21 aa overlap (5-25:42-62) 
 
                                         10        20        30     
2MEPSP                           SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG 
                                     .::: ..:  : ..:.:...:          
gi|256 VCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGKEICPLTVVQ 
              20        30        40        50        60        70  
 
           40        50        60        70        80               
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM               
                                                                    
gi|256 SPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIVEREGLQAVK 
              80        90       100       110       120       130  
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>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.3  bits: 20.6 E():   19 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (41-76:227-262) 
 
               20        30        40        50        60        70 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
               80 
2MEPSP TYVLDGVPRM 
       : .  :     
gi|180 TAAAGGYKV  
        260       
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:9-26) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                          :..  :...: :: :. :                        
gi|760            DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKT 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|760 AKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVK 
      50        60        70        80        90       100          
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:9-26) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                          :..  :...: :: :. :                        
gi|256            DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKT 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|256 AKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVK 
      50        60        70        80        90       100          
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:9-26) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                          :..  :...: :: :. :                        
gi|214            SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKT 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|214 AKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVK 
      50        60        70        80        90       100          
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:9-26) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                          :..  :...: :: :. :                        
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gi|157            SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKT 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|157 AKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVK 
      50        60        70        80        90       100          
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:9-26) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                          :..  :...: :: :. :                        
gi|217            DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSAT 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|217 AKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVK 
      50        60        70        80        90       100          
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:9-26) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                          :..  :...: :: :. :                        
gi|217            DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSAT 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|217 AKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVK 
      50        60        70        80        90       100          
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:10-27) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                          :..  :...: :: :. :                        
gi|110           RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKT 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|110 AKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVK 
               60        70        80        90       100       110 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.9  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:15-32) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                          :..  :...: :: :. :                        
gi|394      VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNA 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|394 AKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVK 
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          60        70        80        90       100       110      
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (15-66:35-85) 
 
                               10        20        30          40   
2MEPSP                 SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
             50        60        70        80           
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM           
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (42-64:61-83) 
 
              20        30        40        50        60        70  
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
              80           
2MEPSP YVLDGVPRM           
                           
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (42-64:61-83) 
 
              20        30        40        50        60        70  
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
              80           
2MEPSP YVLDGVPRM           
                           
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (15-66:35-85) 
 
                               10        20        30          40   
2MEPSP                 SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
             50        60        70        80           
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM           
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:25-42) 
 
                    10        20        30        40        50      
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2MEPSP      SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRM                                    
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:25-42) 
 
                    10        20        30        40        50      
2MEPSP      SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRM                                    
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:26-43) 
 
                     10        20        30        40        50     
2MEPSP       SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRM                                   
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:26-43) 
 
                     10        20        30        40        50     
2MEPSP       SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRM                                   
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 78.4  bits: 20.7 E():   22 
Smith-Waterman score: 54; 39.3% identity (67.9% similar) in 28 aa overlap (47-74:8-34) 
 
         20        30        40        50        60        70       
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVR 
                                      10        20         30       
 
         80                                                         
2MEPSP VPRM                                                         
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gi|324 EASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKII 
         40        50        60        70        80        90       
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (50-68:87-105) 
 
      20        30        40        50        60        70          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
      80                                    
2MEPSP M                                    
                                            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (50-76:251-277) 
 
      20        30        40        50        60        70          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
      80 
2MEPSP M 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (50-76:252-278) 
 
      20        30        40        50        60        70          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
      80 
2MEPSP M 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (50-76:255-281) 
 
      20        30        40        50        60        70          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
      80 
2MEPSP M 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.3  bits: 19.7 E():   25 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (56-71:142-161) 
 
          30        40        50        60            70        80  
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRM  
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
gi|249 GYKV 
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>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (52-76:260-284) 
 
              30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     :. :  . :::: :: : :: .  :     
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV  
     230       240       250       260       270       280         
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (52-76:260-284) 
 
              30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     :. :  . :::: :: : :: .  :     
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV  
     230       240       250       260       270       280         
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (52-76:260-284) 
 
              30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     :. :  . :::: :: : :: .  :     
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV  
     230       240       250       260       270       280         
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (52-76:260-284) 
 
              30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     :. :  . :::: :: : :: .  :     
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV  
     230       240       250       260       270       280         
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (52-76:260-284) 
 
              30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     :. :  . :::: :: : :: .  :     
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV  
     230       240       250       260       270       280         
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (52-76:260-284) 
 
              30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     :. :  . :::: :: : :: .  :     
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV  
     230       240       250       260       270       280         
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (52-76:260-284) 
 
              30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     :. :  . :::: :: : :: .  :     
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV  
     230       240       250       260       270       280         
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>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (52-76:260-284) 
 
              30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     :. :  . :::: :: : :: .  :     
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV  
     230       240       250       260       270       280         
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (52-76:260-284) 
 
              30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     :. :  . :::: :: : :: .  :     
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV  
     230       240       250       260       270       280         
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (52-76:260-284) 
 
              30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     :. :  . :::: :: : :: .  :     
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV  
     230       240       250       260       270       280         
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (52-76:260-284) 
 
              30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     :. :  . :::: :: : :: .  :     
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV  
     230       240       250       260       270       280         
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (52-76:260-284) 
 
              30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     :. :  . :::: :: : :: .  :     
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV  
     230       240       250       260       270       280         
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (52-76:260-284) 
 
              30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     :. :  . :::: :: : :: .  :     
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV  
     230       240       250       260       270       280         
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (50-76:258-284) 
 
      20        30        40        50        60        70          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
      80 
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2MEPSP M 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (52-76:260-284) 
 
              30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     :. :  . :::: :: : :: .  :     
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV  
     230       240       250       260       270       280         
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (50-76:261-287) 
 
      20        30        40        50        60        70          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
      80 
2MEPSP M 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.1  bits: 20.4 E():   26 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (50-76:266-292) 
 
      20        30        40        50        60        70          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
      80 
2MEPSP M 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 19.0 E():   26 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (42-66:60-84) 
 
              20        30        40        50        60        70  
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
              80                
2MEPSP YVLDGVPRM                
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 76.9  bits: 21.1 E():   26 
Smith-Waterman score: 55; 28.1% identity (50.0% similar) in 64 aa overlap (15-78:401-459) 
 
                               10        20        30        40     
2MEPSP                 SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     : ::  ::. .  ..:   :   :  : .: 
gi|298 AIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFAVVLKAGRE 
              380       390       400       410       420       430 
 
           50        60        70        80                         
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM                         
            :   . ...   :.:.  :. : :: ..:                           
gi|298 -----GLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQEVE 
                   440       450       460       470       480      
 
gi|298 VFRPFQSRDEKERERFSIV 
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         490       500     
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (41-76:238-273) 
 
               20        30        40        50        60        70 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
               80 
2MEPSP TYVLDGVPRM 
       : .  :     
gi|313 TAATGGYKV  
       270        
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (41-76:246-281) 
 
               20        30        40        50        60        70 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
               80 
2MEPSP TYVLDGVPRM 
       : .  :     
gi|295 TAATGGYKV  
         280      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (42-66:61-85) 
 
              20        30        40        50        60        70  
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
              80           
2MEPSP YVLDGVPRM           
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 48; 27.4% identity (57.5% similar) in 73 aa overlap (1-70:20-86) 
 
                                  10        20        30        40  
2MEPSP                    SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                          ::::. .:...     ...::.     ...   ::  ...  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
              50           60        70        80                
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGNATYVLDGVPRM                
         : .  :...   : :  . .:: .:::: :                          
gi|833 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 48; 27.4% identity (57.5% similar) in 73 aa overlap (1-70:20-86) 
 
                                  10        20        30        40  
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2MEPSP                    SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                          ::::. .:...     ...::.     ...   ::  ...  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSV-----GIDADEERLNKLIAELEGK-DLQEL 
               10        20        30             40         50     
 
              50           60        70        80                
2MEPSP KEEVQLFLGNA---GIAMRSLTAAVTAAGGNATYVLDGVPRM                
         : .  :...   : :  . .:: .:::: :                          
gi|668 IAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110  
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:9-26) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                          :..  :...: :: :. :                        
gi|217            DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKT 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|217 AKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVK 
      50        60        70        80        90       100          
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:9-26) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                          :..  :...: :: :. :                        
gi|217            DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSAT 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|217 AKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVK 
      50        60        70        80        90       100          
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:9-26) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                          :..  :...: :: :. :                        
gi|217            DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSAT 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|217 AKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVK 
      50        60        70        80        90       100          
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:9-26) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                          :..  :...: :: :. :                        
gi|179            DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKT 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
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gi|179 AKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVK 
      50        60        70        80        90       100          
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:9-26) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                          :..  :...: :: :. :                        
gi|217            DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSAT 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|217 AKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVK 
      50        60        70        80        90       100          
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:9-26) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                          :..  :...: :: :. :                        
gi|217            DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSAT 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|217 AKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVK 
      50        60        70        80        90       100          
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:9-26) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                          :..  :...: :: :. :                        
gi|217            DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSAT 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|217 AKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVK 
      50        60        70        80        90       100          
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:9-26) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                          :..  :...: :: :. :                        
gi|217            DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSAT 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|217 AKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVK 
      50        60        70        80        90       100          
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:9-26) 
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               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                          :..  :...: :: :. :                        
gi|217            DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSAT 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|217 AKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVK 
      50        60        70        80        90       100          
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:9-26) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                          :..  :...: :: :. :                        
gi|217            DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSAT 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|217 AKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVK 
      50        60        70        80        90       100          
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (41-76:238-273) 
 
               20        30        40        50        60        70 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
               80 
2MEPSP TYVLDGVPRM 
       : .  :     
gi|313 TAATGGYKV  
       270        
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (41-76:238-273) 
 
               20        30        40        50        60        70 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
               80 
2MEPSP TYVLDGVPRM 
       : .  :     
gi|313 TAATGGYKV  
       270        
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (41-76:238-273) 
 
               20        30        40        50        60        70 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
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               80 
2MEPSP TYVLDGVPRM 
       : .  :     
gi|168 TAATGGYKV  
       270        
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:18-35) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                          :..  :...: :: :. :                        
gi|217   SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKT 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|217 AKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVK 
       60        70        80        90       100       110         
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 74.3  bits: 20.5 E():   37 
Smith-Waterman score: 53; 23.8% identity (63.5% similar) in 63 aa overlap (17-79:163-224) 
 
                             10        20        30        40       
2MEPSP               SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
         50        60        70        80                           
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM                           
         : . ..:.:...: ..:   .   .::.. :                            
gi|845 QTLDQYALAQRKISA-LSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLT 
            200        210       220       230       240       250  
 
gi|845 TIKNKLETELSTVRADLDETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRR 
             260       270       280       290       300       310  
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:22-39) 
 
                 10        20        30        40        50         
2MEPSP   SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP LTAAVTAAGGNATYVLDGVPRM                                       
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:26-43) 
 
                     10        20        30        40        50     
2MEPSP       SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRM                                   
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
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               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:26-43) 
 
                     10        20        30        40        50     
2MEPSP       SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRM                                   
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:26-43) 
 
                     10        20        30        40        50     
2MEPSP       SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRM                                   
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:26-43) 
 
                     10        20        30        40        50     
2MEPSP       SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRM                                   
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:26-43) 
 
                     10        20        30        40        50     
2MEPSP       SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRM                                   
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:26-43) 
 
                     10        20        30        40        50     
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2MEPSP       SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRM                                   
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.9  bits: 19.8 E():   39 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (52-76:280-304) 
 
              30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     :. :  . :::: :: : :: .  :     
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV  
     250       260       270       280       290       300         
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (37-61:22-45) 
 
         10        20        30        40        50        60       
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                                     ::..: :.:. :: .:. . ::: :      
gi|113          MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHN 
                        10        20         30        40        50 
 
         70        80                                               
2MEPSP GGNATYVLDGVPRM                                               
                                                                    
gi|113 IIDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFA 
               60        70        80        90       100       110 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 18.8 E():   44 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:55-72) 
 
                          10        20        30        40          
2MEPSP            SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
      50        60        70        80                              
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRM                              
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.6  bits: 15.7 E():   45 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (64-78:2-16) 
 
            40        50        60        70        80   
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM   
                                     :. ::. . : : .:     
gi|320                              YTTEGGTKSEVEDVIPEGWK 
                                            10        20 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (17-55:369-408) 
 
                             10        20        30        40       
2MEPSP               SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
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      340       350       360       370       380       390         
 
          50        60        70        80                          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM                          
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (17-55:369-408) 
 
                             10        20        30        40       
2MEPSP               SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          50        60        70        80                          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM                          
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (17-55:369-408) 
 
                             10        20        30        40       
2MEPSP               SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          50        60        70        80                          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM                          
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (17-55:369-408) 
 
                             10        20        30        40       
2MEPSP               SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          50        60        70        80                          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM                          
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (17-55:369-408) 
 
                             10        20        30        40       
2MEPSP               SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          50        60        70        80                          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM                          
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
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>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (17-55:369-408) 
 
                             10        20        30        40       
2MEPSP               SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          50        60        70        80                          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM                          
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (17-55:369-408) 
 
                             10        20        30        40       
2MEPSP               SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|117 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          50        60        70        80                          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM                          
       .: : .. ::                                                   
gi|117 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (17-55:369-408) 
 
                             10        20        30        40       
2MEPSP               SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          50        60        70        80                          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM                          
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (17-55:369-408) 
 
                             10        20        30        40       
2MEPSP               SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          50        60        70        80                          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM                          
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (17-55:369-408) 
 
                             10        20        30        40       
2MEPSP               SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
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                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          50        60        70        80                          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM                          
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (17-55:369-408) 
 
                             10        20        30        40       
2MEPSP               SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          50        60        70        80                          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM                          
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (17-55:369-408) 
 
                             10        20        30        40       
2MEPSP               SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          50        60        70        80                          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM                          
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (15-48:152-189) 
 
                               10        20        30           40  
2MEPSP                 SEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
               50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
       : :. .::                                 
gi|313 KCERGKLFANCCK                            
             190                                
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (15-48:152-189) 
 
                               10        20        30           40  
2MEPSP                 SEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
               50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
       : :. .::                                 
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gi|476 KCERGKLFANCCK                            
             190                                
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.3  bits: 17.5 E():   53 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (18-49:40-71) 
 
                            10        20        30        40        
2MEPSP              SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
        50        60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
       :.                                
gi|154 FVDSLDKIAQVPRVG                   
      70        80                       
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.0  bits: 19.3 E():   55 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (41-76:267-298) 
 
               20        30        40        50        60        70 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
               80 
2MEPSP TYVLDGVPRM 
       : .  :     
gi|663 TAAAGGYKA  
            300   
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (55-77:22-44) 
 
           30        40        50        60        70        80     
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM     
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (55-77:22-44) 
 
           30        40        50        60        70        80     
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM     
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (41-68:210-237) 
 
               20        30        40        50        60        70 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
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               80 
2MEPSP TYVLDGVPRM 
                  
gi|226 V          
     240          
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (19-67:75-123) 
 
                           10        20        30        40         
2MEPSP             SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
       50        60        70        80                      
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM                      
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (19-67:75-123) 
 
                           10        20        30        40         
2MEPSP             SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
       50        60        70        80                      
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM                      
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.4  bits: 19.3 E():   60 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (21-76:267-318) 
 
                         10        20        30        40        50 
2MEPSP           SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
               60        70        80            
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRM            
        .: :    :.:: :: : :: .  :                
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV 
        300           310       320       330    
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.1  bits: 15.8 E():   62 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (17-29:5-17) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                       .: :: .:: :::                                
gi|323             INLKAVIADPVAKTAVVQAGATLGEVYYXI                   
                           10        20        30                   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (2-26:195-217) 
 
                                            10        20        30  
2MEPSP                              SEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
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gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
              40        50        60        70        80            
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM            
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 17.6 E():   64 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (43-70:54-81) 
 
             20        30        40        50        60        70   
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
             80                 
2MEPSP VLDGVPRM                 
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.2 E():   64 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (21-49:43-71) 
 
                         10        20        30        40        50 
2MEPSP           SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
               60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                      
gi|122 SLDKIAQVPRVG                   
             80                       
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (43-66:61-84) 
 
             20        30        40        50        60        70   
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
             80           
2MEPSP VLDGVPRM           
                          
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (42-71:5-32) 
 
              20        30        40        50        60        70  
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
              80                                                    
2MEPSP YVLDGVPRM                                                    
                                                                    
gi|300 TEEQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
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             40        50        60        70        80        90   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (42-71:5-32) 
 
              20        30        40        50        60        70  
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
              80                                                    
2MEPSP YVLDGVPRM                                                    
                                                                    
gi|300 TEEQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.3 E():   65 
Smith-Waterman score: 46; 25.0% identity (59.4% similar) in 32 aa overlap (2-33:145-176) 
 
                                            10        20        30  
2MEPSP                              SEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :  . ..  ...:: :  . ..  :  .:. 
gi|501 PNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVN 
          120       130       140       150       160       170     
 
              40        50        60        70        80 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
       ::                                                
gi|501 CGEL                                              
                                                         
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 48; 28.6% identity (55.1% similar) in 49 aa overlap (2-50:115-157) 
 
                                            10        20        30  
2MEPSP                              SEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     .:: .:::     :.:..       : : . 
gi|249 EINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSMD------DASVGS 
           90       100       110       120       130               
 
              40        50        60        70        80            
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM            
        ...: : ..  ::  ..:                                          
gi|249 VSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTVFV 
      140       150       160       170       180       190         
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (47-74:7-33) 
 
         20        30        40        50        60        70       
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     :..:..:   : .: : . : :. :..:   
gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
         80                                                         
2MEPSP VPRM                                                         
                                                                    
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 69.0  bits: 20.4 E():   71 
Smith-Waterman score: 52; 23.8% identity (63.5% similar) in 63 aa overlap (17-79:563-624) 
 
                             10        20        30        40       
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2MEPSP               SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
         50        60        70        80                           
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM                           
         : . ..:.:...: ..:   .   .::.. :                            
gi|425 QTLDQYALAQRKISA-LSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLT 
            600        610       620       630       640       650  
 
gi|425 AIKNKLETELSTAQADLDEVTKELHAADERANRALADAARAVQELHEEQEHSMKIDALRK 
             660       670       680       690       700       710  
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (60-80:11-34) 
 
      30        40        50        60        70           80       
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRM       
                                     :... ::    .:::::   .:..       
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.8  bits: 18.7 E():   74 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (31-44:91-104) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (14-29:172-187) 
 
                                10        20        30        40    
2MEPSP                  SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
            50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                             
gi|256 KESLAKKNHGLSRSE                       
             210                             
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (14-29:173-188) 
 
                                10        20        30        40    
2MEPSP                  SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
            50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
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gi|187 KESLAKKNHGLSRSE                       
            210                              
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (14-29:173-188) 
 
                                10        20        30        40    
2MEPSP                  SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
            50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                             
gi|187 KESLAKKNHGLSRSE                       
            210                              
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (50-70:267-287) 
 
      20        30        40        50        60        70          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
        240       250       260       270       280       290       
 
      80       
2MEPSP M       
               
gi|119 SAGGYKV 
        300    
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.9  bits: 18.0 E():   82 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (8-47:106-145) 
 
                                      10        20        30        
2MEPSP                        SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
        40        50        60        70        80          
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM          
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.4 E():   84 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (31-44:76-89) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (31-44:91-104) 
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               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.0 E():   88 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (59-78:69-88) 
 
       30        40        50        60        70        80         
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM         
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
gi|105 T 
         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (31-44:91-104) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (34-64:6-35) 
 
            10        20        30        40        50        60    
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.. . : .:. . :: . :...   :::  
gi|144                          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAK 
                                        10         20        30     
 
            70        80                                            
2MEPSP TAAGGNATYVLDGVPRM                                            
       :                                                            
gi|144 TVKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQ 
           40        50        60        70        80        90     
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.4 E():   91 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (41-76:238-273) 
 
               20        30        40        50        60        70 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
               80 
2MEPSP TYVLDGVPRM 
       : .  :     

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1523

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|313 TAAAGGYKV  
       270        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.5  bits: 18.4 E():   97 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (50-76:276-298) 
 
      20        30        40        50        60        70          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
      80 
2MEPSP M 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (49-75:107-133) 
 
       20        30        40        50        60        70         
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
       80                                                           
2MEPSP RM                                                           
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.1 E():   99 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (31-44:68-81) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.1 E():   99 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (31-44:68-81) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.1 E():   99 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (31-44:69-82) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1524

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
               70        80                                         
2MEPSP AAVTAAGGNATYVLDGVPRM                                         
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.3  bits: 14.6 E(): 1e 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (18-31:3-16) 
 
               10        20        30        40        50        60 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                        :.: .::.  : ::                              
gi|463                DFVDAHNAARAQVGVGPVHWT                         
                              10        20                          
 
               70        80 
2MEPSP AAVTAAGGNATYVLDGVPRM 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:28 2011 done: Tue Apr 19 10:57:28 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 5  - 84 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     3     8:= * 
  34    12    22:====   * 
  36    38    44:============= * 
  38    64    73:======================  * 
  40    81   102:===========================      * 
  42    92   125:===============================          * 
  44   142   138:=============================================*== 
  46   163   140:==============================================*======== 
  48   134   134:============================================* 
  50   137   122:========================================*===== 
  52   104   108:===================================* 
  54   107    92:==============================*===== 
  56    96    77:=========================*====== 
  58    58    63:====================* 
  60    47    51:================* 
  62    28    41:==========   * 
  64    27    33:========= * 
  66    21    26:======= * 
  68    19    20:======* 
  70    15    16:=====* 
  72    17    12:===*== 
  74    15    10:===*= 
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  76    17     8:==*=== 
  78    15     6:=*=== 
  80     4     5:=* 
  82    19     3:*====== 
  84     3     3:* 
  86     1     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     2     0:=         *== 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.88390.00284; mu= 4.9026 0.148 
 mean_var=30.2464 8.273, 0's: 2 Z-trim: 4  B-trim: 58 in 1/43 
 Lambda= 0.233205 
 Kolmogorov-Smirnov  statistic: 0.0570 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 26.6    0.39 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 26.6    0.39 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 25.0    0.74 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   56 23.3       2 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 22.7     2.6 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   55 22.9       5 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   51 21.6     6.1 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 22.8     6.5 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   41 18.7     6.9 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   53 22.2     7.5 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   49 21.0     9.8 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   49 21.0     9.8 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 21.2      10 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   51 21.5      12 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   52 21.8      13 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   53 22.1      14 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   53 22.1      14 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   53 22.1      14 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 22.1      14 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   53 22.1      14 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   53 22.1      14 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   53 22.1      14 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   53 22.1      14 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   53 22.1      14 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   53 22.1      14 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   53 22.1      14 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   53 22.1      14 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   53 22.1      14 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   53 22.1      14 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   52 21.8      14 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.9      14 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.8      14 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.8      15 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 21.5      16 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   52 21.7      17 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   47 20.3      19 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 20.3      19 
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gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 20.5      22 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   48 20.5      23 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 20.2      23 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 21.1      23 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 21.1      23 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 21.1      23 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   44 19.3      23 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   44 19.3      23 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   44 19.3      23 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   44 19.3      23 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   44 19.3      23 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   44 19.3      23 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   44 19.3      23 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.7      24 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   44 19.3      24 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   49 20.8      25 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.9      26 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.9      26 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.9      26 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.9      26 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   44 19.3      26 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   44 19.3      26 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   44 19.3      27 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   44 19.3      27 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 20.2      28 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 20.2      28 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 20.2      28 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   43 19.0      29 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 20.2      29 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   43 19.0      31 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 20.5      31 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   43 19.0      32 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 19.0      33 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 19.0      33 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 20.7      33 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   43 19.0      33 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 19.0      33 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 19.0      33 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 19.0      33 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 19.0      33 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 19.0      33 
gi|29539109|emb|CAD87730.1| allergen Len c 1.0101  ( 418)   48 20.4      35 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   49 20.7      35 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   49 20.7      35 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.7      36 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   43 18.9      41 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 20.1      46 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 20.1      46 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 20.4      46 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   41 18.3      46 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   41 18.3      46 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   41 18.3      46 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   41 18.3      46 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   41 18.3      46 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   41 18.3      46 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   41 18.3      46 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   41 18.3      46 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   41 18.3      46 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 18.0      49 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   40 18.0      49 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.8      50 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.8      50 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.8      50 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   48 20.4      50 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 18.0      52 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   48 20.4      53 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.9      55 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.9      55 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   41 18.3      56 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 19.5      58 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.8      58 
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gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 15.0      59 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 19.5      61 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   43 18.9      62 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 18.3      64 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   40 18.0      66 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   40 18.0      67 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.8      68 
gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.5      69 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.4      73 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   43 18.8      74 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   36 16.8      74 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.4      76 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   43 18.8      76 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   36 16.8      77 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   42 18.5      77 
gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Ph ( 167)   40 17.9      77 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   45 19.4      79 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   44 19.1      82 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   36 16.7      82 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   45 19.4      83 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   45 19.4      83 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   45 19.4      83 
gi|89892727|gb|ABD79097.1| Zea m 13 allergen [Zea  ( 404)   44 19.1      83 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   45 19.4      84 
gi|89892725|gb|ABD79096.1| Zea m 13 allergen [Zea  ( 410)   44 19.1      84 
gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea  ( 411)   44 19.1      85 
gi|29539111|emb|CAD87731.1| allergen Len c 1.0102  ( 415)   44 19.1      86 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   36 16.7      87 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   39 17.6      87 
gi|14423856|sp|Q9LEI8.1|PROF6_HEVBR RecName: Full= ( 131)   38 17.3      93 
gi|11513601|pdb|1G5U|A Chain A, Latex Profilin Hev ( 131)   38 17.3      93 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   38 17.3      93 
gi|14423858|sp|Q9M7M8.1|PROF5_HEVBR RecName: Full= ( 131)   38 17.3      93 
gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen  ( 373)   43 18.8      95 
gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen  ( 373)   43 18.8      95 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   42 18.5      95 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   40 17.9      95 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   37 17.0      96 
gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=C ( 205)   40 17.9      97 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   42 18.5      97 
gi|47605504|sp|Q8LGR0.1|CHE1_CHEAL RecName: Full=P ( 168)   39 17.6      98 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   43 18.8      99 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   41 18.2      99 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 109.8  bits: 26.6 E(): 0.39 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (23-65:3-45) 
 
               10        20        30        40        50           
2MEPSP EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTL 
                             :.: .:::.::. :..:.  : . :  : .  :  : . 
gi|668                     MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREV 
                                   10        20         30          
 
      60        70        80                                        
2MEPSP GLSVEADKAAKRAVVVGCGGK                                        
       : .: :                                                       
gi|668 GDTVYATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSS 
      40        50        60        70        80        90          
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 109.8  bits: 26.6 E(): 0.39 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (23-65:3-45) 
 
               10        20        30        40        50           
2MEPSP EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTL 
                             :.: .:::.::. :..:.  : . :  : .  :  : . 
gi|833                     MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREV 
                                   10        20         30          
 
      60        70        80                                        
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2MEPSP GLSVEADKAAKRAVVVGCGGK                                        
       : .: :                                                       
gi|833 GDTVYATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSS 
      40        50        60        70        80        90          
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 104.8  bits: 25.0 E(): 0.74 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (41-70:33-62) 
 
               20        30        40        50        60        70 
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
               80                                                   
2MEPSP RAVVVGCGGK                                                   
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 96.9  bits: 23.3 E():    2 
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (19-78:114-176) 
 
                           10        20        30           40      
2MEPSP             EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS---EGTTVVDNLLN 
                                     : .. ...... .:..   .:  :: . .  
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA 
            90       100       110       120       130       140    
 
          50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 
       .:  . ..  ...:: :  . ..  :  .:.::   
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
           150       160       170         
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 95.0  bits: 22.7 E():  2.6 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (52-77:75-101) 
 
              30        40        50         60        70        80 
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 89.9  bits: 22.9 E():    5 
Smith-Waterman score: 55; 22.2% identity (55.6% similar) in 72 aa overlap (1-72:148-219) 
 
                                             10        20        30 
2MEPSP                               EEIVLQPIKEISGTVKLPGSKSLSNRILLL 
                                     ::.: .:. :.. . :. .. ...       
gi|249 AKYDAFIAALTEALRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANS 
       120       130       140       150       160       170        
 
               40        50        60        70        80           
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK           
       :  ..  :: .. .:.   .   :: .:  .    . :.:.:                   
gi|249 APANDKFTVFEGAFNKAIKESTAGAYETYKFIPSLEAAVKQAYGATVARAPEVKYAVFEA 
       180       190       200       210       220       230        
 
gi|249 GLTKAITAMSEAQKVAKPPLSPQPPQVLPLAAGGAATVAAASDVRVCRSHGTLQDACLLR 
       240       250       260       270       280       290        
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.4  bits: 21.6 E():  6.1 
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Smith-Waterman score: 51; 27.3% identity (54.5% similar) in 66 aa overlap (15-80:34-99) 
 
                               10        20        30        40     
2MEPSP                 EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .:: ..:. ..: ::  . : : .   
gi|532 KAGDSFPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSAN 
            10        20        30        40        50        60    
 
           50        60        70        80                         
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK                         
       .  .    :  ::. :..  :  : . : :..  ::                         
gi|532 HVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIG 
            70        80        90       100       110       120    
 
gi|532 WADEEGRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
           130       140       150       160        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 87.9  bits: 22.8 E():  6.5 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (43-71:246-275) 
 
             20        30        40        50         60        70  
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
              80                                                    
2MEPSP AVVVGCGGK                                                    
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 87.4  bits: 18.7 E():  6.9 
Smith-Waterman score: 41; 31.2% identity (68.8% similar) in 16 aa overlap (3-18:9-24) 
 
                     10        20        30        40        50     
2MEPSP       EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG 
               :.. :.: ..:  . :                                     
gi|183 GPXGKVVHIIMPPLKFVKGEESEP                                     
               10        20                                         
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 86.7  bits: 22.2 E():  7.5 
Smith-Waterman score: 53; 33.3% identity (79.2% similar) in 24 aa overlap (5-27:150-173) 
 
                                         10         20        30    
2MEPSP                           EEIVLQPIKEISGTVKLP-GSKSLSNRILLLAAL 
                                     ..:: : .:..:.: : ... ..:       
gi|119 GATPEAKFDSFVAAFTEALRIIAGVLKVHAVKPITEETGAAKIPAGEQQIIDKIDAAFKV 
     120       130       140       150       160       170          
 
            40        50        60        70        80              
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK              
                                                                    
gi|119 AATAANAAPANDKFTVFEAAFNNAIKESTGGAYDTYKSIPSLEAAVKQAYAATIAAAPEV 
     180       190       200       210       220       230          
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 84.7  bits: 21.0 E():  9.8 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (15-80:35-100) 
 
                               10        20        30        40     
2MEPSP                 EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|668 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
           50        60        70        80                         
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK                         
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       .  .    :  .:. :..: :  : . : :..  ::                         
gi|668 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|668 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 84.7  bits: 21.0 E():  9.8 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (15-80:35-100) 
 
                               10        20        30        40     
2MEPSP                 EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|276 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
           50        60        70        80                         
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK                         
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|276 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|276 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 84.3  bits: 21.2 E():   10 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (7-41:58-94) 
 
                                       10        20         30      
2MEPSP                         EEIVLQPIKEISGTVKLPGSKSLSNRILL-LAALSE 
                                     :: .  : ... :: ...: ..  :. .:. 
gi|144 NMANQMVDQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISR 
        30        40        50        60        70        80        
 
           40        50        60        70        80               
2MEPSP -GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
        : . .:                                                      
gi|144 RGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDIDMKLKLKLD 
        90       100       110       120       130       140        
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.9  bits: 21.5 E():   12 
Smith-Waterman score: 51; 23.7% identity (73.7% similar) in 38 aa overlap (2-39:68-105) 
 
                                            10        20        30  
2MEPSP                              EEIVLQPIKEISGTVKLPGSKSLSNRILLLA 
                                     : ... ::... ...  :  .:...  ..: 
gi|324 ASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIA 
        40        50        60        70        80        90        
 
              40        50        60        70        80            
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK            
       :..:. .:                                                     
gi|324 AIKEAGNVKRFFPSEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAG 
       100       110       120       130       140       150        
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.7  bits: 21.8 E():   13 
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (16-38:241-263) 
 
                              10        20        30        40      
2MEPSP                EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :. . :::. . .:: .:. :::        
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY 
              220       230       240       250       260       270 
 
          50        60        70        80                          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK                          
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gi|215 TAEETAKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE 
              280       290       300       310       320       330 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (43-67:201-228) 
 
             20        30        40        50           60          
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      70        80                                                  
2MEPSP KRAVVVGCGGK                                                  
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (43-67:201-228) 
 
             20        30        40        50           60          
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      70        80                                                  
2MEPSP KRAVVVGCGGK                                                  
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (43-67:201-228) 
 
             20        30        40        50           60          
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      70        80                                                  
2MEPSP KRAVVVGCGGK                                                  
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (43-67:201-228) 
 
             20        30        40        50           60          
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      70        80                                                  
2MEPSP KRAVVVGCGGK                                                  
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (43-67:201-228) 
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             20        30        40        50           60          
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      70        80                                                  
2MEPSP KRAVVVGCGGK                                                  
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (43-67:201-228) 
 
             20        30        40        50           60          
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      70        80                                                  
2MEPSP KRAVVVGCGGK                                                  
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (43-67:201-228) 
 
             20        30        40        50           60          
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      70        80                                                  
2MEPSP KRAVVVGCGGK                                                  
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (43-67:201-228) 
 
             20        30        40        50           60          
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      70        80                                                  
2MEPSP KRAVVVGCGGK                                                  
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (43-67:201-228) 
 
             20        30        40        50           60          
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      70        80                                                  
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2MEPSP KRAVVVGCGGK                                                  
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (43-67:201-228) 
 
             20        30        40        50           60          
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      70        80                                                  
2MEPSP KRAVVVGCGGK                                                  
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (43-67:201-228) 
 
             20        30        40        50           60          
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      70        80                                                  
2MEPSP KRAVVVGCGGK                                                  
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (43-67:201-228) 
 
             20        30        40        50           60          
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      70        80                                                  
2MEPSP KRAVVVGCGGK                                                  
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (43-67:201-228) 
 
             20        30        40        50           60          
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      70        80                                                  
2MEPSP KRAVVVGCGGK                                                  
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
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Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (43-67:201-228) 
 
             20        30        40        50           60          
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
      70        80                                                  
2MEPSP KRAVVVGCGGK                                                  
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 82.0  bits: 21.8 E():   14 
Smith-Waterman score: 52; 28.9% identity (71.1% similar) in 38 aa overlap (34-67:161-198) 
 
            10        20        30        40         50             
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
      60        70        80                                        
2MEPSP GLSVEADKAAKRAVVVGCGGK                                        
       ::...: .                                                     
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 81.8  bits: 17.9 E():   14 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (62-74:5-17) 
 
              40        50        60        70        80        
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK        
                                     .: :: .:: :::              
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI 
                                         10        20        30 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 81.6  bits: 21.8 E():   14 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (38-69:88-122) 
 
        10        20        30        40           50        60     
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
           70        80                                             
2MEPSP ADKAAKRAVVVGCGGK                                             
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 81.6  bits: 21.8 E():   15 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (38-69:88-122) 
 
        10        20        30        40           50        60     
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
           70        80                                             
2MEPSP ADKAAKRAVVVGCGGK                                             
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
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>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.8  bits: 21.5 E():   16 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (34-60:72-98) 
 
            10        20        30        40        50        60    
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
            70        80                                            
2MEPSP EADKAAKRAVVVGCGGK                                            
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 80.2  bits: 21.7 E():   17 
Smith-Waterman score: 52; 28.9% identity (71.1% similar) in 38 aa overlap (34-67:191-228) 
 
            10        20        30        40         50             
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
      60        70        80                                        
2MEPSP GLSVEADKAAKRAVVVGCGGK                                        
       ::...: .                                                     
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 20.3 E():   19 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (33-52:113-132) 
 
             10        20        30        40        50        60   
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     ..::.: .::..:  ..  :           
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
             70        80                                           
2MEPSP VEADKAAKRAVVVGCGGK                                           
                                                                    
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 20.3 E():   19 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (41-70:33-62) 
 
               20        30        40        50        60        70 
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
               80                                                   
2MEPSP RAVVVGCGGK                                                   
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 78.2  bits: 20.5 E():   22 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (47-71:195-217) 
 
         20        30        40        50        60        70       
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
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                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
         80                                                         
2MEPSP CGGK                                                         
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 48; 23.9% identity (67.4% similar) in 46 aa overlap (5-46:144-189) 
 
                                         10         20           30 
2MEPSP                           EEIVLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|330 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
           120       130       140       150       160       170    
 
               40        50        60        70        80           
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK           
       :: . .:. .:.....                                             
gi|330 AATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYA 
           180       190       200       210       220       230    
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.1  bits: 20.2 E():   23 
Smith-Waterman score: 47; 28.8% identity (53.8% similar) in 52 aa overlap (7-57:26-74) 
 
                                  10        20         30        40 
2MEPSP                    EEIVLQPIKEISGTVKLPGSKSLSNRIL-LLAALSEGTTVV 
                                :.   :. .   .. : .. :  ::   : :.    
gi|136 MNKKLLMNFFIVSPLLLATTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS--- 
               10        20        30        40        50           
 
               50        60        70        80                     
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK                     
       :.. ::: .   ::..:                                            
gi|136 DTFTNSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSE 
        60        70        80        90       100       110        
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 78.0  bits: 21.1 E():   23 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (40-69:90-122) 
 
      10        20        30        40           50        60       
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
         70        80                                               
2MEPSP KAAKRAVVVGCGGK                                               
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 77.9  bits: 21.1 E():   23 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (25-69:70-122) 
 
                     10        20        30             40          
2MEPSP       EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
         50        60        70        80                           
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGK                           
          .  .::   ::.:. . :::                                      
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gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 77.9  bits: 21.1 E():   23 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (25-69:70-122) 
 
                     10        20        30             40          
2MEPSP       EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
         50        60        70        80                           
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGK                           
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.9  bits: 19.3 E():   23 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:9-23) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.9  bits: 19.3 E():   23 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:9-23) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.9  bits: 19.3 E():   23 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:9-23) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.9  bits: 19.3 E():   23 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:9-23) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
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>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.9  bits: 19.3 E():   23 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:9-23) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.9  bits: 19.3 E():   23 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:9-23) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.9  bits: 19.3 E():   23 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:10-24) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 77.7  bits: 16.7 E():   24 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (63-76:3-16) 
 
             40        50        60        70        80  
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK  
                                     :.: .::.  : ::      
gi|463                             DFVDAHNAARAQVGVGPVHWT 
                                           10        20  
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.5  bits: 19.3 E():   24 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:15-29) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.2  bits: 20.8 E():   25 
Smith-Waterman score: 49; 29.3% identity (61.0% similar) in 41 aa overlap (5-45:268-308) 
 
                                         10        20        30     
2MEPSP                           EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ::: :. . .:   . :.:.  .. .:... 
gi|148 WIGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVG 
       240       250       260       270       280       290        
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           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
         : : .:  :                                                  
gi|148 ALTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGD 
       300       310       320       330       340       350        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 77.1  bits: 22.9 E():   26 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (34-74:452-496) 
 
            10        20        30        40            50          
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
      60        70        80                                        
2MEPSP GLSVEADKAAKRAVVVGCGGK                                        
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.0  bits: 19.9 E():   26 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (59-74:172-187) 
 
       30        40        50        60        70        80         
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK         
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.0  bits: 19.9 E():   26 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (59-74:173-188) 
 
       30        40        50        60        70        80         
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK         
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.0  bits: 19.9 E():   26 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (59-74:173-188) 
 
       30        40        50        60        70        80         
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK         
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.9  bits: 19.3 E():   26 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:25-39) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
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gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.9  bits: 19.3 E():   26 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:25-39) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.8  bits: 19.3 E():   27 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:26-40) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.8  bits: 19.3 E():   27 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:26-40) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.5  bits: 20.2 E():   28 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (5-42:134-175) 
 
                                         10         20           30 
2MEPSP                           EEIVLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|481 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
           110       120       130       140       150       160    
 
               40        50        60        70        80           
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK           
       :: . .:. .:.                                                 
gi|481 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEV 
           170       180       190       200       210       220    
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.5  bits: 20.2 E():   28 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (5-42:135-176) 
 
                                         10         20           30 
2MEPSP                           EEIVLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|168 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
          110       120       130       140       150       160     
 
               40        50        60        70        80           
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK           
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       :: . .:. .:.                                                 
gi|168 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQV 
          170       180       190       200       210       220     
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (5-42:138-179) 
 
                                         10         20           30 
2MEPSP                           EEIVLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|285 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
       110       120       130       140       150       160        
 
               40        50        60        70        80           
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK           
       :: . .:. .:.                                                 
gi|285 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQV 
       170       180       190       200       210       220        
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.1  bits: 19.0 E():   29 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:9-23) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.0  bits: 20.2 E():   29 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (5-42:149-190) 
 
                                         10         20           30 
2MEPSP                           EEIVLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|330 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
      120       130       140       150       160       170         
 
               40        50        60        70        80           
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK           
       :: . .:. .:.                                                 
gi|330 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQV 
      180       190       200       210       220       230         
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.5  bits: 19.0 E():   31 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:18-32) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 75.5  bits: 20.5 E():   31 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (30-79:214-267) 
 
                10        20        30        40        50          
2MEPSP  EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
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      60              70        80                                  
2MEPSP GLSVEA------DKAAKRAVVVGCGGK                                  
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.3  bits: 19.0 E():   32 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:22-36) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.2  bits: 19.0 E():   33 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (22-58:3-39) 
 
               10        20        30        40        50        60 
2MEPSP EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 
                            : :: .:::::.  .  ..   ...::    ...: :   
gi|195                    MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPL 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP LSVEADKAAKRAVVVGCGGK                                         
                                                                    
gi|195 PSCRDYVEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLME 
              50        60        70        80        90       100  
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.2  bits: 19.0 E():   33 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (22-58:3-39) 
 
               10        20        30        40        50        60 
2MEPSP EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 
                            : :: .:::::.  .  ..   ...::    ...: :   
gi|219                    MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPL 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP LSVEADKAAKRAVVVGCGGK                                         
                                                                    
gi|219 PSCRDYVEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLME 
              50        60        70        80        90       100  
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 75.1  bits: 20.7 E():   33 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (20-69:428-476) 
 
                          10        20        30        40          
2MEPSP            EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
      50        60        70        80          
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGK          
       .. .:. .  :.. :  . :                     
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG 
        460       470       480       490       
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.0  bits: 19.0 E():   33 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:26-40) 
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           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.0  bits: 19.0 E():   33 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:26-40) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.0  bits: 19.0 E():   33 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:26-40) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.0  bits: 19.0 E():   33 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:26-40) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.0  bits: 19.0 E():   33 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:26-40) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.0  bits: 19.0 E():   33 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:26-40) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
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gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|29539109|emb|CAD87730.1| allergen Len c 1.0101 [Len  (418 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.8  bits: 20.4 E():   35 
Smith-Waterman score: 48; 32.0% identity (68.0% similar) in 25 aa overlap (4-28:381-401) 
 
                                          10        20        30    
2MEPSP                            EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     . .:.::..    .:::.   .:.:      
gi|295 SDLNLIGFGINAKNNQRNFLAGEEDNVISQIQRPVKELA----FPGSSREVDRLLTNQKQ 
              360       370       380           390       400       
 
            40        50        60        70        80 
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 
                                                       
gi|295 SHFANAQPLQIE                                    
        410                                            
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.7  bits: 20.7 E():   35 
Smith-Waterman score: 49; 29.3% identity (61.0% similar) in 41 aa overlap (5-45:398-438) 
 
                                         10        20        30     
2MEPSP                           EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ::: :. . .:   . :.:.  .. .:... 
gi|601 WIGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVG 
       370       380       390       400       410       420        
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
         : : .:  :                                                  
gi|601 ALTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGD 
       430       440       450       460       470       480        
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (7-47:342-382) 
 
                                       10         20        30      
2MEPSP                         EEIVLQPIKEISGTVKLP-GSKSLSNRILLLAALSE 
                                     :    :...  : :..: :.:   .::::  
gi|572 ASENQQRSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAAIAALS- 
             320       330       340       350       360       370  
 
          40        50        60        70        80                
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK                
       :. ....  .::                                                 
gi|572 GVLTAEKKQSSEGGSPVRSNRSSPVRSSRSSPVRSADSGPTENDLSTAEVQDSEKASEPK 
              380       390       400       410       420       430 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 74.5  bits: 20.7 E():   36 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (45-75:378-406) 
 
           20        30        40        50        60        70     
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
           80                                                       
2MEPSP VGCGGK                                                       
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.4  bits: 18.9 E():   41 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:55-69) 
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           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 72.5  bits: 20.1 E():   46 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (40-68:90-121) 
 
      10        20        30        40           50        60       
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
         70        80                                               
2MEPSP KAAKRAVVVGCGGK                                               
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 72.5  bits: 20.1 E():   46 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (40-68:90-121) 
 
      10        20        30        40           50        60       
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
         70        80                                               
2MEPSP KAAKRAVVVGCGGK                                               
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.5  bits: 20.4 E():   46 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (42-75:381-414) 
 
              20        30        40        50        60        70  
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
              80                                                    
2MEPSP AVVVGCGGK                                                    
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:9-23) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
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>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:9-23) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:9-23) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:9-23) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:9-23) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:9-23) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:9-23) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
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                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:9-23) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:9-23) 
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.1  bits: 18.0 E():   49 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (29-45:46-62) 
 
                 10        20        30        40        50         
2MEPSP   EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
       60        70        80              
2MEPSP LGLSVEADKAAKRAVVVGCGGK              
                                           
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
          80        90       100       110 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 72.1  bits: 18.0 E():   49 
Smith-Waterman score: 40; 33.3% identity (86.7% similar) in 15 aa overlap (42-56:5-19) 
 
              20        30        40        50        60        70  
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     ..:..::..  .::.                
gi|225                           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMV 
                                         10        20        30     
 
              80                                                    
2MEPSP AVVVGCGGK                                                    
                                                                    
gi|225 GLKKKSPEDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDG 
           40        50        60        70        80        90     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.8  bits: 19.8 E():   50 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (21-57:246-282) 
 
                         10        20        30         40          
2MEPSP           EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
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                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
      50        60        70        80                              
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGK                              
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.8  bits: 19.8 E():   50 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (21-57:246-282) 
 
                         10        20        30         40          
2MEPSP           EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
      50        60        70        80                              
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGK                              
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.8  bits: 19.8 E():   50 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (21-57:246-282) 
 
                         10        20        30         40          
2MEPSP           EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
      50        60        70        80                              
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGK                              
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.8  bits: 20.4 E():   50 
Smith-Waterman score: 48; 30.9% identity (51.5% similar) in 68 aa overlap (4-71:463-526) 
 
                                          10        20        30    
2MEPSP                            EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::.    .:  :    :.:: ::   ...: 
gi|331 KVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGL 
            440       450       460       470       480       490   
 
            40        50        60        70        80              
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK              
           : : . .:.:   .  . : ::    ::.: .:.                       
gi|331 EVDETYVPKEFNAETFTFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTV 
            500       510           520       530       540         
 
gi|331 MGDFGAFVEKCCAAENKEGCFSEEGPKLVAAAQAALV 
      550       560       570       580      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.6  bits: 18.0 E():   52 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (49-58:55-64) 
 
       20        30        40        50        60        70         
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
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       80                               
2MEPSP GK                               
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.4  bits: 20.4 E():   53 
Smith-Waterman score: 48; 30.9% identity (51.5% similar) in 68 aa overlap (4-71:486-549) 
 
                                          10        20        30    
2MEPSP                            EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::.    .:  :    :.:: ::   ...: 
gi|668 KVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGL 
         460       470       480       490       500       510      
 
            40        50        60        70        80              
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK              
           : : . .:.:   .  . : ::    ::.: .:.                       
gi|668 EVDETYVPKEFNAETFTFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTV 
         520       530        540          550       560       570  
 
gi|668 MGDFGAFVEKCCAAENKEGCFSEEGPKLVAAAQAALV 
             580       590       600         
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.1  bits: 18.9 E():   55 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (39-70:71-102) 
 
       10        20        30        40        50        60         
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
       70        80                                                 
2MEPSP AKRAVVVGCGGK                                                 
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.1  bits: 18.9 E():   55 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (60-76:11-27) 
 
      30        40        50        60        70        80          
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK          
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.0  bits: 18.3 E():   56 
Smith-Waterman score: 41; 26.7% identity (63.3% similar) in 30 aa overlap (31-60:108-137) 
 
               10        20        30        40        50        60 
2MEPSP EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 
                                     .:: :   ..:. :. ...  :.. . : : 
gi|219 LVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELDEMIAEIDTDG 
        80        90       100       110       120       130        
 
               70        80 
2MEPSP LSVEADKAAKRAVVVGCGGK 
                            
gi|219 SGTVDFDEFMEMMTGD     
       140       150        
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1550

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  39 init1:  39 opt:  45  Z-score: 70.7  bits: 19.5 E():   58 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (54-76:150-174) 
 
            30        40        50        60          70        80  
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGK  
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.7  bits: 19.8 E():   58 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (40-72:91-126) 
 
      10        20        30        40           50        60       
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
         70        80                                               
2MEPSP KAAKRAVVVGCGGK                                               
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.5  bits: 15.0 E():   59 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (59-66:10-17) 
 
       30        40        50        60        70        80 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 
                                     :::: .:.               
gi|856                      ANPTFGFTPLGLSSDAN               
                                    10                      
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.5 E():   61 
Smith-Waterman score: 45; 28.0% identity (72.0% similar) in 25 aa overlap (42-66:155-179) 
 
              20        30        40        50        60        70  
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     :.:. ::. ..  .. . : :...:      
gi|495 KHAAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVG 
          130       140       150       160       170       180     
 
              80                                                    
2MEPSP AVVVGCGGK                                                    
                                                                    
gi|495 ISKGVTITNTKIATGDDCISIGPGSQNVTITQVNCGPGHGISIGSLGRYNNEKEVRGITV 
          190       200       210       220       230       240     
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (16-78:133-189) 
 
                              10        20        30        40      
2MEPSP                EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :.: . :: .  .  . ... . . : . . 
gi|253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEK 
            110       120       130       140       150       160   
 
          50        60        70        80                          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK                          
        . :    : .. :.:..       :...::::                            
gi|253 YQPVGPK-GNVKELALAIF-----DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP 
             170       180            190       200       210       
 
gi|253 VYKTGNSPGEKCIKKDETFKNLCFAQEPINPNEHNL 
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        220       230       240       250   
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 69.9  bits: 18.3 E():   64 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (52-78:146-170) 
 
              30        40        50        60        70        80  
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK  
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 40; 38.1% identity (76.2% similar) in 21 aa overlap (59-79:16-36) 
 
       30        40        50        60        70        80         
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK         
                                     : :. .:....: :..:  ::          
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (16-25:86-95) 
 
                              10        20        30        40      
2MEPSP                EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     . :::..: :                     
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK 
          60        70        80        90       100       110      
 
          50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 
                                           
gi|126 IVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL    
         120       130       140           
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 49; 23.8% identity (57.1% similar) in 63 aa overlap (3-64:11-73) 
 
                       10        20        30         40        50  
2MEPSP         EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHY 
                 :.. :: ....  .     ::. . .  :. : :  ..:..:    . .  
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKLETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQD 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGK                                
       .:  ::  :..:.                                                
gi|225 LLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMDYLANDA 
               70        80        90       100       110       120 
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.5 E():   69 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (39-70:71-102) 
 
       10        20        30        40        50        60         
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
 
       70        80                                                 
2MEPSP AKRAVVVGCGGK                                                 
       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
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              110       120       130       140       150       160 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.9  bits: 19.4 E():   73 
Smith-Waterman score: 45; 26.2% identity (50.8% similar) in 65 aa overlap (4-68:62-121) 
 
                                          10        20        30    
2MEPSP                            EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::. . ... :.  :.    .  .   : . 
gi|370 RSIVPSGASTGVHEALELRDGDKSKWLGKGVLKAVANVNDTIA-PALIEANIDVADQAKI 
              40        50        60        70         80        90 
 
            40        50        60        70        80              
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK              
       .:    .:.  :.      :::   ::.:. : ::                          
gi|370 DEFLLKLDGTPNKAK----LGANAILGVSLAAAKAGAAQKDVPLYKHIADISKAKEGKFV 
              100           110       120       130       140       
 
gi|370 LPVPFQNVLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHLKSLTKKKYGQSA 
        150       160       170       180       190       200       
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 43; 35.3% identity (82.4% similar) in 17 aa overlap (5-21:150-166) 
 
                                         10        20        30     
2MEPSP                           EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ..:: :  :..:.:...              
gi|119 GATPEAKFDSFVAAFTEALRVIAGVLKVHAVKPITEEIGAAKIPAGELQIIDKIDAAFKV 
     120       130       140       150       160       170          
 
           40        50        60        70        80               
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK               
                                                                    
gi|119 AATAANAAPANDKFTVFEAAFNNAIKESTGGAYDTYKSIPSLEAAVKQAYAATIAAAPEV 
     180       190       200       210       220       230          
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.7  bits: 16.8 E():   74 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (52-79:18-44) 
 
              30        40        50        60        70        80  
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK  
                                     .  :::::: :. ::.. .  . .   :   
gi|124              GTRRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                            10        20         30        40       
 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70  
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.5  bits: 19.4 E():   76 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (54-76:290-314) 
 
            30        40        50        60          70        80  
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGK  
                                     :. ::: :.:.:  : . . ::..:      
gi|458 AEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNAD 
     260       270       280       290       300       310          
 
gi|458 ACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     320       330       340       350       360       370          
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 18.8 E():   76 
Smith-Waterman score: 43; 35.0% identity (70.0% similar) in 20 aa overlap (45-64:113-132) 
 
           20        30        40        50        60        70     
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:..           
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSMDDASVGSVSSE 
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             90       100       110       120       130       140   
 
           80                                                       
2MEPSP VGCGGK                                                       
                                                                    
gi|249 FHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTVFVSSFN 
            150       160       170       180       190       200   
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.4  bits: 16.8 E():   77 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (52-79:20-46) 
 
              30        40        50        60        70        80  
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK  
                                     .  :::::: :. ::.. .  . .   :   
gi|124            GTSFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                          10        20         30        40         
 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
       50        60        70    
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 18.5 E():   77 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (21-46:93-118) 
 
                         10        20        30        40        50 
2MEPSP           EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|664 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
             70        80        90       100       110       120   
 
               60        70        80                               
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGK                               
                                                                    
gi|664 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEAFEYFALEAYAFDIAAP 
            130       140       150       160       170       180   
 
>>gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Phosph  (167 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 40; 32.0% identity (68.0% similar) in 25 aa overlap (23-47:5-29) 
 
               10        20        30        40        50        60 
2MEPSP EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 
                             :.. .::: . :.:  . : . ..:              
gi|244                   MQVVLGSLFLLLLSTSHGWQIRDRIGDNELEERIIYPGTLWC 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP LSVEADKAAKRAVVVGCGGK                                         
                                                                    
gi|244 GHGNKSSGPNELGRFKHTDACCRTHDMCPDVMSAGESKHGLTNTASHTRLSCDCDDKFYD 
             50        60        70        80        90       100   
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.2  bits: 19.4 E():   79 
Smith-Waterman score: 45; 29.2% identity (56.2% similar) in 48 aa overlap (26-73:239-286) 
 
                    10        20        30        40        50      
2MEPSP      EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 
                                     ::  :..:... :.. : :..:         
gi|845 SAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADL 
      210       220       230       240       250       260         
 
          60        70        80                                    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGK                                    
        .:      ::. :.::.                                           
gi|845 DETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAE 
      270       280       290       300       310       320         
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 19.1 E():   82 
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Smith-Waterman score: 44; 44.4% identity (72.2% similar) in 18 aa overlap (7-24:323-340) 
 
                                       10        20        30       
2MEPSP                         EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEG 
                                     : :.:...    :::.::             
gi|210 APNVCTIAASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGA 
            300       310       320       330       340       350   
 
         40        50        60        70        80   
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK   
                                                      
gi|210 AAYLMALEGVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
            360       370       380       390         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.9  bits: 16.7 E():   82 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (52-79:25-51) 
 
              30        40        50        60        70        80  
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK  
                                     .  :::::: :. ::.. .  . .   :   
gi|144       MADDMERIFKRFDTNGDGKISLSELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                     10        20        30         40        50    
 
gi|144 FIDFNEFISFCNANPGLMKDVAKVF 
            60        70         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (54-76:286-310) 
 
            30        40        50        60          70        80  
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGK  
                                     :. ::: :.:.:  : . . ::..:      
gi|796 VEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
         260       270       280       290       300       310      
 
gi|796 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT 
         320       330       340       350       360       370      
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (54-76:286-310) 
 
            30        40        50        60          70        80  
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGK  
                                     :. ::: :.:.:  : . . ::..:      
gi|142 VEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
         260       270       280       290       300       310      
 
gi|142 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT 
         320       330       340       350       360       370      
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 45; 31.1% identity (60.0% similar) in 45 aa overlap (3-44:394-438) 
 
                                           10        20        30   
2MEPSP                             EEIVLQPIKEISGTVKLPGSKSLSNRILLLA- 
                                     . ::: :. . .:     :.:.. :. .:  
gi|214 STWIGSKHAVNTISGTSMASPHIAGLLAYFVSLQPSKDSAFAVDELTPKKLKKDIIAIAT 
           370       380       390       400       410       420    
 
                40        50        60        70        80          
2MEPSP --ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK          
         ::..  . . :::                                              
gi|214 QGALTDIPSDTPNLLAWNGGGSSNYTDIIASGGYKVNASVKDRFEGLVHKAEKLLTEELG 
           430       440       450       460       470       480    
 
>>gi|89892727|gb|ABD79097.1| Zea m 13 allergen [Zea mays  (404 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 19.1 E():   83 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1555

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 44; 37.5% identity (81.2% similar) in 16 aa overlap (64-79:49-64) 
 
            40        50        60        70        80              
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK              
                                     .. ::...: . .:::               
gi|898 AKSKDNDAKASGPGGSFDITKLGASGNGKTDSTKAVQEAWASACGGTGKQTILIPKGDFL 
       20        30        40        50        60        70         
 
gi|898 VGPLNFTGPCKGDVTIQVNGNLLATTDLSQYKDHGNWIEILRVDNLVITGKGKLDGQGPA 
       80        90       100       110       120       130         
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 48; 28.9% identity (62.2% similar) in 45 aa overlap (3-44:393-437) 
 
                                           10        20        30   
2MEPSP                             EEIVLQPIKEISGTVKLPGSKSLSNRILLLA- 
                                     . ::: .. . .:.    :.:.. .. .:  
gi|120 STWIGSKYAVNTISGTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIAT 
            370       380       390       400       410       420   
 
                40        50        60        70        80          
2MEPSP --ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK          
         :::.  . . :::                                              
gi|120 SGALSDIPSDTPNLLAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKE 
            430       440       450       460       470       480   
 
>>gi|89892725|gb|ABD79096.1| Zea m 13 allergen [Zea mays  (410 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 19.1 E():   84 
Smith-Waterman score: 44; 37.5% identity (81.2% similar) in 16 aa overlap (64-79:55-70) 
 
            40        50        60        70        80              
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK              
                                     .. ::...: . .:::               
gi|898 AKSKDNDAKASGPGGSFDITKLGASGNGKTDSTKAVQEAWASACGGTGKQTILIPKGDFL 
           30        40        50        60        70        80     
 
gi|898 VGPLNFTGPCKGDVTIQVNGNLLATTDLSQYKDHGNWIEILRVDNLVITGKGKLDGQGPA 
           90       100       110       120       130       140     
 
>>gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea mays  (411 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 19.1 E():   85 
Smith-Waterman score: 44; 37.5% identity (81.2% similar) in 16 aa overlap (64-79:56-71) 
 
            40        50        60        70        80              
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK              
                                     .. ::...: . .:::               
gi|898 EESKGIDAKASGPGGFFDITKLGASGNGKTDSTKAVQEAWASACGGTGKQTILIPKGDFL 
          30        40        50        60        70        80      
 
gi|898 VGQLNFTGPCKGDVTIQVDGNLLATTDLSQYKEHGNWIEILRVDNLVITGKGNLDGQGPA 
          90       100       110       120       130       140      
 
>>gi|29539111|emb|CAD87731.1| allergen Len c 1.0102 [Len  (415 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 19.1 E():   86 
Smith-Waterman score: 48; 32.0% identity (68.0% similar) in 25 aa overlap (4-28:378-398) 
 
                                          10        20        30    
2MEPSP                            EEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     . .:.::..    .:::.   .:.:      
gi|295 SDLNLIGFGINAKNNQRNFLAGEEDNVISQIQRPVKELA----FPGSSREVDRLLTNQKQ 
       350       360       370       380           390       400    
 
            40        50        60        70        80 
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 
                                                       
gi|295 SHFANAQPLQIE                                    
           410                                         
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.4  bits: 16.7 E():   87 
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Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (52-79:29-55) 
 
              30        40        50        60        70        80  
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK  
                                     .  :::::: :. ::.. .  . .   :   
gi|187   KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                 10        20        30         40        50        
 
gi|187 FIDFDEFISFCNANPGLMKDVAKVF 
        60        70        80   
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 39; 28.9% identity (48.9% similar) in 45 aa overlap (26-70:39-83) 
 
                    10        20        30        40        50      
2MEPSP      EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 
                                     ::    ::   .  . : :..  :   : : 
gi|144 NDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDSKVDEKLDA 
       10        20        30        40        50        60         
 
          60        70        80                                    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGK                                    
            :..: ::...                                              
gi|144 GDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMP 
       70        80        90       100       110       120         
 
>>gi|14423856|sp|Q9LEI8.1|PROF6_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (33-55:1-23) 
 
             10        20        30        40        50        60   
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|144                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
             70        80                                           
2MEPSP VEADKAAKRAVVVGCGGK                                           
                                                                    
gi|144 SVWAQSSSFPQFKSDEVAAVMKDFDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSG 
               40        50        60        70        80        90 
 
>>gi|11513601|pdb|1G5U|A Chain A, Latex Profilin Hevb8    (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (33-55:1-23) 
 
             10        20        30        40        50        60   
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|115                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
             70        80                                           
2MEPSP VEADKAAKRAVVVGCGGK                                           
                                                                    
gi|115 SVWAQSSSFPQFKSDEVAAVMKDFDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSG 
               40        50        60        70        80        90 
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (33-55:1-23) 
 
             10        20        30        40        50        60   
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|144                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
             70        80                                           
2MEPSP VEADKAAKRAVVVGCGGK                                           
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gi|144 SVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQGEPGAVIRGKKGSG 
               40        50        60        70        80        90 
 
>>gi|14423858|sp|Q9M7M8.1|PROF5_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (33-55:1-23) 
 
             10        20        30        40        50        60   
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|144                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
             70        80                                           
2MEPSP VEADKAAKRAVVVGCGGK                                           
                                                                    
gi|144 SVWAQSSGFPQFKSDEVAAVMKDFDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSG 
               40        50        60        70        80        90 
 
>>gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 43; 35.0% identity (90.0% similar) in 20 aa overlap (28-47:93-112) 
 
                  10        20        30        40        50        
2MEPSP    EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 
                                     .: .:..:. :::......:           
gi|187 STSLGLETFQSFYIGGGANSHSVLSGFEPAILETAFNESRTVVEEIFSKELDGPIMFVDD 
             70        80        90       100       110       120   
 
        60        70        80                                      
2MEPSP TLGLSVEADKAAKRAVVVGCGGK                                      
                                                                    
gi|187 SHAPSLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENK 
            130       140       150       160       170       180   
 
>>gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 43; 35.0% identity (90.0% similar) in 20 aa overlap (28-47:93-112) 
 
                  10        20        30        40        50        
2MEPSP    EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 
                                     .: .:..:. :::......:           
gi|187 STSLGLETFQSFYIGGGANSHSVLSGFEPAILETAFNESRTVVEEIFSKELDGPIMFVDD 
             70        80        90       100       110       120   
 
        60        70        80                                      
2MEPSP TLGLSVEADKAAKRAVVVGCGGK                                      
                                                                    
gi|187 SHVPSLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENK 
            130       140       150       160       170       180   
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (21-46:153-178) 
 
                         10        20        30        40        50 
2MEPSP           EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|668 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
            130       140       150       160       170       180   
 
               60        70        80                               
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGK                               
                                                                    
gi|668 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFALEAYAFDIAAP 
            190       200       210       220       230       240   
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 40; 45.5% identity (100.0% similar) in 11 aa overlap (33-43:113-123) 
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             10        20        30        40        50        60   
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     ..::.:..::.                    
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
             70        80                                           
2MEPSP VEADKAAKRAVVVGCGGK                                           
                                                                    
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.6  bits: 17.0 E():   96 
Smith-Waterman score: 37; 25.0% identity (57.1% similar) in 28 aa overlap (51-78:2-29) 
 
               30        40        50        60        70        80 
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 
                                     ..:.:  :..  ..   :.:  .   ::   
gi|513                              AFLLAATLTISSHMQEAGAVKFDIKNQCGYT 
                                            10        20        30  
 
gi|513 VWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCT 
              40        50        60        70        80        90  
 
>>gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=Calci  (205 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 41; 29.7% identity (64.9% similar) in 37 aa overlap (41-75:147-180) 
 
               20        30        40        50        60           
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS--VEADKA 
                                     :. .........::    ::.:   : :.. 
gi|116 DDNEEDMRKSILSQEEADSFGGFKVFDEDGDGYISARELQMVLG---KLGFSEGSEIDRV 
        120       130       140       150       160          170    
 
       70        80                     
2MEPSP AKRAVVVGCGGK                     
        :  : :                          
gi|116 EKMIVSVDSNRDGRVDFFEFKDMMRSVLVRSS 
           180       190       200      
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.5 E():   97 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (21-46:153-178) 
 
                         10        20        30        40        50 
2MEPSP           EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|833 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
            130       140       150       160       170       180   
 
               60        70        80                               
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGK                               
                                                                    
gi|833 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFALEAYAFDIAAP 
            190       200       210       220       230       240   
 
>>gi|47605504|sp|Q8LGR0.1|CHE1_CHEAL RecName: Full=Polle  (168 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.6 E():   98 
Smith-Waterman score: 39; 35.7% identity (64.3% similar) in 28 aa overlap (49-76:7-34) 
 
       20        30        40        50        60        70         
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :  ..::: .:.:.  :. : ..  : :   
gi|476                         MAKCQAVFLLVGALCVLSLAGVANAAENHFKVQGMV 
                                       10        20        30       
 
       80                                                           
2MEPSP GK                                                           
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gi|476 YCDTCRIQFMTRISTIMEGATVKLECRNITAGTQTFKAEAVTDKVGQYSIPVNGDFEDDI 
         40        50        60        70        80        90       
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 43; 47.1% identity (76.5% similar) in 17 aa overlap (21-37:246-262) 
 
                         10        20        30        40        50 
2MEPSP           EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     :::. . .:: .:. ::              
gi|169 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEA 
         220       230       240       250       260       270      
 
               60        70        80                               
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGK                               
                                                                    
gi|169 AKWGPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDAS 
         280       290       300       310       320       330      
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 41; 20.8% identity (50.0% similar) in 72 aa overlap (1-72:123-194) 
 
                                             10        20        30 
2MEPSP                               EEIVLQPIKEISGTVKLPGSKSLSNRILLL 
                                     ::. . :  :..   :. .. ...       
gi|422 AKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAANA 
            100       110       120       130       140       150   
 
               40        50        60        70        80           
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK           
       :  ..  :: .  .:.:      :: ..  .    . :.:.:                   
gi|422 APANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFET 
            160       170       180       190       200       210   
 
gi|422 ALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKV 
            220       230       240       250        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:22 2011 done: Tue Apr 19 10:57:23 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 51  - 130 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     2     2:* 
  32     4     8:==* 
  34    21    22:=======* 
  36    45    44:==============* 
  38    55    73:===================     * 
  40    81   102:===========================      * 
  42   137   125:=========================================*==== 
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  44   147   138:=============================================*=== 
  46   171   140:==============================================*========== 
  48   139   134:============================================*== 
  50   121   122:========================================* 
  52    91   108:===============================    * 
  54   146    92:==============================*================== 
  56    61    77:=====================    * 
  58    29    63:==========          * 
  60    33    51:===========     * 
  62    21    41:=======      * 
  64    17    33:======    * 
  66    25    26:========* 
  68    14    20:===== * 
  70    15    16:=====* 
  72    16    12:===*== 
  74    23    10:===*==== 
  76    25     8:==*====== 
  78    21     6:=*===== 
  80     7     5:=*= 
  82     2     3:* 
  84     2     3:* 
  86     2     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     2     0:=         *== 
 102     1     0:=         *= 
 104     0     0:          * 
 106     2     0:=         *== 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.10720.00332; mu= 11.5870 0.172 
 mean_var=44.684213.274, 0's: 2 Z-trim: 3  B-trim: 65 in 1/43 
 Lambda= 0.191866 
 Kolmogorov-Smirnov  statistic: 0.0386 (N=29) at  70 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 25.3    0.31 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 24.5    0.56 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 24.2    0.67 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 23.7    0.99 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 23.4     1.2 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 23.4     1.2 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 22.8     1.8 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 22.5     2.1 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   61 22.3     2.6 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 21.4     4.5 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 20.9     6.7 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 20.9     6.7 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   61 22.6     6.8 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 20.6     8.1 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.0     8.2 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.1     9.3 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.3     9.7 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   59 22.2      12 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 20.4      12 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.2      14 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 19.8      14 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1561

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.2      15 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.2      15 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   51 19.5      17 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 19.5      17 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   53 20.2      19 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 20.6      20 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 19.6      20 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 19.6      20 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 19.6      20 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 19.6      20 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 19.6      20 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 19.6      20 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 19.6      20 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.6      21 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.2      21 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.2      21 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 19.2      21 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 19.2      21 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      22 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 19.6      22 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      22 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 19.6      22 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   54 20.6      22 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 19.6      23 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   58 22.1      23 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.3      25 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.3      25 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.3      25 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.6      25 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.3      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.3      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.3      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.3      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.3      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.3      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.3      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.3      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.3      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.3      25 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.3      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.3      25 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.3      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.3      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.3      25 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.4      26 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.4      26 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.0      26 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   55 21.1      27 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.1      30 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.1      30 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 18.7      31 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 18.7      35 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 18.7      35 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 18.7      35 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 19.8      36 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 19.8      36 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 19.8      36 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 18.7      37 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 18.7      38 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 18.8      39 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 18.8      39 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 18.8      39 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 18.8      39 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 18.8      39 
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gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.8      39 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 19.8      39 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.2      40 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 18.8      45 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.7      45 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 18.8      48 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 18.8      48 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.3      48 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      48 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      48 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 17.5      54 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.3      56 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.2      56 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.2      56 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 18.9      57 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.2      60 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.2      60 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.3      61 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 15.8      62 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.6      65 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.2      65 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.0      65 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.6      65 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 17.9      65 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 17.9      65 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   46 18.3      66 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   48 19.0      69 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.0      69 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   45 18.0      73 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 18.7      75 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.3      76 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.3      77 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.3      77 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.3      80 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.3      80 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.7      82 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.0      83 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.4      85 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.0      89 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.4      89 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.4      90 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.3      91 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.4      92 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.4      99 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 14.6   1e 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.1   1e 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.1   1e 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 18.8   1e 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 111.6  bits: 25.3 E(): 0.31 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (10-65:31-85) 
 
                                    10        20         30         
2MEPSP                      EDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
       40        50        60        70        80          
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR          
       .  .:..::: . : . : :::: : :                         
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gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 107.1  bits: 24.5 E(): 0.56 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (10-65:31-85) 
 
                                    10        20        30          
2MEPSP                      EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
        40        50        60        70        80          
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR          
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 105.6  bits: 24.2 E(): 0.67 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (13-65:34-85) 
 
                                 10        20        30          40 
2MEPSP                   EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
               50        60        70        80          
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR          
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 102.6  bits: 23.7 E(): 0.99 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (10-65:31-85) 
 
                                    10         20        30         
2MEPSP                      EDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
       40        50        60        70        80          
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR          
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.1  bits: 23.4 E():  1.2 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (13-65:33-84) 
 
                                 10        20        30          40 
2MEPSP                   EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
               50        60        70        80          
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR          
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.1  bits: 23.4 E():  1.2 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (13-65:33-84) 
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                                 10        20        30          40 
2MEPSP                   EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
               50        60        70        80          
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR          
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 98.1  bits: 22.8 E():  1.8 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (10-65:31-85) 
 
                                    10        20        30          
2MEPSP                      EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
      40        50        60        70        80          
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR          
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 96.6  bits: 22.5 E():  2.1 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (10-65:31-85) 
 
                                    10        20         30         
2MEPSP                      EDVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
       40        50        60        70        80          
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR          
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  61  Z-score: 95.1  bits: 22.3 E():  2.6 
Smith-Waterman score: 61; 34.9% identity (52.4% similar) in 63 aa overlap (2-64:25-83) 
 
                                      10        20        30        
2MEPSP                        EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                               : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
        40        50        60        70        80           
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR           
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 90.7  bits: 21.4 E():  4.5 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (10-65:29-83) 
 
                                  10        20        30            
2MEPSP                    EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
      40        50        60        70        80          
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2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR          
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 87.6  bits: 20.9 E():  6.7 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (10-65:31-85) 
 
                                    10         20        30         
2MEPSP                      EDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
       40        50        60        70        80          
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR          
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 87.6  bits: 20.9 E():  6.7 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (10-65:31-85) 
 
                                    10         20        30         
2MEPSP                      EDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
       40        50        60        70        80          
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR          
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  61  Z-score: 87.5  bits: 22.6 E():  6.8 
Smith-Waterman score: 61; 20.9% identity (65.7% similar) in 67 aa overlap (16-80:315-375) 
 
                              10        20        30        40      
2MEPSP                EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK---- 
          290       300       310       320       330       340     
 
          50        60        70          80   
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG--VPRMR   
         .:. ....:.  . .:.. .:.  ...:  :: ..   
gi|495 --IGEINLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
                350       360       370        
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 86.1  bits: 20.6 E():  8.1 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (10-65:31-85) 
 
                                    10         20        30         
2MEPSP                      EDVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
       40        50        60        70        80          
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR          
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.1  bits: 22.0 E():  8.2 
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Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (40-75:252-287) 
 
      10        20        30        40        50        60          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
      70        80 
2MEPSP TYVLDGVPRMR 
       : .  :      
gi|144 TAAAGGYKV   
             290   
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.1  bits: 22.1 E():  9.3 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (18-67:17-66) 
 
               10        20        30        40        50        60 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                        :..:.:     .:  :.  ..:::...: : :..    .. .. 
gi|190  MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAAS 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP AVTAAGGNATYVLDGVPRMR                                         
       .:....:                                                      
gi|190 GVAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAG 
      60        70        80        90       100       110          
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.7  bits: 20.3 E():  9.7 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (41-63:59-81) 
 
               20        30        40        50        60        70 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
               80          
2MEPSP YVLDGVPRMR          
                           
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 83.1  bits: 22.2 E():   12 
Smith-Waterman score: 59; 24.6% identity (63.1% similar) in 65 aa overlap (16-80:163-226) 
 
                              10        20        30        40      
2MEPSP                EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
          50        60        70        80                          
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR                          
         : . ..:.:...: ..:   .   .::.. : :                          
gi|845 QTLDQYALAQRKISA-LSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLT 
            200        210       220       230       240       250  
 
gi|845 TIKNKLETELSTVRADLDETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRR 
             260       270       280       290       300       310  
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 82.8  bits: 20.4 E():   12 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (6-31:75-101) 
 
                                        10         20        30     
2MEPSP                          EDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
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                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
           40        50        60        70        80 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                                      
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR     
          110       120       130       140           
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (40-75:248-283) 
 
      10        20        30        40        50        60          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
      70        80 
2MEPSP TYVLDGVPRMR 
       : .  :      
gi|239 TAATGGYKV   
       280         
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 81.6  bits: 19.8 E():   14 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (13-59:34-79) 
 
                                 10        20        30          40 
2MEPSP                   EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
               50        60        70        80          
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR          
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.2  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (40-75:274-309) 
 
      10        20        30        40        50        60          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
      70        80 
2MEPSP TYVLDGVPRMR 
       : .  :      
gi|398 TAATGGYKV   
           310     
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.2  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (40-75:274-309) 
 
      10        20        30        40        50        60          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
      70        80 
2MEPSP TYVLDGVPRMR 
       : .  :      
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gi|330 TAATGGYKV   
           310     
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.1  bits: 19.5 E():   17 
Smith-Waterman score: 51; 32.4% identity (52.9% similar) in 68 aa overlap (13-75:34-96) 
 
                                 10         20        30        40  
2MEPSP                   EDVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
              50        60            70        80         
2MEPSP EEVQLFLGNAGIAMRSLTAAVTA----AGGNATYVLDGVPRMR         
       ::..::: :     :.:: . :     :: :   : ::              
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH 
              70        80        90          100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.1  bits: 19.5 E():   17 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (41-65:61-85) 
 
               20        30        40        50        60        70 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
               80          
2MEPSP YVLDGVPRMR          
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.2 E():   19 
Smith-Waterman score: 53; 38.1% identity (81.0% similar) in 21 aa overlap (4-24:42-62) 
 
                                          10        20        30    
2MEPSP                            EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGG 
                                     .::: ..:  : ..:.:...:          
gi|256 VCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGKEICPLTVVQ 
              20        30        40        50        60        70  
 
            40        50        60        70        80              
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR              
                                                                    
gi|256 SPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIVEREGLQAVK 
              80        90       100       110       120       130  
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.2  bits: 20.6 E():   20 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (40-75:227-262) 
 
      10        20        30        40        50        60          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
      70        80 
2MEPSP TYVLDGVPRMR 
       : .  :      
gi|180 TAAAGGYKV   
        260        
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:9-26) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1569

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

               10        20        30        40        50        60 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                         :..  :...: :: :. :                         
gi|760           DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTA 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP AVTAAGGNATYVLDGVPRMR                                         
                                                                    
gi|760 KIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKV 
               60        70        80        90       100       110 
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                         :..  :...: :: :. :                         
gi|214           SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTA 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP AVTAAGGNATYVLDGVPRMR                                         
                                                                    
gi|214 KIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKV 
               60        70        80        90       100       110 
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                         :..  :...: :: :. :                         
gi|157           SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTA 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP AVTAAGGNATYVLDGVPRMR                                         
                                                                    
gi|157 KIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKV 
               60        70        80        90       100       110 
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                         :..  :...: :: :. :                         
gi|256           DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTA 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP AVTAAGGNATYVLDGVPRMR                                         
                                                                    
gi|256 KIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKV 
               60        70        80        90       100       110 
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                         :..  :...: :: :. :                         
gi|217           DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATA 
                         10        20        30        40        50 
 
               70        80                                         
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2MEPSP AVTAAGGNATYVLDGVPRMR                                         
                                                                    
gi|217 KIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKV 
               60        70        80        90       100       110 
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                         :..  :...: :: :. :                         
gi|217           DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATA 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP AVTAAGGNATYVLDGVPRMR                                         
                                                                    
gi|217 KIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKV 
               60        70        80        90       100       110 
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:10-27) 
 
               10        20        30        40        50        60 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                         :..  :...: :: :. :                         
gi|110          RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTA 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP AVTAAGGNATYVLDGVPRMR                                         
                                                                    
gi|110 KIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKV 
              60        70        80        90       100       110  
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.8  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:15-32) 
 
               10        20        30        40        50        60 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                         :..  :...: :: :. :                         
gi|394     VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAA 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP AVTAAGGNATYVLDGVPRMR                                         
                                                                    
gi|394 KIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKL 
         60        70        80        90       100       110       
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.6  bits: 19.2 E():   21 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (41-63:61-83) 
 
               20        30        40        50        60        70 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
               80          
2MEPSP YVLDGVPRMR          
                           
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.6  bits: 19.2 E():   21 
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Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (41-63:61-83) 
 
               20        30        40        50        60        70 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
               80          
2MEPSP YVLDGVPRMR          
                           
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.6  bits: 19.2 E():   21 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (14-65:35-85) 
 
                                10        20        30          40  
2MEPSP                  EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
              50        60        70        80          
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR          
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.6  bits: 19.2 E():   21 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (14-65:35-85) 
 
                                10        20        30          40  
2MEPSP                  EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
              50        60        70        80          
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR          
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:25-42) 
 
                     10        20        30        40        50     
2MEPSP       EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMR                                   
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:25-42) 
 
                     10        20        30        40        50     
2MEPSP       EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
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           60        70        80                                   
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMR                                   
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:26-43) 
 
                      10        20        30        40        50    
2MEPSP        EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMR                                  
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:26-43) 
 
                      10        20        30        40        50    
2MEPSP        EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMR                                  
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 78.2  bits: 20.6 E():   22 
Smith-Waterman score: 54; 39.3% identity (67.9% similar) in 28 aa overlap (46-73:8-34) 
 
          20        30        40        50        60        70      
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVR 
                                      10        20         30       
 
          80                                                        
2MEPSP VPRMR                                                        
                                                                    
gi|324 EASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKII 
         40        50        60        70        80        90       
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.1  bits: 19.6 E():   23 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (49-67:87-105) 
 
       20        30        40        50        60        70         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
       80                                   
2MEPSP MR                                   
                                            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
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>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 77.9  bits: 22.1 E():   23 
Smith-Waterman score: 58; 24.6% identity (63.1% similar) in 65 aa overlap (16-80:563-626) 
 
                              10        20        30        40      
2MEPSP                EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
          50        60        70        80                          
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR                          
         : . ..:.:...: ..:   .   .::.. : :                          
gi|425 QTLDQYALAQRKISA-LSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLT 
            600        610       620       630       640       650  
 
gi|425 AIKNKLETELSTAQADLDEVTKELHAADERANRALADAARAVQELHEEQEHSMKIDALRK 
             660       670       680       690       700       710  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.3 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (49-75:251-277) 
 
       20        30        40        50        60        70         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
       80 
2MEPSP MR 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.3 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (49-75:252-278) 
 
       20        30        40        50        60        70         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
       80 
2MEPSP MR 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (49-75:255-281) 
 
       20        30        40        50        60        70         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
       80 
2MEPSP MR 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.2  bits: 19.6 E():   25 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (55-70:142-161) 
 
           30        40        50        60            70        80 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
gi|249 GYKV 
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>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (51-75:260-284) 
 
               30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (51-75:260-284) 
 
               30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (51-75:260-284) 
 
               30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (51-75:260-284) 
 
               30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (51-75:260-284) 
 
               30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (51-75:260-284) 
 
               30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (51-75:260-284) 
 
               30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
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 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (51-75:260-284) 
 
               30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (51-75:260-284) 
 
               30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (51-75:260-284) 
 
               30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (51-75:260-284) 
 
               30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (51-75:260-284) 
 
               30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (49-75:258-284) 
 
       20        30        40        50        60        70         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
       80 
2MEPSP MR 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (51-75:260-284) 
 
               30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (51-75:260-284) 
 
               30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.1  bits: 20.4 E():   26 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (49-75:261-287) 
 
       20        30        40        50        60        70         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
       80 
2MEPSP MR 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.0  bits: 20.4 E():   26 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (49-75:266-292) 
 
       20        30        40        50        60        70         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
       80 
2MEPSP MR 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 19.0 E():   26 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (41-65:60-84) 
 
               20        30        40        50        60        70 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
               80               
2MEPSP YVLDGVPRMR               
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 76.7  bits: 21.1 E():   27 
Smith-Waterman score: 55; 28.1% identity (50.0% similar) in 64 aa overlap (14-77:401-459) 
 
                                10        20        30        40    
2MEPSP                  EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     : ::  ::. .  ..:   :   :  : .: 
gi|298 AIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFAVVLKAGRE 
              380       390       400       410       420       430 
 
            50        60        70        80                        
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR                        
            :   . ...   :.:.  :. : :: ..:                           
gi|298 -----GLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQEVE 
                   440       450       460       470       480      
 
gi|298 VFRPFQSRDEKERERFSIV 
         490       500     
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>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (40-75:238-273) 
 
      10        20        30        40        50        60          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
      70        80 
2MEPSP TYVLDGVPRMR 
       : .  :      
gi|313 TAATGGYKV   
       270         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.7  bits: 20.1 E():   30 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (40-75:246-281) 
 
      10        20        30        40        50        60          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
      70        80 
2MEPSP TYVLDGVPRMR 
       : .  :      
gi|295 TAATGGYKV   
         280       
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (41-65:61-85) 
 
               20        30        40        50        60        70 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
               80          
2MEPSP YVLDGVPRMR          
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                         :..  :...: :: :. :                         
gi|217           DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTA 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP AVTAAGGNATYVLDGVPRMR                                         
                                                                    
gi|217 KIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKV 
               60        70        80        90       100       110 
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1578

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                         :..  :...: :: :. :                         
gi|217           DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATA 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP AVTAAGGNATYVLDGVPRMR                                         
                                                                    
gi|217 KIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKV 
               60        70        80        90       100       110 
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                         :..  :...: :: :. :                         
gi|217           DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATA 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP AVTAAGGNATYVLDGVPRMR                                         
                                                                    
gi|217 KIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKV 
               60        70        80        90       100       110 
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                         :..  :...: :: :. :                         
gi|179           DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTA 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP AVTAAGGNATYVLDGVPRMR                                         
                                                                    
gi|179 KIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKL 
               60        70        80        90       100       110 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                         :..  :...: :: :. :                         
gi|217           DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATA 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP AVTAAGGNATYVLDGVPRMR                                         
                                                                    
gi|217 KIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKV 
               60        70        80        90       100       110 
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                         :..  :...: :: :. :                         
gi|217           DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATA 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP AVTAAGGNATYVLDGVPRMR                                         
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gi|217 KIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKV 
               60        70        80        90       100       110 
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                         :..  :...: :: :. :                         
gi|217           DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATA 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP AVTAAGGNATYVLDGVPRMR                                         
                                                                    
gi|217 KIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKV 
               60        70        80        90       100       110 
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                         :..  :...: :: :. :                         
gi|217           DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATA 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP AVTAAGGNATYVLDGVPRMR                                         
                                                                    
gi|217 KIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKV 
               60        70        80        90       100       110 
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                         :..  :...: :: :. :                         
gi|217           DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATA 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP AVTAAGGNATYVLDGVPRMR                                         
                                                                    
gi|217 KIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKV 
               60        70        80        90       100       110 
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:9-26) 
 
               10        20        30        40        50        60 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                         :..  :...: :: :. :                         
gi|217           DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATA 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP AVTAAGGNATYVLDGVPRMR                                         
                                                                    
gi|217 KIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKV 
               60        70        80        90       100       110 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (40-75:238-273) 
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      10        20        30        40        50        60          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
      70        80 
2MEPSP TYVLDGVPRMR 
       : .  :      
gi|313 TAATGGYKV   
       270         
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (40-75:238-273) 
 
      10        20        30        40        50        60          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
      70        80 
2MEPSP TYVLDGVPRMR 
       : .  :      
gi|313 TAATGGYKV   
       270         
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (40-75:238-273) 
 
      10        20        30        40        50        60          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
      70        80 
2MEPSP TYVLDGVPRMR 
       : .  :      
gi|168 TAATGGYKV   
       270         
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.2  bits: 18.7 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:18-35) 
 
               10        20        30        40        50        60 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                         :..  :...: :: :. :                         
gi|217  SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTA 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP AVTAAGGNATYVLDGVPRMR                                         
                                                                    
gi|217 KIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKL 
      60        70        80        90       100       110          
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:22-39) 
 
                  10        20        30        40        50        
2MEPSP    EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
        60        70        80                                      
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2MEPSP LTAAVTAAGGNATYVLDGVPRMR                                      
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:26-43) 
 
                      10        20        30        40        50    
2MEPSP        EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMR                                  
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:26-43) 
 
                      10        20        30        40        50    
2MEPSP        EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMR                                  
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:26-43) 
 
                      10        20        30        40        50    
2MEPSP        EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMR                                  
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:26-43) 
 
                      10        20        30        40        50    
2MEPSP        EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMR                                  
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   39 
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Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:26-43) 
 
                      10        20        30        40        50    
2MEPSP        EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMR                                  
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:26-43) 
 
                      10        20        30        40        50    
2MEPSP        EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMR                                  
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.8  bits: 19.8 E():   39 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (51-75:280-304) 
 
               30        40        50        60        70        80 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 73.7  bits: 20.2 E():   40 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (36-60:22-45) 
 
          10        20        30        40        50        60      
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                                     ::..: :.:. :: .:. . ::: :      
gi|113          MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHN 
                        10        20         30        40        50 
 
          70        80                                              
2MEPSP GGNATYVLDGVPRMR                                              
                                                                    
gi|113 IIDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFA 
               60        70        80        90       100       110 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.7  bits: 18.8 E():   45 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:55-72) 
 
                           10        20        30        40         
2MEPSP             EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
       50        60        70        80                             
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR                             
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
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>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.6  bits: 15.7 E():   45 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (63-77:2-16) 
 
             40        50        60        70        80  
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR  
                                     :. ::. . : : .:     
gi|320                              YTTEGGTKSEVEDVIPEGWK 
                                            10        20 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.1  bits: 18.8 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (14-47:152-189) 
 
                                10        20           30        40 
2MEPSP                  EDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
                50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
       : :. .::                                  
gi|313 KCERGKLFANCCK                             
             190                                 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.1  bits: 18.8 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (14-47:152-189) 
 
                                10        20           30        40 
2MEPSP                  EDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
                50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
       : :. .::                                  
gi|476 KCERGKLFANCCK                             
             190                                 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (16-54:369-408) 
 
                              10        20        30        40      
2MEPSP                EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
           50        60        70        80                         
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR                         
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (16-54:369-408) 
 
                              10        20        30        40      
2MEPSP                EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
           50        60        70        80                         
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR                         
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       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (16-54:369-408) 
 
                              10        20        30        40      
2MEPSP                EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
           50        60        70        80                         
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR                         
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (16-54:369-408) 
 
                              10        20        30        40      
2MEPSP                EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|117 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
           50        60        70        80                         
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR                         
       .: : .. ::                                                   
gi|117 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDK 
      400       410       420       430       440       450         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (16-54:369-408) 
 
                              10        20        30        40      
2MEPSP                EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
           50        60        70        80                         
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR                         
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (16-54:369-408) 
 
                              10        20        30        40      
2MEPSP                EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
           50        60        70        80                         
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR                         
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (16-54:369-408) 
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                              10        20        30        40      
2MEPSP                EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
           50        60        70        80                         
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR                         
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (16-54:369-408) 
 
                              10        20        30        40      
2MEPSP                EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
           50        60        70        80                         
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR                         
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (16-54:369-408) 
 
                              10        20        30        40      
2MEPSP                EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
           50        60        70        80                         
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR                         
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (16-54:369-408) 
 
                              10        20        30        40      
2MEPSP                EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
           50        60        70        80                         
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR                         
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (16-54:369-408) 
 
                              10        20        30        40      
2MEPSP                EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
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           50        60        70        80                         
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR                         
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (16-54:369-408) 
 
                              10        20        30        40      
2MEPSP                EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
           50        60        70        80                         
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR                         
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.3  bits: 17.5 E():   54 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (17-48:40-71) 
 
                             10        20        30        40       
2MEPSP               EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
         50        60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
       :.                                 
gi|154 FVDSLDKIAQVPRVG                    
      70        80                        
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 70.9  bits: 19.3 E():   56 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (40-75:267-298) 
 
      10        20        30        40        50        60          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
      70        80 
2MEPSP TYVLDGVPRMR 
       : .  :      
gi|663 TAAAGGYKA   
            300    
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (54-76:22-44) 
 
            30        40        50        60        70        80    
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR    
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (54-76:22-44) 
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            30        40        50        60        70        80    
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR    
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (40-67:210-237) 
 
      10        20        30        40        50        60          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
      70        80 
2MEPSP TYVLDGVPRMR 
                   
gi|226 V           
     240           
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (18-66:75-123) 
 
                            10        20        30        40        
2MEPSP              EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
        50        60        70        80                     
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR                     
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (18-66:75-123) 
 
                            10        20        30        40        
2MEPSP              EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
        50        60        70        80                     
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR                     
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.3  bits: 19.3 E():   61 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (20-75:267-318) 
 
                          10        20        30        40          
2MEPSP            EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
      50        60        70        80           
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR           
        .: :    :.:: :: : :: .  :                
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV 
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        300           310       320       330    
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.1  bits: 15.8 E():   62 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (16-28:5-17) 
 
               10        20        30        40        50        60 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                      .: :: .:: :::                                 
gi|323            INLKAVIADPVAKTAVVQAGATLGEVYYXI                    
                          10        20        30                    
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (42-69:54-81) 
 
              20        30        40        50        60        70  
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
              80                
2MEPSP VLDGVPRMR                
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.2 E():   65 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (20-48:43-71) 
 
                          10        20        30        40          
2MEPSP            EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
      50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                       
gi|122 SLDKIAQVPRVG                    
             80                        
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 69.8  bits: 19.0 E():   65 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (1-25:195-217) 
 
                                             10        20        30 
2MEPSP                               EDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
               40        50        60        70        80           
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR           
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 17.6 E():   65 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (42-65:61-84) 
 
              20        30        40        50        60        70  
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
              80          
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2MEPSP VLDGVPRMR          
                          
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (41-70:5-32) 
 
               20        30        40        50        60        70 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
               80                                                   
2MEPSP YVLDGVPRMR                                                   
                                                                    
gi|300 TEEQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (41-70:5-32) 
 
               20        30        40        50        60        70 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
               80                                                   
2MEPSP YVLDGVPRMR                                                   
                                                                    
gi|300 TEEQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.3 E():   66 
Smith-Waterman score: 46; 25.0% identity (59.4% similar) in 32 aa overlap (1-32:145-176) 
 
                                             10        20        30 
2MEPSP                               EDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :  . ..  ...:: :  . ..  :  .:. 
gi|501 PNTNGSQFFITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVN 
          120       130       140       150       160       170     
 
               40        50        60        70        80 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
       ::                                                 
gi|501 CGEL                                               
                                                          
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 69.3  bits: 19.0 E():   69 
Smith-Waterman score: 48; 28.6% identity (55.1% similar) in 49 aa overlap (1-49:115-157) 
 
                                             10        20        30 
2MEPSP                               EDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     .:: .:::     :.:..       : : . 
gi|249 EINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSMD------DASVGS 
           90       100       110       120       130               
 
               40        50        60        70        80           
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR           
        ...: : ..  ::  ..:                                          
gi|249 VSSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTVFV 
      140       150       160       170       180       190         
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.3  bits: 19.0 E():   69 
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Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (46-73:7-33) 
 
          20        30        40        50        60        70      
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     :..:..:   : .: : . : :. :..:   
gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
          80                                                        
2MEPSP VPRMR                                                        
                                                                    
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (59-79:11-34) 
 
       30        40        50        60        70           80      
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMR      
                                     :... ::    .:::::   .:..       
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (30-43:91-104) 
 
                10        20        30        40        50          
2MEPSP  EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
      60        70        80                                        
2MEPSP AAVTAAGGNATYVLDGVPRMR                                        
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (13-28:172-187) 
 
                                 10        20        30        40   
2MEPSP                   EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
             50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                              
gi|256 KESLAKKNHGLSRSE                        
             210                              
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (13-28:173-188) 
 
                                 10        20        30        40   
2MEPSP                   EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
             50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
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gi|187 KESLAKKNHGLSRSE                        
            210                               
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (13-28:173-188) 
 
                                 10        20        30        40   
2MEPSP                   EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
             50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                              
gi|187 KESLAKKNHGLSRSE                        
            210                               
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (50-69:67-86) 
 
      20        30        40        50        60        70          
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
      80               
2MEPSP R               
                       
gi|668 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (50-69:67-86) 
 
      20        30        40        50        60        70          
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
      80               
2MEPSP R               
                       
gi|833 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (49-69:267-287) 
 
       20        30        40        50        60        70         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
        240       250       260       270       280       290       
 
       80      
2MEPSP MR      
               
gi|119 SAGGYKV 
        300    
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.8  bits: 18.0 E():   83 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (7-46:106-145) 
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                                       10        20        30       
2MEPSP                         EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
         40        50        60        70        80         
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR         
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (30-43:76-89) 
 
                10        20        30        40        50          
2MEPSP  EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
      60        70        80                                        
2MEPSP AAVTAAGGNATYVLDGVPRMR                                        
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.0 E():   89 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (58-77:69-88) 
 
        30        40        50        60        70        80        
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR        
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
gi|105 T 
         
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (30-43:91-104) 
 
                10        20        30        40        50          
2MEPSP  EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
      60        70        80                                        
2MEPSP AAVTAAGGNATYVLDGVPRMR                                        
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (30-43:91-104) 
 
                10        20        30        40        50          
2MEPSP  EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
      60        70        80                                        
2MEPSP AAVTAAGGNATYVLDGVPRMR                                        
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gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.0  bits: 17.3 E():   91 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (33-63:6-35) 
 
             10        20        30        40        50        60   
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.. . : .:. . :: . :...   :::  
gi|144                          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAK 
                                        10         20        30     
 
             70        80                                           
2MEPSP TAAGGNATYVLDGVPRMR                                           
       :                                                            
gi|144 TVKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQ 
           40        50        60        70        80        90     
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.4 E():   92 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (40-75:238-273) 
 
      10        20        30        40        50        60          
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
      70        80 
2MEPSP TYVLDGVPRMR 
       : .  :      
gi|313 TAAAGGYKV   
       270         
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.4  bits: 18.4 E():   99 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (49-75:276-298) 
 
       20        30        40        50        60        70         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
       80 
2MEPSP MR 
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.3  bits: 14.6 E(): 1e 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (17-30:3-16) 
 
               10        20        30        40        50        60 
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                       :.: .::.  : ::                               
gi|463               DFVDAHNAARAQVGVGPVHWT                          
                             10        20                           
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.3  bits: 18.1 E(): 1e 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (30-43:68-81) 
 
                10        20        30        40        50          
2MEPSP  EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
      60        70        80                                        
2MEPSP AAVTAAGGNATYVLDGVPRMR                                        
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gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.3  bits: 18.1 E(): 1e 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (30-43:68-81) 
 
                10        20        30        40        50          
2MEPSP  EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
      60        70        80                                        
2MEPSP AAVTAAGGNATYVLDGVPRMR                                        
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.3  bits: 18.8 E(): 1e 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (48-74:107-133) 
 
        20        30        40        50        60        70        
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
        80                                                          
2MEPSP RMR                                                          
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:28 2011 done: Tue Apr 19 10:57:28 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 52  - 131 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     2     2:* 
  32     6     8:==* 
  34    18    22:====== * 
  36    45    44:==============* 
  38    55    73:===================     * 
  40    84   102:============================     * 
  42   131   125:=========================================*== 
  44   152   138:=============================================*===== 
  46   179   140:==============================================*============= 
  48   133   134:============================================* 
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  50   124   122:========================================*= 
  52    84   108:============================       * 
  54   144    92:==============================*================= 
  56    60    77:====================     * 
  58    31    63:===========         * 
  60    36    51:============    * 
  62    21    41:=======      * 
  64    17    33:======    * 
  66    26    26:========* 
  68    14    20:===== * 
  70    13    16:=====* 
  72    16    12:===*== 
  74    23    10:===*==== 
  76    24     8:==*===== 
  78    22     6:=*====== 
  80     7     5:=*= 
  82     1     3:* 
  84     3     3:* 
  86     2     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     2     1:*         :*= 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     2     0:=         *== 
 104     0     0:          * 
 106     2     0:=         *== 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.13440.00328; mu= 11.4577 0.171 
 mean_var=44.471113.228, 0's: 2 Z-trim: 3  B-trim: 65 in 1/43 
 Lambda= 0.192325 
 Kolmogorov-Smirnov  statistic: 0.0386 (N=29) at  70 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 25.3    0.31 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 24.5    0.55 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 24.2    0.66 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 23.7    0.97 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 23.4     1.2 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 23.4     1.2 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 22.8     1.7 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 22.6     2.1 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   61 22.3     2.5 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 21.4     4.5 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 20.9     6.6 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 20.9     6.6 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   61 22.7     6.8 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 20.6     8.1 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.0     8.1 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.1     9.3 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.3     9.6 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   60 22.4     9.9 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 20.4      12 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.2      14 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 19.8      14 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.2      15 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.2      15 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   51 19.5      17 
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gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 19.5      17 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   53 20.3      19 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   59 22.3      19 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 20.6      20 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 19.6      20 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 19.6      20 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 19.6      20 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 19.6      20 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 19.6      20 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 19.6      20 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 19.6      20 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.6      20 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.2      21 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 19.2      21 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.2      21 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 19.2      21 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      22 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 19.6      22 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 19.6      22 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      22 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   54 20.7      22 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 19.6      22 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.3      25 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.3      25 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.7      25 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.4      25 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.4      26 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.4      26 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.0      26 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   55 21.1      27 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.1      30 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.1      30 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 18.7      31 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 18.7      35 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 18.7      35 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 18.7      35 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 19.8      36 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 19.8      36 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 19.8      36 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 18.8      37 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 18.8      38 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 18.8      39 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 18.8      39 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 18.8      39 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 18.8      39 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 18.8      39 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.8      39 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 19.8      39 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.2      40 
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gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 18.8      44 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.7      45 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 18.9      48 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 18.9      48 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.2      48 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.2      48 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.2      48 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.2      48 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.2      48 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.2      48 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.2      48 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.2      48 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.2      48 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.2      48 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.2      48 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.2      48 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 17.5      53 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.2      56 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.2      56 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.3      56 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 18.9      57 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.2      60 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.2      60 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.3      61 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 15.8      61 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.2      64 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.6      64 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.6      65 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 17.9      65 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 17.9      65 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.0      69 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   45 18.0      73 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 18.7      75 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.3      76 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.3      77 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.3      77 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.3      80 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.3      80 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.7      82 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.0      82 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.4      85 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.0      88 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.4      89 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.4      90 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.3      91 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.4      92 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   44 17.7      95 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 14.6      98 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.4      99 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 18.4   1e 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.1   1e 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.1   1e 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 111.7  bits: 25.3 E(): 0.31 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (9-64:31-85) 
 
                                     10        20         30        
2MEPSP                       DVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
        40        50        60        70        80         
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE         
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 107.2  bits: 24.5 E(): 0.55 
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Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (9-64:31-85) 
 
                                     10        20        30         
2MEPSP                       DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
         40        50        60        70        80         
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE         
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 105.7  bits: 24.2 E(): 0.66 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (12-64:34-85) 
 
                                  10        20        30            
2MEPSP                    DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
      40        50        60        70        80         
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE         
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 102.7  bits: 23.7 E(): 0.97 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (9-64:31-85) 
 
                                     10         20        30        
2MEPSP                       DVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
        40        50        60        70        80         
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE         
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.3  bits: 23.4 E():  1.2 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (12-64:33-84) 
 
                                  10        20        30            
2MEPSP                    DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
      40        50        60        70        80         
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE         
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.3  bits: 23.4 E():  1.2 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (12-64:33-84) 
 
                                  10        20        30            
2MEPSP                    DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
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      40        50        60        70        80         
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE         
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 98.2  bits: 22.8 E():  1.7 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (9-64:31-85) 
 
                                     10        20        30         
2MEPSP                       DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
       40        50        60        70        80         
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE         
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 96.7  bits: 22.6 E():  2.1 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (9-64:31-85) 
 
                                     10        20         30        
2MEPSP                       DVHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
        40        50        60        70        80         
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE         
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  61  Z-score: 95.2  bits: 22.3 E():  2.5 
Smith-Waterman score: 61; 34.9% identity (52.4% similar) in 63 aa overlap (1-63:25-83) 
 
                                       10        20        30       
2MEPSP                         DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                               : . ..::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
         40        50        60        70        80          
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE          
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 90.8  bits: 21.4 E():  4.5 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (9-64:29-83) 
 
                                   10        20        30           
2MEPSP                     DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
       40        50        60        70        80         
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE         
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1600

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 87.7  bits: 20.9 E():  6.6 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (9-64:31-85) 
 
                                     10         20        30        
2MEPSP                       DVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
        40        50        60        70        80         
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE         
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 87.7  bits: 20.9 E():  6.6 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (9-64:31-85) 
 
                                     10         20        30        
2MEPSP                       DVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
        40        50        60        70        80         
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE         
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  61  Z-score: 87.5  bits: 22.7 E():  6.8 
Smith-Waterman score: 61; 20.9% identity (65.7% similar) in 67 aa overlap (15-79:315-375) 
 
                               10        20        30        40     
2MEPSP                 DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK---- 
          290       300       310       320       330       340     
 
           50        60        70          80  
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG--VPRMRE  
         .:. ....:.  . .:.. .:.  ...:  :: ..   
gi|495 --IGEINLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
                350       360       370        
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 86.2  bits: 20.6 E():  8.1 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (9-64:31-85) 
 
                                     10         20        30        
2MEPSP                       DVHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
        40        50        60        70        80         
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE         
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.1  bits: 22.0 E():  8.1 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (39-74:252-287) 
 
       10        20        30        40        50        60         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
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gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
       70        80 
2MEPSP TYVLDGVPRMRE 
       : .  :       
gi|144 TAAAGGYKV    
             290    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.1  bits: 22.1 E():  9.3 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (17-66:17-66) 
 
               10        20        30        40        50        60 
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                       :..:.:     .:  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP VTAAGGNATYVLDGVPRMRE                                         
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.8  bits: 20.3 E():  9.6 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (40-62:59-81) 
 
      10        20        30        40        50        60          
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
      70        80         
2MEPSP YVLDGVPRMRE         
                           
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 84.6  bits: 22.4 E():  9.9 
Smith-Waterman score: 60; 24.2% identity (63.6% similar) in 66 aa overlap (15-80:163-227) 
 
                               10        20        30        40     
2MEPSP                 DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
           50        60        70        80                         
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE                         
         : . ..:.:...: ..:   .   .::.. : :.                         
gi|845 QTLDQYALAQRKISA-LSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLT 
            200        210       220       230       240       250  
 
gi|845 TIKNKLETELSTVRADLDETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRR 
             260       270       280       290       300       310  
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 82.9  bits: 20.4 E():   12 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (5-30:75-101) 
 
                                          10        20        30    
2MEPSP                           DVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
            40        50        60        70        80 
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2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                                       
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR      
          110       120       130       140            
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (39-74:248-283) 
 
       10        20        30        40        50        60         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
       70        80 
2MEPSP TYVLDGVPRMRE 
       : .  :       
gi|239 TAATGGYKV    
       280          
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 81.7  bits: 19.8 E():   14 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (12-58:34-79) 
 
                                  10        20        30            
2MEPSP                    DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
      40        50        60        70        80         
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE         
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.2  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (39-74:274-309) 
 
       10        20        30        40        50        60         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
       70        80 
2MEPSP TYVLDGVPRMRE 
       : .  :       
gi|398 TAATGGYKV    
           310      
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.2  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (39-74:274-309) 
 
       10        20        30        40        50        60         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
       70        80 
2MEPSP TYVLDGVPRMRE 
       : .  :       
gi|330 TAATGGYKV    
           310      
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.2  bits: 19.5 E():   17 
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Smith-Waterman score: 51; 32.4% identity (52.9% similar) in 68 aa overlap (12-74:34-96) 
 
                                  10         20        30        40 
2MEPSP                    DVHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
               50        60            70        80        
2MEPSP EEVQLFLGNAGIAMRSLTAAVTA----AGGNATYVLDGVPRMRE        
       ::..::: :     :.:: . :     :: :   : ::              
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH 
              70        80        90          100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (40-64:61-85) 
 
      10        20        30        40        50        60          
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
      70        80         
2MEPSP YVLDGVPRMRE         
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.4  bits: 20.3 E():   19 
Smith-Waterman score: 53; 38.1% identity (81.0% similar) in 21 aa overlap (3-23:42-62) 
 
                                           10        20        30   
2MEPSP                             DVHYMLGALRTLGLSVEADKAAKRAVVVGCGG 
                                     .::: ..:  : ..:.:...:          
gi|256 VCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGKEICPLTVVQ 
              20        30        40        50        60        70  
 
             40        50        60        70        80             
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE             
                                                                    
gi|256 SPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIVEREGLQAVK 
              80        90       100       110       120       130  
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 79.3  bits: 22.3 E():   19 
Smith-Waterman score: 59; 24.2% identity (63.6% similar) in 66 aa overlap (15-80:563-627) 
 
                               10        20        30        40     
2MEPSP                 DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
           50        60        70        80                         
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE                         
         : . ..:.:...: ..:   .   .::.. : :.                         
gi|425 QTLDQYALAQRKISA-LSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLT 
            600        610       620       630       640       650  
 
gi|425 AIKNKLETELSTAQADLDEVTKELHAADERANRALADAARAVQELHEEQEHSMKIDALRK 
             660       670       680       690       700       710  
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.2  bits: 20.6 E():   20 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (39-74:227-262) 
 
       10        20        30        40        50        60         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
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                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
       70        80 
2MEPSP TYVLDGVPRMRE 
       : .  :       
gi|180 TAAAGGYKV    
        260         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|760          DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAK 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP VTAAGGNATYVLDGVPRMRE                                         
                                                                    
gi|760 IEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVL 
              60        70        80        90       100       110  
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|157          SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAK 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP VTAAGGNATYVLDGVPRMRE                                         
                                                                    
gi|157 IEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVM 
              60        70        80        90       100       110  
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|256          DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAK 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP VTAAGGNATYVLDGVPRMRE                                         
                                                                    
gi|256 IEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVM 
              60        70        80        90       100       110  
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|214          SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAK 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP VTAAGGNATYVLDGVPRMRE                                         
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gi|214 IEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVM 
              60        70        80        90       100       110  
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217          DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAK 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP VTAAGGNATYVLDGVPRMRE                                         
                                                                    
gi|217 IEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVL 
              60        70        80        90       100       110  
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217          DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAK 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP VTAAGGNATYVLDGVPRMRE                                         
                                                                    
gi|217 IEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVL 
              60        70        80        90       100       110  
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:10-27) 
 
               10        20        30        40        50        60 
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|110         RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAK 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP VTAAGGNATYVLDGVPRMRE                                         
                                                                    
gi|110 IEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVM 
             60        70        80        90       100       110   
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.9  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:15-32) 
 
               10        20        30        40        50        60 
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|394    VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAK 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP VTAAGGNATYVLDGVPRMRE                                         
                                                                    
gi|394 IEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLL 
        60        70        80        90       100       110        
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (40-62:61-83) 
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      10        20        30        40        50        60          
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
      70        80         
2MEPSP YVLDGVPRMRE         
                           
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (13-64:35-85) 
 
                                 10        20        30          40 
2MEPSP                   DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
               50        60        70        80         
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE         
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (40-62:61-83) 
 
      10        20        30        40        50        60          
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
      70        80         
2MEPSP YVLDGVPRMRE         
                           
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (13-64:35-85) 
 
                                 10        20        30          40 
2MEPSP                   DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
               50        60        70        80         
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE         
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:25-42) 
 
                      10        20        30        40        50    
2MEPSP        DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
            60        70        80                                  
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2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRE                                  
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:25-42) 
 
                      10        20        30        40        50    
2MEPSP        DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRE                                  
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:26-43) 
 
                       10        20        30        40        50   
2MEPSP         DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRE                                 
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:26-43) 
 
                       10        20        30        40        50   
2MEPSP         DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRE                                 
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 78.3  bits: 20.7 E():   22 
Smith-Waterman score: 54; 39.3% identity (67.9% similar) in 28 aa overlap (45-72:8-34) 
 
           20        30        40        50        60        70     
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVR 
                                      10        20         30       
 
           80                                                       
2MEPSP VPRMRE                                                       
                                                                    
gi|324 EASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKII 
         40        50        60        70        80        90       
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.1  bits: 19.6 E():   22 
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Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (48-66:87-105) 
 
        20        30        40        50        60        70        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
        80                                  
2MEPSP MRE                                  
                                            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.3 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (48-74:251-277) 
 
        20        30        40        50        60        70        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
        80 
2MEPSP MRE 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.3 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (48-74:252-278) 
 
        20        30        40        50        60        70        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
        80 
2MEPSP MRE 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.3  bits: 19.7 E():   25 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (54-69:142-161) 
 
            30        40        50        60            70          
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
      80    
2MEPSP E    
            
gi|249 GYKV 
            
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (48-74:255-281) 
 
        20        30        40        50        60        70        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
        80 
2MEPSP MRE 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
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Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (50-74:260-284) 
 
      20        30        40        50        60        70          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      80 
2MEPSP E 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (50-74:260-284) 
 
      20        30        40        50        60        70          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      80 
2MEPSP E 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (50-74:260-284) 
 
      20        30        40        50        60        70          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      80 
2MEPSP E 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (50-74:260-284) 
 
      20        30        40        50        60        70          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      80 
2MEPSP E 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (50-74:260-284) 
 
      20        30        40        50        60        70          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      80 
2MEPSP E 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (50-74:260-284) 
 
      20        30        40        50        60        70          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
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     230       240       250       260       270       280          
 
      80 
2MEPSP E 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (50-74:260-284) 
 
      20        30        40        50        60        70          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      80 
2MEPSP E 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (50-74:260-284) 
 
      20        30        40        50        60        70          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      80 
2MEPSP E 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (50-74:260-284) 
 
      20        30        40        50        60        70          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      80 
2MEPSP E 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (50-74:260-284) 
 
      20        30        40        50        60        70          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      80 
2MEPSP E 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (50-74:260-284) 
 
      20        30        40        50        60        70          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      80 
2MEPSP E 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
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 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (50-74:260-284) 
 
      20        30        40        50        60        70          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      80 
2MEPSP E 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (48-74:258-284) 
 
        20        30        40        50        60        70        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
        80 
2MEPSP MRE 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (50-74:260-284) 
 
      20        30        40        50        60        70          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      80 
2MEPSP E 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (50-74:260-284) 
 
      20        30        40        50        60        70          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      80 
2MEPSP E 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.1  bits: 20.4 E():   26 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (48-74:261-287) 
 
        20        30        40        50        60        70        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
        80 
2MEPSP MRE 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.0  bits: 20.4 E():   26 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (48-74:266-292) 
 
        20        30        40        50        60        70        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
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gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
        80 
2MEPSP MRE 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 19.0 E():   26 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (40-64:60-84) 
 
      10        20        30        40        50        60          
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
      70        80              
2MEPSP YVLDGVPRMRE              
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 76.7  bits: 21.1 E():   27 
Smith-Waterman score: 55; 28.1% identity (50.0% similar) in 64 aa overlap (13-76:401-459) 
 
                                 10        20        30        40   
2MEPSP                   DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     : ::  ::. .  ..:   :   :  : .: 
gi|298 AIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFAVVLKAGRE 
              380       390       400       410       420       430 
 
             50        60        70        80                       
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE                       
            :   . ...   :.:.  :. : :: ..:                           
gi|298 -----GLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQEVE 
                   440       450       460       470       480      
 
gi|298 VFRPFQSRDEKERERFSIV 
         490       500     
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.0  bits: 20.1 E():   30 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (39-74:238-273) 
 
       10        20        30        40        50        60         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
       70        80 
2MEPSP TYVLDGVPRMRE 
       : .  :       
gi|313 TAATGGYKV    
       270          
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (39-74:246-281) 
 
       10        20        30        40        50        60         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
       70        80 
2MEPSP TYVLDGVPRMRE 
       : .  :       
gi|295 TAATGGYKV    
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         280        
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (40-64:61-85) 
 
      10        20        30        40        50        60          
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
      70        80         
2MEPSP YVLDGVPRMRE         
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217          DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAK 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP VTAAGGNATYVLDGVPRMRE                                         
                                                                    
gi|217 IEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVL 
              60        70        80        90       100       110  
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217          DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAK 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP VTAAGGNATYVLDGVPRMRE                                         
                                                                    
gi|217 IEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVL 
              60        70        80        90       100       110  
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217          DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAK 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP VTAAGGNATYVLDGVPRMRE                                         
                                                                    
gi|217 IEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVL 
              60        70        80        90       100       110  
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:9-26) 
 
               10        20        30        40        50        60 
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2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|179          DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP VTAAGGNATYVLDGVPRMRE                                         
                                                                    
gi|179 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLV 
              60        70        80        90       100       110  
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217          DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAK 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP VTAAGGNATYVLDGVPRMRE                                         
                                                                    
gi|217 IEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVL 
              60        70        80        90       100       110  
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217          DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAK 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP VTAAGGNATYVLDGVPRMRE                                         
                                                                    
gi|217 IEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVL 
              60        70        80        90       100       110  
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217          DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAK 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP VTAAGGNATYVLDGVPRMRE                                         
                                                                    
gi|217 IEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVL 
              60        70        80        90       100       110  
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217          DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAK 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP VTAAGGNATYVLDGVPRMRE                                         
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gi|217 IEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVL 
              60        70        80        90       100       110  
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217          DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAK 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP VTAAGGNATYVLDGVPRMRE                                         
                                                                    
gi|217 IEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVL 
              60        70        80        90       100       110  
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:9-26) 
 
               10        20        30        40        50        60 
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217          DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAK 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP VTAAGGNATYVLDGVPRMRE                                         
                                                                    
gi|217 IEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVL 
              60        70        80        90       100       110  
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (39-74:238-273) 
 
       10        20        30        40        50        60         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
       70        80 
2MEPSP TYVLDGVPRMRE 
       : .  :       
gi|313 TAATGGYKV    
       270          
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (39-74:238-273) 
 
       10        20        30        40        50        60         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
       70        80 
2MEPSP TYVLDGVPRMRE 
       : .  :       
gi|313 TAATGGYKV    
       270          
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (39-74:238-273) 
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       10        20        30        40        50        60         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
       70        80 
2MEPSP TYVLDGVPRMRE 
       : .  :       
gi|168 TAATGGYKV    
       270          
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:18-35) 
 
               10        20        30        40        50        60 
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP VTAAGGNATYVLDGVPRMRE                                         
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:22-39) 
 
                   10        20        30        40        50       
2MEPSP     DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP LTAAVTAAGGNATYVLDGVPRMRE                                     
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:26-43) 
 
                       10        20        30        40        50   
2MEPSP         DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRE                                 
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:26-43) 
 
                       10        20        30        40        50   
2MEPSP         DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
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             60        70        80                                 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRE                                 
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:26-43) 
 
                       10        20        30        40        50   
2MEPSP         DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRE                                 
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:26-43) 
 
                       10        20        30        40        50   
2MEPSP         DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRE                                 
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:26-43) 
 
                       10        20        30        40        50   
2MEPSP         DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRE                                 
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:26-43) 
 
                       10        20        30        40        50   
2MEPSP         DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRE                                 
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 73.8  bits: 19.8 E():   39 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (50-74:280-304) 
 
      20        30        40        50        60        70          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
      80 
2MEPSP E 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 73.7  bits: 20.2 E():   40 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (35-59:22-45) 
 
           10        20        30        40        50        60     
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                                     ::..: :.:. :: .:. . ::: :      
gi|113          MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHN 
                        10        20         30        40        50 
 
           70        80                                             
2MEPSP GGNATYVLDGVPRMRE                                             
                                                                    
gi|113 IIDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFA 
               60        70        80        90       100       110 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 18.8 E():   44 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:55-72) 
 
                            10        20        30        40        
2MEPSP              DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
        50        60        70        80                            
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE                            
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.7  bits: 15.7 E():   45 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (62-76:2-16) 
 
              40        50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     :. ::. . : : .:     
gi|320                              YTTEGGTKSEVEDVIPEGWK 
                                            10        20 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.1  bits: 18.9 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (13-46:152-189) 
 
                                 10        20           30          
2MEPSP                   DVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
      40         50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
       : :. .::                                   
gi|313 KCERGKLFANCCK                              
             190                                  
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
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 initn:  43 init1:  43 opt:  48  Z-score: 72.1  bits: 18.9 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (13-46:152-189) 
 
                                 10        20           30          
2MEPSP                   DVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
      40         50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
       : :. .::                                   
gi|476 KCERGKLFANCCK                              
             190                                  
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (15-53:369-408) 
 
                               10        20        30        40     
2MEPSP                 DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
            50        60        70        80                        
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE                        
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (15-53:369-408) 
 
                               10        20        30        40     
2MEPSP                 DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
            50        60        70        80                        
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE                        
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (15-53:369-408) 
 
                               10        20        30        40     
2MEPSP                 DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
            50        60        70        80                        
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE                        
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (15-53:369-408) 
 
                               10        20        30        40     
2MEPSP                 DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|117 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
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      340       350       360       370       380       390         
 
            50        60        70        80                        
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE                        
       .: : .. ::                                                   
gi|117 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDK 
      400       410       420       430       440       450         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (15-53:369-408) 
 
                               10        20        30        40     
2MEPSP                 DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
            50        60        70        80                        
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE                        
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (15-53:369-408) 
 
                               10        20        30        40     
2MEPSP                 DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
            50        60        70        80                        
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE                        
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (15-53:369-408) 
 
                               10        20        30        40     
2MEPSP                 DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
            50        60        70        80                        
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE                        
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (15-53:369-408) 
 
                               10        20        30        40     
2MEPSP                 DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
            50        60        70        80                        
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE                        
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
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>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (15-53:369-408) 
 
                               10        20        30        40     
2MEPSP                 DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
            50        60        70        80                        
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE                        
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (15-53:369-408) 
 
                               10        20        30        40     
2MEPSP                 DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
            50        60        70        80                        
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE                        
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (15-53:369-408) 
 
                               10        20        30        40     
2MEPSP                 DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
            50        60        70        80                        
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE                        
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (15-53:369-408) 
 
                               10        20        30        40     
2MEPSP                 DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
            50        60        70        80                        
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE                        
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.3  bits: 17.5 E():   53 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (16-47:40-71) 
 
                              10        20        30        40      
2MEPSP                DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
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                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
          50        60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
       :.                                  
gi|154 FVDSLDKIAQVPRVG                     
      70        80                         
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (53-75:22-44) 
 
             30        40        50        60        70        80   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE   
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (53-75:22-44) 
 
             30        40        50        60        70        80   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE   
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 70.9  bits: 19.3 E():   56 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (39-74:267-298) 
 
       10        20        30        40        50        60         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
       70        80 
2MEPSP TYVLDGVPRMRE 
       : .  :       
gi|663 TAAAGGYKA    
            300     
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (39-66:210-237) 
 
       10        20        30        40        50        60         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
       70        80 
2MEPSP TYVLDGVPRMRE 
                    
gi|226 V            
     240            
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 18.2 E():   60 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (17-65:75-123) 
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                             10        20        30        40       
2MEPSP               DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
         50        60        70        80                    
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE                    
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 18.2 E():   60 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (17-65:75-123) 
 
                             10        20        30        40       
2MEPSP               DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
         50        60        70        80                    
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE                    
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.3  bits: 19.3 E():   61 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (19-74:267-318) 
 
                           10        20        30        40         
2MEPSP             DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
       50        60        70        80          
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE          
        .: :    :.:: :: : :: .  :                
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV 
        300           310       320       330    
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.2  bits: 15.8 E():   61 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (15-27:5-17) 
 
               10        20        30        40        50        60 
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                     .: :: .:: :::                                  
gi|323           INLKAVIADPVAKTAVVQAGATLGEVYYXI                     
                         10        20        30                     
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.2 E():   64 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (19-47:43-71) 
 
                           10        20        30        40         
2MEPSP             DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
       50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                        
gi|122 SLDKIAQVPRVG                     
             80                         
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>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 17.6 E():   64 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (41-68:54-81) 
 
               20        30        40        50        60        70 
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
               80               
2MEPSP VLDGVPRMRE               
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (41-64:61-84) 
 
               20        30        40        50        60        70 
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
               80         
2MEPSP VLDGVPRMRE         
                          
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (40-69:5-32) 
 
      10        20        30        40        50        60          
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
      70        80                                                  
2MEPSP YVLDGVPRMRE                                                  
                                                                    
gi|300 TEEQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (40-69:5-32) 
 
      10        20        30        40        50        60          
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
      70        80                                                  
2MEPSP YVLDGVPRMRE                                                  
                                                                    
gi|300 TEEQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.3  bits: 19.0 E():   69 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (45-72:7-33) 
 
           20        30        40        50        60        70     
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     :..:..:   : .: : . : :. :..:   
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gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
           80                                                       
2MEPSP VPRMRE                                                       
                                                                    
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (58-78:11-34) 
 
        30        40        50        60        70           80     
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRE     
                                     :... ::    .:::::   .:..       
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.7  bits: 18.7 E():   75 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (29-42:91-104) 
 
                 10        20        30        40        50         
2MEPSP   DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
       60        70        80                                       
2MEPSP AAVTAAGGNATYVLDGVPRMRE                                       
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (12-27:172-187) 
 
                                  10        20        30        40  
2MEPSP                    DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
              50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                               
gi|256 KESLAKKNHGLSRSE                         
             210                               
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (12-27:173-188) 
 
                                  10        20        30        40  
2MEPSP                    DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
              50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                               
gi|187 KESLAKKNHGLSRSE                         
            210                                
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (12-27:173-188) 
 
                                  10        20        30        40  
2MEPSP                    DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
              50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                               
gi|187 KESLAKKNHGLSRSE                         
            210                                
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (49-68:67-86) 
 
       20        30        40        50        60        70         
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
       80              
2MEPSP RE              
                       
gi|668 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (49-68:67-86) 
 
       20        30        40        50        60        70         
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
       80              
2MEPSP RE              
                       
gi|833 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (48-68:267-287) 
 
        20        30        40        50        60        70        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
        240       250       260       270       280       290       
 
        80     
2MEPSP MRE     
               
gi|119 SAGGYKV 
        300    
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.9  bits: 18.0 E():   82 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (6-45:106-145) 
 
                                        10        20        30      
2MEPSP                          DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
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          80        90       100       110       120       130      
 
          40        50        60        70        80        
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE        
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (29-42:76-89) 
 
                 10        20        30        40        50         
2MEPSP   DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
       60        70        80                                       
2MEPSP AAVTAAGGNATYVLDGVPRMRE                                       
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.0 E():   88 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (57-76:69-88) 
 
         30        40        50        60        70        80       
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE       
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
gi|105 T 
         
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 18.4 E():   89 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (29-42:91-104) 
 
                 10        20        30        40        50         
2MEPSP   DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
       60        70        80                                       
2MEPSP AAVTAAGGNATYVLDGVPRMRE                                       
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (29-42:91-104) 
 
                 10        20        30        40        50         
2MEPSP   DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
       60        70        80                                       
2MEPSP AAVTAAGGNATYVLDGVPRMRE                                       
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.1  bits: 17.3 E():   91 
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Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (32-62:6-35) 
 
              10        20        30        40        50        60  
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.. . : .:. . :: . :...   :::  
gi|144                          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAK 
                                        10         20        30     
 
              70        80                                          
2MEPSP TAAGGNATYVLDGVPRMRE                                          
       :                                                            
gi|144 TVKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQ 
           40        50        60        70        80        90     
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (39-74:238-273) 
 
       10        20        30        40        50        60         
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
       70        80 
2MEPSP TYVLDGVPRMRE 
       : .  :       
gi|313 TAAAGGYKV    
       270          
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.7 E():   95 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (9-31:154-176) 
 
                                     10        20        30         
2MEPSP                       DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ...:: :  . ..  :  .:.::        
gi|501 ITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL      
           130       140       150       160       170              
 
       40        50        60        70        80 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.4  bits: 14.6 E():   98 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (16-29:3-16) 
 
               10        20        30        40        50        60 
2MEPSP DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                      :.: .::.  : ::                                
gi|463              DFVDAHNAARAQVGVGPVHWT                           
                            10        20                            
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.4  bits: 18.4 E():   99 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (48-74:276-298) 
 
        20        30        40        50        60        70        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
        80 
2MEPSP MRE 
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 66.3  bits: 18.4 E(): 1e 
Smith-Waterman score: 46; 29.2% identity (54.2% similar) in 48 aa overlap (1-48:116-157) 
 
                                             10        20        30 
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2MEPSP                               DVHYMLGALRTLGLSVEADKAAKRAVVVGC 
                                     :: .:::     :.:..       : : .  
gi|249 INCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSMDD------ASVGSV 
          90       100       110       120       130                
 
               40        50        60        70        80           
2MEPSP GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE           
       ...: : ..  ::  ..:                                           
gi|249 SSEFHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTVFVS 
     140       150       160       170       180       190          
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.3  bits: 18.1 E(): 1e 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (29-42:68-81) 
 
                 10        20        30        40        50         
2MEPSP   DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
       60        70        80                                       
2MEPSP AAVTAAGGNATYVLDGVPRMRE                                       
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.3  bits: 18.1 E(): 1e 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (29-42:68-81) 
 
                 10        20        30        40        50         
2MEPSP   DVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
       60        70        80                                       
2MEPSP AAVTAAGGNATYVLDGVPRMRE                                       
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:28 2011 done: Tue Apr 19 10:57:28 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 53  - 132 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     2     2:* 
  32     6     8:==* 
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  34    17    22:====== * 
  36    45    44:==============* 
  38    54    73:==================      * 
  40    87   102:=============================    * 
  42   129   125:=========================================*= 
  44   155   138:=============================================*====== 
  46   177   140:==============================================*============ 
  48   132   134:============================================* 
  50   123   122:========================================* 
  52    86   108:=============================      * 
  54   147    92:==============================*================== 
  56    61    77:=====================    * 
  58    29    63:==========          * 
  60    33    51:===========     * 
  62    23    41:========     * 
  64    16    33:======    * 
  66    26    26:========* 
  68    14    20:===== * 
  70    13    16:=====* 
  72    16    12:===*== 
  74    23    10:===*==== 
  76    23     8:==*===== 
  78    21     6:=*===== 
  80     9     5:=*= 
  82     1     3:* 
  84     2     3:* 
  86     3     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     2     0:=         *== 
 104     0     0:          * 
 106     2     0:=         *== 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.12320.00328; mu= 11.5050 0.170 
 mean_var=44.482813.221, 0's: 2 Z-trim: 3  B-trim: 65 in 1/43 
 Lambda= 0.192300 
 Kolmogorov-Smirnov  statistic: 0.0386 (N=29) at  70 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 25.3    0.31 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 24.5    0.55 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 24.2    0.66 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 23.7    0.97 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 23.4     1.2 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 23.4     1.2 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 22.8     1.7 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 22.6     2.1 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 21.4     4.5 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 20.9     6.6 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 20.9     6.6 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   56 20.9     6.6 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   61 22.7     6.8 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 20.6       8 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.0     8.1 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   61 22.7     8.1 
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gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.1     9.2 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.3     9.6 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 20.4      12 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.2      14 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 19.8      14 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.2      15 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.2      15 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   60 22.6      16 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   51 19.5      17 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 19.5      17 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   53 20.3      19 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 20.6      20 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 19.6      20 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 19.6      20 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 19.6      20 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 19.6      20 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 19.6      20 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 19.6      20 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 19.6      20 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.6      20 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.2      21 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 19.2      21 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.2      21 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 19.2      21 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      22 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 19.6      22 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 19.6      22 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      22 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   54 20.7      22 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 19.6      22 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.4      25 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.4      25 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.4      25 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.7      25 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.4      25 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.4      26 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.0      26 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   55 21.1      27 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.1      30 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.1      30 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 18.7      31 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 18.7      35 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 18.7      35 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 18.7      35 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 19.8      36 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 19.8      36 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 19.8      36 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 18.8      37 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 18.8      38 
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gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 18.8      38 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 18.8      38 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 18.8      38 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 18.8      38 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 18.8      38 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.8      38 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 19.8      39 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.2      39 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 18.8      44 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.7      45 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 18.9      48 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 18.9      48 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.3      48 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      48 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      48 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 17.5      53 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.2      56 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.2      56 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.3      56 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 18.9      57 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.2      59 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.2      59 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.3      61 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 15.8      61 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.6      64 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.2      64 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.6      65 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 17.9      65 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 17.9      65 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.0      68 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   45 18.0      73 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 18.7      74 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.3      76 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.3      76 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.3      76 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.3      80 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.3      80 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.7      82 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.0      82 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.4      85 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.0      88 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.4      89 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.4      90 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.3      91 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.4      92 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   44 17.7      95 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.4      98 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 14.6      99 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.1      99 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.1      99 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 18.8   1e 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.1   1e 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 111.7  bits: 25.3 E(): 0.31 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (8-63:31-85) 
 
                                      10        20         30       
2MEPSP                        VHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
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         40        50        60        70        80        
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER        
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 107.2  bits: 24.5 E(): 0.55 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (8-63:31-85) 
 
                                      10        20        30        
2MEPSP                        VHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
          40        50        60        70        80        
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER        
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 105.7  bits: 24.2 E(): 0.66 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (11-63:34-85) 
 
                                   10        20        30           
2MEPSP                     VHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
       40        50        60        70        80        
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER        
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 102.7  bits: 23.7 E(): 0.97 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (8-63:31-85) 
 
                                      10         20        30       
2MEPSP                        VHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
         40        50        60        70        80        
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER        
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.3  bits: 23.4 E():  1.2 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (11-63:33-84) 
 
                                   10        20        30           
2MEPSP                     VHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
       40        50        60        70        80        
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER        
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
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>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.3  bits: 23.4 E():  1.2 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (11-63:33-84) 
 
                                   10        20        30           
2MEPSP                     VHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
       40        50        60        70        80        
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER        
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 98.2  bits: 22.8 E():  1.7 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (8-63:31-85) 
 
                                      10        20        30        
2MEPSP                        VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
        40        50        60        70        80        
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER        
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 96.7  bits: 22.6 E():  2.1 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (8-63:31-85) 
 
                                      10        20         30       
2MEPSP                        VHYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
         40        50        60        70        80        
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER        
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 90.8  bits: 21.4 E():  4.5 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (8-63:29-83) 
 
                                    10        20        30          
2MEPSP                      VHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
        40        50        60        70        80        
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER        
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 87.7  bits: 20.9 E():  6.6 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (8-63:31-85) 
 
                                      10         20        30       
2MEPSP                        VHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
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gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
         40        50        60        70        80        
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER        
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 87.7  bits: 20.9 E():  6.6 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (8-63:31-85) 
 
                                      10         20        30       
2MEPSP                        VHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
         40        50        60        70        80        
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER        
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 87.7  bits: 20.9 E():  6.6 
Smith-Waterman score: 56; 36.2% identity (51.7% similar) in 58 aa overlap (5-62:30-83) 
 
                                        10        20        30      
2MEPSP                          VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                                    .::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
          40        50        60        70        80         
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER         
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  61  Z-score: 87.5  bits: 22.7 E():  6.8 
Smith-Waterman score: 61; 20.9% identity (65.7% similar) in 67 aa overlap (14-78:315-375) 
 
                                10        20        30        40    
2MEPSP                  VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK---- 
          290       300       310       320       330       340     
 
            50        60        70          80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG--VPRMRER 
         .:. ....:.  . .:.. .:.  ...:  :: ..   
gi|495 --IGEINLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA 
                350       360       370        
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 86.2  bits: 20.6 E():    8 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (8-63:31-85) 
 
                                      10         20        30       
2MEPSP                        VHYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
         40        50        60        70        80        
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER        
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
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                 70        80        90       100          
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.2  bits: 22.0 E():  8.1 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (38-73:252-287) 
 
        10        20        30        40        50        60        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
        70        80 
2MEPSP TYVLDGVPRMRER 
       : .  :        
gi|144 TAAAGGYKV     
             290     
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 86.1  bits: 22.7 E():  8.1 
Smith-Waterman score: 61; 23.9% identity (64.2% similar) in 67 aa overlap (14-80:163-228) 
 
                                10        20        30        40    
2MEPSP                  VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
            50        60        70        80                        
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER                        
         : . ..:.:...: ..:   .   .::.. : :..                        
gi|845 QTLDQYALAQRKISA-LSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLT 
            200        210       220       230       240       250  
 
gi|845 TIKNKLETELSTVRADLDETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRR 
             260       270       280       290       300       310  
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.1  bits: 22.1 E():  9.2 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (16-65:17-66) 
 
                10        20        30        40        50          
2MEPSP  VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                       :..:.:     .:  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP VTAAGGNATYVLDGVPRMRER                                        
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.8  bits: 20.3 E():  9.6 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (39-61:59-81) 
 
       10        20        30        40        50        60         
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
       70        80        
2MEPSP YVLDGVPRMRER        
                           
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 82.9  bits: 20.4 E():   12 
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Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (4-29:75-101) 
 
                                           10        20        30   
2MEPSP                            VHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
             40        50        60        70        80 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                                        
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR       
          110       120       130       140             
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (38-73:248-283) 
 
        10        20        30        40        50        60        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
        70        80 
2MEPSP TYVLDGVPRMRER 
       : .  :        
gi|239 TAATGGYKV     
       280           
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 81.7  bits: 19.8 E():   14 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (11-57:34-79) 
 
                                   10        20        30           
2MEPSP                     VHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
       40        50        60        70        80        
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER        
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.2  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (38-73:274-309) 
 
        10        20        30        40        50        60        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
        70        80 
2MEPSP TYVLDGVPRMRER 
       : .  :        
gi|398 TAATGGYKV     
           310       
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.2  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (38-73:274-309) 
 
        10        20        30        40        50        60        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
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        70        80 
2MEPSP TYVLDGVPRMRER 
       : .  :        
gi|330 TAATGGYKV     
           310       
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 80.9  bits: 22.6 E():   16 
Smith-Waterman score: 60; 23.9% identity (64.2% similar) in 67 aa overlap (14-80:563-628) 
 
                                10        20        30        40    
2MEPSP                  VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
            50        60        70        80                        
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER                        
         : . ..:.:...: ..:   .   .::.. : :..                        
gi|425 QTLDQYALAQRKISA-LSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLT 
            600        610       620       630       640       650  
 
gi|425 AIKNKLETELSTAQADLDEVTKELHAADERANRALADAARAVQELHEEQEHSMKIDALRK 
             660       670       680       690       700       710  
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 51; 32.4% identity (52.9% similar) in 68 aa overlap (11-73:34-96) 
 
                                   10         20        30          
2MEPSP                     VHYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
      40        50        60            70        80       
2MEPSP EEVQLFLGNAGIAMRSLTAAVTA----AGGNATYVLDGVPRMRER       
       ::..::: :     :.:: . :     :: :   : ::              
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH 
              70        80        90          100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (39-63:61-85) 
 
       10        20        30        40        50        60         
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
       70        80        
2MEPSP YVLDGVPRMRER        
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.4  bits: 20.3 E():   19 
Smith-Waterman score: 53; 38.1% identity (81.0% similar) in 21 aa overlap (2-22:42-62) 
 
                                            10        20        30  
2MEPSP                              VHYMLGALRTLGLSVEADKAAKRAVVVGCGG 
                                     .::: ..:  : ..:.:...:          
gi|256 VCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGKEICPLTVVQ 
              20        30        40        50        60        70  
 
              40        50        60        70        80            
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER            
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gi|256 SPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIVEREGLQAVK 
              80        90       100       110       120       130  
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.2  bits: 20.6 E():   20 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (38-73:227-262) 
 
        10        20        30        40        50        60        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
        70        80 
2MEPSP TYVLDGVPRMRER 
       : .  :        
gi|180 TAAAGGYKV     
        260          
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                       :..  :...: :: :. :                           
gi|760         DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKI 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP TAAGGNATYVLDGVPRMRER                                         
                                                                    
gi|760 EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLG 
             60        70        80        90       100       110   
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                       :..  :...: :: :. :                           
gi|157         SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKI 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP TAAGGNATYVLDGVPRMRER                                         
                                                                    
gi|157 EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMG 
             60        70        80        90       100       110   
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                       :..  :...: :: :. :                           
gi|256         DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKI 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP TAAGGNATYVLDGVPRMRER                                         
                                                                    
gi|256 EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMG 
             60        70        80        90       100       110   
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:9-26) 
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               10        20        30        40        50        60 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                       :..  :...: :: :. :                           
gi|214         SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKI 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP TAAGGNATYVLDGVPRMRER                                         
                                                                    
gi|214 EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMG 
             60        70        80        90       100       110   
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                       :..  :...: :: :. :                           
gi|217         DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKI 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP TAAGGNATYVLDGVPRMRER                                         
                                                                    
gi|217 EIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLG 
             60        70        80        90       100       110   
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                       :..  :...: :: :. :                           
gi|217         DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKI 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP TAAGGNATYVLDGVPRMRER                                         
                                                                    
gi|217 EIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLG 
             60        70        80        90       100       110   
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:10-27) 
 
               10        20        30        40        50        60 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                       :..  :...: :: :. :                           
gi|110        RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKI 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP TAAGGNATYVLDGVPRMRER                                         
                                                                    
gi|110 EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMG 
            60        70        80        90       100       110    
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.9  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:15-32) 
 
               10        20        30        40        50        60 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                       :..  :...: :: :. :                           
gi|394   VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKI 
                 10        20        30        40        50         
 
               70        80                                         
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2MEPSP TAAGGNATYVLDGVPRMRER                                         
                                                                    
gi|394 EIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLG 
       60        70        80        90       100       110         
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (39-61:61-83) 
 
       10        20        30        40        50        60         
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
       70        80        
2MEPSP YVLDGVPRMRER        
                           
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (12-63:35-85) 
 
                                  10        20        30            
2MEPSP                    VHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
      40        50        60        70        80        
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER        
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (39-61:61-83) 
 
       10        20        30        40        50        60         
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
       70        80        
2MEPSP YVLDGVPRMRER        
                           
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (12-63:35-85) 
 
                                  10        20        30            
2MEPSP                    VHYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
      40        50        60        70        80        
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER        
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   22 
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Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:25-42) 
 
                       10        20        30        40        50   
2MEPSP         VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRER                                 
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:25-42) 
 
                       10        20        30        40        50   
2MEPSP         VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRER                                 
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:26-43) 
 
                        10        20        30        40        50  
2MEPSP          VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRER                                
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:26-43) 
 
                        10        20        30        40        50  
2MEPSP          VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRER                                
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 78.3  bits: 20.7 E():   22 
Smith-Waterman score: 54; 39.3% identity (67.9% similar) in 28 aa overlap (44-71:8-34) 
 
            20        30        40        50        60        70    
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVR 
                                      10        20         30       
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            80                                                      
2MEPSP VPRMRER                                                      
                                                                    
gi|324 EASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKII 
         40        50        60        70        80        90       
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (47-65:87-105) 
 
         20        30        40        50        60        70       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
         80                                 
2MEPSP MRER                                 
                                            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (47-73:251-277) 
 
         20        30        40        50        60        70       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
         80 
2MEPSP MRER 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (47-73:252-278) 
 
         20        30        40        50        60        70       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
         80 
2MEPSP MRER 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (47-73:255-281) 
 
         20        30        40        50        60        70       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
         80 
2MEPSP MRER 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.3  bits: 19.7 E():   25 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (53-68:142-161) 
 
             30        40        50        60            70         
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
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       80   
2MEPSP ER   
            
gi|249 GYKV 
            
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (49-73:260-284) 
 
       20        30        40        50        60        70         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       80 
2MEPSP ER 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (49-73:260-284) 
 
       20        30        40        50        60        70         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       80 
2MEPSP ER 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (49-73:260-284) 
 
       20        30        40        50        60        70         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       80 
2MEPSP ER 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (49-73:260-284) 
 
       20        30        40        50        60        70         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       80 
2MEPSP ER 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (49-73:260-284) 
 
       20        30        40        50        60        70         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       80 
2MEPSP ER 
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>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (49-73:260-284) 
 
       20        30        40        50        60        70         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       80 
2MEPSP ER 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (49-73:260-284) 
 
       20        30        40        50        60        70         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       80 
2MEPSP ER 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (49-73:260-284) 
 
       20        30        40        50        60        70         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       80 
2MEPSP ER 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (49-73:260-284) 
 
       20        30        40        50        60        70         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       80 
2MEPSP ER 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (49-73:260-284) 
 
       20        30        40        50        60        70         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       80 
2MEPSP ER 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (49-73:260-284) 
 
       20        30        40        50        60        70         
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2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       80 
2MEPSP ER 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (49-73:260-284) 
 
       20        30        40        50        60        70         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       80 
2MEPSP ER 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (47-73:258-284) 
 
         20        30        40        50        60        70       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
         80 
2MEPSP MRER 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (49-73:260-284) 
 
       20        30        40        50        60        70         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       80 
2MEPSP ER 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (49-73:260-284) 
 
       20        30        40        50        60        70         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       80 
2MEPSP ER 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (47-73:261-287) 
 
         20        30        40        50        60        70       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
         80 
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2MEPSP MRER 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.1  bits: 20.4 E():   26 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (47-73:266-292) 
 
         20        30        40        50        60        70       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
         80 
2MEPSP MRER 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 19.0 E():   26 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (39-63:60-84) 
 
       10        20        30        40        50        60         
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
       70        80             
2MEPSP YVLDGVPRMRER             
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 76.7  bits: 21.1 E():   27 
Smith-Waterman score: 55; 28.1% identity (50.0% similar) in 64 aa overlap (12-75:401-459) 
 
                                  10        20        30        40  
2MEPSP                    VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     : ::  ::. .  ..:   :   :  : .: 
gi|298 AIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFAVVLKAGRE 
              380       390       400       410       420       430 
 
              50        60        70        80                      
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER                      
            :   . ...   :.:.  :. : :: ..:                           
gi|298 -----GLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQEVE 
                   440       450       460       470       480      
 
gi|298 VFRPFQSRDEKERERFSIV 
         490       500     
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.0  bits: 20.1 E():   30 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (38-73:238-273) 
 
        10        20        30        40        50        60        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
        70        80 
2MEPSP TYVLDGVPRMRER 
       : .  :        
gi|313 TAATGGYKV     
       270           
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (38-73:246-281) 
 
        10        20        30        40        50        60        
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2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
        70        80 
2MEPSP TYVLDGVPRMRER 
       : .  :        
gi|295 TAATGGYKV     
         280         
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (39-63:61-85) 
 
       10        20        30        40        50        60         
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
       70        80        
2MEPSP YVLDGVPRMRER        
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                       :..  :...: :: :. :                           
gi|217         DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKI 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP TAAGGNATYVLDGVPRMRER                                         
                                                                    
gi|217 EIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLG 
             60        70        80        90       100       110   
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                       :..  :...: :: :. :                           
gi|217         DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKI 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP TAAGGNATYVLDGVPRMRER                                         
                                                                    
gi|217 EIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLG 
             60        70        80        90       100       110   
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                       :..  :...: :: :. :                           
gi|217         DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKI 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP TAAGGNATYVLDGVPRMRER                                         
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gi|217 EIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLG 
             60        70        80        90       100       110   
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                       :..  :...: :: :. :                           
gi|179         DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKI 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP TAAGGNATYVLDGVPRMRER                                         
                                                                    
gi|179 EIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVG 
             60        70        80        90       100       110   
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                       :..  :...: :: :. :                           
gi|217         DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKI 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP TAAGGNATYVLDGVPRMRER                                         
                                                                    
gi|217 EIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLG 
             60        70        80        90       100       110   
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                       :..  :...: :: :. :                           
gi|217         DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKI 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP TAAGGNATYVLDGVPRMRER                                         
                                                                    
gi|217 EIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLG 
             60        70        80        90       100       110   
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                       :..  :...: :: :. :                           
gi|217         DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKI 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP TAAGGNATYVLDGVPRMRER                                         
                                                                    
gi|217 EIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLG 
             60        70        80        90       100       110   
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:9-26) 
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               10        20        30        40        50        60 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                       :..  :...: :: :. :                           
gi|217         DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKI 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP TAAGGNATYVLDGVPRMRER                                         
                                                                    
gi|217 EIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLG 
             60        70        80        90       100       110   
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                       :..  :...: :: :. :                           
gi|217         DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKI 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP TAAGGNATYVLDGVPRMRER                                         
                                                                    
gi|217 EIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLG 
             60        70        80        90       100       110   
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:9-26) 
 
               10        20        30        40        50        60 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                       :..  :...: :: :. :                           
gi|217         DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKI 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP TAAGGNATYVLDGVPRMRER                                         
                                                                    
gi|217 EIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLG 
             60        70        80        90       100       110   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (38-73:238-273) 
 
        10        20        30        40        50        60        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
        70        80 
2MEPSP TYVLDGVPRMRER 
       : .  :        
gi|313 TAATGGYKV     
       270           
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (38-73:238-273) 
 
        10        20        30        40        50        60        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
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        70        80 
2MEPSP TYVLDGVPRMRER 
       : .  :        
gi|313 TAATGGYKV     
       270           
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (38-73:238-273) 
 
        10        20        30        40        50        60        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
        70        80 
2MEPSP TYVLDGVPRMRER 
       : .  :        
gi|168 TAATGGYKV     
       270           
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:18-35) 
 
                10        20        30        40        50          
2MEPSP  VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP VTAAGGNATYVLDGVPRMRER                                        
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:22-39) 
 
                    10        20        30        40        50      
2MEPSP      VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP LTAAVTAAGGNATYVLDGVPRMRER                                    
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:26-43) 
 
                        10        20        30        40        50  
2MEPSP          VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRER                                
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:26-43) 
 
                        10        20        30        40        50  
2MEPSP          VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRER                                
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:26-43) 
 
                        10        20        30        40        50  
2MEPSP          VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRER                                
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:26-43) 
 
                        10        20        30        40        50  
2MEPSP          VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRER                                
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:26-43) 
 
                        10        20        30        40        50  
2MEPSP          VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRER                                
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:26-43) 
 
                        10        20        30        40        50  
2MEPSP          VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
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               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRER                                
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.8  bits: 19.8 E():   39 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (49-73:280-304) 
 
       20        30        40        50        60        70         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
       80 
2MEPSP ER 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 73.7  bits: 20.2 E():   39 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (34-58:22-45) 
 
            10        20        30        40        50        60    
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                                     ::..: :.:. :: .:. . ::: :      
gi|113          MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHN 
                        10        20         30        40        50 
 
            70        80                                            
2MEPSP GGNATYVLDGVPRMRER                                            
                                                                    
gi|113 IIDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFA 
               60        70        80        90       100       110 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 18.8 E():   44 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:55-72) 
 
                             10        20        30        40       
2MEPSP               VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
         50        60        70        80                           
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER                           
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.7  bits: 15.7 E():   45 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (61-75:2-16) 
 
               40        50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     :. ::. . : : .:      
gi|320                              YTTEGGTKSEVEDVIPEGWK  
                                            10        20  
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (12-45:152-189) 
 
                                  10        20           30         
2MEPSP                    VHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
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             130       140       150       160       170       180  
 
        40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
       : :. .::                                    
gi|313 KCERGKLFANCCK                               
             190                                   
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (12-45:152-189) 
 
                                  10        20           30         
2MEPSP                    VHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
        40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
       : :. .::                                    
gi|476 KCERGKLFANCCK                               
             190                                   
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (14-52:369-408) 
 
                                10        20        30         40   
2MEPSP                  VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             50        60        70        80                       
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER                       
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (14-52:369-408) 
 
                                10        20        30         40   
2MEPSP                  VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             50        60        70        80                       
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER                       
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (14-52:369-408) 
 
                                10        20        30         40   
2MEPSP                  VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             50        60        70        80                       
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER                       
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
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>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (14-52:369-408) 
 
                                10        20        30         40   
2MEPSP                  VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|117 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             50        60        70        80                       
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER                       
       .: : .. ::                                                   
gi|117 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDK 
      400       410       420       430       440       450         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (14-52:369-408) 
 
                                10        20        30         40   
2MEPSP                  VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             50        60        70        80                       
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER                       
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (14-52:369-408) 
 
                                10        20        30         40   
2MEPSP                  VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             50        60        70        80                       
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER                       
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (14-52:369-408) 
 
                                10        20        30         40   
2MEPSP                  VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             50        60        70        80                       
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER                       
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (14-52:369-408) 
 
                                10        20        30         40   
2MEPSP                  VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
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                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             50        60        70        80                       
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER                       
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (14-52:369-408) 
 
                                10        20        30         40   
2MEPSP                  VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             50        60        70        80                       
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER                       
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (14-52:369-408) 
 
                                10        20        30         40   
2MEPSP                  VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             50        60        70        80                       
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER                       
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (14-52:369-408) 
 
                                10        20        30         40   
2MEPSP                  VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             50        60        70        80                       
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER                       
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (14-52:369-408) 
 
                                10        20        30         40   
2MEPSP                  VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             50        60        70        80                       
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER                       
       .: : .. ::                                                   
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gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.3  bits: 17.5 E():   53 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (15-46:40-71) 
 
                               10        20        30        40     
2MEPSP                 VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
           50        60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
       :.                                   
gi|154 FVDSLDKIAQVPRVG                      
      70        80                          
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (52-74:22-44) 
 
              30        40        50        60        70        80  
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER  
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (52-74:22-44) 
 
              30        40        50        60        70        80  
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER  
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 70.9  bits: 19.3 E():   56 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (38-73:267-298) 
 
        10        20        30        40        50        60        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
        70        80 
2MEPSP TYVLDGVPRMRER 
       : .  :        
gi|663 TAAAGGYKA     
            300      
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (38-65:210-237) 
 
        10        20        30        40        50        60        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
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        70        80 
2MEPSP TYVLDGVPRMRER 
                     
gi|226 V             
     240             
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (16-64:75-123) 
 
                              10        20        30        40      
2MEPSP                VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
          50        60        70        80                   
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER                   
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (16-64:75-123) 
 
                              10        20        30        40      
2MEPSP                VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
          50        60        70        80                   
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER                   
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.3  bits: 19.3 E():   61 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (18-73:267-318) 
 
                            10        20        30        40        
2MEPSP              VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
        50        60        70        80         
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER         
        .: :    :.:: :: : :: .  :                
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV 
        300           310       320       330    
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.2  bits: 15.8 E():   61 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (14-26:5-17) 
 
               10        20        30        40        50        60 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                    .: :: .:: :::                                   
gi|323          INLKAVIADPVAKTAVVQAGATLGEVYYXI                      
                        10        20        30                      
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 17.6 E():   64 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (40-67:54-81) 
 
      10        20        30        40        50        60          
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
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gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
      70        80              
2MEPSP VLDGVPRMRER              
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.2 E():   64 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (18-46:43-71) 
 
                            10        20        30        40        
2MEPSP              VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                         
gi|122 SLDKIAQVPRVG                      
             80                          
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (40-63:61-84) 
 
      10        20        30        40        50        60          
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
      70        80        
2MEPSP VLDGVPRMRER        
                          
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (39-68:5-32) 
 
       10        20        30        40        50        60         
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
       70        80                                                 
2MEPSP YVLDGVPRMRER                                                 
                                                                    
gi|300 TEEQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (39-68:5-32) 
 
       10        20        30        40        50        60         
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
       70        80                                                 
2MEPSP YVLDGVPRMRER                                                 
                                                                    
gi|300 TEEQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
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             40        50        60        70        80        90   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.3  bits: 19.0 E():   68 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (44-71:7-33) 
 
            20        30        40        50        60        70    
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     :..:..:   : .: : . : :. :..:   
gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
            80                                                      
2MEPSP VPRMRER                                                      
                                                                    
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (57-77:11-34) 
 
         30        40        50        60        70           80    
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRER    
                                     :... ::    .:::::   .:..       
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (28-41:91-104) 
 
                  10        20        30        40        50        
2MEPSP    VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
        60        70        80                                      
2MEPSP AAVTAAGGNATYVLDGVPRMRER                                      
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (11-26:172-187) 
 
                                   10        20        30        40 
2MEPSP                     VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
               50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                                
gi|256 KESLAKKNHGLSRSE                          
             210                                
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (11-26:173-188) 
 
                                   10        20        30        40 
2MEPSP                     VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
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            150       160       170       180       190       200   
 
               50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                                
gi|187 KESLAKKNHGLSRSE                          
            210                                 
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (11-26:173-188) 
 
                                   10        20        30        40 
2MEPSP                     VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
               50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                                
gi|187 KESLAKKNHGLSRSE                          
            210                                 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (48-67:67-86) 
 
        20        30        40        50        60        70        
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
        80             
2MEPSP RER             
                       
gi|668 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (48-67:67-86) 
 
        20        30        40        50        60        70        
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
        80             
2MEPSP RER             
                       
gi|833 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (47-67:267-287) 
 
         20        30        40        50        60        70       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
        240       250       260       270       280       290       
 
         80    
2MEPSP MRER    
               
gi|119 SAGGYKV 
        300    
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>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.9  bits: 18.0 E():   82 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (5-44:106-145) 
 
                                         10        20        30     
2MEPSP                           VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
           40        50        60        70        80       
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER       
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (28-41:76-89) 
 
                  10        20        30        40        50        
2MEPSP    VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
        60        70        80                                      
2MEPSP AAVTAAGGNATYVLDGVPRMRER                                      
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.0 E():   88 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (56-75:69-88) 
 
          30        40        50        60        70        80      
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER      
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
gi|105 T 
         
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 18.4 E():   89 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (28-41:91-104) 
 
                  10        20        30        40        50        
2MEPSP    VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
        60        70        80                                      
2MEPSP AAVTAAGGNATYVLDGVPRMRER                                      
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (28-41:91-104) 
 
                  10        20        30        40        50        
2MEPSP    VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
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        60        70        80                                      
2MEPSP AAVTAAGGNATYVLDGVPRMRER                                      
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.1  bits: 17.3 E():   91 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (31-61:6-35) 
 
               10        20        30        40        50        60 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.. . : .:. . :: . :...   :::  
gi|144                          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAK 
                                        10         20        30     
 
               70        80                                         
2MEPSP TAAGGNATYVLDGVPRMRER                                         
       :                                                            
gi|144 TVKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQ 
           40        50        60        70        80        90     
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (38-73:238-273) 
 
        10        20        30        40        50        60        
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
        70        80 
2MEPSP TYVLDGVPRMRER 
       : .  :        
gi|313 TAAAGGYKV     
       270           
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.7 E():   95 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (8-30:154-176) 
 
                                      10        20        30        
2MEPSP                        VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ...:: :  . ..  :  .:.::        
gi|501 ITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL      
           130       140       150       160       170              
 
        40        50        60        70        80 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.4  bits: 18.4 E():   98 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (47-73:276-298) 
 
         20        30        40        50        60        70       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
         80 
2MEPSP MRER 
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.4  bits: 14.6 E():   99 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (15-28:3-16) 
 
               10        20        30        40        50        60 
2MEPSP VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
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                     :.: .::.  : ::                                 
gi|463             DFVDAHNAARAQVGVGPVHWT                            
                           10        20                             
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.3  bits: 18.1 E():   99 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (28-41:68-81) 
 
                  10        20        30        40        50        
2MEPSP    VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
        60        70        80                                      
2MEPSP AAVTAAGGNATYVLDGVPRMRER                                      
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.3  bits: 18.1 E():   99 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (28-41:68-81) 
 
                  10        20        30        40        50        
2MEPSP    VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
        60        70        80                                      
2MEPSP AAVTAAGGNATYVLDGVPRMRER                                      
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.3  bits: 18.8 E(): 1e 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (46-72:107-133) 
 
          20        30        40        50        60        70      
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
          80                                                        
2MEPSP RMRER                                                        
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.3  bits: 18.1 E(): 1e 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (28-41:69-82) 
 
                  10        20        30        40        50        
2MEPSP    VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
        60        70        80                                      
2MEPSP AAVTAAGGNATYVLDGVPRMRER                                      
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
 
 
80 residues in 1 query   sequences 
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339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:29 2011 done: Tue Apr 19 10:57:29 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 54  - 133 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     2     2:* 
  32     5     8:==* 
  34    14    22:=====  * 
  36    52    44:==============*=== 
  38    49    73:=================       * 
  40    84   102:============================     * 
  42   134   125:=========================================*=== 
  44   157   138:=============================================*======= 
  46   180   140:==============================================*============= 
  48   124   134:==========================================  * 
  50   127   122:========================================*== 
  52    85   108:=============================      * 
  54   144    92:==============================*================= 
  56    64    77:======================   * 
  58    30    63:==========          * 
  60    34    51:============    * 
  62    22    41:========     * 
  64    14    33:=====     * 
  66    27    26:========* 
  68    13    20:===== * 
  70    15    16:=====* 
  72    16    12:===*== 
  74    23    10:===*==== 
  76    21     8:==*==== 
  78    22     6:=*====== 
  80     8     5:=*= 
  82     3     3:* 
  84     2     3:* 
  86     3     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     2     0:=         *== 
 104     0     0:          * 
 106     1     0:=         *= 
 108     1     0:=         *= 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.16730.00327; mu= 11.3117 0.170 
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 mean_var=43.919913.132, 0's: 2 Z-trim: 3  B-trim: 65 in 1/43 
 Lambda= 0.193528 
 Kolmogorov-Smirnov  statistic: 0.0386 (N=29) at  70 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 25.4    0.29 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 24.6    0.52 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 24.3    0.63 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 23.7    0.93 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 23.5     1.1 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 23.5     1.1 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 22.9     1.7 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 22.6       2 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 21.5     4.3 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 20.9     6.5 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 20.9     6.5 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   56 20.9     6.5 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   61 22.7     6.7 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 20.7     7.8 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.1       8 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   61 22.7       8 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.1     9.1 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.4     9.4 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 20.5      12 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 19.8      14 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.2      14 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.2      15 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.2      15 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   60 22.6      16 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   51 19.5      17 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 19.5      17 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   53 20.3      19 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 19.6      19 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 19.6      19 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 19.6      19 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 19.6      19 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 19.6      19 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 19.6      19 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 20.6      19 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 19.6      19 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.6      20 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.3      20 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 19.3      20 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.3      20 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 19.3      20 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      21 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 19.6      21 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 19.6      21 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      21 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   54 20.7      22 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 19.6      22 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.4      24 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.4      25 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.7      25 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.4      25 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.4      25 
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gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.4      25 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.4      26 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.0      26 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   55 21.1      27 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.1      29 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.1      30 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 18.7      30 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 18.8      34 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 18.8      34 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 18.8      34 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 19.8      36 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 19.8      36 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 19.8      36 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 18.8      36 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 18.8      37 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 18.8      38 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 18.8      38 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 18.8      38 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 18.8      38 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 18.8      38 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.8      38 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 19.8      39 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.2      39 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.7      44 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 18.8      44 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 18.9      48 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 18.9      48 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.3      48 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      48 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      48 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 17.5      52 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.2      55 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.2      55 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.3      56 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 18.9      56 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.3      59 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.3      59 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 15.8      60 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.3      60 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.3      61 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.2      63 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.6      63 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.6      64 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 17.9      64 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 17.9      64 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.0      68 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   45 18.0      72 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 18.7      74 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.3      76 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.3      76 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.3      76 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.3      79 
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gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.3      79 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.0      82 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.7      82 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.4      84 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.0      87 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.4      88 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.4      89 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.4      90 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.4      92 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   44 17.7      95 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 14.6      96 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.4      98 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.3      99 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.1      99 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.1      99 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.1      99 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 18.8   1e 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 112.1  bits: 25.4 E(): 0.29 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (7-62:31-85) 
 
                                       10        20         30      
2MEPSP                         HYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
          40        50        60        70        80       
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP       
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 107.5  bits: 24.6 E(): 0.52 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (7-62:31-85) 
 
                                       10        20        30       
2MEPSP                         HYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
           40        50        60        70        80       
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP       
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 106.0  bits: 24.3 E(): 0.63 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (10-62:34-85) 
 
                                    10        20        30          
2MEPSP                      HYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
        40        50        60        70        80       
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP       
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 103.0  bits: 23.7 E(): 0.93 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (7-62:31-85) 
 
                                       10         20        30      
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2MEPSP                         HYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
          40        50        60        70        80       
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP       
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.6  bits: 23.5 E():  1.1 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (10-62:33-84) 
 
                                    10        20        30          
2MEPSP                      HYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
        40        50        60        70        80       
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP       
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.6  bits: 23.5 E():  1.1 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (10-62:33-84) 
 
                                    10        20        30          
2MEPSP                      HYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
        40        50        60        70        80       
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP       
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 98.5  bits: 22.9 E():  1.7 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (7-62:31-85) 
 
                                       10        20        30       
2MEPSP                         HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
         40        50        60        70        80       
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP       
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 97.0  bits: 22.6 E():    2 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (7-62:31-85) 
 
                                       10        20         30      
2MEPSP                         HYMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
          40        50        60        70        80       
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP       
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       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 91.1  bits: 21.5 E():  4.3 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (7-62:29-83) 
 
                                     10        20        30         
2MEPSP                       HYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
         40        50        60        70        80       
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP       
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 87.9  bits: 20.9 E():  6.5 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (7-62:31-85) 
 
                                       10         20        30      
2MEPSP                         HYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
          40        50        60        70        80       
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP       
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 87.9  bits: 20.9 E():  6.5 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (7-62:31-85) 
 
                                       10         20        30      
2MEPSP                         HYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
          40        50        60        70        80       
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP       
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 87.9  bits: 20.9 E():  6.5 
Smith-Waterman score: 56; 36.2% identity (51.7% similar) in 58 aa overlap (4-61:30-83) 
 
                                         10        20        30     
2MEPSP                           HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                                    .::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
           40        50        60        70        80        
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP        
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  61  Z-score: 87.7  bits: 22.7 E():  6.7 
Smith-Waterman score: 61; 20.9% identity (65.7% similar) in 67 aa overlap (13-77:315-375) 
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                                 10        20        30        40   
2MEPSP                   HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK---- 
          290       300       310       320       330       340     
 
             50        60        70          80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG--VPRMRERP 
         .:. ....:.  . .:.. .:.  ...:  :: ..    
gi|495 --IGEINLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA  
                350       360       370         
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 86.4  bits: 20.7 E():  7.8 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (7-62:31-85) 
 
                                       10         20        30      
2MEPSP                         HYMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
          40        50        60        70        80       
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP       
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.3  bits: 22.1 E():    8 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (37-72:252-287) 
 
         10        20        30        40        50        60       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
         70        80 
2MEPSP TYVLDGVPRMRERP 
       : .  :         
gi|144 TAAAGGYKV      
             290      
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 86.2  bits: 22.7 E():    8 
Smith-Waterman score: 61; 23.9% identity (64.2% similar) in 67 aa overlap (13-79:163-228) 
 
                                 10        20        30        40   
2MEPSP                   HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
             50        60        70        80                       
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP                       
         : . ..:.:...: ..:   .   .::.. : :..                        
gi|845 QTLDQYALAQRKISA-LSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLT 
            200        210       220       230       240       250  
 
gi|845 TIKNKLETELSTVRADLDETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRR 
             260       270       280       290       300       310  
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.3  bits: 22.1 E():  9.1 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (15-64:17-66) 
 
                 10        20        30        40        50         
2MEPSP   HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                       :..:.:     .:  :.  ..:::...: : :..    .. ... 
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gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP VTAAGGNATYVLDGVPRMRERP                                       
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.0  bits: 20.4 E():  9.4 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (38-60:59-81) 
 
        10        20        30        40        50        60        
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
        70        80       
2MEPSP YVLDGVPRMRERP       
                           
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 83.1  bits: 20.5 E():   12 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (3-28:75-101) 
 
                                            10        20        30  
2MEPSP                             HYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
              40        50        60        70        80 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                                         
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR        
          110       120       130       140              
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 81.9  bits: 19.8 E():   14 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (10-56:34-79) 
 
                                    10        20        30          
2MEPSP                      HYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
        40        50        60        70        80       
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP       
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.9  bits: 21.2 E():   14 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (37-72:248-283) 
 
         10        20        30        40        50        60       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
         70        80 
2MEPSP TYVLDGVPRMRERP 
       : .  :         
gi|239 TAATGGYKV      
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       280            
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.3  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (37-72:274-309) 
 
         10        20        30        40        50        60       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
         70        80 
2MEPSP TYVLDGVPRMRERP 
       : .  :         
gi|398 TAATGGYKV      
           310        
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.3  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (37-72:274-309) 
 
         10        20        30        40        50        60       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
         70        80 
2MEPSP TYVLDGVPRMRERP 
       : .  :         
gi|330 TAATGGYKV      
           310        
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 80.9  bits: 22.6 E():   16 
Smith-Waterman score: 60; 23.9% identity (64.2% similar) in 67 aa overlap (13-79:563-628) 
 
                                 10        20        30        40   
2MEPSP                   HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
             50        60        70        80                       
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP                       
         : . ..:.:...: ..:   .   .::.. : :..                        
gi|425 QTLDQYALAQRKISA-LSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLT 
            600        610       620       630       640       650  
 
gi|425 AIKNKLETELSTAQADLDEVTKELHAADERANRALADAARAVQELHEEQEHSMKIDALRK 
             660       670       680       690       700       710  
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.4  bits: 19.5 E():   17 
Smith-Waterman score: 51; 32.4% identity (52.9% similar) in 68 aa overlap (10-72:34-96) 
 
                                    10         20        30         
2MEPSP                      HYMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
       40        50        60            70        80      
2MEPSP EEVQLFLGNAGIAMRSLTAAVTA----AGGNATYVLDGVPRMRERP      
       ::..::: :     :.:: . :     :: :   : ::              
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH 
              70        80        90          100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.4  bits: 19.5 E():   17 
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Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (38-62:61-85) 
 
        10        20        30        40        50        60        
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
        70        80       
2MEPSP YVLDGVPRMRERP       
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.5  bits: 20.3 E():   19 
Smith-Waterman score: 53; 38.1% identity (81.0% similar) in 21 aa overlap (1-21:42-62) 
 
                                             10        20        30 
2MEPSP                               HYMLGALRTLGLSVEADKAAKRAVVVGCGG 
                                     .::: ..:  : ..:.:...:          
gi|256 VCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGKEICPLTVVQ 
              20        30        40        50        60        70  
 
               40        50        60        70        80           
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP           
                                                                    
gi|256 SPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIVEREGLQAVK 
              80        90       100       110       120       130  
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:9-26) 
 
               10        20        30        40        50        60 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                      :..  :...: :: :. :                            
gi|760        DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIE 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP AAGGNATYVLDGVPRMRERP                                         
                                                                    
gi|760 IKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGD 
            60        70        80        90       100       110    
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:9-26) 
 
               10        20        30        40        50        60 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                      :..  :...: :: :. :                            
gi|214        SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIE 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP AAGGNATYVLDGVPRMRERP                                         
                                                                    
gi|214 IKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGD 
            60        70        80        90       100       110    
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:9-26) 
 
               10        20        30        40        50        60 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                      :..  :...: :: :. :                            
gi|157        SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIE 
                      10        20        30        40        50    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1675

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
               70        80                                         
2MEPSP AAGGNATYVLDGVPRMRERP                                         
                                                                    
gi|157 IKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGD 
            60        70        80        90       100       110    
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:9-26) 
 
               10        20        30        40        50        60 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                      :..  :...: :: :. :                            
gi|256        DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIE 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP AAGGNATYVLDGVPRMRERP                                         
                                                                    
gi|256 IKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGD 
            60        70        80        90       100       110    
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:9-26) 
 
               10        20        30        40        50        60 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                      :..  :...: :: :. :                            
gi|217        DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIE 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP AAGGNATYVLDGVPRMRERP                                         
                                                                    
gi|217 IKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGD 
            60        70        80        90       100       110    
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:9-26) 
 
               10        20        30        40        50        60 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                      :..  :...: :: :. :                            
gi|217        DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIE 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP AAGGNATYVLDGVPRMRERP                                         
                                                                    
gi|217 IKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGD 
            60        70        80        90       100       110    
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.3  bits: 20.6 E():   19 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (37-72:227-262) 
 
         10        20        30        40        50        60       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
         70        80 
2MEPSP TYVLDGVPRMRERP 
       : .  :         
gi|180 TAAAGGYKV      
        260           
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>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:10-27) 
 
               10        20        30        40        50        60 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                      :..  :...: :: :. :                            
gi|110       RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIE 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP AAGGNATYVLDGVPRMRERP                                         
                                                                    
gi|110 IKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGD 
           60        70        80        90       100       110     
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:15-32) 
 
               10        20        30        40        50        60 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                      :..  :...: :: :. :                            
gi|394  VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIE 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP AAGGNATYVLDGVPRMRERP                                         
                                                                    
gi|394 IKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLGD 
      60        70        80        90       100       110          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.9  bits: 19.3 E():   20 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (38-60:61-83) 
 
        10        20        30        40        50        60        
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
        70        80       
2MEPSP YVLDGVPRMRERP       
                           
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.9  bits: 19.3 E():   20 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (11-62:35-85) 
 
                                   10        20        30           
2MEPSP                     HYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
       40        50        60        70        80       
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP       
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.9  bits: 19.3 E():   20 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (38-60:61-83) 
 
        10        20        30        40        50        60        
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
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gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
        70        80       
2MEPSP YVLDGVPRMRERP       
                           
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.9  bits: 19.3 E():   20 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (11-62:35-85) 
 
                                   10        20        30           
2MEPSP                     HYMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
       40        50        60        70        80       
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP       
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:25-42) 
 
                        10        20        30        40        50  
2MEPSP          HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERP                                
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:25-42) 
 
                        10        20        30        40        50  
2MEPSP          HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERP                                
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:26-43) 
 
                         10        20        30        40        50 
2MEPSP           HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERP                               
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
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               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:26-43) 
 
                         10        20        30        40        50 
2MEPSP           HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERP                               
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 78.4  bits: 20.7 E():   22 
Smith-Waterman score: 54; 39.3% identity (67.9% similar) in 28 aa overlap (43-70:8-34) 
 
             20        30        40        50        60        70   
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVR 
                                      10        20         30       
 
             80                                                     
2MEPSP VPRMRERP                                                     
                                                                    
gi|324 EASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKII 
         40        50        60        70        80        90       
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (46-64:87-105) 
 
          20        30        40        50        60        70      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
          80                                
2MEPSP MRERP                                
                                            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (46-72:251-277) 
 
          20        30        40        50        60        70      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
          80 
2MEPSP MRERP 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (46-72:252-278) 
 
          20        30        40        50        60        70      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
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             230       240       250       260       270       280  
 
          80 
2MEPSP MRERP 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.4  bits: 19.7 E():   25 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (52-67:142-161) 
 
              30        40        50            60        70        
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
        80  
2MEPSP ERP  
            
gi|249 GYKV 
            
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (46-72:255-281) 
 
          20        30        40        50        60        70      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
          80 
2MEPSP MRERP 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (48-72:260-284) 
 
        20        30        40        50        60        70        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        80 
2MEPSP ERP 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (48-72:260-284) 
 
        20        30        40        50        60        70        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        80 
2MEPSP ERP 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (48-72:260-284) 
 
        20        30        40        50        60        70        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        80 
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2MEPSP ERP 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (48-72:260-284) 
 
        20        30        40        50        60        70        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        80 
2MEPSP ERP 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (48-72:260-284) 
 
        20        30        40        50        60        70        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        80 
2MEPSP ERP 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (48-72:260-284) 
 
        20        30        40        50        60        70        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        80 
2MEPSP ERP 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (48-72:260-284) 
 
        20        30        40        50        60        70        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        80 
2MEPSP ERP 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (48-72:260-284) 
 
        20        30        40        50        60        70        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        80 
2MEPSP ERP 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (48-72:260-284) 
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        20        30        40        50        60        70        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        80 
2MEPSP ERP 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (48-72:260-284) 
 
        20        30        40        50        60        70        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        80 
2MEPSP ERP 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (48-72:260-284) 
 
        20        30        40        50        60        70        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        80 
2MEPSP ERP 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (48-72:260-284) 
 
        20        30        40        50        60        70        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        80 
2MEPSP ERP 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (46-72:258-284) 
 
          20        30        40        50        60        70      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
          80 
2MEPSP MRERP 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (48-72:260-284) 
 
        20        30        40        50        60        70        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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        80 
2MEPSP ERP 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (48-72:260-284) 
 
        20        30        40        50        60        70        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        80 
2MEPSP ERP 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (46-72:261-287) 
 
          20        30        40        50        60        70      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
          80 
2MEPSP MRERP 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.1  bits: 20.4 E():   26 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (46-72:266-292) 
 
          20        30        40        50        60        70      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
          80 
2MEPSP MRERP 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.1  bits: 19.0 E():   26 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (38-62:60-84) 
 
        10        20        30        40        50        60        
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
        70        80            
2MEPSP YVLDGVPRMRERP            
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 76.8  bits: 21.1 E():   27 
Smith-Waterman score: 55; 28.1% identity (50.0% similar) in 64 aa overlap (11-74:401-459) 
 
                                   10        20        30        40 
2MEPSP                     HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     : ::  ::. .  ..:   :   :  : .: 
gi|298 AIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFAVVLKAGRE 
              380       390       400       410       420       430 
 
               50        60        70        80                     
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP                     
            :   . ...   :.:.  :. : :: ..:                           
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gi|298 -----GLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQEVE 
                   440       450       460       470       480      
 
gi|298 VFRPFQSRDEKERERFSIV 
         490       500     
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (37-72:238-273) 
 
         10        20        30        40        50        60       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
         70        80 
2MEPSP TYVLDGVPRMRERP 
       : .  :         
gi|313 TAATGGYKV      
       270            
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (37-72:246-281) 
 
         10        20        30        40        50        60       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
         70        80 
2MEPSP TYVLDGVPRMRERP 
       : .  :         
gi|295 TAATGGYKV      
         280          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.9  bits: 18.7 E():   30 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (38-62:61-85) 
 
        10        20        30        40        50        60        
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
        70        80       
2MEPSP YVLDGVPRMRERP       
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:9-26) 
 
               10        20        30        40        50        60 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                      :..  :...: :: :. :                            
gi|217        DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKIE 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP AAGGNATYVLDGVPRMRERP                                         
                                                                    
gi|217 IKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGD 
            60        70        80        90       100       110    
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:9-26) 
 
               10        20        30        40        50        60 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                      :..  :...: :: :. :                            
gi|217        DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIE 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP AAGGNATYVLDGVPRMRERP                                         
                                                                    
gi|217 IKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGD 
            60        70        80        90       100       110    
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:9-26) 
 
               10        20        30        40        50        60 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                      :..  :...: :: :. :                            
gi|217        DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIE 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP AAGGNATYVLDGVPRMRERP                                         
                                                                    
gi|217 IKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGD 
            60        70        80        90       100       110    
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:9-26) 
 
               10        20        30        40        50        60 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                      :..  :...: :: :. :                            
gi|179        DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIE 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP AAGGNATYVLDGVPRMRERP                                         
                                                                    
gi|179 IKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGD 
            60        70        80        90       100       110    
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:9-26) 
 
               10        20        30        40        50        60 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                      :..  :...: :: :. :                            
gi|217        DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIE 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP AAGGNATYVLDGVPRMRERP                                         
                                                                    
gi|217 IKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGD 
            60        70        80        90       100       110    
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:9-26) 
 
               10        20        30        40        50        60 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                      :..  :...: :: :. :                            
gi|217        DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIE 
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                      10        20        30        40        50    
 
               70        80                                         
2MEPSP AAGGNATYVLDGVPRMRERP                                         
                                                                    
gi|217 IKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGD 
            60        70        80        90       100       110    
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:9-26) 
 
               10        20        30        40        50        60 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                      :..  :...: :: :. :                            
gi|217        DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIE 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP AAGGNATYVLDGVPRMRERP                                         
                                                                    
gi|217 IKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGD 
            60        70        80        90       100       110    
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:9-26) 
 
               10        20        30        40        50        60 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                      :..  :...: :: :. :                            
gi|217        DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKIE 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP AAGGNATYVLDGVPRMRERP                                         
                                                                    
gi|217 IKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGD 
            60        70        80        90       100       110    
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:9-26) 
 
               10        20        30        40        50        60 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                      :..  :...: :: :. :                            
gi|217        DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIE 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP AAGGNATYVLDGVPRMRERP                                         
                                                                    
gi|217 IKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGD 
            60        70        80        90       100       110    
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:9-26) 
 
               10        20        30        40        50        60 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                      :..  :...: :: :. :                            
gi|217        DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIE 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP AAGGNATYVLDGVPRMRERP                                         
                                                                    
gi|217 IKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGD 
            60        70        80        90       100       110    
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>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (37-72:238-273) 
 
         10        20        30        40        50        60       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
         70        80 
2MEPSP TYVLDGVPRMRERP 
       : .  :         
gi|313 TAATGGYKV      
       270            
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (37-72:238-273) 
 
         10        20        30        40        50        60       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
         70        80 
2MEPSP TYVLDGVPRMRERP 
       : .  :         
gi|313 TAATGGYKV      
       270            
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (37-72:238-273) 
 
         10        20        30        40        50        60       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
         70        80 
2MEPSP TYVLDGVPRMRERP 
       : .  :         
gi|168 TAATGGYKV      
       270            
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:18-35) 
 
                 10        20        30        40        50         
2MEPSP   HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP VTAAGGNATYVLDGVPRMRERP                                       
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:22-39) 
 
                     10        20        30        40        50     
2MEPSP       HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
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                            :..  :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERP                                   
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:26-43) 
 
                         10        20        30        40        50 
2MEPSP           HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERP                               
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:26-43) 
 
                         10        20        30        40        50 
2MEPSP           HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERP                               
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:26-43) 
 
                         10        20        30        40        50 
2MEPSP           HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERP                               
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:26-43) 
 
                         10        20        30        40        50 
2MEPSP           HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERP                               
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gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:26-43) 
 
                         10        20        30        40        50 
2MEPSP           HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERP                               
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:26-43) 
 
                         10        20        30        40        50 
2MEPSP           HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERP                               
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.9  bits: 19.8 E():   39 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (48-72:280-304) 
 
        20        30        40        50        60        70        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
        80 
2MEPSP ERP 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (33-57:22-45) 
 
             10        20        30        40        50        60   
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                                     ::..: :.:. :: .:. . ::: :      
gi|113          MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHN 
                        10        20         30        40        50 
 
             70        80                                           
2MEPSP GGNATYVLDGVPRMRERP                                           
                                                                    
gi|113 IIDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFA 
               60        70        80        90       100       110 
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.9  bits: 15.7 E():   44 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (60-74:2-16) 
 
      30        40        50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :. ::. . : : .:       
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gi|320                              YTTEGGTKSEVEDVIPEGWK   
                                            10        20   
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.9  bits: 18.8 E():   44 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:55-72) 
 
                              10        20        30        40      
2MEPSP                HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
          50        60        70        80                          
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP                          
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (11-44:152-189) 
 
                                   10        20           30        
2MEPSP                     HYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
         40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
       : :. .::                                     
gi|313 KCERGKLFANCCK                                
             190                                    
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (11-44:152-189) 
 
                                   10        20           30        
2MEPSP                     HYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
         40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
       : :. .::                                     
gi|476 KCERGKLFANCCK                                
             190                                    
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (13-51:369-408) 
 
                                 10        20        30         40  
2MEPSP                   HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              50        60        70        80                      
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP                      
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (13-51:369-408) 
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                                 10        20        30         40  
2MEPSP                   HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              50        60        70        80                      
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP                      
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (13-51:369-408) 
 
                                 10        20        30         40  
2MEPSP                   HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              50        60        70        80                      
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP                      
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (13-51:369-408) 
 
                                 10        20        30         40  
2MEPSP                   HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|117 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              50        60        70        80                      
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP                      
       .: : .. ::                                                   
gi|117 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDK 
      400       410       420       430       440       450         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (13-51:369-408) 
 
                                 10        20        30         40  
2MEPSP                   HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              50        60        70        80                      
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP                      
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (13-51:369-408) 
 
                                 10        20        30         40  
2MEPSP                   HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              50        60        70        80                      
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2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP                      
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (13-51:369-408) 
 
                                 10        20        30         40  
2MEPSP                   HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              50        60        70        80                      
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP                      
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (13-51:369-408) 
 
                                 10        20        30         40  
2MEPSP                   HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              50        60        70        80                      
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP                      
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (13-51:369-408) 
 
                                 10        20        30         40  
2MEPSP                   HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              50        60        70        80                      
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP                      
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (13-51:369-408) 
 
                                 10        20        30         40  
2MEPSP                   HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              50        60        70        80                      
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP                      
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
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Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (13-51:369-408) 
 
                                 10        20        30         40  
2MEPSP                   HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              50        60        70        80                      
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP                      
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (13-51:369-408) 
 
                                 10        20        30         40  
2MEPSP                   HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              50        60        70        80                      
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP                      
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.5  bits: 17.5 E():   52 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (14-45:40-71) 
 
                                10        20        30        40    
2MEPSP                  HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
            50        60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
       :.                                    
gi|154 FVDSLDKIAQVPRVG                       
      70        80                           
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (51-73:22-44) 
 
               30        40        50        60        70        80 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (51-73:22-44) 
 
               30        40        50        60        70        80 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
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>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.0  bits: 19.3 E():   56 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (37-72:267-298) 
 
         10        20        30        40        50        60       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
         70        80 
2MEPSP TYVLDGVPRMRERP 
       : .  :         
gi|663 TAAAGGYKA      
            300       
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (37-64:210-237) 
 
         10        20        30        40        50        60       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
         70        80 
2MEPSP TYVLDGVPRMRERP 
                      
gi|226 V              
     240              
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (15-63:75-123) 
 
                               10        20        30        40     
2MEPSP                 HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
           50        60        70        80                  
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP                  
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (15-63:75-123) 
 
                               10        20        30        40     
2MEPSP                 HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
           50        60        70        80                  
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP                  
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.4  bits: 15.8 E():   60 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (13-25:5-17) 
 
               10        20        30        40        50        60 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1694

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                   .: :: .:: :::                                    
gi|323         INLKAVIADPVAKTAVVQAGATLGEVYYXI                       
                       10        20        30                       
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.3  bits: 19.3 E():   60 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (17-72:267-318) 
 
                             10        20        30        40       
2MEPSP               HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
         50        60        70        80        
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP        
        .: :    :.:: :: : :: .  :                
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV 
        300           310       320       330    
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.2  bits: 19.3 E():   61 
Smith-Waterman score: 56; 32.8% identity (62.7% similar) in 67 aa overlap (6-70:160-218) 
 
                                        10          20        30    
2MEPSP                          HYMLGALRTLG--LSVEADKAAKRAVVVGCGGKFP 
                                     :::...  : :.: : : . : ::    .: 
gi|249 LDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA---IP 
     130       140       150       160       170       180          
 
            40        50        60        70        80              
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP              
       .     :::: . ..  :.:. ..:..:: .:  ...                        
gi|249 AA----EVQL-IDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFI 
            190        200       210       220       230       240  
 
gi|249 PTLVAAVKQAYAAKQATAPEVKYTVSETALKKAVTAMSEAEKEATPAAAATATPTPAAAT 
             250       260       270       280       290       300  
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.2 E():   63 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (17-45:43-71) 
 
                             10        20        30        40       
2MEPSP               HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
         50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                          
gi|122 SLDKIAQVPRVG                       
             80                           
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.6 E():   63 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (39-66:54-81) 
 
       10        20        30        40        50        60         
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
       70        80             
2MEPSP VLDGVPRMRERP             
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
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>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (39-62:61-84) 
 
       10        20        30        40        50        60         
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
       70        80       
2MEPSP VLDGVPRMRERP       
                          
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (38-67:5-32) 
 
        10        20        30        40        50        60        
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
        70        80                                                
2MEPSP YVLDGVPRMRERP                                                
                                                                    
gi|300 TEEQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (38-67:5-32) 
 
        10        20        30        40        50        60        
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
        70        80                                                
2MEPSP YVLDGVPRMRERP                                                
                                                                    
gi|300 TEEQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (43-70:7-33) 
 
             20        30        40        50        60        70   
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     :..:..:   : .: : . : :. :..:   
gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
             80                                                     
2MEPSP VPRMRERP                                                     
                                                                    
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (56-76:11-34) 
 
          30        40        50        60        70           80   
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERP   
                                     :... ::    .:::::   .:..       
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gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (27-40:91-104) 
 
                   10        20        30        40        50       
2MEPSP     HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
         60        70        80                                     
2MEPSP AAVTAAGGNATYVLDGVPRMRERP                                     
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (10-25:172-187) 
 
                                    10        20        30          
2MEPSP                      HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
      40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                                 
gi|256 KESLAKKNHGLSRSE                           
             210                                 
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (10-25:173-188) 
 
                                    10        20        30          
2MEPSP                      HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
      40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                                 
gi|187 KESLAKKNHGLSRSE                           
            210                                  
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (10-25:173-188) 
 
                                    10        20        30          
2MEPSP                      HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
      40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                                 
gi|187 KESLAKKNHGLSRSE                           
            210                                  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (47-66:67-86) 
 
         20        30        40        50        60        70       
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
         80            
2MEPSP RERP            
                       
gi|668 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (47-66:67-86) 
 
         20        30        40        50        60        70       
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
         80            
2MEPSP RERP            
                       
gi|833 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.9  bits: 18.0 E():   82 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (4-43:106-145) 
 
                                          10        20        30    
2MEPSP                            HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
            40        50        60        70        80      
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP      
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (46-66:267-287) 
 
          20        30        40        50        60        70      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
        240       250       260       270       280       290       
 
          80   
2MEPSP MRERP   
               
gi|119 SAGGYKV 
        300    
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.4 E():   84 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (27-40:76-89) 
 
                   10        20        30        40        50       
2MEPSP     HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
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          50        60        70        80        90       100      
 
         60        70        80                                     
2MEPSP AAVTAAGGNATYVLDGVPRMRERP                                     
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.0 E():   87 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (55-74:69-88) 
 
           30        40        50        60        70        80     
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP     
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
gi|105 T 
         
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (27-40:91-104) 
 
                   10        20        30        40        50       
2MEPSP     HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
         60        70        80                                     
2MEPSP AAVTAAGGNATYVLDGVPRMRERP                                     
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (27-40:91-104) 
 
                   10        20        30        40        50       
2MEPSP     HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
         60        70        80                                     
2MEPSP AAVTAAGGNATYVLDGVPRMRERP                                     
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (30-60:6-35) 
 
               10        20        30        40        50        60 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                    :.. . : .:. . :: . :...   ::: : 
gi|144                         MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKT 
                                       10         20        30      
 
               70        80                                         
2MEPSP AAGGNATYVLDGVPRMRERP                                         
                                                                    
gi|144 VKPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQT 
          40        50        60        70        80        90      
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.4 E():   92 
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Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (37-72:238-273) 
 
         10        20        30        40        50        60       
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
         70        80 
2MEPSP TYVLDGVPRMRERP 
       : .  :         
gi|313 TAAAGGYKV      
       270            
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.7 E():   95 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (7-29:154-176) 
 
                                       10        20        30       
2MEPSP                         HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ...:: :  . ..  :  .:.::        
gi|501 ITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL      
           130       140       150       160       170              
 
         40        50        60        70        80 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.6  bits: 14.6 E():   96 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (14-27:3-16) 
 
               10        20        30        40        50        60 
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                    :.: .::.  : ::                                  
gi|463            DFVDAHNAARAQVGVGPVHWT                             
                          10        20                              
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.5  bits: 18.4 E():   98 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (46-72:276-298) 
 
          20        30        40        50        60        70      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
          80 
2MEPSP MRERP 
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.4  bits: 14.3 E():   99 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (60-74:2-16) 
 
      30        40        50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :. ::. . . : .:       
gi|320                              YTTEGGTKSEAEDVIPE      
                                            10             
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.1 E():   99 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (27-40:68-81) 
 
                   10        20        30        40        50       
2MEPSP     HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
         60        70        80                                     
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2MEPSP AAVTAAGGNATYVLDGVPRMRERP                                     
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.1 E():   99 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (27-40:68-81) 
 
                   10        20        30        40        50       
2MEPSP     HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
         60        70        80                                     
2MEPSP AAVTAAGGNATYVLDGVPRMRERP                                     
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.3  bits: 18.1 E():   99 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (27-40:69-82) 
 
                   10        20        30        40        50       
2MEPSP     HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
         60        70        80                                     
2MEPSP AAVTAAGGNATYVLDGVPRMRERP                                     
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.3  bits: 18.8 E(): 1e 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (45-71:107-133) 
 
           20        30        40        50        60        70     
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
           80                                                       
2MEPSP RMRERP                                                       
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:29 2011 done: Tue Apr 19 10:57:29 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 55  - 134 - 80 aa 
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Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32     5     8:==* 
  34    14    22:=====  * 
  36    48    44:==============*= 
  38    49    73:=================       * 
  40    85   102:=============================    * 
  42   139   125:=========================================*===== 
  44   161   138:=============================================*======== 
  46   176   140:==============================================*============ 
  48   127   134:=========================================== * 
  50   123   122:========================================* 
  52    84   108:============================       * 
  54   141    92:==============================*================ 
  56    68    77:=======================  * 
  58    27    63:=========           * 
  60    31    51:===========     * 
  62    27    41:=========    * 
  64    14    33:=====     * 
  66    27    26:========* 
  68    13    20:===== * 
  70    15    16:=====* 
  72    17    12:===*== 
  74    23    10:===*==== 
  76    18     8:==*=== 
  78    25     6:=*======= 
  80     7     5:=*= 
  82     4     3:*= 
  84     2     3:* 
  86     3     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     2     0:=         *== 
 104     0     0:          * 
 106     1     0:=         *= 
 108     1     0:=         *= 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.04170.00333; mu= 11.9199 0.173 
 mean_var=43.915913.139, 0's: 2 Z-trim: 3  B-trim: 65 in 1/43 
 Lambda= 0.193537 
 Kolmogorov-Smirnov  statistic: 0.0392 (N=29) at  70 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 25.4    0.29 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 24.6    0.52 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 24.3    0.64 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 23.7    0.94 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 23.4     1.1 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 23.4     1.1 
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gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 22.9     1.7 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 22.6       2 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 21.5     4.3 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 20.9     6.5 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 20.9     6.5 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   56 20.9     6.5 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   61 22.7     6.5 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   61 22.8     7.8 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.1     7.8 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 20.7     7.9 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.1     8.9 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.4     9.4 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 20.5      12 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.2      14 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 19.8      14 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.3      15 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.3      15 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   60 22.7      15 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   51 19.5      17 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 19.5      17 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 20.7      19 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 19.6      19 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 19.6      19 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 19.6      19 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 19.6      19 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 19.6      19 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 19.6      19 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 19.6      19 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.6      20 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 19.3      21 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.3      21 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.3      21 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 19.3      21 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 19.6      21 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      21 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 19.6      21 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      21 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   54 20.7      21 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 19.6      22 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.4      24 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.4      24 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.4      24 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.4      24 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.4      24 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.4      24 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.7      24 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.4      25 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.4      25 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.0      26 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   55 21.1      26 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   51 19.7      27 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.1      29 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.1      29 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 18.7      30 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 18.8      34 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 18.8      34 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 18.8      34 
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gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 18.8      34 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 19.8      35 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 18.8      36 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 18.8      37 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 18.8      38 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 18.8      38 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 18.8      38 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 18.8      38 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 18.8      38 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.8      38 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 19.9      38 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.2      38 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 18.9      43 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.7      45 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      47 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.3      47 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      47 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 18.9      47 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 18.9      47 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.5      49 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 17.5      53 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.3      55 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.2      55 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.2      55 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.0      55 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.3      59 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.3      59 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.3      59 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.3      60 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 15.8      62 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.6      64 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.2      64 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 17.9      64 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 17.9      64 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.6      64 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.0      67 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 18.7      73 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.4      75 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.4      75 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.4      75 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.3      79 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.3      79 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.7      80 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.0      81 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.4      83 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.4      87 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.0      88 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.4      88 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.4      90 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.4      90 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   44 17.7      94 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.5      96 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 18.8      97 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.1      98 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.1      98 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.1      98 
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gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 17.8      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 112.0  bits: 25.4 E(): 0.29 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (6-61:31-85) 
 
                                        10        20         30     
2MEPSP                          YMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
           40        50        60        70        80      
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI      
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 107.5  bits: 24.6 E(): 0.52 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (6-61:31-85) 
 
                                        10        20        30      
2MEPSP                          YMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
            40        50        60        70        80      
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI      
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 106.0  bits: 24.3 E(): 0.64 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (9-61:34-85) 
 
                                     10        20        30         
2MEPSP                       YMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
         40        50        60        70        80      
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI      
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 103.0  bits: 23.7 E(): 0.94 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (6-61:31-85) 
 
                                        10         20        30     
2MEPSP                          YMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
           40        50        60        70        80      
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI      
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.5  bits: 23.4 E():  1.1 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (9-61:33-84) 
 
                                     10        20        30         
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2MEPSP                       YMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
         40        50        60        70        80      
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI      
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.5  bits: 23.4 E():  1.1 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (9-61:33-84) 
 
                                     10        20        30         
2MEPSP                       YMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
         40        50        60        70        80      
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI      
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 98.5  bits: 22.9 E():  1.7 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (6-61:31-85) 
 
                                        10        20        30      
2MEPSP                          YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
          40        50        60        70        80      
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI      
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 97.0  bits: 22.6 E():    2 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (6-61:31-85) 
 
                                        10        20         30     
2MEPSP                          YMLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
           40        50        60        70        80      
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI      
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 91.0  bits: 21.5 E():  4.3 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (6-61:29-83) 
 
                                      10        20        30        
2MEPSP                        YMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
          40        50        60        70        80      
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI      
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          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 87.9  bits: 20.9 E():  6.5 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (6-61:31-85) 
 
                                        10         20        30     
2MEPSP                          YMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
           40        50        60        70        80      
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI      
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 87.9  bits: 20.9 E():  6.5 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (6-61:31-85) 
 
                                        10         20        30     
2MEPSP                          YMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
           40        50        60        70        80      
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI      
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 87.9  bits: 20.9 E():  6.5 
Smith-Waterman score: 56; 36.2% identity (51.7% similar) in 58 aa overlap (3-60:30-83) 
 
                                          10        20        30    
2MEPSP                            YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                                    .::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
            40        50        60        70        80       
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI       
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  61  Z-score: 87.9  bits: 22.7 E():  6.5 
Smith-Waterman score: 61; 20.9% identity (65.7% similar) in 67 aa overlap (12-76:315-375) 
 
                                  10        20        30        40  
2MEPSP                    YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK---- 
          290       300       310       320       330       340     
 
              50        60        70          80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG--VPRMRERPI 
         .:. ....:.  . .:.. .:.  ...:  :: ..     
gi|495 --IGEINLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA   
                350       360       370          
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 86.5  bits: 22.8 E():  7.8 
Smith-Waterman score: 61; 23.9% identity (64.2% similar) in 67 aa overlap (12-78:163-228) 
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                                  10        20        30        40  
2MEPSP                    YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
              50        60        70        80                      
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI                      
         : . ..:.:...: ..:   .   .::.. : :..                        
gi|845 QTLDQYALAQRKISA-LSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLT 
            200        210       220       230       240       250  
 
gi|845 TIKNKLETELSTVRADLDETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRR 
             260       270       280       290       300       310  
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.5  bits: 22.1 E():  7.8 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (36-71:252-287) 
 
          10        20        30        40        50        60      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
          70        80 
2MEPSP TYVLDGVPRMRERPI 
       : .  :          
gi|144 TAAAGGYKV       
             290       
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 86.4  bits: 20.7 E():  7.9 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (6-61:31-85) 
 
                                        10         20        30     
2MEPSP                          YMLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
           40        50        60        70        80      
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI      
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.5  bits: 22.1 E():  8.9 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (14-63:17-66) 
 
                  10        20        30        40        50        
2MEPSP    YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                       :..:.:     .:  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP VTAAGGNATYVLDGVPRMRERPI                                      
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.0  bits: 20.4 E():  9.4 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (37-59:59-81) 
 
         10        20        30        40        50        60       
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
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gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
         70        80      
2MEPSP YVLDGVPRMRERPI      
                           
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 83.1  bits: 20.5 E():   12 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (2-27:75-101) 
 
                                             10        20        30 
2MEPSP                              YMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
               40        50        60        70        80 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                                          
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR         
          110       120       130       140               
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.0  bits: 21.2 E():   14 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (36-71:248-283) 
 
          10        20        30        40        50        60      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
          70        80 
2MEPSP TYVLDGVPRMRERPI 
       : .  :          
gi|239 TAATGGYKV       
       280             
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 81.9  bits: 19.8 E():   14 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (9-55:34-79) 
 
                                     10        20        30         
2MEPSP                       YMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
         40        50        60        70        80      
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI      
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.5  bits: 21.3 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (36-71:274-309) 
 
          10        20        30        40        50        60      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
          70        80 
2MEPSP TYVLDGVPRMRERPI 
       : .  :          
gi|398 TAATGGYKV       
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           310         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.5  bits: 21.3 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (36-71:274-309) 
 
          10        20        30        40        50        60      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
          70        80 
2MEPSP TYVLDGVPRMRERPI 
       : .  :          
gi|330 TAATGGYKV       
           310         
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 81.3  bits: 22.7 E():   15 
Smith-Waterman score: 60; 23.9% identity (64.2% similar) in 67 aa overlap (12-78:563-628) 
 
                                  10        20        30        40  
2MEPSP                    YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
              50        60        70        80                      
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI                      
         : . ..:.:...: ..:   .   .::.. : :..                        
gi|425 QTLDQYALAQRKISA-LSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLT 
            600        610       620       630       640       650  
 
gi|425 AIKNKLETELSTAQADLDEVTKELHAADERANRALADAARAVQELHEEQEHSMKIDALRK 
             660       670       680       690       700       710  
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.4  bits: 19.5 E():   17 
Smith-Waterman score: 51; 32.4% identity (52.9% similar) in 68 aa overlap (9-71:34-96) 
 
                                     10         20        30        
2MEPSP                       YMLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
        40        50        60            70        80     
2MEPSP EEVQLFLGNAGIAMRSLTAAVTA----AGGNATYVLDGVPRMRERPI     
       ::..::: :     :.:: . :     :: :   : ::              
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH 
              70        80        90          100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.4  bits: 19.5 E():   17 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (37-61:61-85) 
 
         10        20        30        40        50        60       
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
         70        80      
2MEPSP YVLDGVPRMRERPI      
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.5  bits: 20.7 E():   19 
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Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (36-71:227-262) 
 
          10        20        30        40        50        60      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
          70        80 
2MEPSP TYVLDGVPRMRERPI 
       : .  :          
gi|180 TAAAGGYKV       
        260            
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:9-26) 
 
               10        20        30        40        50        60 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|760       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEI 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP AGGNATYVLDGVPRMRERPI                                         
                                                                    
gi|760 KASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDN 
           60        70        80        90       100       110     
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:9-26) 
 
               10        20        30        40        50        60 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|256       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEI 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP AGGNATYVLDGVPRMRERPI                                         
                                                                    
gi|256 KASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDN 
           60        70        80        90       100       110     
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:9-26) 
 
               10        20        30        40        50        60 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|157       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEI 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP AGGNATYVLDGVPRMRERPI                                         
                                                                    
gi|157 KASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDD 
           60        70        80        90       100       110     
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:9-26) 
 
               10        20        30        40        50        60 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|214       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEI 
                     10        20        30        40        50     
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               70        80                                         
2MEPSP AGGNATYVLDGVPRMRERPI                                         
                                                                    
gi|214 KASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDD 
           60        70        80        90       100       110     
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:9-26) 
 
               10        20        30        40        50        60 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|217       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEI 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP AGGNATYVLDGVPRMRERPI                                         
                                                                    
gi|217 KASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDN 
           60        70        80        90       100       110     
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:9-26) 
 
               10        20        30        40        50        60 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|217       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEI 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP AGGNATYVLDGVPRMRERPI                                         
                                                                    
gi|217 KASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDN 
           60        70        80        90       100       110     
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:10-27) 
 
               10        20        30        40        50        60 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|110      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEI 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP AGGNATYVLDGVPRMRERPI                                         
                                                                    
gi|110 KASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDN 
          60        70        80        90       100       110      
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:15-32) 
 
               10        20        30        40        50        60 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP AGGNATYVLDGVPRMRERPI                                         
                                                                    
gi|394 KATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLGDN 
               70        80        90       100       110       120 
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>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.9  bits: 19.3 E():   21 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (10-61:35-85) 
 
                                    10        20        30          
2MEPSP                      YMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
        40        50        60        70        80      
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI      
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.9  bits: 19.3 E():   21 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (37-59:61-83) 
 
         10        20        30        40        50        60       
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
         70        80      
2MEPSP YVLDGVPRMRERPI      
                           
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.9  bits: 19.3 E():   21 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (37-59:61-83) 
 
         10        20        30        40        50        60       
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
         70        80      
2MEPSP YVLDGVPRMRERPI      
                           
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.9  bits: 19.3 E():   21 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (10-61:35-85) 
 
                                    10        20        30          
2MEPSP                      YMLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
        40        50        60        70        80      
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI      
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:25-42) 
 
                         10        20        30        40        50 
2MEPSP           YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
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gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPI                               
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:25-42) 
 
                         10        20        30        40        50 
2MEPSP           YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPI                               
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:26-43) 
 
                          10        20        30        40          
2MEPSP            YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPI                              
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:26-43) 
 
                          10        20        30        40          
2MEPSP            YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPI                              
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 78.6  bits: 20.7 E():   21 
Smith-Waterman score: 54; 39.3% identity (67.9% similar) in 28 aa overlap (42-69:8-34) 
 
              20        30        40        50        60        70  
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVR 
                                      10        20         30       
 
              80                                                    
2MEPSP VPRMRERPI                                                    
                                                                    
gi|324 EASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKII 
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         40        50        60        70        80        90       
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (45-63:87-105) 
 
           20        30        40        50        60        70     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
           80                               
2MEPSP MRERPI                               
                                            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (45-71:251-277) 
 
           20        30        40        50        60        70     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
           80 
2MEPSP MRERPI 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (45-71:252-278) 
 
           20        30        40        50        60        70     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
           80 
2MEPSP MRERPI 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (45-71:255-281) 
 
           20        30        40        50        60        70     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
           80 
2MEPSP MRERPI 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (47-71:260-284) 
 
         20        30        40        50        60        70       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         80 
2MEPSP ERPI 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
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 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (47-71:260-284) 
 
         20        30        40        50        60        70       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         80 
2MEPSP ERPI 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (47-71:260-284) 
 
         20        30        40        50        60        70       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         80 
2MEPSP ERPI 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (47-71:260-284) 
 
         20        30        40        50        60        70       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         80 
2MEPSP ERPI 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (47-71:260-284) 
 
         20        30        40        50        60        70       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         80 
2MEPSP ERPI 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (47-71:260-284) 
 
         20        30        40        50        60        70       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         80 
2MEPSP ERPI 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (47-71:260-284) 
 
         20        30        40        50        60        70       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
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gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         80 
2MEPSP ERPI 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (47-71:260-284) 
 
         20        30        40        50        60        70       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         80 
2MEPSP ERPI 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (47-71:260-284) 
 
         20        30        40        50        60        70       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         80 
2MEPSP ERPI 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (47-71:260-284) 
 
         20        30        40        50        60        70       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         80 
2MEPSP ERPI 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (47-71:260-284) 
 
         20        30        40        50        60        70       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         80 
2MEPSP ERPI 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (47-71:260-284) 
 
         20        30        40        50        60        70       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         80 
2MEPSP ERPI 
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>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (47-71:260-284) 
 
         20        30        40        50        60        70       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         80 
2MEPSP ERPI 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (45-71:258-284) 
 
           20        30        40        50        60        70     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
           80 
2MEPSP MRERPI 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (47-71:260-284) 
 
         20        30        40        50        60        70       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         80 
2MEPSP ERPI 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.5  bits: 19.7 E():   24 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (51-66:142-161) 
 
               30        40        50            60        70       
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
         80 
2MEPSP ERPI 
            
gi|249 GYKV 
            
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (45-71:261-287) 
 
           20        30        40        50        60        70     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
           80 
2MEPSP MRERPI 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (45-71:266-292) 
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           20        30        40        50        60        70     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
           80 
2MEPSP MRERPI 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.1  bits: 19.0 E():   26 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (37-61:60-84) 
 
         10        20        30        40        50        60       
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
         70        80           
2MEPSP YVLDGVPRMRERPI           
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 77.1  bits: 21.1 E():   26 
Smith-Waterman score: 55; 28.1% identity (50.0% similar) in 64 aa overlap (10-73:401-459) 
 
                                    10        20        30          
2MEPSP                      YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     : ::  ::. .  ..:   :   :  : .: 
gi|298 AIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFAVVLKAGRE 
              380       390       400       410       420       430 
 
      40        50        60        70        80                    
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI                    
            :   . ...   :.:.  :. : :: ..:                           
gi|298 -----GLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQEVE 
                   440       450       460       470       480      
 
gi|298 VFRPFQSRDEKERERFSIV 
         490       500     
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.6  bits: 19.7 E():   27 
Smith-Waterman score: 51; 40.0% identity (80.0% similar) in 20 aa overlap (1-20:43-62) 
 
                                             10        20        30 
2MEPSP                               YMLGALRTLGLSVEADKAAKRAVVVGCGGK 
                                     ::: ..:  : ..:.:...:           
gi|256 CAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGKEICPLTVVQS 
             20        30        40        50        60        70   
 
               40        50        60        70        80           
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI           
                                                                    
gi|256 PNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIVEREGLQAVKL 
             80        90       100       110       120       130   
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (36-71:238-273) 
 
          10        20        30        40        50        60      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
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          70        80 
2MEPSP TYVLDGVPRMRERPI 
       : .  :          
gi|313 TAATGGYKV       
       270             
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.0  bits: 20.1 E():   29 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (36-71:246-281) 
 
          10        20        30        40        50        60      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
          70        80 
2MEPSP TYVLDGVPRMRERPI 
       : .  :          
gi|295 TAATGGYKV       
         280           
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (37-61:61-85) 
 
         10        20        30        40        50        60       
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
         70        80      
2MEPSP YVLDGVPRMRERPI      
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:9-26) 
 
               10        20        30        40        50        60 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|217       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKIEI 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP AGGNATYVLDGVPRMRERPI                                         
                                                                    
gi|217 KASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDN 
           60        70        80        90       100       110     
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:9-26) 
 
               10        20        30        40        50        60 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|217       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEI 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP AGGNATYVLDGVPRMRERPI                                         
                                                                    
gi|217 KASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDN 
           60        70        80        90       100       110     
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:9-26) 
 
               10        20        30        40        50        60 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|217       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEI 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP AGGNATYVLDGVPRMRERPI                                         
                                                                    
gi|217 KASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDN 
           60        70        80        90       100       110     
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:9-26) 
 
               10        20        30        40        50        60 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|179       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEI 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP AGGNATYVLDGVPRMRERPI                                         
                                                                    
gi|179 KASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDN 
           60        70        80        90       100       110     
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:9-26) 
 
               10        20        30        40        50        60 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|217       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEI 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP AGGNATYVLDGVPRMRERPI                                         
                                                                    
gi|217 KASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDN 
           60        70        80        90       100       110     
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:9-26) 
 
               10        20        30        40        50        60 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|217       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEI 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP AGGNATYVLDGVPRMRERPI                                         
                                                                    
gi|217 KASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDN 
           60        70        80        90       100       110     
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:9-26) 
 
               10        20        30        40        50        60 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|217       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEI 
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                     10        20        30        40        50     
 
               70        80                                         
2MEPSP AGGNATYVLDGVPRMRERPI                                         
                                                                    
gi|217 KASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDN 
           60        70        80        90       100       110     
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:9-26) 
 
               10        20        30        40        50        60 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|217       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKIEI 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP AGGNATYVLDGVPRMRERPI                                         
                                                                    
gi|217 KASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDN 
           60        70        80        90       100       110     
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:9-26) 
 
               10        20        30        40        50        60 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|217       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEI 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP AGGNATYVLDGVPRMRERPI                                         
                                                                    
gi|217 KASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDN 
           60        70        80        90       100       110     
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:9-26) 
 
               10        20        30        40        50        60 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|217       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEI 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP AGGNATYVLDGVPRMRERPI                                         
                                                                    
gi|217 KASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDN 
           60        70        80        90       100       110     
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (36-71:238-273) 
 
          10        20        30        40        50        60      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
          70        80 
2MEPSP TYVLDGVPRMRERPI 
       : .  :          
gi|313 TAATGGYKV       
       270             
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>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (36-71:238-273) 
 
          10        20        30        40        50        60      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
          70        80 
2MEPSP TYVLDGVPRMRERPI 
       : .  :          
gi|313 TAATGGYKV       
       270             
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (36-71:238-273) 
 
          10        20        30        40        50        60      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
          70        80 
2MEPSP TYVLDGVPRMRERPI 
       : .  :          
gi|168 TAATGGYKV       
       270             
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:18-35) 
 
                  10        20        30        40        50        
2MEPSP    YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP VTAAGGNATYVLDGVPRMRERPI                                      
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:22-39) 
 
                      10        20        30        40        50    
2MEPSP        YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPI                                  
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:26-43) 
 
                          10        20        30        40          
2MEPSP            YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
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                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPI                              
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:26-43) 
 
                          10        20        30        40          
2MEPSP            YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPI                              
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:26-43) 
 
                          10        20        30        40          
2MEPSP            YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPI                              
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:26-43) 
 
                          10        20        30        40          
2MEPSP            YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPI                              
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:26-43) 
 
                          10        20        30        40          
2MEPSP            YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPI                              
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gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:26-43) 
 
                          10        20        30        40          
2MEPSP            YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPI                              
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.0  bits: 19.9 E():   38 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (47-71:280-304) 
 
         20        30        40        50        60        70       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
         80 
2MEPSP ERPI 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (32-56:22-45) 
 
              10        20        30        40        50        60  
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                                     ::..: :.:. :: .:. . ::: :      
gi|113          MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHN 
                        10        20         30        40        50 
 
              70        80                                          
2MEPSP GGNATYVLDGVPRMRERPI                                          
                                                                    
gi|113 IIDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFA 
               60        70        80        90       100       110 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.9  bits: 18.9 E():   43 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:55-72) 
 
                               10        20        30        40     
2MEPSP                 YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
           50        60        70        80                         
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI                         
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.6  bits: 15.7 E():   45 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (59-73:2-16) 
 
       30        40        50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     :. ::. . : : .:        
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gi|320                              YTTEGGTKSEVEDVIPEGWK    
                                            10        20    
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (12-50:369-408) 
 
                                  10        20        30         40 
2MEPSP                    YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               50        60        70        80                     
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI                     
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (12-50:369-408) 
 
                                  10        20        30         40 
2MEPSP                    YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               50        60        70        80                     
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI                     
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (12-50:369-408) 
 
                                  10        20        30         40 
2MEPSP                    YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               50        60        70        80                     
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI                     
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (12-50:369-408) 
 
                                  10        20        30         40 
2MEPSP                    YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               50        60        70        80                     
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI                     
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (12-50:369-408) 
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                                  10        20        30         40 
2MEPSP                    YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|117 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               50        60        70        80                     
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI                     
       .: : .. ::                                                   
gi|117 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDK 
      400       410       420       430       440       450         
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (12-50:369-408) 
 
                                  10        20        30         40 
2MEPSP                    YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               50        60        70        80                     
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI                     
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (12-50:369-408) 
 
                                  10        20        30         40 
2MEPSP                    YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               50        60        70        80                     
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI                     
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (12-50:369-408) 
 
                                  10        20        30         40 
2MEPSP                    YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               50        60        70        80                     
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI                     
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (12-50:369-408) 
 
                                  10        20        30         40 
2MEPSP                    YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               50        60        70        80                     
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2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI                     
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (12-50:369-408) 
 
                                  10        20        30         40 
2MEPSP                    YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               50        60        70        80                     
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI                     
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (12-50:369-408) 
 
                                  10        20        30         40 
2MEPSP                    YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               50        60        70        80                     
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI                     
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (12-50:369-408) 
 
                                  10        20        30         40 
2MEPSP                    YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               50        60        70        80                     
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI                     
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.3  bits: 18.9 E():   47 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (10-43:152-189) 
 
                                    10        20           30       
2MEPSP                      YMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
          40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
       : :. .::                                      
gi|313 KCERGKLFANCCK                                 
             190                                     
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.3  bits: 18.9 E():   47 
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Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (10-43:152-189) 
 
                                    10        20           30       
2MEPSP                      YMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
          40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
       : :. .::                                      
gi|476 KCERGKLFANCCK                                 
             190                                     
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (55-80:11-39) 
 
           30        40        50        60        70           80  
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPI  
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.4  bits: 17.5 E():   53 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (13-44:40-71) 
 
                                 10        20        30        40   
2MEPSP                   YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
             50        60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
       :.                                     
gi|154 FVDSLDKIAQVPRVG                        
      70        80                            
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.1  bits: 19.3 E():   55 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (36-71:267-298) 
 
          10        20        30        40        50        60      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
          70        80 
2MEPSP TYVLDGVPRMRERPI 
       : .  :          
gi|663 TAAAGGYKA       
            300        
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (50-72:22-44) 
 
      20        30        40        50        60        70          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
      80                                                            
2MEPSP I                                                            
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gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (50-72:22-44) 
 
      20        30        40        50        60        70          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
      80                                                            
2MEPSP I                                                            
                                                                    
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.0  bits: 19.0 E():   55 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (36-63:210-237) 
 
          10        20        30        40        50        60      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
          70        80 
2MEPSP TYVLDGVPRMRERPI 
                       
gi|226 V               
     240               
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (14-62:75-123) 
 
                                10        20        30        40    
2MEPSP                  YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
            50        60        70        80                 
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI                 
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (14-62:75-123) 
 
                                10        20        30        40    
2MEPSP                  YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
            50        60        70        80                 
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI                 
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.5  bits: 19.3 E():   59 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (16-71:267-318) 
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                              10        20        30        40      
2MEPSP                YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
          50        60        70        80       
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI       
        .: :    :.:: :: : :: .  :                
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV 
        300           310       320       330    
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.4  bits: 19.3 E():   60 
Smith-Waterman score: 56; 32.8% identity (62.7% similar) in 67 aa overlap (5-69:160-218) 
 
                                         10          20        30   
2MEPSP                           YMLGALRTLG--LSVEADKAAKRAVVVGCGGKFP 
                                     :::...  : :.: : : . : ::    .: 
gi|249 LDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA---IP 
     130       140       150       160       170       180          
 
             40        50        60        70        80             
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI             
       .     :::: . ..  :.:. ..:..:: .:  ...                        
gi|249 AA----EVQL-IDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFI 
            190        200       210       220       230       240  
 
gi|249 PTLVAAVKQAYAAKQATAPEVKYTVSETALKKAVTAMSEAEKEATPAAAATATPTPAAAT 
             250       260       270       280       290       300  
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.1  bits: 15.8 E():   62 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (12-24:5-17) 
 
               10        20        30        40        50        60 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                  .: :: .:: :::                                     
gi|323        INLKAVIADPVAKTAVVQAGATLGEVYYXI                        
                      10        20        30                        
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (38-65:54-81) 
 
        10        20        30        40        50        60        
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
        70        80            
2MEPSP VLDGVPRMRERPI            
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 17.2 E():   64 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (16-44:43-71) 
 
                              10        20        30        40      
2MEPSP                YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
          50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
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gi|122 SLDKIAQVPRVG                        
             80                            
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (37-66:5-32) 
 
         10        20        30        40        50        60       
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
         70        80                                               
2MEPSP YVLDGVPRMRERPI                                               
                                                                    
gi|300 TEEQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (37-66:5-32) 
 
         10        20        30        40        50        60       
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
         70        80                                               
2MEPSP YVLDGVPRMRERPI                                               
                                                                    
gi|300 TEEQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (38-61:61-84) 
 
        10        20        30        40        50        60        
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
        70        80      
2MEPSP VLDGVPRMRERPI      
                          
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (42-69:7-33) 
 
              20        30        40        50        60        70  
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     :..:..:   : .: : . : :. :..:   
gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
              80                                                    
2MEPSP VPRMRERPI                                                    
                                                                    
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.9  bits: 18.7 E():   73 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (26-39:91-104) 
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                    10        20        30        40        50      
2MEPSP      YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
          60        70        80                                    
2MEPSP AAVTAAGGNATYVLDGVPRMRERPI                                    
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (9-24:172-187) 
 
                                     10        20        30         
2MEPSP                       YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
       40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                                  
gi|256 KESLAKKNHGLSRSE                            
             210                                  
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (9-24:173-188) 
 
                                     10        20        30         
2MEPSP                       YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
       40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                                  
gi|187 KESLAKKNHGLSRSE                            
            210                                   
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (9-24:173-188) 
 
                                     10        20        30         
2MEPSP                       YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
       40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                                  
gi|187 KESLAKKNHGLSRSE                            
            210                                   
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (46-65:67-86) 
 
          20        30        40        50        60        70      
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
          80           
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2MEPSP RERPI           
                       
gi|668 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (46-65:67-86) 
 
          20        30        40        50        60        70      
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
          80           
2MEPSP RERPI           
                       
gi|833 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (45-65:267-287) 
 
           20        30        40        50        60        70     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
        240       250       260       270       280       290       
 
           80  
2MEPSP MRERPI  
               
gi|119 SAGGYKV 
        300    
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.0  bits: 18.0 E():   81 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (3-42:106-145) 
 
                                           10        20        30   
2MEPSP                             YMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
             40        50        60        70        80     
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI     
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.4 E():   83 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (26-39:76-89) 
 
                    10        20        30        40        50      
2MEPSP      YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|116 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNE 
          50        60        70        80        90       100      
 
          60        70        80                                    
2MEPSP AAVTAAGGNATYVLDGVPRMRERPI                                    
                                                                    
gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP 
         110       120       130       140       150       160      
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.4 E():   87 
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Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (26-39:91-104) 
 
                    10        20        30        40        50      
2MEPSP      YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
          60        70        80                                    
2MEPSP AAVTAAGGNATYVLDGVPRMRERPI                                    
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.0 E():   88 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (54-73:69-88) 
 
            30        40        50        60        70        80    
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI    
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
gi|105 T 
         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.4 E():   88 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (26-39:91-104) 
 
                    10        20        30        40        50      
2MEPSP      YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
          60        70        80                                    
2MEPSP AAVTAAGGNATYVLDGVPRMRERPI                                    
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (29-59:6-35) 
 
               10        20        30        40        50        60 
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                                   :.. . : .:. . :: . :...   ::: :  
gi|144                        MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTV 
                                      10         20        30       
 
               70        80                                         
2MEPSP AGGNATYVLDGVPRMRERPI                                         
                                                                    
gi|144 KPTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQ 
         40        50        60        70        80        90       
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 18.4 E():   90 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (36-71:238-273) 
 
          10        20        30        40        50        60      
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
          70        80 
2MEPSP TYVLDGVPRMRERPI 
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       : .  :          
gi|313 TAAAGGYKV       
       270             
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.7 E():   94 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (6-28:154-176) 
 
                                        10        20        30      
2MEPSP                          YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ...:: :  . ..  :  .:.::        
gi|501 ITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL      
           130       140       150       160       170              
 
          40        50        60        70        80 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.6  bits: 18.5 E():   96 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (45-71:276-298) 
 
           20        30        40        50        60        70     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
           80 
2MEPSP MRERPI 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (44-70:107-133) 
 
            20        30        40        50        60        70    
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
            80                                                      
2MEPSP RMRERPI                                                      
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.1 E():   98 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (26-39:68-81) 
 
                    10        20        30        40        50      
2MEPSP      YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
          60        70        80                                    
2MEPSP AAVTAAGGNATYVLDGVPRMRERPI                                    
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.1 E():   98 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (26-39:68-81) 
 
                    10        20        30        40        50      
2MEPSP      YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
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          60        70        80                                    
2MEPSP AAVTAAGGNATYVLDGVPRMRERPI                                    
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.1 E():   98 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (26-39:69-82) 
 
                    10        20        30        40        50      
2MEPSP      YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
          60        70        80                                    
2MEPSP AAVTAAGGNATYVLDGVPRMRERPI                                    
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.4  bits: 17.8 E():   99 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (49-73:121-145) 
 
       20        30        40        50        60        70         
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
       80                                        
2MEPSP PI                                        
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:29 2011 done: Tue Apr 19 10:57:29 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 56  - 135 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
  32     2     8:= * 
  34    15    22:=====  * 
  36    50    44:==============*== 
  38    52    73:==================      * 
  40    92   102:===============================  * 
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  42   128   125:=========================================*= 
  44   167   138:=============================================*========== 
  46   172   140:==============================================*=========== 
  48   123   134:=========================================   * 
  50   123   122:========================================* 
  52    84   108:============================       * 
  54   121    92:==============================*========== 
  56    86    77:=========================*=== 
  58    34    63:============        * 
  60    29    51:==========      * 
  62    27    41:=========    * 
  64    15    33:=====     * 
  66    27    26:========* 
  68    13    20:===== * 
  70    14    16:=====* 
  72    18    12:===*== 
  74    23    10:===*==== 
  76    20     8:==*==== 
  78    23     6:=*====== 
  80     7     5:=*= 
  82     4     3:*= 
  84     2     3:* 
  86     3     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     2     0:=         *== 
 104     0     0:          * 
 106     1     0:=         *= 
 108     1     0:=         *= 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.21100.00317; mu= 10.9731 0.165 
 mean_var=44.139813.359, 0's: 2 Z-trim: 3  B-trim: 65 in 1/43 
 Lambda= 0.193045 
 Kolmogorov-Smirnov  statistic: 0.0399 (N=29) at  70 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 25.4    0.29 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 24.6    0.52 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 24.3    0.63 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 23.7    0.92 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 23.5     1.1 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 23.5     1.1 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 22.9     1.6 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 22.6       2 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 21.5     4.3 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 21.0     6.4 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 21.0     6.4 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   56 21.0     6.4 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   61 22.7     6.7 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 20.7     7.7 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.1     7.9 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   61 22.7       8 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.1       9 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.4     9.2 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 20.5      12 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 19.8      14 
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gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.2      14 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.2      15 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.2      15 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   60 22.6      16 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   51 19.6      17 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 19.6      17 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 19.6      19 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 19.6      19 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 19.6      19 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 19.6      19 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 19.6      19 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 19.6      19 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 20.6      19 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 19.6      19 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.6      20 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 19.3      20 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.3      20 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.3      20 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 19.3      20 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 19.6      21 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      21 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 19.6      21 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      21 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   54 20.7      22 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 19.7      22 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.4      24 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.4      24 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.7      24 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.4      25 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.4      25 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.0      25 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.4      25 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   53 20.4      26 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   55 21.1      27 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.1      29 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 18.7      30 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.1      30 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 18.8      34 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 18.8      34 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 18.8      34 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 19.8      35 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 18.8      36 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 18.8      37 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 18.8      37 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 18.8      37 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 18.8      37 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 18.8      37 
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gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 18.8      37 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.8      37 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 19.8      38 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.2      39 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.8      42 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 18.9      43 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 18.9      47 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 18.9      47 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.3      48 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      48 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      48 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.6      49 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 17.5      51 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.3      54 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.3      54 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.3      55 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 18.9      56 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.3      58 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.3      58 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 15.9      58 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.3      60 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.3      61 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.3      62 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.6      62 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.6      63 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.0      63 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.0      63 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.0      67 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 18.7      73 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.4      75 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.4      75 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.4      75 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.3      77 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.3      77 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.0      80 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.7      81 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.4      83 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.0      85 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.4      87 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.4      88 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.4      88 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.4      91 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 14.7      93 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   44 17.8      93 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.3      95 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.5      97 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.1      98 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.1      98 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.1      98 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 17.8      98 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 18.8      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 112.1  bits: 25.4 E(): 0.29 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (5-60:31-85) 
 
                                         10        20         30    
2MEPSP                           MLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
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            40        50        60        70        80     
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG     
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 107.6  bits: 24.6 E(): 0.52 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (5-60:31-85) 
 
                                         10        20          30   
2MEPSP                           MLGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
             40        50        60        70        80     
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG     
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 106.1  bits: 24.3 E(): 0.63 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (8-60:34-85) 
 
                                      10        20          30      
2MEPSP                        MLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
          40        50        60        70        80     
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG     
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 103.1  bits: 23.7 E(): 0.92 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (5-60:31-85) 
 
                                         10         20        30    
2MEPSP                           MLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
            40        50        60        70        80     
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG     
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.6  bits: 23.5 E():  1.1 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (8-60:33-84) 
 
                                      10        20          30      
2MEPSP                        MLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
          40        50        60        70        80     
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG     
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
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 initn:  58 init1:  58 opt:  65  Z-score: 101.6  bits: 23.5 E():  1.1 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (8-60:33-84) 
 
                                      10        20          30      
2MEPSP                        MLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
          40        50        60        70        80     
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG     
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 98.6  bits: 22.9 E():  1.6 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (5-60:31-85) 
 
                                         10        20        30     
2MEPSP                           MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
           40        50        60        70        80     
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG     
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 97.1  bits: 22.6 E():    2 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (5-60:31-85) 
 
                                         10        20         30    
2MEPSP                           MLGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
            40        50        60        70        80     
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG     
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 91.2  bits: 21.5 E():  4.3 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (5-60:29-83) 
 
                                       10        20          30     
2MEPSP                         MLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
           40        50        60        70        80     
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG     
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 88.0  bits: 21.0 E():  6.4 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (5-60:31-85) 
 
                                         10         20        30    
2MEPSP                           MLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1742

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

               10        20        30        40        50        60 
 
            40        50        60        70        80     
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG     
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 88.0  bits: 21.0 E():  6.4 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (5-60:31-85) 
 
                                         10         20        30    
2MEPSP                           MLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
            40        50        60        70        80     
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG     
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 88.0  bits: 21.0 E():  6.4 
Smith-Waterman score: 56; 36.2% identity (51.7% similar) in 58 aa overlap (2-59:30-83) 
 
                                           10        20        30   
2MEPSP                             MLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                                    .::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
             40        50        60        70        80      
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG      
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  61  Z-score: 87.7  bits: 22.7 E():  6.7 
Smith-Waterman score: 61; 20.9% identity (65.7% similar) in 67 aa overlap (11-75:315-375) 
 
                                   10        20        30        40 
2MEPSP                     MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK---- 
          290       300       310       320       330       340     
 
               50        60        70          80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG--VPRMRERPIG 
         .:. ....:.  . .:.. .:.  ...:  :: ..      
gi|495 --IGEINLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA    
                350       360       370           
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 86.5  bits: 20.7 E():  7.7 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (5-60:31-85) 
 
                                         10         20        30    
2MEPSP                           MLGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
            40        50        60        70        80     
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG     
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
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>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.4  bits: 22.1 E():  7.9 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (35-70:252-287) 
 
           10        20        30        40        50        60     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
           70        80 
2MEPSP TYVLDGVPRMRERPIG 
       : .  :           
gi|144 TAAAGGYKV        
             290        
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 86.3  bits: 22.7 E():    8 
Smith-Waterman score: 61; 23.9% identity (64.2% similar) in 67 aa overlap (11-77:163-228) 
 
                                   10        20        30        40 
2MEPSP                     MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
               50        60        70        80                     
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                     
         : . ..:.:...: ..:   .   .::.. : :..                        
gi|845 QTLDQYALAQRKISA-LSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLT 
            200        210       220       230       240       250  
 
gi|845 TIKNKLETELSTVRADLDETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRR 
             260       270       280       290       300       310  
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.3  bits: 22.1 E():    9 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (13-62:17-66) 
 
                   10        20        30        40        50       
2MEPSP     MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                       :..:.:     .:  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP VTAAGGNATYVLDGVPRMRERPIG                                     
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.1  bits: 20.4 E():  9.2 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (36-58:59-81) 
 
          10        20        30        40        50        60      
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
          70        80     
2MEPSP YVLDGVPRMRERPIG     
                           
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 83.2  bits: 20.5 E():   12 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (1-26:75-101) 
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                                              10        20          
2MEPSP                               MLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
      30        40        50        60        70        80 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                                                           
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR          
          110       120       130       140                
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 82.0  bits: 19.8 E():   14 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (8-54:34-79) 
 
                                      10        20          30      
2MEPSP                        MLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
          40        50        60        70        80     
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG     
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.9  bits: 21.2 E():   14 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (35-70:248-283) 
 
           10        20        30        40        50        60     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
           70        80 
2MEPSP TYVLDGVPRMRERPIG 
       : .  :           
gi|239 TAATGGYKV        
       280              
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.4  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (35-70:274-309) 
 
           10        20        30        40        50        60     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
           70        80 
2MEPSP TYVLDGVPRMRERPIG 
       : .  :           
gi|398 TAATGGYKV        
           310          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.4  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (35-70:274-309) 
 
           10        20        30        40        50        60     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
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           70        80 
2MEPSP TYVLDGVPRMRERPIG 
       : .  :           
gi|330 TAATGGYKV        
           310          
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 80.9  bits: 22.6 E():   16 
Smith-Waterman score: 60; 23.9% identity (64.2% similar) in 67 aa overlap (11-77:563-628) 
 
                                   10        20        30        40 
2MEPSP                     MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
               50        60        70        80                     
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                     
         : . ..:.:...: ..:   .   .::.. : :..                        
gi|425 QTLDQYALAQRKISA-LSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLT 
            600        610       620       630       640       650  
 
gi|425 AIKNKLETELSTAQADLDEVTKELHAADERANRALADAARAVQELHEEQEHSMKIDALRK 
             660       670       680       690       700       710  
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.5  bits: 19.6 E():   17 
Smith-Waterman score: 51; 32.4% identity (52.9% similar) in 68 aa overlap (8-70:34-96) 
 
                                      10         20        30       
2MEPSP                        MLGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
         40        50            60        70        80    
2MEPSP EEVQLFLGNAGIAMRSLTAAVTA----AGGNATYVLDGVPRMRERPIG    
       ::..::: :     :.:: . :     :: :   : ::              
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH 
              70        80        90          100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.5  bits: 19.6 E():   17 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (36-60:61-85) 
 
          10        20        30        40        50        60      
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
          70        80     
2MEPSP YVLDGVPRMRERPIG     
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:9-26) 
 
               10        20        30        40        50        60 
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                    :..  :...: :: :. :                              
gi|760      DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIK 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GGNATYVLDGVPRMRERPIG                                         
                                                                    
gi|760 ASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNG 
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          60        70        80        90       100       110      
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:9-26) 
 
               10        20        30        40        50        60 
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                    :..  :...: :: :. :                              
gi|256      DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIK 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GGNATYVLDGVPRMRERPIG                                         
                                                                    
gi|256 ASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNG 
          60        70        80        90       100       110      
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:9-26) 
 
               10        20        30        40        50        60 
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                    :..  :...: :: :. :                              
gi|214      SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIK 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GGNATYVLDGVPRMRERPIG                                         
                                                                    
gi|214 ASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDG 
          60        70        80        90       100       110      
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:9-26) 
 
               10        20        30        40        50        60 
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                    :..  :...: :: :. :                              
gi|157      SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIK 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GGNATYVLDGVPRMRERPIG                                         
                                                                    
gi|157 ASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDG 
          60        70        80        90       100       110      
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:9-26) 
 
               10        20        30        40        50        60 
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                    :..  :...: :: :. :                              
gi|217      DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIK 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GGNATYVLDGVPRMRERPIG                                         
                                                                    
gi|217 ASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNG 
          60        70        80        90       100       110      
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:9-26) 
 
               10        20        30        40        50        60 
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2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                    :..  :...: :: :. :                              
gi|217      DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIK 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GGNATYVLDGVPRMRERPIG                                         
                                                                    
gi|217 ASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNG 
          60        70        80        90       100       110      
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.4  bits: 20.6 E():   19 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (35-70:227-262) 
 
           10        20        30        40        50        60     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
           70        80 
2MEPSP TYVLDGVPRMRERPIG 
       : .  :           
gi|180 TAAAGGYKV        
        260             
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:10-27) 
 
               10        20        30        40        50        60 
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                    :..  :...: :: :. :                              
gi|110     RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIK 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP GGNATYVLDGVPRMRERPIG                                         
                                                                    
gi|110 ASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNG 
         60        70        80        90       100       110       
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:15-32) 
 
                10        20        30        40        50          
2MEPSP  MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP AGGNATYVLDGVPRMRERPIG                                        
                                                                    
gi|394 KATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLGDN 
               70        80        90       100       110       120 
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (9-60:35-85) 
 
                                     10        20          30       
2MEPSP                       MLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
         40        50        60        70        80     
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG     
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        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (36-58:61-83) 
 
          10        20        30        40        50        60      
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
          70        80     
2MEPSP YVLDGVPRMRERPIG     
                           
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (36-58:61-83) 
 
          10        20        30        40        50        60      
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
          70        80     
2MEPSP YVLDGVPRMRERPIG     
                           
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (9-60:35-85) 
 
                                     10        20          30       
2MEPSP                       MLGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
         40        50        60        70        80     
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG     
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:25-42) 
 
                          10        20        30        40          
2MEPSP            MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIG                              
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:25-42) 
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                          10        20        30        40          
2MEPSP            MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIG                              
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:26-43) 
 
                           10        20        30        40         
2MEPSP             MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                             
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:26-43) 
 
                           10        20        30        40         
2MEPSP             MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                             
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 78.4  bits: 20.7 E():   22 
Smith-Waterman score: 54; 39.3% identity (67.9% similar) in 28 aa overlap (41-68:8-34) 
 
               20        30        40        50        60        70 
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVR 
                                      10        20         30       
 
               80                                                   
2MEPSP VPRMRERPIG                                                   
                                                                    
gi|324 EASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKII 
         40        50        60        70        80        90       
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (44-62:87-105) 
 
            20        30        40        50        60        70    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
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            80                              
2MEPSP MRERPIG                              
                                            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (44-70:251-277) 
 
            20        30        40        50        60        70    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
            80 
2MEPSP MRERPIG 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (44-70:252-278) 
 
            20        30        40        50        60        70    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
            80 
2MEPSP MRERPIG 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.5  bits: 19.7 E():   24 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (50-65:142-161) 
 
      20        30        40        50            60        70      
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
          80 
2MEPSP ERPIG 
             
gi|249 GYKV  
             
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (44-70:255-281) 
 
            20        30        40        50        60        70    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
            80 
2MEPSP MRERPIG 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (46-70:260-284) 
 
          20        30        40        50        60        70      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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          80 
2MEPSP ERPIG 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (46-70:260-284) 
 
          20        30        40        50        60        70      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          80 
2MEPSP ERPIG 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (46-70:260-284) 
 
          20        30        40        50        60        70      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          80 
2MEPSP ERPIG 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (46-70:260-284) 
 
          20        30        40        50        60        70      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          80 
2MEPSP ERPIG 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (46-70:260-284) 
 
          20        30        40        50        60        70      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          80 
2MEPSP ERPIG 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (46-70:260-284) 
 
          20        30        40        50        60        70      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          80 
2MEPSP ERPIG 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (46-70:260-284) 
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          20        30        40        50        60        70      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          80 
2MEPSP ERPIG 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (46-70:260-284) 
 
          20        30        40        50        60        70      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          80 
2MEPSP ERPIG 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (46-70:260-284) 
 
          20        30        40        50        60        70      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          80 
2MEPSP ERPIG 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (46-70:260-284) 
 
          20        30        40        50        60        70      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          80 
2MEPSP ERPIG 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (46-70:260-284) 
 
          20        30        40        50        60        70      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          80 
2MEPSP ERPIG 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (46-70:260-284) 
 
          20        30        40        50        60        70      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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          80 
2MEPSP ERPIG 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (46-70:260-284) 
 
          20        30        40        50        60        70      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          80 
2MEPSP ERPIG 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (44-70:258-284) 
 
            20        30        40        50        60        70    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
            80 
2MEPSP MRERPIG 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (46-70:260-284) 
 
          20        30        40        50        60        70      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          80 
2MEPSP ERPIG 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (44-70:261-287) 
 
            20        30        40        50        60        70    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
            80 
2MEPSP MRERPIG 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 19.0 E():   25 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (36-60:60-84) 
 
          10        20        30        40        50        60      
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
          70        80          
2MEPSP YVLDGVPRMRERPIG          
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
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>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (44-70:266-292) 
 
            20        30        40        50        60        70    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
            80 
2MEPSP MRERPIG 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 76.9  bits: 20.4 E():   26 
Smith-Waterman score: 53; 19.4% identity (51.6% similar) in 62 aa overlap (19-80:174-235) 
 
                           10        20        30        40         
2MEPSP             MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     ...:. : :.   : . ....  .   :   
gi|107 GIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAVFNKEDDIGTYTIRAVD 
           150       160       170       180       190       200    
 
       50        60        70        80                             
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                             
         :.:.  :    ..  : .. .  . :. ::                             
gi|107 DPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESPIPINVIL 
           210       220       230       240       250       260    
 
gi|107 AINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
           270       280       290       300         
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 76.8  bits: 21.1 E():   27 
Smith-Waterman score: 55; 28.1% identity (50.0% similar) in 64 aa overlap (9-72:401-459) 
 
                                     10        20        30         
2MEPSP                       MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     : ::  ::. .  ..:   :   :  : .: 
gi|298 AIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFAVVLKAGRE 
              380       390       400       410       420       430 
 
       40        50        60        70        80                   
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                   
            :   . ...   :.:.  :. : :: ..:                           
gi|298 -----GLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQEVE 
                   440       450       460       470       480      
 
gi|298 VFRPFQSRDEKERERFSIV 
         490       500     
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (35-70:238-273) 
 
           10        20        30        40        50        60     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
           70        80 
2MEPSP TYVLDGVPRMRERPIG 
       : .  :           
gi|313 TAATGGYKV        
       270              
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.0  bits: 18.7 E():   30 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (36-60:61-85) 
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          10        20        30        40        50        60      
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
          70        80     
2MEPSP YVLDGVPRMRERPIG     
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (35-70:246-281) 
 
           10        20        30        40        50        60     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
           70        80 
2MEPSP TYVLDGVPRMRERPIG 
       : .  :           
gi|295 TAATGGYKV        
         280            
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:9-26) 
 
               10        20        30        40        50        60 
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                    :..  :...: :: :. :                              
gi|217      DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKIEIK 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GGNATYVLDGVPRMRERPIG                                         
                                                                    
gi|217 ASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNG 
          60        70        80        90       100       110      
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:9-26) 
 
               10        20        30        40        50        60 
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                    :..  :...: :: :. :                              
gi|217      DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIK 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GGNATYVLDGVPRMRERPIG                                         
                                                                    
gi|217 ASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNG 
          60        70        80        90       100       110      
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:9-26) 
 
               10        20        30        40        50        60 
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                    :..  :...: :: :. :                              
gi|217      DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIK 
                    10        20        30        40        50      
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               70        80                                         
2MEPSP GGNATYVLDGVPRMRERPIG                                         
                                                                    
gi|217 ASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNG 
          60        70        80        90       100       110      
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:9-26) 
 
               10        20        30        40        50        60 
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                    :..  :...: :: :. :                              
gi|179      DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIK 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GGNATYVLDGVPRMRERPIG                                         
                                                                    
gi|179 ASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNG 
          60        70        80        90       100       110      
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:9-26) 
 
               10        20        30        40        50        60 
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                    :..  :...: :: :. :                              
gi|217      DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIK 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GGNATYVLDGVPRMRERPIG                                         
                                                                    
gi|217 ASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNG 
          60        70        80        90       100       110      
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:9-26) 
 
               10        20        30        40        50        60 
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                    :..  :...: :: :. :                              
gi|217      DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIK 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GGNATYVLDGVPRMRERPIG                                         
                                                                    
gi|217 ASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNG 
          60        70        80        90       100       110      
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:9-26) 
 
               10        20        30        40        50        60 
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                    :..  :...: :: :. :                              
gi|217      DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIK 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GGNATYVLDGVPRMRERPIG                                         
                                                                    
gi|217 ASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNG 
          60        70        80        90       100       110      
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:9-26) 
 
               10        20        30        40        50        60 
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                    :..  :...: :: :. :                              
gi|217      DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIK 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GGNATYVLDGVPRMRERPIG                                         
                                                                    
gi|217 ASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNG 
          60        70        80        90       100       110      
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:9-26) 
 
               10        20        30        40        50        60 
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                    :..  :...: :: :. :                              
gi|217      DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIK 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GGNATYVLDGVPRMRERPIG                                         
                                                                    
gi|217 ASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNG 
          60        70        80        90       100       110      
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:9-26) 
 
               10        20        30        40        50        60 
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                    :..  :...: :: :. :                              
gi|217      DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKIEIK 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GGNATYVLDGVPRMRERPIG                                         
                                                                    
gi|217 ASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNG 
          60        70        80        90       100       110      
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (35-70:238-273) 
 
           10        20        30        40        50        60     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
           70        80 
2MEPSP TYVLDGVPRMRERPIG 
       : .  :           
gi|313 TAATGGYKV        
       270              
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (35-70:238-273) 
 
           10        20        30        40        50        60     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
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       210       220       230       240       250       260        
 
           70        80 
2MEPSP TYVLDGVPRMRERPIG 
       : .  :           
gi|313 TAATGGYKV        
       270              
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (35-70:238-273) 
 
           10        20        30        40        50        60     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
           70        80 
2MEPSP TYVLDGVPRMRERPIG 
       : .  :           
gi|168 TAATGGYKV        
       270              
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.8 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:18-35) 
 
                   10        20        30        40        50       
2MEPSP     MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP VTAAGGNATYVLDGVPRMRERPIG                                     
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:22-39) 
 
                       10        20        30        40        50   
2MEPSP         MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIG                                 
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:26-43) 
 
                           10        20        30        40         
2MEPSP             MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                             
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
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>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:26-43) 
 
                           10        20        30        40         
2MEPSP             MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                             
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:26-43) 
 
                           10        20        30        40         
2MEPSP             MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                             
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:26-43) 
 
                           10        20        30        40         
2MEPSP             MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                             
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:26-43) 
 
                           10        20        30        40         
2MEPSP             MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                             
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:26-43) 
 
                           10        20        30        40         
2MEPSP             MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
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                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                             
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.9  bits: 19.8 E():   38 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (46-70:280-304) 
 
          20        30        40        50        60        70      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
          80 
2MEPSP ERPIG 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (31-55:22-45) 
 
               10        20        30        40        50        60 
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                                     ::..: :.:. :: .:. . ::: :      
gi|113          MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHN 
                        10        20         30        40        50 
 
               70        80                                         
2MEPSP GGNATYVLDGVPRMRERPIG                                         
                                                                    
gi|113 IIDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFA 
               60        70        80        90       100       110 
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.2  bits: 15.8 E():   42 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (58-72:2-16) 
 
        30        40        50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                                     :. ::. . : : .:         
gi|320                              YTTEGGTKSEVEDVIPEGWK     
                                            10        20     
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.0  bits: 18.9 E():   43 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:55-72) 
 
                                10        20        30        40    
2MEPSP                  MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
            50        60        70        80                        
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                        
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.3  bits: 18.9 E():   47 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (9-42:152-189) 
 
                                     10        20           30      
2MEPSP                       MLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
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                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
           40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
       : :. .::                                       
gi|476 KCERGKLFANCCK                                  
             190                                      
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.3  bits: 18.9 E():   47 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (9-42:152-189) 
 
                                     10        20           30      
2MEPSP                       MLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
           40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
       : :. .::                                       
gi|313 KCERGKLFANCCK                                  
             190                                      
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (11-49:369-408) 
 
                                   10        20        30           
2MEPSP                     MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
      40        50        60        70        80                    
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                    
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (11-49:369-408) 
 
                                   10        20        30           
2MEPSP                     MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
      40        50        60        70        80                    
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                    
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (11-49:369-408) 
 
                                   10        20        30           
2MEPSP                     MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
      40        50        60        70        80                    
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                    
       .: : .. ::                                                   
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gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (11-49:369-408) 
 
                                   10        20        30           
2MEPSP                     MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|117 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
      40        50        60        70        80                    
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                    
       .: : .. ::                                                   
gi|117 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDK 
      400       410       420       430       440       450         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (11-49:369-408) 
 
                                   10        20        30           
2MEPSP                     MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
      40        50        60        70        80                    
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                    
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (11-49:369-408) 
 
                                   10        20        30           
2MEPSP                     MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
      40        50        60        70        80                    
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                    
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (11-49:369-408) 
 
                                   10        20        30           
2MEPSP                     MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
      40        50        60        70        80                    
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                    
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (11-49:369-408) 
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                                   10        20        30           
2MEPSP                     MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
      40        50        60        70        80                    
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                    
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (11-49:369-408) 
 
                                   10        20        30           
2MEPSP                     MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
      40        50        60        70        80                    
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                    
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (11-49:369-408) 
 
                                   10        20        30           
2MEPSP                     MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
      40        50        60        70        80                    
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                    
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (11-49:369-408) 
 
                                   10        20        30           
2MEPSP                     MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
      40        50        60        70        80                    
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                    
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (11-49:369-408) 
 
                                   10        20        30           
2MEPSP                     MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
      40        50        60        70        80                    
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2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                    
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (54-79:11-39) 
 
            30        40        50        60        70           80 
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.6  bits: 17.5 E():   51 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (12-43:40-71) 
 
                                  10        20        30        40  
2MEPSP                    MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
              50        60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
       :.                                      
gi|154 FVDSLDKIAQVPRVG                         
      70        80                             
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (49-71:22-44) 
 
       20        30        40        50        60        70         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
       80                                                           
2MEPSP IG                                                           
                                                                    
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (49-71:22-44) 
 
       20        30        40        50        60        70         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
       80                                                           
2MEPSP IG                                                           
                                                                    
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.1  bits: 19.3 E():   55 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (35-70:267-298) 
 
           10        20        30        40        50        60     
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2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
           70        80 
2MEPSP TYVLDGVPRMRERPIG 
       : .  :           
gi|663 TAAAGGYKA        
            300         
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.0  bits: 18.9 E():   56 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (35-62:210-237) 
 
           10        20        30        40        50        60     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
           70        80 
2MEPSP TYVLDGVPRMRERPIG 
                        
gi|226 V                
     240                
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (13-61:75-123) 
 
                                 10        20        30        40   
2MEPSP                   MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
             50        60        70        80                
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (13-61:75-123) 
 
                                 10        20        30        40   
2MEPSP                   MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
             50        60        70        80                
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG                
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.6  bits: 15.9 E():   58 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (11-23:5-17) 
 
               10        20        30        40        50        60 
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                 .: :: .:: :::                                      
gi|323       INLKAVIADPVAKTAVVQAGATLGEVYYXI                         
                     10        20        30                         
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.4  bits: 19.3 E():   60 
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Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (15-70:267-318) 
 
                               10        20        30        40     
2MEPSP                 MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
           50        60        70        80      
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG      
        .: :    :.:: :: : :: .  :                
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV 
        300           310       320       330    
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.3  bits: 19.3 E():   61 
Smith-Waterman score: 56; 32.8% identity (62.7% similar) in 67 aa overlap (4-68:160-218) 
 
                                            10        20        30  
2MEPSP                            MLGALRTLG--LSVEADKAAKRAVVVGCGGKFP 
                                     :::...  : :.: : : . : ::    .: 
gi|249 LDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA---IP 
     130       140       150       160       170       180          
 
              40        50        60        70        80            
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG            
       .     :::: . ..  :.:. ..:..:: .:  ...                        
gi|249 AA----EVQL-IDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFI 
            190        200       210       220       230       240  
 
gi|249 PTLVAAVKQAYAAKQATAPEVKYTVSETALKKAVTAMSEAEKEATPAAAATATPTPAAAT 
             250       260       270       280       290       300  
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 17.3 E():   62 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (15-43:43-71) 
 
                               10        20        30        40     
2MEPSP                 MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
           50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                                            
gi|122 SLDKIAQVPRVG                         
             80                             
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 17.6 E():   62 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (37-64:54-81) 
 
         10        20        30        40        50        60       
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
         70        80           
2MEPSP VLDGVPRMRERPIG           
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.6 E():   63 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (37-60:61-84) 
 
         10        20        30        40        50        60       
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
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                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
         70        80     
2MEPSP VLDGVPRMRERPIG     
                          
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (36-65:5-32) 
 
          10        20        30        40        50        60      
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
          70        80                                              
2MEPSP YVLDGVPRMRERPIG                                              
                                                                    
gi|300 TEEQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (36-65:5-32) 
 
          10        20        30        40        50        60      
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
          70        80                                              
2MEPSP YVLDGVPRMRERPIG                                              
                                                                    
gi|300 TEEQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (41-68:7-33) 
 
               20        30        40        50        60        70 
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     :..:..:   : .: : . : :. :..:   
gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
               80                                                   
2MEPSP VPRMRERPIG                                                   
                                                                    
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (25-38:91-104) 
 
                     10        20        30        40        50     
2MEPSP       MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
           60        70        80                                   
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIG                                   
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gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 18.4 E():   75 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (8-23:172-187) 
 
                                      10        20        30        
2MEPSP                        MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
        40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                                                   
gi|256 KESLAKKNHGLSRSE                             
             210                                   
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (8-23:173-188) 
 
                                      10        20        30        
2MEPSP                        MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
        40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                                                   
gi|187 KESLAKKNHGLSRSE                             
            210                                    
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (8-23:173-188) 
 
                                      10        20        30        
2MEPSP                        MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
        40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                                                   
gi|187 KESLAKKNHGLSRSE                             
            210                                    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.3 E():   77 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (45-64:67-86) 
 
           20        30        40        50        60        70     
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
           80          
2MEPSP RERPIG          
                       
gi|668 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.3 E():   77 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (45-64:67-86) 
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           20        30        40        50        60        70     
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
           80          
2MEPSP RERPIG          
                       
gi|833 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.1  bits: 18.0 E():   80 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (2-41:106-145) 
 
                                            10        20        30  
2MEPSP                              MLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
              40        50        60        70        80    
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG    
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (44-64:267-287) 
 
            20        30        40        50        60        70    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
        240       250       260       270       280       290       
 
            80 
2MEPSP MRERPIG 
               
gi|119 SAGGYKV 
        300    
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.4 E():   83 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (41-80:1-39) 
 
               20        30        40         50        60          
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLD 
                                     .:::.: :::       .::. :.    :: 
gi|116                               VFLGSAHGIAKVPPGPNITATYGDEW--LD 
                                             10        20           
 
      70        80                                                  
2MEPSP GVPRMRERPIG                                                  
       .      .: :                                                  
gi|116 AKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKP 
       30        40        50        60        70        80         
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 17.0 E():   85 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (53-72:69-88) 
 
             30        40        50        60        70        80   
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG   
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
gi|105 T 
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>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (25-38:91-104) 
 
                     10        20        30        40        50     
2MEPSP       MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
           60        70        80                                   
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIG                                   
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (25-38:91-104) 
 
                     10        20        30        40        50     
2MEPSP       MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
           60        70        80                                   
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIG                                   
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (28-58:6-35) 
 
               10        20        30        40        50        60 
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                                  :.. . : .:. . :: . :...   ::: :   
gi|144                       MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVK 
                                     10         20        30        
 
               70        80                                         
2MEPSP GGNATYVLDGVPRMRERPIG                                         
                                                                    
gi|144 PTLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQY 
        40        50        60        70        80        90        
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (35-70:238-273) 
 
           10        20        30        40        50        60     
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
           70        80 
2MEPSP TYVLDGVPRMRERPIG 
       : .  :           
gi|313 TAAAGGYKV        
       270              
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.9  bits: 14.7 E():   93 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (12-25:3-16) 
 
               10        20        30        40        50        60 
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2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                  :.: .::.  : ::                                    
gi|463          DFVDAHNAARAQVGVGPVHWT                               
                        10        20                                
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 17.8 E():   93 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (5-27:154-176) 
 
                                         10        20        30     
2MEPSP                           MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ...:: :  . ..  :  .:.::        
gi|501 ITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL      
           130       140       150       160       170              
 
           40        50        60        70        80 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.7  bits: 14.3 E():   95 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (58-72:2-16) 
 
        30        40        50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                                     :. ::. . . : .:         
gi|320                              YTTEGGTKSEAEDVIPE        
                                            10               
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.5  bits: 18.5 E():   97 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (44-70:276-298) 
 
            20        30        40        50        60        70    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
            80 
2MEPSP MRERPIG 
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.1 E():   98 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (25-38:68-81) 
 
                     10        20        30        40        50     
2MEPSP       MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
           60        70        80                                   
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIG                                   
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.1 E():   98 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (25-38:68-81) 
 
                     10        20        30        40        50     
2MEPSP       MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
           60        70        80                                   
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIG                                   
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
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       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.1 E():   98 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (25-38:69-82) 
 
                     10        20        30        40        50     
2MEPSP       MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
           60        70        80                                   
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIG                                   
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.4  bits: 17.8 E():   98 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (48-72:121-145) 
 
        20        30        40        50        60        70        
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
        80                                       
2MEPSP PIG                                       
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (43-69:107-133) 
 
             20        30        40        50        60        70   
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
             80                                                     
2MEPSP RMRERPIG                                                     
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:29 2011 done: Tue Apr 19 10:57:29 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 57  - 136 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
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< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     4     8:==* 
  34    15    22:=====  * 
  36    52    44:==============*=== 
  38    51    73:=================       * 
  40    88   102:==============================   * 
  42   125   125:=========================================* 
  44   159   138:=============================================*======= 
  46   173   140:==============================================*=========== 
  48   138   134:============================================*= 
  50   123   122:========================================* 
  52    80   108:===========================        * 
  54   130    92:==============================*============= 
  56    78    77:=========================* 
  58    38    63:=============       * 
  60    27    51:=========       * 
  62    25    41:=========    * 
  64    14    33:=====     * 
  66    27    26:========* 
  68    13    20:===== * 
  70    14    16:=====* 
  72    18    12:===*== 
  74    23    10:===*==== 
  76    19     8:==*==== 
  78    24     6:=*====== 
  80     7     5:=*= 
  82     3     3:* 
  84     2     3:* 
  86     4     2:*= 
  88     4     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     2     0:=         *== 
 104     0     0:          * 
 106     1     0:=         *= 
 108     1     0:=         *= 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.18830.0032; mu= 11.1464 0.166 
 mean_var=43.866313.182, 0's: 2 Z-trim: 3  B-trim: 65 in 1/43 
 Lambda= 0.193646 
 Kolmogorov-Smirnov  statistic: 0.0399 (N=29) at  70 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 25.4    0.29 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 24.6    0.51 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 24.3    0.62 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 23.8    0.92 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 23.5     1.1 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 23.5     1.1 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 22.9     1.6 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 22.6       2 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 21.5     4.2 
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gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 21.0     6.4 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 21.0     6.4 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   56 21.0     6.4 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   61 22.7     6.6 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 20.7     7.7 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.1     7.9 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   61 22.8     7.9 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   63 23.5     8.8 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.1       9 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.4     9.2 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 19.8      14 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.2      14 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.3      15 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.3      15 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   51 19.6      17 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 19.6      17 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   55 21.0      18 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 19.6      19 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 19.6      19 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 19.6      19 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 19.6      19 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 19.6      19 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 19.6      19 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 20.6      19 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 19.6      19 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.6      20 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 19.3      20 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.3      20 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.3      20 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 19.3      20 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 19.6      21 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      21 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 19.6      21 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      21 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   51 19.6      21 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 19.7      22 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.4      24 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.4      24 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.7      24 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.4      24 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.4      25 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.0      25 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.4      25 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   53 20.4      26 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   55 21.1      26 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.1      29 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 18.7      30 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.1      30 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 18.8      34 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 18.8      34 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 18.8      34 
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gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 18.8      34 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 19.8      35 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 18.8      36 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 18.8      37 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 18.8      37 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 18.8      37 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 18.8      37 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 18.8      37 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 18.8      37 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.8      37 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 19.8      38 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.2      39 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.8      43 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 18.9      43 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 18.9      47 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 18.9      47 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.3      48 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      48 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      48 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.6      49 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 17.5      52 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.2      55 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.2      55 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.3      55 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 18.9      56 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.3      58 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.3      58 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 15.9      59 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.3      60 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.3      61 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.3      62 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.6      63 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.6      63 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.0      63 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.0      63 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.0      68 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 18.7      73 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.4      75 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.4      75 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.4      75 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.3      78 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.3      78 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   45 18.0      81 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.7      81 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.4      83 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.0      86 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.4      87 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.4      88 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.4      89 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.4      91 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   44 17.7      94 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 14.6      94 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.3      96 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.4      97 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.1      98 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.1      98 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.1      98 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 17.8      99 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 18.8      99 
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>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 112.2  bits: 25.4 E(): 0.29 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (4-59:31-85) 
 
                                          10        20         30   
2MEPSP                            LGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
             40        50        60        70        80    
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD    
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 107.7  bits: 24.6 E(): 0.51 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (4-59:31-85) 
 
                                          10        20          30  
2MEPSP                            LGALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
              40        50        60        70        80    
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD    
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 106.2  bits: 24.3 E(): 0.62 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (7-59:34-85) 
 
                                       10        20          30     
2MEPSP                         LGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
           40        50        60        70        80    
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD    
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 103.2  bits: 23.8 E(): 0.92 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (4-59:31-85) 
 
                                          10         20        30   
2MEPSP                            LGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
             40        50        60        70        80    
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD    
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.7  bits: 23.5 E():  1.1 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (7-59:33-84) 
 
                                       10        20          30     
2MEPSP                         LGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
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                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
           40        50        60        70        80    
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD    
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.7  bits: 23.5 E():  1.1 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (7-59:33-84) 
 
                                       10        20          30     
2MEPSP                         LGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
           40        50        60        70        80    
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD    
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 98.6  bits: 22.9 E():  1.6 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (4-59:31-85) 
 
                                          10        20        30    
2MEPSP                            LGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
            40        50        60        70        80    
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD    
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 97.1  bits: 22.6 E():    2 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (4-59:31-85) 
 
                                          10        20         30   
2MEPSP                            LGALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
             40        50        60        70        80    
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD    
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 91.2  bits: 21.5 E():  4.2 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (4-59:29-83) 
 
                                        10        20          30    
2MEPSP                          LGALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
            40        50        60        70        80    
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD    
          :..::: :   . :.:. : : :                         
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gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 88.1  bits: 21.0 E():  6.4 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (4-59:31-85) 
 
                                           10        20        30   
2MEPSP                            LGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
             40        50        60        70        80    
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD    
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 88.1  bits: 21.0 E():  6.4 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (4-59:31-85) 
 
                                           10        20        30   
2MEPSP                            LGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
             40        50        60        70        80    
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD    
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 88.1  bits: 21.0 E():  6.4 
Smith-Waterman score: 56; 36.2% identity (51.7% similar) in 58 aa overlap (1-58:30-83) 
 
                                            10        20        30  
2MEPSP                              LGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                                    .::      :.:  :::   .    .: :   
gi|208 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIE 
               10        20        30        40        50           
 
              40        50        60        70        80     
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD     
       ::   :..::: : . . :.::   ::                           
gi|208 ED---ELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRSK 
      60           70        80        90       100          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  61  Z-score: 87.8  bits: 22.7 E():  6.6 
Smith-Waterman score: 61; 20.9% identity (65.7% similar) in 67 aa overlap (10-74:315-375) 
 
                                    10        20        30          
2MEPSP                      LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK---- 
          290       300       310       320       330       340     
 
      40        50        60          70        80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG--VPRMRERPIGD 
         .:. ....:.  . .:.. .:.  ...:  :: ..       
gi|495 --IGEINLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA     
                350       360       370            
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 86.5  bits: 20.7 E():  7.7 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (4-59:31-85) 
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                                           10        20        30   
2MEPSP                            LGALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
             40        50        60        70        80    
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD    
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.4  bits: 22.1 E():  7.9 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (34-69:252-287) 
 
            10        20        30        40        50        60    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
            70        80 
2MEPSP TYVLDGVPRMRERPIGD 
       : .  :            
gi|144 TAAAGGYKV         
             290         
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 86.3  bits: 22.8 E():  7.9 
Smith-Waterman score: 61; 23.9% identity (64.2% similar) in 67 aa overlap (10-76:163-228) 
 
                                    10        20        30          
2MEPSP                      LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
      40        50        60        70        80                    
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                    
         : . ..:.:...: ..:   .   .::.. : :..                        
gi|845 QTLDQYALAQRKISA-LSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLT 
            200        210       220       230       240       250  
 
gi|845 TIKNKLETELSTVRADLDETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRR 
             260       270       280       290       300       310  
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 85.5  bits: 23.5 E():  8.8 
Smith-Waterman score: 63; 23.9% identity (63.4% similar) in 71 aa overlap (10-80:563-632) 
 
                                    10        20        30          
2MEPSP                      LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
      40        50        60        70        80                    
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                    
         : . ..:.:...: ..:   .   .::.. : :..  .:                    
gi|425 QTLDQYALAQRKISA-LSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLT 
            600        610       620       630       640       650  
 
gi|425 AIKNKLETELSTAQADLDEVTKELHAADERANRALADAARAVQELHEEQEHSMKIDALRK 
             660       670       680       690       700       710  
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.4  bits: 22.1 E():    9 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (12-61:17-66) 
 
                    10        20        30        40        50      
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2MEPSP      LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                       :..:.:     .:  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP VTAAGGNATYVLDGVPRMRERPIGD                                    
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.2  bits: 20.4 E():  9.2 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (35-57:59-81) 
 
           10        20        30        40        50        60     
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
           70        80    
2MEPSP YVLDGVPRMRERPIGD    
                           
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 82.0  bits: 19.8 E():   14 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (7-53:34-79) 
 
                                       10        20          30     
2MEPSP                         LGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
           40        50        60        70        80    
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD    
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.0  bits: 21.2 E():   14 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (34-69:248-283) 
 
            10        20        30        40        50        60    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
            70        80 
2MEPSP TYVLDGVPRMRERPIGD 
       : .  :            
gi|239 TAATGGYKV         
       280               
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.4  bits: 21.3 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (34-69:274-309) 
 
            10        20        30        40        50        60    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
            70        80 
2MEPSP TYVLDGVPRMRERPIGD 
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       : .  :            
gi|330 TAATGGYKV         
           310           
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.4  bits: 21.3 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (34-69:274-309) 
 
            10        20        30        40        50        60    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
            70        80 
2MEPSP TYVLDGVPRMRERPIGD 
       : .  :            
gi|398 TAATGGYKV         
           310           
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.5  bits: 19.6 E():   17 
Smith-Waterman score: 51; 32.4% identity (52.9% similar) in 68 aa overlap (7-69:34-96) 
 
                                       10         20        30      
2MEPSP                         LGALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
          40        50            60        70        80   
2MEPSP EEVQLFLGNAGIAMRSLTAAVTA----AGGNATYVLDGVPRMRERPIGD   
       ::..::: :     :.:: . :     :: :   : ::              
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH 
              70        80        90          100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.5  bits: 19.6 E():   17 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (35-59:61-85) 
 
           10        20        30        40        50        60     
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
           70        80    
2MEPSP YVLDGVPRMRERPIGD    
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 80.0  bits: 21.0 E():   18 
Smith-Waterman score: 55; 34.1% identity (61.0% similar) in 41 aa overlap (40-80:8-42) 
 
      10        20        30        40        50        60          
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVL-- 
                                      10        20         30       
 
      70        80                                                  
2MEPSP VPRMRERPIGD                                                  
          .::  ..:                                                  
gi|324 ---VREASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLAD 
              40        50        60        70        80        90  
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:9-26) 
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               10        20        30        40        50        60 
2MEPSP LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                   :..  :...: :: :. :                               
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                   :..  :...: :: :. :                               
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                   :..  :...: :: :. :                               
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                   :..  :...: :: :. :                               
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                   :..  :...: :: :. :                               
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                   :..  :...: :: :. :                               
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.4  bits: 20.6 E():   19 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (34-69:227-262) 
 
            10        20        30        40        50        60    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
            70        80 
2MEPSP TYVLDGVPRMRERPIGD 
       : .  :            
gi|180 TAAAGGYKV         
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        260              
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:10-27) 
 
               10        20        30        40        50        60 
2MEPSP LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                   :..  :...: :: :. :                               
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:15-32) 
 
                 10        20        30        40        50         
2MEPSP   LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP AGGNATYVLDGVPRMRERPIGD                                       
                                                                    
gi|394 KATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLGDN 
               70        80        90       100       110       120 
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (8-59:35-85) 
 
                                      10        20          30      
2MEPSP                        LGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
          40        50        60        70        80    
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD    
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (35-57:61-83) 
 
           10        20        30        40        50        60     
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
           70        80    
2MEPSP YVLDGVPRMRERPIGD    
                           
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (35-57:61-83) 
 
           10        20        30        40        50        60     
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
           70        80    
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2MEPSP YVLDGVPRMRERPIGD    
                           
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (8-59:35-85) 
 
                                      10        20          30      
2MEPSP                        LGALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
          40        50        60        70        80    
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD    
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:25-42) 
 
                           10        20        30        40         
2MEPSP             LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                             
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:25-42) 
 
                           10        20        30        40         
2MEPSP             LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                             
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:26-43) 
 
                            10        20        30        40        
2MEPSP              LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                            
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 19.6 E():   21 
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Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:26-43) 
 
                            10        20        30        40        
2MEPSP              LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                            
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 51; 36.7% identity (56.7% similar) in 30 aa overlap (1-25:72-101) 
 
                                                  10        20      
2MEPSP                               LGALR-----TLGLSVEADKAAKRAVVVGC 
                                     ::..:      ::...  :::.   :  :: 
gi|250 CAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGC 
              50        60        70        80        90       100  
 
          30        40        50        60        70        80 
2MEPSP GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                                                               
gi|250 RTEVMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR           
             110       120       130       140                 
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (43-61:87-105) 
 
             20        30        40        50        60        70   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
             80                             
2MEPSP MRERPIGD                             
                                            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (43-69:251-277) 
 
             20        30        40        50        60        70   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
             80 
2MEPSP MRERPIGD 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (43-69:252-278) 
 
             20        30        40        50        60        70   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
             80 
2MEPSP MRERPIGD 
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>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.5  bits: 19.7 E():   24 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (49-64:142-161) 
 
       20        30        40        50            60        70     
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
           80 
2MEPSP ERPIGD 
              
gi|249 GYKV   
              
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (43-69:255-281) 
 
             20        30        40        50        60        70   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
             80 
2MEPSP MRERPIGD 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (45-69:260-284) 
 
           20        30        40        50        60        70     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           80 
2MEPSP ERPIGD 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (45-69:260-284) 
 
           20        30        40        50        60        70     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           80 
2MEPSP ERPIGD 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (45-69:260-284) 
 
           20        30        40        50        60        70     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           80 
2MEPSP ERPIGD 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
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Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (45-69:260-284) 
 
           20        30        40        50        60        70     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           80 
2MEPSP ERPIGD 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (45-69:260-284) 
 
           20        30        40        50        60        70     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           80 
2MEPSP ERPIGD 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (45-69:260-284) 
 
           20        30        40        50        60        70     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           80 
2MEPSP ERPIGD 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (45-69:260-284) 
 
           20        30        40        50        60        70     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           80 
2MEPSP ERPIGD 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (45-69:260-284) 
 
           20        30        40        50        60        70     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           80 
2MEPSP ERPIGD 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (45-69:260-284) 
 
           20        30        40        50        60        70     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
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     230       240       250       260       270       280          
 
           80 
2MEPSP ERPIGD 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (45-69:260-284) 
 
           20        30        40        50        60        70     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           80 
2MEPSP ERPIGD 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (45-69:260-284) 
 
           20        30        40        50        60        70     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           80 
2MEPSP ERPIGD 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (45-69:260-284) 
 
           20        30        40        50        60        70     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           80 
2MEPSP ERPIGD 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (45-69:260-284) 
 
           20        30        40        50        60        70     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           80 
2MEPSP ERPIGD 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (43-69:258-284) 
 
             20        30        40        50        60        70   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
             80 
2MEPSP MRERPIGD 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
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 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (45-69:260-284) 
 
           20        30        40        50        60        70     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           80 
2MEPSP ERPIGD 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (43-69:261-287) 
 
             20        30        40        50        60        70   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
             80 
2MEPSP MRERPIGD 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 19.0 E():   25 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (35-59:60-84) 
 
           10        20        30        40        50        60     
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
           70        80         
2MEPSP YVLDGVPRMRERPIGD         
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (43-69:266-292) 
 
             20        30        40        50        60        70   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
             80 
2MEPSP MRERPIGD 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.0  bits: 20.4 E():   26 
Smith-Waterman score: 53; 19.4% identity (51.6% similar) in 62 aa overlap (18-79:174-235) 
 
                            10        20        30        40        
2MEPSP              LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     ...:. : :.   : . ....  .   :   
gi|107 GIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAVFNKEDDIGTYTIRAVD 
           150       160       170       180       190       200    
 
        50        60        70        80                            
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                            
         :.:.  :    ..  : .. .  . :. ::                             
gi|107 DPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESPIPINVIL 
           210       220       230       240       250       260    
 
gi|107 AINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
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           270       280       290       300         
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 76.9  bits: 21.1 E():   26 
Smith-Waterman score: 55; 28.1% identity (50.0% similar) in 64 aa overlap (8-71:401-459) 
 
                                      10        20        30        
2MEPSP                        LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     : ::  ::. .  ..:   :   :  : .: 
gi|298 AIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFAVVLKAGRE 
              380       390       400       410       420       430 
 
        40        50        60        70        80                  
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                  
            :   . ...   :.:.  :. : :: ..:                           
gi|298 -----GLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQEVE 
                   440       450       460       470       480      
 
gi|298 VFRPFQSRDEKERERFSIV 
         490       500     
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (34-69:238-273) 
 
            10        20        30        40        50        60    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
            70        80 
2MEPSP TYVLDGVPRMRERPIGD 
       : .  :            
gi|313 TAATGGYKV         
       270               
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.0  bits: 18.7 E():   30 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (35-59:61-85) 
 
           10        20        30        40        50        60     
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
           70        80    
2MEPSP YVLDGVPRMRERPIGD    
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.0  bits: 20.1 E():   30 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (34-69:246-281) 
 
            10        20        30        40        50        60    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
            70        80 
2MEPSP TYVLDGVPRMRERPIGD 
       : .  :            
gi|295 TAATGGYKV         
         280             
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
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Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                   :..  :...: :: :. :                               
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                   :..  :...: :: :. :                               
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                   :..  :...: :: :. :                               
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                   :..  :...: :: :. :                               
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                   :..  :...: :: :. :                               
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                   :..  :...: :: :. :                               
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                   :..  :...: :: :. :                               
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:9-26) 
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               10        20        30        40        50        60 
2MEPSP LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                   :..  :...: :: :. :                               
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                   :..  :...: :: :. :                               
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                   :..  :...: :: :. :                               
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (34-69:238-273) 
 
            10        20        30        40        50        60    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
            70        80 
2MEPSP TYVLDGVPRMRERPIGD 
       : .  :            
gi|313 TAATGGYKV         
       270               
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (34-69:238-273) 
 
            10        20        30        40        50        60    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
            70        80 
2MEPSP TYVLDGVPRMRERPIGD 
       : .  :            
gi|313 TAATGGYKV         
       270               
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (34-69:238-273) 
 
            10        20        30        40        50        60    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
            70        80 
2MEPSP TYVLDGVPRMRERPIGD 
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       : .  :            
gi|168 TAATGGYKV         
       270               
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.8 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:18-35) 
 
                    10        20        30        40        50      
2MEPSP      LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP VTAAGGNATYVLDGVPRMRERPIGD                                    
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:22-39) 
 
                        10        20        30        40        50  
2MEPSP          LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGD                                
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:26-43) 
 
                            10        20        30        40        
2MEPSP              LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                            
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:26-43) 
 
                            10        20        30        40        
2MEPSP              LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                            
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:26-43) 
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                            10        20        30        40        
2MEPSP              LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                            
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:26-43) 
 
                            10        20        30        40        
2MEPSP              LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                            
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:26-43) 
 
                            10        20        30        40        
2MEPSP              LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                            
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:26-43) 
 
                            10        20        30        40        
2MEPSP              LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                            
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (45-69:280-304) 
 
           20        30        40        50        60        70     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
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           80 
2MEPSP ERPIGD 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (30-54:22-45) 
 
               10        20        30        40        50        60 
2MEPSP LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                    ::..: :.:. :: .:. . ::: :       
gi|113         MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNI 
                       10        20         30        40        50  
 
               70        80                                         
2MEPSP GNATYVLDGVPRMRERPIGD                                         
                                                                    
gi|113 IDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAA 
              60        70        80        90       100       110  
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.1  bits: 15.8 E():   43 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (57-71:2-16) 
 
         30        40        50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                                     :. ::. . : : .:          
gi|320                              YTTEGGTKSEVEDVIPEGWK      
                                            10        20      
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.0  bits: 18.9 E():   43 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:55-72) 
 
                                 10        20        30        40   
2MEPSP                   LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
             50        60        70        80                       
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                       
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.3  bits: 18.9 E():   47 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (8-41:152-189) 
 
                                      10        20           30     
2MEPSP                        LGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
            40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
       : :. .::                                        
gi|476 KCERGKLFANCCK                                   
             190                                       
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.3  bits: 18.9 E():   47 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (8-41:152-189) 
 
                                      10        20           30     
2MEPSP                        LGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
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            40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
       : :. .::                                        
gi|313 KCERGKLFANCCK                                   
             190                                       
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (10-48:369-408) 
 
                                    10        20        30          
2MEPSP                      LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
       40        50        60        70        80                   
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                   
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (10-48:369-408) 
 
                                    10        20        30          
2MEPSP                      LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
       40        50        60        70        80                   
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                   
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (10-48:369-408) 
 
                                    10        20        30          
2MEPSP                      LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
       40        50        60        70        80                   
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                   
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (10-48:369-408) 
 
                                    10        20        30          
2MEPSP                      LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|117 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
       40        50        60        70        80                   
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                   
       .: : .. ::                                                   
gi|117 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDK 
      400       410       420       430       440       450         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
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 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (10-48:369-408) 
 
                                    10        20        30          
2MEPSP                      LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
       40        50        60        70        80                   
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                   
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (10-48:369-408) 
 
                                    10        20        30          
2MEPSP                      LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
       40        50        60        70        80                   
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                   
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (10-48:369-408) 
 
                                    10        20        30          
2MEPSP                      LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
       40        50        60        70        80                   
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                   
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (10-48:369-408) 
 
                                    10        20        30          
2MEPSP                      LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
       40        50        60        70        80                   
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                   
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (10-48:369-408) 
 
                                    10        20        30          
2MEPSP                      LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
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      340       350       360       370       380       390         
 
       40        50        60        70        80                   
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                   
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (10-48:369-408) 
 
                                    10        20        30          
2MEPSP                      LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
       40        50        60        70        80                   
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                   
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (10-48:369-408) 
 
                                    10        20        30          
2MEPSP                      LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
       40        50        60        70        80                   
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                   
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (10-48:369-408) 
 
                                    10        20        30          
2MEPSP                      LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
       40        50        60        70        80                   
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD                   
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (53-78:11-39) 
 
             30        40        50        60           70          
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
      80                                                            
2MEPSP D                                                            
                                                                    
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
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>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.6  bits: 17.5 E():   52 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (11-42:40-71) 
 
                                   10        20        30        40 
2MEPSP                     LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
               50        60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
       :.                                       
gi|154 FVDSLDKIAQVPRVG                          
      70        80                              
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 18.2 E():   55 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (48-70:22-44) 
 
        20        30        40        50        60        70        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
        80                                                          
2MEPSP IGD                                                          
                                                                    
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 18.2 E():   55 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (48-70:22-44) 
 
        20        30        40        50        60        70        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
        80                                                          
2MEPSP IGD                                                          
                                                                    
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.1  bits: 19.3 E():   55 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (34-69:267-298) 
 
            10        20        30        40        50        60    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
            70        80 
2MEPSP TYVLDGVPRMRERPIGD 
       : .  :            
gi|663 TAAAGGYKA         
            300          
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.0  bits: 18.9 E():   56 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (34-61:210-237) 
 
            10        20        30        40        50        60    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
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                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
            70        80 
2MEPSP TYVLDGVPRMRERPIGD 
                         
gi|226 V                 
     240                 
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (12-60:75-123) 
 
                                  10        20        30        40  
2MEPSP                    LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
              50        60        70        80               
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD               
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (12-60:75-123) 
 
                                  10        20        30        40  
2MEPSP                    LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
              50        60        70        80               
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD               
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.5  bits: 15.9 E():   59 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (10-22:5-17) 
 
               10        20        30        40        50        60 
2MEPSP LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                .: :: .:: :::                                       
gi|323      INLKAVIADPVAKTAVVQAGATLGEVYYXI                          
                    10        20        30                          
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.4  bits: 19.3 E():   60 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (14-69:267-318) 
 
                                10        20        30        40    
2MEPSP                  LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
            50        60        70        80     
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD     
        .: :    :.:: :: : :: .  :                
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV 
        300           310       320       330    
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.3  bits: 19.3 E():   61 
Smith-Waterman score: 56; 32.8% identity (62.7% similar) in 67 aa overlap (3-67:160-218) 
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                                             10        20        30 
2MEPSP                             LGALRTLG--LSVEADKAAKRAVVVGCGGKFP 
                                     :::...  : :.: : : . : ::    .: 
gi|249 LDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA---IP 
     130       140       150       160       170       180          
 
               40        50        60        70        80           
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD           
       .     :::: . ..  :.:. ..:..:: .:  ...                        
gi|249 AA----EVQL-IDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFI 
            190        200       210       220       230       240  
 
gi|249 PTLVAAVKQAYAAKQATAPEVKYTVSETALKKAVTAMSEAEKEATPAAAATATPTPAAAT 
             250       260       270       280       290       300  
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 17.3 E():   62 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (14-42:43-71) 
 
                                10        20        30        40    
2MEPSP                  LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
            50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                                             
gi|122 SLDKIAQVPRVG                          
             80                              
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 17.6 E():   63 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (36-63:54-81) 
 
          10        20        30        40        50        60      
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
          70        80          
2MEPSP VLDGVPRMRERPIGD          
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.6 E():   63 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (36-59:61-84) 
 
          10        20        30        40        50        60      
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
          70        80    
2MEPSP VLDGVPRMRERPIGD    
                          
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (35-64:5-32) 
 
           10        20        30        40        50        60     
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
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gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
           70        80                                             
2MEPSP YVLDGVPRMRERPIGD                                             
                                                                    
gi|300 TEEQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (35-64:5-32) 
 
           10        20        30        40        50        60     
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
           70        80                                             
2MEPSP YVLDGVPRMRERPIGD                                             
                                                                    
gi|300 TEEQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (40-67:7-33) 
 
      10        20        30        40        50        60          
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     :..:..:   : .: : . : :. :..:   
gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
      70        80                                                  
2MEPSP VPRMRERPIGD                                                  
                                                                    
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (24-37:91-104) 
 
                      10        20        30        40        50    
2MEPSP        LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
            60        70        80                                  
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGD                                  
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (7-22:172-187) 
 
                                       10        20        30       
2MEPSP                         LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
         40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                                                    
gi|256 KESLAKKNHGLSRSE                              
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             210                                    
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (7-22:173-188) 
 
                                       10        20        30       
2MEPSP                         LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
         40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                                                    
gi|187 KESLAKKNHGLSRSE                              
            210                                     
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (7-22:173-188) 
 
                                       10        20        30       
2MEPSP                         LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
         40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                                                    
gi|187 KESLAKKNHGLSRSE                              
            210                                     
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.3 E():   78 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (44-63:67-86) 
 
            20        30        40        50        60        70    
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
            80         
2MEPSP RERPIGD         
                       
gi|668 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.3 E():   78 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (44-63:67-86) 
 
            20        30        40        50        60        70    
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
            80         
2MEPSP RERPIGD         
                       
gi|833 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.0  bits: 18.0 E():   81 
Smith-Waterman score: 45; 25.0% identity (52.5% similar) in 40 aa overlap (1-40:106-145) 
 
                                             10        20        30 
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2MEPSP                               LGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     .: :   : .   : :.:.:  .  .::.  
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ 
          80        90       100       110       120       130      
 
               40        50        60        70        80   
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD   
        .  :.  ..                                           
gi|413 SDPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
         140       150       160       170       180        
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (43-63:267-287) 
 
             20        30        40        50        60        70   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
        240       250       260       270       280       290       
 
             80 
2MEPSP MRERPIGD 
                
gi|119 SAGGYKV  
        300     
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.4 E():   83 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (40-79:1-39) 
 
      10        20        30        40         50        60         
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLD 
                                     .:::.: :::       .::. :.    :: 
gi|116                               VFLGSAHGIAKVPPGPNITATYGDEW--LD 
                                             10        20           
 
       70        80                                                 
2MEPSP GVPRMRERPIGD                                                 
       .      .: :                                                  
gi|116 AKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKP 
       30        40        50        60        70        80         
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.0 E():   86 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (52-71:69-88) 
 
              30        40        50        60        70        80  
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD  
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
gi|105 T 
         
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (24-37:91-104) 
 
                      10        20        30        40        50    
2MEPSP        LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
            60        70        80                                  
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGD                                  
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
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>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (24-37:91-104) 
 
                      10        20        30        40        50    
2MEPSP        LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
            60        70        80                                  
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGD                                  
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.3  bits: 17.4 E():   89 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (27-57:6-35) 
 
               10        20        30        40        50        60 
2MEPSP LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                 :.. . : .:. . :: . :...   ::: :    
gi|144                      MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKP 
                                    10         20        30         
 
               70        80                                         
2MEPSP GNATYVLDGVPRMRERPIGD                                         
                                                                    
gi|144 TLEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYG 
       40        50        60        70        80        90         
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (34-69:238-273) 
 
            10        20        30        40        50        60    
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
            70        80 
2MEPSP TYVLDGVPRMRERPIGD 
       : .  :            
gi|313 TAAAGGYKV         
       270               
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.7 E():   94 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (4-26:154-176) 
 
                                          10        20        30    
2MEPSP                            LGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ...:: :  . ..  :  .:.::        
gi|501 ITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL      
           130       140       150       160       170              
 
            40        50        60        70        80 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.8  bits: 14.6 E():   94 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (11-24:3-16) 
 
               10        20        30        40        50        60 
2MEPSP LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                 :.: .::.  : ::                                     
gi|463         DFVDAHNAARAQVGVGPVHWT                                
                       10        20                                 
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>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.6  bits: 14.3 E():   96 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (57-71:2-16) 
 
         30        40        50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                                     :. ::. . . : .:          
gi|320                              YTTEGGTKSEAEDVIPE         
                                            10                
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.5  bits: 18.4 E():   97 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (43-69:276-298) 
 
             20        30        40        50        60        70   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
             80 
2MEPSP MRERPIGD 
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.1 E():   98 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (24-37:68-81) 
 
                      10        20        30        40        50    
2MEPSP        LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
            60        70        80                                  
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGD                                  
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.1 E():   98 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (24-37:68-81) 
 
                      10        20        30        40        50    
2MEPSP        LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
            60        70        80                                  
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGD                                  
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.1 E():   98 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (24-37:69-82) 
 
                      10        20        30        40        50    
2MEPSP        LGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
            60        70        80                                  
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGD                                  
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
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>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.4  bits: 17.8 E():   99 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (47-71:121-145) 
 
         20        30        40        50        60        70       
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
         80                                      
2MEPSP PIGD                                      
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (42-68:107-133) 
 
              20        30        40        50        60        70  
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
              80                                                    
2MEPSP RMRERPIGD                                                    
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:29 2011 done: Tue Apr 19 10:57:29 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 58  - 137 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     5     8:=* 
  34    14    22:==== * 
  36    50    44:==========*== 
  38    56    73:==============    * 
  40    92   102:=======================  * 
  42   122   125:===============================* 
  44   152   138:==================================*=== 
  46   182   140:==================================*=========== 
  48   120   134:==============================   * 
  50   119   122:==============================* 
  52    86   108:======================    * 
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  54   146    92:======================*============== 
  56    82    77:===================*= 
  58    32    63:========       * 
  60    28    51:=======     * 
  62    20    41:=====     * 
  64    14    33:====    * 
  66    29    26:======*= 
  68    12    20:=== * 
  70    14    16:===* 
  72    17    12:==*== 
  74    23    10:==*=== 
  76    23     8:=*==== 
  78    22     6:=*==== 
  80     7     5:=* 
  82     1     3:* 
  84     2     3:* 
  86     2     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     2     0:=         *== 
 104     0     0:          * 
 106     2     0:=         *== 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.09130.00319; mu= 11.6968 0.166 
 mean_var=44.106113.237, 0's: 2 Z-trim: 3  B-trim: 65 in 1/43 
 Lambda= 0.193119 
 Kolmogorov-Smirnov  statistic: 0.0392 (N=29) at  70 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 25.4     0.3 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 24.5    0.53 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 24.3    0.65 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 23.7    0.95 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 23.4     1.1 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 23.4     1.1 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 22.9     1.7 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 22.6     2.1 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   68 24.9     3.3 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   65 23.9     3.7 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 21.5     4.4 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   57 21.2     5.4 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 20.9     6.6 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 20.9     6.6 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   61 22.7     6.7 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 20.6       8 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.1       8 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.1     9.1 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.4     9.5 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.2      14 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 19.8      14 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.2      15 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.2      15 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   51 19.5      17 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 19.5      17 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   55 21.0      18 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1809

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 20.6      19 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 19.6      20 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 19.6      20 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 19.6      20 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 19.6      20 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 19.6      20 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 19.6      20 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 19.6      20 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.6      20 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 19.2      21 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.2      21 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.2      21 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 19.2      21 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 19.6      21 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      21 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 19.6      22 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      22 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 19.6      22 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.4      24 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.4      25 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.4      25 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.7      25 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.4      25 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.4      25 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.0      26 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   50 19.3      26 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   53 20.4      26 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   55 21.1      26 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.1      29 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.1      30 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 18.7      30 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 18.7      35 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 18.7      35 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 18.7      35 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 19.8      35 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 18.8      37 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 18.8      37 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 18.8      38 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 18.8      38 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 18.8      38 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 18.8      38 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 18.8      38 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.8      38 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 19.8      39 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.2      39 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 18.8      44 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.7      45 
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gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      48 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.3      48 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      48 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.3      48 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 18.9      48 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 18.9      48 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.5      50 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 17.5      53 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.3      56 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.2      56 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.2      56 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 18.9      56 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.2      59 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.2      59 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.3      60 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.3      61 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 15.8      62 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.6      64 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.2      64 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.6      65 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 17.9      65 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 17.9      65 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.0      68 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 18.7      74 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.3      76 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.3      76 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.3      76 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.3      80 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.3      80 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.7      81 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.4      84 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.4      88 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.0      88 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.4      89 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.4      91 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.4      91 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   44 17.7      95 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.4      98 
gi|4138175|emb|CAA09885.1| allergen [Malassezia sy ( 187)   44 17.7      99 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 18.8      99 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.1      99 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.1      99 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.1      99 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 14.6   1e 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 111.9  bits: 25.4 E():  0.3 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (3-58:31-85) 
 
                                           10        20         30  
2MEPSP                             GALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
              40        50        60        70        80   
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL   
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 107.4  bits: 24.5 E(): 0.53 
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Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (3-58:31-85) 
 
                                           10        20          30 
2MEPSP                             GALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
               40        50        60        70        80   
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL   
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 105.9  bits: 24.3 E(): 0.65 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (6-58:34-85) 
 
                                        10        20          30    
2MEPSP                          GALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
            40        50        60        70        80   
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL   
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 102.9  bits: 23.7 E(): 0.95 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (3-58:31-85) 
 
                                           10         20        30  
2MEPSP                             GALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
              40        50        60        70        80   
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL   
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.4  bits: 23.4 E():  1.1 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (6-58:33-84) 
 
                                        10        20          30    
2MEPSP                          GALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
            40        50        60        70        80   
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL   
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.4  bits: 23.4 E():  1.1 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (6-58:33-84) 
 
                                        10        20          30    
2MEPSP                          GALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1812

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
            40        50        60        70        80   
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL   
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 98.3  bits: 22.9 E():  1.7 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (3-58:31-85) 
 
                                           10        20        30   
2MEPSP                             GALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
             40        50        60        70        80   
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL   
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 96.8  bits: 22.6 E():  2.1 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (3-58:31-85) 
 
                                           10        20         30  
2MEPSP                             GALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
              40        50        60        70        80   
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL   
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  68  Z-score: 93.1  bits: 24.9 E():  3.3 
Smith-Waterman score: 68; 25.0% identity (63.9% similar) in 72 aa overlap (9-80:563-633) 
 
                                     10        20        30         
2MEPSP                       GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
       40        50        60        70        80                   
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                   
         : . ..:.:...: ..:   .   .::.. : :..  .::                   
gi|425 QTLDQYALAQRKISA-LSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLT 
            600        610       620       630       640       650  
 
gi|425 AIKNKLETELSTAQADLDEVTKELHAADERANRALADAARAVQELHEEQEHSMKIDALRK 
             660       670       680       690       700       710  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  65  Z-score: 92.3  bits: 23.9 E():  3.7 
Smith-Waterman score: 65; 25.0% identity (62.5% similar) in 72 aa overlap (9-80:163-233) 
 
                                     10        20        30         
2MEPSP                       GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
       40        50        60        70        80                   
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                   
         : . ..:.:...: ..:   .   .::.. : :..   ::                   
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gi|845 QTLDQYALAQRKISA-LSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLT 
            200        210       220       230       240       250  
 
gi|845 TIKNKLETELSTVRADLDETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRR 
             260       270       280       290       300       310  
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 90.9  bits: 21.5 E():  4.4 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (3-58:29-83) 
 
                                         10        20          30   
2MEPSP                           GALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
             40        50        60        70        80   
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL   
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 89.3  bits: 21.2 E():  5.4 
Smith-Waterman score: 57; 34.7% identity (52.8% similar) in 72 aa overlap (9-80:39-105) 
 
                                     10        20        30         
2MEPSP                       GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     :.:  :::   .    .: :  ::   :.. 
gi|208 AEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIEED---ELK 
       10        20        30        40        50         60        
 
       40        50        60        70        80     
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL     
       ::: : . . :.::   ::   .:  : ::  ..  . . ::     
gi|208 LFLQNFSASARALTDKETANFLKAGDV-DGDGKIGIEEFTDLVRSK 
           70        80        90        100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 87.8  bits: 20.9 E():  6.6 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (3-58:31-85) 
 
                                            10        20        30  
2MEPSP                             GALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
              40        50        60        70        80   
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL   
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 87.8  bits: 20.9 E():  6.6 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (3-58:31-85) 
 
                                            10        20        30  
2MEPSP                             GALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
              40        50        60        70        80   
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL   
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
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 initn:  50 init1:  50 opt:  61  Z-score: 87.7  bits: 22.7 E():  6.7 
Smith-Waterman score: 61; 20.9% identity (65.7% similar) in 67 aa overlap (9-73:315-375) 
 
                                     10        20        30         
2MEPSP                       GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK---- 
          290       300       310       320       330       340     
 
       40        50        60          70        80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG--VPRMRERPIGDL 
         .:. ....:.  . .:.. .:.  ...:  :: ..        
gi|495 --IGEINLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA      
                350       360       370             
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 86.3  bits: 20.6 E():    8 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (3-58:31-85) 
 
                                            10        20        30  
2MEPSP                             GALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
              40        50        60        70        80   
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL   
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.3  bits: 22.1 E():    8 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (33-68:252-287) 
 
             10        20        30        40        50        60   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
             70        80 
2MEPSP TYVLDGVPRMRERPIGDL 
       : .  :             
gi|144 TAAAGGYKV          
             290          
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.3  bits: 22.1 E():  9.1 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (11-60:17-66) 
 
                     10        20        30        40        50     
2MEPSP       GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                       :..:.:     .:  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDL                                   
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.9  bits: 20.4 E():  9.5 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (34-56:59-81) 
 
            10        20        30        40        50        60    
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
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       30        40        50        60        70        80         
 
            70        80   
2MEPSP YVLDGVPRMRERPIGDL   
                           
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.9  bits: 21.2 E():   14 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (33-68:248-283) 
 
             10        20        30        40        50        60   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
             70        80 
2MEPSP TYVLDGVPRMRERPIGDL 
       : .  :             
gi|239 TAATGGYKV          
       280                
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 81.8  bits: 19.8 E():   14 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (6-52:34-79) 
 
                                        10        20          30    
2MEPSP                          GALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
            40        50        60        70        80   
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL   
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.3  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (33-68:274-309) 
 
             10        20        30        40        50        60   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
             70        80 
2MEPSP TYVLDGVPRMRERPIGDL 
       : .  :             
gi|330 TAATGGYKV          
           310            
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.3  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (33-68:274-309) 
 
             10        20        30        40        50        60   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
             70        80 
2MEPSP TYVLDGVPRMRERPIGDL 
       : .  :             
gi|398 TAATGGYKV          
           310            
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>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.3  bits: 19.5 E():   17 
Smith-Waterman score: 51; 32.4% identity (52.9% similar) in 68 aa overlap (6-68:34-96) 
 
                                        10         20        30     
2MEPSP                          GALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
           40        50            60        70        80  
2MEPSP EEVQLFLGNAGIAMRSLTAAVTA----AGGNATYVLDGVPRMRERPIGDL  
       ::..::: :     :.:: . :     :: :   : ::              
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH 
              70        80        90          100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.3  bits: 19.5 E():   17 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (34-58:61-85) 
 
            10        20        30        40        50        60    
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
            70        80   
2MEPSP YVLDGVPRMRERPIGDL   
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 79.9  bits: 21.0 E():   18 
Smith-Waterman score: 55; 34.1% identity (61.0% similar) in 41 aa overlap (39-79:8-42) 
 
       10        20        30        40        50        60         
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVL-- 
                                      10        20         30       
 
       70        80                                                 
2MEPSP VPRMRERPIGDL                                                 
          .::  ..:                                                  
gi|324 ---VREASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLAD 
              40        50        60        70        80        90  
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.3  bits: 20.6 E():   19 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (33-68:227-262) 
 
             10        20        30        40        50        60   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
             70        80 
2MEPSP TYVLDGVPRMRERPIGDL 
       : .  :             
gi|180 TAAAGGYKV          
        260               
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
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                  :..  :...: :: :. :                                
gi|760    DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKAS 
                  10        20        30        40        50        
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
                  :..  :...: :: :. :                                
gi|256    DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKAS 
                  10        20        30        40        50        
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
                  :..  :...: :: :. :                                
gi|157    SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKAS 
                  10        20        30        40        50        
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
                  :..  :...: :: :. :                                
gi|214    SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKAS 
                  10        20        30        40        50        
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
                  :..  :...: :: :. :                                
gi|217    DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKAS 
                  10        20        30        40        50        
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
                  :..  :...: :: :. :                                
gi|217    DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKAS 
                  10        20        30        40        50        
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:10-27) 
 
               10        20        30        40        50        60 
2MEPSP GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
                  :..  :...: :: :. :                                
gi|110   RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKAS 
                 10        20        30        40        50         
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:15-32) 
 
                  10        20        30        40        50        
2MEPSP    GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
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gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP AGGNATYVLDGVPRMRERPIGDL                                      
                                                                    
gi|394 KATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLGDN 
               70        80        90       100       110       120 
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.8  bits: 19.2 E():   21 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (7-58:35-85) 
 
                                       10        20          30     
2MEPSP                         GALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
           40        50        60        70        80   
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL   
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.8  bits: 19.2 E():   21 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (34-56:61-83) 
 
            10        20        30        40        50        60    
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
            70        80   
2MEPSP YVLDGVPRMRERPIGDL   
                           
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.8  bits: 19.2 E():   21 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (34-56:61-83) 
 
            10        20        30        40        50        60    
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
            70        80   
2MEPSP YVLDGVPRMRERPIGDL   
                           
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.8  bits: 19.2 E():   21 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (7-58:35-85) 
 
                                       10        20          30     
2MEPSP                         GALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
           40        50        60        70        80   
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL   
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
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              70        80        90       100          
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:25-42) 
 
                            10        20        30        40        
2MEPSP              GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                            
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:25-42) 
 
                            10        20        30        40        
2MEPSP              GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                            
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:26-43) 
 
                             10        20        30        40       
2MEPSP               GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                           
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:26-43) 
 
                             10        20        30        40       
2MEPSP               GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                           
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (42-60:87-105) 
 
              20        30        40        50        60        70  
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2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
              80                            
2MEPSP MRERPIGDL                            
                                            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (42-68:251-277) 
 
              20        30        40        50        60        70  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
              80 
2MEPSP MRERPIGDL 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (42-68:252-278) 
 
              20        30        40        50        60        70  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
              80 
2MEPSP MRERPIGDL 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (42-68:255-281) 
 
              20        30        40        50        60        70  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
              80 
2MEPSP MRERPIGDL 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.4  bits: 19.7 E():   25 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (48-63:142-161) 
 
        20        30        40        50            60        70    
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
            80 
2MEPSP ERPIGDL 
               
gi|249 GYKV    
               
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (44-68:260-284) 
 
            20        30        40        50        60        70    
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2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            80 
2MEPSP ERPIGDL 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (44-68:260-284) 
 
            20        30        40        50        60        70    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            80 
2MEPSP ERPIGDL 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (44-68:260-284) 
 
            20        30        40        50        60        70    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            80 
2MEPSP ERPIGDL 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (44-68:260-284) 
 
            20        30        40        50        60        70    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            80 
2MEPSP ERPIGDL 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (44-68:260-284) 
 
            20        30        40        50        60        70    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            80 
2MEPSP ERPIGDL 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (44-68:260-284) 
 
            20        30        40        50        60        70    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            80 
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2MEPSP ERPIGDL 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (44-68:260-284) 
 
            20        30        40        50        60        70    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            80 
2MEPSP ERPIGDL 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (44-68:260-284) 
 
            20        30        40        50        60        70    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            80 
2MEPSP ERPIGDL 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (44-68:260-284) 
 
            20        30        40        50        60        70    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            80 
2MEPSP ERPIGDL 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (44-68:260-284) 
 
            20        30        40        50        60        70    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            80 
2MEPSP ERPIGDL 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (44-68:260-284) 
 
            20        30        40        50        60        70    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            80 
2MEPSP ERPIGDL 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (44-68:260-284) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1823

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

            20        30        40        50        60        70    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            80 
2MEPSP ERPIGDL 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (44-68:260-284) 
 
            20        30        40        50        60        70    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            80 
2MEPSP ERPIGDL 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (42-68:258-284) 
 
              20        30        40        50        60        70  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
              80 
2MEPSP MRERPIGDL 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (44-68:260-284) 
 
            20        30        40        50        60        70    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            80 
2MEPSP ERPIGDL 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (42-68:261-287) 
 
              20        30        40        50        60        70  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
              80 
2MEPSP MRERPIGDL 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (42-68:266-292) 
 
              20        30        40        50        60        70  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
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              80 
2MEPSP MRERPIGDL 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 19.0 E():   26 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (34-58:60-84) 
 
            10        20        30        40        50        60    
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
            70        80        
2MEPSP YVLDGVPRMRERPIGDL        
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.0  bits: 19.3 E():   26 
Smith-Waterman score: 50; 38.1% identity (61.9% similar) in 21 aa overlap (4-24:81-101) 
 
                                          10        20        30    
2MEPSP                            GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                                     . ::...  :::.   :  ::          
gi|250 IQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTEVMDRAV 
               60        70        80        90       100       110 
 
            40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                                       
gi|250 ASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR            
              120       130       140                  
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 76.9  bits: 20.4 E():   26 
Smith-Waterman score: 53; 19.4% identity (51.6% similar) in 62 aa overlap (17-78:174-235) 
 
                             10        20        30        40       
2MEPSP               GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     ...:. : :.   : . ....  .   :   
gi|107 GIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAVFNKEDDIGTYTIRAVD 
           150       160       170       180       190       200    
 
         50        60        70        80                           
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                           
         :.:.  :    ..  : .. .  . :. ::                             
gi|107 DPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESPIPINVIL 
           210       220       230       240       250       260    
 
gi|107 AINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
           270       280       290       300         
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 76.9  bits: 21.1 E():   26 
Smith-Waterman score: 55; 28.1% identity (50.0% similar) in 64 aa overlap (7-70:401-459) 
 
                                       10        20        30       
2MEPSP                         GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     : ::  ::. .  ..:   :   :  : .: 
gi|298 AIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFAVVLKAGRE 
              380       390       400       410       420       430 
 
         40        50        60        70        80                 
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                 
            :   . ...   :.:.  :. : :: ..:                           
gi|298 -----GLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQEVE 
                   440       450       460       470       480      
 
gi|298 VFRPFQSRDEKERERFSIV 
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         490       500     
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (33-68:238-273) 
 
             10        20        30        40        50        60   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
             70        80 
2MEPSP TYVLDGVPRMRERPIGDL 
       : .  :             
gi|313 TAATGGYKV          
       270                
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (33-68:246-281) 
 
             10        20        30        40        50        60   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
             70        80 
2MEPSP TYVLDGVPRMRERPIGDL 
       : .  :             
gi|295 TAATGGYKV          
         280              
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (34-58:61-85) 
 
            10        20        30        40        50        60    
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
            70        80   
2MEPSP YVLDGVPRMRERPIGDL   
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
                  :..  :...: :: :. :                                
gi|217    DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKIEIKAS 
                  10        20        30        40        50        
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
                  :..  :...: :: :. :                                
gi|217    DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKAS 
                  10        20        30        40        50        
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
                  :..  :...: :: :. :                                
gi|217    DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKAS 
                  10        20        30        40        50        
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
                  :..  :...: :: :. :                                
gi|179    DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKAS 
                  10        20        30        40        50        
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
                  :..  :...: :: :. :                                
gi|217    DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKAS 
                  10        20        30        40        50        
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
                  :..  :...: :: :. :                                
gi|217    DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKAS 
                  10        20        30        40        50        
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
                  :..  :...: :: :. :                                
gi|217    DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKAS 
                  10        20        30        40        50        
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
                  :..  :...: :: :. :                                
gi|217    DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKAS 
                  10        20        30        40        50        
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
                  :..  :...: :: :. :                                
gi|217    DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKAS 
                  10        20        30        40        50        
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
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Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:9-26) 
 
               10        20        30        40        50        60 
2MEPSP GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
                  :..  :...: :: :. :                                
gi|217    DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKIEIKAS 
                  10        20        30        40        50        
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (33-68:238-273) 
 
             10        20        30        40        50        60   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
             70        80 
2MEPSP TYVLDGVPRMRERPIGDL 
       : .  :             
gi|313 TAATGGYKV          
       270                
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (33-68:238-273) 
 
             10        20        30        40        50        60   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
             70        80 
2MEPSP TYVLDGVPRMRERPIGDL 
       : .  :             
gi|313 TAATGGYKV          
       270                
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (33-68:238-273) 
 
             10        20        30        40        50        60   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
             70        80 
2MEPSP TYVLDGVPRMRERPIGDL 
       : .  :             
gi|168 TAATGGYKV          
       270                
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:18-35) 
 
                     10        20        30        40        50     
2MEPSP       GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDL                                   
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
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>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:22-39) 
 
                         10        20        30        40        50 
2MEPSP           GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDL                               
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:26-43) 
 
                             10        20        30        40       
2MEPSP               GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                           
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:26-43) 
 
                             10        20        30        40       
2MEPSP               GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                           
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:26-43) 
 
                             10        20        30        40       
2MEPSP               GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                           
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:26-43) 
 
                             10        20        30        40       
2MEPSP               GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
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                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                           
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:26-43) 
 
                             10        20        30        40       
2MEPSP               GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                           
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:26-43) 
 
                             10        20        30        40       
2MEPSP               GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                           
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.9  bits: 19.8 E():   39 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (44-68:280-304) 
 
            20        30        40        50        60        70    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
            80 
2MEPSP ERPIGDL 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (29-53:22-45) 
 
               10        20        30        40        50        60 
2MEPSP GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
                                   ::..: :.:. :: .:. . ::: :        
gi|113        MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNII 
                      10        20         30        40        50   
 
               70        80                                         
2MEPSP NATYVLDGVPRMRERPIGDL                                         
                                                                    
gi|113 DKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAA 
             60        70        80        90       100       110   
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>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 18.8 E():   44 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:55-72) 
 
                                  10        20        30        40  
2MEPSP                    GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
              50        60        70        80                      
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                      
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.7  bits: 15.7 E():   45 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (56-70:2-16) 
 
          30        40        50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     :. ::. . : : .:           
gi|320                              YTTEGGTKSEVEDVIPEGWK       
                                            10        20       
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (9-47:369-408) 
 
                                     10        20        30         
2MEPSP                       GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        40        50        60        70        80                  
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                  
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (9-47:369-408) 
 
                                     10        20        30         
2MEPSP                       GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        40        50        60        70        80                  
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                  
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (9-47:369-408) 
 
                                     10        20        30         
2MEPSP                       GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        40        50        60        70        80                  
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                  
       .: : .. ::                                                   
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gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (9-47:369-408) 
 
                                     10        20        30         
2MEPSP                       GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        40        50        60        70        80                  
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                  
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (9-47:369-408) 
 
                                     10        20        30         
2MEPSP                       GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|117 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        40        50        60        70        80                  
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                  
       .: : .. ::                                                   
gi|117 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (9-47:369-408) 
 
                                     10        20        30         
2MEPSP                       GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        40        50        60        70        80                  
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                  
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (9-47:369-408) 
 
                                     10        20        30         
2MEPSP                       GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        40        50        60        70        80                  
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                  
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (9-47:369-408) 
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                                     10        20        30         
2MEPSP                       GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        40        50        60        70        80                  
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                  
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (9-47:369-408) 
 
                                     10        20        30         
2MEPSP                       GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        40        50        60        70        80                  
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                  
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (9-47:369-408) 
 
                                     10        20        30         
2MEPSP                       GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        40        50        60        70        80                  
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                  
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (9-47:369-408) 
 
                                     10        20        30         
2MEPSP                       GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        40        50        60        70        80                  
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                  
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (9-47:369-408) 
 
                                     10        20        30         
2MEPSP                       GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
        40        50        60        70        80                  
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2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL                  
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (7-40:152-189) 
 
                                       10        20           30    
2MEPSP                         GALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
             40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
       : :. .::                                         
gi|313 KCERGKLFANCCK                                    
             190                                        
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (7-40:152-189) 
 
                                       10        20           30    
2MEPSP                         GALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
             40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
       : :. .::                                         
gi|476 KCERGKLFANCCK                                    
             190                                        
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (52-77:11-39) 
 
              30        40        50        60           70         
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
       80                                                           
2MEPSP DL                                                           
                                                                    
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.3  bits: 17.5 E():   53 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (10-41:40-71) 
 
                                    10        20        30          
2MEPSP                      GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
      40        50        60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
       :.                                        
gi|154 FVDSLDKIAQVPRVG                           
      70        80                               
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.0  bits: 19.3 E():   56 
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Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (33-68:267-298) 
 
             10        20        30        40        50        60   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
             70        80 
2MEPSP TYVLDGVPRMRERPIGDL 
       : .  :             
gi|663 TAAAGGYKA          
            300           
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (47-69:22-44) 
 
         20        30        40        50        60        70       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
         80                                                         
2MEPSP IGDL                                                         
                                                                    
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (47-69:22-44) 
 
         20        30        40        50        60        70       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
         80                                                         
2MEPSP IGDL                                                         
                                                                    
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (33-60:210-237) 
 
             10        20        30        40        50        60   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
             70        80 
2MEPSP TYVLDGVPRMRERPIGDL 
                          
gi|226 V                  
     240                  
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (11-59:75-123) 
 
                                   10        20        30        40 
2MEPSP                     GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
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               50        60        70        80              
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL              
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (11-59:75-123) 
 
                                   10        20        30        40 
2MEPSP                     GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
               50        60        70        80              
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL              
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.4  bits: 19.3 E():   60 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (13-68:267-318) 
 
                                 10        20        30        40   
2MEPSP                   GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
             50        60        70        80    
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL    
        .: :    :.:: :: : :: .  :                
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV 
        300           310       320       330    
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.3  bits: 19.3 E():   61 
Smith-Waterman score: 56; 32.8% identity (62.7% similar) in 67 aa overlap (2-66:160-218) 
 
                                              10        20          
2MEPSP                              GALRTLG--LSVEADKAAKRAVVVGCGGKFP 
                                     :::...  : :.: : : . : ::    .: 
gi|249 LDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA---IP 
     130       140       150       160       170       180          
 
      30        40        50        60        70        80          
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL          
       .     :::: . ..  :.:. ..:..:: .:  ...                        
gi|249 AA----EVQL-IDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFI 
            190        200       210       220       230       240  
 
gi|249 PTLVAAVKQAYAAKQATAPEVKYTVSETALKKAVTAMSEAEKEATPAAAATATPTPAAAT 
             250       260       270       280       290       300  
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.2  bits: 15.8 E():   62 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (9-21:5-17) 
 
               10        20        30        40        50        60 
2MEPSP GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
               .: :: .:: :::                                        
gi|323     INLKAVIADPVAKTAVVQAGATLGEVYYXI                           
                   10        20        30                           
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (35-62:54-81) 
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           10        20        30        40        50        60     
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
           70        80         
2MEPSP VLDGVPRMRERPIGDL         
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.2 E():   64 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (13-41:43-71) 
 
                                 10        20        30        40   
2MEPSP                   GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
             50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                              
gi|122 SLDKIAQVPRVG                           
             80                               
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (35-58:61-84) 
 
           10        20        30        40        50        60     
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
           70        80   
2MEPSP VLDGVPRMRERPIGDL   
                          
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (34-63:5-32) 
 
            10        20        30        40        50        60    
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
            70        80                                            
2MEPSP YVLDGVPRMRERPIGDL                                            
                                                                    
gi|300 TEEQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (34-63:5-32) 
 
            10        20        30        40        50        60    
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
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            70        80                                            
2MEPSP YVLDGVPRMRERPIGDL                                            
                                                                    
gi|300 TEEQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (39-66:7-33) 
 
       10        20        30        40        50        60         
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     :..:..:   : .: : . : :. :..:   
gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
       70        80                                                 
2MEPSP VPRMRERPIGDL                                                 
                                                                    
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (23-36:91-104) 
 
                       10        20        30        40        50   
2MEPSP         GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
             60        70        80                                 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDL                                 
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (6-21:172-187) 
 
                                        10        20        30      
2MEPSP                          GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
          40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                                     
gi|256 KESLAKKNHGLSRSE                               
             210                                     
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (6-21:173-188) 
 
                                        10        20        30      
2MEPSP                          GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
          40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                                     
gi|187 KESLAKKNHGLSRSE                               
            210                                      
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (6-21:173-188) 
 
                                        10        20        30      
2MEPSP                          GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
          40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                                     
gi|187 KESLAKKNHGLSRSE                               
            210                                      
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (43-62:67-86) 
 
             20        30        40        50        60        70   
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
             80        
2MEPSP RERPIGDL        
                       
gi|668 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (43-62:67-86) 
 
             20        30        40        50        60        70   
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
             80        
2MEPSP RERPIGDL        
                       
gi|833 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (42-62:267-287) 
 
              20        30        40        50        60        70  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
        240       250       260       270       280       290       
 
              80 
2MEPSP MRERPIGDL 
                 
gi|119 SAGGYKV   
        300      
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.4 E():   84 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (39-78:1-39) 
 
       10        20        30        40         50        60        
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLD 
                                     .:::.: :::       .::. :.    :: 
gi|116                               VFLGSAHGIAKVPPGPNITATYGDEW--LD 
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                                             10        20           
 
        70        80                                                
2MEPSP GVPRMRERPIGDL                                                
       .      .: :                                                  
gi|116 AKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKP 
       30        40        50        60        70        80         
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (23-36:91-104) 
 
                       10        20        30        40        50   
2MEPSP         GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
             60        70        80                                 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDL                                 
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.0 E():   88 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (51-70:69-88) 
 
               30        40        50        60        70        80 
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
gi|105 T 
         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (23-36:91-104) 
 
                       10        20        30        40        50   
2MEPSP         GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
             60        70        80                                 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDL                                 
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (26-56:6-35) 
 
               10        20        30        40        50        60 
2MEPSP GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
                                :.. . : .:. . :: . :...   ::: :     
gi|144                     MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPT 
                                   10         20        30          
 
               70        80                                         
2MEPSP NATYVLDGVPRMRERPIGDL                                         
                                                                    
gi|144 LEVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGD 
      40        50        60        70        80        90          
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.4 E():   91 
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Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (33-68:238-273) 
 
             10        20        30        40        50        60   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
             70        80 
2MEPSP TYVLDGVPRMRERPIGDL 
       : .  :             
gi|313 TAAAGGYKV          
       270                
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.7 E():   95 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (3-25:154-176) 
 
                                           10        20        30   
2MEPSP                             GALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ...:: :  . ..  :  .:.::        
gi|501 ITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL      
           130       140       150       160       170              
 
             40        50        60        70        80 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.5  bits: 18.4 E():   98 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (42-68:276-298) 
 
              20        30        40        50        60        70  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
              80 
2MEPSP MRERPIGDL 
 
>>gi|4138175|emb|CAA09885.1| allergen [Malassezia sympod  (187 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 17.7 E():   99 
Smith-Waterman score: 44; 25.6% identity (51.3% similar) in 39 aa overlap (1-39:107-145) 
 
                                             10        20        30 
2MEPSP                               GALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                                     : :   : .   : :.:.:  .  .::.   
gi|413 TKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQS 
         80        90       100       110       120       130       
 
               40        50        60        70        80  
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL  
       .  :.  ..                                           
gi|413 DPKKKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA 
        140       150       160       170       180        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (41-67:107-133) 
 
               20        30        40        50        60        70 
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
               80                                                   
2MEPSP RMRERPIGDL                                                   
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
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>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.1 E():   99 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (23-36:68-81) 
 
                       10        20        30        40        50   
2MEPSP         GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
             60        70        80                                 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDL                                 
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.1 E():   99 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (23-36:68-81) 
 
                       10        20        30        40        50   
2MEPSP         GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
             60        70        80                                 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDL                                 
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.1 E():   99 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (23-36:69-82) 
 
                       10        20        30        40        50   
2MEPSP         GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
             60        70        80                                 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDL                                 
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.3  bits: 14.6 E(): 1e 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (10-23:3-16) 
 
               10        20        30        40        50        60 
2MEPSP GALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
                :.: .::.  : ::                                      
gi|463        DFVDAHNAARAQVGVGPVHWT                                 
                      10        20                                  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:29 2011 done: Tue Apr 19 10:57:29 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
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 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 59  - 138 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     6     8:==* 
  34    14    22:=====  * 
  36    48    44:==============*= 
  38    63    73:=====================   * 
  40    93   102:===============================  * 
  42   122   125:=========================================* 
  44   148   138:=============================================*==== 
  46   178   140:==============================================*============= 
  48   118   134:========================================    * 
  50   129   122:========================================*== 
  52    84   108:============================       * 
  54   142    92:==============================*================= 
  56    82    77:=========================*== 
  58    30    63:==========          * 
  60    32    51:===========     * 
  62    20    41:=======      * 
  64    12    33:====      * 
  66    29    26:========*= 
  68    13    20:===== * 
  70    13    16:=====* 
  72    17    12:===*== 
  74    22    10:===*==== 
  76    19     8:==*==== 
  78    26     6:=*======= 
  80     6     5:=* 
  82     2     3:* 
  84     2     3:* 
  86     2     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     2     0:=         *== 
 104     0     0:          * 
 106     2     0:=         *== 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.90840.00324; mu= 12.6257 0.169 
 mean_var=44.169413.289, 0's: 2 Z-trim: 3  B-trim: 65 in 1/43 
 Lambda= 0.192981 
 Kolmogorov-Smirnov  statistic: 0.0386 (N=29) at  70 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
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gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 25.3     0.3 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 24.5    0.54 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 24.2    0.66 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 23.7    0.97 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 23.4     1.2 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 23.4     1.2 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 22.8     1.7 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   62 22.6     2.1 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 22.6     2.1 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   68 25.0     3.2 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   65 23.9     3.6 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 21.4     4.5 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   61 22.7     6.5 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 20.9     6.7 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 20.9     6.7 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.1     7.8 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 20.6     8.1 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.1     8.9 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.3     9.7 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.2      14 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 19.8      14 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.3      15 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.3      15 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   51 19.5      17 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 19.5      17 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   55 21.0      18 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 20.7      19 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 19.6      20 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 19.6      20 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 19.6      20 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 19.6      20 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 19.6      20 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 19.6      20 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 19.6      20 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.6      20 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 19.2      21 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.2      21 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.2      21 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 19.2      21 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 19.6      22 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      22 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 19.6      22 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      22 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 19.6      22 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.4      24 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.4      24 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.4      24 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.4      25 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.7      25 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.4      25 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   55 21.2      25 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   53 20.4      26 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.0      26 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   50 19.3      26 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.1      29 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.1      29 
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gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 18.7      31 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 19.8      35 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 18.7      35 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 18.7      35 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 18.7      35 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 18.8      37 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 18.8      38 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 19.9      38 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 18.8      38 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 18.8      38 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 18.8      38 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 18.8      38 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.8      38 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 18.8      38 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 18.8      44 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      46 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      46 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.3      46 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 18.9      47 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 18.9      47 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.6      49 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.5      50 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.3      54 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 17.5      55 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 18.9      56 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.2      56 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.2      56 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.3      59 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.2      59 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.2      59 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.3      59 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 17.9      65 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 17.9      65 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.5      65 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 15.7      66 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.5      66 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.2      66 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.0      67 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 18.7      73 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.4      75 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.4      75 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.4      75 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.8      80 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.3      81 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.3      81 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.4      83 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.4      87 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.4      88 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.0      90 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.4      90 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.3      91 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   44 17.7      95 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.5      96 
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gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 18.8      96 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.1      98 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.1      98 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.1      98 
gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea  ( 411)   47 18.9   1e 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 17.8   1e 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 111.7  bits: 25.3 E():  0.3 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (2-57:31-85) 
 
                                            10         20        30 
2MEPSP                              ALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
               40        50        60        70        80  
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV  
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 107.2  bits: 24.5 E(): 0.54 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (2-57:31-85) 
 
                                            10        20            
2MEPSP                              ALRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
      30        40        50        60        70        80  
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV  
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 105.7  bits: 24.2 E(): 0.66 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (5-57:34-85) 
 
                                         10        20          30   
2MEPSP                           ALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
             40        50        60        70        80  
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV  
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 102.7  bits: 23.7 E(): 0.97 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (2-57:31-85) 
 
                                            10         20        30 
2MEPSP                              ALRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
               40        50        60        70        80  
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV  
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
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>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.3  bits: 23.4 E():  1.2 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (5-57:33-84) 
 
                                         10        20          30   
2MEPSP                           ALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
             40        50        60        70        80  
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV  
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.3  bits: 23.4 E():  1.2 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (5-57:33-84) 
 
                                         10        20          30   
2MEPSP                           ALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
             40        50        60        70        80  
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV  
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 98.2  bits: 22.8 E():  1.7 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (2-57:31-85) 
 
                                            10        20        30  
2MEPSP                              ALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
              40        50        60        70        80  
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV  
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 96.7  bits: 22.6 E():  2.1 
Smith-Waterman score: 62; 35.6% identity (53.4% similar) in 73 aa overlap (8-80:39-106) 
 
                                      10        20        30        
2MEPSP                        ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     :.:  :::   .    .: :  ::   :.. 
gi|208 AEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIEED---ELK 
       10        20        30        40        50         60        
 
        40        50        60        70        80    
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV    
       ::: : . . :.::   ::   .:  : ::  ..  . . :::    
gi|208 LFLQNFSASARALTDKETANFLKAGDV-DGDGKIGIEEFTDLVRSK 
           70        80        90        100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 96.7  bits: 22.6 E():  2.1 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (2-57:31-85) 
 
                                            10         20        30 
2MEPSP                              ALRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
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gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
               40        50        60        70        80  
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV  
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  68  Z-score: 93.5  bits: 25.0 E():  3.2 
Smith-Waterman score: 68; 25.0% identity (63.9% similar) in 72 aa overlap (8-79:563-633) 
 
                                      10        20        30        
2MEPSP                        ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
        40        50        60        70        80                  
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                  
         : . ..:.:...: ..:   .   .::.. : :..  .::                   
gi|425 QTLDQYALAQRKISA-LSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLT 
            600        610       620       630       640       650  
 
gi|425 AIKNKLETELSTAQADLDEVTKELHAADERANRALADAARAVQELHEEQEHSMKIDALRK 
             660       670       680       690       700       710  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  65  Z-score: 92.6  bits: 23.9 E():  3.6 
Smith-Waterman score: 65; 25.0% identity (62.5% similar) in 72 aa overlap (8-79:163-233) 
 
                                      10        20        30        
2MEPSP                        ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
        40        50        60        70        80                  
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                  
         : . ..:.:...: ..:   .   .::.. : :..   ::                   
gi|845 QTLDQYALAQRKISA-LSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLT 
            200        210       220       230       240       250  
 
gi|845 TIKNKLETELSTVRADLDETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRR 
             260       270       280       290       300       310  
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 90.8  bits: 21.4 E():  4.5 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (2-57:29-83) 
 
                                          10        20          30  
2MEPSP                            ALRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
              40        50        60        70        80  
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV  
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  61  Z-score: 87.9  bits: 22.7 E():  6.5 
Smith-Waterman score: 61; 20.9% identity (65.7% similar) in 67 aa overlap (8-72:315-375) 
 
                                      10        20        30        
2MEPSP                        ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK---- 
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          290       300       310       320       330       340     
 
        40        50        60          70        80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG--VPRMRERPIGDLV 
         .:. ....:.  . .:.. .:.  ...:  :: ..         
gi|495 --IGEINLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA       
                350       360       370              
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 87.7  bits: 20.9 E():  6.7 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (2-57:31-85) 
 
                                             10        20        30 
2MEPSP                              ALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
               40        50        60        70        80  
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV  
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 87.7  bits: 20.9 E():  6.7 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (2-57:31-85) 
 
                                             10        20        30 
2MEPSP                              ALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
               40        50        60        70        80  
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV  
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.4  bits: 22.1 E():  7.8 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (32-67:252-287) 
 
              10        20        30        40        50        60  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
              70        80 
2MEPSP TYVLDGVPRMRERPIGDLV 
       : .  :              
gi|144 TAAAGGYKV           
             290           
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 86.2  bits: 20.6 E():  8.1 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (2-57:31-85) 
 
                                             10        20        30 
2MEPSP                              ALRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
               40        50        60        70        80  
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV  
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
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>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.5  bits: 22.1 E():  8.9 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (10-59:17-66) 
 
                      10        20        30        40        50    
2MEPSP        ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                       :..:.:     .:  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLV                                  
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.8  bits: 20.3 E():  9.7 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (33-55:59-81) 
 
             10        20        30        40        50        60   
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
             70        80  
2MEPSP YVLDGVPRMRERPIGDLV  
                           
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.0  bits: 21.2 E():   14 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (32-67:248-283) 
 
              10        20        30        40        50        60  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
              70        80 
2MEPSP TYVLDGVPRMRERPIGDLV 
       : .  :              
gi|239 TAATGGYKV           
       280                 
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 81.7  bits: 19.8 E():   14 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (5-51:34-79) 
 
                                         10        20          30   
2MEPSP                           ALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
             40        50        60        70        80  
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV  
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.5  bits: 21.3 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (32-67:274-309) 
 
              10        20        30        40        50        60  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1850

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
              70        80 
2MEPSP TYVLDGVPRMRERPIGDLV 
       : .  :              
gi|330 TAATGGYKV           
           310             
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.5  bits: 21.3 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (32-67:274-309) 
 
              10        20        30        40        50        60  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
              70        80 
2MEPSP TYVLDGVPRMRERPIGDLV 
       : .  :              
gi|398 TAATGGYKV           
           310             
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 51; 32.4% identity (52.9% similar) in 68 aa overlap (5-67:34-96) 
 
                                         10         20        30    
2MEPSP                           ALRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
            40        50            60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTA----AGGNATYVLDGVPRMRERPIGDLV 
       ::..::: :     :.:: . :     :: :   : ::              
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH 
              70        80        90          100          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (33-57:61-85) 
 
             10        20        30        40        50        60   
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
             70        80  
2MEPSP YVLDGVPRMRERPIGDLV  
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 80.1  bits: 21.0 E():   18 
Smith-Waterman score: 55; 34.1% identity (61.0% similar) in 41 aa overlap (38-78:8-42) 
 
        10        20        30        40        50        60        
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVL-- 
                                      10        20         30       
 
        70        80                                                
2MEPSP VPRMRERPIGDLV                                                
          .::  ..:                                                  
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gi|324 ---VREASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLAD 
              40        50        60        70        80        90  
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.4  bits: 20.7 E():   19 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (32-67:227-262) 
 
              10        20        30        40        50        60  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
              70        80 
2MEPSP TYVLDGVPRMRERPIGDLV 
       : .  :              
gi|180 TAAAGGYKV           
        260                
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:9-26) 
 
               10        20        30        40        50        60 
2MEPSP ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
                 :..  :...: :: :. :                                 
gi|760   DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASI 
                 10        20        30        40        50         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:9-26) 
 
               10        20        30        40        50        60 
2MEPSP ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
                 :..  :...: :: :. :                                 
gi|256   DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASI 
                 10        20        30        40        50         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:9-26) 
 
               10        20        30        40        50        60 
2MEPSP ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
                 :..  :...: :: :. :                                 
gi|157   SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASI 
                 10        20        30        40        50         
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:9-26) 
 
               10        20        30        40        50        60 
2MEPSP ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
                 :..  :...: :: :. :                                 
gi|214   SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASI 
                 10        20        30        40        50         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:9-26) 
 
               10        20        30        40        50        60 
2MEPSP ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
                 :..  :...: :: :. :                                 
gi|217   DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASI 
                 10        20        30        40        50         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
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Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:9-26) 
 
               10        20        30        40        50        60 
2MEPSP ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
                 :..  :...: :: :. :                                 
gi|217   DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASI 
                 10        20        30        40        50         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:10-27) 
 
               10        20        30        40        50        60 
2MEPSP ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
                 :..  :...: :: :. :                                 
gi|110  RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKASI 
                10        20        30        40        50          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.9  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:15-32) 
 
                   10        20        30        40        50       
2MEPSP     ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP AGGNATYVLDGVPRMRERPIGDLV                                     
                                                                    
gi|394 KATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLGDN 
               70        80        90       100       110       120 
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.6  bits: 19.2 E():   21 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (6-57:35-85) 
 
                                        10        20          30    
2MEPSP                          ALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
            40        50        60        70        80  
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV  
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.6  bits: 19.2 E():   21 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (33-55:61-83) 
 
             10        20        30        40        50        60   
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
             70        80  
2MEPSP YVLDGVPRMRERPIGDLV  
                           
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.6  bits: 19.2 E():   21 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (33-55:61-83) 
 
             10        20        30        40        50        60   
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2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
             70        80  
2MEPSP YVLDGVPRMRERPIGDLV  
                           
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.6  bits: 19.2 E():   21 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (6-57:35-85) 
 
                                        10        20          30    
2MEPSP                          ALRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
            40        50        60        70        80  
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV  
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:25-42) 
 
                             10        20        30        40       
2MEPSP               ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                           
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:25-42) 
 
                             10        20        30        40       
2MEPSP               ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                           
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:26-43) 
 
                              10        20        30        40      
2MEPSP                ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                          
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gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:26-43) 
 
                              10        20        30        40      
2MEPSP                ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                          
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (41-59:87-105) 
 
               20        30        40        50        60        70 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
               80                           
2MEPSP MRERPIGDLV                           
                                            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (41-67:251-277) 
 
               20        30        40        50        60        70 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
               80 
2MEPSP MRERPIGDLV 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (41-67:252-278) 
 
               20        30        40        50        60        70 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
               80 
2MEPSP MRERPIGDLV 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (41-67:255-281) 
 
               20        30        40        50        60        70 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
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               80 
2MEPSP MRERPIGDLV 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (43-67:260-284) 
 
             20        30        40        50        60        70   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             80 
2MEPSP ERPIGDLV 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (43-67:260-284) 
 
             20        30        40        50        60        70   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             80 
2MEPSP ERPIGDLV 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (43-67:260-284) 
 
             20        30        40        50        60        70   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             80 
2MEPSP ERPIGDLV 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (43-67:260-284) 
 
             20        30        40        50        60        70   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             80 
2MEPSP ERPIGDLV 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (43-67:260-284) 
 
             20        30        40        50        60        70   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             80 
2MEPSP ERPIGDLV 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
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Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (43-67:260-284) 
 
             20        30        40        50        60        70   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             80 
2MEPSP ERPIGDLV 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (43-67:260-284) 
 
             20        30        40        50        60        70   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             80 
2MEPSP ERPIGDLV 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (43-67:260-284) 
 
             20        30        40        50        60        70   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             80 
2MEPSP ERPIGDLV 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (43-67:260-284) 
 
             20        30        40        50        60        70   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             80 
2MEPSP ERPIGDLV 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (43-67:260-284) 
 
             20        30        40        50        60        70   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             80 
2MEPSP ERPIGDLV 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (43-67:260-284) 
 
             20        30        40        50        60        70   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
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     230       240       250       260       270       280          
 
             80 
2MEPSP ERPIGDLV 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (43-67:260-284) 
 
             20        30        40        50        60        70   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             80 
2MEPSP ERPIGDLV 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (43-67:260-284) 
 
             20        30        40        50        60        70   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             80 
2MEPSP ERPIGDLV 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (41-67:258-284) 
 
               20        30        40        50        60        70 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
               80 
2MEPSP MRERPIGDLV 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (43-67:260-284) 
 
             20        30        40        50        60        70   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             80 
2MEPSP ERPIGDLV 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (41-67:261-287) 
 
               20        30        40        50        60        70 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
               80 
2MEPSP MRERPIGDLV 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
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 initn:  45 init1:  45 opt:  51  Z-score: 77.4  bits: 19.7 E():   25 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (47-62:142-161) 
 
         20        30        40        50            60        70   
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
             80 
2MEPSP ERPIGDLV 
                
gi|249 GYKV     
                
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (41-67:266-292) 
 
               20        30        40        50        60        70 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
               80 
2MEPSP MRERPIGDLV 
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 77.2  bits: 21.2 E():   25 
Smith-Waterman score: 55; 28.1% identity (50.0% similar) in 64 aa overlap (6-69:401-459) 
 
                                        10        20        30      
2MEPSP                          ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     : ::  ::. .  ..:   :   :  : .: 
gi|298 AIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFAVVLKAGRE 
              380       390       400       410       420       430 
 
          40        50        60        70        80                
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                
            :   . ...   :.:.  :. : :: ..:                           
gi|298 -----GLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQEVE 
                   440       450       460       470       480      
 
gi|298 VFRPFQSRDEKERERFSIV 
         490       500     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.1  bits: 20.4 E():   26 
Smith-Waterman score: 53; 19.4% identity (51.6% similar) in 62 aa overlap (16-77:174-235) 
 
                              10        20        30        40      
2MEPSP                ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     ...:. : :.   : . ....  .   :   
gi|107 GIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAVFNKEDDIGTYTIRAVD 
           150       160       170       180       190       200    
 
          50        60        70        80                          
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                          
         :.:.  :    ..  : .. .  . :. ::                             
gi|107 DPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESPIPINVIL 
           210       220       230       240       250       260    
 
gi|107 AINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
           270       280       290       300         
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 19.0 E():   26 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (33-57:60-84) 
 
             10        20        30        40        50        60   
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2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
             70        80       
2MEPSP YVLDGVPRMRERPIGDLV       
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.9  bits: 19.3 E():   26 
Smith-Waterman score: 50; 38.1% identity (61.9% similar) in 21 aa overlap (3-23:81-101) 
 
                                           10        20        30   
2MEPSP                             ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                                     . ::...  :::.   :  ::          
gi|250 IQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTEVMDRAV 
               60        70        80        90       100       110 
 
             40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                                        
gi|250 ASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR             
              120       130       140                   
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (32-67:238-273) 
 
              10        20        30        40        50        60  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
              70        80 
2MEPSP TYVLDGVPRMRERPIGDLV 
       : .  :              
gi|313 TAATGGYKV           
       270                 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.0  bits: 20.1 E():   29 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (32-67:246-281) 
 
              10        20        30        40        50        60  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
              70        80 
2MEPSP TYVLDGVPRMRERPIGDLV 
       : .  :              
gi|295 TAATGGYKV           
         280               
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (33-57:61-85) 
 
             10        20        30        40        50        60   
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
             70        80  
2MEPSP YVLDGVPRMRERPIGDLV  
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gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (32-67:238-273) 
 
              10        20        30        40        50        60  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
              70        80 
2MEPSP TYVLDGVPRMRERPIGDLV 
       : .  :              
gi|313 TAATGGYKV           
       270                 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (32-67:238-273) 
 
              10        20        30        40        50        60  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
              70        80 
2MEPSP TYVLDGVPRMRERPIGDLV 
       : .  :              
gi|313 TAATGGYKV           
       270                 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (32-67:238-273) 
 
              10        20        30        40        50        60  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
              70        80 
2MEPSP TYVLDGVPRMRERPIGDLV 
       : .  :              
gi|168 TAATGGYKV           
       270                 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:9-26) 
 
               10        20        30        40        50        60 
2MEPSP ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
                 :..  :...: :: :. :                                 
gi|217   DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASI 
                 10        20        30        40        50         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:9-26) 
 
               10        20        30        40        50        60 
2MEPSP ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
                 :..  :...: :: :. :                                 
gi|217   DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKIEIKASI 
                 10        20        30        40        50         
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>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:9-26) 
 
               10        20        30        40        50        60 
2MEPSP ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
                 :..  :...: :: :. :                                 
gi|217   DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASI 
                 10        20        30        40        50         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:9-26) 
 
               10        20        30        40        50        60 
2MEPSP ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
                 :..  :...: :: :. :                                 
gi|179   DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASL 
                 10        20        30        40        50         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:9-26) 
 
               10        20        30        40        50        60 
2MEPSP ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
                 :..  :...: :: :. :                                 
gi|217   DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASI 
                 10        20        30        40        50         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:9-26) 
 
               10        20        30        40        50        60 
2MEPSP ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
                 :..  :...: :: :. :                                 
gi|217   DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASI 
                 10        20        30        40        50         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:9-26) 
 
               10        20        30        40        50        60 
2MEPSP ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
                 :..  :...: :: :. :                                 
gi|217   DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASI 
                 10        20        30        40        50         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:9-26) 
 
               10        20        30        40        50        60 
2MEPSP ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
                 :..  :...: :: :. :                                 
gi|217   DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKASI 
                 10        20        30        40        50         
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:9-26) 
 
               10        20        30        40        50        60 
2MEPSP ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
                 :..  :...: :: :. :                                 
gi|217   DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKIEIKASI 
                 10        20        30        40        50         
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>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:9-26) 
 
               10        20        30        40        50        60 
2MEPSP ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
                 :..  :...: :: :. :                                 
gi|217   DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASI 
                 10        20        30        40        50         
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:18-35) 
 
                      10        20        30        40        50    
2MEPSP        ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLV                                  
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:22-39) 
 
                          10        20        30        40          
2MEPSP            ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLV                              
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.1  bits: 19.9 E():   38 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (43-67:280-304) 
 
             20        30        40        50        60        70   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
             80 
2MEPSP ERPIGDLV 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:26-43) 
 
                              10        20        30        40      
2MEPSP                ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                          
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
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>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:26-43) 
 
                              10        20        30        40      
2MEPSP                ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                          
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:26-43) 
 
                              10        20        30        40      
2MEPSP                ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                          
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:26-43) 
 
                              10        20        30        40      
2MEPSP                ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                          
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:26-43) 
 
                              10        20        30        40      
2MEPSP                ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                          
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:26-43) 
 
                              10        20        30        40      
2MEPSP                ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
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gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                          
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.9  bits: 18.8 E():   44 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:55-72) 
 
                                   10        20        30        40 
2MEPSP                     ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
               50        60        70        80                     
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                     
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (8-46:369-408) 
 
                                      10        20        30        
2MEPSP                        ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         40        50        60        70        80                 
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                 
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (8-46:369-408) 
 
                                      10        20        30        
2MEPSP                        ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         40        50        60        70        80                 
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                 
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (8-46:369-408) 
 
                                      10        20        30        
2MEPSP                        ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         40        50        60        70        80                 
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                 
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDK 
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      400       410       420       430       440       450         
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (8-46:369-408) 
 
                                      10        20        30        
2MEPSP                        ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         40        50        60        70        80                 
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                 
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (8-46:369-408) 
 
                                      10        20        30        
2MEPSP                        ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         40        50        60        70        80                 
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                 
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (8-46:369-408) 
 
                                      10        20        30        
2MEPSP                        ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         40        50        60        70        80                 
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                 
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (8-46:369-408) 
 
                                      10        20        30        
2MEPSP                        ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|117 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         40        50        60        70        80                 
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                 
       .: : .. ::                                                   
gi|117 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (8-46:369-408) 
 
                                      10        20        30        
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2MEPSP                        ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         40        50        60        70        80                 
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                 
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (8-46:369-408) 
 
                                      10        20        30        
2MEPSP                        ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         40        50        60        70        80                 
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                 
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (8-46:369-408) 
 
                                      10        20        30        
2MEPSP                        ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         40        50        60        70        80                 
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                 
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (8-46:369-408) 
 
                                      10        20        30        
2MEPSP                        ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         40        50        60        70        80                 
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                 
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (8-46:369-408) 
 
                                      10        20        30        
2MEPSP                        ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
         40        50        60        70        80                 
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                 
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       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.2  bits: 18.9 E():   47 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (6-39:152-189) 
 
                                        10        20           30   
2MEPSP                          ALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
              40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
       : :. .::                                          
gi|476 KCERGKLFANCCK                                     
             190                                         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.2  bits: 18.9 E():   47 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (6-39:152-189) 
 
                                        10        20           30   
2MEPSP                          ALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
              40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
       : :. .::                                          
gi|313 KCERGKLFANCCK                                     
             190                                         
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.1  bits: 15.6 E():   49 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (55-69:2-16) 
 
           30        40        50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :. ::. . : : .:            
gi|320                              YTTEGGTKSEVEDVIPEGWK        
                                            10        20        
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (51-76:11-39) 
 
               30        40        50        60           70        
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
        80                                                          
2MEPSP DLV                                                          
                                                                    
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.2  bits: 19.3 E():   54 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (32-67:267-298) 
 
              10        20        30        40        50        60  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
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              70        80 
2MEPSP TYVLDGVPRMRERPIGDLV 
       : .  :              
gi|663 TAAAGGYKA           
            300            
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.2  bits: 17.5 E():   55 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (9-40:40-71) 
 
                                     10        20        30         
2MEPSP                       ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
       40        50        60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
       :.                                         
gi|154 FVDSLDKIAQVPRVG                            
      70        80                                
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.0  bits: 18.9 E():   56 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (32-59:210-237) 
 
              10        20        30        40        50        60  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
              70        80 
2MEPSP TYVLDGVPRMRERPIGDLV 
                           
gi|226 V                   
     240                   
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (46-68:22-44) 
 
          20        30        40        50        60        70      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
          80                                                        
2MEPSP IGDLV                                                        
                                                                    
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (46-68:22-44) 
 
          20        30        40        50        60        70      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
          80                                                        
2MEPSP IGDLV                                                        
                                                                    
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
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>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.6  bits: 19.3 E():   59 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (12-67:267-318) 
 
                                  10        20        30        40  
2MEPSP                    ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
              50        60        70        80   
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV   
        .: :    :.:: :: : :: .  :                
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV 
        300           310       320       330    
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (10-58:75-123) 
 
                                    10        20        30          
2MEPSP                      ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
      40        50        60        70        80             
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV             
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (10-58:75-123) 
 
                                    10        20        30          
2MEPSP                      ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
      40        50        60        70        80             
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV             
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.5  bits: 19.3 E():   59 
Smith-Waterman score: 56; 32.8% identity (62.7% similar) in 67 aa overlap (1-65:160-218) 
 
                                               10        20         
2MEPSP                               ALRTLG--LSVEADKAAKRAVVVGCGGKFP 
                                     :::...  : :.: : : . : ::    .: 
gi|249 LDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA---IP 
     130       140       150       160       170       180          
 
       30        40        50        60        70        80         
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV         
       .     :::: . ..  :.:. ..:..:: .:  ...                        
gi|249 AA----EVQL-IDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFI 
            190        200       210       220       230       240  
 
gi|249 PTLVAAVKQAYAAKQATAPEVKYTVSETALKKAVTAMSEAEKEATPAAAATATPTPAAAT 
             250       260       270       280       290       300  
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (33-62:5-32) 
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             10        20        30        40        50        60   
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
             70        80                                           
2MEPSP YVLDGVPRMRERPIGDLV                                           
                                                                    
gi|300 TEEQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (33-62:5-32) 
 
             10        20        30        40        50        60   
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
             70        80                                           
2MEPSP YVLDGVPRMRERPIGDLV                                           
                                                                    
gi|300 TEEQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 17.5 E():   65 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (34-61:54-81) 
 
            10        20        30        40        50        60    
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
            70        80        
2MEPSP VLDGVPRMRERPIGDLV        
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.7  bits: 15.7 E():   66 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (8-20:5-17) 
 
               10        20        30        40        50        60 
2MEPSP ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
              .: :: .:: :::                                         
gi|323    INLKAVIADPVAKTAVVQAGATLGEVYYXI                            
                  10        20        30                            
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 17.5 E():   66 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (34-57:61-84) 
 
            10        20        30        40        50        60    
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
            70        80  
2MEPSP VLDGVPRMRERPIGDLV  
                          
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 17.2 E():   66 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (12-40:43-71) 
 
                                  10        20        30        40  
2MEPSP                    ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
              50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                               
gi|122 SLDKIAQVPRVG                            
             80                                
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.6  bits: 19.0 E():   67 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (38-65:7-33) 
 
        10        20        30        40        50        60        
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     :..:..:   : .: : . : :. :..:   
gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
        70        80                                                
2MEPSP VPRMRERPIGDLV                                                
                                                                    
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.9  bits: 18.7 E():   73 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (22-35:91-104) 
 
                        10        20        30        40        50  
2MEPSP          ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
              60        70        80                                
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLV                                
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (5-20:172-187) 
 
                                         10        20        30     
2MEPSP                           ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
           40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                                      
gi|256 KESLAKKNHGLSRSE                                
             210                                      
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (5-20:173-188) 
 
                                         10        20        30     
2MEPSP                           ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
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            150       160       170       180       190       200   
 
           40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                                      
gi|187 KESLAKKNHGLSRSE                                
            210                                       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (5-20:173-188) 
 
                                         10        20        30     
2MEPSP                           ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
           40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                                      
gi|187 KESLAKKNHGLSRSE                                
            210                                       
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (41-61:267-287) 
 
               20        30        40        50        60        70 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
        240       250       260       270       280       290       
 
               80 
2MEPSP MRERPIGDLV 
                  
gi|119 SAGGYKV    
        300       
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (42-61:67-86) 
 
              20        30        40        50        60        70  
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
              80       
2MEPSP RERPIGDLV       
                       
gi|668 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (42-61:67-86) 
 
              20        30        40        50        60        70  
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
              80       
2MEPSP RERPIGDLV       
                       
gi|833 EKEESDEDMGFGLFD 
        100       110  
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>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.4 E():   83 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (38-77:1-39) 
 
        10        20        30        40         50        60       
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLD 
                                     .:::.: :::       .::. :.    :: 
gi|116                               VFLGSAHGIAKVPPGPNITATYGDEW--LD 
                                             10        20           
 
         70        80                                               
2MEPSP GVPRMRERPIGDLV                                               
       .      .: :                                                  
gi|116 AKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKP 
       30        40        50        60        70        80         
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (22-35:91-104) 
 
                        10        20        30        40        50  
2MEPSP          ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
              60        70        80                                
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLV                                
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.4 E():   88 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (22-35:91-104) 
 
                        10        20        30        40        50  
2MEPSP          ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
              60        70        80                                
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLV                                
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.0 E():   90 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (50-69:69-88) 
 
      20        30        40        50        60        70          
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
      80 
2MEPSP V 
         
gi|105 T 
         
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (32-67:238-273) 
 
              10        20        30        40        50        60  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
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                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
              70        80 
2MEPSP TYVLDGVPRMRERPIGDLV 
       : .  :              
gi|313 TAAAGGYKV           
       270                 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.0  bits: 17.3 E():   91 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (25-55:6-35) 
 
               10        20        30        40        50        60 
2MEPSP ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
                               :.. . : .:. . :: . :...   ::: :      
gi|144                    MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTL 
                                  10         20        30        40 
 
               70        80                                         
2MEPSP ATYVLDGVPRMRERPIGDLV                                         
                                                                    
gi|144 EVAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDK 
               50        60        70        80        90       100 
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.7 E():   95 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (2-24:154-176) 
 
                                            10        20        30  
2MEPSP                              ALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ...:: :  . ..  :  .:.::        
gi|501 ITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL      
           130       140       150       160       170              
 
              40        50        60        70        80 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.7  bits: 18.5 E():   96 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (41-67:276-298) 
 
               20        30        40        50        60        70 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
               80 
2MEPSP MRERPIGDLV 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (40-66:107-133) 
 
      10        20        30        40        50        60          
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
      70        80                                                  
2MEPSP RMRERPIGDLV                                                  
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.1 E():   98 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (22-35:68-81) 
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                        10        20        30        40        50  
2MEPSP          ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
              60        70        80                                
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLV                                
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.1 E():   98 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (22-35:68-81) 
 
                        10        20        30        40        50  
2MEPSP          ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
              60        70        80                                
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLV                                
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.1 E():   98 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (22-35:69-82) 
 
                        10        20        30        40        50  
2MEPSP          ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
              60        70        80                                
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLV                                
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea mays  (411 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 66.3  bits: 18.9 E(): 1e 
Smith-Waterman score: 47; 22.4% identity (58.6% similar) in 58 aa overlap (10-67:56-105) 
 
                                    10        20        30          
2MEPSP                      ALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     .. ::...: . .:::      .:. . .  
gi|898 EESKGIDAKASGPGGFFDITKLGASGNGKTDSTKAVQEAWASACGG-----TGKQTILIP 
          30        40        50        60        70             80 
 
      40        50        60        70        80                    
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV                    
        :.  ... ..:.      :..:  .::                                 
gi|898 KGDFLVGQLNFTGPCK---GDVTIQVDGNLLATTDLSQYKEHGNWIEILRVDNLVITGKG 
               90          100       110       120       130        
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.3  bits: 17.8 E(): 1e 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (45-69:121-145) 
 
           20        30        40        50        60        70     
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
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           80                                    
2MEPSP PIGDLV                                    
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:30 2011 done: Tue Apr 19 10:57:30 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 60  - 139 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     4     8:==* 
  34    12    22:====   * 
  36    58    44:==============*===== 
  38    63    73:=====================   * 
  40    93   102:===============================  * 
  42   123   125:=========================================* 
  44   140   138:=============================================*= 
  46   179   140:==============================================*============= 
  48   124   134:==========================================  * 
  50   124   122:========================================*= 
  52    80   108:===========================        * 
  54   142    92:==============================*================= 
  56    87    77:=========================*=== 
  58    29    63:==========          * 
  60    31    51:===========     * 
  62    20    41:=======      * 
  64    11    33:====      * 
  66    30    26:========*= 
  68    13    20:===== * 
  70    13    16:=====* 
  72    17    12:===*== 
  74    22    10:===*==== 
  76    24     8:==*===== 
  78    22     6:=*====== 
  80     6     5:=* 
  82     1     3:* 
  84     2     3:* 
  86     2     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     3     1:*         :*== 
  98     0     0:          * 
 100     2     0:=         *== 
 102     1     0:=         *= 
 104     0     0:          * 
 106     2     0:=         *== 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1877

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.94160.00326; mu= 12.4501 0.169 
 mean_var=44.482113.370, 0's: 2 Z-trim: 3  B-trim: 65 in 1/43 
 Lambda= 0.192301 
 Kolmogorov-Smirnov  statistic: 0.0386 (N=29) at  70 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   72 25.3    0.31 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   69 24.5    0.56 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 24.2    0.67 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   66 23.6    0.99 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 23.4     1.2 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 23.4     1.2 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   63 22.8     1.8 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   62 22.5     2.1 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   62 22.5     2.1 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   68 24.9     3.2 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   65 23.9     3.6 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   58 21.4     4.5 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   61 22.7     6.6 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   56 20.9     6.8 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   56 20.9     6.8 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.0       8 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   55 20.6     8.2 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.1       9 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.3     9.8 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.2      14 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 19.8      15 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.2      15 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.2      15 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   51 19.5      18 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 19.5      18 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   55 21.0      18 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 20.6      19 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 19.5      20 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 19.5      20 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 19.5      20 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 19.5      20 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 19.5      20 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 19.5      20 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 19.5      20 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.6      21 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 19.2      21 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.2      21 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.2      21 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 19.2      21 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 19.6      22 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      22 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 19.6      22 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      22 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 19.6      23 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.4      24 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.4      24 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.4      25 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.4      25 
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gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.4      25 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.7      25 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.4      25 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   55 21.1      26 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   53 20.4      26 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 18.9      26 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   50 19.3      27 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.1      29 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.1      30 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 18.7      31 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 19.8      35 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 18.7      35 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 18.7      35 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 18.7      35 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 18.7      37 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 18.7      38 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 19.8      38 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 18.8      39 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 18.8      39 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 18.8      39 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 18.8      39 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.8      39 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 18.8      39 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 18.8      44 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      47 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      47 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.3      47 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.3      47 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 18.9      48 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 18.9      48 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.6      48 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.5      50 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 17.5      55 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.3      55 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 18.9      56 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.2      56 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.2      56 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.3      59 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.2      60 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.2      60 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.3      60 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 15.7      65 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.5      66 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 17.9      66 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 17.9      66 
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gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.5      66 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.2      66 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.0      67 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 18.7      73 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.3      76 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.3      76 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.3      76 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.7      81 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.3      81 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.3      81 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.4      84 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   44 17.7      87 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.4      88 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.4      88 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.0      90 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.4      91 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.3      92 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   44 17.7      95 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.5      97 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 18.8      97 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.1      99 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.1      99 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.1      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  72  Z-score: 111.6  bits: 25.3 E(): 0.31 
Smith-Waterman score: 72; 31.6% identity (64.9% similar) in 57 aa overlap (1-56:31-85) 
 
                                             10         20          
2MEPSP                               LRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::.... . .:.:  :.    .  .: 
gi|145 MSFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIE 
               10        20        30        40        50        60 
 
      30        40        50        60        70        80 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
       .  .:..::: . : . : :::: : :                         
gi|145 E--DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA 
                 70        80        90       100          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  69  Z-score: 107.1  bits: 24.5 E(): 0.56 
Smith-Waterman score: 69; 34.5% identity (56.9% similar) in 58 aa overlap (1-56:31-85) 
 
                                             10        20           
2MEPSP                               LRTLGLSVEADKAAKRAVVVGCGGK--FPV 
                                     ... ::....   .:.: ..    :  :   
gi|222 MAFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
       30        40        50        60        70        80 
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
       ::   :..::: :   : : :: : : :                         
gi|222 ED---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA 
                  70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 105.6  bits: 24.2 E(): 0.67 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (4-56:34-85) 
 
                                          10        20          30  
2MEPSP                            LRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
              40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
         :..::: : . . :.:: : : :                         
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
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>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 102.6  bits: 23.6 E(): 0.99 
Smith-Waterman score: 66; 31.6% identity (61.4% similar) in 57 aa overlap (1-56:31-85) 
 
                                              10        20          
2MEPSP                               LRTLGLSVE-ADKAAKRAVVVGCGGKFPVE 
                                     ... ::: . ::.. :  ...    .  .: 
gi|288 MAFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIE 
               10        20        30        40        50        60 
 
      30        40        50        60        70        80 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
       .  ::..::: :   . :.:. : : :                         
gi|288 E--EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG 
                 70        80        90       100          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.1  bits: 23.4 E():  1.2 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (4-56:33-84) 
 
                                          10        20          30  
2MEPSP                            LRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
              40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
         :..::: : . . :.:: : : :                         
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.1  bits: 23.4 E():  1.2 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (4-56:33-84) 
 
                                          10        20          30  
2MEPSP                            LRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
              40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
         :..::: : . . :.:: : : :                         
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG 
                70        80        90       100         
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 98.1  bits: 22.8 E():  1.8 
Smith-Waterman score: 63; 30.4% identity (58.9% similar) in 56 aa overlap (1-56:31-85) 
 
                                             10        20        30 
2MEPSP                               LRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ... ::: ..   .:.: ..    :    . 
gi|294 MAFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE 
               10        20        30        40        50        60 
 
               40        50        60        70        80 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
        .::..::: :   . :.:. : : :                         
gi|294 -EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG 
                70        80        90       100          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 96.6  bits: 22.5 E():  2.1 
Smith-Waterman score: 62; 35.6% identity (53.4% similar) in 73 aa overlap (7-79:39-106) 
 
                                       10        20        30       
2MEPSP                         LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
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                                     :.:  :::   .    .: :  ::   :.. 
gi|208 AEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIEED---ELK 
       10        20        30        40        50         60        
 
         40        50        60        70        80   
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV   
       ::: : . . :.::   ::   .:  : ::  ..  . . :::    
gi|208 LFLQNFSASARALTDKETANFLKAGDV-DGDGKIGIEEFTDLVRSK 
           70        80        90        100          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 96.6  bits: 22.5 E():  2.1 
Smith-Waterman score: 62; 28.1% identity (63.2% similar) in 57 aa overlap (1-56:31-85) 
 
                                             10         20          
2MEPSP                               LRTLGLSVEADKAAKRAV-VVGCGGKFPVE 
                                     ... ::. ...  .:.:  ..    .  .: 
gi|145 MAFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIE 
               10        20        30        40        50        60 
 
      30        40        50        60        70        80 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
       .  ::..::: : . . :.:. : : :                         
gi|145 E--EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA 
                 70        80        90       100          
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  68  Z-score: 93.3  bits: 24.9 E():  3.2 
Smith-Waterman score: 68; 25.0% identity (63.9% similar) in 72 aa overlap (7-78:563-633) 
 
                                       10        20        30       
2MEPSP                         LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
         40        50        60        70        80                 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                 
         : . ..:.:...: ..:   .   .::.. : :..  .::                   
gi|425 QTLDQYALAQRKISA-LSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLT 
            600        610       620       630       640       650  
 
gi|425 AIKNKLETELSTAQADLDEVTKELHAADERANRALADAARAVQELHEEQEHSMKIDALRK 
             660       670       680       690       700       710  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  65  Z-score: 92.4  bits: 23.9 E():  3.6 
Smith-Waterman score: 65; 25.0% identity (62.5% similar) in 72 aa overlap (7-78:163-233) 
 
                                       10        20        30       
2MEPSP                         LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
         40        50        60        70        80                 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                 
         : . ..:.:...: ..:   .   .::.. : :..   ::                   
gi|845 QTLDQYALAQRKISA-LSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLT 
            200        210       220       230       240       250  
 
gi|845 TIKNKLETELSTVRADLDETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRR 
             260       270       280       290       300       310  
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 90.7  bits: 21.4 E():  4.5 
Smith-Waterman score: 58; 31.0% identity (56.9% similar) in 58 aa overlap (1-56:29-83) 
 
                                           10        20          30 
2MEPSP                             LRTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                   ... ::....    :.: ..    :  :  :: 
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gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
               40        50        60        70        80 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
          :..::: :   . :.:. : : :                         
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
                  70        80        90       100        
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  61  Z-score: 87.7  bits: 22.7 E():  6.6 
Smith-Waterman score: 61; 20.9% identity (65.7% similar) in 67 aa overlap (7-71:315-375) 
 
                                       10        20        30       
2MEPSP                         LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK---- 
          290       300       310       320       330       340     
 
         40        50        60          70        80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG--VPRMRERPIGDLVV 
         .:. ....:.  . .:.. .:.  ...:  :: ..          
gi|495 --IGEINLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA        
                350       360       370               
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 87.6  bits: 20.9 E():  6.8 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (1-56:31-85) 
 
                                              10        20          
2MEPSP                               LRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|209 MACAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
      30        40        50        60        70        80 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
          ::..::: :     : :: : : :                         
gi|209 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 87.6  bits: 20.9 E():  6.8 
Smith-Waterman score: 56; 35.1% identity (54.4% similar) in 57 aa overlap (1-56:31-85) 
 
                                              10        20          
2MEPSP                               LRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|249 MACAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
      30        40        50        60        70        80 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
          ::..::: :     : :: : : :                         
gi|249 --VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
                 70        80        90       100          
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.3  bits: 22.0 E():    8 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (31-66:252-287) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
               70        80 
2MEPSP TYVLDGVPRMRERPIGDLVV 
       : .  :               
gi|144 TAAAGGYKV            
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             290            
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 86.1  bits: 20.6 E():  8.2 
Smith-Waterman score: 55; 35.1% identity (54.4% similar) in 57 aa overlap (1-56:31-85) 
 
                                              10        20          
2MEPSP                               LRTLGL-SVEADKAAKRAVVVGCGGKFPVE 
                                     ..:.:. :  :: . :   :.   ..  .: 
gi|288 MACAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE 
               10        20        30        40        50        60 
 
      30        40        50        60        70        80 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
          ::..::: :     : :: : : :                         
gi|288 --VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
                 70        80        90       100          
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.3  bits: 22.1 E():    9 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (9-58:17-66) 
 
                       10        20        30        40        50   
2MEPSP         LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                       :..:.:     .:  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVV                                 
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.7  bits: 20.3 E():  9.8 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (32-54:59-81) 
 
              10        20        30        40        50        60  
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
              70        80 
2MEPSP YVLDGVPRMRERPIGDLVV 
                           
gi|288 DADGDGMLGLDEFAVLVKQ 
       90       100        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.9  bits: 21.2 E():   14 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (31-66:248-283) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
               70        80 
2MEPSP TYVLDGVPRMRERPIGDLVV 
       : .  :               
gi|239 TAATGGYKV            
       280                  
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 81.6  bits: 19.8 E():   15 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (4-50:34-79) 
 
                                          10        20          30  
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2MEPSP                            LRTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
              40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
         :..::: :   . :.::                               
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA 
               70        80        90       100          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.4  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (31-66:274-309) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
               70        80 
2MEPSP TYVLDGVPRMRERPIGDLVV 
       : .  :               
gi|330 TAATGGYKV            
           310              
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.4  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (31-66:274-309) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
               70        80 
2MEPSP TYVLDGVPRMRERPIGDLVV 
       : .  :               
gi|398 TAATGGYKV            
           310              
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.1  bits: 19.5 E():   18 
Smith-Waterman score: 51; 32.4% identity (52.9% similar) in 68 aa overlap (4-66:34-96) 
 
                                           10        20        30   
2MEPSP                            LRTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
             40        50            60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTA----AGGNATYVLDGVPRMRERPIGDLVV 
       ::..::: :     :.:: . :     :: :   : ::               
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH  
              70        80        90          100           
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.1  bits: 19.5 E():   18 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (32-56:61-85) 
 
              10        20        30        40        50        60  
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
              70        80 
2MEPSP YVLDGVPRMRERPIGDLVV 
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gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 79.9  bits: 21.0 E():   18 
Smith-Waterman score: 55; 34.1% identity (61.0% similar) in 41 aa overlap (37-77:8-42) 
 
         10        20        30        40        50        60       
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVL-- 
                                      10        20         30       
 
         70        80                                               
2MEPSP VPRMRERPIGDLVV                                               
          .::  ..:                                                  
gi|324 ---VREASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLAD 
              40        50        60        70        80        90  
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.3  bits: 20.6 E():   19 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (31-66:227-262) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
               70        80 
2MEPSP TYVLDGVPRMRERPIGDLVV 
       : .  :               
gi|180 TAAAGGYKV            
        260                 
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|760  DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASID 
                10        20        30        40        50          
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|256  DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASID 
                10        20        30        40        50          
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|157  SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASID 
                10        20        30        40        50          
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:9-26) 
 
               10        20        30        40        50        60 
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2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|214  SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASID 
                10        20        30        40        50          
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|217  DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASID 
                10        20        30        40        50          
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|217  DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASID 
                10        20        30        40        50          
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:10-27) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|110 RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKASID 
               10        20        30        40        50        60 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.8  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:15-32) 
 
                    10        20        30        40        50      
2MEPSP      LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP AGGNATYVLDGVPRMRERPIGDLVV                                    
                                                                    
gi|394 KATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLGDN 
               70        80        90       100       110       120 
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.6  bits: 19.2 E():   21 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (5-56:35-85) 
 
                                         10        20          30   
2MEPSP                           LRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
             40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
        :..:::     . :.:: : : :                         
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
              70        80        90       100          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.6  bits: 19.2 E():   21 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (32-54:61-83) 
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              10        20        30        40        50        60  
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
              70        80 
2MEPSP YVLDGVPRMRERPIGDLVV 
                           
gi|148 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.6  bits: 19.2 E():   21 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (32-54:61-83) 
 
              10        20        30        40        50        60  
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
              70        80 
2MEPSP YVLDGVPRMRERPIGDLVV 
                           
gi|145 DSDGDGKIGVDEFGAMIKA 
              100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.6  bits: 19.2 E():   21 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (5-56:35-85) 
 
                                         10        20          30   
2MEPSP                           LRTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
             40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
        :..:::     . :.:: : : :                         
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
              70        80        90       100          
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:25-42) 
 
                              10        20        30        40      
2MEPSP                LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                          
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:25-42) 
 
                              10        20        30        40      
2MEPSP                LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
          50        60        70        80                          
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2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                          
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:26-43) 
 
                               10        20        30        40     
2MEPSP                 LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                         
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:26-43) 
 
                               10        20        30        40     
2MEPSP                 LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                         
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.1  bits: 19.6 E():   23 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (40-58:87-105) 
 
      10        20        30        40        50        60          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
      70        80                          
2MEPSP MRERPIGDLVV                          
                                            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (40-66:251-277) 
 
      10        20        30        40        50        60          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
      70        80 
2MEPSP MRERPIGDLVV 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (40-66:252-278) 
 
      10        20        30        40        50        60          
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2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
      70        80 
2MEPSP MRERPIGDLVV 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (40-66:255-281) 
 
      10        20        30        40        50        60          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
      70        80 
2MEPSP MRERPIGDLVV 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (42-66:260-284) 
 
              20        30        40        50        60        70  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              80 
2MEPSP ERPIGDLVV 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (42-66:260-284) 
 
              20        30        40        50        60        70  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              80 
2MEPSP ERPIGDLVV 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (42-66:260-284) 
 
              20        30        40        50        60        70  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              80 
2MEPSP ERPIGDLVV 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (42-66:260-284) 
 
              20        30        40        50        60        70  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              80 
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2MEPSP ERPIGDLVV 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (42-66:260-284) 
 
              20        30        40        50        60        70  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              80 
2MEPSP ERPIGDLVV 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (42-66:260-284) 
 
              20        30        40        50        60        70  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              80 
2MEPSP ERPIGDLVV 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (42-66:260-284) 
 
              20        30        40        50        60        70  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              80 
2MEPSP ERPIGDLVV 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (42-66:260-284) 
 
              20        30        40        50        60        70  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              80 
2MEPSP ERPIGDLVV 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (42-66:260-284) 
 
              20        30        40        50        60        70  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              80 
2MEPSP ERPIGDLVV 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (42-66:260-284) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1891

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

              20        30        40        50        60        70  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              80 
2MEPSP ERPIGDLVV 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (42-66:260-284) 
 
              20        30        40        50        60        70  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              80 
2MEPSP ERPIGDLVV 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (42-66:260-284) 
 
              20        30        40        50        60        70  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              80 
2MEPSP ERPIGDLVV 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (42-66:260-284) 
 
              20        30        40        50        60        70  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              80 
2MEPSP ERPIGDLVV 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (40-66:258-284) 
 
      10        20        30        40        50        60          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
      70        80 
2MEPSP MRERPIGDLVV 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (42-66:260-284) 
 
              20        30        40        50        60        70  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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              80 
2MEPSP ERPIGDLVV 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (40-66:261-287) 
 
      10        20        30        40        50        60          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
      70        80 
2MEPSP MRERPIGDLVV 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.3  bits: 19.7 E():   25 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (46-61:142-161) 
 
          20        30        40        50            60        70  
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
              80 
2MEPSP ERPIGDLVV 
                 
gi|249 GYKV      
                 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (40-66:266-292) 
 
      10        20        30        40        50        60          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
      70        80 
2MEPSP MRERPIGDLVV 
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 77.0  bits: 21.1 E():   26 
Smith-Waterman score: 55; 28.1% identity (50.0% similar) in 64 aa overlap (5-68:401-459) 
 
                                         10        20        30     
2MEPSP                           LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     : ::  ::. .  ..:   :   :  : .: 
gi|298 AIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFAVVLKAGRE 
              380       390       400       410       420       430 
 
           40        50        60        70        80               
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV               
            :   . ...   :.:.  :. : :: ..:                           
gi|298 -----GLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQEVE 
                   440       450       460       470       480      
 
gi|298 VFRPFQSRDEKERERFSIV 
         490       500     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 76.9  bits: 20.4 E():   26 
Smith-Waterman score: 53; 19.4% identity (51.6% similar) in 62 aa overlap (15-76:174-235) 
 
                               10        20        30        40     
2MEPSP                 LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     ...:. : :.   : . ....  .   :   
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gi|107 GIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAVFNKEDDIGTYTIRAVD 
           150       160       170       180       190       200    
 
           50        60        70        80                         
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                         
         :.:.  :    ..  : .. .  . :. ::                             
gi|107 DPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESPIPINVIL 
           210       220       230       240       250       260    
 
gi|107 AINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
           270       280       290       300         
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 18.9 E():   26 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (32-56:60-84) 
 
              10        20        30        40        50        60  
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
              70        80      
2MEPSP YVLDGVPRMRERPIGDLVV      
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.8  bits: 19.3 E():   27 
Smith-Waterman score: 50; 38.1% identity (61.9% similar) in 21 aa overlap (2-22:81-101) 
 
                                            10        20        30  
2MEPSP                              LRTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                                     . ::...  :::.   :  ::          
gi|250 IQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTEVMDRAV 
               60        70        80        90       100       110 
 
              40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                                         
gi|250 ASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR              
              120       130       140                    
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (31-66:238-273) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
               70        80 
2MEPSP TYVLDGVPRMRERPIGDLVV 
       : .  :               
gi|313 TAATGGYKV            
       270                  
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (31-66:246-281) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
               70        80 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1894

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP TYVLDGVPRMRERPIGDLVV 
       : .  :               
gi|295 TAATGGYKV            
         280                
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (32-56:61-85) 
 
              10        20        30        40        50        60  
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
              70        80 
2MEPSP YVLDGVPRMRERPIGDLVV 
                           
gi|207 DSDGDGKIGVEEFQALVKA 
              100          
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (31-66:238-273) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
               70        80 
2MEPSP TYVLDGVPRMRERPIGDLVV 
       : .  :               
gi|313 TAATGGYKV            
       270                  
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (31-66:238-273) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
               70        80 
2MEPSP TYVLDGVPRMRERPIGDLVV 
       : .  :               
gi|313 TAATGGYKV            
       270                  
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (31-66:238-273) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
               70        80 
2MEPSP TYVLDGVPRMRERPIGDLVV 
       : .  :               
gi|168 TAATGGYKV            
       270                  
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
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Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|217  DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASID 
                10        20        30        40        50          
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|217  DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKIEIKASID 
                10        20        30        40        50          
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|217  DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASID 
                10        20        30        40        50          
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|179  DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLD 
                10        20        30        40        50          
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|217  DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASID 
                10        20        30        40        50          
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|217  DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASID 
                10        20        30        40        50          
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|217  DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASID 
                10        20        30        40        50          
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:9-26) 
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               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|217  DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKASID 
                10        20        30        40        50          
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|217  DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKIEIKASID 
                10        20        30        40        50          
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:9-26) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|217  DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASID 
                10        20        30        40        50          
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.2  bits: 18.7 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:18-35) 
 
                       10        20        30        40        50   
2MEPSP         LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVV                                 
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:22-39) 
 
                           10        20        30        40         
2MEPSP             LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                             
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (42-66:280-304) 
 
              20        30        40        50        60        70  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
              80 
2MEPSP ERPIGDLVV 
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>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:26-43) 
 
                               10        20        30        40     
2MEPSP                 LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                         
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:26-43) 
 
                               10        20        30        40     
2MEPSP                 LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                         
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:26-43) 
 
                               10        20        30        40     
2MEPSP                 LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                         
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:26-43) 
 
                               10        20        30        40     
2MEPSP                 LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                         
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:26-43) 
 
                               10        20        30        40     
2MEPSP                 LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1898

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                         
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:26-43) 
 
                               10        20        30        40     
2MEPSP                 LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                         
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 18.8 E():   44 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:55-72) 
 
                                    10        20        30          
2MEPSP                      LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
      40        50        60        70        80                    
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                    
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (7-45:369-408) 
 
                                       10        20        30       
2MEPSP                         LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          40        50        60        70        80                
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (7-45:369-408) 
 
                                       10        20        30       
2MEPSP                         LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          40        50        60        70        80                
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                
       .: : .. ::                                                   
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gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (7-45:369-408) 
 
                                       10        20        30       
2MEPSP                         LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          40        50        60        70        80                
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (7-45:369-408) 
 
                                       10        20        30       
2MEPSP                         LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          40        50        60        70        80                
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (7-45:369-408) 
 
                                       10        20        30       
2MEPSP                         LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          40        50        60        70        80                
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (7-45:369-408) 
 
                                       10        20        30       
2MEPSP                         LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          40        50        60        70        80                
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (7-45:369-408) 
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                                       10        20        30       
2MEPSP                         LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|117 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          40        50        60        70        80                
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                
       .: : .. ::                                                   
gi|117 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (7-45:369-408) 
 
                                       10        20        30       
2MEPSP                         LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          40        50        60        70        80                
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (7-45:369-408) 
 
                                       10        20        30       
2MEPSP                         LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          40        50        60        70        80                
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (7-45:369-408) 
 
                                       10        20        30       
2MEPSP                         LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          40        50        60        70        80                
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (7-45:369-408) 
 
                                       10        20        30       
2MEPSP                         LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          40        50        60        70        80                
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2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (7-45:369-408) 
 
                                       10        20        30       
2MEPSP                         LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
          40        50        60        70        80                
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (5-38:152-189) 
 
                                         10        20           30  
2MEPSP                           LRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
               40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
       : :. .::                                           
gi|476 KCERGKLFANCCK                                      
             190                                          
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (5-38:152-189) 
 
                                         10        20           30  
2MEPSP                           LRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
               40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
       : :. .::                                           
gi|313 KCERGKLFANCCK                                      
             190                                          
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.1  bits: 15.6 E():   48 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (54-68:2-16) 
 
            30        40        50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :. ::. . : : .:             
gi|320                              YTTEGGTKSEVEDVIPEGWK         
                                            10        20         
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (50-75:11-39) 
 
      20        30        40        50        60           70       
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
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                                   10        20        30        40 
 
         80                                                         
2MEPSP DLVV                                                         
                                                                    
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.1  bits: 17.5 E():   55 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (8-39:40-71) 
 
                                      10        20        30        
2MEPSP                        LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
        40        50        60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
       :.                                          
gi|154 FVDSLDKIAQVPRVG                             
      70        80                                 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.1  bits: 19.3 E():   55 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (31-66:267-298) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
               70        80 
2MEPSP TYVLDGVPRMRERPIGDLVV 
       : .  :               
gi|663 TAAAGGYKA            
            300             
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (31-58:210-237) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
               70        80 
2MEPSP TYVLDGVPRMRERPIGDLVV 
                            
gi|226 V                    
     240                    
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (45-67:22-44) 
 
           20        30        40        50        60        70     
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
           80                                                       
2MEPSP IGDLVV                                                       
                                                                    
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
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>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (45-67:22-44) 
 
           20        30        40        50        60        70     
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
           80                                                       
2MEPSP IGDLVV                                                       
                                                                    
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.5  bits: 19.3 E():   59 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (11-66:267-318) 
 
                                   10        20        30        40 
2MEPSP                     LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
               50        60        70        80  
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV  
        .: :    :.:: :: : :: .  :                
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV 
        300           310       320       330    
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (9-57:75-123) 
 
                                     10        20        30         
2MEPSP                       LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
       40        50        60        70        80            
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV            
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (9-57:75-123) 
 
                                     10        20        30         
2MEPSP                       LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
       40        50        60        70        80            
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV            
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.4  bits: 19.3 E():   60 
Smith-Waterman score: 51; 32.2% identity (61.0% similar) in 59 aa overlap (6-64:168-218) 
 
                                        10        20        30      
2MEPSP                          LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV 
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                                     : :.: : : . : ::    .:.     :: 
gi|249 YEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA---IPAA----EV 
       140       150       160       170       180              190 
 
          40        50        60        70        80                
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV                
       :: . ..  :.:. ..:..:: .:  ...                                
gi|249 QL-IDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVK 
               200       210       220       230       240          
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.7  bits: 15.7 E():   65 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (7-19:5-17) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
             .: :: .:: :::                                          
gi|323   INLKAVIADPVAKTAVVQAGATLGEVYYXI                             
                 10        20        30                             
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 17.5 E():   66 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (33-60:54-81) 
 
             10        20        30        40        50        60   
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
             70        80       
2MEPSP VLDGVPRMRERPIGDLVV       
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.7  bits: 17.9 E():   66 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (32-61:5-32) 
 
              10        20        30        40        50        60  
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
              70        80                                          
2MEPSP YVLDGVPRMRERPIGDLVV                                          
                                                                    
gi|300 TEEQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.7  bits: 17.9 E():   66 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (32-61:5-32) 
 
              10        20        30        40        50        60  
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
              70        80                                          
2MEPSP YVLDGVPRMRERPIGDLVV                                          
                                                                    
gi|300 TEEQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 17.5 E():   66 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (33-56:61-84) 
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             10        20        30        40        50        60   
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
             70        80 
2MEPSP VLDGVPRMRERPIGDLVV 
                          
gi|288 ADGDGMLGLDEFAVLVKQ 
              100         
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 17.2 E():   66 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (11-39:43-71) 
 
                                   10        20        30        40 
2MEPSP                     LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
               50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                                
gi|122 SLDKIAQVPRVG                             
             80                                 
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (37-64:7-33) 
 
         10        20        30        40        50        60       
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     :..:..:   : .: : . : :. :..:   
gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
         70        80                                               
2MEPSP VPRMRERPIGDLVV                                               
                                                                    
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (21-34:91-104) 
 
                         10        20        30        40        50 
2MEPSP           LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
               60        70        80                               
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVV                               
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (4-19:172-187) 
 
                                          10        20        30    
2MEPSP                            LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
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            40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                                       
gi|256 KESLAKKNHGLSRSE                                 
             210                                       
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (4-19:173-188) 
 
                                          10        20        30    
2MEPSP                            LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
            40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                                       
gi|187 KESLAKKNHGLSRSE                                 
            210                                        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (4-19:173-188) 
 
                                          10        20        30    
2MEPSP                            LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
            40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                                       
gi|187 KESLAKKNHGLSRSE                                 
            210                                        
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (40-60:267-287) 
 
      10        20        30        40        50        60          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
        240       250       260       270       280       290       
 
      70        80 
2MEPSP MRERPIGDLVV 
                   
gi|119 SAGGYKV     
        300        
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (41-60:67-86) 
 
               20        30        40        50        60        70 
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
               80      
2MEPSP RERPIGDLVV      
                       
gi|668 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (41-60:67-86) 
 
               20        30        40        50        60        70 
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
               80      
2MEPSP RERPIGDLVV      
                       
gi|833 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.4 E():   84 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (37-76:1-39) 
 
         10        20        30        40         50        60      
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLD 
                                     .:::.: :::       .::. :.    :: 
gi|116                               VFLGSAHGIAKVPPGPNITATYGDEW--LD 
                                             10        20           
 
          70        80                                              
2MEPSP GVPRMRERPIGDLVV                                              
       .      .: :                                                  
gi|116 AKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKP 
       30        40        50        60        70        80         
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 44; 32.4% identity (47.3% similar) in 74 aa overlap (15-80:71-139) 
 
                               10        20        30            40 
2MEPSP                 LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK----EEVQLFLG 
                                     .:::   :  .::  : .    : .. .:: 
gi|282 LCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVPGDCCRQFPPVDYSWCRCEAISHMLG 
               50        60        70        80        90       100 
 
               50        60            70        80                 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPR----MRERPIGDLVV                 
         :: .: : :    .:   . :. :  :     :.:  : : :                 
gi|282 --GI-YRELGA--PDVGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARS 
                   110       120       130       140       150      
 
gi|282 GY 
          
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.4 E():   88 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (21-34:91-104) 
 
                         10        20        30        40        50 
2MEPSP           LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
               60        70        80                               
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVV                               
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (21-34:91-104) 
 
                         10        20        30        40        50 
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2MEPSP           LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
               60        70        80                               
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVV                               
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 17.0 E():   90 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (49-68:69-88) 
 
       20        30        40        50        60        70         
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
       80 
2MEPSP VV 
          
gi|105 T  
          
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (31-66:238-273) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
               70        80 
2MEPSP TYVLDGVPRMRERPIGDLVV 
       : .  :               
gi|313 TAAAGGYKV            
       270                  
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (24-54:6-35) 
 
               10        20        30        40        50        60 
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                              :.. . : .:. . :: . :...   ::: :       
gi|144                   MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLE 
                                 10         20        30        40  
 
               70        80                                         
2MEPSP TYVLDGVPRMRERPIGDLVV                                         
                                                                    
gi|144 VAVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKE 
              50        60        70        80        90       100  
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.7 E():   95 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (1-23:154-176) 
 
                                             10        20        30 
2MEPSP                               LRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ...:: :  . ..  :  .:.::        
gi|501 ITTAVTSWLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL      
           130       140       150       160       170              
 
               40        50        60        70        80 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
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>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.6  bits: 18.5 E():   97 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (40-66:276-298) 
 
      10        20        30        40        50        60          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
      70        80 
2MEPSP MRERPIGDLVV 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (39-65:107-133) 
 
       10        20        30        40        50        60         
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
       70        80                                                 
2MEPSP RMRERPIGDLVV                                                 
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.1 E():   99 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (21-34:68-81) 
 
                         10        20        30        40        50 
2MEPSP           LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
               60        70        80                               
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVV                               
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.1 E():   99 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (21-34:68-81) 
 
                         10        20        30        40        50 
2MEPSP           LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
               60        70        80                               
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVV                               
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.1 E():   99 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (21-34:69-82) 
 
                         10        20        30        40        50 
2MEPSP           LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
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               60        70        80                               
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVV                               
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:30 2011 done: Tue Apr 19 10:57:30 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 6  - 85 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     0     0: 
  30     1     2:* 
  32     5     8:==* 
  34    10    22:====   * 
  36    35    44:============  * 
  38    71    73:========================* 
  40    83   102:============================     * 
  42    95   125:================================         * 
  44   124   138:==========================================   * 
  46   143   140:==============================================*= 
  48   140   134:============================================*== 
  50   135   122:========================================*==== 
  52   132   108:===================================*======== 
  54   117    92:==============================*======== 
  56    83    77:=========================*== 
  58    62    63:====================* 
  60    50    51:================* 
  62    23    41:========     * 
  64    23    33:========  * 
  66    26    26:========* 
  68    16    20:======* 
  70    14    16:=====* 
  72    18    12:===*== 
  74    14    10:===*= 
  76    17     8:==*=== 
  78    16     6:=*==== 
  80     4     5:=* 
  82    19     3:*====== 
  84     3     3:* 
  86     1     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
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 106     1     0:=         *= 
 108     0     0:          * 
 110     2     0:=         *== 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.95880.00279; mu= 4.6418 0.145 
 mean_var=29.5736 8.145, 0's: 2 Z-trim: 4  B-trim: 58 in 1/43 
 Lambda= 0.235842 
 Kolmogorov-Smirnov  statistic: 0.0594 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 26.6    0.37 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 26.6    0.37 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 25.0    0.71 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   56 23.4       2 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 22.7     2.5 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   51 21.7     5.9 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 22.8     6.4 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   41 18.7     6.5 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   53 22.2     7.4 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   49 21.0     9.6 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   49 21.0     9.6 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 21.3      10 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   51 21.5      12 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   52 21.8      13 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 18.0      14 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   52 21.8      14 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   53 22.1      14 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   53 22.1      14 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 22.1      14 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   53 22.1      14 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   53 22.1      14 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   53 22.1      14 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   53 22.1      14 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   53 22.1      14 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   53 22.1      14 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   53 22.1      14 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   53 22.1      14 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   53 22.1      14 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   53 22.1      14 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   53 22.1      14 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.8      14 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.8      15 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 21.5      16 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   52 21.7      17 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   47 20.3      19 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 20.3      19 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   49 20.8      20 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 20.5      22 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 20.2      22 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   48 20.5      23 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.7      23 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   44 19.4      23 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   44 19.4      23 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   44 19.4      23 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   44 19.4      23 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   44 19.4      23 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   44 19.4      23 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   44 19.4      23 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 21.1      23 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 21.1      23 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 21.1      23 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   44 19.3      24 
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gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   49 20.8      25 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.9      26 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.9      26 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.9      26 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   44 19.3      26 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   44 19.3      26 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   44 19.3      26 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   44 19.3      26 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.8      27 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 20.2      28 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 20.2      28 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 20.2      28 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   43 19.0      29 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 20.2      29 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   43 19.0      31 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 20.5      32 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   43 19.0      32 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 19.0      32 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 19.0      32 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 19.0      33 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   43 19.0      33 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 19.0      33 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 19.0      33 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 19.0      33 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 19.0      33 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 20.7      34 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   49 20.7      35 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   49 20.7      36 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.7      36 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   43 18.9      41 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   41 18.3      46 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   41 18.3      46 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   41 18.3      46 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   41 18.3      46 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   41 18.3      46 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   41 18.3      46 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   41 18.3      46 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   41 18.3      46 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   41 18.3      46 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 20.1      46 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 20.1      46 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 20.4      47 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   40 18.0      48 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 18.0      48 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.8      51 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.8      51 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.8      51 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 18.0      51 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   48 20.3      51 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   41 18.3      52 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   48 20.3      54 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.9      55 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.9      55 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   41 18.3      56 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 15.1      57 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 19.4      59 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.7      59 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 19.4      62 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   43 18.9      62 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 18.3      64 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   40 18.0      67 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.8      68 
gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.5      70 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   36 16.8      73 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.4      74 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   43 18.8      75 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   36 16.8      76 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   43 18.8      77 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.4      77 
gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Ph ( 167)   40 17.9      77 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   42 18.5      77 
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gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   45 19.4      80 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   36 16.8      82 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   44 19.1      83 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   45 19.4      84 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   45 19.4      84 
gi|89892727|gb|ABD79097.1| Zea m 13 allergen [Zea  ( 404)   44 19.1      85 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   45 19.4      85 
gi|89892725|gb|ABD79096.1| Zea m 13 allergen [Zea  ( 410)   44 19.1      86 
gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea  ( 411)   44 19.1      86 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   45 19.4      86 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   36 16.7      86 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   29 14.7      86 
gi|29539111|emb|CAD87731.1| allergen Len c 1.0102  ( 415)   44 19.1      87 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   39 17.6      88 
gi|11513601|pdb|1G5U|A Chain A, Latex Profilin Hev ( 131)   38 17.3      93 
gi|14423856|sp|Q9LEI8.1|PROF6_HEVBR RecName: Full= ( 131)   38 17.3      93 
gi|14423858|sp|Q9M7M8.1|PROF5_HEVBR RecName: Full= ( 131)   38 17.3      93 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   38 17.3      93 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   37 17.0      96 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   40 17.9      96 
gi|66849502|gb|EAL89830.1| major allergen Asp F2 [ ( 304)   42 18.5      97 
gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen  ( 373)   43 18.8      97 
gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen  ( 373)   43 18.8      97 
gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=C ( 205)   40 17.9      98 
gi|47605504|sp|Q8LGR0.1|CHE1_CHEAL RecName: Full=P ( 168)   39 17.6      98 
gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=M ( 310)   42 18.5      99 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 110.2  bits: 26.6 E(): 0.37 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (22-64:3-45) 
 
               10        20        30        40         50          
2MEPSP EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLG 
                            :.: .:::.::. :..:.  : . :  : .  :  : .: 
gi|668                    MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVG 
                                  10        20         30        40 
 
      60        70        80                                        
2MEPSP LSVEADKAAKRAVVVGCGGKF                                        
        .: :                                                        
gi|668 DTVYATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSS 
               50        60        70        80        90       100 
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 110.2  bits: 26.6 E(): 0.37 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (22-64:3-45) 
 
               10        20        30        40         50          
2MEPSP EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLG 
                            :.: .:::.::. :..:.  : . :  : .  :  : .: 
gi|833                    MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVG 
                                  10        20         30        40 
 
      60        70        80                                        
2MEPSP LSVEADKAAKRAVVVGCGGKF                                        
        .: :                                                        
gi|833 DTVYATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSS 
               50        60        70        80        90       100 
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 105.2  bits: 25.0 E(): 0.71 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (40-69:33-62) 
 
      10        20        30        40        50        60          
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
      70        80                                                  
2MEPSP RAVVVGCGGKF                                                  
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gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 97.2  bits: 23.4 E():    2 
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (18-77:114-176) 
 
                            10        20        30           40     
2MEPSP              EIVLQPIKEISGTVKLPGSKSLSNRILLLAALS---EGTTVVDNLLN 
                                     : .. ...... .:..   .:  :: . .  
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA 
            90       100       110       120       130       140    
 
           50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
       .:  . ..  ...:: :  . ..  :  .:.::    
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL  
           150       160       170          
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 95.3  bits: 22.7 E():  2.5 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (51-76:75-101) 
 
               30        40        50         60        70          
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
      80                                          
2MEPSP F                                          
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.6  bits: 21.7 E():  5.9 
Smith-Waterman score: 51; 27.3% identity (54.5% similar) in 66 aa overlap (14-79:34-99) 
 
                                10        20        30        40    
2MEPSP                  EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .:: ..:. ..: ::  . : : .   
gi|532 KAGDSFPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSAN 
            10        20        30        40        50        60    
 
            50        60        70        80                        
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF                        
       .  .    :  ::. :..  :  : . : :..  ::                         
gi|532 HVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIG 
            70        80        90       100       110       120    
 
gi|532 WADEEGRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
           130       140       150       160        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 88.0  bits: 22.8 E():  6.4 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (42-70:246-275) 
 
              20        30        40        50         60        70 
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
               80                                                   
2MEPSP AVVVGCGGKF                                                   
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
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>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 87.9  bits: 18.7 E():  6.5 
Smith-Waterman score: 41; 31.2% identity (68.8% similar) in 16 aa overlap (2-17:9-24) 
 
                      10        20        30        40        50    
2MEPSP        EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG 
               :.. :.: ..:  . :                                     
gi|183 GPXGKVVHIIMPPLKFVKGEESEP                                     
               10        20                                         
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 86.8  bits: 22.2 E():  7.4 
Smith-Waterman score: 53; 33.3% identity (79.2% similar) in 24 aa overlap (4-26:150-173) 
 
                                          10         20        30   
2MEPSP                            EIVLQPIKEISGTVKLP-GSKSLSNRILLLAAL 
                                     ..:: : .:..:.: : ... ..:       
gi|119 GATPEAKFDSFVAAFTEALRIIAGVLKVHAVKPITEETGAAKIPAGEQQIIDKIDAAFKV 
     120       130       140       150       160       170          
 
             40        50        60        70        80             
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF             
                                                                    
gi|119 AATAANAAPANDKFTVFEAAFNNAIKESTGGAYDTYKSIPSLEAAVKQAYAATIAAAPEV 
     180       190       200       210       220       230          
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 84.8  bits: 21.0 E():  9.6 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (14-79:35-100) 
 
                                10        20        30        40    
2MEPSP                  EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|668 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
            50        60        70        80                        
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF                        
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|668 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|668 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 84.8  bits: 21.0 E():  9.6 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (14-79:35-100) 
 
                                10        20        30        40    
2MEPSP                  EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|276 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
            50        60        70        80                        
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF                        
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|276 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|276 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 84.4  bits: 21.3 E():   10 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (6-40:58-94) 
 
                                        10        20         30     
2MEPSP                          EIVLQPIKEISGTVKLPGSKSLSNRILL-LAALSE 
                                     :: .  : ... :: ...: ..  :. .:. 
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gi|144 NMANQMVDQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISR 
        30        40        50        60        70        80        
 
            40        50        60        70        80              
2MEPSP -GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
        : . .:                                                      
gi|144 RGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDIDMKLKLKLD 
        90       100       110       120       130       140        
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.0  bits: 21.5 E():   12 
Smith-Waterman score: 51; 23.7% identity (73.7% similar) in 38 aa overlap (1-38:68-105) 
 
                                             10        20        30 
2MEPSP                               EIVLQPIKEISGTVKLPGSKSLSNRILLLA 
                                     : ... ::... ...  :  .:...  ..: 
gi|324 ASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIA 
        40        50        60        70        80        90        
 
               40        50        60        70        80           
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF           
       :..:. .:                                                     
gi|324 AIKEAGNVKRFFPSEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAG 
       100       110       120       130       140       150        
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.8  bits: 21.8 E():   13 
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (15-37:241-263) 
 
                               10        20        30        40     
2MEPSP                 EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :. . :::. . .:: .:. :::        
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY 
              220       230       240       250       260       270 
 
           50        60        70        80                         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF                         
                                                                    
gi|215 TAEETAKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE 
              280       290       300       310       320       330 
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 82.2  bits: 18.0 E():   14 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (61-73:5-17) 
 
               40        50        60        70        80       
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF       
                                     .: :: .:: :::              
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI 
                                         10        20        30 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 82.0  bits: 21.8 E():   14 
Smith-Waterman score: 52; 28.9% identity (71.1% similar) in 38 aa overlap (33-66:161-198) 
 
             10        20        30        40         50            
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
       60        70        80                                       
2MEPSP GLSVEADKAAKRAVVVGCGGKF                                       
       ::...: .                                                     
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (42-66:201-228) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1917

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

              20        30        40        50           60         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       70        80                                                 
2MEPSP KRAVVVGCGGKF                                                 
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (42-66:201-228) 
 
              20        30        40        50           60         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       70        80                                                 
2MEPSP KRAVVVGCGGKF                                                 
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (42-66:201-228) 
 
              20        30        40        50           60         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       70        80                                                 
2MEPSP KRAVVVGCGGKF                                                 
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (42-66:201-228) 
 
              20        30        40        50           60         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       70        80                                                 
2MEPSP KRAVVVGCGGKF                                                 
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (42-66:201-228) 
 
              20        30        40        50           60         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       70        80                                                 
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2MEPSP KRAVVVGCGGKF                                                 
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (42-66:201-228) 
 
              20        30        40        50           60         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       70        80                                                 
2MEPSP KRAVVVGCGGKF                                                 
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (42-66:201-228) 
 
              20        30        40        50           60         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       70        80                                                 
2MEPSP KRAVVVGCGGKF                                                 
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (42-66:201-228) 
 
              20        30        40        50           60         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       70        80                                                 
2MEPSP KRAVVVGCGGKF                                                 
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (42-66:201-228) 
 
              20        30        40        50           60         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       70        80                                                 
2MEPSP KRAVVVGCGGKF                                                 
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
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Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (42-66:201-228) 
 
              20        30        40        50           60         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       70        80                                                 
2MEPSP KRAVVVGCGGKF                                                 
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (42-66:201-228) 
 
              20        30        40        50           60         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       70        80                                                 
2MEPSP KRAVVVGCGGKF                                                 
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (42-66:201-228) 
 
              20        30        40        50           60         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       70        80                                                 
2MEPSP KRAVVVGCGGKF                                                 
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (42-66:201-228) 
 
              20        30        40        50           60         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
       70        80                                                 
2MEPSP KRAVVVGCGGKF                                                 
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (42-66:201-228) 
 
              20        30        40        50           60         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
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       70        80                                                 
2MEPSP KRAVVVGCGGKF                                                 
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 81.6  bits: 21.8 E():   14 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (37-68:88-122) 
 
         10        20        30        40           50        60    
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
            70        80                                            
2MEPSP ADKAAKRAVVVGCGGKF                                            
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 81.6  bits: 21.8 E():   15 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (37-68:88-122) 
 
         10        20        30        40           50        60    
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
            70        80                                            
2MEPSP ADKAAKRAVVVGCGGKF                                            
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.8  bits: 21.5 E():   16 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (33-59:72-98) 
 
             10        20        30        40        50        60   
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
             70        80                                           
2MEPSP EADKAAKRAVVVGCGGKF                                           
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 80.2  bits: 21.7 E():   17 
Smith-Waterman score: 52; 28.9% identity (71.1% similar) in 38 aa overlap (33-66:191-228) 
 
             10        20        30        40         50            
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
       60        70        80                                       
2MEPSP GLSVEADKAAKRAVVVGCGGKF                                       
       ::...: .                                                     
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
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>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.5  bits: 20.3 E():   19 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (32-51:113-132) 
 
              10        20        30        40        50        60  
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     ..::.: .::..:  ..  :           
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
              70        80                                          
2MEPSP VEADKAAKRAVVVGCGGKF                                          
                                                                    
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 20.3 E():   19 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (40-69:33-62) 
 
      10        20        30        40        50        60          
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
      70        80                                                  
2MEPSP RAVVVGCGGKF                                                  
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.0  bits: 20.8 E():   20 
Smith-Waterman score: 49; 21.1% identity (54.9% similar) in 71 aa overlap (1-71:149-219) 
 
                                             10        20        30 
2MEPSP                               EIVLQPIKEISGTVKLPGSKSLSNRILLLA 
                                     :.: .:. :.. . :. .. ...      : 
gi|249 KYDAFIAALTEALRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSA 
      120       130       140       150       160       170         
 
               40        50        60        70        80           
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF           
         ..  :: .. .:.   .   :: .:  .    . :.:.:                    
gi|249 PANDKFTVFEGAFNKAIKESTAGAYETYKFIPSLEAAVKQAYGATVARAPEVKYAVFEAG 
      180       190       200       210       220       230         
 
gi|249 LTKAITAMSEAQKVAKPPLSPQPPQVLPLAAGGAATVAAASDVRVCRSHGTLQDACLLRC 
      240       250       260       270       280       290         
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 78.2  bits: 20.5 E():   22 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (46-70:195-217) 
 
          20        30        40        50        60        70      
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
          80                                                        
2MEPSP CGGKF                                                        
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.1  bits: 20.2 E():   22 
Smith-Waterman score: 47; 28.8% identity (53.8% similar) in 52 aa overlap (6-56:26-74) 
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                                   10        20         30          
2MEPSP                     EIVLQPIKEISGTVKLPGSKSLSNRIL-LLAALSEGTTVV 
                                :.   :. .   .. : .. :  ::   : :.    
gi|136 MNKKLLMNFFIVSPLLLATTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS--- 
               10        20        30        40        50           
 
      40        50        60        70        80                    
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF                    
       :.. ::: .   ::..:                                            
gi|136 DTFTNSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSE 
        60        70        80        90       100       110        
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 48; 23.9% identity (67.4% similar) in 46 aa overlap (4-45:144-189) 
 
                                          10         20             
2MEPSP                            EIVLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|330 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
           120       130       140       150       160       170    
 
      30        40        50        60        70        80          
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF          
       :: . .:. .:.....                                             
gi|330 AATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYA 
           180       190       200       210       220       230    
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.1  bits: 16.7 E():   23 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (62-75:3-16) 
 
              40        50        60        70        80 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     :.: .::.  : ::      
gi|463                             DFVDAHNAARAQVGVGPVHWT 
                                           10        20  
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:9-23) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:9-23) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:9-23) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
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gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:9-23) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:9-23) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:9-23) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.0  bits: 19.4 E():   23 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:10-24) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 77.9  bits: 21.1 E():   23 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (39-68:90-122) 
 
       10        20        30        40           50        60      
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
          70        80                                              
2MEPSP KAAKRAVVVGCGGKF                                              
       :::                                                          
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gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 77.9  bits: 21.1 E():   23 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (24-68:70-122) 
 
                      10        20        30             40         
2MEPSP        EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
          50        60        70        80                          
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF                          
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 77.9  bits: 21.1 E():   23 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (24-68:70-122) 
 
                      10        20        30             40         
2MEPSP        EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
          50        60        70        80                          
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF                          
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.6  bits: 19.3 E():   24 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:15-29) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.2  bits: 20.8 E():   25 
Smith-Waterman score: 49; 29.3% identity (61.0% similar) in 41 aa overlap (4-44:268-308) 
 
                                          10        20        30    
2MEPSP                            EIVLQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ::: :. . .:   . :.:.  .. .:... 
gi|148 WIGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVG 
       240       250       260       270       280       290        
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
         : : .:  :                                                  
gi|148 ALTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGD 
       300       310       320       330       340       350        
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.0  bits: 19.9 E():   26 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (58-73:172-187) 
 
        30        40        50        60        70        80        
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF        
                                     .:.:.. : ...: ::               
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gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.0  bits: 19.9 E():   26 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (58-73:173-188) 
 
        30        40        50        60        70        80        
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF        
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.0  bits: 19.9 E():   26 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (58-73:173-188) 
 
        30        40        50        60        70        80        
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF        
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.0  bits: 19.3 E():   26 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:25-39) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.0  bits: 19.3 E():   26 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:25-39) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.9  bits: 19.3 E():   26 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:26-40) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
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>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.9  bits: 19.3 E():   26 
Smith-Waterman score: 44; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:26-40) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 76.8  bits: 22.8 E():   27 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (33-73:452-496) 
 
             10        20        30           40         50         
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
       60        70        80                                       
2MEPSP GLSVEADKAAKRAVVVGCGGKF                                       
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.5  bits: 20.2 E():   28 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (4-41:134-175) 
 
                                          10         20             
2MEPSP                            EIVLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|481 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
           110       120       130       140       150       160    
 
      30        40        50        60        70        80          
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF          
       :: . .:. .:.                                                 
gi|481 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEV 
           170       180       190       200       210       220    
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.5  bits: 20.2 E():   28 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (4-41:135-176) 
 
                                          10         20             
2MEPSP                            EIVLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|168 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
          110       120       130       140       150       160     
 
      30        40        50        60        70        80          
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF          
       :: . .:. .:.                                                 
gi|168 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQV 
          170       180       190       200       210       220     
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (4-41:138-179) 
 
                                          10         20             
2MEPSP                            EIVLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|285 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
       110       120       130       140       150       160        
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      30        40        50        60        70        80          
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF          
       :: . .:. .:.                                                 
gi|285 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQV 
       170       180       190       200       210       220        
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.2  bits: 19.0 E():   29 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:9-23) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.0  bits: 20.2 E():   29 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (4-41:149-190) 
 
                                          10         20             
2MEPSP                            EIVLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|330 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
      120       130       140       150       160       170         
 
      30        40        50        60        70        80          
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF          
       :: . .:. .:.                                                 
gi|330 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQV 
      180       190       200       210       220       230         
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.6  bits: 19.0 E():   31 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:18-32) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 75.4  bits: 20.5 E():   32 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (29-78:214-267) 
 
                 10        20        30        40        50         
2MEPSP   EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
       60              70        80                                 
2MEPSP GLSVEA------DKAAKRAVVVGCGGKF                                 
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.3  bits: 19.0 E():   32 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:22-36) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
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gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.3  bits: 19.0 E():   32 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (21-57:3-39) 
 
               10        20        30        40        50        60 
2MEPSP EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 
                           : :: .:::::.  .  ..   ...::    ...: :    
gi|195                   MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLP 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP SVEADKAAKRAVVVGCGGKF                                         
                                                                    
gi|195 SCRDYVEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMEL 
             50        60        70        80        90       100   
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.3  bits: 19.0 E():   32 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (21-57:3-39) 
 
               10        20        30        40        50        60 
2MEPSP EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 
                           : :: .:::::.  .  ..   ...::    ...: :    
gi|219                   MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLP 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP SVEADKAAKRAVVVGCGGKF                                         
                                                                    
gi|219 SCRDYVEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMEL 
             50        60        70        80        90       100   
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.1  bits: 19.0 E():   33 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:26-40) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.1  bits: 19.0 E():   33 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:26-40) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.1  bits: 19.0 E():   33 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:26-40) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
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gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.1  bits: 19.0 E():   33 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:26-40) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.1  bits: 19.0 E():   33 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:26-40) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.1  bits: 19.0 E():   33 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:26-40) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 75.0  bits: 20.7 E():   34 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (19-68:428-476) 
 
                           10        20        30        40         
2MEPSP             EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
       50        60        70        80         
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKF         
       .. .:. .  :.. :  . :                     
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG 
        460       470       480       490       
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 49; 29.3% identity (61.0% similar) in 41 aa overlap (4-44:398-438) 
 
                                          10        20        30    
2MEPSP                            EIVLQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ::: :. . .:   . :.:.  .. .:... 
gi|601 WIGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVG 
       370       380       390       400       410       420        
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            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
         : : .:  :                                                  
gi|601 ALTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGD 
       430       440       450       460       470       480        
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 74.5  bits: 20.7 E():   36 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (6-46:342-382) 
 
                                        10         20        30     
2MEPSP                          EIVLQPIKEISGTVKLP-GSKSLSNRILLLAALSE 
                                     :    :...  : :..: :.:   .::::  
gi|572 ASENQQRSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAAIAALS- 
             320       330       340       350       360       370  
 
           40        50        60        70        80               
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF               
       :. ....  .::                                                 
gi|572 GVLTAEKKQSSEGGSPVRSNRSSPVRSSRSSPVRSADSGPTENDLSTAEVQDSEKASEPK 
              380       390       400       410       420       430 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 74.4  bits: 20.7 E():   36 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (44-74:378-406) 
 
            20        30        40        50        60        70    
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
            80                                                      
2MEPSP VGCGGKF                                                      
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.4  bits: 18.9 E():   41 
Smith-Waterman score: 43; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:55-69) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:9-23) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:9-23) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
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gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:9-23) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:9-23) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:9-23) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:9-23) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:9-23) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
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>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:9-23) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 41; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:9-23) 
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                     :..  :...: :: :                
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 72.4  bits: 20.1 E():   46 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (39-67:90-121) 
 
       10        20        30        40           50        60      
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
          70        80                                              
2MEPSP KAAKRAVVVGCGGKF                                              
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 72.4  bits: 20.1 E():   46 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (39-67:90-121) 
 
       10        20        30        40           50        60      
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
          70        80                                              
2MEPSP KAAKRAVVVGCGGKF                                              
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.4  bits: 20.4 E():   47 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (41-74:381-414) 
 
               20        30        40        50        60        70 
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
               80                                                   
2MEPSP AVVVGCGGKF                                                   
       :. :                                                         
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gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 72.2  bits: 18.0 E():   48 
Smith-Waterman score: 40; 33.3% identity (86.7% similar) in 15 aa overlap (41-55:5-19) 
 
               20        30        40        50        60        70 
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     ..:..::..  .::.                
gi|225                           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMV 
                                         10        20        30     
 
               80                                                   
2MEPSP AVVVGCGGKF                                                   
                                                                    
gi|225 GLKKKSPEDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDG 
           40        50        60        70        80        90     
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.2  bits: 18.0 E():   48 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (28-44:46-62) 
 
                  10        20        30        40        50        
2MEPSP    EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
        60        70        80             
2MEPSP LGLSVEADKAAKRAVVVGCGGKF             
                                           
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
          80        90       100       110 
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (20-56:246-282) 
 
                          10        20        30         40         
2MEPSP            EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
       50        60        70        80                             
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKF                             
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (20-56:246-282) 
 
                          10        20        30         40         
2MEPSP            EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
       50        60        70        80                             
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKF                             
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (20-56:246-282) 
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                          10        20        30         40         
2MEPSP            EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
       50        60        70        80                             
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKF                             
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.7  bits: 18.0 E():   51 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (48-57:55-64) 
 
        20        30        40        50        60        70        
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
        80                              
2MEPSP GKF                              
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.6  bits: 20.3 E():   51 
Smith-Waterman score: 48; 30.9% identity (51.5% similar) in 68 aa overlap (3-70:463-526) 
 
                                           10        20        30   
2MEPSP                             EIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::.    .:  :    :.:: ::   ...: 
gi|331 KVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGL 
            440       450       460       470       480       490   
 
             40        50        60        70        80             
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF             
           : : . .:.:   .  . : ::    ::.: .:.                       
gi|331 EVDETYVPKEFNAETFTFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTV 
            500       510           520       530       540         
 
gi|331 MGDFGAFVEKCCAAENKEGCFSEEGPKLVAAAQAALV 
      550       560       570       580      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.5  bits: 18.3 E():   52 
Smith-Waterman score: 41; 34.8% identity (78.3% similar) in 23 aa overlap (58-80:16-38) 
 
        30        40        50        60        70        80        
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF        
                                     : :. .:....: :..:  ::..        
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.3  bits: 20.3 E():   54 
Smith-Waterman score: 48; 30.9% identity (51.5% similar) in 68 aa overlap (3-70:486-549) 
 
                                           10        20        30   
2MEPSP                             EIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::.    .:  :    :.:: ::   ...: 
gi|668 KVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGL 
         460       470       480       490       500       510      
 
             40        50        60        70        80             
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2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF             
           : : . .:.:   .  . : ::    ::.: .:.                       
gi|668 EVDETYVPKEFNAETFTFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTV 
         520       530        540          550       560       570  
 
gi|668 MGDFGAFVEKCCAAENKEGCFSEEGPKLVAAAQAALV 
             580       590       600         
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.9 E():   55 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (38-69:71-102) 
 
        10        20        30        40        50        60        
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
        70        80                                                
2MEPSP AKRAVVVGCGGKF                                                
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.9 E():   55 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (59-75:11-27) 
 
       30        40        50        60        70        80         
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF         
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.0  bits: 18.3 E():   56 
Smith-Waterman score: 41; 26.7% identity (63.3% similar) in 30 aa overlap (30-59:108-137) 
 
                10        20        30        40        50          
2MEPSP  EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 
                                     .:: :   ..:. :. ...  :.. . : : 
gi|219 LVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELDEMIAEIDTDG 
        80        90       100       110       120       130        
 
      60        70        80 
2MEPSP LSVEADKAAKRAVVVGCGGKF 
                             
gi|219 SGTVDFDEFMEMMTGD      
       140       150         
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.8  bits: 15.1 E():   57 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (58-65:10-17) 
 
        30        40        50        60        70        80 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     :::: .:.                
gi|856                      ANPTFGFTPLGLSSDAN                
                                    10                       
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.6  bits: 19.4 E():   59 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (53-75:150-174) 
 
             30        40        50        60          70        80 
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
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     120       130       140       150       160       170          
 
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.5  bits: 19.7 E():   59 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (39-71:91-126) 
 
       10        20        30        40           50        60      
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
          70        80                                              
2MEPSP KAAKRAVVVGCGGKF                                              
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 19.4 E():   62 
Smith-Waterman score: 45; 28.0% identity (72.0% similar) in 25 aa overlap (41-65:155-179) 
 
               20        30        40        50        60        70 
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     :.:. ::. ..  .. . : :...:      
gi|495 KHAAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVG 
          130       140       150       160       170       180     
 
               80                                                   
2MEPSP AVVVGCGGKF                                                   
                                                                    
gi|495 ISKGVTITNTKIATGDDCISIGPGSQNVTITQVNCGPGHGISIGSLGRYNNEKEVRGITV 
          190       200       210       220       230       240     
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (15-77:133-189) 
 
                               10        20        30        40     
2MEPSP                 EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :.: . :: .  .  . ... . . : . . 
gi|253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEK 
            110       120       130       140       150       160   
 
           50        60        70        80                         
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF                         
        . :    : .. :.:..       :...::::                            
gi|253 YQPVGPK-GNVKELALAIF-----DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP 
             170       180            190       200       210       
 
gi|253 VYKTGNSPGEKCIKKDETFKNLCFAQEPINPNEHNL 
        220       230       240       250   
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 69.9  bits: 18.3 E():   64 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (51-77:146-170) 
 
               30        40        50        60        70        80 
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (15-24:86-95) 
 
                               10        20        30        40     
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2MEPSP                 EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     . :::..: :                     
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK 
          60        70        80        90       100       110      
 
           50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                            
gi|126 IVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL     
         120       130       140            
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 49; 23.8% identity (57.1% similar) in 63 aa overlap (2-63:11-73) 
 
                        10        20        30         40        50 
2MEPSP          EIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHY 
                 :.. :: ....  .     ::. . .  :. : :  ..:..:    . .  
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKLETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQD 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKF                               
       .:  ::  :..:.                                                
gi|225 LLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMDYLANDA 
               70        80        90       100       110       120 
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.5 E():   70 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (38-69:71-102) 
 
        10        20        30        40        50        60        
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
 
        70        80                                                
2MEPSP AKRAVVVGCGGKF                                                
       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.8  bits: 16.8 E():   73 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (51-78:18-44) 
 
               30        40        50        60        70        80 
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124              GTRRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                            10        20         30        40       
 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70  
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.7  bits: 19.4 E():   74 
Smith-Waterman score: 45; 26.2% identity (50.8% similar) in 65 aa overlap (3-67:62-121) 
 
                                           10        20        30   
2MEPSP                             EIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::. . ... :.  :.    .  .   : . 
gi|370 RSIVPSGASTGVHEALELRDGDKSKWLGKGVLKAVANVNDTIA-PALIEANIDVADQAKI 
              40        50        60        70         80        90 
 
             40        50        60        70        80             
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF             
       .:    .:.  :.      :::   ::.:. : ::                          
gi|370 DEFLLKLDGTPNKAK----LGANAILGVSLAAAKAGAAQKDVPLYKHIADISKAKEGKFV 
              100           110       120       130       140       
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gi|370 LPVPFQNVLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHLKSLTKKKYGQSA 
        150       160       170       180       190       200       
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 43; 35.3% identity (82.4% similar) in 17 aa overlap (4-20:150-166) 
 
                                          10        20        30    
2MEPSP                            EIVLQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ..:: :  :..:.:...              
gi|119 GATPEAKFDSFVAAFTEALRVIAGVLKVHAVKPITEEIGAAKIPAGELQIIDKIDAAFKV 
     120       130       140       150       160       170          
 
            40        50        60        70        80              
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF              
                                                                    
gi|119 AATAANAAPANDKFTVFEAAFNNAIKESTGGAYDTYKSIPSLEAAVKQAYAATIAAAPEV 
     180       190       200       210       220       230          
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.5  bits: 16.8 E():   76 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (51-78:20-46) 
 
               30        40        50        60        70        80 
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124            GTSFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                          10        20         30        40         
 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
       50        60        70    
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 43; 35.0% identity (70.0% similar) in 20 aa overlap (44-63:113-132) 
 
            20        30        40        50        60        70    
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:..           
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSMDDASVGSVSSE 
             90       100       110       120       130       140   
 
            80                                                      
2MEPSP VGCGGKF                                                      
                                                                    
gi|249 FHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTVFVSSFN 
            150       160       170       180       190       200   
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.4  bits: 19.4 E():   77 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (53-75:290-314) 
 
             30        40        50        60          70        80 
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|458 AEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNAD 
     260       270       280       290       300       310          
 
gi|458 ACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     320       330       340       350       360       370          
 
>>gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Phosph  (167 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 40; 32.0% identity (68.0% similar) in 25 aa overlap (22-46:5-29) 
 
               10        20        30        40        50        60 
2MEPSP EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGL 
                            :.. .::: . :.:  . : . ..:               
gi|244                  MQVVLGSLFLLLLSTSHGWQIRDRIGDNELEERIIYPGTLWCG 
                                10        20        30        40    
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               70        80                                         
2MEPSP SVEADKAAKRAVVVGCGGKF                                         
                                                                    
gi|244 HGNKSSGPNELGRFKHTDACCRTHDMCPDVMSAGESKHGLTNTASHTRLSCDCDDKFYDC 
            50        60        70        80        90       100    
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.5 E():   77 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (20-45:93-118) 
 
                          10        20        30        40          
2MEPSP            EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|664 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
             70        80        90       100       110       120   
 
      50        60        70        80                              
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKF                              
                                                                    
gi|664 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEAFEYFALEAYAFDIAAP 
            130       140       150       160       170       180   
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.1  bits: 19.4 E():   80 
Smith-Waterman score: 45; 29.2% identity (56.2% similar) in 48 aa overlap (25-72:239-286) 
 
                     10        20        30        40        50     
2MEPSP       EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 
                                     ::  :..:... :.. : :..:         
gi|845 SAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADL 
      210       220       230       240       250       260         
 
           60        70        80                                   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKF                                   
        .:      ::. :.::.                                           
gi|845 DETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAE 
      270       280       290       300       310       320         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.9  bits: 16.8 E():   82 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (51-78:25-51) 
 
               30        40        50        60        70        80 
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|144       MADDMERIFKRFDTNGDGKISLSELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                     10        20        30         40        50    
 
gi|144 FIDFNEFISFCNANPGLMKDVAKVF 
            60        70         
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 44; 44.4% identity (72.2% similar) in 18 aa overlap (6-23:323-340) 
 
                                        10        20        30      
2MEPSP                          EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEG 
                                     : :.:...    :::.::             
gi|210 APNVCTIAASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGA 
            300       310       320       330       340       350   
 
          40        50        60        70        80  
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF  
                                                      
gi|210 AAYLMALEGVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
            360       370       380       390         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (53-75:286-310) 
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             30        40        50        60          70        80 
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|796 VEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
         260       270       280       290       300       310      
 
gi|796 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT 
         320       330       340       350       360       370      
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (53-75:286-310) 
 
             30        40        50        60          70        80 
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|142 VEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
         260       270       280       290       300       310      
 
gi|142 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT 
         320       330       340       350       360       370      
 
>>gi|89892727|gb|ABD79097.1| Zea m 13 allergen [Zea mays  (404 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 19.1 E():   85 
Smith-Waterman score: 44; 37.5% identity (81.2% similar) in 16 aa overlap (63-78:49-64) 
 
             40        50        60        70        80             
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF             
                                     .. ::...: . .:::               
gi|898 AKSKDNDAKASGPGGSFDITKLGASGNGKTDSTKAVQEAWASACGGTGKQTILIPKGDFL 
       20        30        40        50        60        70         
 
gi|898 VGPLNFTGPCKGDVTIQVNGNLLATTDLSQYKDHGNWIEILRVDNLVITGKGKLDGQGPA 
       80        90       100       110       120       130         
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 45; 31.1% identity (60.0% similar) in 45 aa overlap (2-43:394-438) 
 
                                            10        20        30  
2MEPSP                              EIVLQPIKEISGTVKLPGSKSLSNRILLLA- 
                                     . ::: :. . .:     :.:.. :. .:  
gi|214 STWIGSKHAVNTISGTSMASPHIAGLLAYFVSLQPSKDSAFAVDELTPKKLKKDIIAIAT 
           370       380       390       400       410       420    
 
                 40        50        60        70        80         
2MEPSP --ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF         
         ::..  . . :::                                              
gi|214 QGALTDIPSDTPNLLAWNGGGSSNYTDIIASGGYKVNASVKDRFEGLVHKAEKLLTEELG 
           430       440       450       460       470       480    
 
>>gi|89892725|gb|ABD79096.1| Zea m 13 allergen [Zea mays  (410 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 19.1 E():   86 
Smith-Waterman score: 44; 37.5% identity (81.2% similar) in 16 aa overlap (63-78:55-70) 
 
             40        50        60        70        80             
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF             
                                     .. ::...: . .:::               
gi|898 AKSKDNDAKASGPGGSFDITKLGASGNGKTDSTKAVQEAWASACGGTGKQTILIPKGDFL 
           30        40        50        60        70        80     
 
gi|898 VGPLNFTGPCKGDVTIQVNGNLLATTDLSQYKDHGNWIEILRVDNLVITGKGKLDGQGPA 
           90       100       110       120       130       140     
 
>>gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea mays  (411 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 19.1 E():   86 
Smith-Waterman score: 44; 37.5% identity (81.2% similar) in 16 aa overlap (63-78:56-71) 
 
             40        50        60        70        80             
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF             
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                                     .. ::...: . .:::               
gi|898 EESKGIDAKASGPGGFFDITKLGASGNGKTDSTKAVQEAWASACGGTGKQTILIPKGDFL 
          30        40        50        60        70        80      
 
gi|898 VGQLNFTGPCKGDVTIQVDGNLLATTDLSQYKEHGNWIEILRVDNLVITGKGNLDGQGPA 
          90       100       110       120       130       140      
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.5  bits: 19.4 E():   86 
Smith-Waterman score: 48; 28.9% identity (62.2% similar) in 45 aa overlap (2-43:393-437) 
 
                                            10        20        30  
2MEPSP                              EIVLQPIKEISGTVKLPGSKSLSNRILLLA- 
                                     . ::: .. . .:.    :.:.. .. .:  
gi|120 STWIGSKYAVNTISGTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIAT 
            370       380       390       400       410       420   
 
                 40        50        60        70        80         
2MEPSP --ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF         
         :::.  . . :::                                              
gi|120 SGALSDIPSDTPNLLAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKE 
            430       440       450       460       470       480   
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.5  bits: 16.7 E():   86 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (51-78:29-55) 
 
               30        40        50        60        70        80 
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|187   KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                 10        20        30         40        50        
 
gi|187 FIDFDEFISFCNANPGLMKDVAKVF 
        60        70        80   
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 67.5  bits: 14.7 E():   86 
Smith-Waterman score: 29; 50.0% identity (100.0% similar) in 6 aa overlap (75-80:4-9) 
 
           50        60        70        80            
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF            
                                     ::...:            
gi|544                            APPGCSNHFNLETVFGNFVK 
                                          10        20 
 
>>gi|29539111|emb|CAD87731.1| allergen Len c 1.0102 [Len  (415 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 19.1 E():   87 
Smith-Waterman score: 48; 32.0% identity (68.0% similar) in 25 aa overlap (3-27:378-398) 
 
                                           10        20        30   
2MEPSP                             EIVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     . .:.::..    .:::.   .:.:      
gi|295 SDLNLIGFGINAKNNQRNFLAGEEDNVISQIQRPVKELA----FPGSSREVDRLLTNQKQ 
       350       360       370       380           390       400    
 
             40        50        60        70        80 
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                                        
gi|295 SHFANAQPLQIE                                     
           410                                          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.6 E():   88 
Smith-Waterman score: 39; 28.9% identity (48.9% similar) in 45 aa overlap (25-69:39-83) 
 
                     10        20        30        40        50     
2MEPSP       EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 
                                     ::    ::   .  . : :..  :   : : 
gi|144 NDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDSKVDEKLDA 
       10        20        30        40        50        60         
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           60        70        80                                   
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKF                                   
            :..: ::...                                              
gi|144 GDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMP 
       70        80        90       100       110       120         
 
>>gi|11513601|pdb|1G5U|A Chain A, Latex Profilin Hevb8    (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (32-54:1-23) 
 
              10        20        30        40        50        60  
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|115                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
              70        80                                          
2MEPSP VEADKAAKRAVVVGCGGKF                                          
                                                                    
gi|115 SVWAQSSSFPQFKSDEVAAVMKDFDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSG 
               40        50        60        70        80        90 
 
>>gi|14423856|sp|Q9LEI8.1|PROF6_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (32-54:1-23) 
 
              10        20        30        40        50        60  
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|144                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
              70        80                                          
2MEPSP VEADKAAKRAVVVGCGGKF                                          
                                                                    
gi|144 SVWAQSSSFPQFKSDEVAAVMKDFDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSG 
               40        50        60        70        80        90 
 
>>gi|14423858|sp|Q9M7M8.1|PROF5_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (32-54:1-23) 
 
              10        20        30        40        50        60  
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|144                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
              70        80                                          
2MEPSP VEADKAAKRAVVVGCGGKF                                          
                                                                    
gi|144 SVWAQSSGFPQFKSDEVAAVMKDFDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSG 
               40        50        60        70        80        90 
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (32-54:1-23) 
 
              10        20        30        40        50        60  
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     .:  : : :.:. . : : . .:        
gi|144                               MSWQTYVDDHLMCDIDGHRLTAAAIIGHDG 
                                             10        20        30 
 
              70        80                                          
2MEPSP VEADKAAKRAVVVGCGGKF                                          
                                                                    
gi|144 SVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQGEPGAVIRGKKGSG 
               40        50        60        70        80        90 
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>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.6  bits: 17.0 E():   96 
Smith-Waterman score: 37; 25.0% identity (57.1% similar) in 28 aa overlap (50-77:2-29) 
 
      20        30        40        50        60        70          
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGK 
                                     ..:.:  :..  ..   :.:  .   ::   
gi|513                              AFLLAATLTISSHMQEAGAVKFDIKNQCGYT 
                                            10        20        30  
 
      80                                                            
2MEPSP F                                                            
                                                                    
gi|513 VWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCT 
              40        50        60        70        80        90  
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 40; 45.5% identity (100.0% similar) in 11 aa overlap (32-42:113-123) 
 
              10        20        30        40        50        60  
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     ..::.:..::.                    
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
              70        80                                          
2MEPSP VEADKAAKRAVVVGCGGKF                                          
                                                                    
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|66849502|gb|EAL89830.1| major allergen Asp F2 [Aspe  (304 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 18.5 E():   97 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (20-45:153-178) 
 
                          10        20        30        40          
2MEPSP            EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|668 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
            130       140       150       160       170       180   
 
      50        60        70        80                              
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKF                              
                                                                    
gi|668 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFALEAYAFDIAAP 
            190       200       210       220       230       240   
 
>>gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 43; 35.0% identity (90.0% similar) in 20 aa overlap (27-46:93-112) 
 
                   10        20        30        40        50       
2MEPSP     EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 
                                     .: .:..:. :::......:           
gi|187 STSLGLETFQSFYIGGGANSHSVLSGFEPAILETAFNESRTVVEEIFSKELDGPIMFVDD 
             70        80        90       100       110       120   
 
         60        70        80                                     
2MEPSP TLGLSVEADKAAKRAVVVGCGGKF                                     
                                                                    
gi|187 SHVPSLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENK 
            130       140       150       160       170       180   
 
>>gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 43; 35.0% identity (90.0% similar) in 20 aa overlap (27-46:93-112) 
 
                   10        20        30        40        50       
2MEPSP     EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR 
                                     .: .:..:. :::......:           
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gi|187 STSLGLETFQSFYIGGGANSHSVLSGFEPAILETAFNESRTVVEEIFSKELDGPIMFVDD 
             70        80        90       100       110       120   
 
         60        70        80                                     
2MEPSP TLGLSVEADKAAKRAVVVGCGGKF                                     
                                                                    
gi|187 SHAPSLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENK 
            130       140       150       160       170       180   
 
>>gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=Calci  (205 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 41; 29.7% identity (64.9% similar) in 37 aa overlap (40-74:147-180) 
 
      10        20        30        40        50        60          
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS--VEADKA 
                                     :. .........::    ::.:   : :.. 
gi|116 DDNEEDMRKSILSQEEADSFGGFKVFDEDGDGYISARELQMVLG---KLGFSEGSEIDRV 
        120       130       140       150       160          170    
 
        70        80                    
2MEPSP AKRAVVVGCGGKF                    
        :  : :                          
gi|116 EKMIVSVDSNRDGRVDFFEFKDMMRSVLVRSS 
           180       190       200      
 
>>gi|47605504|sp|Q8LGR0.1|CHE1_CHEAL RecName: Full=Polle  (168 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.6 E():   98 
Smith-Waterman score: 39; 35.7% identity (64.3% similar) in 28 aa overlap (48-75:7-34) 
 
        20        30        40        50        60        70        
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :  ..::: .:.:.  :. : ..  : :   
gi|476                         MAKCQAVFLLVGALCVLSLAGVANAAENHFKVQGMV 
                                       10        20        30       
 
        80                                                          
2MEPSP GKF                                                          
                                                                    
gi|476 YCDTCRIQFMTRISTIMEGATVKLECRNITAGTQTFKAEAVTDKVGQYSIPVNGDFEDDI 
         40        50        60        70        80        90       
 
>>gi|83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major  (310 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.5 E():   99 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (20-45:153-178) 
 
                          10        20        30        40          
2MEPSP            EIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|833 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
            130       140       150       160       170       180   
 
      50        60        70        80                              
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKF                              
                                                                    
gi|833 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFALEAYAFDIAAP 
            190       200       210       220       230       240   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:23 2011 done: Tue Apr 19 10:57:23 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
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 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 61  - 140 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     6     8:==* 
  34    12    22:====   * 
  36    54    44:==============*=== 
  38    65    73:======================  * 
  40    92   102:===============================  * 
  42   123   125:=========================================* 
  44   147   138:=============================================*=== 
  46   166   140:==============================================*========= 
  48   134   134:============================================* 
  50   125   122:========================================*= 
  52    81   108:===========================        * 
  54   143    92:==============================*================= 
  56    83    77:=========================*== 
  58    28    63:==========          * 
  60    29    51:==========      * 
  62    22    41:========     * 
  64    12    33:====      * 
  66    28    26:========*= 
  68    13    20:===== * 
  70    13    16:=====* 
  72    17    12:===*== 
  74    22    10:===*==== 
  76    21     8:==*==== 
  78    25     6:=*======= 
  80     5     5:=* 
  82     2     3:* 
  84     3     3:* 
  86     3     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     3     0:=         *=== 
 102     0     0:          * 
 104     1     0:=         *= 
 106     1     0:=         *= 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.84830.00326; mu= 12.9192 0.169 
 mean_var=44.649213.387, 0's: 2 Z-trim: 3  B-trim: 65 in 1/43 
 Lambda= 0.191941 
 Kolmogorov-Smirnov  statistic: 0.0386 (N=29) at  70 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   71 25.0    0.39 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   68 24.2    0.69 
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gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 24.2    0.69 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 23.3     1.2 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 23.3     1.2 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   65 23.3     1.2 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   62 22.5     2.2 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   62 22.5     2.2 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   61 22.2     2.6 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   68 25.0     3.2 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   65 23.9     3.6 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   57 21.1     5.6 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   61 22.7     6.6 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.1       8 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   55 20.6     8.3 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   55 20.6     8.3 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.1       9 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.3     9.9 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   54 20.3      10 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.2      14 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 19.7      15 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.2      15 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.2      15 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   55 21.0      18 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   51 19.5      18 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 19.5      18 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 20.6      19 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 19.5      20 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 19.5      20 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 19.5      20 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 19.5      20 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 19.5      20 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 19.5      20 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 19.5      20 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.5      21 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 19.2      22 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.2      22 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.2      22 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 19.2      22 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 19.6      22 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      22 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 19.6      22 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      22 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 19.6      23 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.4      24 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.4      24 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.4      25 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.4      25 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.6      25 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.4      25 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   55 21.2      26 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   53 20.4      26 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   50 19.3      27 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 18.9      27 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.1      29 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.1      30 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 18.6      32 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
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gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 19.8      35 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 18.7      36 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 18.7      36 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 18.7      36 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 18.7      36 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 18.7      36 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 18.7      36 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 18.7      36 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 18.7      36 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 18.7      36 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 18.7      36 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 18.7      37 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 19.9      38 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 18.7      38 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 18.7      39 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 18.7      39 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 18.7      39 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 18.7      39 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.7      39 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 18.7      39 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 18.8      45 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      46 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      46 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.3      46 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 18.9      48 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 18.9      48 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.5      50 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.5      50 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.3      55 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 17.4      56 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 18.9      56 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.2      57 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.2      57 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.3      59 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.3      60 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.2      60 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.2      60 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 17.9      66 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 17.9      66 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.5      66 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.5      67 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.0      67 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.2      67 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 15.7      68 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 18.7      73 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.3      76 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.3      76 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.3      76 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.7      80 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.3      82 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.3      82 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.4      83 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.4      87 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   44 17.7      87 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.4      88 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.4      90 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 16.9      91 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.3      92 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.5      96 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 18.8      96 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.1      98 
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gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.1      98 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.1      98 
gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea  ( 411)   47 18.9      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  71  Z-score: 109.9  bits: 25.0 E(): 0.39 
Smith-Waterman score: 71; 32.1% identity (64.3% similar) in 56 aa overlap (1-55:32-85) 
 
                                             10         20          
2MEPSP                               RTLGLSVEADKAAKRAV-VVGCGGKFPVED 
                                     .. ::.... . .:.:  :.    .  .:. 
gi|145 SFAGVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIEE 
              10        20        30        40        50        60  
 
      30        40        50        60        70        80 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
         .:..::: . : . : :::: : :                          
gi|145 --DELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA  
                70        80        90       100           
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  68  Z-score: 105.4  bits: 24.2 E(): 0.69 
Smith-Waterman score: 68; 35.1% identity (56.1% similar) in 57 aa overlap (1-55:32-85) 
 
                                             10        20           
2MEPSP                               RTLGLSVEADKAAKRAVVVGCGGK--FPVE 
                                     .. ::....   .:.: ..    :  :  : 
gi|222 AFAGVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIEE 
              10        20        30        40        50        60  
 
       30        40        50        60        70        80 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
       :   :..::: :   : : :: : : :                          
gi|222 D---ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA  
                 70        80        90       100           
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 105.4  bits: 24.2 E(): 0.69 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (3-55:34-85) 
 
                                           10        20          30 
2MEPSP                             RTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
               40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
         :..::: : . . :.:: : : :                          
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA  
               70        80        90       100           
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.0  bits: 23.3 E():  1.2 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (3-55:33-84) 
 
                                           10        20          30 
2MEPSP                             RTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
               40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
         :..::: : . . :.:: : : :                          
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG  
                70        80        90       100          
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.0  bits: 23.3 E():  1.2 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (3-55:33-84) 
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                                           10        20          30 
2MEPSP                             RTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
               40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
         :..::: : . . :.:: : : :                          
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG  
                70        80        90       100          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  65  Z-score: 100.9  bits: 23.3 E():  1.2 
Smith-Waterman score: 65; 32.1% identity (60.7% similar) in 56 aa overlap (1-55:32-85) 
 
                                              10        20          
2MEPSP                               RTLGLSVE-ADKAAKRAVVVGCGGKFPVED 
                                     .. ::: . ::.. :  ...    .  .:. 
gi|288 AFASVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIEE 
              10        20        30        40        50        60  
 
      30        40        50        60        70        80 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
         ::..::: :   . :.:. : : :                          
gi|288 --EELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG  
                70        80        90       100           
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 96.4  bits: 22.5 E():  2.2 
Smith-Waterman score: 62; 35.6% identity (53.4% similar) in 73 aa overlap (6-78:39-106) 
 
                                        10        20        30      
2MEPSP                          RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     :.:  :::   .    .: :  ::   :.. 
gi|208 AEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIEED---ELK 
       10        20        30        40        50         60        
 
          40        50        60        70        80  
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG  
       ::: : . . :.::   ::   .:  : ::  ..  . . :::    
gi|208 LFLQNFSASARALTDKETANFLKAGDV-DGDGKIGIEEFTDLVRSK 
           70        80        90        100          
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 96.4  bits: 22.5 E():  2.2 
Smith-Waterman score: 62; 30.9% identity (58.2% similar) in 55 aa overlap (1-55:32-85) 
 
                                             10        20        30 
2MEPSP                               RTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                                     .. ::: ..   .:.: ..    :    .  
gi|294 AFASVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIE- 
              10        20        30        40        50        60  
 
               40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
       .::..::: :   . :.:. : : :                          
gi|294 EEELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG  
               70        80        90       100           
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  61  Z-score: 94.9  bits: 22.2 E():  2.6 
Smith-Waterman score: 61; 28.6% identity (62.5% similar) in 56 aa overlap (1-55:32-85) 
 
                                             10         20          
2MEPSP                               RTLGLSVEADKAAKRAV-VVGCGGKFPVED 
                                     .. ::. ...  .:.:  ..    .  .:. 
gi|145 AFAGILKDAEVAAALEACKSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIEE 
              10        20        30        40        50        60  
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      30        40        50        60        70        80 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
         ::..::: : . . :.:. : : :                          
gi|145 --EELKLFLQNFSASARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKA  
                70        80        90       100           
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  68  Z-score: 93.5  bits: 25.0 E():  3.2 
Smith-Waterman score: 68; 25.0% identity (63.9% similar) in 72 aa overlap (6-77:563-633) 
 
                                        10        20        30      
2MEPSP                          RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
          40        50        60        70        80                
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG                
         : . ..:.:...: ..:   .   .::.. : :..  .::                   
gi|425 QTLDQYALAQRKISA-LSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLT 
            600        610       620       630       640       650  
 
gi|425 AIKNKLETELSTAQADLDEVTKELHAADERANRALADAARAVQELHEEQEHSMKIDALRK 
             660       670       680       690       700       710  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  65  Z-score: 92.5  bits: 23.9 E():  3.6 
Smith-Waterman score: 65; 25.0% identity (62.5% similar) in 72 aa overlap (6-77:163-233) 
 
                                        10        20        30      
2MEPSP                          RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
          40        50        60        70        80                
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG                
         : . ..:.:...: ..:   .   .::.. : :..   ::                   
gi|845 QTLDQYALAQRKISA-LSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLT 
            200        210       220       230       240       250  
 
gi|845 TIKNKLETELSTVRADLDETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRR 
             260       270       280       290       300       310  
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 89.1  bits: 21.1 E():  5.6 
Smith-Waterman score: 57; 31.6% identity (56.1% similar) in 57 aa overlap (1-55:30-83) 
 
                                            10        20            
2MEPSP                              RTLGLSVEADKAAKRAVVVGCGGK--FPVED 
                                    .. ::....    :.: ..    :  :  :: 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED 
               10        20        30        40        50        60 
 
      30        40        50        60        70        80 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
          :..::: :   . :.:. : : :                          
gi|777 ---ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH  
                  70        80        90       100         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  61  Z-score: 87.8  bits: 22.7 E():  6.6 
Smith-Waterman score: 61; 20.9% identity (65.7% similar) in 67 aa overlap (6-70:315-375) 
 
                                        10        20        30      
2MEPSP                          RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK---- 
          290       300       310       320       330       340     
 
          40        50        60          70        80 
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2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG--VPRMRERPIGDLVVG 
         .:. ....:.  . .:.. .:.  ...:  :: ..           
gi|495 --IGEINLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA         
                350       360       370                
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.3  bits: 22.1 E():    8 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (30-65:252-287) 
 
                10        20        30        40        50          
2MEPSP  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
      60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVG 
       : .  :                
gi|144 TAAAGGYKV             
             290             
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  55  Z-score: 86.0  bits: 20.6 E():  8.3 
Smith-Waterman score: 55; 36.4% identity (52.7% similar) in 55 aa overlap (2-55:33-85) 
 
                                             10        20        30 
2MEPSP                              RTLGL-SVEADKAAKRAVVVGCGGKFPVEDA 
                                     :.:. :  :: . :   :.   ..  .:   
gi|209 CAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE-- 
             10        20        30        40        50        60   
 
               40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
        ::..::: :     : :: : : :                          
gi|209 VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ  
               70        80        90       100           
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  55  Z-score: 86.0  bits: 20.6 E():  8.3 
Smith-Waterman score: 55; 36.4% identity (52.7% similar) in 55 aa overlap (2-55:33-85) 
 
                                             10        20        30 
2MEPSP                              RTLGL-SVEADKAAKRAVVVGCGGKFPVEDA 
                                     :.:. :  :: . :   :.   ..  .:   
gi|249 CAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE-- 
             10        20        30        40        50        60   
 
               40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
        ::..::: :     : :: : : :                          
gi|249 VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ  
               70        80        90       100           
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.4  bits: 22.1 E():    9 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (8-57:17-66) 
 
                        10        20        30        40        50  
2MEPSP          RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                       :..:.:     .:  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVG                                
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.6  bits: 20.3 E():  9.9 
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Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (31-53:59-81) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
               70        80 
2MEPSP YVLDGVPRMRERPIGDLVVG 
                            
gi|288 DADGDGMLGLDEFAVLVKQ  
       90       100         
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  54  Z-score: 84.5  bits: 20.3 E():   10 
Smith-Waterman score: 54; 36.4% identity (52.7% similar) in 55 aa overlap (2-55:33-85) 
 
                                             10        20        30 
2MEPSP                              RTLGL-SVEADKAAKRAVVVGCGGKFPVEDA 
                                     :.:. :  :: . :   :.   ..  .:   
gi|288 CAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE-- 
             10        20        30        40        50        60   
 
               40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
        ::..::: :     : :: : : :                          
gi|288 VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ  
               70        80        90       100           
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.9  bits: 21.2 E():   14 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (30-65:248-283) 
 
                10        20        30        40        50          
2MEPSP  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
      60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVG 
       : .  :                
gi|239 TAATGGYKV             
       280                   
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 81.5  bits: 19.7 E():   15 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (3-49:34-79) 
 
                                           10        20          30 
2MEPSP                             RTLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
               40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
         :..::: :   . :.::                                
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA  
               70        80        90       100           
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.4  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (30-65:274-309) 
 
                10        20        30        40        50          
2MEPSP  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
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      60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVG 
       : .  :                
gi|330 TAATGGYKV             
           310               
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.4  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (30-65:274-309) 
 
                10        20        30        40        50          
2MEPSP  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
      60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVG 
       : .  :                
gi|398 TAATGGYKV             
           310               
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 80.0  bits: 21.0 E():   18 
Smith-Waterman score: 55; 34.1% identity (61.0% similar) in 41 aa overlap (36-76:8-42) 
 
          10        20        30        40        50        60      
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVL-- 
                                      10        20         30       
 
          70        80                                              
2MEPSP VPRMRERPIGDLVVG                                              
          .::  ..:                                                  
gi|324 ---VREASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLAD 
              40        50        60        70        80        90  
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.0  bits: 19.5 E():   18 
Smith-Waterman score: 51; 32.4% identity (52.9% similar) in 68 aa overlap (3-65:34-96) 
 
                                            10        20        30  
2MEPSP                             RTLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
              40        50            60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTA----AGGNATYVLDGVPRMRERPIGDLVVG 
       ::..::: :     :.:: . :     :: :   : ::                
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH   
              70        80        90          100            
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.0  bits: 19.5 E():   18 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (31-55:61-85) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
               70        80 
2MEPSP YVLDGVPRMRERPIGDLVVG 
                            
gi|207 DSDGDGKIGVEEFQALVKA  
              100           
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>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.3  bits: 20.6 E():   19 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (30-65:227-262) 
 
                10        20        30        40        50          
2MEPSP  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
      60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVG 
       : .  :                
gi|180 TAAAGGYKV             
        260                  
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:9-26) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|760 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:9-26) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|256 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:9-26) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|157 SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:9-26) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|214 SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:9-26) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:9-26) 
 
               10        20        30        40        50        60 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1955

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:10-27) 
 
                10        20        30        40        50          
2MEPSP  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|110 RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKASID 
               10        20        30        40        50        60 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 19.5 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:15-32) 
 
                     10        20        30        40        50     
2MEPSP       RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVG                                   
                                                                    
gi|394 KATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLGDN 
               70        80        90       100       110       120 
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.5  bits: 19.2 E():   22 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (4-55:35-85) 
 
                                          10        20          30  
2MEPSP                            RTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
              40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
        :..:::     . :.:: : : :                          
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA  
              70        80        90       100           
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.5  bits: 19.2 E():   22 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (31-53:61-83) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
               70        80 
2MEPSP YVLDGVPRMRERPIGDLVVG 
                            
gi|148 DSDGDGKIGVDEFGAMIKA  
              100           
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.5  bits: 19.2 E():   22 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (31-53:61-83) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
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               40        50        60        70        80        90 
 
               70        80 
2MEPSP YVLDGVPRMRERPIGDLVVG 
                            
gi|145 DSDGDGKIGVDEFGAMIKA  
              100           
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.5  bits: 19.2 E():   22 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (4-55:35-85) 
 
                                          10        20          30  
2MEPSP                            RTLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
              40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
        :..:::     . :.:: : : :                          
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA  
              70        80        90       100           
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:25-42) 
 
                               10        20        30        40     
2MEPSP                 RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG                         
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:25-42) 
 
                               10        20        30        40     
2MEPSP                 RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG                         
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:26-43) 
 
                                10        20        30        40    
2MEPSP                  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG                        
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
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>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:26-43) 
 
                                10        20        30        40    
2MEPSP                  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG                        
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.1  bits: 19.6 E():   23 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (39-57:87-105) 
 
       10        20        30        40        50        60         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
       70        80                         
2MEPSP MRERPIGDLVVG                         
                                            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (39-65:251-277) 
 
       10        20        30        40        50        60         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
       70        80 
2MEPSP MRERPIGDLVVG 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (39-65:252-278) 
 
       10        20        30        40        50        60         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
       70        80 
2MEPSP MRERPIGDLVVG 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (39-65:255-281) 
 
       10        20        30        40        50        60         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
       70        80 
2MEPSP MRERPIGDLVVG 
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>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (41-65:260-284) 
 
               20        30        40        50        60        70 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               80 
2MEPSP ERPIGDLVVG 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (41-65:260-284) 
 
               20        30        40        50        60        70 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               80 
2MEPSP ERPIGDLVVG 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (41-65:260-284) 
 
               20        30        40        50        60        70 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               80 
2MEPSP ERPIGDLVVG 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (41-65:260-284) 
 
               20        30        40        50        60        70 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               80 
2MEPSP ERPIGDLVVG 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (41-65:260-284) 
 
               20        30        40        50        60        70 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               80 
2MEPSP ERPIGDLVVG 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (41-65:260-284) 
 
               20        30        40        50        60        70 
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2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               80 
2MEPSP ERPIGDLVVG 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (41-65:260-284) 
 
               20        30        40        50        60        70 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               80 
2MEPSP ERPIGDLVVG 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (41-65:260-284) 
 
               20        30        40        50        60        70 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               80 
2MEPSP ERPIGDLVVG 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (41-65:260-284) 
 
               20        30        40        50        60        70 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               80 
2MEPSP ERPIGDLVVG 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (41-65:260-284) 
 
               20        30        40        50        60        70 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               80 
2MEPSP ERPIGDLVVG 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (41-65:260-284) 
 
               20        30        40        50        60        70 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               80 
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2MEPSP ERPIGDLVVG 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (41-65:260-284) 
 
               20        30        40        50        60        70 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               80 
2MEPSP ERPIGDLVVG 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (41-65:260-284) 
 
               20        30        40        50        60        70 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               80 
2MEPSP ERPIGDLVVG 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (39-65:258-284) 
 
       10        20        30        40        50        60         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
       70        80 
2MEPSP MRERPIGDLVVG 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (41-65:260-284) 
 
               20        30        40        50        60        70 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               80 
2MEPSP ERPIGDLVVG 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (39-65:261-287) 
 
       10        20        30        40        50        60         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
       70        80 
2MEPSP MRERPIGDLVVG 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.2  bits: 19.6 E():   25 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (45-60:142-161) 
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           20        30        40        50            60        70 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
               80 
2MEPSP ERPIGDLVVG 
                  
gi|249 GYKV       
                  
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (39-65:266-292) 
 
       10        20        30        40        50        60         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
       70        80 
2MEPSP MRERPIGDLVVG 
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 77.1  bits: 21.2 E():   26 
Smith-Waterman score: 55; 28.1% identity (50.0% similar) in 64 aa overlap (4-67:401-459) 
 
                                          10        20        30    
2MEPSP                            RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     : ::  ::. .  ..:   :   :  : .: 
gi|298 AIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFAVVLKAGRE 
              380       390       400       410       420       430 
 
            40        50        60        70        80              
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG              
            :   . ...   :.:.  :. : :: ..:                           
gi|298 -----GLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQEVE 
                   440       450       460       470       480      
 
gi|298 VFRPFQSRDEKERERFSIV 
         490       500     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.0  bits: 20.4 E():   26 
Smith-Waterman score: 53; 19.4% identity (51.6% similar) in 62 aa overlap (14-75:174-235) 
 
                                10        20        30        40    
2MEPSP                  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     ...:. : :.   : . ....  .   :   
gi|107 GIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAVFNKEDDIGTYTIRAVD 
           150       160       170       180       190       200    
 
            50        60        70        80                        
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG                        
         :.:.  :    ..  : .. .  . :. ::                             
gi|107 DPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESPIPINVIL 
           210       220       230       240       250       260    
 
gi|107 AINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
           270       280       290       300         
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.8  bits: 19.3 E():   27 
Smith-Waterman score: 50; 38.1% identity (61.9% similar) in 21 aa overlap (1-21:81-101) 
 
                                             10        20        30 
2MEPSP                               RTLGLSVEADKAAKRAVVVGCGGKFPVEDA 
                                     . ::...  :::.   :  ::          
gi|250 IQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTEVMDRAV 
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               60        70        80        90       100       110 
 
               40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                                                          
gi|250 ASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR               
              120       130       140                     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (31-55:60-84) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
               70        80     
2MEPSP YVLDGVPRMRERPIGDLVVG     
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (30-65:238-273) 
 
                10        20        30        40        50          
2MEPSP  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
      60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVG 
       : .  :                
gi|313 TAATGGYKV             
       270                   
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.0  bits: 20.1 E():   30 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (30-65:246-281) 
 
                10        20        30        40        50          
2MEPSP  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
      60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVG 
       : .  :                
gi|295 TAATGGYKV             
         280                 
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 18.6 E():   32 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (31-55:61-85) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
               70        80 
2MEPSP YVLDGVPRMRERPIGDLVVG 
                            
gi|207 DSDGDGKIGVEEFQALVKA  
              100           
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>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (30-65:238-273) 
 
                10        20        30        40        50          
2MEPSP  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
      60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVG 
       : .  :                
gi|313 TAATGGYKV             
       270                   
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (30-65:238-273) 
 
                10        20        30        40        50          
2MEPSP  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
      60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVG 
       : .  :                
gi|313 TAATGGYKV             
       270                   
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (30-65:238-273) 
 
                10        20        30        40        50          
2MEPSP  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
      60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVG 
       : .  :                
gi|168 TAATGGYKV             
       270                   
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:9-26) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:9-26) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.7 E():   36 
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Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:9-26) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:9-26) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|179 DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDG 
               10        20        30        40        50        60 
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:9-26) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:9-26) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:9-26) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:9-26) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:9-26) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:9-26) 
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               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.7 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:18-35) 
 
                        10        20        30        40        50  
2MEPSP          RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVG                                
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.0  bits: 19.9 E():   38 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (41-65:280-304) 
 
               20        30        40        50        60        70 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
               80 
2MEPSP ERPIGDLVVG 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:22-39) 
 
                            10        20        30        40        
2MEPSP              RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG                            
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:26-43) 
 
                                10        20        30        40    
2MEPSP                  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG                        
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:26-43) 
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                                10        20        30        40    
2MEPSP                  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG                        
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:26-43) 
 
                                10        20        30        40    
2MEPSP                  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG                        
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:26-43) 
 
                                10        20        30        40    
2MEPSP                  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG                        
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:26-43) 
 
                                10        20        30        40    
2MEPSP                  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG                        
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:26-43) 
 
                                10        20        30        40    
2MEPSP                  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
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            50        60        70        80                        
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG                        
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 18.8 E():   45 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:55-72) 
 
                                     10        20        30         
2MEPSP                       RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
       40        50        60        70        80                   
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG                   
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (6-44:369-408) 
 
                                        10        20        30      
2MEPSP                          RTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
           40        50        60        70        80               
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG               
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (6-44:369-408) 
 
                                        10        20        30      
2MEPSP                          RTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
           40        50        60        70        80               
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG               
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (6-44:369-408) 
 
                                        10        20        30      
2MEPSP                          RTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
           40        50        60        70        80               
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG               
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (6-44:369-408) 
 
                                        10        20        30      
2MEPSP                          RTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
           40        50        60        70        80               
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG               
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (6-44:369-408) 
 
                                        10        20        30      
2MEPSP                          RTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
           40        50        60        70        80               
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG               
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (6-44:369-408) 
 
                                        10        20        30      
2MEPSP                          RTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
           40        50        60        70        80               
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG               
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (6-44:369-408) 
 
                                        10        20        30      
2MEPSP                          RTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|117 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
           40        50        60        70        80               
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG               
       .: : .. ::                                                   
gi|117 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (6-44:369-408) 
 
                                        10        20        30      
2MEPSP                          RTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
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      340       350       360       370       380       390         
 
           40        50        60        70        80               
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG               
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (6-44:369-408) 
 
                                        10        20        30      
2MEPSP                          RTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
           40        50        60        70        80               
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG               
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (6-44:369-408) 
 
                                        10        20        30      
2MEPSP                          RTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
           40        50        60        70        80               
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG               
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (6-44:369-408) 
 
                                        10        20        30      
2MEPSP                          RTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
           40        50        60        70        80               
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG               
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (6-44:369-408) 
 
                                        10        20        30      
2MEPSP                          RTLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
           40        50        60        70        80               
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG               
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
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>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (4-37:152-189) 
 
                                          10           20        30 
2MEPSP                            RTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
                40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
       : :. .::                                            
gi|476 KCERGKLFANCCK                                       
             190                                           
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (4-37:152-189) 
 
                                          10           20        30 
2MEPSP                            RTLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
                40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
       : :. .::                                            
gi|313 KCERGKLFANCCK                                       
             190                                           
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.8  bits: 15.5 E():   50 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (53-67:2-16) 
 
             30        40        50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                                     :. ::. . : : .:              
gi|320                              YTTEGGTKSEVEDVIPEGWK          
                                            10        20          
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (49-74:11-39) 
 
       20        30        40        50        60           70      
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
          80                                                        
2MEPSP DLVVG                                                        
                                                                    
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.1  bits: 19.3 E():   55 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (30-65:267-298) 
 
                10        20        30        40        50          
2MEPSP  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
      60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVG 
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       : .  :                
gi|663 TAAAGGYKA             
            300              
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.0  bits: 17.4 E():   56 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (7-38:40-71) 
 
                                       10        20        30       
2MEPSP                         RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
         40        50        60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
       :.                                           
gi|154 FVDSLDKIAQVPRVG                              
      70        80                                  
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (30-57:210-237) 
 
                10        20        30        40        50          
2MEPSP  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
      60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVG 
                             
gi|226 V                     
     240                     
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (44-66:22-44) 
 
            20        30        40        50        60        70    
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
            80                                                      
2MEPSP IGDLVVG                                                      
                                                                    
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (44-66:22-44) 
 
            20        30        40        50        60        70    
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
            80                                                      
2MEPSP IGDLVVG                                                      
                                                                    
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.5  bits: 19.3 E():   59 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (10-65:267-318) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1972

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
                                    10        20        30          
2MEPSP                      RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
      40        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
        .: :    :.:: :: : :: .  :                
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV 
        300           310       320       330    
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.4  bits: 19.3 E():   60 
Smith-Waterman score: 51; 32.2% identity (61.0% similar) in 59 aa overlap (5-63:168-218) 
 
                                         10        20        30     
2MEPSP                           RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV 
                                     : :.: : : . : ::    .:.     :: 
gi|249 YEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA---IPAA----EV 
       140       150       160       170       180              190 
 
           40        50        60        70        80               
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG               
       :: . ..  :.:. ..:..:: .:  ...                                
gi|249 QL-IDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVK 
               200       210       220       230       240          
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (8-56:75-123) 
 
                                      10        20        30        
2MEPSP                        RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
        40        50        60        70        80           
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG           
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (8-56:75-123) 
 
                                      10        20        30        
2MEPSP                        RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
        40        50        60        70        80           
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG           
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (31-60:5-32) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1973

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

               70        80                                         
2MEPSP YVLDGVPRMRERPIGDLVVG                                         
                                                                    
gi|300 TEEQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (31-60:5-32) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :  : .::. :  .. .:... :: ::.:: 
gi|300                           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKAT 
                                         10          20        30   
 
               70        80                                         
2MEPSP YVLDGVPRMRERPIGDLVVG                                         
                                                                    
gi|300 TEEQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLD 
             40        50        60        70        80        90   
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 17.5 E():   66 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (32-59:54-81) 
 
              10        20        30        40        50        60  
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
              70        80      
2MEPSP VLDGVPRMRERPIGDLVVG      
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 17.5 E():   67 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (32-55:61-84) 
 
              10        20        30        40        50        60  
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
              70        80 
2MEPSP VLDGVPRMRERPIGDLVVG 
                           
gi|288 ADGDGMLGLDEFAVLVKQ  
              100          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (36-63:7-33) 
 
          10        20        30        40        50        60      
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     :..:..:   : .: : . : :. :..:   
gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
          70        80                                              
2MEPSP VPRMRERPIGDLVVG                                              
                                                                    
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 17.2 E():   67 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (10-38:43-71) 
 
                                    10        20        30          
2MEPSP                      RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
      40        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                                                 
gi|122 SLDKIAQVPRVG                              
             80                                  
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.4  bits: 15.7 E():   68 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (6-18:5-17) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
            .: :: .:: :::                                           
gi|323  INLKAVIADPVAKTAVVQAGATLGEVYYXI                              
                10        20        30                              
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (20-33:91-104) 
 
                          10        20        30        40          
2MEPSP            RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
      50        60        70        80                              
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVG                              
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (3-18:172-187) 
 
                                           10        20        30   
2MEPSP                             RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
             40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                                                        
gi|256 KESLAKKNHGLSRSE                                  
             210                                        
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (3-18:173-188) 
 
                                           10        20        30   
2MEPSP                             RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
             40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                                                        
gi|187 KESLAKKNHGLSRSE                                  
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            210                                         
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (3-18:173-188) 
 
                                           10        20        30   
2MEPSP                             RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
             40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                                                        
gi|187 KESLAKKNHGLSRSE                                  
            210                                         
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (39-59:267-287) 
 
       10        20        30        40        50        60         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
        240       250       260       270       280       290       
 
       70        80 
2MEPSP MRERPIGDLVVG 
                    
gi|119 SAGGYKV      
        300         
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (40-59:67-86) 
 
      10        20        30        40        50        60          
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
      70        80     
2MEPSP RERPIGDLVVG     
                       
gi|668 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (40-59:67-86) 
 
      10        20        30        40        50        60          
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
      70        80     
2MEPSP RERPIGDLVVG     
                       
gi|833 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.4 E():   83 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (36-75:1-39) 
 
          10        20        30        40         50        60     
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2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLD 
                                     .:::.: :::       .::. :.    :: 
gi|116                               VFLGSAHGIAKVPPGPNITATYGDEW--LD 
                                             10        20           
 
           70        80                                             
2MEPSP GVPRMRERPIGDLVVG                                             
       .      .: :                                                  
gi|116 AKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKP 
       30        40        50        60        70        80         
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (20-33:91-104) 
 
                          10        20        30        40          
2MEPSP            RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
      50        60        70        80                              
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVG                              
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 44; 32.4% identity (47.3% similar) in 74 aa overlap (14-79:71-139) 
 
                                10        20        30              
2MEPSP                  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAK----EEVQLFLG 
                                     .:::   :  .::  : .    : .. .:: 
gi|282 LCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVPGDCCRQFPPVDYSWCRCEAISHMLG 
               50        60        70        80        90       100 
 
      40        50        60            70        80                
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPR----MRERPIGDLVVG                
         :: .: : :    .:   . :. :  :     :.:  : : :                 
gi|282 --GI-YRELGA--PDVGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARS 
                   110       120       130       140       150      
 
gi|282 GY 
          
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (20-33:91-104) 
 
                          10        20        30        40          
2MEPSP            RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
      50        60        70        80                              
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVG                              
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 18.4 E():   90 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (30-65:238-273) 
 
                10        20        30        40        50          
2MEPSP  RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
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      60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVG 
       : .  :                
gi|313 TAAAGGYKV             
       270                   
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 16.9 E():   91 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (48-67:69-88) 
 
        20        30        40        50        60        70        
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
        80 
2MEPSP VVG 
           
gi|105 T   
           
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.9  bits: 17.3 E():   92 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (23-53:6-35) 
 
               10        20        30        40        50        60 
2MEPSP RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                             :.. . : .:. . :: . :...   ::: :        
gi|144                  MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEV 
                                10         20        30        40   
 
               70        80                                         
2MEPSP YVLDGVPRMRERPIGDLVVG                                         
                                                                    
gi|144 AVDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEV 
             50        60        70        80        90       100   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.6  bits: 18.5 E():   96 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (39-65:276-298) 
 
       10        20        30        40        50        60         
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
       70        80 
2MEPSP MRERPIGDLVVG 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (38-64:107-133) 
 
        10        20        30        40        50        60        
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
        70        80                                                
2MEPSP RMRERPIGDLVVG                                                
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.1 E():   98 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (20-33:68-81) 
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                          10        20        30        40          
2MEPSP            RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
      50        60        70        80                              
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVG                              
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.1 E():   98 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (20-33:68-81) 
 
                          10        20        30        40          
2MEPSP            RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
      50        60        70        80                              
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVG                              
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.1 E():   98 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (20-33:69-82) 
 
                          10        20        30        40          
2MEPSP            RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
      50        60        70        80                              
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVG                              
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea mays  (411 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 66.3  bits: 18.9 E():   99 
Smith-Waterman score: 47; 22.4% identity (58.6% similar) in 58 aa overlap (8-65:56-105) 
 
                                      10        20        30        
2MEPSP                        RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     .. ::...: . .:::      .:. . .  
gi|898 EESKGIDAKASGPGGFFDITKLGASGNGKTDSTKAVQEAWASACGG-----TGKQTILIP 
          30        40        50        60        70             80 
 
        40        50        60        70        80                  
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG                  
        :.  ... ..:.      :..:  .::                                 
gi|898 KGDFLVGQLNFTGPCK---GDVTIQVDGNLLATTDLSQYKEHGNWIEILRVDNLVITGKG 
               90          100       110       120       130        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:30 2011 done: Tue Apr 19 10:57:30 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
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# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 62  - 141 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32     6     8:==* 
  34    12    22:====   * 
  36    50    44:==============*== 
  38    66    73:======================  * 
  40    90   102:==============================   * 
  42   127   125:=========================================*= 
  44   147   138:=============================================*=== 
  46   168   140:==============================================*========= 
  48   136   134:============================================*= 
  50   122   122:========================================* 
  52    77   108:==========================         * 
  54   142    92:==============================*================= 
  56    87    77:=========================*=== 
  58    27    63:=========           * 
  60    28    51:==========      * 
  62    24    41:========     * 
  64    12    33:====      * 
  66    27    26:========* 
  68    14    20:===== * 
  70    13    16:=====* 
  72    17    12:===*== 
  74    23    10:===*==== 
  76    20     8:==*==== 
  78    25     6:=*======= 
  80     5     5:=* 
  82     2     3:* 
  84     3     3:* 
  86     3     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     3     0:=         *=== 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.83600.00327; mu= 12.9684 0.170 
 mean_var=44.752213.379, 0's: 2 Z-trim: 3  B-trim: 65 in 1/43 
 Lambda= 0.191720 
 Kolmogorov-Smirnov  statistic: 0.0386 (N=29) at  70 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
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 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   70 24.7    0.47 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 24.2    0.69 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 23.3     1.2 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 23.3     1.2 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   65 23.3     1.2 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   64 23.1     1.5 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   62 22.5     2.2 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   61 22.2     2.6 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   68 25.0     3.2 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   65 23.9     3.6 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 21.7     3.9 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   61 22.7     6.6 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   56 20.8     6.8 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.1       8 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   55 20.6     8.3 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   55 20.6     8.3 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.1       9 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.3      10 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   54 20.3      10 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.2      14 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 19.7      15 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.2      15 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.2      15 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   55 21.0      18 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   51 19.5      18 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 19.5      18 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 20.6      19 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 19.5      20 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 19.5      20 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 19.5      20 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 19.5      20 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 19.5      20 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 19.5      20 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 19.5      20 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.5      21 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 19.2      22 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.2      22 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.2      22 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 19.2      22 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 19.6      22 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      22 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 19.6      22 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      22 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   51 19.6      23 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.4      24 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.4      24 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.4      25 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.4      25 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.6      25 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.4      25 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   55 21.2      26 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   53 20.4      26 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 18.9      27 
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gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.1      29 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.1      30 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 18.6      32 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 19.8      35 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 18.7      36 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 18.7      36 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 18.7      36 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 18.7      36 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 18.7      36 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 18.7      36 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 18.7      36 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 18.7      36 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 18.7      36 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 18.7      36 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 18.7      38 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 19.9      38 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 18.7      38 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 18.7      39 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 18.7      39 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.7      39 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 18.7      39 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 18.7      39 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.7      39 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 18.7      39 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 18.8      45 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      46 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      46 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.3      46 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 18.9      48 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 18.9      48 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.5      50 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.5      51 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.3      55 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 17.4      56 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 18.9      56 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.2      57 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.2      57 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.3      59 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.3      60 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.2      60 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.2      60 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 17.9      66 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 17.9      66 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.5      66 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.0      67 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.5      67 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.2      67 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 15.7      68 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   45 17.9      72 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 18.7      73 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.3      76 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.3      76 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.3      76 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.7      80 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.3      82 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.3      82 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.4      83 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.4      87 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.4      88 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.4      90 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1982

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 16.9      91 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.3      92 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.5      96 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 18.8      96 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.1      98 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.1      98 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.1      98 
gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea  ( 411)   47 18.9      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  70  Z-score: 108.4  bits: 24.7 E(): 0.47 
Smith-Waterman score: 70; 37.0% identity (61.1% similar) in 54 aa overlap (3-54:35-85) 
 
                                           10          20        30 
2MEPSP                             TLGLSVEADKAAKRA--VVVGCGGKFPVEDAK 
                                     ::.... . .:.:  :.    . :  ::   
gi|145 GVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIEED-- 
           10        20        30        40        50        60     
 
               40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
        :..::: . : . : :::: : :                           
gi|145 -ELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA   
              70        80        90       100            
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 105.4  bits: 24.2 E(): 0.69 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (2-54:34-85) 
 
                                            10        20            
2MEPSP                              TLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
      30        40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
         :..::: : . . :.:: : : :                           
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA   
               70        80        90       100            
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 100.9  bits: 23.3 E():  1.2 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (2-54:33-84) 
 
                                            10        20            
2MEPSP                              TLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
      30        40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
         :..::: : . . :.:: : : :                           
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG   
                70        80        90       100           
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 100.9  bits: 23.3 E():  1.2 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (2-54:33-84) 
 
                                            10        20            
2MEPSP                              TLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
      30        40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
         :..::: : . . :.:: : : :                           
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG   
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                70        80        90       100           
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 100.9  bits: 23.3 E():  1.2 
Smith-Waterman score: 65; 37.0% identity (55.6% similar) in 54 aa overlap (3-54:35-85) 
 
                                           10        20          30 
2MEPSP                             TLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::....   .:.: ..    :  :  ::   
gi|222 GVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
               40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
        :..::: :   : : :: : : :                           
gi|222 -ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA   
              70        80        90       100            
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 99.4  bits: 23.1 E():  1.5 
Smith-Waterman score: 64; 34.0% identity (60.4% similar) in 53 aa overlap (3-54:35-85) 
 
                                            10        20        30  
2MEPSP                             TLGLSVE-ADKAAKRAVVVGCGGKFPVEDAKE 
                                     ::: . ::.. :  ...    .  .:.  : 
gi|288 SVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIEE--E 
           10        20        30        40        50        60     
 
              40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
       :..::: :   . :.:. : : :                           
gi|288 ELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG   
             70        80        90       100            
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 96.4  bits: 22.5 E():  2.2 
Smith-Waterman score: 62; 35.6% identity (53.4% similar) in 73 aa overlap (5-77:39-106) 
 
                                         10        20        30     
2MEPSP                           TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     :.:  :::   .    .: :  ::   :.. 
gi|208 AEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIEED---ELK 
       10        20        30        40        50         60        
 
           40        50        60        70        80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
       ::: : . . :.::   ::   .:  : ::  ..  . . :::    
gi|208 LFLQNFSASARALTDKETANFLKAGDV-DGDGKIGIEEFTDLVRSK 
           70        80        90        100          
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  61  Z-score: 94.9  bits: 22.2 E():  2.6 
Smith-Waterman score: 61; 34.0% identity (58.5% similar) in 53 aa overlap (3-54:35-85) 
 
                                           10        20         30  
2MEPSP                             TLGLSVEADKAAKRAVVVGCGGKFP-VEDAKE 
                                     ::: ..   .:.: ..    :   .:.  : 
gi|294 SVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIEE--E 
           10        20        30        40        50        60     
 
              40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
       :..::: :   . :.:. : : :                           
gi|294 ELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG   
             70        80        90       100            
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  68  Z-score: 93.5  bits: 25.0 E():  3.2 
Smith-Waterman score: 68; 25.0% identity (63.9% similar) in 72 aa overlap (5-76:563-633) 
 
                                         10        20        30     
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2MEPSP                           TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
           40        50        60        70        80               
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL               
         : . ..:.:...: ..:   .   .::.. : :..  .::                   
gi|425 QTLDQYALAQRKISA-LSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLT 
            600        610       620       630       640       650  
 
gi|425 AIKNKLETELSTAQADLDEVTKELHAADERANRALADAARAVQELHEEQEHSMKIDALRK 
             660       670       680       690       700       710  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  65  Z-score: 92.5  bits: 23.9 E():  3.6 
Smith-Waterman score: 65; 25.0% identity (62.5% similar) in 72 aa overlap (5-76:163-233) 
 
                                         10        20        30     
2MEPSP                           TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
           40        50        60        70        80               
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL               
         : . ..:.:...: ..:   .   .::.. : :..   ::                   
gi|845 QTLDQYALAQRKISA-LSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLT 
            200        210       220       230       240       250  
 
gi|845 TIKNKLETELSTVRADLDETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRR 
             260       270       280       290       300       310  
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 91.9  bits: 21.7 E():  3.9 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (30-54:61-85) 
 
                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
      60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGL 
                             
gi|145 DSDGDGKIGVDEFAAMVKA   
              100            
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  61  Z-score: 87.8  bits: 22.7 E():  6.6 
Smith-Waterman score: 61; 20.9% identity (65.7% similar) in 67 aa overlap (5-69:315-375) 
 
                                         10        20        30     
2MEPSP                           TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK---- 
          290       300       310       320       330       340     
 
           40        50        60          70        80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG--VPRMRERPIGDLVVGL 
         .:. ....:.  . .:.. .:.  ...:  :: ..            
gi|495 --IGEINLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA          
                350       360       370                 
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 87.5  bits: 20.8 E():  6.8 
Smith-Waterman score: 56; 33.3% identity (55.6% similar) in 54 aa overlap (3-54:33-83) 
 
                                           10        20          30 
2MEPSP                             TLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
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                                     ::....    :.: ..    :  :  ::   
gi|777 FKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED-- 
             10        20        30        40        50        60   
 
               40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
        :..::: :   . :.:. : : :                           
gi|777 -ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH   
                70        80        90       100          
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.3  bits: 22.1 E():    8 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (29-64:252-287) 
 
                 10        20        30        40        50         
2MEPSP   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
       60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGL 
       : .  :                 
gi|144 TAAAGGYKV              
             290              
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  55  Z-score: 85.9  bits: 20.6 E():  8.3 
Smith-Waterman score: 55; 36.4% identity (52.7% similar) in 55 aa overlap (1-54:33-85) 
 
                                              10        20          
2MEPSP                               TLGL-SVEADKAAKRAVVVGCGGKFPVEDA 
                                     :.:. :  :: . :   :.   ..  .:   
gi|209 CAHLCKEADIKTALEACKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE-- 
             10        20        30        40        50        60   
 
      30        40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
        ::..::: :     : :: : : :                           
gi|209 VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ   
               70        80        90       100            
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  55  Z-score: 85.9  bits: 20.6 E():  8.3 
Smith-Waterman score: 55; 36.4% identity (52.7% similar) in 55 aa overlap (1-54:33-85) 
 
                                              10        20          
2MEPSP                               TLGL-SVEADKAAKRAVVVGCGGKFPVEDA 
                                     :.:. :  :: . :   :.   ..  .:   
gi|249 CAHLCKEADIKTALEACKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE-- 
             10        20        30        40        50        60   
 
      30        40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
        ::..::: :     : :: : : :                           
gi|249 VEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ   
               70        80        90       100            
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.4  bits: 22.1 E():    9 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (7-56:17-66) 
 
                         10        20        30        40        50 
2MEPSP           TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                       :..:.:     .:  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGL                               
       :....:                                                       
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gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.5  bits: 20.3 E():   10 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (30-52:59-81) 
 
                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
      60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGL 
                             
gi|288 DADGDGMLGLDEFAVLVKQ   
       90       100          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  54  Z-score: 84.4  bits: 20.3 E():   10 
Smith-Waterman score: 54; 36.4% identity (52.7% similar) in 55 aa overlap (1-54:33-85) 
 
                                              10        20          
2MEPSP                               TLGL-SVEADKAAKRAVVVGCGGKFPVEDA 
                                     :.:. :  :: . :   :.   ..  .:   
gi|288 CAHLCKEADIKTALEACKAADSFNFKTFFHTIGFASKSADDVKKAFKVIDQDASGFIE-- 
             10        20        30        40        50        60   
 
      30        40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
        ::..::: :     : :: : : :                           
gi|288 VEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ   
               70        80        90       100            
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.9  bits: 21.2 E():   14 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (29-64:248-283) 
 
                 10        20        30        40        50         
2MEPSP   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
       60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGL 
       : .  :                 
gi|239 TAATGGYKV              
       280                    
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 81.4  bits: 19.7 E():   15 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (2-48:34-79) 
 
                                            10        20            
2MEPSP                              TLGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
      30        40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
         :..::: :   . :.::                                 
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA   
               70        80        90       100            
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.4  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (29-64:274-309) 
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                 10        20        30        40        50         
2MEPSP   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
       60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGL 
       : .  :                 
gi|330 TAATGGYKV              
           310                
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.4  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (29-64:274-309) 
 
                 10        20        30        40        50         
2MEPSP   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
       60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGL 
       : .  :                 
gi|398 TAATGGYKV              
           310                
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 80.0  bits: 21.0 E():   18 
Smith-Waterman score: 55; 34.1% identity (61.0% similar) in 41 aa overlap (35-75:8-42) 
 
           10        20        30        40        50        60     
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVL-- 
                                      10        20         30       
 
           70        80                                             
2MEPSP VPRMRERPIGDLVVGL                                             
          .::  ..:                                                  
gi|324 ---VREASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLAD 
              40        50        60        70        80        90  
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 79.9  bits: 19.5 E():   18 
Smith-Waterman score: 51; 32.4% identity (52.9% similar) in 68 aa overlap (2-64:34-96) 
 
                                             10        20        30 
2MEPSP                              TLGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
               40        50            60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTA----AGGNATYVLDGVPRMRERPIGDLVVGL 
       ::..::: :     :.:: . :     :: :   : ::                 
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH    
              70        80        90          100             
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.9  bits: 19.5 E():   18 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (30-54:61-85) 
 
                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
      60        70        80 
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2MEPSP YVLDGVPRMRERPIGDLVVGL 
                             
gi|207 DSDGDGKIGVEEFQALVKA   
              100            
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.3  bits: 20.6 E():   19 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (29-64:227-262) 
 
                 10        20        30        40        50         
2MEPSP   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
       60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGL 
       : .  :                 
gi|180 TAAAGGYKV              
        260                   
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:9-26) 
 
                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|760 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:9-26) 
 
                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|256 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:9-26) 
 
                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|157 SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:9-26) 
 
                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|214 SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:9-26) 
 
                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1989

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:9-26) 
 
                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.9  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:10-27) 
 
                 10        20        30        40        50         
2MEPSP   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|110 RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKASID 
               10        20        30        40        50        60 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 19.5 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:15-32) 
 
                      10        20        30        40        50    
2MEPSP        TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGL                                  
                                                                    
gi|394 KATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLGDN 
               70        80        90       100       110       120 
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.5  bits: 19.2 E():   22 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (3-54:35-85) 
 
                                           10        20          30 
2MEPSP                             TLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
               40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
        :..:::     . :.:: : : :                           
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA   
              70        80        90       100            
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.5  bits: 19.2 E():   22 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (30-52:61-83) 
 
                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
      60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGL 
                             
gi|148 DSDGDGKIGVDEFGAMIKA   
              100            
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.5  bits: 19.2 E():   22 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (30-52:61-83) 
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                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
      60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGL 
                             
gi|145 DSDGDGKIGVDEFGAMIKA   
              100            
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.5  bits: 19.2 E():   22 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (3-54:35-85) 
 
                                           10        20          30 
2MEPSP                             TLGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
               40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
        :..:::     . :.:: : : :                           
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA   
              70        80        90       100            
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:25-42) 
 
                                10        20        30        40    
2MEPSP                  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL                        
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:25-42) 
 
                                10        20        30        40    
2MEPSP                  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL                        
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:26-43) 
 
                                 10        20        30        40   
2MEPSP                   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
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             50        60        70        80                       
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL                       
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:26-43) 
 
                                 10        20        30        40   
2MEPSP                   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL                       
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.0  bits: 19.6 E():   23 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (38-56:87-105) 
 
        10        20        30        40        50        60        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
        70        80                        
2MEPSP MRERPIGDLVVGL                        
                                            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (38-64:251-277) 
 
        10        20        30        40        50        60        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
        70        80 
2MEPSP MRERPIGDLVVGL 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (38-64:252-278) 
 
        10        20        30        40        50        60        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
        70        80 
2MEPSP MRERPIGDLVVGL 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (38-64:255-281) 
 
        10        20        30        40        50        60        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
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gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
        70        80 
2MEPSP MRERPIGDLVVGL 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (40-64:260-284) 
 
      10        20        30        40        50        60          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      70        80 
2MEPSP ERPIGDLVVGL 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (40-64:260-284) 
 
      10        20        30        40        50        60          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      70        80 
2MEPSP ERPIGDLVVGL 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (40-64:260-284) 
 
      10        20        30        40        50        60          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      70        80 
2MEPSP ERPIGDLVVGL 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (40-64:260-284) 
 
      10        20        30        40        50        60          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      70        80 
2MEPSP ERPIGDLVVGL 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (40-64:260-284) 
 
      10        20        30        40        50        60          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      70        80 
2MEPSP ERPIGDLVVGL 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 1993

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (40-64:260-284) 
 
      10        20        30        40        50        60          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      70        80 
2MEPSP ERPIGDLVVGL 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (40-64:260-284) 
 
      10        20        30        40        50        60          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      70        80 
2MEPSP ERPIGDLVVGL 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (40-64:260-284) 
 
      10        20        30        40        50        60          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      70        80 
2MEPSP ERPIGDLVVGL 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (40-64:260-284) 
 
      10        20        30        40        50        60          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      70        80 
2MEPSP ERPIGDLVVGL 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (40-64:260-284) 
 
      10        20        30        40        50        60          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      70        80 
2MEPSP ERPIGDLVVGL 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (40-64:260-284) 
 
      10        20        30        40        50        60          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
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                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      70        80 
2MEPSP ERPIGDLVVGL 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (40-64:260-284) 
 
      10        20        30        40        50        60          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      70        80 
2MEPSP ERPIGDLVVGL 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (40-64:260-284) 
 
      10        20        30        40        50        60          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      70        80 
2MEPSP ERPIGDLVVGL 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (38-64:258-284) 
 
        10        20        30        40        50        60        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
        70        80 
2MEPSP MRERPIGDLVVGL 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (40-64:260-284) 
 
      10        20        30        40        50        60          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      70        80 
2MEPSP ERPIGDLVVGL 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (38-64:261-287) 
 
        10        20        30        40        50        60        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
        70        80 
2MEPSP MRERPIGDLVVGL 
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>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.2  bits: 19.6 E():   25 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (44-59:142-161) 
 
            20        30        40        50            60          
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
      70        80 
2MEPSP ERPIGDLVVGL 
                   
gi|249 GYKV        
                   
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (38-64:266-292) 
 
        10        20        30        40        50        60        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
        70        80 
2MEPSP MRERPIGDLVVGL 
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 77.1  bits: 21.2 E():   26 
Smith-Waterman score: 55; 28.1% identity (50.0% similar) in 64 aa overlap (3-66:401-459) 
 
                                           10        20        30   
2MEPSP                             TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     : ::  ::. .  ..:   :   :  : .: 
gi|298 AIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFAVVLKAGRE 
              380       390       400       410       420       430 
 
             40        50        60        70        80             
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL             
            :   . ...   :.:.  :. : :: ..:                           
gi|298 -----GLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQEVE 
                   440       450       460       470       480      
 
gi|298 VFRPFQSRDEKERERFSIV 
         490       500     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.0  bits: 20.4 E():   26 
Smith-Waterman score: 53; 19.4% identity (51.6% similar) in 62 aa overlap (13-74:174-235) 
 
                                 10        20        30        40   
2MEPSP                   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     ...:. : :.   : . ....  .   :   
gi|107 GIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAVFNKEDDIGTYTIRAVD 
           150       160       170       180       190       200    
 
             50        60        70        80                       
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL                       
         :.:.  :    ..  : .. .  . :. ::                             
gi|107 DPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESPIPINVIL 
           210       220       230       240       250       260    
 
gi|107 AINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
           270       280       290       300         
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (30-54:60-84) 
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                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
      60        70        80    
2MEPSP YVLDGVPRMRERPIGDLVVGL    
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (29-64:238-273) 
 
                 10        20        30        40        50         
2MEPSP   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
       60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGL 
       : .  :                 
gi|313 TAATGGYKV              
       270                    
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.0  bits: 20.1 E():   30 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (29-64:246-281) 
 
                 10        20        30        40        50         
2MEPSP   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
       60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGL 
       : .  :                 
gi|295 TAATGGYKV              
         280                  
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 18.6 E():   32 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (30-54:61-85) 
 
                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
      60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGL 
                             
gi|207 DSDGDGKIGVEEFQALVKA   
              100            
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (29-64:238-273) 
 
                 10        20        30        40        50         
2MEPSP   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
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       60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGL 
       : .  :                 
gi|313 TAATGGYKV              
       270                    
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (29-64:238-273) 
 
                 10        20        30        40        50         
2MEPSP   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
       60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGL 
       : .  :                 
gi|313 TAATGGYKV              
       270                    
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (29-64:238-273) 
 
                 10        20        30        40        50         
2MEPSP   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
       60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGL 
       : .  :                 
gi|168 TAATGGYKV              
       270                    
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:9-26) 
 
                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:9-26) 
 
                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:9-26) 
 
                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:9-26) 
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                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:9-26) 
 
                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|179 DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDG 
               10        20        30        40        50        60 
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:9-26) 
 
                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:9-26) 
 
                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:9-26) 
 
                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:9-26) 
 
                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:9-26) 
 
                10        20        30        40        50          
2MEPSP  TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.7 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:18-35) 
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                         10        20        30        40        50 
2MEPSP           TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGL                               
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.0  bits: 19.9 E():   38 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (40-64:280-304) 
 
      10        20        30        40        50        60          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
      70        80 
2MEPSP ERPIGDLVVGL 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.7 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:22-39) 
 
                             10        20        30        40       
2MEPSP               TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL                           
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:26-43) 
 
                                 10        20        30        40   
2MEPSP                   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL                       
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:26-43) 
 
                                 10        20        30        40   
2MEPSP                   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL                       
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
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               70        80        90       100       110       120 
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 48; 42.1% identity (63.2% similar) in 19 aa overlap (2-20:83-101) 
 
                                            10        20        30  
2MEPSP                              TLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     ::...  :::.   :  ::            
gi|250 KDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTEVMDRAVAS 
             60        70        80        90       100       110   
 
              40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
                                                         
gi|250 LPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR                
            120       130       140                      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:26-43) 
 
                                 10        20        30        40   
2MEPSP                   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL                       
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:26-43) 
 
                                 10        20        30        40   
2MEPSP                   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL                       
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:26-43) 
 
                                 10        20        30        40   
2MEPSP                   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL                       
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:26-43) 
 
                                 10        20        30        40   
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2MEPSP                   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL                       
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 18.8 E():   45 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:55-72) 
 
                                      10        20        30        
2MEPSP                        TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
        40        50        60        70        80                  
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL                  
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (5-43:369-408) 
 
                                         10        20        30     
2MEPSP                           TLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
            40        50        60        70        80              
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL              
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (5-43:369-408) 
 
                                         10        20        30     
2MEPSP                           TLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
            40        50        60        70        80              
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL              
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (5-43:369-408) 
 
                                         10        20        30     
2MEPSP                           TLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
            40        50        60        70        80              
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL              
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       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (5-43:369-408) 
 
                                         10        20        30     
2MEPSP                           TLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
            40        50        60        70        80              
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL              
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (5-43:369-408) 
 
                                         10        20        30     
2MEPSP                           TLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
            40        50        60        70        80              
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL              
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (5-43:369-408) 
 
                                         10        20        30     
2MEPSP                           TLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
            40        50        60        70        80              
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL              
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (5-43:369-408) 
 
                                         10        20        30     
2MEPSP                           TLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|117 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
            40        50        60        70        80              
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL              
       .: : .. ::                                                   
gi|117 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (5-43:369-408) 
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                                         10        20        30     
2MEPSP                           TLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
            40        50        60        70        80              
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL              
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (5-43:369-408) 
 
                                         10        20        30     
2MEPSP                           TLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
            40        50        60        70        80              
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL              
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (5-43:369-408) 
 
                                         10        20        30     
2MEPSP                           TLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
            40        50        60        70        80              
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL              
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (5-43:369-408) 
 
                                         10        20        30     
2MEPSP                           TLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
            40        50        60        70        80              
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL              
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (5-43:369-408) 
 
                                         10        20        30     
2MEPSP                           TLGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
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            40        50        60        70        80              
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL              
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (3-36:152-189) 
 
                                           10           20          
2MEPSP                             TLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
      30         40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
       : :. .::                                             
gi|476 KCERGKLFANCCK                                        
             190                                            
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (3-36:152-189) 
 
                                           10           20          
2MEPSP                             TLGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
      30         40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
       : :. .::                                             
gi|313 KCERGKLFANCCK                                        
             190                                            
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (48-73:11-39) 
 
        20        30        40        50        60           70     
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
           80                                                       
2MEPSP DLVVGL                                                       
                                                                    
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.7  bits: 15.5 E():   51 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (52-66:2-16) 
 
              30        40        50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
                                     :. ::. . : : .:               
gi|320                              YTTEGGTKSEVEDVIPEGWK           
                                            10        20           
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.1  bits: 19.3 E():   55 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (29-64:267-298) 
 
                 10        20        30        40        50         
2MEPSP   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
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gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
       60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGL 
       : .  :                 
gi|663 TAAAGGYKA              
            300               
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.0  bits: 17.4 E():   56 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (6-37:40-71) 
 
                                        10        20        30      
2MEPSP                          TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
          40        50        60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
       :.                                            
gi|154 FVDSLDKIAQVPRVG                               
      70        80                                   
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (29-56:210-237) 
 
                 10        20        30        40        50         
2MEPSP   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
       60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGL 
                              
gi|226 V                      
     240                      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (43-65:22-44) 
 
             20        30        40        50        60        70   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
             80                                                     
2MEPSP IGDLVVGL                                                     
                                                                    
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (43-65:22-44) 
 
             20        30        40        50        60        70   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
             80                                                     
2MEPSP IGDLVVGL                                                     
                                                                    
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
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              60        70        80        90       100       110  
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.6  bits: 19.3 E():   59 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (9-64:267-318) 
 
                                     10        20        30         
2MEPSP                       TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
       40        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
        .: :    :.:: :: : :: .  :                 
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV  
        300           310       320       330     
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.5  bits: 19.3 E():   60 
Smith-Waterman score: 51; 32.2% identity (61.0% similar) in 59 aa overlap (4-62:168-218) 
 
                                          10        20        30    
2MEPSP                            TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV 
                                     : :.: : : . : ::    .:.     :: 
gi|249 YEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA---IPAA----EV 
       140       150       160       170       180              190 
 
            40        50        60        70        80              
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL              
       :: . ..  :.:. ..:..:: .:  ...                                
gi|249 QL-IDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVK 
               200       210       220       230       240          
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (7-55:75-123) 
 
                                       10        20        30       
2MEPSP                         TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
         40        50        60        70        80          
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL          
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (7-55:75-123) 
 
                                       10        20        30       
2MEPSP                         TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
         40        50        60        70        80          
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL          
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (30-59:5-32) 
 
               10        20        30        40        50        60 
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2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                    :  : .::. :  .. .:... :: ::.::  
gi|300                          MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATT 
                                        10          20        30    
 
               70        80                                         
2MEPSP VLDGVPRMRERPIGDLVVGL                                         
                                                                    
gi|300 EEQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDE 
            40        50        60        70        80        90    
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (30-59:5-32) 
 
               10        20        30        40        50        60 
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                    :  : .::. :  .. .:... :: ::.::  
gi|300                          MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATT 
                                        10          20        30    
 
               70        80                                         
2MEPSP VLDGVPRMRERPIGDLVVGL                                         
                                                                    
gi|300 EEQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDE 
            40        50        60        70        80        90    
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 17.5 E():   66 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (31-58:54-81) 
 
               10        20        30        40        50        60 
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
               70        80     
2MEPSP VLDGVPRMRERPIGDLVVGL     
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (35-62:7-33) 
 
           10        20        30        40        50        60     
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     :..:..:   : .: : . : :. :..:   
gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
           70        80                                             
2MEPSP VPRMRERPIGDLVVGL                                             
                                                                    
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 17.5 E():   67 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (31-54:61-84) 
 
               10        20        30        40        50        60 
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
               70        80 
2MEPSP VLDGVPRMRERPIGDLVVGL 
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gi|288 ADGDGMLGLDEFAVLVKQ   
              100           
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 17.2 E():   67 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (9-37:43-71) 
 
                                     10        20        30         
2MEPSP                       TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
       40        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
                                                  
gi|122 SLDKIAQVPRVG                               
             80                                   
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.4  bits: 15.7 E():   68 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (5-17:5-17) 
 
               10        20        30        40        50        60 
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
           .: :: .:: :::                                            
gi|323 INLKAVIADPVAKTAVVQAGATLGEVYYXI                               
               10        20        30                               
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.9  bits: 17.9 E():   72 
Smith-Waterman score: 45; 31.6% identity (47.4% similar) in 76 aa overlap (13-80:71-141) 
 
                                 10        20        30             
2MEPSP                   TLGLSVEADKAAKRAVVVGCGGKFPVEDAK----EEVQLFLG 
                                     .:::   :  .::  : .    : .. .:: 
gi|282 LCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVPGDCCRQFPPVDYSWCRCEAISHMLG 
               50        60        70        80        90       100 
 
       40        50        60            70        80               
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPR----MRERPIGDLVVGL               
         :: .: : :    .:   . :. :  :     :.:  : : : .               
gi|282 --GI-YRELGAP--DVGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARS 
                   110       120       130       140       150      
 
gi|282 GY 
          
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (19-32:91-104) 
 
                           10        20        30        40         
2MEPSP             TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
       50        60        70        80                             
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGL                             
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (2-17:172-187) 
 
                                            10        20        30  
2MEPSP                              TLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
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                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
              40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
                                                         
gi|256 KESLAKKNHGLSRSE                                   
             210                                         
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (2-17:173-188) 
 
                                            10        20        30  
2MEPSP                              TLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
              40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
                                                         
gi|187 KESLAKKNHGLSRSE                                   
            210                                          
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (2-17:173-188) 
 
                                            10        20        30  
2MEPSP                              TLGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
              40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
                                                         
gi|187 KESLAKKNHGLSRSE                                   
            210                                          
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 47; 47.6% identity (61.9% similar) in 21 aa overlap (38-58:267-287) 
 
        10        20        30        40        50        60        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :::. :: : :          
gi|119 PEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAATGAATGAAGAATGAATV 
        240       250       260       270       280       290       
 
        70        80 
2MEPSP MRERPIGDLVVGL 
                     
gi|119 SAGGYKV       
        300          
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (39-58:67-86) 
 
       10        20        30        40        50        60         
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
       70        80    
2MEPSP RERPIGDLVVGL    
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gi|833 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (39-58:67-86) 
 
       10        20        30        40        50        60         
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
       70        80    
2MEPSP RERPIGDLVVGL    
                       
gi|668 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.4 E():   83 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (35-74:1-39) 
 
           10        20        30        40         50        60    
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLD 
                                     .:::.: :::       .::. :.    :: 
gi|116                               VFLGSAHGIAKVPPGPNITATYGDEW--LD 
                                             10        20           
 
            70        80                                            
2MEPSP GVPRMRERPIGDLVVGL                                            
       .      .: :                                                  
gi|116 AKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKP 
       30        40        50        60        70        80         
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (19-32:91-104) 
 
                           10        20        30        40         
2MEPSP             TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
       50        60        70        80                             
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGL                             
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (19-32:91-104) 
 
                           10        20        30        40         
2MEPSP             TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
       50        60        70        80                             
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGL                             
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 18.4 E():   90 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (29-64:238-273) 
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                 10        20        30        40        50         
2MEPSP   TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
       60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGL 
       : .  :                 
gi|313 TAAAGGYKV              
       270                    
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 16.9 E():   91 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (47-66:69-88) 
 
         20        30        40        50        60        70       
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
         80 
2MEPSP VVGL 
            
gi|105 T    
            
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.9  bits: 17.3 E():   92 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (22-52:6-35) 
 
               10        20        30        40        50        60 
2MEPSP TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                            :.. . : .:. . :: . :...   ::: :         
gi|144                 MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVA 
                               10         20        30        40    
 
               70        80                                         
2MEPSP VLDGVPRMRERPIGDLVVGL                                         
                                                                    
gi|144 VDGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVK 
            50        60        70        80        90       100    
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.7  bits: 18.5 E():   96 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (38-64:276-298) 
 
        10        20        30        40        50        60        
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
        70        80 
2MEPSP MRERPIGDLVVGL 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (37-63:107-133) 
 
         10        20        30        40        50        60       
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
         70        80                                               
2MEPSP RMRERPIGDLVVGL                                               
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
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        140       150       160       170       180       190       
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.1 E():   98 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (19-32:68-81) 
 
                           10        20        30        40         
2MEPSP             TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
       50        60        70        80                             
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGL                             
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.1 E():   98 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (19-32:68-81) 
 
                           10        20        30        40         
2MEPSP             TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
       50        60        70        80                             
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGL                             
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.1 E():   98 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (19-32:69-82) 
 
                           10        20        30        40         
2MEPSP             TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
       50        60        70        80                             
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGL                             
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea mays  (411 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 66.4  bits: 18.9 E():   99 
Smith-Waterman score: 47; 22.4% identity (58.6% similar) in 58 aa overlap (7-64:56-105) 
 
                                       10        20        30       
2MEPSP                         TLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     .. ::...: . .:::      .:. . .  
gi|898 EESKGIDAKASGPGGFFDITKLGASGNGKTDSTKAVQEAWASACGG-----TGKQTILIP 
          30        40        50        60        70             80 
 
         40        50        60        70        80                 
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL                 
        :.  ... ..:.      :..:  .::                                 
gi|898 KGDFLVGQLNFTGPCK---GDVTIQVDGNLLATTDLSQYKEHGNWIEILRVDNLVITGKG 
               90          100       110       120       130        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
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 start: Tue Apr 19 10:57:30 2011 done: Tue Apr 19 10:57:30 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 63  - 142 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32     6     8:==* 
  34    11    22:====   * 
  36    50    44:==============*== 
  38    63    73:=====================   * 
  40    95   102:================================ * 
  42   127   125:=========================================*= 
  44   147   138:=============================================*=== 
  46   170   140:==============================================*========== 
  48   138   134:============================================*= 
  50   124   122:========================================*= 
  52    74   108:=========================          * 
  54   143    92:==============================*================= 
  56    80    77:=========================*= 
  58    28    63:==========          * 
  60    26    51:=========       * 
  62    24    41:========     * 
  64    15    33:=====     * 
  66    26    26:========* 
  68    16    20:======* 
  70    12    16:==== * 
  72    18    12:===*== 
  74    22    10:===*==== 
  76    22     8:==*===== 
  78    22     6:=*====== 
  80     8     5:=*= 
  82     3     3:* 
  84     2     3:* 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     3     0:=         *=== 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.77290.00326; mu= 13.2999 0.170 
 mean_var=44.950013.382, 0's: 2 Z-trim: 3  B-trim: 65 in 1/43 
 Lambda= 0.191298 
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 Kolmogorov-Smirnov  statistic: 0.0386 (N=29) at  70 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   70 24.7    0.48 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   68 24.1    0.71 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   65 23.3     1.2 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   65 23.3     1.2 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   65 23.3     1.3 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   64 23.0     1.5 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   62 22.5     2.2 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   61 22.2     2.7 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   68 25.0     3.2 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   65 23.9     3.6 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 21.7     3.9 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   61 22.7     6.6 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   56 20.8     6.9 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.0       8 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.1       9 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.3      10 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.2      14 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.2      15 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.2      15 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 19.7      15 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   52 19.7      15 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 19.7      15 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 20.1      16 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   55 21.0      18 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   51 19.4      18 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 19.4      18 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 19.4      18 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 20.6      19 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 19.5      20 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 19.5      20 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 19.5      20 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 19.5      20 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 19.5      20 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 19.5      20 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 19.5      21 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.5      21 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.2      22 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 19.2      22 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.2      22 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 19.2      22 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 19.6      22 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      22 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      22 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 19.6      22 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.4      24 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.4      24 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.4      25 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.4      25 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.4      25 
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gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   55 21.2      25 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.6      25 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   53 20.4      26 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 18.9      27 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.1      29 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.1      30 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 18.6      32 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 19.8      35 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 18.7      36 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 18.7      36 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 18.7      36 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 18.7      36 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 18.7      36 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 18.7      36 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 18.7      36 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 18.7      36 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 18.7      36 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 18.7      36 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 18.7      38 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 19.9      38 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 18.7      39 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 18.7      39 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 18.7      39 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.7      39 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 18.7      39 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 18.7      39 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.7      39 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 18.7      39 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 18.8      45 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.3      45 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      45 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.3      45 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.3      45 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.3      45 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      45 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.3      45 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.3      45 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.3      45 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.3      45 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.3      45 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.3      45 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 18.8      48 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 18.8      48 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.5      51 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.5      52 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.3      55 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 18.9      56 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 17.4      57 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.2      57 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.2      57 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.3      59 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.3      59 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.2      61 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.2      61 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 17.9      67 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 17.9      67 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.0      67 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.5      67 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.5      68 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.1      68 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 15.6      70 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   45 17.9      73 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 18.7      73 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 18.3      76 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 18.3      76 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 18.3      76 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.7      80 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.2      83 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.2      83 
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gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.4      84 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.2      86 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.2      86 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.4      87 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.4      88 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.4      90 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 16.9      92 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.3      93 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 18.9      95 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.5      96 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.1      98 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.1      98 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.1      99 
gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea  ( 411)   47 18.9      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  70  Z-score: 108.2  bits: 24.7 E(): 0.48 
Smith-Waterman score: 70; 37.0% identity (61.1% similar) in 54 aa overlap (2-53:35-85) 
 
                                            10          20          
2MEPSP                              LGLSVEADKAAKRA--VVVGCGGKFPVEDAK 
                                     ::.... . .:.:  :.    . :  ::   
gi|145 GVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIEED-- 
           10        20        30        40        50        60     
 
      30        40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
        :..::: . : . : :::: : :                            
gi|145 -ELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA    
              70        80        90       100             
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  68  Z-score: 105.2  bits: 24.1 E(): 0.71 
Smith-Waterman score: 68; 38.2% identity (58.2% similar) in 55 aa overlap (1-53:34-85) 
 
                                             10        20           
2MEPSP                               LGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .:::...    :.: .:    :  :  ::  
gi|179 AGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
       30        40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
         :..::: : . . :.:: : : :                            
gi|179 --ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA    
               70        80        90       100             
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 100.8  bits: 23.3 E():  1.2 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (1-53:33-84) 
 
                                             10        20           
2MEPSP                               LGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|288 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED- 
             10        20        30        40        50        60   
 
       30        40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
         :..::: : . . :.:: : : :                            
gi|288 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG    
                70        80        90       100            
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 100.8  bits: 23.3 E():  1.2 
Smith-Waterman score: 65; 36.4% identity (58.2% similar) in 55 aa overlap (1-53:33-84) 
 
                                             10        20           
2MEPSP                               LGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ...  .:.:  :    :  :  ::  
gi|182 FAGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED- 
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             10        20        30        40        50        60   
 
       30        40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
         :..::: : . . :.:: : : :                            
gi|182 --ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG    
                70        80        90       100            
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 100.7  bits: 23.3 E():  1.3 
Smith-Waterman score: 65; 37.0% identity (55.6% similar) in 54 aa overlap (2-53:35-85) 
 
                                            10        20            
2MEPSP                              LGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::....   .:.: ..    :  :  ::   
gi|222 GVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
      30        40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
        :..::: :   : : :: : : :                            
gi|222 -ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA    
              70        80        90       100             
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 99.2  bits: 23.0 E():  1.5 
Smith-Waterman score: 64; 34.0% identity (60.4% similar) in 53 aa overlap (2-53:35-85) 
 
                                             10        20        30 
2MEPSP                              LGLSVE-ADKAAKRAVVVGCGGKFPVEDAKE 
                                     ::: . ::.. :  ...    .  .:.  : 
gi|288 SVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIEE--E 
           10        20        30        40        50        60     
 
               40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
       :..::: :   . :.:. : : :                            
gi|288 ELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG    
             70        80        90       100             
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 96.2  bits: 22.5 E():  2.2 
Smith-Waterman score: 62; 35.6% identity (53.4% similar) in 73 aa overlap (4-76:39-106) 
 
                                          10        20        30    
2MEPSP                            LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     :.:  :::   .    .: :  ::   :.. 
gi|208 AEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIEED---ELK 
       10        20        30        40        50         60        
 
            40        50        60        70        80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
       ::: : . . :.::   ::   .:  : ::  ..  . . :::     
gi|208 LFLQNFSASARALTDKETANFLKAGDV-DGDGKIGIEEFTDLVRSK  
           70        80        90        100           
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  61  Z-score: 94.7  bits: 22.2 E():  2.7 
Smith-Waterman score: 61; 34.0% identity (58.5% similar) in 53 aa overlap (2-53:35-85) 
 
                                            10        20         30 
2MEPSP                              LGLSVEADKAAKRAVVVGCGGKFP-VEDAKE 
                                     ::: ..   .:.: ..    :   .:.  : 
gi|294 SVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIEE--E 
           10        20        30        40        50        60     
 
               40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
       :..::: :   . :.:. : : :                            
gi|294 ELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG    
             70        80        90       100             
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>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  68  Z-score: 93.5  bits: 25.0 E():  3.2 
Smith-Waterman score: 68; 25.0% identity (63.9% similar) in 72 aa overlap (4-75:563-633) 
 
                                          10        20        30    
2MEPSP                            LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
            40        50        60        70        80              
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK              
         : . ..:.:...: ..:   .   .::.. : :..  .::                   
gi|425 QTLDQYALAQRKISA-LSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLT 
            600        610       620       630       640       650  
 
gi|425 AIKNKLETELSTAQADLDEVTKELHAADERANRALADAARAVQELHEEQEHSMKIDALRK 
             660       670       680       690       700       710  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  65  Z-score: 92.5  bits: 23.9 E():  3.6 
Smith-Waterman score: 65; 25.0% identity (62.5% similar) in 72 aa overlap (4-75:163-233) 
 
                                          10        20        30    
2MEPSP                            LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
            40        50        60        70        80              
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK              
         : . ..:.:...: ..:   .   .::.. : :..   ::                   
gi|845 QTLDQYALAQRKISA-LSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLT 
            200        210       220       230       240       250  
 
gi|845 TIKNKLETELSTVRADLDETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRR 
             260       270       280       290       300       310  
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 91.8  bits: 21.7 E():  3.9 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (29-53:61-85) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
       60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLK 
                              
gi|145 DSDGDGKIGVDEFAAMVKA    
              100             
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  61  Z-score: 87.8  bits: 22.7 E():  6.6 
Smith-Waterman score: 61; 20.9% identity (65.7% similar) in 67 aa overlap (4-68:315-375) 
 
                                          10        20        30    
2MEPSP                            LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK---- 
          290       300       310       320       330       340     
 
            40        50        60          70        80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG--VPRMRERPIGDLVVGLK 
         .:. ....:.  . .:.. .:.  ...:  :: ..             
gi|495 --IGEINLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA           
                350       360       370                  
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>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 87.4  bits: 20.8 E():  6.9 
Smith-Waterman score: 56; 33.3% identity (55.6% similar) in 54 aa overlap (2-53:33-83) 
 
                                            10        20            
2MEPSP                              LGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::....    :.: ..    :  :  ::   
gi|777 FKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED-- 
             10        20        30        40        50        60   
 
      30        40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
        :..::: :   . :.:. : : :                            
gi|777 -ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH    
                70        80        90       100           
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.3  bits: 22.0 E():    8 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (28-63:252-287) 
 
                  10        20        30        40        50        
2MEPSP    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLK 
       : .  :                  
gi|144 TAAAGGYKV               
             290               
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.3  bits: 22.1 E():    9 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (6-55:17-66) 
 
                          10        20        30        40          
2MEPSP            LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                       :..:.:     .:  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLK                              
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.4  bits: 20.3 E():   10 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (29-51:59-81) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
       60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLK 
                              
gi|288 DADGDGMLGLDEFAVLVKQ    
       90       100           
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.9  bits: 21.2 E():   14 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (28-63:248-283) 
 
                  10        20        30        40        50        
2MEPSP    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
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gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLK 
       : .  :                  
gi|239 TAATGGYKV               
       280                     
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.4  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (28-63:274-309) 
 
                  10        20        30        40        50        
2MEPSP    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLK 
       : .  :                  
gi|330 TAATGGYKV               
           310                 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.4  bits: 21.2 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (28-63:274-309) 
 
                  10        20        30        40        50        
2MEPSP    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLK 
       : .  :                  
gi|398 TAATGGYKV               
           310                 
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.3  bits: 19.7 E():   15 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (30-53:62-85) 
 
                10        20        30        40        50          
2MEPSP  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
      60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLK 
                             
gi|209 ADGDGMIGIDEFAVLVKQ    
             100             
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 81.3  bits: 19.7 E():   15 
Smith-Waterman score: 52; 32.7% identity (57.1% similar) in 49 aa overlap (1-47:34-79) 
 
                                             10        20           
2MEPSP                               LGLSVEADKAAKRAVVVGCGGK--FPVEDA 
                                     .::. ..   .:.: ..    :  :  ::  
gi|179 AGVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED- 
            10        20        30        40        50        60    
 
       30        40        50        60        70        80 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
         :..::: :   . :.::                                  
gi|179 --ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA    
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               70        80        90       100             
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.3  bits: 19.7 E():   15 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (30-53:62-85) 
 
                10        20        30        40        50          
2MEPSP  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
      60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLK 
                             
gi|249 ADGDGMIGIDEFAVLVKQ    
             100             
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 80.9  bits: 20.1 E():   16 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (37-80:87-141) 
 
         10        20        30        40        50                 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
          60        70        80            
2MEPSP ----VLDGVPRMRERPIGDLVVGLK            
           .. ::: . . :: . ..: .            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 80.0  bits: 21.0 E():   18 
Smith-Waterman score: 55; 34.1% identity (61.0% similar) in 41 aa overlap (34-74:8-42) 
 
            10        20        30        40        50        60    
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVL-- 
                                      10        20         30       
 
            70        80                                            
2MEPSP VPRMRERPIGDLVVGLK                                            
          .::  ..:                                                  
gi|324 ---VREASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLAD 
              40        50        60        70        80        90  
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 79.8  bits: 19.4 E():   18 
Smith-Waterman score: 51; 32.4% identity (52.9% similar) in 68 aa overlap (1-63:34-96) 
 
                                              10        20          
2MEPSP                               LGLSVE-ADKAAKRAVVVGCGGKFPVEDAK 
                                     .:.: . ::.  :  ...    .  .:.   
gi|193 AGLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE-- 
            10        20        30        40        50        60    
 
      30        40        50            60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTA----AGGNATYVLDGVPRMRERPIGDLVVGLK 
       ::..::: :     :.:: . :     :: :   : ::                  
gi|193 EELKLFLQNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH     
              70        80        90          100              
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.8  bits: 19.4 E():   18 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (30-53:62-85) 
 
                10        20        30        40        50          
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2MEPSP  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
      60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLK 
                             
gi|288 ADGDGMIGIDEFAVWVKQ    
             100             
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.8  bits: 19.4 E():   18 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (29-53:61-85) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
       60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLK 
                              
gi|207 DSDGDGKIGVEEFQALVKA    
              100             
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.3  bits: 20.6 E():   19 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (28-63:227-262) 
 
                  10        20        30        40        50        
2MEPSP    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLK 
       : .  :                  
gi|180 TAAAGGYKV               
        260                    
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.9  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:9-26) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|256 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.9  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:9-26) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|760 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.9  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:9-26) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
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               10        20        30        40        50        60 
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.9  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:9-26) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|157 SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.9  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:9-26) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|214 SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.9  bits: 19.5 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:9-26) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.8  bits: 19.5 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:10-27) 
 
                  10        20        30        40        50        
2MEPSP    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|110 RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKASID 
               10        20        30        40        50        60 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:15-32) 
 
                       10        20        30        40        50   
2MEPSP         LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLK                                 
                                                                    
gi|394 KATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLGDN 
               70        80        90       100       110       120 
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.3  bits: 19.2 E():   22 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (29-51:61-83) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
       60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLK 
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gi|148 DSDGDGKIGVDEFGAMIKA    
              100             
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.3  bits: 19.2 E():   22 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (2-53:35-85) 
 
                                            10        20            
2MEPSP                              LGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
      30        40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
        :..:::     . :.:: : : :                            
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA    
              70        80        90       100             
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.3  bits: 19.2 E():   22 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (29-51:61-83) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
       60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLK 
                              
gi|145 DSDGDGKIGVDEFGAMIKA    
              100             
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.3  bits: 19.2 E():   22 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (2-53:35-85) 
 
                                            10        20            
2MEPSP                              LGLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
      30        40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
        :..:::     . :.:: : : :                            
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA    
              70        80        90       100             
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:25-42) 
 
                                 10        20        30        40   
2MEPSP                   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK                       
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:25-42) 
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                                 10        20        30        40   
2MEPSP                   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK                       
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:26-43) 
 
                                  10        20        30        40  
2MEPSP                    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK                      
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:26-43) 
 
                                  10        20        30        40  
2MEPSP                    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK                      
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (37-63:251-277) 
 
         10        20        30        40        50        60       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
         70        80 
2MEPSP MRERPIGDLVVGLK 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (37-63:252-278) 
 
         10        20        30        40        50        60       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
         70        80 
2MEPSP MRERPIGDLVVGLK 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
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 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (37-63:255-281) 
 
         10        20        30        40        50        60       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
         70        80 
2MEPSP MRERPIGDLVVGLK 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (39-63:260-284) 
 
       10        20        30        40        50        60         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       70        80 
2MEPSP ERPIGDLVVGLK 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (39-63:260-284) 
 
       10        20        30        40        50        60         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       70        80 
2MEPSP ERPIGDLVVGLK 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (39-63:260-284) 
 
       10        20        30        40        50        60         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       70        80 
2MEPSP ERPIGDLVVGLK 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (39-63:260-284) 
 
       10        20        30        40        50        60         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       70        80 
2MEPSP ERPIGDLVVGLK 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (39-63:260-284) 
 
       10        20        30        40        50        60         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
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gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       70        80 
2MEPSP ERPIGDLVVGLK 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (39-63:260-284) 
 
       10        20        30        40        50        60         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       70        80 
2MEPSP ERPIGDLVVGLK 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (39-63:260-284) 
 
       10        20        30        40        50        60         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       70        80 
2MEPSP ERPIGDLVVGLK 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (39-63:260-284) 
 
       10        20        30        40        50        60         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       70        80 
2MEPSP ERPIGDLVVGLK 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (39-63:260-284) 
 
       10        20        30        40        50        60         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       70        80 
2MEPSP ERPIGDLVVGLK 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (39-63:260-284) 
 
       10        20        30        40        50        60         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       70        80 
2MEPSP ERPIGDLVVGLK 
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>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (39-63:260-284) 
 
       10        20        30        40        50        60         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       70        80 
2MEPSP ERPIGDLVVGLK 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (39-63:260-284) 
 
       10        20        30        40        50        60         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       70        80 
2MEPSP ERPIGDLVVGLK 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (39-63:260-284) 
 
       10        20        30        40        50        60         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       70        80 
2MEPSP ERPIGDLVVGLK 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (37-63:258-284) 
 
         10        20        30        40        50        60       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
         70        80 
2MEPSP MRERPIGDLVVGLK 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (39-63:260-284) 
 
       10        20        30        40        50        60         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       70        80 
2MEPSP ERPIGDLVVGLK 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (37-63:261-287) 
 
         10        20        30        40        50        60       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
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                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
         70        80 
2MEPSP MRERPIGDLVVGLK 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (37-63:266-292) 
 
         10        20        30        40        50        60       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
         70        80 
2MEPSP MRERPIGDLVVGLK 
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 77.2  bits: 21.2 E():   25 
Smith-Waterman score: 55; 28.1% identity (50.0% similar) in 64 aa overlap (2-65:401-459) 
 
                                            10        20        30  
2MEPSP                              LGLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     : ::  ::. .  ..:   :   :  : .: 
gi|298 AIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFAVVLKAGRE 
              380       390       400       410       420       430 
 
              40        50        60        70        80            
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK            
            :   . ...   :.:.  :. : :: ..:                           
gi|298 -----GLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQEVE 
                   440       450       460       470       480      
 
gi|298 VFRPFQSRDEKERERFSIV 
         490       500     
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.2  bits: 19.6 E():   25 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (43-58:142-161) 
 
             20        30        40        50            60         
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
       70        80 
2MEPSP ERPIGDLVVGLK 
                    
gi|249 GYKV         
                    
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.0  bits: 20.4 E():   26 
Smith-Waterman score: 53; 19.4% identity (51.6% similar) in 62 aa overlap (12-73:174-235) 
 
                                  10        20        30        40  
2MEPSP                    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     ...:. : :.   : . ....  .   :   
gi|107 GIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAVFNKEDDIGTYTIRAVD 
           150       160       170       180       190       200    
 
              50        60        70        80                      
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK                      
         :.:.  :    ..  : .. .  . :. ::                             
gi|107 DPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESPIPINVIL 
           210       220       230       240       250       260    
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gi|107 AINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
           270       280       290       300         
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.6  bits: 18.9 E():   27 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (29-53:60-84) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
       60        70        80   
2MEPSP YVLDGVPRMRERPIGDLVVGLK   
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (28-63:238-273) 
 
                  10        20        30        40        50        
2MEPSP    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLK 
       : .  :                  
gi|313 TAATGGYKV               
       270                     
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (28-63:246-281) 
 
                  10        20        30        40        50        
2MEPSP    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLK 
       : .  :                  
gi|295 TAATGGYKV               
         280                   
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.4  bits: 18.6 E():   32 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (29-53:61-85) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
       60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLK 
                              
gi|207 DSDGDGKIGVEEFQALVKA    
              100             
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (28-63:238-273) 
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                  10        20        30        40        50        
2MEPSP    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLK 
       : .  :                  
gi|313 TAATGGYKV               
       270                     
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (28-63:238-273) 
 
                  10        20        30        40        50        
2MEPSP    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLK 
       : .  :                  
gi|313 TAATGGYKV               
       270                     
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (28-63:238-273) 
 
                  10        20        30        40        50        
2MEPSP    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLK 
       : .  :                  
gi|168 TAATGGYKV               
       270                     
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:9-26) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:9-26) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:9-26) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
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gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:9-26) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:9-26) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|179 DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDG 
               10        20        30        40        50        60 
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:9-26) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:9-26) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:9-26) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:9-26) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:9-26) 
 
                 10        20        30        40        50         
2MEPSP   LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
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               10        20        30        40        50        60 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:18-35) 
 
                          10        20        30        40          
2MEPSP            LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLK                              
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.0  bits: 19.9 E():   38 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (39-63:280-304) 
 
       10        20        30        40        50        60         
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
       70        80 
2MEPSP ERPIGDLVVGLK 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 18.7 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:22-39) 
 
                              10        20        30        40      
2MEPSP                LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK                          
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.7  bits: 18.7 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:26-43) 
 
                                  10        20        30        40  
2MEPSP                    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK                      
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.7  bits: 18.7 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:26-43) 
 
                                  10        20        30        40  
2MEPSP                    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
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               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK                      
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.7  bits: 18.7 E():   39 
Smith-Waterman score: 48; 42.1% identity (63.2% similar) in 19 aa overlap (1-19:83-101) 
 
                                             10        20        30 
2MEPSP                               LGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     ::...  :::.   :  ::            
gi|250 KDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTEVMDRAVAS 
             60        70        80        90       100       110   
 
               40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                                          
gi|250 LPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR                 
            120       130       140                       
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.7  bits: 18.7 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:26-43) 
 
                                  10        20        30        40  
2MEPSP                    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK                      
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.7  bits: 18.7 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:26-43) 
 
                                  10        20        30        40  
2MEPSP                    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK                      
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.7  bits: 18.7 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:26-43) 
 
                                  10        20        30        40  
2MEPSP                    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK                      
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
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>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.7  bits: 18.7 E():   39 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:26-43) 
 
                                  10        20        30        40  
2MEPSP                    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK                      
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.7  bits: 18.8 E():   45 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:55-72) 
 
                                       10        20        30       
2MEPSP                         LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
         40        50        60        70        80                 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK                 
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (4-42:369-408) 
 
                                          10        20         30   
2MEPSP                            LGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             40        50        60        70        80             
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK             
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (4-42:369-408) 
 
                                          10        20         30   
2MEPSP                            LGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             40        50        60        70        80             
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK             
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (4-42:369-408) 
 
                                          10        20         30   
2MEPSP                            LGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
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                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             40        50        60        70        80             
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK             
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (4-42:369-408) 
 
                                          10        20         30   
2MEPSP                            LGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             40        50        60        70        80             
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK             
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (4-42:369-408) 
 
                                          10        20         30   
2MEPSP                            LGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             40        50        60        70        80             
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK             
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (4-42:369-408) 
 
                                          10        20         30   
2MEPSP                            LGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             40        50        60        70        80             
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK             
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (4-42:369-408) 
 
                                          10        20         30   
2MEPSP                            LGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|117 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             40        50        60        70        80             
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK             
       .: : .. ::                                                   
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gi|117 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (4-42:369-408) 
 
                                          10        20         30   
2MEPSP                            LGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             40        50        60        70        80             
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK             
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (4-42:369-408) 
 
                                          10        20         30   
2MEPSP                            LGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             40        50        60        70        80             
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK             
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (4-42:369-408) 
 
                                          10        20         30   
2MEPSP                            LGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             40        50        60        70        80             
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK             
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (4-42:369-408) 
 
                                          10        20         30   
2MEPSP                            LGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             40        50        60        70        80             
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK             
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.6  bits: 20.3 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (4-42:369-408) 
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                                          10        20         30   
2MEPSP                            LGLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
             40        50        60        70        80             
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK             
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.1  bits: 18.8 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (2-35:152-189) 
 
                                            10           20         
2MEPSP                              LGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
        30        40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
       : :. .::                                              
gi|476 KCERGKLFANCCK                                         
             190                                             
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.1  bits: 18.8 E():   48 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (2-35:152-189) 
 
                                            10           20         
2MEPSP                              LGLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
        30        40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
       : :. .::                                              
gi|313 KCERGKLFANCCK                                         
             190                                             
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (47-72:11-39) 
 
         20        30        40        50        60           70    
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
            80                                                      
2MEPSP DLVVGLK                                                      
                                                                    
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.5  bits: 15.5 E():   52 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (51-65:2-16) 
 
               30        40        50        60        70        80 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . : : .:                
gi|320                              YTTEGGTKSEVEDVIPEGWK            
                                            10        20            
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
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 initn:  46 init1:  46 opt:  49  Z-score: 71.1  bits: 19.3 E():   55 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (28-63:267-298) 
 
                  10        20        30        40        50        
2MEPSP    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLK 
       : .  :                  
gi|663 TAAAGGYKA               
            300                
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (28-55:210-237) 
 
                  10        20        30        40        50        
2MEPSP    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLK 
                               
gi|226 V                       
     240                       
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 70.9  bits: 17.4 E():   57 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (5-36:40-71) 
 
                                         10        20        30     
2MEPSP                           LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
           40        50        60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
       :.                                             
gi|154 FVDSLDKIAQVPRVG                                
      70        80                                    
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (42-64:22-44) 
 
              20        30        40        50        60        70  
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
              80                                                    
2MEPSP IGDLVVGLK                                                    
                                                                    
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (42-64:22-44) 
 
              20        30        40        50        60        70  
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
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                        10        20        30        40        50  
 
              80                                                    
2MEPSP IGDLVVGLK                                                    
                                                                    
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.6  bits: 19.3 E():   59 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (8-63:267-318) 
 
                                      10        20        30        
2MEPSP                        LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
        40        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
        .: :    :.:: :: : :: .  :                  
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV   
        300           310       320       330      
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.5  bits: 19.3 E():   59 
Smith-Waterman score: 51; 32.2% identity (61.0% similar) in 59 aa overlap (3-61:168-218) 
 
                                           10        20        30   
2MEPSP                             LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV 
                                     : :.: : : . : ::    .:.     :: 
gi|249 YEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA---IPAA----EV 
       140       150       160       170       180              190 
 
             40        50        60        70        80             
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK             
       :: . ..  :.:. ..:..:: .:  ...                                
gi|249 QL-IDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVK 
               200       210       220       230       240          
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (6-54:75-123) 
 
                                        10        20        30      
2MEPSP                          LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
          40        50        60        70        80         
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK         
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (6-54:75-123) 
 
                                        10        20        30      
2MEPSP                          LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
          40        50        60        70        80         
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK         
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
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>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.6  bits: 17.9 E():   67 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (29-58:5-32) 
 
               10        20        30        40        50        60 
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                   :  : .::. :  .. .:... :: ::.::   
gi|300                         MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTE 
                                       10          20        30     
 
               70        80                                         
2MEPSP LDGVPRMRERPIGDLVVGLK                                         
                                                                    
gi|300 EQKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEV 
           40        50        60        70        80        90     
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.6  bits: 17.9 E():   67 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (29-58:5-32) 
 
               10        20        30        40        50        60 
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                   :  : .::. :  .. .:... :: ::.::   
gi|300                         MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTE 
                                       10          20        30     
 
               70        80                                         
2MEPSP LDGVPRMRERPIGDLVVGLK                                         
                                                                    
gi|300 EQKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEV 
           40        50        60        70        80        90     
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (34-61:7-33) 
 
            10        20        30        40        50        60    
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     :..:..:   : .: : . : :. :..:   
gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
            70        80                                            
2MEPSP VPRMRERPIGDLVVGLK                                            
                                                                    
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 17.5 E():   67 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (30-57:54-81) 
 
                10        20        30        40        50          
2MEPSP  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
      60        70        80    
2MEPSP VLDGVPRMRERPIGDLVVGLK    
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.4  bits: 17.5 E():   68 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (30-53:61-84) 
 
                10        20        30        40        50          
2MEPSP  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
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                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
      60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLK 
                             
gi|288 ADGDGMLGLDEFAVLVKQ    
              100            
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 17.1 E():   68 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (8-36:43-71) 
 
                                      10        20        30        
2MEPSP                        LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
        40        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                                   
gi|122 SLDKIAQVPRVG                                
             80                                    
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.2  bits: 15.6 E():   70 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (4-16:5-17) 
 
                10        20        30        40        50          
2MEPSP  LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
           .: :: .:: :::                                            
gi|323 INLKAVIADPVAKTAVVQAGATLGEVYYXI                               
               10        20        30                               
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 45; 31.6% identity (47.4% similar) in 76 aa overlap (12-79:71-141) 
 
                                  10        20            30        
2MEPSP                    LGLSVEADKAAKRAVVVGCGGKFPVEDAK----EEVQLFLG 
                                     .:::   :  .::  : .    : .. .:: 
gi|282 LCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVPGDCCRQFPPVDYSWCRCEAISHMLG 
               50        60        70        80        90       100 
 
        40        50        60            70        80              
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPR----MRERPIGDLVVGLK              
         :: .: : :    .:   . :. :  :     :.:  : : : .               
gi|282 --GI-YRELGAP--DVGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARS 
                   110       120       130       140       150      
 
gi|282 GY 
          
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (18-31:91-104) 
 
                            10        20        30        40        
2MEPSP              LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
        50        60        70        80                            
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK                            
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
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>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (1-16:172-187) 
 
                                             10        20        30 
2MEPSP                               LGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
               40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                                          
gi|256 KESLAKKNHGLSRSE                                    
             210                                          
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (1-16:173-188) 
 
                                             10        20        30 
2MEPSP                               LGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
               40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                                          
gi|187 KESLAKKNHGLSRSE                                    
            210                                           
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (1-16:173-188) 
 
                                             10        20        30 
2MEPSP                               LGLSVEADKAAKRAVVVGCGGKFPVEDAKE 
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
               40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                                          
gi|187 KESLAKKNHGLSRSE                                    
            210                                           
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (29-80:5-62) 
 
               10        20        30        40        50        60 
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                   :  : :::  : .:  . . :. :. . :: . 
gi|119                         MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPA 
                                       10        20        30       
 
                     70        80                                   
2MEPSP LDGV------PRMRERPIGDLVVGLK                                   
         :.      : .... . :. ::.:                                   
gi|119 AAGAAAGKITPTQEQKLMEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLN 
         40        50        60        70        80        90       
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (38-57:67-86) 
 
        10        20        30        40        50        60        
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
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gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
        70        80   
2MEPSP RERPIGDLVVGLK   
                       
gi|833 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (38-57:67-86) 
 
        10        20        30        40        50        60        
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
        70        80   
2MEPSP RERPIGDLVVGLK   
                       
gi|668 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.4 E():   84 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (34-73:1-39) 
 
            10        20        30         40        50        60   
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLD 
                                     .:::.: :::       .::. :.    :: 
gi|116                               VFLGSAHGIAKVPPGPNITATYGDEW--LD 
                                             10        20           
 
             70        80                                           
2MEPSP GVPRMRERPIGDLVVGLK                                           
       .      .: :                                                  
gi|116 AKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKP 
       30        40        50        60        70        80         
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (34-80:346-393) 
 
            10        20        30        40        50         60   
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
             70        80                                           
2MEPSP GVPRMRERPIGDLVVGLK                                           
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (34-80:346-393) 
 
            10        20        30        40        50         60   
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
             70        80                                           
2MEPSP GVPRMRERPIGDLVVGLK                                           
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
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         380       390       400       410       420       430      
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (18-31:91-104) 
 
                            10        20        30        40        
2MEPSP              LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
        50        60        70        80                            
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK                            
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (18-31:91-104) 
 
                            10        20        30        40        
2MEPSP              LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
        50        60        70        80                            
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK                            
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 18.4 E():   90 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (28-63:238-273) 
 
                  10        20        30        40        50        
2MEPSP    LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLK 
       : .  :                  
gi|313 TAAAGGYKV               
       270                     
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 16.9 E():   92 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (46-65:69-88) 
 
          20        30        40        50        60        70      
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
          80 
2MEPSP VVGLK 
             
gi|105 T     
             
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (21-51:6-35) 
 
               10        20        30        40        50        60 
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2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                           :.. . : .:. . :: . :...   ::: :          
gi|144                MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAV 
                              10         20        30        40     
 
               70        80                                         
2MEPSP LDGVPRMRERPIGDLVVGLK                                         
                                                                    
gi|144 DGDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKV 
           50        60        70        80        90       100     
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (36-62:107-133) 
 
          10        20        30        40        50        60      
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
          70        80                                              
2MEPSP RMRERPIGDLVVGLK                                              
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.7  bits: 18.5 E():   96 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (37-63:276-298) 
 
         10        20        30        40        50        60       
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
         70        80 
2MEPSP MRERPIGDLVVGLK 
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.1 E():   98 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (18-31:68-81) 
 
                            10        20        30        40        
2MEPSP              LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
        50        60        70        80                            
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK                            
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.1 E():   98 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (18-31:68-81) 
 
                            10        20        30        40        
2MEPSP              LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
        50        60        70        80                            
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK                            
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
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>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.1 E():   99 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (18-31:69-82) 
 
                            10        20        30        40        
2MEPSP              LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
        50        60        70        80                            
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK                            
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea mays  (411 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 66.4  bits: 18.9 E():   99 
Smith-Waterman score: 47; 22.4% identity (58.6% similar) in 58 aa overlap (6-63:56-105) 
 
                                        10        20        30      
2MEPSP                          LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     .. ::...: . .:::      .:. . .  
gi|898 EESKGIDAKASGPGGFFDITKLGASGNGKTDSTKAVQEAWASACGG-----TGKQTILIP 
          30        40        50        60        70             80 
 
          40        50        60        70        80                
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK                
        :.  ... ..:.      :..:  .::                                 
gi|898 KGDFLVGQLNFTGPCK---GDVTIQVDGNLLATTDLSQYKEHGNWIEILRVDNLVITGKG 
               90          100       110       120       130        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:30 2011 done: Tue Apr 19 10:57:30 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 64  - 143 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     1     2:* 
  32     5     8:==* 
  34    15    22:=====  * 
  36    47    44:==============*= 
  38    62    73:=====================   * 
  40   101   102:=================================* 
  42   127   125:=========================================*= 
  44   150   138:=============================================*==== 
  46   171   140:==============================================*========== 
  48   130   134:============================================* 
  50   123   122:========================================* 
  52    75   108:=========================          * 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2048

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

  54   130    92:==============================*============= 
  56    94    77:=========================*====== 
  58    28    63:==========          * 
  60    24    51:========        * 
  62    26    41:=========    * 
  64    14    33:=====     * 
  66    31    26:========*== 
  68    11    20:====  * 
  70    14    16:=====* 
  72    17    12:===*== 
  74    22    10:===*==== 
  76    18     8:==*=== 
  78    26     6:=*======= 
  80     7     5:=*= 
  82     4     3:*= 
  84     2     3:* 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     2     0:=         *== 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.97070.0031; mu= 12.2249 0.161 
 mean_var=44.493713.312, 0's: 2 Z-trim: 3  B-trim: 65 in 1/43 
 Lambda= 0.192276 
 Kolmogorov-Smirnov  statistic: 0.0379 (N=29) at  70 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   70 24.8    0.45 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   67 23.9     0.8 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   65 23.4     1.2 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   64 23.1     1.4 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   64 23.1     1.4 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   64 23.1     1.4 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   62 22.6     2.1 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   61 22.3     2.5 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   68 24.9     3.2 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   65 23.9     3.6 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 21.7     3.7 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   56 20.9     6.6 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   61 22.7     6.6 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.1     7.9 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.1     8.9 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.3     9.6 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.2      14 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 19.8      14 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 19.8      14 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.3      15 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.3      15 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 20.2      15 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   51 19.5      17 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 19.5      17 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 19.5      17 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   55 21.0      18 
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gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 20.6      19 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 19.6      20 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 19.6      20 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 19.6      20 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 19.6      20 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 19.6      20 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 19.6      20 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 19.6      20 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.6      20 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.2      21 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   50 19.2      21 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   50 19.2      21 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.2      21 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   50 19.2      21 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 19.6      21 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      21 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      22 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 19.6      22 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.4      24 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.4      24 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.4      24 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.4      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.4      25 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.4      25 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.7      25 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.4      25 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.4      25 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   55 21.1      26 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   53 20.4      26 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.0      26 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.1      29 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.1      30 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 18.7      31 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 18.7      35 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 18.7      35 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 18.7      35 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 18.7      35 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 19.8      35 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 19.8      35 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 18.8      37 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 18.8      37 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 19.9      38 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 18.8      38 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 18.8      38 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.8      38 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 18.8      38 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 18.8      38 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 18.8      38 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 18.8      44 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      46 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.3      46 
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gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.3      46 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.3      46 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.3      46 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.6      47 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   48 18.9      47 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   48 18.9      47 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.5      49 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 17.5      54 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.3      54 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.2      56 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.2      56 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 18.9      56 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.3      59 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.2      59 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.2      59 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.3      60 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 15.7      64 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.6      64 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 17.9      65 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 17.9      65 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.6      65 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.2      65 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.0      67 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   45 18.0      71 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 18.7      73 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.8      80 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.3      80 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.3      80 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.4      83 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.4      87 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.2      87 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.2      87 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.4      87 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.0      88 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.4      90 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.4      90 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.5      96 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 18.8      96 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.1      97 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.1      97 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.1      98 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   43 17.4      98 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 17.8      99 
gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea  ( 411)   47 18.9   1e 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  70  Z-score: 108.7  bits: 24.8 E(): 0.45 
Smith-Waterman score: 70; 37.0% identity (61.1% similar) in 54 aa overlap (1-52:35-85) 
 
                                             10          20         
2MEPSP                               GLSVEADKAAKRA--VVVGCGGKFPVEDAK 
                                     ::.... . .:.:  :.    . :  ::   
gi|145 GVLADADVKAALAGCAAADSFNYKTFFKACGLAAKSHEEVKKAFFVIDQDQSGFIEED-- 
           10        20        30        40        50        60     
 
       30        40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
        :..::: . : . : :::: : :                             
gi|145 -ELKLFLQTFGAGARELTAAETKAFLAAGDEDGDGMIGVDEFVTLVKA     
              70        80        90       100              
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  67  Z-score: 104.2  bits: 23.9 E():  0.8 
Smith-Waterman score: 67; 38.9% identity (57.4% similar) in 54 aa overlap (1-52:35-85) 
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                                             10        20           
2MEPSP                               GLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     :::...    :.: .:    :  :  ::   
gi|179 GILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
       30        40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
        :..::: : . . :.:: : : :                             
gi|179 -ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA     
              70        80        90       100              
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  65  Z-score: 101.2  bits: 23.4 E():  1.2 
Smith-Waterman score: 65; 37.0% identity (55.6% similar) in 54 aa overlap (1-52:35-85) 
 
                                             10        20           
2MEPSP                               GLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::....   .:.: ..    :  :  ::   
gi|222 GVLSDADVAAALEACKDAGTFDYKKFFKSCGLAAKSTDDVKKAFAIIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
       30        40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
        :..::: :   : : :: : : :                             
gi|222 -ELKLFLQNFKAAARPLTDAETEAFLKAGDSDGDGKIGAEEFAALVTA     
              70        80        90       100              
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  64  Z-score: 99.7  bits: 23.1 E():  1.4 
Smith-Waterman score: 64; 37.0% identity (57.4% similar) in 54 aa overlap (1-52:34-84) 
 
                                             10        20           
2MEPSP                               GLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::. ...  .:.:  :    :  :  ::   
gi|288 AGLNDADVAAALAACTAADSFNHKAFFAKVGLAGKSNDDVKKAFYVIDQDKSGFIEED-- 
            10        20        30        40        50        60    
 
       30        40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
        :..::: : . . :.:: : : :                             
gi|288 -ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG     
               70        80        90       100             
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  64  Z-score: 99.7  bits: 23.1 E():  1.4 
Smith-Waterman score: 64; 37.0% identity (57.4% similar) in 54 aa overlap (1-52:34-84) 
 
                                             10        20           
2MEPSP                               GLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::. ...  .:.:  :    :  :  ::   
gi|182 AGLNDADVAAALAACTAADSFNHKAFFAKVGLASKSSDDVKKAFYVIDQDKSGFIEED-- 
            10        20        30        40        50        60    
 
       30        40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
        :..::: : . . :.:: : : :                             
gi|182 -ELKLFLQNFSASARALTDAETKAFLADGDKDGDGMIGVDEFAAMIKG     
               70        80        90       100             
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 99.7  bits: 23.1 E():  1.4 
Smith-Waterman score: 64; 34.0% identity (60.4% similar) in 53 aa overlap (1-52:35-85) 
 
                                              10        20          
2MEPSP                               GLSVE-ADKAAKRAVVVGCGGKFPVEDAKE 
                                     ::: . ::.. :  ...    .  .:.  : 
gi|288 SVLKDAEITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIEE--E 
           10        20        30        40        50        60     
 
      30        40        50        60        70        80 
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2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
       :..::: :   . :.:. : : :                             
gi|288 ELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG     
             70        80        90       100              
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 96.7  bits: 22.6 E():  2.1 
Smith-Waterman score: 62; 35.6% identity (53.4% similar) in 73 aa overlap (3-75:39-106) 
 
                                           10        20        30   
2MEPSP                             GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     :.:  :::   .    .: :  ::   :.. 
gi|208 AEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIEED---ELK 
       10        20        30        40        50         60        
 
             40        50        60        70        80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
       ::: : . . :.::   ::   .:  : ::  ..  . . :::      
gi|208 LFLQNFSASARALTDKETANFLKAGDV-DGDGKIGIEEFTDLVRSK   
           70        80        90        100            
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  61  Z-score: 95.2  bits: 22.3 E():  2.5 
Smith-Waterman score: 61; 34.0% identity (58.5% similar) in 53 aa overlap (1-52:35-85) 
 
                                             10        20           
2MEPSP                               GLSVEADKAAKRAVVVGCGGKFP-VEDAKE 
                                     ::: ..   .:.: ..    :   .:.  : 
gi|294 SVLKDAEVTAALDGCKAAGSFDHKKFFKACGLSGKSTDEVKKAFAIIDQDKSGFIEE--E 
           10        20        30        40        50        60     
 
      30        40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
       :..::: :   . :.:. : : :                             
gi|294 ELKLFLQNFKAGARALSDAETKAFLKAGDSDGDGKIGIDEFAAMIKG     
             70        80        90       100              
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  68  Z-score: 93.3  bits: 24.9 E():  3.2 
Smith-Waterman score: 68; 25.0% identity (63.9% similar) in 72 aa overlap (3-74:563-633) 
 
                                           10        20        30   
2MEPSP                             GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
             40        50        60        70        80             
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ             
         : . ..:.:...: ..:   .   .::.. : :..  .::                   
gi|425 QTLDQYALAQRKISA-LSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLT 
            600        610       620       630       640       650  
 
gi|425 AIKNKLETELSTAQADLDEVTKELHAADERANRALADAARAVQELHEEQEHSMKIDALRK 
             660       670       680       690       700       710  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  65  Z-score: 92.5  bits: 23.9 E():  3.6 
Smith-Waterman score: 65; 25.0% identity (62.5% similar) in 72 aa overlap (3-74:163-233) 
 
                                           10        20        30   
2MEPSP                             GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
             40        50        60        70        80             
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ             
         : . ..:.:...: ..:   .   .::.. : :..   ::                   
gi|845 QTLDQYALAQRKISA-LSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLT 
            200        210       220       230       240       250  
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gi|845 TIKNKLETELSTVRADLDETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRR 
             260       270       280       290       300       310  
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 92.2  bits: 21.7 E():  3.7 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (28-52:61-85) 
 
                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQ 
                               
gi|145 DSDGDGKIGVDEFAAMVKA     
              100              
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 87.8  bits: 20.9 E():  6.6 
Smith-Waterman score: 56; 33.3% identity (55.6% similar) in 54 aa overlap (1-52:33-83) 
 
                                             10        20           
2MEPSP                               GLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::....    :.: ..    :  :  ::   
gi|777 FKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEED-- 
             10        20        30        40        50        60   
 
       30        40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
        :..::: :   . :.:. : : :                             
gi|777 -ELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH     
                70        80        90       100            
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  61  Z-score: 87.8  bits: 22.7 E():  6.6 
Smith-Waterman score: 61; 20.9% identity (65.7% similar) in 67 aa overlap (3-67:315-375) 
 
                                           10        20        30   
2MEPSP                             GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK---- 
          290       300       310       320       330       340     
 
             40        50        60          70        80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG--VPRMRERPIGDLVVGLKQ 
         .:. ....:.  . .:.. .:.  ...:  :: ..              
gi|495 --IGEINLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA            
                350       360       370                   
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.4  bits: 22.1 E():  7.9 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (27-62:252-287) 
 
                   10        20        30        40        50       
2MEPSP     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
         60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQ 
       : .  :                   
gi|144 TAAAGGYKV                
             290                
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.4  bits: 22.1 E():  8.9 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (5-54:17-66) 
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                           10        20        30        40         
2MEPSP             GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                       :..:.:     .:  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ                             
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.8  bits: 20.3 E():  9.6 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (28-50:59-81) 
 
                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQ 
                               
gi|288 DADGDGMLGLDEFAVLVKQ     
       90       100            
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.0  bits: 21.2 E():   14 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (27-62:248-283) 
 
                   10        20        30        40        50       
2MEPSP     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
         60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQ 
       : .  :                   
gi|239 TAATGGYKV                
       280                      
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.7  bits: 19.8 E():   14 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (29-52:62-85) 
 
                 10        20        30        40        50         
2MEPSP   GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
       60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQ 
                              
gi|209 ADGDGMIGIDEFAVLVKQ     
             100              
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.7  bits: 19.8 E():   14 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (29-52:62-85) 
 
                 10        20        30        40        50         
2MEPSP   GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
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       60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQ 
                              
gi|249 ADGDGMIGIDEFAVLVKQ     
             100              
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.4  bits: 21.3 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (27-62:274-309) 
 
                   10        20        30        40        50       
2MEPSP     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
         60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQ 
       : .  :                   
gi|398 TAATGGYKV                
           310                  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.4  bits: 21.3 E():   15 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (27-62:274-309) 
 
                   10        20        30        40        50       
2MEPSP     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
         60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQ 
       : .  :                   
gi|330 TAATGGYKV                
           310                  
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 81.2  bits: 20.2 E():   15 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (36-79:87-141) 
 
          10        20        30        40        50                
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
           60        70        80           
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQ           
           .. ::: . . :: . ..: .            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 51; 33.3% identity (56.2% similar) in 48 aa overlap (1-46:35-79) 
 
                                             10        20           
2MEPSP                               GLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::. ..   .:.: ..    :  :  ::   
gi|179 GVLNDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
       30        40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
        :..::: :   . :.::                                   
gi|179 -ELKLFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA     
              70        80        90       100              
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (29-52:62-85) 
 
                 10        20        30        40        50         
2MEPSP   GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
       60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQ 
                              
gi|288 ADGDGMIGIDEFAVWVKQ     
             100              
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (28-52:61-85) 
 
                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQ 
                               
gi|207 DSDGDGKIGVEEFQALVKA     
              100              
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 80.0  bits: 21.0 E():   18 
Smith-Waterman score: 55; 34.1% identity (61.0% similar) in 41 aa overlap (33-73:8-42) 
 
             10        20        30        40        50        60   
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVL-- 
                                      10        20         30       
 
             70        80                                           
2MEPSP VPRMRERPIGDLVVGLKQ                                           
          .::  ..:                                                  
gi|324 ---VREASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLAD 
              40        50        60        70        80        90  
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.4  bits: 20.6 E():   19 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (27-62:227-262) 
 
                   10        20        30        40        50       
2MEPSP     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
         60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQ 
       : .  :                   
gi|180 TAAAGGYKV                
        260                     
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:9-26) 
 
                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|256 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
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               10        20        30        40        50        60 
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:9-26) 
 
                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|760 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:9-26) 
 
                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|214 SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:9-26) 
 
                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:9-26) 
 
                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|157 SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:9-26) 
 
                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:10-27) 
 
                   10        20        30        40        50       
2MEPSP     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|110 RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKASID 
               10        20        30        40        50        60 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.9  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:15-32) 
 
                        10        20        30        40        50  
2MEPSP          GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
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              60        70        80                                
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQ                                
                                                                    
gi|394 KATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLGDN 
               70        80        90       100       110       120 
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (28-50:61-83) 
 
                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQ 
                               
gi|148 DSDGDGKIGVDEFGAMIKA     
              100              
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (1-52:35-85) 
 
                                             10        20           
2MEPSP                               GLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|145 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
       30        40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
        :..:::     . :.:: : : :                             
gi|145 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA     
              70        80        90       100              
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 50; 32.8% identity (52.2% similar) in 67 aa overlap (1-62:35-96) 
 
                                              10        20          
2MEPSP                               GLSVE-ADKAAKRAVVVGCGGKFPVEDAKE 
                                     :.: . ::.  :  ...    .  .:.  : 
gi|193 GLVKEADITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE--E 
           10        20        30        40        50        60     
 
      30        40        50            60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTA----AGGNATYVLDGVPRMRERPIGDLVVGLKQ 
       :..::: :     :.:: . :     :: :   : ::                   
gi|193 ELKLFLQNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH      
             70        80        90          100               
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (28-50:61-83) 
 
                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQ 
                               
gi|145 DSDGDGKIGVDEFGAMIKA     
              100              
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>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 50; 37.0% identity (50.0% similar) in 54 aa overlap (1-52:35-85) 
 
                                             10        20           
2MEPSP                               GLSVEADKAAKRAVVVGCGGK--FPVEDAK 
                                     ::: ..    :.:  :    :  :  ::   
gi|148 GILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEED-- 
           10        20        30        40        50        60     
 
       30        40        50        60        70        80 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
        :..:::     . :.:: : : :                             
gi|148 -ELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA     
              70        80        90       100              
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:25-42) 
 
                                  10        20        30        40  
2MEPSP                    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ                      
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:25-42) 
 
                                  10        20        30        40  
2MEPSP                    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ                      
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:26-43) 
 
                                   10        20        30        40 
2MEPSP                     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ                     
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 19.6 E():   22 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:26-43) 
 
                                   10        20        30        40 
2MEPSP                     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
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gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ                     
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (36-62:251-277) 
 
          10        20        30        40        50        60      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
          70        80 
2MEPSP MRERPIGDLVVGLKQ 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (36-62:252-278) 
 
          10        20        30        40        50        60      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
          70        80 
2MEPSP MRERPIGDLVVGLKQ 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (36-62:255-281) 
 
          10        20        30        40        50        60      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
          70        80 
2MEPSP MRERPIGDLVVGLKQ 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (38-62:260-284) 
 
        10        20        30        40        50        60        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        70        80 
2MEPSP ERPIGDLVVGLKQ 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (38-62:260-284) 
 
        10        20        30        40        50        60        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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        70        80 
2MEPSP ERPIGDLVVGLKQ 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (38-62:260-284) 
 
        10        20        30        40        50        60        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        70        80 
2MEPSP ERPIGDLVVGLKQ 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (38-62:260-284) 
 
        10        20        30        40        50        60        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        70        80 
2MEPSP ERPIGDLVVGLKQ 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (38-62:260-284) 
 
        10        20        30        40        50        60        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        70        80 
2MEPSP ERPIGDLVVGLKQ 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (38-62:260-284) 
 
        10        20        30        40        50        60        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        70        80 
2MEPSP ERPIGDLVVGLKQ 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (38-62:260-284) 
 
        10        20        30        40        50        60        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        70        80 
2MEPSP ERPIGDLVVGLKQ 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 30.5% identity (53.7% similar) in 82 aa overlap (2-80:142-222) 
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                                            10        20            
2MEPSP                              GLSVEADKAAKRAVVVGCGGKFPV---EDAK 
                                     : :.: : : . : :  .:.. :    ::  
gi|217 YKTAEGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAA 
             120       130       140       150       160       170  
 
       30        40        50        60        70        80         
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ         
        .:    .::. : ...:.   :: ..:  .  :      . :: : ...::         
gi|217 FKVAATAANAAPANHKFTV-FEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVAT 
             180       190        200       210       220       230 
 
gi|217 APEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
              240       250       260       270       280        
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (38-62:260-284) 
 
        10        20        30        40        50        60        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        70        80 
2MEPSP ERPIGDLVVGLKQ 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (38-62:260-284) 
 
        10        20        30        40        50        60        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        70        80 
2MEPSP ERPIGDLVVGLKQ 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (38-62:260-284) 
 
        10        20        30        40        50        60        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        70        80 
2MEPSP ERPIGDLVVGLKQ 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (38-62:260-284) 
 
        10        20        30        40        50        60        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        70        80 
2MEPSP ERPIGDLVVGLKQ 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (38-62:260-284) 
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        10        20        30        40        50        60        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        70        80 
2MEPSP ERPIGDLVVGLKQ 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (36-62:258-284) 
 
          10        20        30        40        50        60      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
          70        80 
2MEPSP MRERPIGDLVVGLKQ 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (38-62:260-284) 
 
        10        20        30        40        50        60        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        70        80 
2MEPSP ERPIGDLVVGLKQ 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.4  bits: 19.7 E():   25 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (42-57:142-161) 
 
              20        30        40            50        60        
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
        70        80 
2MEPSP ERPIGDLVVGLKQ 
                     
gi|249 GYKV          
                     
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (36-62:261-287) 
 
          10        20        30        40        50        60      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
          70        80 
2MEPSP MRERPIGDLVVGLKQ 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (36-62:266-292) 
 
          10        20        30        40        50        60      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
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                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
          70        80 
2MEPSP MRERPIGDLVVGLKQ 
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 77.1  bits: 21.1 E():   26 
Smith-Waterman score: 55; 28.1% identity (50.0% similar) in 64 aa overlap (1-64:401-459) 
 
                                             10        20        30 
2MEPSP                               GLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     : ::  ::. .  ..:   :   :  : .: 
gi|298 AIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFAVVLKAGRE 
              380       390       400       410       420       430 
 
               40        50        60        70        80           
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ           
            :   . ...   :.:.  :. : :: ..:                           
gi|298 -----GLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQEVE 
                   440       450       460       470       480      
 
gi|298 VFRPFQSRDEKERERFSIV 
         490       500     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.0  bits: 20.4 E():   26 
Smith-Waterman score: 53; 19.4% identity (51.6% similar) in 62 aa overlap (11-72:174-235) 
 
                                   10        20        30        40 
2MEPSP                     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     ...:. : :.   : . ....  .   :   
gi|107 GIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAVFNKEDDIGTYTIRAVD 
           150       160       170       180       190       200    
 
               50        60        70        80                     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ                     
         :.:.  :    ..  : .. .  . :. ::                             
gi|107 DPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESPIPINVIL 
           210       220       230       240       250       260    
 
gi|107 AINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
           270       280       290       300         
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 19.0 E():   26 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (28-52:60-84) 
 
                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
        60        70        80  
2MEPSP YVLDGVPRMRERPIGDLVVGLKQ  
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (27-62:238-273) 
 
                   10        20        30        40        50       
2MEPSP     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
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         60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQ 
       : .  :                   
gi|313 TAATGGYKV                
       270                      
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.0  bits: 20.1 E():   30 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (27-62:246-281) 
 
                   10        20        30        40        50       
2MEPSP     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
         60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQ 
       : .  :                   
gi|295 TAATGGYKV                
         280                    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (28-52:61-85) 
 
                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQ 
                               
gi|207 DSDGDGKIGVEEFQALVKA     
              100              
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:9-26) 
 
                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:9-26) 
 
                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:9-26) 
 
                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:9-26) 
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                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:9-26) 
 
                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|179 DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDG 
               10        20        30        40        50        60 
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:9-26) 
 
                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:9-26) 
 
                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:9-26) 
 
                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:9-26) 
 
                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:9-26) 
 
                  10        20        30        40        50        
2MEPSP    GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (27-62:238-273) 
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                   10        20        30        40        50       
2MEPSP     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
         60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQ 
       : .  :                   
gi|313 TAATGGYKV                
       270                      
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (27-62:238-273) 
 
                   10        20        30        40        50       
2MEPSP     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
         60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQ 
       : .  :                   
gi|313 TAATGGYKV                
       270                      
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (27-62:238-273) 
 
                   10        20        30        40        50       
2MEPSP     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
         60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQ 
       : .  :                   
gi|168 TAATGGYKV                
       270                      
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:18-35) 
 
                           10        20        30        40         
2MEPSP             GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ                             
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:22-39) 
 
                               10        20        30        40     
2MEPSP                 GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
           50        60        70        80                         
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2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ                         
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.0  bits: 19.9 E():   38 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (38-62:280-304) 
 
        10        20        30        40        50        60        
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
        70        80 
2MEPSP ERPIGDLVVGLKQ 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:26-43) 
 
                                   10        20        30        40 
2MEPSP                     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ                     
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:26-43) 
 
                                   10        20        30        40 
2MEPSP                     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ                     
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:26-43) 
 
                                   10        20        30        40 
2MEPSP                     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ                     
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:26-43) 
 
                                   10        20        30        40 
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2MEPSP                     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ                     
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:26-43) 
 
                                   10        20        30        40 
2MEPSP                     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ                     
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:26-43) 
 
                                   10        20        30        40 
2MEPSP                     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ                     
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.9  bits: 18.8 E():   44 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:55-72) 
 
                                        10        20        30      
2MEPSP                          GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
          40        50        60        70        80                
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ                
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (3-41:369-408) 
 
                                           10        20         30  
2MEPSP                             GLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              40        50        60        70        80            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ            
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       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (3-41:369-408) 
 
                                           10        20         30  
2MEPSP                             GLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              40        50        60        70        80            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ            
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (3-41:369-408) 
 
                                           10        20         30  
2MEPSP                             GLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              40        50        60        70        80            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ            
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (3-41:369-408) 
 
                                           10        20         30  
2MEPSP                             GLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              40        50        60        70        80            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ            
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (3-41:369-408) 
 
                                           10        20         30  
2MEPSP                             GLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              40        50        60        70        80            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ            
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (3-41:369-408) 
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                                           10        20         30  
2MEPSP                             GLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              40        50        60        70        80            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ            
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (3-41:369-408) 
 
                                           10        20         30  
2MEPSP                             GLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              40        50        60        70        80            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ            
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (3-41:369-408) 
 
                                           10        20         30  
2MEPSP                             GLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|117 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              40        50        60        70        80            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ            
       .: : .. ::                                                   
gi|117 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (3-41:369-408) 
 
                                           10        20         30  
2MEPSP                             GLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              40        50        60        70        80            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ            
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (3-41:369-408) 
 
                                           10        20         30  
2MEPSP                             GLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
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              40        50        60        70        80            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ            
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (3-41:369-408) 
 
                                           10        20         30  
2MEPSP                             GLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              40        50        60        70        80            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ            
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (3-41:369-408) 
 
                                           10        20         30  
2MEPSP                             GLSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
              40        50        60        70        80            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ            
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.3  bits: 15.6 E():   47 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (50-64:2-16) 
 
      20        30        40        50        60        70          
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . : : .:                
gi|320                              YTTEGGTKSEVEDVIPEGWK            
                                            10        20            
 
      80 
2MEPSP Q 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.3  bits: 18.9 E():   47 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (1-34:152-189) 
 
                                             10           20        
2MEPSP                               GLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
         30        40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
       : :. .::                                               
gi|476 KCERGKLFANCCK                                          
             190                                              
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.3  bits: 18.9 E():   47 
Smith-Waterman score: 48; 31.6% identity (60.5% similar) in 38 aa overlap (1-34:152-189) 
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                                             10           20        
2MEPSP                               GLSVEADKAAKRAVVV---GCGGKFPVEDA 
                                     :  :. :...   ...   .:  .:  ::: 
gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA 
             130       140       150       160       170       180  
 
         30        40        50        60        70        80 
2MEPSP K-EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
       : :. .::                                               
gi|313 KCERGKLFANCCK                                          
             190                                              
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (46-71:11-39) 
 
          20        30        40        50        60           70   
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
             80                                                     
2MEPSP DLVVGLKQ                                                     
                                                                    
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.3  bits: 17.5 E():   54 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (4-35:40-71) 
 
                                          10        20        30    
2MEPSP                            GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
            40        50        60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
       :.                                              
gi|154 FVDSLDKIAQVPRVG                                 
      70        80                                     
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.2  bits: 19.3 E():   54 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (27-62:267-298) 
 
                   10        20        30        40        50       
2MEPSP     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
         60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQ 
       : .  :                   
gi|663 TAAAGGYKA                
            300                 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (41-63:22-44) 
 
               20        30        40        50        60        70 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
               80                                                   
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2MEPSP IGDLVVGLKQ                                                   
                                                                    
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (41-63:22-44) 
 
               20        30        40        50        60        70 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
               80                                                   
2MEPSP IGDLVVGLKQ                                                   
                                                                    
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.0  bits: 18.9 E():   56 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (27-54:210-237) 
 
                   10        20        30        40        50       
2MEPSP     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
         60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQ 
                                
gi|226 V                        
     240                        
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.6  bits: 19.3 E():   59 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (7-62:267-318) 
 
                                       10        20        30       
2MEPSP                         GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
         40        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
        .: :    :.:: :: : :: .  :                   
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV    
        300           310       320       330       
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (5-53:75-123) 
 
                                         10        20        30     
2MEPSP                           GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
           40        50        60        70        80        
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ        
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 18.2 E():   59 
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Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (5-53:75-123) 
 
                                         10        20        30     
2MEPSP                           GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
           40        50        60        70        80        
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ        
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.5  bits: 19.3 E():   60 
Smith-Waterman score: 51; 32.2% identity (61.0% similar) in 59 aa overlap (2-60:168-218) 
 
                                            10        20        30  
2MEPSP                              GLSVEADKAAKRAVVVGCGGKFPVEDAKEEV 
                                     : :.: : : . : ::    .:.     :: 
gi|249 YEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA---IPAA----EV 
       140       150       160       170       180              190 
 
              40        50        60        70        80            
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ            
       :: . ..  :.:. ..:..:: .:  ...                                
gi|249 QL-IDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVK 
               200       210       220       230       240          
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.9  bits: 15.7 E():   64 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (3-15:5-17) 
 
                 10        20        30        40        50         
2MEPSP   GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
           .: :: .:: :::                                            
gi|323 INLKAVIADPVAKTAVVQAGATLGEVYYXI                               
               10        20        30                               
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 17.6 E():   64 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (29-56:54-81) 
 
                 10        20        30        40        50         
2MEPSP   GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
       60        70        80   
2MEPSP VLDGVPRMRERPIGDLVVGLKQ   
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (28-57:5-32) 
 
               10        20        30        40        50        60 
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
                                  :  : .::. :  .. .:... :: ::.::    
gi|300                        MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEE 
                                      10          20        30      
 
               70        80                                         
2MEPSP DGVPRMRERPIGDLVVGLKQ                                         
                                                                    
gi|300 QKLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVY 
          40        50        60        70        80        90      

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2076

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (28-57:5-32) 
 
               10        20        30        40        50        60 
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
                                  :  : .::. :  .. .:... :: ::.::    
gi|300                        MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEE 
                                      10          20        30      
 
               70        80                                         
2MEPSP DGVPRMRERPIGDLVVGLKQ                                         
                                                                    
gi|300 QKLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVY 
          40        50        60        70        80        90      
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (29-52:61-84) 
 
                 10        20        30        40        50         
2MEPSP   GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
       60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQ 
                              
gi|288 ADGDGMLGLDEFAVLVKQ     
              100             
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.2 E():   65 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (7-35:43-71) 
 
                                       10        20        30       
2MEPSP                         GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
         40        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
                                                    
gi|122 SLDKIAQVPRVG                                 
             80                                     
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.6  bits: 19.0 E():   67 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (33-60:7-33) 
 
             10        20        30        40        50        60   
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     :..:..:   : .: : . : :. :..:   
gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
             70        80                                           
2MEPSP VPRMRERPIGDLVVGLKQ                                           
                                                                    
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 45; 31.6% identity (47.4% similar) in 76 aa overlap (11-78:71-141) 
 
                                   10        20            30       
2MEPSP                     GLSVEADKAAKRAVVVGCGGKFPVEDAK----EEVQLFLG 
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                                     .:::   :  .::  : .    : .. .:: 
gi|282 LCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVPGDCCRQFPPVDYSWCRCEAISHMLG 
               50        60        70        80        90       100 
 
         40        50        60            70        80             
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPR----MRERPIGDLVVGLKQ             
         :: .: : :    .:   . :. :  :     :.:  : : : .               
gi|282 --GI-YRELGAP--DVGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARS 
                   110       120       130       140       150      
 
gi|282 GY 
          
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.9  bits: 18.7 E():   73 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (17-30:91-104) 
 
                             10        20        30        40       
2MEPSP               GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
         50        60        70        80                           
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ                           
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (28-79:5-62) 
 
               10        20        30        40        50        60 
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
                                  :  : :::  : .:  . . :. :. . :: .  
gi|119                        MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAA 
                                      10        20        30        
 
                     70        80                                   
2MEPSP DGV------PRMRERPIGDLVVGLKQ                                   
        :.      : .... . :. ::.:                                    
gi|119 AGAAAGKITPTQEQKLMEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNA 
        40        50        60        70        80        90        
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (37-56:67-86) 
 
         10        20        30        40        50        60       
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
         70        80  
2MEPSP RERPIGDLVVGLKQ  
                       
gi|833 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (37-56:67-86) 
 
         10        20        30        40        50        60       
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
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         70        80  
2MEPSP RERPIGDLVVGLKQ  
                       
gi|668 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.4 E():   83 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (33-72:1-39) 
 
             10        20        30         40        50        60  
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLD 
                                     .:::.: :::       .::. :.    :: 
gi|116                               VFLGSAHGIAKVPPGPNITATYGDEW--LD 
                                             10        20           
 
              70        80                                          
2MEPSP GVPRMRERPIGDLVVGLKQ                                          
       .      .: :                                                  
gi|116 AKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKP 
       30        40        50        60        70        80         
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.4 E():   87 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (17-30:91-104) 
 
                             10        20        30        40       
2MEPSP               GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
         50        60        70        80                           
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ                           
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.4  bits: 19.2 E():   87 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (33-79:346-393) 
 
             10        20        30        40        50         60  
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
              70        80                                          
2MEPSP GVPRMRERPIGDLVVGLKQ                                          
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.4  bits: 19.2 E():   87 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (33-79:346-393) 
 
             10        20        30        40        50         60  
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
              70        80                                          
2MEPSP GVPRMRERPIGDLVVGLKQ                                          
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (17-30:91-104) 
 
                             10        20        30        40       
2MEPSP               GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
         50        60        70        80                           
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ                           
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.0 E():   88 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (45-64:69-88) 
 
           20        30        40        50        60        70     
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
           80 
2MEPSP VVGLKQ 
              
gi|105 T      
              
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (27-62:238-273) 
 
                   10        20        30        40        50       
2MEPSP     GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
         60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQ 
       : .  :                   
gi|313 TAAAGGYKV                
       270                      
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (20-50:6-35) 
 
               10        20        30        40        50        60 
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
                          :.. . : .:. . :: . :...   ::: :           
gi|144               MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVD 
                             10         20        30        40      
 
               70        80                                         
2MEPSP DGVPRMRERPIGDLVVGLKQ                                         
                                                                    
gi|144 GDTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVV 
          50        60        70        80        90       100      
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.7  bits: 18.5 E():   96 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (36-62:276-298) 
 
          10        20        30        40        50        60      
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
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         250       260       270       280           290       300  
 
          70        80 
2MEPSP MRERPIGDLVVGLKQ 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (35-61:107-133) 
 
           10        20        30        40        50        60     
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
           70        80                                             
2MEPSP RMRERPIGDLVVGLKQ                                             
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.1 E():   97 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (17-30:68-81) 
 
                             10        20        30        40       
2MEPSP               GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
         50        60        70        80                           
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ                           
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.1 E():   97 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (17-30:68-81) 
 
                             10        20        30        40       
2MEPSP               GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
         50        60        70        80                           
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ                           
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.1 E():   98 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (17-30:69-82) 
 
                             10        20        30        40       
2MEPSP               GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
         50        60        70        80                           
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ                           
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.4 E():   98 
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Smith-Waterman score: 43; 38.9% identity (61.1% similar) in 18 aa overlap (1-18:84-101) 
 
                                             10        20        30 
2MEPSP                               GLSVEADKAAKRAVVVGCGGKFPVEDAKEE 
                                     :...  :::.   :  ::             
gi|250 DCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTEVMDRAVASL 
            60        70        80        90       100       110    
 
               40        50        60        70        80 
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
                                                          
gi|250 PAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR                  
           120       130       140                        
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.4  bits: 17.8 E():   99 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (40-64:121-145) 
 
      10        20        30        40        50        60          
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
      70        80                               
2MEPSP PIGDLVVGLKQ                               
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea mays  (411 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 66.3  bits: 18.9 E(): 1e 
Smith-Waterman score: 47; 22.4% identity (58.6% similar) in 58 aa overlap (5-62:56-105) 
 
                                         10        20        30     
2MEPSP                           GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     .. ::...: . .:::      .:. . .  
gi|898 EESKGIDAKASGPGGFFDITKLGASGNGKTDSTKAVQEAWASACGG-----TGKQTILIP 
          30        40        50        60        70             80 
 
           40        50        60        70        80               
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ               
        :.  ... ..:.      :..:  .::                                 
gi|898 KGDFLVGQLNFTGPCK---GDVTIQVDGNLLATTDLSQYKEHGNWIEILRVDNLVITGKG 
               90          100       110       120       130        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:30 2011 done: Tue Apr 19 10:57:30 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 65  - 144 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
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  28     0     0: 
  30     2     2:* 
  32     8     8:==* 
  34    17    22:====== * 
  36    42    44:==============* 
  38    62    73:=====================   * 
  40    89   102:==============================   * 
  42   134   125:=========================================*=== 
  44   150   138:=============================================*==== 
  46   170   140:==============================================*========== 
  48   136   134:============================================*= 
  50   121   122:========================================* 
  52    77   108:==========================         * 
  54   120    92:==============================*========= 
  56   107    77:=========================*========== 
  58    29    63:==========          * 
  60    21    51:=======         * 
  62    27    41:=========    * 
  64    12    33:====      * 
  66    31    26:========*== 
  68    11    20:====  * 
  70    15    16:=====* 
  72    18    12:===*== 
  74    22    10:===*==== 
  76    11     8:==*= 
  78    28     6:=*======== 
  80     7     5:=*= 
  82     7     3:*== 
  84     2     3:* 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     3     1:*         :*== 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.91610.00309; mu= 12.4563 0.161 
 mean_var=44.091313.305, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.193151 
 Kolmogorov-Smirnov  statistic: 0.0366 (N=29) at  70 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 22.9     1.7 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   62 22.6       2 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   61 22.3     2.5 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   68 25.0     3.1 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   65 24.0     3.5 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   59 21.8     3.6 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 21.8     3.6 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   58 21.5     4.4 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   58 21.5     4.4 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 21.5     4.4 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   61 22.8     6.3 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 20.9     6.5 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.1     7.6 
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gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.2     8.6 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.4     9.4 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.3      13 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   52 19.8      14 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 19.8      14 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 19.8      14 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.3      14 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.3      14 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 20.2      15 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 19.5      17 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 19.5      17 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   55 21.0      17 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 20.7      19 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 19.6      19 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 19.6      19 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 19.6      19 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 19.6      19 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 19.6      19 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 19.6      19 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 19.6      19 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.6      20 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.3      20 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.3      20 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 19.6      21 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 19.6      21 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 19.6      21 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 19.6      21 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.4      23 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.4      23 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.4      24 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.4      24 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.4      24 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.4      24 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.4      24 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.7      24 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.5      24 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   49 19.0      25 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   49 19.0      25 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   53 20.5      25 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.0      26 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.1      28 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.2      29 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 18.7      30 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 19.9      34 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 19.9      34 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 19.9      34 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 18.8      34 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 18.8      34 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 18.8      34 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 18.8      34 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 18.8      36 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 18.8      37 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 19.9      37 
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gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 18.8      37 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 18.8      37 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 18.8      37 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 18.8      37 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 18.8      37 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 18.8      37 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 18.9      43 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   46 18.2      44 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   46 18.2      44 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.4      45 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.4      45 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.4      45 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.4      45 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.4      45 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.4      45 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.4      45 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.4      45 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.4      45 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.4      45 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.4      45 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.4      45 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.6      47 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.6      48 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.3      53 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 17.5      53 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.0      54 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.3      54 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.3      54 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.4      57 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.3      58 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.3      58 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.4      58 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.0      63 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.0      63 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.6      63 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 15.7      64 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.6      64 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.2      64 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   50 19.8      64 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.1      65 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   45 18.0      70 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 18.7      71 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.8      78 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.3      79 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.3      79 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.4      81 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.2      84 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.5      85 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.2      85 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.5      85 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.0      87 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.5      88 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.4      89 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.5      93 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 18.9      94 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.1      95 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.1      95 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.2      96 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 17.8      97 
gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea  ( 411)   47 18.9      97 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   44 17.8      98 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   44 17.8      98 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.2      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 98.5  bits: 22.9 E():  1.7 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (27-51:61-85) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
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gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
         60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQL 
                                
gi|145 DEDGDGMIGVDEFVTLVKA      
              100               
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 96.9  bits: 22.6 E():    2 
Smith-Waterman score: 62; 35.6% identity (53.4% similar) in 73 aa overlap (2-74:39-106) 
 
                                            10        20        30  
2MEPSP                              LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     :.:  :::   .    .: :  ::   :.. 
gi|208 AEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIEED---ELK 
       10        20        30        40        50         60        
 
              40        50        60        70        80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
       ::: : . . :.::   ::   .:  : ::  ..  . . :::       
gi|208 LFLQNFSASARALTDKETANFLKAGDV-DGDGKIGIEEFTDLVRSK    
           70        80        90        100             
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  61  Z-score: 95.4  bits: 22.3 E():  2.5 
Smith-Waterman score: 61; 31.9% identity (59.6% similar) in 47 aa overlap (5-51:41-85) 
 
                                         10        20        30     
2MEPSP                           LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::.. :  ...    .  .:.  ::..::: 
gi|288 EITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIEE--EELKLFL 
               20        30        40        50        60           
 
           40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
        :   . :.:. : : :                              
gi|288 QNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG      
       70        80        90       100               
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  68  Z-score: 93.7  bits: 25.0 E():  3.1 
Smith-Waterman score: 68; 25.0% identity (63.9% similar) in 72 aa overlap (2-73:563-633) 
 
                                            10        20        30  
2MEPSP                              LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
              40        50        60        70        80            
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL            
         : . ..:.:...: ..:   .   .::.. : :..  .::                   
gi|425 QTLDQYALAQRKISA-LSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLT 
            600        610       620       630       640       650  
 
gi|425 AIKNKLETELSTAQADLDEVTKELHAADERANRALADAARAVQELHEEQEHSMKIDALRK 
             660       670       680       690       700       710  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  65  Z-score: 92.8  bits: 24.0 E():  3.5 
Smith-Waterman score: 65; 25.0% identity (62.5% similar) in 72 aa overlap (2-73:163-233) 
 
                                            10        20        30  
2MEPSP                              LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
              40        50        60        70        80            
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2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL            
         : . ..:.:...: ..:   .   .::.. : :..   ::                   
gi|845 QTLDQYALAQRKISA-LSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLT 
            200        210       220       230       240       250  
 
gi|845 TIKNKLETELSTVRADLDETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRR 
             260       270       280       290       300       310  
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  59  Z-score: 92.4  bits: 21.8 E():  3.6 
Smith-Waterman score: 59; 37.7% identity (56.6% similar) in 53 aa overlap (1-51:36-85) 
 
                                             10        20           
2MEPSP                               LSVEADKAAKRAVVVGCGGK--FPVEDAKE 
                                     ::...    :.: .:    :  :  ::    
gi|179 ILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIEED--- 
          10        20        30        40        50        60      
 
       30        40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
       :..::: : . . :.:: : : :                              
gi|179 ELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA      
             70        80        90       100               
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 92.4  bits: 21.8 E():  3.6 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (27-51:61-85) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
         60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQL 
                                
gi|145 DSDGDGKIGVDEFAAMVKA      
              100               
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 91.0  bits: 21.5 E():  4.4 
Smith-Waterman score: 58; 44.0% identity (72.0% similar) in 25 aa overlap (27-51:60-84) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKAFLADG 
      30        40        50        60        70        80          
 
         60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQL 
                                
gi|288 DKDGDGMIGVDEFAAMIKG      
      90       100              
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 91.0  bits: 21.5 E():  4.4 
Smith-Waterman score: 58; 44.0% identity (72.0% similar) in 25 aa overlap (27-51:60-84) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKAFLADG 
      30        40        50        60        70        80          
 
         60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQL 
                                
gi|182 DKDGDGMIGVDEFAAMIKG      
      90       100              
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>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 90.9  bits: 21.5 E():  4.4 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (27-51:61-85) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
         60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQL 
                                
gi|222 DSDGDGKIGAEEFAALVTA      
              100               
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  61  Z-score: 88.1  bits: 22.8 E():  6.3 
Smith-Waterman score: 61; 20.9% identity (65.7% similar) in 67 aa overlap (2-66:315-375) 
 
                                            10        20        30  
2MEPSP                              LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK---- 
          290       300       310       320       330       340     
 
              40        50        60          70        80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG--VPRMRERPIGDLVVGLKQL 
         .:. ....:.  . .:.. .:.  ...:  :: ..               
gi|495 --IGEINLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA             
                350       360       370                    
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.9  bits: 20.9 E():  6.5 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (27-51:61-85) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
         60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQL 
                                
gi|294 DSDGDGKIGIDEFAAMIKG      
              100               
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.7  bits: 22.1 E():  7.6 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (26-61:252-287) 
 
                    10        20        30        40        50      
2MEPSP      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
          60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQL 
       : .  :                    
gi|144 TAAAGGYKV                 
             290                 
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.7  bits: 22.2 E():  8.6 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (4-53:17-66) 
 
                            10        20        30        40        
2MEPSP              LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
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                       :..:.:     .:  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL                            
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.0  bits: 20.4 E():  9.4 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (27-49:59-81) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
         60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQL 
                                
gi|288 DADGDGMLGLDEFAVLVKQ      
       90       100             
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.2  bits: 21.3 E():   13 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (26-61:248-283) 
 
                    10        20        30        40        50      
2MEPSP      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
          60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQL 
       : .  :                    
gi|239 TAATGGYKV                 
       280                       
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 82.0  bits: 19.8 E():   14 
Smith-Waterman score: 52; 29.8% identity (55.3% similar) in 47 aa overlap (5-51:39-83) 
 
                                         10        20        30     
2MEPSP                           LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::   :  ...    .  .:.  .:..::: 
gi|777 DADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEE--DELKLFL 
       10        20        30        40        50          60       
 
           40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
        :   . :.:. : : :                              
gi|777 QNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH      
         70        80        90       100             
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.9  bits: 19.8 E():   14 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (28-51:62-85) 
 
                  10        20        30        40        50        
2MEPSP    LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQL 
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gi|209 ADGDGMIGIDEFAVLVKQ      
             100               
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.9  bits: 19.8 E():   14 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (28-51:62-85) 
 
                  10        20        30        40        50        
2MEPSP    LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQL 
                               
gi|249 ADGDGMIGIDEFAVLVKQ      
             100               
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.7  bits: 21.3 E():   14 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (26-61:274-309) 
 
                    10        20        30        40        50      
2MEPSP      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
          60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQL 
       : .  :                    
gi|398 TAATGGYKV                 
           310                   
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.7  bits: 21.3 E():   14 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (26-61:274-309) 
 
                    10        20        30        40        50      
2MEPSP      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
          60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQL 
       : .  :                    
gi|330 TAATGGYKV                 
           310                   
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 81.4  bits: 20.2 E():   15 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (35-78:87-141) 
 
           10        20        30        40        50               
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
            60        70        80          
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQL          
           .. ::: . . :: . ..: .            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.4  bits: 19.5 E():   17 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (27-51:61-85) 
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                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
         60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQL 
                                
gi|207 DSDGDGKIGVEEFQALVKA      
              100               
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.4  bits: 19.5 E():   17 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (28-51:62-85) 
 
                  10        20        30        40        50        
2MEPSP    LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQL 
                               
gi|288 ADGDGMIGIDEFAVWVKQ      
             100               
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 80.3  bits: 21.0 E():   17 
Smith-Waterman score: 55; 34.1% identity (61.0% similar) in 41 aa overlap (32-72:8-42) 
 
              10        20        30        40        50        60  
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVL-- 
                                      10        20         30       
 
              70        80                                          
2MEPSP VPRMRERPIGDLVVGLKQL                                          
          .::  ..:                                                  
gi|324 ---VREASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLAD 
              40        50        60        70        80        90  
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.7  bits: 20.7 E():   19 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (26-61:227-262) 
 
                    10        20        30        40        50      
2MEPSP      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
          60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQL 
       : .  :                    
gi|180 TAAAGGYKV                 
        260                      
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:9-26) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|256 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:9-26) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:9-26) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|760 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:9-26) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|214 SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:9-26) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|157 SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:9-26) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:10-27) 
 
                    10        20        30        40        50      
2MEPSP      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|110 RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKASID 
               10        20        30        40        50        60 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:15-32) 
 
                         10        20        30        40        50 
2MEPSP           LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQL                               
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gi|394 KATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLGDN 
               70        80        90       100       110       120 
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.9  bits: 19.3 E():   20 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (27-49:61-83) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
         60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQL 
                                
gi|148 DSDGDGKIGVDEFGAMIKA      
              100               
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.9  bits: 19.3 E():   20 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (27-49:61-83) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
         60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQL 
                                
gi|145 DSDGDGKIGVDEFGAMIKA      
              100               
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:25-42) 
 
                                   10        20        30        40 
2MEPSP                     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL                     
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:25-42) 
 
                                   10        20        30        40 
2MEPSP                     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL                     
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:26-43) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2093

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
                                    10        20        30          
2MEPSP                      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL                    
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:26-43) 
 
                                    10        20        30          
2MEPSP                      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL                    
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.8  bits: 20.4 E():   23 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (35-61:251-277) 
 
           10        20        30        40        50        60     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
           70        80 
2MEPSP MRERPIGDLVVGLKQL 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.8  bits: 20.4 E():   23 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (35-61:252-278) 
 
           10        20        30        40        50        60     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
           70        80 
2MEPSP MRERPIGDLVVGLKQL 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (35-61:255-281) 
 
           10        20        30        40        50        60     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
           70        80 
2MEPSP MRERPIGDLVVGLKQL 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (37-61:260-284) 
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         10        20        30        40        50        60       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         70        80 
2MEPSP ERPIGDLVVGLKQL 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (37-61:260-284) 
 
         10        20        30        40        50        60       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         70        80 
2MEPSP ERPIGDLVVGLKQL 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (37-61:260-284) 
 
         10        20        30        40        50        60       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         70        80 
2MEPSP ERPIGDLVVGLKQL 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (37-61:260-284) 
 
         10        20        30        40        50        60       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         70        80 
2MEPSP ERPIGDLVVGLKQL 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (37-61:260-284) 
 
         10        20        30        40        50        60       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         70        80 
2MEPSP ERPIGDLVVGLKQL 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (37-61:260-284) 
 
         10        20        30        40        50        60       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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         70        80 
2MEPSP ERPIGDLVVGLKQL 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (37-61:260-284) 
 
         10        20        30        40        50        60       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         70        80 
2MEPSP ERPIGDLVVGLKQL 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (37-61:260-284) 
 
         10        20        30        40        50        60       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         70        80 
2MEPSP ERPIGDLVVGLKQL 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 53; 30.5% identity (53.7% similar) in 82 aa overlap (1-79:142-222) 
 
                                             10        20           
2MEPSP                               LSVEADKAAKRAVVVGCGGKFPV---EDAK 
                                     : :.: : : . : :  .:.. :    ::  
gi|217 YKTAEGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAA 
             120       130       140       150       160       170  
 
        30        40        50        60        70        80        
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL        
        .:    .::. : ...:.   :: ..:  .  :      . :: : ...::         
gi|217 FKVAATAANAAPANHKFTV-FEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVAT 
             180       190        200       210       220       230 
 
gi|217 APEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV 
              240       250       260       270       280        
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (37-61:260-284) 
 
         10        20        30        40        50        60       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         70        80 
2MEPSP ERPIGDLVVGLKQL 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (37-61:260-284) 
 
         10        20        30        40        50        60       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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         70        80 
2MEPSP ERPIGDLVVGLKQL 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (37-61:260-284) 
 
         10        20        30        40        50        60       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         70        80 
2MEPSP ERPIGDLVVGLKQL 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (37-61:260-284) 
 
         10        20        30        40        50        60       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         70        80 
2MEPSP ERPIGDLVVGLKQL 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (37-61:260-284) 
 
         10        20        30        40        50        60       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         70        80 
2MEPSP ERPIGDLVVGLKQL 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (35-61:258-284) 
 
           10        20        30        40        50        60     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
           70        80 
2MEPSP MRERPIGDLVVGLKQL 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (35-61:261-287) 
 
           10        20        30        40        50        60     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
           70        80 
2MEPSP MRERPIGDLVVGLKQL 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.6  bits: 19.7 E():   24 
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Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (41-56:142-161) 
 
               20        30        40            50        60       
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
         70        80 
2MEPSP ERPIGDLVVGLKQL 
                      
gi|249 GYKV           
                      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.5  bits: 20.5 E():   24 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (35-61:266-292) 
 
           10        20        30        40        50        60     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
           70        80 
2MEPSP MRERPIGDLVVGLKQL 
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.4  bits: 19.0 E():   25 
Smith-Waterman score: 49; 32.8% identity (50.8% similar) in 61 aa overlap (5-61:41-96) 
 
                                         10        20        30     
2MEPSP                           LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::.  :  ...    .  .:.  ::..::: 
gi|193 DITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE--EELKLFL 
               20        30        40        50        60           
 
           40        50            60        70        80 
2MEPSP GNAGIAMRSLTAAVTA----AGGNATYVLDGVPRMRERPIGDLVVGLKQL 
        :     :.:: . :     :: :   : ::                    
gi|193 QNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH       
       70        80        90          100                
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.4  bits: 19.0 E():   25 
Smith-Waterman score: 49; 29.5% identity (56.8% similar) in 44 aa overlap (2-45:38-79) 
 
                                            10        20        30  
2MEPSP                              LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     :  :: . :  ...    .  .:.  .:.. 
gi|179 NDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEE--DELK 
        10        20        30        40        50        60        
 
              40        50        60        70        80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
       ::: :   . :.::                                    
gi|179 LFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA      
          70        80        90       100               
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.3  bits: 20.5 E():   25 
Smith-Waterman score: 53; 19.4% identity (51.6% similar) in 62 aa overlap (10-71:174-235) 
 
                                    10        20        30          
2MEPSP                      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     ...:. : :.   : . ....  .   :   
gi|107 GIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAVFNKEDDIGTYTIRAVD 
           150       160       170       180       190       200    
 
      40        50        60        70        80                    
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL                    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2098

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

         :.:.  :    ..  : .. .  . :. ::                             
gi|107 DPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESPIPINVIL 
           210       220       230       240       250       260    
 
gi|107 AINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
           270       280       290       300         
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.2  bits: 19.0 E():   26 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (27-51:60-84) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
         60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQL 
                                
gi|131 DSDGDGKIGVDEFGALVDKWGAKG 
      90       100       110    
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.4  bits: 20.1 E():   28 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (26-61:238-273) 
 
                    10        20        30        40        50      
2MEPSP      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
          60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQL 
       : .  :                    
gi|313 TAATGGYKV                 
       270                       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.2  bits: 20.2 E():   29 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (26-61:246-281) 
 
                    10        20        30        40        50      
2MEPSP      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
          60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQL 
       : .  :                    
gi|295 TAATGGYKV                 
         280                     
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.9  bits: 18.7 E():   30 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (27-51:61-85) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
         60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQL 
                                
gi|207 DSDGDGKIGVEEFQALVKA      
              100               
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>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.9  bits: 19.9 E():   34 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (26-61:238-273) 
 
                    10        20        30        40        50      
2MEPSP      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
          60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQL 
       : .  :                    
gi|313 TAATGGYKV                 
       270                       
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.9  bits: 19.9 E():   34 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (26-61:238-273) 
 
                    10        20        30        40        50      
2MEPSP      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
          60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQL 
       : .  :                    
gi|168 TAATGGYKV                 
       270                       
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.9  bits: 19.9 E():   34 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (26-61:238-273) 
 
                    10        20        30        40        50      
2MEPSP      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
          60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQL 
       : .  :                    
gi|313 TAATGGYKV                 
       270                       
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:9-26) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:9-26) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:9-26) 
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                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:9-26) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:9-26) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|179 DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDG 
               10        20        30        40        50        60 
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:9-26) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:9-26) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:9-26) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:9-26) 
 
                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:9-26) 
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                   10        20        30        40        50       
2MEPSP     LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 18.8 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:18-35) 
 
                            10        20        30        40        
2MEPSP              LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL                            
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:22-39) 
 
                                10        20        30        40    
2MEPSP                  LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL                        
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.3  bits: 19.9 E():   37 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (37-61:280-304) 
 
         10        20        30        40        50        60       
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
         70        80 
2MEPSP ERPIGDLVVGLKQL 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:26-43) 
 
                                    10        20        30          
2MEPSP                      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL                    
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:26-43) 
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                                    10        20        30          
2MEPSP                      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL                    
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:26-43) 
 
                                    10        20        30          
2MEPSP                      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL                    
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:26-43) 
 
                                    10        20        30          
2MEPSP                      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL                    
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:26-43) 
 
                                    10        20        30          
2MEPSP                      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL                    
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:26-43) 
 
                                    10        20        30          
2MEPSP                      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
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2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL                    
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.1  bits: 18.9 E():   43 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:55-72) 
 
                                         10        20        30     
2MEPSP                           LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
           40        50        60        70        80               
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL               
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 72.8  bits: 18.2 E():   44 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (5-51:41-85) 
 
                                         10        20        30     
2MEPSP                           LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::   :   :.    .  .:.  .:..::: 
gi|145 DCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEE--DELKLFL 
               20        30        40        50        60           
 
           40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
            . :.:: : : :                              
gi|145 QVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA      
       70        80        90       100               
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 72.8  bits: 18.2 E():   44 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (5-51:41-85) 
 
                                         10        20        30     
2MEPSP                           LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::   :   :.    .  .:.  .:..::: 
gi|148 DCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEE--DELKLFL 
               20        30        40        50        60           
 
           40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
            . :.:: : : :                              
gi|148 QVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA      
       70        80        90       100               
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.7  bits: 20.4 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (2-40:369-408) 
 
                                            10        20         30 
2MEPSP                              LSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               40        50        60        70        80           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL           
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.7  bits: 20.4 E():   45 
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Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (2-40:369-408) 
 
                                            10        20         30 
2MEPSP                              LSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               40        50        60        70        80           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL           
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.7  bits: 20.4 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (2-40:369-408) 
 
                                            10        20         30 
2MEPSP                              LSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               40        50        60        70        80           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL           
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.7  bits: 20.4 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (2-40:369-408) 
 
                                            10        20         30 
2MEPSP                              LSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               40        50        60        70        80           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL           
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.7  bits: 20.4 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (2-40:369-408) 
 
                                            10        20         30 
2MEPSP                              LSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               40        50        60        70        80           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL           
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.7  bits: 20.4 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (2-40:369-408) 
 
                                            10        20         30 
2MEPSP                              LSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
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               40        50        60        70        80           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL           
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.7  bits: 20.4 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (2-40:369-408) 
 
                                            10        20         30 
2MEPSP                              LSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               40        50        60        70        80           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL           
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.7  bits: 20.4 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (2-40:369-408) 
 
                                            10        20         30 
2MEPSP                              LSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               40        50        60        70        80           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL           
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.7  bits: 20.4 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (2-40:369-408) 
 
                                            10        20         30 
2MEPSP                              LSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|117 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               40        50        60        70        80           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL           
       .: : .. ::                                                   
gi|117 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.7  bits: 20.4 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (2-40:369-408) 
 
                                            10        20         30 
2MEPSP                              LSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               40        50        60        70        80           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL           
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
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>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.7  bits: 20.4 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (2-40:369-408) 
 
                                            10        20         30 
2MEPSP                              LSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               40        50        60        70        80           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL           
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.7  bits: 20.4 E():   45 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (2-40:369-408) 
 
                                            10        20         30 
2MEPSP                              LSVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
               40        50        60        70        80           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL           
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.3  bits: 15.6 E():   47 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (49-63:2-16) 
 
       20        30        40        50        60        70         
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . : : .:                
gi|320                              YTTEGGTKSEVEDVIPEGWK            
                                            10        20            
 
       80 
2MEPSP QL 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (45-70:11-39) 
 
           20        30        40        50        60           70  
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
              80                                                    
2MEPSP DLVVGLKQL                                                    
                                                                    
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.4  bits: 19.3 E():   53 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (26-61:267-298) 
 
                    10        20        30        40        50      
2MEPSP      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
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          60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQL 
       : .  :                    
gi|663 TAAAGGYKA                 
            300                  
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.4  bits: 17.5 E():   53 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (3-34:40-71) 
 
                                           10        20        30   
2MEPSP                             LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
             40        50        60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
       :.                                               
gi|154 FVDSLDKIAQVPRVG                                  
      70        80                                      
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.2  bits: 19.0 E():   54 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (26-53:210-237) 
 
                    10        20        30        40        50      
2MEPSP      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
          60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQL 
                                 
gi|226 V                         
     240                         
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (40-62:22-44) 
 
      10        20        30        40        50        60          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
      70        80                                                  
2MEPSP IGDLVVGLKQL                                                  
                                                                    
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (40-62:22-44) 
 
      10        20        30        40        50        60          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
      70        80                                                  
2MEPSP IGDLVVGLKQL                                                  
                                                                    
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
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 initn:  43 init1:  43 opt:  49  Z-score: 70.8  bits: 19.4 E():   57 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (6-61:267-318) 
 
                                        10        20        30      
2MEPSP                          LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
          40        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
        .: :    :.:: :: : :: .  :                    
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV     
        300           310       320       330        
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (4-52:75-123) 
 
                                          10        20        30    
2MEPSP                            LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
            40        50        60        70        80       
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL       
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (4-52:75-123) 
 
                                          10        20        30    
2MEPSP                            LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
            40        50        60        70        80       
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL       
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.7  bits: 19.4 E():   58 
Smith-Waterman score: 51; 32.2% identity (61.0% similar) in 59 aa overlap (1-59:168-218) 
 
                                             10        20        30 
2MEPSP                               LSVEADKAAKRAVVVGCGGKFPVEDAKEEV 
                                     : :.: : : . : ::    .:.     :: 
gi|249 YEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA---IPAA----EV 
       140       150       160       170       180              190 
 
               40        50        60        70        80           
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL           
       :: . ..  :.:. ..:..:: .:  ...                                
gi|249 QL-IDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVK 
               200       210       220       230       240          
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (27-56:5-32) 
 
               10        20        30        40        50        60 
2MEPSP LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                                 :  : .::. :  .. .:... :: ::.::     
gi|300                       MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQ 
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                                     10          20        30       
 
               70        80                                         
2MEPSP GVPRMRERPIGDLVVGLKQL                                         
                                                                    
gi|300 KLIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYN 
         40        50        60        70        80        90       
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (27-56:5-32) 
 
               10        20        30        40        50        60 
2MEPSP LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                                 :  : .::. :  .. .:... :: ::.::     
gi|300                       MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQ 
                                     10          20        30       
 
               70        80                                         
2MEPSP GVPRMRERPIGDLVVGLKQL                                         
                                                                    
gi|300 KLIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYN 
         40        50        60        70        80        90       
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.6 E():   63 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (28-55:54-81) 
 
                  10        20        30        40        50        
2MEPSP    LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
        60        70        80  
2MEPSP VLDGVPRMRERPIGDLVVGLKQL  
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.9  bits: 15.7 E():   64 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (2-14:5-17) 
 
                  10        20        30        40        50        
2MEPSP    LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
           .: :: .:: :::                                            
gi|323 INLKAVIADPVAKTAVVQAGATLGEVYYXI                               
               10        20        30                               
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (28-51:61-84) 
 
                  10        20        30        40        50        
2MEPSP    LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQL 
                               
gi|288 ADGDGMLGLDEFAVLVKQ      
              100              
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 17.2 E():   64 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (6-34:43-71) 
 
                                        10        20        30      

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2110

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP                          LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
          40        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
                                                     
gi|122 SLDKIAQVPRVG                                  
             80                                      
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 69.8  bits: 19.8 E():   64 
Smith-Waterman score: 50; 27.4% identity (50.0% similar) in 62 aa overlap (2-63:403-459) 
 
                                            10        20        30  
2MEPSP                              LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ::  ::. .  ..:   :   :  : .:   
gi|298 IGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFAVVLKAGRE-- 
            380       390       400       410       420       430   
 
              40        50        60        70        80            
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL            
          :   . ...   :.:.  :. : :: ..:                             
gi|298 ---GLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQEVEVF 
                 440       450       460       470       480        
 
gi|298 RPFQSRDEKERERFSIV 
       490       500     
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.8  bits: 19.1 E():   65 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (32-59:7-33) 
 
              10        20        30        40        50        60  
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     :..:..:   : .: : . : :. :..:   
gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
              70        80                                          
2MEPSP VPRMRERPIGDLVVGLKQL                                          
                                                                    
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 45; 31.6% identity (47.4% similar) in 76 aa overlap (10-77:71-141) 
 
                                    10        20            30      
2MEPSP                      LSVEADKAAKRAVVVGCGGKFPVEDAK----EEVQLFLG 
                                     .:::   :  .::  : .    : .. .:: 
gi|282 LCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVPGDCCRQFPPVDYSWCRCEAISHMLG 
               50        60        70        80        90       100 
 
          40        50        60            70        80            
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPR----MRERPIGDLVVGLKQL            
         :: .: : :    .:   . :. :  :     :.:  : : : .               
gi|282 --GI-YRELGAP--DVGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARS 
                   110       120       130       140       150      
 
gi|282 GY 
          
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.1  bits: 18.7 E():   71 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (16-29:91-104) 
 
                              10        20        30        40      
2MEPSP                LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
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                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
          50        60        70        80                          
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL                          
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.8 E():   78 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (27-78:5-62) 
 
               10        20        30        40        50        60 
2MEPSP LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                                 :  : :::  : .:  . . :. :. . :: .   
gi|119                       MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAA 
                                     10        20        30         
 
                     70        80                                   
2MEPSP GV------PRMRERPIGDLVVGLKQL                                   
       :.      : .... . :. ::.:                                     
gi|119 GAAAGKITPTQEQKLMEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAA 
       40        50        60        70        80        90         
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (36-55:67-86) 
 
          10        20        30        40        50        60      
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
          70        80 
2MEPSP RERPIGDLVVGLKQL 
                       
gi|833 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (36-55:67-86) 
 
          10        20        30        40        50        60      
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
          70        80 
2MEPSP RERPIGDLVVGLKQL 
                       
gi|668 EKEESDEDMGFGLFD 
        100       110  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 18.4 E():   81 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (32-71:1-39) 
 
              10        20        30         40        50        60 
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLD 
                                     .:::.: :::       .::. :.    :: 
gi|116                               VFLGSAHGIAKVPPGPNITATYGDEW--LD 
                                             10        20           
 
               70        80                                         
2MEPSP GVPRMRERPIGDLVVGLKQL                                         
       .      .: :                                                  

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2112

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|116 AKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKP 
       30        40        50        60        70        80         
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.7  bits: 19.2 E():   84 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (32-78:346-393) 
 
              10        20        30        40        50         60 
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
               70        80                                         
2MEPSP GVPRMRERPIGDLVVGLKQL                                         
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.5 E():   85 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (16-29:91-104) 
 
                              10        20        30        40      
2MEPSP                LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
          50        60        70        80                          
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL                          
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (32-78:346-393) 
 
              10        20        30        40        50         60 
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
               70        80                                         
2MEPSP GVPRMRERPIGDLVVGLKQL                                         
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (16-29:91-104) 
 
                              10        20        30        40      
2MEPSP                LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
          50        60        70        80                          
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL                          
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.0 E():   87 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (44-63:69-88) 
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            20        30        40        50        60        70    
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
            80 
2MEPSP VVGLKQL 
               
gi|105 T       
               
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.5 E():   88 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (26-61:238-273) 
 
                    10        20        30        40        50      
2MEPSP      LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
          60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQL 
       : .  :                    
gi|313 TAAAGGYKV                 
       270                       
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (19-49:6-35) 
 
               10        20        30        40        50        60 
2MEPSP LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                         :.. . : .:. . :: . :...   ::: :            
gi|144              MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDG 
                            10         20        30        40       
 
               70        80                                         
2MEPSP GVPRMRERPIGDLVVGLKQL                                         
                                                                    
gi|144 DTYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVR 
         50        60        70        80        90       100       
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.9  bits: 18.5 E():   93 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (35-61:276-298) 
 
           10        20        30        40        50        60     
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
           70        80 
2MEPSP MRERPIGDLVVGLKQL 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (34-60:107-133) 
 
            10        20        30        40        50        60    
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
            70        80                                            
2MEPSP RMRERPIGDLVVGLKQL                                            
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
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        140       150       160       170       180       190       
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 18.1 E():   95 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (16-29:68-81) 
 
                              10        20        30        40      
2MEPSP                LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
          50        60        70        80                          
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL                          
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 18.1 E():   95 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (16-29:68-81) 
 
                              10        20        30        40      
2MEPSP                LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
          50        60        70        80                          
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL                          
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 18.2 E():   96 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (16-29:69-82) 
 
                              10        20        30        40      
2MEPSP                LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
          50        60        70        80                          
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL                          
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.5  bits: 17.8 E():   97 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (39-63:121-145) 
 
       10        20        30        40        50        60         
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
       70        80                              
2MEPSP PIGDLVVGLKQL                              
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea mays  (411 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 66.5  bits: 18.9 E():   97 
Smith-Waterman score: 47; 22.4% identity (58.6% similar) in 58 aa overlap (4-61:56-105) 
 
                                          10        20        30    
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2MEPSP                            LSVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     .. ::...: . .:::      .:. . .  
gi|898 EESKGIDAKASGPGGFFDITKLGASGNGKTDSTKAVQEAWASACGG-----TGKQTILIP 
          30        40        50        60        70             80 
 
            40        50        60        70        80              
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL              
        :.  ... ..:.      :..:  .::                                 
gi|898 KGDFLVGQLNFTGPCK---GDVTIQVDGNLLATTDLSQYKEHGNWIEILRVDNLVITGKG 
               90          100       110       120       130        
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 66.4  bits: 17.8 E():   98 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (17-33:172-189) 
 
                             10        20         30        40      
2MEPSP               LSVEADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|476 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
          50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 66.4  bits: 17.8 E():   98 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (17-33:172-189) 
 
                             10        20         30        40      
2MEPSP               LSVEADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|313 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
          50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (32-71:5-43) 
 
              10        20        30         40        50        60 
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLD 
                                     .:::.: :::       .::  :.    :: 
gi|168                           ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LD 
                                         10        20        30     
 
               70        80                                         
2MEPSP GVPRMRERPIGDLVVGLKQL                                         
       .      .: :                                                  
gi|168 AKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKP 
             40        50        60        70        80        90   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:30 2011 done: Tue Apr 19 10:57:30 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 66  - 145 - 80 aa 
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Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32    15     8:==*== 
  34    11    22:====   * 
  36    57    44:==============*==== 
  38    60    73:====================    * 
  40   104   102:=================================*= 
  42   141   125:=========================================*===== 
  44   147   138:=============================================*=== 
  46   146   140:==============================================*== 
  48   132   134:============================================* 
  50   103   122:===================================     * 
  52    77   108:==========================         * 
  54    74    92:=========================     * 
  56   135    77:=========================*=================== 
  58    45    63:===============     * 
  60    24    51:========        * 
  62    23    41:========     * 
  64    20    33:=======   * 
  66    24    26:========* 
  68    20    20:======* 
  70    10    16:==== * 
  72    11    12:===* 
  74    19    10:===*=== 
  76    20     8:==*==== 
  78    15     6:=*=== 
  80    27     5:=*======= 
  82     4     3:*= 
  84     6     3:*= 
  86     1     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     3     1:*         :*== 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     2     0:=         *== 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.73260.00307; mu= 13.3380 0.160 
 mean_var=39.355612.015, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.204442 
 Kolmogorov-Smirnov  statistic: 0.0442 (N=29) at  72 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 23.4     1.2 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   62 23.1     1.4 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   61 22.8     1.8 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   68 25.6     2.1 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   65 24.5     2.4 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 22.2     2.7 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2117

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   58 21.9     3.2 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   58 21.9     3.2 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 21.9     3.3 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 21.6       4 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   61 23.2     4.5 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 21.3     4.9 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.6     5.6 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   59 22.6     5.9 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.6     6.3 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.7     7.3 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.7      10 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.7      11 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.7      11 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   52 20.2      11 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 20.2      11 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 20.2      11 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 20.6      12 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 19.9      14 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 19.9      14 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.1      15 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 19.9      15 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 19.9      15 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 19.9      15 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 19.9      15 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 19.9      15 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 19.9      15 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 19.9      15 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 19.9      16 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.6      17 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.6      17 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.0      17 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.0      17 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.0      17 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.0      17 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.8      18 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.8      19 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.8      19 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.8      19 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.8      19 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.8      19 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.8      19 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.8      19 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.8      19 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.8      19 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.8      19 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.8      19 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.8      19 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.8      19 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.8      19 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.8      19 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.8      19 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.8      19 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.8      19 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.8      19 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.0      19 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   53 20.8      20 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   49 19.3      20 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   49 19.3      20 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.3      21 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.5      22 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.5      23 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.0      25 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.2      27 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.2      27 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.2      27 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.0      28 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.0      28 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.0      28 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.0      28 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.0      28 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.0      28 
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gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.0      28 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.0      28 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.0      28 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.0      28 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.2      30 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.1      30 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.1      30 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.1      31 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.1      31 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.1      31 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.1      31 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.1      31 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.1      31 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   48 19.1      33 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.1      36 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.7      36 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.7      36 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.7      36 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.7      36 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.7      36 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.7      36 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.7      36 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.7      36 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.7      36 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   52 20.7      36 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.7      36 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.7      36 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   46 18.4      37 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   46 18.4      37 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.8      41 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.7      43 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.6      44 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.3      45 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 17.7      46 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.5      46 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.5      46 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.7      47 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.7      48 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.5      49 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.5      49 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   50 20.1      53 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.3      54 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.2      55 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.2      55 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.8      55 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.8      55 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.4      56 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 15.9      58 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.0      60 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.0      66 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.5      69 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.5      69 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.7      69 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.5      71 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.5      71 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 17.9      72 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.7      72 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.7      73 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.7      75 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.2      77 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.6      78 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 17.6      79 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.1      79 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.7      80 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.4      82 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.4      82 
gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea  ( 411)   47 19.1      82 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.4      83 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.0      85 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.4      85 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   44 18.0      86 
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gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   44 18.0      86 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.4      88 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.4      88 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.4      88 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.4      88 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.4      88 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.4      88 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.4      88 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.4      88 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.4      88 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.4      88 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.0      88 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.4      89 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.0      89 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.6      91 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.3      95 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.3      96 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   46 18.8      98 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 14.6      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 101.2  bits: 23.4 E():  1.2 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (26-50:61-85) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
          60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLG 
                                 
gi|145 DEDGDGMIGVDEFVTLVKA       
              100                
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 99.7  bits: 23.1 E():  1.4 
Smith-Waterman score: 62; 35.6% identity (53.4% similar) in 73 aa overlap (1-73:39-106) 
 
                                             10        20        30 
2MEPSP                               SVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     :.:  :::   .    .: :  ::   :.. 
gi|208 AEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG-FIEED---ELK 
       10        20        30        40        50         60        
 
               40        50        60        70        80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
       ::: : . . :.::   ::   .:  : ::  ..  . . :::        
gi|208 LFLQNFSASARALTDKETANFLKAGDV-DGDGKIGIEEFTDLVRSK     
           70        80        90        100              
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  61  Z-score: 98.1  bits: 22.8 E():  1.8 
Smith-Waterman score: 61; 31.9% identity (59.6% similar) in 47 aa overlap (4-50:41-85) 
 
                                          10        20        30    
2MEPSP                            SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::.. :  ...    .  .:.  ::..::: 
gi|288 EITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIEE--EELKLFL 
               20        30        40        50        60           
 
            40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
        :   . :.:. : : :                               
gi|288 QNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG       
       70        80        90       100                
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  51 init1:  51 opt:  68  Z-score: 96.9  bits: 25.6 E():  2.1 
Smith-Waterman score: 68; 25.0% identity (63.9% similar) in 72 aa overlap (1-72:563-633) 
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                                             10        20        30 
2MEPSP                               SVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|425 RMKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQ 
            540       550       560       570       580       590   
 
               40        50        60        70        80           
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG           
         : . ..:.:...: ..:   .   .::.. : :..  .::                   
gi|425 QTLDQYALAQRKISA-LSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLT 
            600        610       620       630       640       650  
 
gi|425 AIKNKLETELSTAQADLDEVTKELHAADERANRALADAARAVQELHEEQEHSMKIDALRK 
             660       670       680       690       700       710  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  51 init1:  51 opt:  65  Z-score: 95.7  bits: 24.5 E():  2.4 
Smith-Waterman score: 65; 25.0% identity (62.5% similar) in 72 aa overlap (1-72:163-233) 
 
                                             10        20        30 
2MEPSP                               SVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ..::.:. :.        .  .::.....: 
gi|845 RMKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQ 
            140       150       160       170       180       190   
 
               40        50        60        70        80           
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG           
         : . ..:.:...: ..:   .   .::.. : :..   ::                   
gi|845 QTLDQYALAQRKISA-LSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLT 
            200        210       220       230       240       250  
 
gi|845 TIKNKLETELSTVRADLDETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRR 
             260       270       280       290       300       310  
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 94.9  bits: 22.2 E():  2.7 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (26-50:61-85) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
          60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLG 
                                 
gi|145 DSDGDGKIGVDEFAAMVKA       
              100                
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 93.3  bits: 21.9 E():  3.2 
Smith-Waterman score: 58; 44.0% identity (72.0% similar) in 25 aa overlap (26-50:60-84) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKAFLADG 
      30        40        50        60        70        80          
 
          60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLG 
                                 
gi|288 DKDGDGMIGVDEFAAMIKG       
      90       100               
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 93.3  bits: 21.9 E():  3.2 
Smith-Waterman score: 58; 44.0% identity (72.0% similar) in 25 aa overlap (26-50:60-84) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2121

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKAFLADG 
      30        40        50        60        70        80          
 
          60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLG 
                                 
gi|182 DKDGDGMIGVDEFAAMIKG       
      90       100               
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 93.3  bits: 21.9 E():  3.3 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (26-50:61-85) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
          60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLG 
                                 
gi|222 DSDGDGKIGAEEFAALVTA       
              100                
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.7  bits: 21.6 E():    4 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (26-50:61-85) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
          60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLG 
                                 
gi|179 DSDGDGKIGVDEFAALVKA       
              100                
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  50 init1:  50 opt:  61  Z-score: 90.7  bits: 23.2 E():  4.5 
Smith-Waterman score: 61; 20.9% identity (65.7% similar) in 67 aa overlap (1-65:315-375) 
 
                                             10        20        30 
2MEPSP                               SVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     .... ...: :::..:.  .:  . :     
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK---- 
          290       300       310       320       330       340     
 
               40        50        60          70        80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG--VPRMRERPIGDLVVGLKQLG 
         .:. ....:.  . .:.. .:.  ...:  :: ..                
gi|495 --IGEINLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA              
                350       360       370                     
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 90.1  bits: 21.3 E():  4.9 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (26-50:61-85) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
          60        70        80 
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2MEPSP YVLDGVPRMRERPIGDLVVGLKQLG 
                                 
gi|294 DSDGDGKIGIDEFAAMIKG       
              100                
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 89.1  bits: 22.6 E():  5.6 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (25-60:252-287) 
 
                     10        20        30        40        50     
2MEPSP       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
           60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLG 
       : .  :                     
gi|144 TAAAGGYKV                  
             290                  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  59  Z-score: 88.7  bits: 22.6 E():  5.9 
Smith-Waterman score: 59; 28.0% identity (58.0% similar) in 50 aa overlap (31-80:8-56) 
 
               10        20        30        40        50        60 
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::.:..:   . .. : .: .:  ::::   
gi|324                        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVR 
                                      10        20         30       
 
               70        80                                         
2MEPSP VPRMRERPIGDLVVGLKQLG                                         
          . .   . .. ..: ::                                         
gi|324 EASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKII 
         40        50        60        70        80        90       
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 88.1  bits: 22.6 E():  6.3 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (3-52:17-66) 
 
                             10        20        30        40       
2MEPSP               SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                       :..:.:     .:  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                           
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 87.0  bits: 20.7 E():  7.3 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (26-48:59-81) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
          60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLG 
                                 
gi|288 DADGDGMLGLDEFAVLVKQ       
       90       100              
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.4  bits: 21.7 E():   10 
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Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (25-60:248-283) 
 
                     10        20        30        40        50     
2MEPSP       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
           60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLG 
       : .  :                     
gi|239 TAATGGYKV                  
       280                        
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.8  bits: 21.7 E():   11 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (25-60:274-309) 
 
                     10        20        30        40        50     
2MEPSP       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
           60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLG 
       : .  :                     
gi|330 TAATGGYKV                  
           310                    
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.8  bits: 21.7 E():   11 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (25-60:274-309) 
 
                     10        20        30        40        50     
2MEPSP       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
           60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLG 
       : .  :                     
gi|398 TAATGGYKV                  
           310                    
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 83.8  bits: 20.2 E():   11 
Smith-Waterman score: 52; 29.8% identity (55.3% similar) in 47 aa overlap (4-50:39-83) 
 
                                          10        20        30    
2MEPSP                            SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::   :  ...    .  .:.  .:..::: 
gi|777 DADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEE--DELKLFL 
       10        20        30        40        50          60       
 
            40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
        :   . :.:. : : :                               
gi|777 QNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH       
         70        80        90       100              
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.7  bits: 20.2 E():   11 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (27-50:62-85) 
 
                   10        20        30        40        50       
2MEPSP     SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
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         60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLG 
                                
gi|209 ADGDGMIGIDEFAVLVKQ       
             100                
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.7  bits: 20.2 E():   11 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (27-50:62-85) 
 
                   10        20        30        40        50       
2MEPSP     SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
         60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLG 
                                
gi|249 ADGDGMIGIDEFAVLVKQ       
             100                
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 83.3  bits: 20.6 E():   12 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (34-77:87-141) 
 
            10        20        30        40        50              
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
             60        70        80         
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLG         
           .. ::: . . :: . ..: .            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.1  bits: 19.9 E():   14 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (27-50:62-85) 
 
                   10        20        30        40        50       
2MEPSP     SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
         60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLG 
                                
gi|288 ADGDGMIGIDEFAVWVKQ       
             100                
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.1  bits: 19.9 E():   14 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (26-50:61-85) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
          60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLG 
                                 
gi|207 DSDGDGKIGVEEFQALVKA       
              100                
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>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.6  bits: 21.1 E():   15 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (25-60:227-262) 
 
                     10        20        30        40        50     
2MEPSP       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
           60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLG 
       : .  :                     
gi|180 TAAAGGYKV                  
        260                       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:9-26) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|256 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:9-26) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:9-26) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|760 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:9-26) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|214 SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:9-26) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|157 SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:9-26) 
 
                    10        20        30        40        50      
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2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:10-27) 
 
                     10        20        30        40        50     
2MEPSP       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|110 RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKASID 
               10        20        30        40        50        60 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:15-32) 
 
                          10        20        30        40          
2MEPSP            SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLG                              
                                                                    
gi|394 KATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLGDN 
               70        80        90       100       110       120 
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.5  bits: 19.6 E():   17 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (26-48:61-83) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
          60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLG 
                                 
gi|148 DSDGDGKIGVDEFGAMIKA       
              100                
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.5  bits: 19.6 E():   17 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (26-48:61-83) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
          60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLG 
                                 
gi|145 DSDGDGKIGVDEFGAMIKA       
              100                
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:25-42) 
 
                                    10        20        30          
2MEPSP                      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
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               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                    
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:25-42) 
 
                                    10        20        30          
2MEPSP                      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                    
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:26-43) 
 
                                     10        20        30         
2MEPSP                       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                   
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:26-43) 
 
                                     10        20        30         
2MEPSP                       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                   
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (34-60:251-277) 
 
            10        20        30        40        50        60    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
            70        80 
2MEPSP MRERPIGDLVVGLKQLG 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.7  bits: 20.8 E():   19 
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Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (34-60:252-278) 
 
            10        20        30        40        50        60    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
            70        80 
2MEPSP MRERPIGDLVVGLKQLG 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.6  bits: 20.8 E():   19 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (34-60:255-281) 
 
            10        20        30        40        50        60    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
            70        80 
2MEPSP MRERPIGDLVVGLKQLG 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (36-60:260-284) 
 
          10        20        30        40        50        60      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          70        80 
2MEPSP ERPIGDLVVGLKQLG 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (36-60:260-284) 
 
          10        20        30        40        50        60      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          70        80 
2MEPSP ERPIGDLVVGLKQLG 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (36-60:260-284) 
 
          10        20        30        40        50        60      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          70        80 
2MEPSP ERPIGDLVVGLKQLG 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (36-60:260-284) 
 
          10        20        30        40        50        60      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
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     230       240       250       260       270       280          
 
          70        80 
2MEPSP ERPIGDLVVGLKQLG 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (36-60:260-284) 
 
          10        20        30        40        50        60      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          70        80 
2MEPSP ERPIGDLVVGLKQLG 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (36-60:260-284) 
 
          10        20        30        40        50        60      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          70        80 
2MEPSP ERPIGDLVVGLKQLG 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (36-60:260-284) 
 
          10        20        30        40        50        60      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          70        80 
2MEPSP ERPIGDLVVGLKQLG 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (36-60:260-284) 
 
          10        20        30        40        50        60      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          70        80 
2MEPSP ERPIGDLVVGLKQLG 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (36-60:260-284) 
 
          10        20        30        40        50        60      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          70        80 
2MEPSP ERPIGDLVVGLKQLG 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
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 initn:  53 init1:  53 opt:  53  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (36-60:260-284) 
 
          10        20        30        40        50        60      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          70        80 
2MEPSP ERPIGDLVVGLKQLG 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (36-60:260-284) 
 
          10        20        30        40        50        60      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          70        80 
2MEPSP ERPIGDLVVGLKQLG 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (36-60:260-284) 
 
          10        20        30        40        50        60      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          70        80 
2MEPSP ERPIGDLVVGLKQLG 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (36-60:260-284) 
 
          10        20        30        40        50        60      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          70        80 
2MEPSP ERPIGDLVVGLKQLG 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (36-60:260-284) 
 
          10        20        30        40        50        60      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          70        80 
2MEPSP ERPIGDLVVGLKQLG 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (34-60:258-284) 
 
            10        20        30        40        50        60    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2131

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
            70        80 
2MEPSP MRERPIGDLVVGLKQLG 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (34-60:261-287) 
 
            10        20        30        40        50        60    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
            70        80 
2MEPSP MRERPIGDLVVGLKQLG 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.4  bits: 20.8 E():   19 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (34-60:266-292) 
 
            10        20        30        40        50        60    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
            70        80 
2MEPSP MRERPIGDLVVGLKQLG 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 79.3  bits: 20.0 E():   19 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (40-55:142-161) 
 
      10        20        30        40            50        60      
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
          70        80 
2MEPSP ERPIGDLVVGLKQLG 
                       
gi|249 GYKV            
                       
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.8 E():   20 
Smith-Waterman score: 53; 19.4% identity (51.6% similar) in 62 aa overlap (9-70:174-235) 
 
                                     10        20        30         
2MEPSP                       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     ...:. : :.   : . ....  .   :   
gi|107 GIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAVFNKEDDIGTYTIRAVD 
           150       160       170       180       190       200    
 
       40        50        60        70        80                   
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                   
         :.:.  :    ..  : .. .  . :. ::                             
gi|107 DPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESPIPINVIL 
           210       220       230       240       250       260    
 
gi|107 AINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
           270       280       290       300         
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 78.9  bits: 19.3 E():   20 
Smith-Waterman score: 49; 32.8% identity (50.8% similar) in 61 aa overlap (4-60:41-96) 
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                                          10        20        30    
2MEPSP                            SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::.  :  ...    .  .:.  ::..::: 
gi|193 DITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE--EELKLFL 
               20        30        40        50        60           
 
            40            50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTA----AGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
        :     :.:: . :     :: :   : ::                     
gi|193 QNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH        
       70        80        90          100                 
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 78.9  bits: 19.3 E():   20 
Smith-Waterman score: 49; 29.5% identity (56.8% similar) in 44 aa overlap (1-44:38-79) 
 
                                             10        20        30 
2MEPSP                               SVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     :  :: . :  ...    .  .:.  .:.. 
gi|179 NDADITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEE--DELK 
        10        20        30        40        50        60        
 
               40        50        60        70        80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
       ::: :   . :.::                                     
gi|179 LFLQNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA       
          70        80        90       100                
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.7  bits: 19.3 E():   21 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (26-50:60-84) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
          60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLG 
                                 
gi|131 DSDGDGKIGVDEFGALVDKWGAKG  
      90       100       110     
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.2  bits: 20.5 E():   22 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (25-60:238-273) 
 
                     10        20        30        40        50     
2MEPSP       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
           60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLG 
       : .  :                     
gi|313 TAATGGYKV                  
       270                        
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.0  bits: 20.5 E():   23 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (25-60:246-281) 
 
                     10        20        30        40        50     
2MEPSP       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
           60        70        80 
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2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLG 
       : .  :                     
gi|295 TAATGGYKV                  
         280                      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.3  bits: 19.0 E():   25 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (26-50:61-85) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
          60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLG 
                                 
gi|207 DSDGDGKIGVEEFQALVKA       
              100                
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (25-60:238-273) 
 
                     10        20        30        40        50     
2MEPSP       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
           60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLG 
       : .  :                     
gi|313 TAATGGYKV                  
       270                        
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (25-60:238-273) 
 
                     10        20        30        40        50     
2MEPSP       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
           60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLG 
       : .  :                     
gi|168 TAATGGYKV                  
       270                        
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (25-60:238-273) 
 
                     10        20        30        40        50     
2MEPSP       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
           60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLG 
       : .  :                     
gi|313 TAATGGYKV                  
       270                        
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.3  bits: 19.0 E():   28 
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Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:9-26) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.3  bits: 19.0 E():   28 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:9-26) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.3  bits: 19.0 E():   28 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:9-26) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.3  bits: 19.0 E():   28 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:9-26) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.3  bits: 19.0 E():   28 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:9-26) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|179 DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDG 
               10        20        30        40        50        60 
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.3  bits: 19.0 E():   28 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:9-26) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.3  bits: 19.0 E():   28 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:9-26) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.3  bits: 19.0 E():   28 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:9-26) 
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                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.3  bits: 19.0 E():   28 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:9-26) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.3  bits: 19.0 E():   28 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:9-26) 
 
                    10        20        30        40        50      
2MEPSP      SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.0  bits: 20.2 E():   30 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (36-60:280-304) 
 
          10        20        30        40        50        60      
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
          70        80 
2MEPSP ERPIGDLVVGLKQLG 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:18-35) 
 
                             10        20        30        40       
2MEPSP               SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                           
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.8  bits: 19.1 E():   30 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:22-39) 
 
                                 10        20        30        40   
2MEPSP                   SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                       
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
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>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 19.1 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:26-43) 
 
                                     10        20        30         
2MEPSP                       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                   
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 19.1 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:26-43) 
 
                                     10        20        30         
2MEPSP                       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                   
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 19.1 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:26-43) 
 
                                     10        20        30         
2MEPSP                       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                   
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 19.1 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:26-43) 
 
                                     10        20        30         
2MEPSP                       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                   
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 19.1 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:26-43) 
 
                                     10        20        30         
2MEPSP                       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
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                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                   
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 19.1 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:26-43) 
 
                                     10        20        30         
2MEPSP                       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                   
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 48; 31.2% identity (47.5% similar) in 80 aa overlap (9-80:71-145) 
 
                                     10        20            30     
2MEPSP                       SVEADKAAKRAVVVGCGGKFPVEDAK----EEVQLFLG 
                                     .:::   :  .::  : .    : .. .:: 
gi|282 LCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVPGDCCRQFPPVDYSWCRCEAISHMLG 
               50        60        70        80        90       100 
 
           40        50        60            70        80           
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPR----MRERPIGDLVVGLKQLG           
         :: .: : :    .:   . :. :  :     :.:  : : : . . :           
gi|282 --GI-YRELGAP--DVGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARS 
                   110       120       130       140       150      
 
gi|282 GY 
          
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 19.1 E():   36 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:55-72) 
 
                                          10        20        30    
2MEPSP                            SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
            40        50        60        70        80              
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG              
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.5  bits: 20.7 E():   36 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (1-39:369-408) 
 
                                             10        20           
2MEPSP                               SVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
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      30        40        50        60        70        80          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG          
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.5  bits: 20.7 E():   36 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (1-39:369-408) 
 
                                             10        20           
2MEPSP                               SVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
      30        40        50        60        70        80          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG          
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.5  bits: 20.7 E():   36 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (1-39:369-408) 
 
                                             10        20           
2MEPSP                               SVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
      30        40        50        60        70        80          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG          
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.5  bits: 20.7 E():   36 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (1-39:369-408) 
 
                                             10        20           
2MEPSP                               SVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
      30        40        50        60        70        80          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG          
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.5  bits: 20.7 E():   36 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (1-39:369-408) 
 
                                             10        20           
2MEPSP                               SVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|248 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
      30        40        50        60        70        80          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG          
       .: : .. ::                                                   
gi|248 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  46 init1:  46 opt:  52  Z-score: 74.5  bits: 20.7 E():   36 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (1-39:369-408) 
 
                                             10        20           
2MEPSP                               SVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
      30        40        50        60        70        80          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG          
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.5  bits: 20.7 E():   36 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (1-39:369-408) 
 
                                             10        20           
2MEPSP                               SVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
      30        40        50        60        70        80          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG          
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.5  bits: 20.7 E():   36 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (1-39:369-408) 
 
                                             10        20           
2MEPSP                               SVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
      30        40        50        60        70        80          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG          
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.5  bits: 20.7 E():   36 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (1-39:369-408) 
 
                                             10        20           
2MEPSP                               SVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
      30        40        50        60        70        80          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG          
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.5  bits: 20.7 E():   36 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (1-39:369-408) 
 
                                             10        20           
2MEPSP                               SVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|117 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
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      340       350       360       370       380       390         
 
      30        40        50        60        70        80          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG          
       .: : .. ::                                                   
gi|117 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDK 
      400       410       420       430       440       450         
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.5  bits: 20.7 E():   36 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (1-39:369-408) 
 
                                             10        20           
2MEPSP                               SVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
      30        40        50        60        70        80          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG          
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.5  bits: 20.7 E():   36 
Smith-Waterman score: 52; 25.0% identity (67.5% similar) in 40 aa overlap (1-39:369-408) 
 
                                             10        20           
2MEPSP                               SVEADKAAKRAVVVGCGGKFPVEDAK-EEV 
                                     .... .:.  :. . :. ..: .: :  .. 
gi|114 PILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDI 
      340       350       360       370       380       390         
 
      30        40        50        60        70        80          
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG          
       .: : .. ::                                                   
gi|114 SLKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDK 
      400       410       420       430       440       450         
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 74.2  bits: 18.4 E():   37 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (4-50:41-85) 
 
                                          10        20        30    
2MEPSP                            SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::   :   :.    .  .:.  .:..::: 
gi|148 DCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEE--DELKLFL 
               20        30        40        50        60           
 
            40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
            . :.:: : : :                               
gi|148 QVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA       
       70        80        90       100                
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 74.2  bits: 18.4 E():   37 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (4-50:41-85) 
 
                                          10        20        30    
2MEPSP                            SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::   :   :.    .  .:.  .:..::: 
gi|145 DCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEE--DELKLFL 
               20        30        40        50        60           
 
            40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
            . :.:: : : :                               
gi|145 QVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA       
       70        80        90       100                
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>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (44-69:11-39) 
 
            20        30        40        50        60           70 
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
               80                                                   
2MEPSP DLVVGLKQLG                                                   
                                                                    
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.1  bits: 15.7 E():   43 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (48-62:2-16) 
 
        20        30        40        50        60        70        
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . : : .:                
gi|320                              YTTEGGTKSEVEDVIPEGWK            
                                            10        20            
 
        80 
2MEPSP QLG 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.9  bits: 19.6 E():   44 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (25-60:267-298) 
 
                     10        20        30        40        50     
2MEPSP       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
           60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLG 
       : .  :                     
gi|663 TAAAGGYKA                  
            300                   
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 19.3 E():   45 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (25-52:210-237) 
 
                     10        20        30        40        50     
2MEPSP       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
           60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLG 
                                  
gi|226 V                          
     240                          
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.5  bits: 17.7 E():   46 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (2-33:40-71) 
 
                                            10        20        30  
2MEPSP                              SVEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
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              40        50        60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
       :.                                                
gi|154 FVDSLDKIAQVPRVG                                   
      70        80                                       
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 18.5 E():   46 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (39-61:22-44) 
 
       10        20        30        40        50        60         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
       70        80                                                 
2MEPSP IGDLVVGLKQLG                                                 
                                                                    
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 18.5 E():   46 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (39-61:22-44) 
 
       10        20        30        40        50        60         
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
       70        80                                                 
2MEPSP IGDLVVGLKQLG                                                 
                                                                    
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.3  bits: 19.7 E():   47 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (5-60:267-318) 
 
                                         10        20        30     
2MEPSP                           SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
           40        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
        .: :    :.:: :: : :: .  :                     
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV      
        300           310       320       330         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.2  bits: 19.7 E():   48 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (26-68:5-47) 
 
               10        20        30        40        50        60 
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                :. : :::. : .:  . . :. :. . :: .  . 
gi|249                      MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPA 
                                    10        20        30          
 
               70        80                                         
2MEPSP VPRMRERPIGDLVVGLKQLG                                         
       .:     :                                                     
gi|249 APATAATPATPATPATPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFV 
      40        50        60        70        80        90          
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>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (3-51:75-123) 
 
                                           10        20        30   
2MEPSP                             SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
             40        50        60        70        80      
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG      
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (3-51:75-123) 
 
                                           10        20        30   
2MEPSP                             SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
             40        50        60        70        80      
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG      
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 71.4  bits: 20.1 E():   53 
Smith-Waterman score: 50; 27.4% identity (50.0% similar) in 62 aa overlap (1-62:403-459) 
 
                                             10        20        30 
2MEPSP                               SVEADKAAKRAVVVGCGGKFPVEDAKEEVQ 
                                     ::  ::. .  ..:   :   :  : .:   
gi|298 IGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFAVVLKAGRE-- 
            380       390       400       410       420       430   
 
               40        50        60        70        80           
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG           
          :   . ...   :.:.  :. : :: ..:                             
gi|298 ---GLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQEVEVF 
                 440       450       460       470       480        
 
gi|298 RPFQSRDEKERERFSIV 
       490       500     
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.2  bits: 19.3 E():   54 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (31-58:7-33) 
 
               10        20        30        40        50        60 
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     :..:..:   : .: : . : :. :..:   
gi|198                         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVR 
                                       10        20         30      
 
               70        80                                         
2MEPSP VPRMRERPIGDLVVGLKQLG                                         
                                                                    
gi|198 EITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLI 
          40        50        60        70        80        90      
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.2  bits: 18.2 E():   55 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (26-55:5-32) 
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               10        20        30        40        50        60 
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                :  : .::. :  .. .:... :: ::.::      
gi|300                      MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQK 
                                    10          20        30        
 
               70        80                                         
2MEPSP VPRMRERPIGDLVVGLKQLG                                         
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.2  bits: 18.2 E():   55 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (26-55:5-32) 
 
               10        20        30        40        50        60 
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                :  : .::. :  .. .:... :: ::.::      
gi|300                      MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQK 
                                    10          20        30        
 
               70        80                                         
2MEPSP VPRMRERPIGDLVVGLKQLG                                         
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 17.8 E():   55 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (27-54:54-81) 
 
                   10        20        30        40        50       
2MEPSP     SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
         60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLG 
                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD 
            90       100        
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.0  bits: 17.8 E():   55 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (27-50:61-84) 
 
                   10        20        30        40        50       
2MEPSP     SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
         60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLG 
                                
gi|288 ADGDGMLGLDEFAVLVKQ       
              100               
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 17.4 E():   56 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (5-33:43-71) 
 
                                         10        20        30     
2MEPSP                           SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
           40        50        60        70        80 
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2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                                      
gi|122 SLDKIAQVPRVG                                   
             80                                       
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.7  bits: 15.9 E():   58 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (1-13:5-17) 
 
                   10        20        30        40        50       
2MEPSP     SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
           .: :: .:: :::                                            
gi|323 INLKAVIADPVAKTAVVQAGATLGEVYYXI                               
               10        20        30                               
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (15-28:91-104) 
 
                               10        20        30        40     
2MEPSP                 SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
           50        60        70        80                         
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                         
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.0 E():   66 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (26-77:5-62) 
 
               10        20        30        40        50        60 
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                :  : :::  : .:  . . :. :. . :: .  : 
gi|119                      MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAG 
                                    10        20        30          
 
                     70        80                                   
2MEPSP V------PRMRERPIGDLVVGLKQLG                                   
       .      : .... . :. ::.:                                      
gi|119 AAAGKITPTQEQKLMEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQ 
      40        50        60        70        80        90          
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.5 E():   69 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (35-54:67-86) 
 
           10        20        30        40        50        60     
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
           70        80 
2MEPSP RERPIGDLVVGLKQLG 
                        
gi|833 EKEESDEDMGFGLFD  
        100       110   
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.5 E():   69 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (35-54:67-86) 
 
           10        20        30        40        50        60     
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
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         40        50        60        70        80        90       
 
           70        80 
2MEPSP RERPIGDLVVGLKQLG 
                        
gi|668 EKEESDEDMGFGLFD  
        100       110   
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.7 E():   69 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (31-70:1-39) 
 
               10        20        30         40        50          
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLD 
                                     .:::.: :::       .::. :.    :: 
gi|116                               VFLGSAHGIAKVPPGPNITATYGDEW--LD 
                                             10        20           
 
      60        70        80                                        
2MEPSP GVPRMRERPIGDLVVGLKQLG                                        
       .      .: :                                                  
gi|116 AKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKP 
       30        40        50        60        70        80         
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.1  bits: 19.5 E():   71 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (31-77:346-393) 
 
               10        20        30        40        50           
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
      60        70        80                                        
2MEPSP GVPRMRERPIGDLVVGLKQLG                                        
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.0  bits: 19.5 E():   71 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (31-77:346-393) 
 
               10        20        30        40        50           
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
      60        70        80                                        
2MEPSP GVPRMRERPIGDLVVGLKQLG                                        
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 17.9 E():   72 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (48-80:28-60) 
 
        20        30        40        50        60        70        
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :.. :: . .  :.  .. : .:: . :   
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCM 
                  10        20        30        40        50        
 
        80                                                          
2MEPSP QLG                                                          
       . :                                                          
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
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>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (15-28:91-104) 
 
                               10        20        30        40     
2MEPSP                 SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
           50        60        70        80                         
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                         
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (15-28:91-104) 
 
                               10        20        30        40     
2MEPSP                 SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
           50        60        70        80                         
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                         
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (25-60:238-273) 
 
                     10        20        30        40        50     
2MEPSP       SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
           60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLG 
       : .  :                     
gi|313 TAAAGGYKV                  
       270                        
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.2 E():   77 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:69-88) 
 
             20        30        40        50        60        70   
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
             80 
2MEPSP VVGLKQLG 
                
gi|105 T        
                
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (18-48:6-35) 
 
               10        20        30        40        50        60 
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
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                        :.. . : .:. . :: . :...   ::: :             
gi|144             MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGD 
                           10         20        30        40        
 
               70        80                                         
2MEPSP VPRMRERPIGDLVVGLKQLG                                         
                                                                    
gi|144 TYIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVRE 
        50        60        70        80        90       100        
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (37-80:17-60) 
 
         10        20        30        40        50        60       
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  ::..:...  :..    .. :...  
gi|130               MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKP 
                             10        20        30        40       
 
         70        80                                               
2MEPSP RPIGDLVVGLKQLG                                               
       . :  ..  ... :                                               
gi|130 QEITGIMKDFEEPGHLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFG 
         50        60        70        80        90       100       
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 19.1 E():   79 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (33-59:107-133) 
 
             10        20        30        40        50        60   
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
             70        80                                           
2MEPSP RMRERPIGDLVVGLKQLG                                           
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (34-60:276-298) 
 
            10        20        30        40        50        60    
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
            70        80 
2MEPSP MRERPIGDLVVGLKQLG 
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.4 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (15-28:68-81) 
 
                               10        20        30        40     
2MEPSP                 SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
           50        60        70        80                         
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                         
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
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>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.4 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (15-28:68-81) 
 
                               10        20        30        40     
2MEPSP                 SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
           50        60        70        80                         
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                         
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea mays  (411 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 67.8  bits: 19.1 E():   82 
Smith-Waterman score: 47; 22.4% identity (58.6% similar) in 58 aa overlap (3-60:56-105) 
 
                                           10        20        30   
2MEPSP                             SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     .. ::...: . .:::      .:. . .  
gi|898 EESKGIDAKASGPGGFFDITKLGASGNGKTDSTKAVQEAWASACGG-----TGKQTILIP 
          30        40        50        60        70             80 
 
             40        50        60        70        80             
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG             
        :.  ... ..:.      :..:  .::                                 
gi|898 KGDFLVGQLNFTGPCK---GDVTIQVDGNLLATTDLSQYKEHGNWIEILRVDNLVITGKG 
               90          100       110       120       130        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.4 E():   83 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (15-28:69-82) 
 
                               10        20        30        40     
2MEPSP                 SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
           50        60        70        80                         
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                         
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.6  bits: 18.0 E():   85 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (38-62:121-145) 
 
        10        20        30        40        50        60        
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
        70        80                             
2MEPSP PIGDLVVGLKQLG                             
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (31-70:5-43) 
 
               10        20        30         40        50          
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLD 
                                     .:::.: :::       .::  :.    :: 
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gi|168                           ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LD 
                                         10        20        30     
 
      60        70        80                                        
2MEPSP GVPRMRERPIGDLVVGLKQLG                                        
       .      .: :                                                  
gi|168 AKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKP 
             40        50        60        70        80        90   
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.5  bits: 18.0 E():   86 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (16-32:172-189) 
 
                              10        20         30        40     
2MEPSP                SVEADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|313 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
           50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.5  bits: 18.0 E():   86 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (16-32:172-189) 
 
                              10        20         30        40     
2MEPSP                SVEADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|476 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
           50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (15-28:91-104) 
 
                               10        20        30        40     
2MEPSP                 SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
           50        60        70        80                         
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                         
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (31-70:16-54) 
 
               10        20        30         40        50          
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLD 
                                     .:::.: :::       .::  :.    :: 
gi|168                MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LD 
                              10        20        30        40      
 
      60        70        80                                        
2MEPSP GVPRMRERPIGDLVVGLKQLG                                        
       .      .: :                                                  
gi|168 AKSTWYGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKP 
            50        60        70        80        90       100    
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (31-70:16-54) 
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               10        20        30         40        50          
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLD 
                                     .:::.: :::       .::. :.    :: 
gi|386                MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LD 
                              10        20        30        40      
 
      60        70        80                                        
2MEPSP GVPRMRERPIGDLVVGLKQLG                                        
       .      .: :                                                  
gi|386 AKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKP 
            50        60        70        80        90       100    
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (43-62:232-251) 
 
             20        30        40        50        60        70   
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
             80 
2MEPSP VVGLKQLG 
                
gi|898 AK       
                
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (31-70:16-54) 
 
               10        20        30         40        50          
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLD 
                                     .:::.: :::       .::. :.    :: 
gi|409                MASSSSVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LD 
                              10        20        30        40      
 
      60        70        80                                        
2MEPSP GVPRMRERPIGDLVVGLKQLG                                        
       .      .: :                                                  
gi|409 AKSTWYGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKP 
            50        60        70        80        90       100    
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (31-70:16-54) 
 
               10        20        30         40        50          
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLD 
                                     .:::.: :::       .::  :.    :: 
gi|126                MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LD 
                              10        20        30        40      
 
      60        70        80                                        
2MEPSP GVPRMRERPIGDLVVGLKQLG                                        
       .      .: :                                                  
gi|126 AKSTWYGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKP 
            50        60        70        80        90       100    
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (15-28:91-104) 
 
                               10        20        30        40     
2MEPSP                 SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
           50        60        70        80                         
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2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                         
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (31-70:16-54) 
 
               10        20        30         40        50          
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLD 
                                     .:::.: :::       .::  :.    :: 
gi|752                MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LD 
                              10        20        30        40      
 
      60        70        80                                        
2MEPSP GVPRMRERPIGDLVVGLKQLG                                        
       .      .: :                                                  
gi|752 AKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKP 
            50        60        70        80        90       100    
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (15-28:91-104) 
 
                               10        20        30        40     
2MEPSP                 SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
           50        60        70        80                         
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                         
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (15-28:92-105) 
 
                               10        20        30        40     
2MEPSP                 SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
           50        60        70        80                         
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                         
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.0 E():   88 
Smith-Waterman score: 44; 45.5% identity (81.8% similar) in 11 aa overlap (14-24:166-176) 
 
                                10        20        30        40    
2MEPSP                  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     .:::..  .::                    
gi|549 EVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGN 
         140       150       160       170       180       190      
 
            50        60        70        80 
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                             
gi|549 EPIYERK                               
         200                                 
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.4 E():   89 
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Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (31-70:18-56) 
 
               10        20        30         40        50          
2MEPSP SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLD 
                                     .:::.: :::       .::. :.    :: 
gi|117              MASSSRSVLLLVAALFAVFLGSAHGIAKVPPGPNITATYGDEW--LD 
                            10        20        30        40        
 
      60        70        80                                        
2MEPSP GVPRMRERPIGDLVVGLKQLG                                        
       .      .: :                                                  
gi|117 AKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKP 
          50        60        70        80        90       100      
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.2  bits: 18.0 E():   89 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (19-53:96-129) 
 
                           10        20        30        40         
2MEPSP             SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
       50        60        70        80                             
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLG                             
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (44-72:11-42) 
 
            20        30        40        50        60           70 
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    ...:::   ::..  . :. 
gi|116                     MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAIS 
                                   10        20        30        40 
 
               80                                                   
2MEPSP DLVVGLKQLG                                                   
       ..                                                           
gi|116 SVENIEGNGGPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKIS 
               50        60        70        80        90       100 
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (44-60:112-128) 
 
            20        30        40        50        60        70    
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
            80 
2MEPSP VGLKQLG 
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 17.3 E():   96 
Smith-Waterman score: 42; 25.0% identity (63.9% similar) in 36 aa overlap (38-73:4-39) 
 
        10        20        30        40        50        60        
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     ..: .:.. ..: . ...  : ..:   :  
gi|153                            MRTVSMAALVVIAAALAWTSSAELASAPAPGEG 
                                          10        20        30    
 
        70        80                                                
2MEPSP PIGDLVVGLKQLG                                                
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       : : .:                                                       
gi|153 PCGKVVHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISG 
            40        50        60        70        80        90    
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.4  bits: 18.8 E():   98 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (21-45:22-45) 
 
                10        20        30        40        50          
2MEPSP  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                            ::..: :.:. :: .:. . ::: :               
gi|113 MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNIIDKCWRCK 
               10        20         30        40        50          
 
      60        70        80                                        
2MEPSP GVPRMRERPIGDLVVGLKQLG                                        
                                                                    
gi|113 ADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWI 
      60        70        80        90       100       110          
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.4  bits: 14.6 E():   99 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (2-15:3-16) 
 
                10        20        30        40        50          
2MEPSP  SVEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
         :.: .::.  : ::                                             
gi|463 DFVDAHNAARAQVGVGPVHWT                                        
               10        20                                         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:31 2011 done: Tue Apr 19 10:57:31 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 67  - 146 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     2     2:* 
  32    16     8:==*=== 
  34    13    22:=====  * 
  36    58    44:==============*===== 
  38    61    73:=====================   * 
  40   102   102:=================================* 
  42   137   125:=========================================*==== 
  44   150   138:=============================================*==== 
  46   142   140:==============================================*= 
  48   134   134:============================================* 
  50   109   122:=====================================   * 
  52    76   108:==========================         * 
  54    74    92:=========================     * 
  56   128    77:=========================*================= 
  58    44    63:===============     * 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2155

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

  60    24    51:========        * 
  62    25    41:=========    * 
  64    19    33:=======   * 
  66    23    26:========* 
  68    24    20:======*= 
  70     8    16:===  * 
  72    22    12:===*==== 
  74     7    10:===* 
  76    22     8:==*===== 
  78    11     6:=*== 
  80    29     5:=*======== 
  82     4     3:*= 
  84     7     3:*== 
  86     1     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     2     1:*         :*= 
  98     2     0:=         *== 
 100     2     0:=         *== 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.73520.00307; mu= 13.3382 0.159 
 mean_var=38.954511.950, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.205492 
 Kolmogorov-Smirnov  statistic: 0.0433 (N=29) at  70 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 23.5     1.1 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 23.2     1.4 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 23.2     1.4 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   61 22.9     1.7 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 22.6     2.1 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   67 25.3     2.5 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 22.3     2.6 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   64 24.2     2.8 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 22.0     3.2 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 21.7     3.9 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 21.4     4.8 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   60 23.0     5.4 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.6     5.5 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   59 22.6     5.7 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.6     6.2 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.8     7.1 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.7      10 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.7      11 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.7      11 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   52 20.2      11 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 20.2      11 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 20.2      11 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 20.6      11 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 19.9      13 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 19.9      13 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.1      14 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 19.9      15 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 19.9      15 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 19.9      15 
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gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 19.9      15 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 19.9      15 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 19.9      15 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.0      15 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.0      16 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.6      16 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.6      16 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.0      17 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.0      17 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.0      17 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.0      17 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.8      18 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.8      18 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.8      18 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.8      18 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.8      18 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.8      18 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.8      18 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.8      18 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.8      18 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.8      18 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.8      18 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.8      18 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.8      18 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.8      18 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.8      18 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.8      18 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.8      18 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.8      18 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.8      19 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.8      19 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.1      19 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   53 20.8      20 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   49 19.3      20 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.3      21 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.5      22 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.5      23 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   48 19.0      25 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.0      25 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.2      27 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.2      27 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.2      27 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.1      28 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.1      28 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.1      28 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.1      28 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.1      28 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.1      28 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.1      28 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.1      28 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.1      28 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.1      28 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.2      29 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.1      29 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.1      30 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.1      31 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.1      31 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.1      31 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.1      31 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.1      31 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.1      31 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   48 19.1      32 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.2      35 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   46 18.4      37 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   46 18.4      37 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.8      40 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.8      42 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   51 20.4      43 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   51 20.4      43 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   51 20.4      43 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   51 20.4      43 
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gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   51 20.4      43 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   51 20.4      43 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   51 20.4      43 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   51 20.4      43 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   51 20.4      43 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   51 20.4      43 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   51 20.4      43 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   51 20.4      43 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.6      43 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.3      45 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   44 17.7      45 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.5      46 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.5      46 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.7      47 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.7      47 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.5      49 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.5      49 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.3      54 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.2      54 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.2      54 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.8      54 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.8      55 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.4      56 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.0      59 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.1      65 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.5      68 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.5      68 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.7      68 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   38 15.6      70 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.5      70 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.5      70 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 17.9      71 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.7      72 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.7      72 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.7      74 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.2      77 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.6      77 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   48 19.5      78 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 17.6      78 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.1      79 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.8      79 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.4      82 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.4      82 
gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea  ( 411)   47 19.2      82 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.4      82 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.0      84 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.4      85 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   44 18.0      85 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   44 18.0      85 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.4      87 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.4      87 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.4      87 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.4      87 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.4      87 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.4      87 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.4      87 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.4      87 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.4      87 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.4      88 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.0      88 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.4      88 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.0      89 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.7      90 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.3      95 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.3      96 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.3      96 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   46 18.8      97 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 14.6      98 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 101.5  bits: 23.5 E():  1.1 
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Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (25-49:61-85) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
           60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGA 
                                  
gi|145 DEDGDGMIGVDEFVTLVKA        
              100                 
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 99.9  bits: 23.2 E():  1.4 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (25-80:60-104) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
           60        70        80     
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGA     
       .. ::     ..  :: ..:. ...:     
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG 
                90        100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 99.9  bits: 23.2 E():  1.4 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (25-80:60-104) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
           60        70        80     
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGA     
       .. ::     ..  :: ..:. ...:     
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG 
                90        100         
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  61  Z-score: 98.3  bits: 22.9 E():  1.7 
Smith-Waterman score: 61; 31.9% identity (59.6% similar) in 47 aa overlap (3-49:41-85) 
 
                                           10        20        30   
2MEPSP                             VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::.. :  ...    .  .:.  ::..::: 
gi|288 EITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIEE--EELKLFL 
               20        30        40        50        60           
 
             40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
        :   . :.:. : : :                                
gi|288 QNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG        
       70        80        90       100                 
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 96.7  bits: 22.6 E():  2.1 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (25-72:60-106) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
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           60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGA 
        : ::  ..  . . :::         
gi|208 DV-DGDGKIGIEEFTDLVRSK      
      90        100               
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  50 init1:  50 opt:  67  Z-score: 95.5  bits: 25.3 E():  2.5 
Smith-Waterman score: 67; 25.4% identity (63.4% similar) in 71 aa overlap (1-71:564-633) 
 
                                             10        20        30 
2MEPSP                               VEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .::.:. :.        .  .::.....:  
gi|425 MKAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQQ 
           540       550       560       570       580       590    
 
               40        50        60        70        80           
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA           
        : . ..:.:...: ..:   .   .::.. : :..  .::                    
gi|425 TLDQYALAQRKISA-LSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLTA 
           600        610       620       630       640       650   
 
gi|425 IKNKLETELSTAQADLDEVTKELHAADERANRALADAARAVQELHEEQEHSMKIDALRKS 
            660       670       680       690       700       710   
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 95.1  bits: 22.3 E():  2.6 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (25-49:61-85) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
           60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGA 
                                  
gi|145 DSDGDGKIGVDEFAAMVKA        
              100                 
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  50 init1:  50 opt:  64  Z-score: 94.3  bits: 24.2 E():  2.8 
Smith-Waterman score: 64; 25.4% identity (62.0% similar) in 71 aa overlap (1-71:164-233) 
 
                                             10        20        30 
2MEPSP                               VEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .::.:. :.        .  .::.....:  
gi|845 MKAEISRLKKKYQAEIAELEMTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQQ 
           140       150       160       170       180       190    
 
               40        50        60        70        80           
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA           
        : . ..:.:...: ..:   .   .::.. : :..   ::                    
gi|845 TLDQYALAQRKISA-LSAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTT 
           200        210       220       230       240       250   
 
gi|845 IKNKLETELSTVRADLDETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRRS 
            260       270       280       290       300       310   
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 93.5  bits: 22.0 E():  3.2 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (25-49:61-85) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
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           60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGA 
                                  
gi|222 DSDGDGKIGAEEFAALVTA        
              100                 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.9  bits: 21.7 E():  3.9 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (25-49:61-85) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
           60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGA 
                                  
gi|179 DSDGDGKIGVDEFAALVKA        
              100                 
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 90.3  bits: 21.4 E():  4.8 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (25-49:61-85) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
           60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGA 
                                  
gi|294 DSDGDGKIGIDEFAAMIKG        
              100                 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  49 init1:  49 opt:  60  Z-score: 89.3  bits: 23.0 E():  5.4 
Smith-Waterman score: 60; 21.2% identity (65.2% similar) in 66 aa overlap (1-64:316-375) 
 
                                             10        20        30 
2MEPSP                               VEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     ... ...: :::..:.  .:  . :      
gi|495 VILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK----- 
         290       300       310       320       330       340      
 
               40        50          60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDG--VPRMRERPIGDLVVGLKQLGA 
        .:. ....:.  . .:.. .:.  ...:  :: ..                 
gi|495 -IGEINLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA               
               350       360       370                      
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 89.2  bits: 22.6 E():  5.5 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (24-59:252-287) 
 
                      10        20        30        40        50    
2MEPSP        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
            60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGA 
       : .  :                      
gi|144 TAAAGGYKV                   
             290                   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
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 initn:  42 init1:  42 opt:  59  Z-score: 88.9  bits: 22.6 E():  5.7 
Smith-Waterman score: 59; 28.0% identity (58.0% similar) in 50 aa overlap (30-79:8-56) 
 
               10        20        30        40        50        60 
2MEPSP VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                                    ::.:..:   . .. : .: .:  ::::    
gi|324                       MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVRE 
                                     10        20         30        
 
               70        80                                         
2MEPSP PRMRERPIGDLVVGLKQLGA                                         
         . .   . .. ..: ::                                          
gi|324 ASLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIA 
        40        50        60        70        80        90        
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 88.2  bits: 22.6 E():  6.2 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (2-51:17-66) 
 
                              10        20        30        40      
2MEPSP                VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                       :..:.:     .:  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                          
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 87.2  bits: 20.8 E():  7.1 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (25-47:59-81) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
           60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGA 
                                  
gi|288 DADGDGMLGLDEFAVLVKQ        
       90       100               
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.5  bits: 21.7 E():   10 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (24-59:248-283) 
 
                      10        20        30        40        50    
2MEPSP        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
            60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGA 
       : .  :                      
gi|239 TAATGGYKV                   
       280                         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.0  bits: 21.7 E():   11 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (24-59:274-309) 
 
                      10        20        30        40        50    
2MEPSP        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
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           250       260       270       280       290       300    
 
            60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGA 
       : .  :                      
gi|330 TAATGGYKV                   
           310                     
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.0  bits: 21.7 E():   11 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (24-59:274-309) 
 
                      10        20        30        40        50    
2MEPSP        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
            60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGA 
       : .  :                      
gi|398 TAATGGYKV                   
           310                     
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 84.0  bits: 20.2 E():   11 
Smith-Waterman score: 52; 29.8% identity (55.3% similar) in 47 aa overlap (3-49:39-83) 
 
                                           10        20        30   
2MEPSP                             VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::   :  ...    .  .:.  .:..::: 
gi|777 DADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEE--DELKLFL 
       10        20        30        40        50          60       
 
             40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
        :   . :.:. : : :                                
gi|777 QNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH        
         70        80        90       100               
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.9  bits: 20.2 E():   11 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (26-49:62-85) 
 
                    10        20        30        40        50      
2MEPSP      VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
          60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGA 
                                 
gi|209 ADGDGMIGIDEFAVLVKQ        
             100                 
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.9  bits: 20.2 E():   11 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (26-49:62-85) 
 
                    10        20        30        40        50      
2MEPSP      VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
          60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGA 
                                 
gi|249 ADGDGMIGIDEFAVLVKQ        
             100                 
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>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 83.5  bits: 20.6 E():   11 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (33-76:87-141) 
 
             10        20        30        40        50             
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
              60        70        80        
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGA        
           .. ::: . . :: . ..: .            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.3  bits: 19.9 E():   13 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (26-49:62-85) 
 
                    10        20        30        40        50      
2MEPSP      VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
          60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGA 
                                 
gi|288 ADGDGMIGIDEFAVWVKQ        
             100                 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.3  bits: 19.9 E():   13 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (25-49:61-85) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
           60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGA 
                                  
gi|207 DSDGDGKIGVEEFQALVKA        
              100                 
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.8  bits: 21.1 E():   14 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (24-59:227-262) 
 
                      10        20        30        40        50    
2MEPSP        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
            60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGA 
       : .  :                      
gi|180 TAAAGGYKV                   
        260                        
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.3  bits: 19.9 E():   15 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:9-26) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
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               :..  :...: :: :. :                                   
gi|256 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.3  bits: 19.9 E():   15 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:9-26) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.3  bits: 19.9 E():   15 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:9-26) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|760 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.3  bits: 19.9 E():   15 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:9-26) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|214 SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.3  bits: 19.9 E():   15 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:9-26) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|157 SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.3  bits: 19.9 E():   15 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:9-26) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.2  bits: 20.0 E():   15 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:10-27) 
 
                      10        20        30        40        50    
2MEPSP        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|110 RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKASID 
               10        20        30        40        50        60 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:15-32) 
 
                           10        20        30        40         
2MEPSP             VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
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gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                             
                                                                    
gi|394 KATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLGDN 
               70        80        90       100       110       120 
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.7  bits: 19.6 E():   16 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (25-47:61-83) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
           60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGA 
                                  
gi|148 DSDGDGKIGVDEFGAMIKA        
              100                 
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.7  bits: 19.6 E():   16 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (25-47:61-83) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
           60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGA 
                                  
gi|145 DSDGDGKIGVDEFGAMIKA        
              100                 
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.6  bits: 20.0 E():   17 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:25-42) 
 
                                     10        20        30         
2MEPSP                       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                   
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.6  bits: 20.0 E():   17 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:25-42) 
 
                                     10        20        30         
2MEPSP                       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                   
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
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               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.5  bits: 20.0 E():   17 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:26-43) 
 
                                      10        20        30        
2MEPSP                        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                  
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.5  bits: 20.0 E():   17 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:26-43) 
 
                                      10        20        30        
2MEPSP                        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                  
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.8  bits: 20.8 E():   18 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (33-59:251-277) 
 
             10        20        30        40        50        60   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
             70        80 
2MEPSP MRERPIGDLVVGLKQLGA 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.8  bits: 20.8 E():   18 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (33-59:252-278) 
 
             10        20        30        40        50        60   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
             70        80 
2MEPSP MRERPIGDLVVGLKQLGA 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (33-59:255-281) 
 
             10        20        30        40        50        60   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
             70        80 
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2MEPSP MRERPIGDLVVGLKQLGA 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (35-59:260-284) 
 
           10        20        30        40        50        60     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           70        80 
2MEPSP ERPIGDLVVGLKQLGA 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (35-59:260-284) 
 
           10        20        30        40        50        60     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           70        80 
2MEPSP ERPIGDLVVGLKQLGA 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (35-59:260-284) 
 
           10        20        30        40        50        60     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           70        80 
2MEPSP ERPIGDLVVGLKQLGA 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (35-59:260-284) 
 
           10        20        30        40        50        60     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           70        80 
2MEPSP ERPIGDLVVGLKQLGA 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (35-59:260-284) 
 
           10        20        30        40        50        60     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           70        80 
2MEPSP ERPIGDLVVGLKQLGA 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (35-59:260-284) 
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           10        20        30        40        50        60     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           70        80 
2MEPSP ERPIGDLVVGLKQLGA 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (35-59:260-284) 
 
           10        20        30        40        50        60     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           70        80 
2MEPSP ERPIGDLVVGLKQLGA 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (35-59:260-284) 
 
           10        20        30        40        50        60     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           70        80 
2MEPSP ERPIGDLVVGLKQLGA 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (35-59:260-284) 
 
           10        20        30        40        50        60     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           70        80 
2MEPSP ERPIGDLVVGLKQLGA 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (35-59:260-284) 
 
           10        20        30        40        50        60     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           70        80 
2MEPSP ERPIGDLVVGLKQLGA 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (35-59:260-284) 
 
           10        20        30        40        50        60     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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           70        80 
2MEPSP ERPIGDLVVGLKQLGA 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (35-59:260-284) 
 
           10        20        30        40        50        60     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           70        80 
2MEPSP ERPIGDLVVGLKQLGA 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (35-59:260-284) 
 
           10        20        30        40        50        60     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           70        80 
2MEPSP ERPIGDLVVGLKQLGA 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (35-59:260-284) 
 
           10        20        30        40        50        60     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           70        80 
2MEPSP ERPIGDLVVGLKQLGA 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (33-59:258-284) 
 
             10        20        30        40        50        60   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
             70        80 
2MEPSP MRERPIGDLVVGLKQLGA 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.6  bits: 20.8 E():   19 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (33-59:261-287) 
 
             10        20        30        40        50        60   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
             70        80 
2MEPSP MRERPIGDLVVGLKQLGA 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (33-59:266-292) 
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             10        20        30        40        50        60   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
             70        80 
2MEPSP MRERPIGDLVVGLKQLGA 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 79.4  bits: 20.1 E():   19 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (39-54:142-161) 
 
       10        20        30        40            50        60     
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
           70        80 
2MEPSP ERPIGDLVVGLKQLGA 
                        
gi|249 GYKV             
                        
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.8 E():   20 
Smith-Waterman score: 53; 19.4% identity (51.6% similar) in 62 aa overlap (8-69:174-235) 
 
                                      10        20        30        
2MEPSP                        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     ...:. : :.   : . ....  .   :   
gi|107 GIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAVFNKEDDIGTYTIRAVD 
           150       160       170       180       190       200    
 
        40        50        60        70        80                  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                  
         :.:.  :    ..  : .. .  . :. ::                             
gi|107 DPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESPIPINVIL 
           210       220       230       240       250       260    
 
gi|107 AINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
           270       280       290       300         
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 79.1  bits: 19.3 E():   20 
Smith-Waterman score: 49; 32.8% identity (50.8% similar) in 61 aa overlap (3-59:41-96) 
 
                                           10        20        30   
2MEPSP                             VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::.  :  ...    .  .:.  ::..::: 
gi|193 DITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE--EELKLFL 
               20        30        40        50        60           
 
             40            50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTA----AGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
        :     :.:: . :     :: :   : ::                      
gi|193 QNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH         
       70        80        90          100                  
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.8  bits: 19.3 E():   21 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (25-49:60-84) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
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           60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGA 
                                  
gi|131 DSDGDGKIGVDEFGALVDKWGAKG   
      90       100       110      
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.3  bits: 20.5 E():   22 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (24-59:238-273) 
 
                      10        20        30        40        50    
2MEPSP        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
            60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGA 
       : .  :                      
gi|313 TAATGGYKV                   
       270                         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (24-59:246-281) 
 
                      10        20        30        40        50    
2MEPSP        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
            60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGA 
       : .  :                      
gi|295 TAATGGYKV                   
         280                       
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 77.5  bits: 19.0 E():   25 
Smith-Waterman score: 48; 29.3% identity (58.5% similar) in 41 aa overlap (3-43:41-79) 
 
                                           10        20        30   
2MEPSP                             VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :: . :  ...    .  .:.  .:..::: 
gi|179 DITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEE--DELKLFL 
               20        30        40        50        60           
 
             40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
        :   . :.::                                      
gi|179 QNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA        
       70        80        90       100                 
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.0 E():   25 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (25-49:61-85) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
           60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGA 
                                  
gi|207 DSDGDGKIGVEEFQALVKA        
              100                 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 76.7  bits: 20.2 E():   27 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (24-59:238-273) 
 
                      10        20        30        40        50    
2MEPSP        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
            60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGA 
       : .  :                      
gi|313 TAATGGYKV                   
       270                         
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.7  bits: 20.2 E():   27 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (24-59:238-273) 
 
                      10        20        30        40        50    
2MEPSP        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
            60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGA 
       : .  :                      
gi|168 TAATGGYKV                   
       270                         
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.7  bits: 20.2 E():   27 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (24-59:238-273) 
 
                      10        20        30        40        50    
2MEPSP        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
            60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGA 
       : .  :                      
gi|313 TAATGGYKV                   
       270                         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.5  bits: 19.1 E():   28 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:9-26) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.5  bits: 19.1 E():   28 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:9-26) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.5  bits: 19.1 E():   28 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:9-26) 
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                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.5  bits: 19.1 E():   28 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:9-26) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.5  bits: 19.1 E():   28 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:9-26) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|179 DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDG 
               10        20        30        40        50        60 
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.5  bits: 19.1 E():   28 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:9-26) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.5  bits: 19.1 E():   28 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:9-26) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.5  bits: 19.1 E():   28 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:9-26) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.5  bits: 19.1 E():   28 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:9-26) 
 
                     10        20        30        40        50     
2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.5  bits: 19.1 E():   28 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:9-26) 
 
                     10        20        30        40        50     
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2MEPSP       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.1  bits: 20.2 E():   29 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (35-59:280-304) 
 
           10        20        30        40        50        60     
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
           70        80 
2MEPSP ERPIGDLVVGLKQLGA 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.0  bits: 19.1 E():   29 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:18-35) 
 
                              10        20        30        40      
2MEPSP                VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                          
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:22-39) 
 
                                  10        20        30        40  
2MEPSP                    VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                      
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.7  bits: 19.1 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:26-43) 
 
                                      10        20        30        
2MEPSP                        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                  
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.7  bits: 19.1 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:26-43) 
 
                                      10        20        30        
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2MEPSP                        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                  
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.7  bits: 19.1 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:26-43) 
 
                                      10        20        30        
2MEPSP                        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                  
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.7  bits: 19.1 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:26-43) 
 
                                      10        20        30        
2MEPSP                        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                  
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.7  bits: 19.1 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:26-43) 
 
                                      10        20        30        
2MEPSP                        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                  
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.7  bits: 19.1 E():   31 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:26-43) 
 
                                      10        20        30        
2MEPSP                        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                  
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gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 48; 31.2% identity (47.5% similar) in 80 aa overlap (8-79:71-145) 
 
                                      10        20            30    
2MEPSP                        VEADKAAKRAVVVGCGGKFPVEDAK----EEVQLFLG 
                                     .:::   :  .::  : .    : .. .:: 
gi|282 LCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVPGDCCRQFPPVDYSWCRCEAISHMLG 
               50        60        70        80        90       100 
 
            40        50        60            70        80          
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPR----MRERPIGDLVVGLKQLGA          
         :: .: : :    .:   . :. :  :     :.:  : : : . . :           
gi|282 --GI-YRELGAP--DVGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARS 
                   110       120       130       140       150      
 
gi|282 GY 
          
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 19.2 E():   35 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:55-72) 
 
                                           10        20        30   
2MEPSP                             VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
             40        50        60        70        80             
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA             
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 74.3  bits: 18.4 E():   37 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (3-49:41-85) 
 
                                           10        20        30   
2MEPSP                             VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::   :   :.    .  .:.  .:..::: 
gi|148 DCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEE--DELKLFL 
               20        30        40        50        60           
 
             40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
            . :.:: : : :                                
gi|148 QVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA        
       70        80        90       100                 
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 74.3  bits: 18.4 E():   37 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (3-49:41-85) 
 
                                           10        20        30   
2MEPSP                             VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::   :   :.    .  .:.  .:..::: 
gi|145 DCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEE--DELKLFL 
               20        30        40        50        60           
 
             40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
            . :.:: : : :                                
gi|145 QVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA        
       70        80        90       100                 
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>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (43-68:11-39) 
 
             20        30        40        50           60          
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
      70        80                                                  
2MEPSP DLVVGLKQLGA                                                  
                                                                    
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.2  bits: 15.8 E():   42 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (47-61:2-16) 
 
         20        30        40        50        60        70       
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . : : .:                
gi|320                              YTTEGGTKSEVEDVIPEGWK            
                                            10        20            
 
         80 
2MEPSP QLGA 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 73.0  bits: 20.4 E():   43 
Smith-Waterman score: 51; 25.6% identity (66.7% similar) in 39 aa overlap (1-38:370-408) 
 
                                             10        20           
2MEPSP                               VEADKAAKRAVVVGCGGKFPVEDAK-EEVQ 
                                     ... .:.  :. . :. ..: .: :  ... 
gi|248 ILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDIS 
     340       350       360       370       380       390          
 
      30        40        50        60        70        80          
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA          
       : : .. ::                                                    
gi|248 LKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKG 
     400       410       420       430       440       450          
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 73.0  bits: 20.4 E():   43 
Smith-Waterman score: 51; 25.6% identity (66.7% similar) in 39 aa overlap (1-38:370-408) 
 
                                             10        20           
2MEPSP                               VEADKAAKRAVVVGCGGKFPVEDAK-EEVQ 
                                     ... .:.  :. . :. ..: .: :  ... 
gi|114 ILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDIS 
     340       350       360       370       380       390          
 
      30        40        50        60        70        80          
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA          
       : : .. ::                                                    
gi|114 LKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKG 
     400       410       420       430       440       450          
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 73.0  bits: 20.4 E():   43 
Smith-Waterman score: 51; 25.6% identity (66.7% similar) in 39 aa overlap (1-38:370-408) 
 
                                             10        20           
2MEPSP                               VEADKAAKRAVVVGCGGKFPVEDAK-EEVQ 
                                     ... .:.  :. . :. ..: .: :  ... 
gi|114 ILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDIS 
     340       350       360       370       380       390          
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      30        40        50        60        70        80          
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA          
       : : .. ::                                                    
gi|114 LKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKG 
     400       410       420       430       440       450          
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 73.0  bits: 20.4 E():   43 
Smith-Waterman score: 51; 25.6% identity (66.7% similar) in 39 aa overlap (1-38:370-408) 
 
                                             10        20           
2MEPSP                               VEADKAAKRAVVVGCGGKFPVEDAK-EEVQ 
                                     ... .:.  :. . :. ..: .: :  ... 
gi|248 ILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDIS 
     340       350       360       370       380       390          
 
      30        40        50        60        70        80          
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA          
       : : .. ::                                                    
gi|248 LKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKG 
     400       410       420       430       440       450          
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 73.0  bits: 20.4 E():   43 
Smith-Waterman score: 51; 25.6% identity (66.7% similar) in 39 aa overlap (1-38:370-408) 
 
                                             10        20           
2MEPSP                               VEADKAAKRAVVVGCGGKFPVEDAK-EEVQ 
                                     ... .:.  :. . :. ..: .: :  ... 
gi|114 ILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDIS 
     340       350       360       370       380       390          
 
      30        40        50        60        70        80          
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA          
       : : .. ::                                                    
gi|114 LKLTSGKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKG 
     400       410       420       430       440       450          
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 73.0  bits: 20.4 E():   43 
Smith-Waterman score: 51; 25.6% identity (66.7% similar) in 39 aa overlap (1-38:370-408) 
 
                                             10        20           
2MEPSP                               VEADKAAKRAVVVGCGGKFPVEDAK-EEVQ 
                                     ... .:.  :. . :. ..: .: :  ... 
gi|117 ILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDIS 
     340       350       360       370       380       390          
 
      30        40        50        60        70        80          
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA          
       : : .. ::                                                    
gi|117 LKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDKG 
     400       410       420       430       440       450          
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 73.0  bits: 20.4 E():   43 
Smith-Waterman score: 51; 25.6% identity (66.7% similar) in 39 aa overlap (1-38:370-408) 
 
                                             10        20           
2MEPSP                               VEADKAAKRAVVVGCGGKFPVEDAK-EEVQ 
                                     ... .:.  :. . :. ..: .: :  ... 
gi|114 ILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDIS 
     340       350       360       370       380       390          
 
      30        40        50        60        70        80          
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA          
       : : .. ::                                                    
gi|114 LKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKG 
     400       410       420       430       440       450          
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  45 init1:  45 opt:  51  Z-score: 73.0  bits: 20.4 E():   43 
Smith-Waterman score: 51; 25.6% identity (66.7% similar) in 39 aa overlap (1-38:370-408) 
 
                                             10        20           
2MEPSP                               VEADKAAKRAVVVGCGGKFPVEDAK-EEVQ 
                                     ... .:.  :. . :. ..: .: :  ... 
gi|114 ILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDIS 
     340       350       360       370       380       390          
 
      30        40        50        60        70        80          
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA          
       : : .. ::                                                    
gi|114 LKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKG 
     400       410       420       430       440       450          
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 73.0  bits: 20.4 E():   43 
Smith-Waterman score: 51; 25.6% identity (66.7% similar) in 39 aa overlap (1-38:370-408) 
 
                                             10        20           
2MEPSP                               VEADKAAKRAVVVGCGGKFPVEDAK-EEVQ 
                                     ... .:.  :. . :. ..: .: :  ... 
gi|114 ILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDIS 
     340       350       360       370       380       390          
 
      30        40        50        60        70        80          
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA          
       : : .. ::                                                    
gi|114 LKLTSGKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKG 
     400       410       420       430       440       450          
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 73.0  bits: 20.4 E():   43 
Smith-Waterman score: 51; 25.6% identity (66.7% similar) in 39 aa overlap (1-38:370-408) 
 
                                             10        20           
2MEPSP                               VEADKAAKRAVVVGCGGKFPVEDAK-EEVQ 
                                     ... .:.  :. . :. ..: .: :  ... 
gi|114 ILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDIS 
     340       350       360       370       380       390          
 
      30        40        50        60        70        80          
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA          
       : : .. ::                                                    
gi|114 LKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKG 
     400       410       420       430       440       450          
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 73.0  bits: 20.4 E():   43 
Smith-Waterman score: 51; 25.6% identity (66.7% similar) in 39 aa overlap (1-38:370-408) 
 
                                             10        20           
2MEPSP                               VEADKAAKRAVVVGCGGKFPVEDAK-EEVQ 
                                     ... .:.  :. . :. ..: .: :  ... 
gi|114 ILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDIS 
     340       350       360       370       380       390          
 
      30        40        50        60        70        80          
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA          
       : : .. ::                                                    
gi|114 LKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKG 
     400       410       420       430       440       450          
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 73.0  bits: 20.4 E():   43 
Smith-Waterman score: 51; 25.6% identity (66.7% similar) in 39 aa overlap (1-38:370-408) 
 
                                             10        20           
2MEPSP                               VEADKAAKRAVVVGCGGKFPVEDAK-EEVQ 
                                     ... .:.  :. . :. ..: .: :  ... 
gi|114 ILINQFYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDIS 
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     340       350       360       370       380       390          
 
      30        40        50        60        70        80          
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA          
       : : .. ::                                                    
gi|114 LKLTSGKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKG 
     400       410       420       430       440       450          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.0  bits: 19.6 E():   43 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (24-59:267-298) 
 
                      10        20        30        40        50    
2MEPSP        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
            60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGA 
       : .  :                      
gi|663 TAAAGGYKA                   
            300                    
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.7  bits: 19.3 E():   45 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (24-51:210-237) 
 
                      10        20        30        40        50    
2MEPSP        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
            60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGA 
                                   
gi|226 V                           
     240                           
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.6  bits: 17.7 E():   45 
Smith-Waterman score: 44; 28.1% identity (56.2% similar) in 32 aa overlap (1-32:40-71) 
 
                                             10        20        30 
2MEPSP                               VEADKAAKRAVVVGCGGKFPVEDAKEEVQL 
                                     .  ::.  . ::.  :    .:   ..:.: 
gi|154 GGNTDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRL 
      10        20        30        40        50        60          
 
               40        50        60        70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
       :.                                                 
gi|154 FVDSLDKIAQVPRVG                                    
      70        80                                        
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 18.5 E():   46 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (38-60:22-44) 
 
        10        20        30        40        50        60        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
        70        80                                                
2MEPSP IGDLVVGLKQLGA                                                
                                                                    
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
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>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 18.5 E():   46 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (38-60:22-44) 
 
        10        20        30        40        50        60        
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
        70        80                                                
2MEPSP IGDLVVGLKQLGA                                                
                                                                    
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.4  bits: 19.7 E():   47 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (4-59:267-318) 
 
                                          10        20        30    
2MEPSP                            VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
            40        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
        .: :    :.:: :: : :: .  :                      
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV       
        300           310       320       330          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.3  bits: 19.7 E():   47 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (25-67:5-47) 
 
               10        20        30        40        50        60 
2MEPSP VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                               :. : :::. : .:  . . :. :. . :: .  .. 
gi|249                     MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAA 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP PRMRERPIGDLVVGLKQLGA                                         
       :     :                                                      
gi|249 PATAATPATPATPATPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVE 
               50        60        70        80        90       100 
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 18.5 E():   49 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (2-50:75-123) 
 
                                            10        20        30  
2MEPSP                              VEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
              40        50        60        70        80     
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA     
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 18.5 E():   49 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (2-50:75-123) 
 
                                            10        20        30  
2MEPSP                              VEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
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                                     ::. : . .:: : .    .:    :..:  
gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
              40        50        60        70        80     
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA     
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.3  bits: 19.3 E():   54 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (30-57:7-33) 
 
               10        20        30        40        50        60 
2MEPSP VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                                    :..:..:   : .: : . : :. :..:    
gi|198                        MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVRE 
                                      10        20         30       
 
               70        80                                         
2MEPSP PRMRERPIGDLVVGLKQLGA                                         
                                                                    
gi|198 ITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIK 
         40        50        60        70        80        90       
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (25-54:5-32) 
 
               10        20        30        40        50        60 
2MEPSP VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                               :  : .::. :  .. .:... :: ::.::       
gi|300                     MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKL 
                                   10          20        30         
 
               70        80                                         
2MEPSP PRMRERPIGDLVVGLKQLGA                                         
                                                                    
gi|300 IEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAA 
       40        50        60        70        80        90         
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (25-54:5-32) 
 
               10        20        30        40        50        60 
2MEPSP VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                               :  : .::. :  .. .:... :: ::.::       
gi|300                     MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKL 
                                   10          20        30         
 
               70        80                                         
2MEPSP PRMRERPIGDLVVGLKQLGA                                         
                                                                    
gi|300 IEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAA 
       40        50        60        70        80        90         
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 17.8 E():   54 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (26-53:54-81) 
 
                    10        20        30        40        50      
2MEPSP      VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
          60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGA 
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gi|598 EEKKEEKEEEKEESDEDMGFGLFD  
            90       100         
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 17.8 E():   55 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (26-49:61-84) 
 
                    10        20        30        40        50      
2MEPSP      VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
          60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGA 
                                 
gi|288 ADGDGMLGLDEFAVLVKQ        
              100                
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 17.4 E():   56 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (4-32:43-71) 
 
                                          10        20        30    
2MEPSP                            VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
            40        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                                       
gi|122 SLDKIAQVPRVG                                    
             80                                        
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (14-27:91-104) 
 
                                10        20        30        40    
2MEPSP                  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
            50        60        70        80                        
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                        
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.1 E():   65 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (25-76:5-62) 
 
               10        20        30        40        50        60 
2MEPSP VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                               :  : :::  : .:  . . :. :. . :: .  :. 
gi|119                     MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGA 
                                   10        20        30        40 
 
                     70        80                                   
2MEPSP ------PRMRERPIGDLVVGLKQLGA                                   
             : .... . :. ::.:                                       
gi|119 AAGKITPTQEQKLMEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQA 
               50        60        70        80        90       100 
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.5 E():   68 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (34-53:67-86) 
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            10        20        30        40        50        60    
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
            70        80 
2MEPSP RERPIGDLVVGLKQLGA 
                         
gi|833 EKEESDEDMGFGLFD   
        100       110    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.5 E():   68 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (34-53:67-86) 
 
            10        20        30        40        50        60    
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
            70        80 
2MEPSP RERPIGDLVVGLKQLGA 
                         
gi|668 EKEESDEDMGFGLFD   
        100       110    
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.7 E():   68 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (30-69:1-39) 
 
               10        20        30         40        50          
2MEPSP VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDG 
                                    .:::.: :::       .::. :.    ::. 
gi|116                              VFLGSAHGIAKVPPGPNITATYGDEW--LDA 
                                            10        20            
 
      60        70        80                                        
2MEPSP VPRMRERPIGDLVVGLKQLGA                                        
             .: :                                                   
gi|116 KSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPE 
      30        40        50        60        70        80          
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.2  bits: 15.6 E():   70 
Smith-Waterman score: 38; 66.7% identity (75.0% similar) in 12 aa overlap (1-12:6-17) 
 
                    10        20        30        40        50      
2MEPSP      VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
            : :: .:: :::                                            
gi|323 INLKAVIADPVAKTAVVQAGATLGEVYYXI                               
               10        20        30                               
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.1  bits: 19.5 E():   70 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (30-76:346-393) 
 
                10        20        30        40        50          
2MEPSP  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
       60        70        80                                       
2MEPSP GVPRMRERPIGDLVVGLKQLGA                                       
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2185

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  41 init1:  41 opt:  48  Z-score: 69.1  bits: 19.5 E():   70 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (30-76:346-393) 
 
                10        20        30        40        50          
2MEPSP  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
       60        70        80                                       
2MEPSP GVPRMRERPIGDLVVGLKQLGA                                       
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (47-79:28-60) 
 
         20        30        40        50        60        70       
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :.. :: . .  :.  .. : .:: . :   
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCM 
                  10        20        30        40        50        
 
         80                                                         
2MEPSP QLGA                                                         
       . :                                                          
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 18.7 E():   72 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (14-27:91-104) 
 
                                10        20        30        40    
2MEPSP                  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
            50        60        70        80                        
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                        
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (14-27:91-104) 
 
                                10        20        30        40    
2MEPSP                  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
            50        60        70        80                        
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                        
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (24-59:238-273) 
 
                      10        20        30        40        50    
2MEPSP        VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
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       210       220       230       240       250       260        
 
            60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGA 
       : .  :                      
gi|313 TAAAGGYKV                   
       270                         
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.2 E():   77 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:69-88) 
 
              20        30        40        50        60        70  
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
              80 
2MEPSP VVGLKQLGA 
                 
gi|105 T         
                 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.3  bits: 17.6 E():   77 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (17-47:6-35) 
 
               10        20        30        40        50        60 
2MEPSP VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                       :.. . : .:. . :: . :...   ::: :              
gi|144            MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDT 
                          10         20        30        40         
 
               70        80                                         
2MEPSP PRMRERPIGDLVVGLKQLGA                                         
                                                                    
gi|144 YIFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREF 
       50        60        70        80        90       100         
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.3  bits: 19.5 E():   78 
Smith-Waterman score: 48; 25.4% identity (49.3% similar) in 67 aa overlap (9-61:393-459) 
 
                                     10        20        30         
2MEPSP                       VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFL------ 
                                     :. :::  ::   .:  .. :...       
gi|298 QHVVLYKNAIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFA 
            370       380       390       400       410       420   
 
                     40        50        60        70        80     
2MEPSP -----GNAG---IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA     
            :  :   . ...   :.:.  :. : :: ..:                        
gi|298 VVLKAGREGLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQ 
            430       440       450       460       470       480   
 
gi|298 EVEVFRPFQSRDEKERERFSIV 
            490       500     
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (36-79:17-60) 
 
          10        20        30        40        50        60      
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  ::..:...  :..    .. :...  
gi|130               MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKP 
                             10        20        30        40       
 
          70        80                                              
2MEPSP RPIGDLVVGLKQLGA                                              
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       . :  ..  ... :                                               
gi|130 QEITGIMKDFEEPGHLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFG 
         50        60        70        80        90       100       
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (32-58:107-133) 
 
              10        20        30        40        50        60  
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
              70        80                                          
2MEPSP RMRERPIGDLVVGLKQLGA                                          
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (33-59:276-298) 
 
             10        20        30        40        50        60   
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
             70        80 
2MEPSP MRERPIGDLVVGLKQLGA 
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.4 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (14-27:68-81) 
 
                                10        20        30        40    
2MEPSP                  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
            50        60        70        80                        
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                        
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.4 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (14-27:68-81) 
 
                                10        20        30        40    
2MEPSP                  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
            50        60        70        80                        
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                        
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea mays  (411 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 67.9  bits: 19.2 E():   82 
Smith-Waterman score: 47; 22.4% identity (58.6% similar) in 58 aa overlap (2-59:56-105) 
 
                                            10        20        30  
2MEPSP                              VEADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
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                                     .. ::...: . .:::      .:. . .  
gi|898 EESKGIDAKASGPGGFFDITKLGASGNGKTDSTKAVQEAWASACGG-----TGKQTILIP 
          30        40        50        60        70             80 
 
              40        50        60        70        80            
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA            
        :.  ... ..:.      :..:  .::                                 
gi|898 KGDFLVGQLNFTGPCK---GDVTIQVDGNLLATTDLSQYKEHGNWIEILRVDNLVITGKG 
               90          100       110       120       130        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.4 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (14-27:69-82) 
 
                                10        20        30        40    
2MEPSP                  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
            50        60        70        80                        
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                        
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.7  bits: 18.0 E():   84 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (37-61:121-145) 
 
         10        20        30        40        50        60       
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
         70        80                            
2MEPSP PIGDLVVGLKQLGA                            
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (30-69:5-43) 
 
               10        20        30         40        50          
2MEPSP VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDG 
                                    .:::.: :::       .::  :.    ::. 
gi|168                          ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDA 
                                        10        20        30      
 
      60        70        80                                        
2MEPSP VPRMRERPIGDLVVGLKQLGA                                        
             .: :                                                   
gi|168 KSTWYGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPE 
            40        50        60        70        80        90    
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.6  bits: 18.0 E():   85 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (15-31:172-189) 
 
                               10        20         30        40    
2MEPSP                 VEADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|313 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
            50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
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>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.6  bits: 18.0 E():   85 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (15-31:172-189) 
 
                               10        20         30        40    
2MEPSP                 VEADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|476 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
            50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (14-27:91-104) 
 
                                10        20        30        40    
2MEPSP                  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
            50        60        70        80                        
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                        
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (30-69:16-54) 
 
               10        20        30         40        50          
2MEPSP VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDG 
                                    .:::.: :::       .::  :.    ::. 
gi|168               MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDA 
                             10        20        30        40       
 
      60        70        80                                        
2MEPSP VPRMRERPIGDLVVGLKQLGA                                        
             .: :                                                   
gi|168 KSTWYGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPE 
           50        60        70        80        90       100     
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (30-69:16-54) 
 
               10        20        30         40        50          
2MEPSP VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDG 
                                    .:::.: :::       .::. :.    ::. 
gi|386               MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDA 
                             10        20        30        40       
 
      60        70        80                                        
2MEPSP VPRMRERPIGDLVVGLKQLGA                                        
             .: :                                                   
gi|386 KSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPE 
           50        60        70        80        90       100     
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (42-61:232-251) 
 
              20        30        40        50        60        70  
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2190

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

              80 
2MEPSP VVGLKQLGA 
                 
gi|898 AK        
                 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (30-69:16-54) 
 
               10        20        30         40        50          
2MEPSP VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDG 
                                    .:::.: :::       .::. :.    ::. 
gi|409               MASSSSVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDA 
                             10        20        30        40       
 
      60        70        80                                        
2MEPSP VPRMRERPIGDLVVGLKQLGA                                        
             .: :                                                   
gi|409 KSTWYGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPE 
           50        60        70        80        90       100     
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (30-69:16-54) 
 
               10        20        30         40        50          
2MEPSP VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDG 
                                    .:::.: :::       .::  :.    ::. 
gi|126               MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDA 
                             10        20        30        40       
 
      60        70        80                                        
2MEPSP VPRMRERPIGDLVVGLKQLGA                                        
             .: :                                                   
gi|126 KSTWYGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPE 
           50        60        70        80        90       100     
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (14-27:91-104) 
 
                                10        20        30        40    
2MEPSP                  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
            50        60        70        80                        
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                        
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (30-69:16-54) 
 
               10        20        30         40        50          
2MEPSP VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDG 
                                    .:::.: :::       .::  :.    ::. 
gi|752               MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDA 
                             10        20        30        40       
 
      60        70        80                                        
2MEPSP VPRMRERPIGDLVVGLKQLGA                                        
             .: :                                                   
gi|752 KSTWYGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPE 
           50        60        70        80        90       100     
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (14-27:91-104) 
 
                                10        20        30        40    
2MEPSP                  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
            50        60        70        80                        
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                        
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.4  bits: 18.4 E():   88 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (14-27:92-105) 
 
                                10        20        30        40    
2MEPSP                  VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
            50        60        70        80                        
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                        
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.0 E():   88 
Smith-Waterman score: 44; 45.5% identity (81.8% similar) in 11 aa overlap (13-23:166-176) 
 
                                 10        20        30        40   
2MEPSP                   VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     .:::..  .::                    
gi|549 EVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGN 
         140       150       160       170       180       190      
 
             50        60        70        80 
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                              
gi|549 EPIYERK                                
         200                                  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (30-69:18-56) 
 
               10        20        30         40        50          
2MEPSP VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDG 
                                    .:::.: :::       .::. :.    ::. 
gi|117             MASSSRSVLLLVAALFAVFLGSAHGIAKVPPGPNITATYGDEW--LDA 
                           10        20        30        40         
 
      60        70        80                                        
2MEPSP VPRMRERPIGDLVVGLKQLGA                                        
             .: :                                                   
gi|117 KSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPE 
         50        60        70        80        90       100       
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.3  bits: 18.0 E():   89 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (18-52:96-129) 
 
                            10        20        30        40        
2MEPSP              VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
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          70        80        90       100       110        120     
 
        50        60        70        80                            
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA                            
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (43-71:11-42) 
 
             20        30        40        50           60          
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    ...:::   ::..  . :. 
gi|116                     MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAIS 
                                   10        20        30        40 
 
      70        80                                                  
2MEPSP DLVVGLKQLGA                                                  
       ..                                                           
gi|116 SVENIEGNGGPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKIS 
               50        60        70        80        90       100 
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (43-59:112-128) 
 
             20        30        40        50        60        70   
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
             80 
2MEPSP VGLKQLGA 
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   96 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (36-80:17-61) 
 
          10        20        30        40        50        60      
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : ...  .::. .. ::.    .. :...  
gi|622               MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKP 
                             10        20        30        40       
 
          70        80                                              
2MEPSP RPIGDLVVGLKQLGA                                              
         :. ..  ... ::                                              
gi|622 DEINAIIKEFSEPGALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFG 
         50        60        70        80        90       100       
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   96 
Smith-Waterman score: 42; 25.0% identity (63.9% similar) in 36 aa overlap (37-72:4-39) 
 
         10        20        30        40        50        60       
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     ..: .:.. ..: . ...  : ..:   :  
gi|153                            MRTVSMAALVVIAAALAWTSSAELASAPAPGEG 
                                          10        20        30    
 
         70        80                                               
2MEPSP PIGDLVVGLKQLGA                                               
       : : .:                                                       
gi|153 PCGKVVHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISG 
            40        50        60        70        80        90    
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 66.5  bits: 18.8 E():   97 
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Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (20-44:22-45) 
 
                 10        20        30        40        50         
2MEPSP   VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                            ::..: :.:. :: .:. . ::: :               
gi|113 MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNIIDKCWRCK 
               10        20         30        40        50          
 
       60        70        80                                       
2MEPSP GVPRMRERPIGDLVVGLKQLGA                                       
                                                                    
gi|113 ADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWI 
      60        70        80        90       100       110          
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.5  bits: 14.6 E():   98 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (1-14:3-16) 
 
                 10        20        30        40        50         
2MEPSP   VEADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
         :.: .::.  : ::                                             
gi|463 DFVDAHNAARAQVGVGPVHWT                                        
               10        20                                         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:31 2011 done: Tue Apr 19 10:57:31 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 68  - 147 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     3     2:* 
  32    19     8:==*==== 
  34    10    22:====   * 
  36    58    44:==============*===== 
  38    67    73:======================= * 
  40   103   102:=================================*= 
  42   132   125:=========================================*== 
  44   142   138:=============================================*== 
  46   147   140:==============================================*== 
  48   136   134:============================================*= 
  50   109   122:=====================================   * 
  52    73   108:=========================          * 
  54    71    92:========================      * 
  56   129    77:=========================*================= 
  58    48    63:================    * 
  60    24    51:========        * 
  62    24    41:========     * 
  64    15    33:=====     * 
  66    19    26:======= * 
  68    40    20:======*======= 
  70    10    16:==== * 
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  72    12    12:===* 
  74     6    10:== * 
  76    23     8:==*===== 
  78     5     6:=* 
  80    31     5:=*========= 
  82     8     3:*== 
  84     8     3:*== 
  86     0     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     2     0:=         *== 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.71430.00303; mu= 13.4678 0.158 
 mean_var=37.940511.749, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.208220 
 Kolmogorov-Smirnov  statistic: 0.0459 (N=28) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 23.6       1 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 23.3     1.3 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 23.3     1.3 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   61 23.0     1.6 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 22.7       2 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 22.4     2.4 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   66 25.1     2.8 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 22.1       3 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   61 23.3     3.5 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 21.8     3.6 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 21.5     4.5 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.7     5.1 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   59 22.7     5.8 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   60 23.1     6.1 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.9     6.7 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.8     9.5 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   57 22.2     9.5 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.8      10 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.8      10 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   52 20.3      10 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 20.3      10 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 20.3      10 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 20.7      11 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.0      13 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.0      13 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.2      14 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.0      14 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.0      14 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.0      14 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.0      14 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.0      14 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.0      14 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.0      15 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.0      15 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.7      16 
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gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.7      16 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.1      16 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.1      16 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.1      16 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.1      16 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.9      17 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.9      17 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.9      17 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.9      18 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.9      18 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.9      18 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.9      18 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.9      18 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.9      18 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.9      18 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.9      18 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.9      18 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.9      18 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.9      18 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.9      18 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.9      18 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.9      18 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.9      18 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.9      18 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.9      18 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.1      18 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   53 20.9      19 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   49 19.4      19 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.4      20 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.6      21 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.6      22 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   48 19.1      24 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.1      24 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.3      26 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.3      26 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.3      26 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.1      27 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.1      27 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.1      27 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.1      27 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.1      27 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.1      27 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.1      27 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.1      27 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.1      27 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.1      27 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.3      28 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.1      28 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.1      29 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.2      29 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.2      29 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.2      29 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.2      29 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.2      29 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.2      29 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   48 19.2      31 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.2      34 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   46 18.5      36 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   46 18.5      36 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.9      39 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.8      41 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.7      42 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 20.1      42 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.3      43 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.6      44 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.6      44 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.7      45 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.7      46 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   46 18.6      47 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   46 18.6      47 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.4      52 
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gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.2      52 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.2      52 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.9      53 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.9      53 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   43 17.5      54 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.5      54 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.1      57 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.1      63 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.5      63 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.5      63 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.7      67 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.6      67 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.6      67 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.5      68 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.5      68 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.0      69 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.7      70 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.8      70 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.8      72 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.2      75 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.6      76 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   48 19.6      76 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 17.6      76 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.2      77 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   48 19.6      77 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   48 19.6      77 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   48 19.6      77 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   48 19.6      77 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   48 19.6      77 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   48 19.6      77 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   48 19.6      77 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   48 19.6      77 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   48 19.6      77 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   48 19.6      77 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   48 19.6      77 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   48 19.6      77 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.8      77 
gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea  ( 411)   47 19.2      79 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.4      79 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.4      79 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.4      80 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.0      82 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.4      82 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   44 18.0      83 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   44 18.0      83 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   37 15.3      84 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.4      85 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.4      85 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.4      85 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.4      85 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.4      85 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.4      85 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.4      85 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.4      85 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.4      85 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.4      85 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.1      86 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.5      86 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.1      86 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.7      88 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.3      93 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.3      94 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.3      94 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   43 17.7      95 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   43 17.7      95 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 102.1  bits: 23.6 E():    1 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (24-48:61-85) 
 
                      10        20        30        40        50    
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2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
            60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGAD 
                                   
gi|145 DEDGDGMIGVDEFVTLVKA         
              100                  
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 100.6  bits: 23.3 E():  1.3 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (24-79:60-104) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
            60        70        80    
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGAD    
       .. ::     ..  :: ..:. ...:     
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG 
                90        100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 100.6  bits: 23.3 E():  1.3 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (24-79:60-104) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
            60        70        80    
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGAD    
       .. ::     ..  :: ..:. ...:     
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG 
                90        100         
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  61  Z-score: 98.9  bits: 23.0 E():  1.6 
Smith-Waterman score: 61; 31.9% identity (59.6% similar) in 47 aa overlap (2-48:41-85) 
 
                                            10        20        30  
2MEPSP                              EADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::.. :  ...    .  .:.  ::..::: 
gi|288 EITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIEE--EELKLFL 
               20        30        40        50        60           
 
              40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 
        :   . :.:. : : :                                 
gi|288 QNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG         
       70        80        90       100                  
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 97.3  bits: 22.7 E():    2 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (24-71:60-106) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
            60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGAD 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2198

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

        : ::  ..  . . :::          
gi|208 DV-DGDGKIGIEEFTDLVRSK       
      90        100                
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 95.6  bits: 22.4 E():  2.4 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (24-48:61-85) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
            60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGAD 
                                   
gi|145 DSDGDGKIGVDEFAAMVKA         
              100                  
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 
 initn:  49 init1:  49 opt:  66  Z-score: 94.5  bits: 25.1 E():  2.8 
Smith-Waterman score: 66; 25.7% identity (62.9% similar) in 70 aa overlap (1-70:565-633) 
 
                                             10        20        30 
2MEPSP                               EADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::.:. :.        .  .::.....:   
gi|425 KAEIARLRKKYQAEIAELEMTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQQT 
          540       550       560       570       580       590     
 
               40        50        60        70        80           
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD           
       : . ..:.:...: ..:   .   .::.. : :..  .::                     
gi|425 LDQYALAQRKISA-LSAELEECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLTAI 
          600        610       620       630       640       650    
 
gi|425 KNKLETELSTAQADLDEVTKELHAADERANRALADAARAVQELHEEQEHSMKIDALRKSL 
           660       670       680       690       700       710    
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 94.0  bits: 22.1 E():    3 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (24-48:61-85) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
            60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGAD 
                                   
gi|222 DSDGDGKIGAEEFAALVTA         
              100                  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  61  Z-score: 92.6  bits: 23.3 E():  3.5 
Smith-Waterman score: 61; 26.9% identity (59.6% similar) in 52 aa overlap (29-80:8-58) 
 
               10        20        30        40        50        60 
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                   ::.:..:   . .. : .: .:  ::::     
gi|324                      MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREA 
                                    10        20         30         
 
               70        80                                         
2MEPSP RMRERPIGDLVVGLKQLGAD                                         
        . .   . .. ..: ::..                                         
gi|324 SLSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAA 
       40        50        60        70        80        90         
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>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 92.4  bits: 21.8 E():  3.6 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (24-48:61-85) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
            60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGAD 
                                   
gi|179 DSDGDGKIGVDEFAALVKA         
              100                  
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 90.8  bits: 21.5 E():  4.5 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (24-48:61-85) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
            60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGAD 
                                   
gi|294 DSDGDGKIGIDEFAAMIKG         
              100                  
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 89.7  bits: 22.7 E():  5.1 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (23-58:252-287) 
 
                       10        20        30        40        50   
2MEPSP         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
             60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGAD 
       : .  :                       
gi|144 TAAAGGYKV                    
             290                    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 88.7  bits: 22.7 E():  5.8 
Smith-Waterman score: 59; 26.0% identity (68.0% similar) in 50 aa overlap (1-50:17-66) 
 
                               10        20        30        40     
2MEPSP                 EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                       :..:.:     .:  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                         
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  60  Z-score: 88.4  bits: 23.1 E():  6.1 
Smith-Waterman score: 60; 27.5% identity (68.6% similar) in 51 aa overlap (20-70:184-233) 
 
                          10        20        30        40          
2MEPSP            EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     .::.....:  : . ..:.:...: ..:   
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gi|845 MTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISA-LSAEL 
           160       170       180       190       200        210   
 
      50        60        70        80                              
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGAD                              
        .   .::.. : :..   ::                                        
gi|845 EECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADLDETT 
            220       230       240       250       260       270   
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 87.6  bits: 20.9 E():  6.7 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (24-46:59-81) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
            60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGAD 
                                   
gi|288 DADGDGMLGLDEFAVLVKQ         
       90       100                
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.9  bits: 21.8 E():  9.5 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (23-58:248-283) 
 
                       10        20        30        40        50   
2MEPSP         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
             60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGAD 
       : .  :                       
gi|239 TAATGGYKV                    
       280                          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 84.9  bits: 22.2 E():  9.5 
Smith-Waterman score: 57; 23.7% identity (62.7% similar) in 59 aa overlap (7-63:323-375) 
 
                                       10        20        30       
2MEPSP                         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : :::..:.  .:  . :      .:. .. 
gi|495 CPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK------IGEINL 
            300       310       320       330       340             
 
         40        50          60        70        80 
2MEPSP AMRSLTAAVTAAGGNATYVLDG--VPRMRERPIGDLVVGLKQLGAD 
       ..:.  . .:.. .:.  ...:  :: ..                  
gi|495 SYRGAGGPATSTCSNVKPTFSGKQVPAIKCA                
        350       360       370                       
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.4  bits: 21.8 E():   10 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (23-58:274-309) 
 
                       10        20        30        40        50   
2MEPSP         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
             60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGAD 
       : .  :                       
gi|330 TAATGGYKV                    
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           310                      
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.4  bits: 21.8 E():   10 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (23-58:274-309) 
 
                       10        20        30        40        50   
2MEPSP         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
             60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGAD 
       : .  :                       
gi|398 TAATGGYKV                    
           310                      
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 84.4  bits: 20.3 E():   10 
Smith-Waterman score: 52; 29.8% identity (55.3% similar) in 47 aa overlap (2-48:39-83) 
 
                                            10        20        30  
2MEPSP                              EADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::   :  ...    .  .:.  .:..::: 
gi|777 DADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEE--DELKLFL 
       10        20        30        40        50          60       
 
              40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 
        :   . :.:. : : :                                 
gi|777 QNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH         
         70        80        90       100                
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.3  bits: 20.3 E():   10 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (25-48:62-85) 
 
                     10        20        30        40        50     
2MEPSP       EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
           60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGAD 
                                  
gi|209 ADGDGMIGIDEFAVLVKQ         
             100                  
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.3  bits: 20.3 E():   10 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (25-48:62-85) 
 
                     10        20        30        40        50     
2MEPSP       EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
           60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGAD 
                                  
gi|249 ADGDGMIGIDEFAVLVKQ         
             100                  
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 83.9  bits: 20.7 E():   11 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (32-75:87-141) 
 
              10        20        30        40        50            
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2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
               60        70        80       
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGAD       
           .. ::: . . :: . ..: .            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.6  bits: 20.0 E():   13 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (25-48:62-85) 
 
                     10        20        30        40        50     
2MEPSP       EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
           60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGAD 
                                  
gi|288 ADGDGMIGIDEFAVWVKQ         
             100                  
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.6  bits: 20.0 E():   13 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (24-48:61-85) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
            60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGAD 
                                   
gi|207 DSDGDGKIGVEEFQALVKA         
              100                  
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 82.2  bits: 21.2 E():   14 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (23-58:227-262) 
 
                       10        20        30        40        50   
2MEPSP         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
             60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGAD 
       : .  :                       
gi|180 TAAAGGYKV                    
        260                         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.6  bits: 20.0 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:9-26) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|256 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.6  bits: 20.0 E():   14 
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Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:9-26) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.6  bits: 20.0 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:9-26) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|760 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.6  bits: 20.0 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:9-26) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|214 SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.6  bits: 20.0 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:9-26) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|157 SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.6  bits: 20.0 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:9-26) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.6  bits: 20.0 E():   15 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:10-27) 
 
                       10        20        30        40        50   
2MEPSP         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|110 RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKASID 
               10        20        30        40        50        60 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:15-32) 
 
                            10        20        30        40        
2MEPSP              EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                            
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gi|394 KATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLGDN 
               70        80        90       100       110       120 
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.0  bits: 19.7 E():   16 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (24-46:61-83) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
            60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGAD 
                                   
gi|148 DSDGDGKIGVDEFGAMIKA         
              100                  
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.0  bits: 19.7 E():   16 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (24-46:61-83) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
            60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGAD 
                                   
gi|145 DSDGDGKIGVDEFGAMIKA         
              100                  
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.9  bits: 20.1 E():   16 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:25-42) 
 
                                      10        20        30        
2MEPSP                        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                  
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.9  bits: 20.1 E():   16 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:25-42) 
 
                                      10        20        30        
2MEPSP                        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                  
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.9  bits: 20.1 E():   16 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:26-43) 
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                                       10        20        30       
2MEPSP                         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                 
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.9  bits: 20.1 E():   16 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:26-43) 
 
                                       10        20        30       
2MEPSP                         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                 
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.2  bits: 20.9 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (32-58:251-277) 
 
              10        20        30        40        50        60  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
              70        80 
2MEPSP MRERPIGDLVVGLKQLGAD 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.2  bits: 20.9 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (32-58:252-278) 
 
              10        20        30        40        50        60  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
              70        80 
2MEPSP MRERPIGDLVVGLKQLGAD 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (32-58:255-281) 
 
              10        20        30        40        50        60  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
              70        80 
2MEPSP MRERPIGDLVVGLKQLGAD 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (34-58:260-284) 
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            10        20        30        40        50        60    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            70        80 
2MEPSP ERPIGDLVVGLKQLGAD 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (34-58:260-284) 
 
            10        20        30        40        50        60    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            70        80 
2MEPSP ERPIGDLVVGLKQLGAD 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (34-58:260-284) 
 
            10        20        30        40        50        60    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            70        80 
2MEPSP ERPIGDLVVGLKQLGAD 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (34-58:260-284) 
 
            10        20        30        40        50        60    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            70        80 
2MEPSP ERPIGDLVVGLKQLGAD 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (34-58:260-284) 
 
            10        20        30        40        50        60    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            70        80 
2MEPSP ERPIGDLVVGLKQLGAD 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (34-58:260-284) 
 
            10        20        30        40        50        60    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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            70        80 
2MEPSP ERPIGDLVVGLKQLGAD 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (34-58:260-284) 
 
            10        20        30        40        50        60    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            70        80 
2MEPSP ERPIGDLVVGLKQLGAD 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (34-58:260-284) 
 
            10        20        30        40        50        60    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            70        80 
2MEPSP ERPIGDLVVGLKQLGAD 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (34-58:260-284) 
 
            10        20        30        40        50        60    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            70        80 
2MEPSP ERPIGDLVVGLKQLGAD 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (34-58:260-284) 
 
            10        20        30        40        50        60    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            70        80 
2MEPSP ERPIGDLVVGLKQLGAD 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (34-58:260-284) 
 
            10        20        30        40        50        60    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            70        80 
2MEPSP ERPIGDLVVGLKQLGAD 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (34-58:260-284) 
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            10        20        30        40        50        60    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            70        80 
2MEPSP ERPIGDLVVGLKQLGAD 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (34-58:260-284) 
 
            10        20        30        40        50        60    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            70        80 
2MEPSP ERPIGDLVVGLKQLGAD 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   18 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (34-58:260-284) 
 
            10        20        30        40        50        60    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            70        80 
2MEPSP ERPIGDLVVGLKQLGAD 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   18 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (32-58:258-284) 
 
              10        20        30        40        50        60  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
              70        80 
2MEPSP MRERPIGDLVVGLKQLGAD 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.0  bits: 20.9 E():   18 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (32-58:261-287) 
 
              10        20        30        40        50        60  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
              70        80 
2MEPSP MRERPIGDLVVGLKQLGAD 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.9  bits: 20.9 E():   18 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (32-58:266-292) 
 
              10        20        30        40        50        60  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
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              70        80 
2MEPSP MRERPIGDLVVGLKQLGAD 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 79.8  bits: 20.1 E():   18 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (38-53:142-161) 
 
        10        20        30        40            50        60    
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
            70        80 
2MEPSP ERPIGDLVVGLKQLGAD 
                         
gi|249 GYKV              
                         
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.6  bits: 20.9 E():   19 
Smith-Waterman score: 53; 19.4% identity (51.6% similar) in 62 aa overlap (7-68:174-235) 
 
                                       10        20        30       
2MEPSP                         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     ...:. : :.   : . ....  .   :   
gi|107 GIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAVFNKEDDIGTYTIRAVD 
           150       160       170       180       190       200    
 
         40        50        60        70        80                 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                 
         :.:.  :    ..  : .. .  . :. ::                             
gi|107 DPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESPIPINVIL 
           210       220       230       240       250       260    
 
gi|107 AINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
           270       280       290       300         
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 79.4  bits: 19.4 E():   19 
Smith-Waterman score: 49; 32.8% identity (50.8% similar) in 61 aa overlap (2-58:41-96) 
 
                                            10        20        30  
2MEPSP                              EADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::.  :  ...    .  .:.  ::..::: 
gi|193 DITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE--EELKLFL 
               20        30        40        50        60           
 
              40            50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTA----AGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 
        :     :.:: . :     :: :   : ::                       
gi|193 QNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH          
       70        80        90          100                   
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.2  bits: 19.4 E():   20 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (24-48:60-84) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
            60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGAD 
                                   
gi|131 DSDGDGKIGVDEFGALVDKWGAKG    
      90       100       110       
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>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (23-58:238-273) 
 
                       10        20        30        40        50   
2MEPSP         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
             60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGAD 
       : .  :                       
gi|313 TAATGGYKV                    
       270                          
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.5  bits: 20.6 E():   22 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (23-58:246-281) 
 
                       10        20        30        40        50   
2MEPSP         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
             60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGAD 
       : .  :                       
gi|295 TAATGGYKV                    
         280                        
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 77.8  bits: 19.1 E():   24 
Smith-Waterman score: 48; 29.3% identity (58.5% similar) in 41 aa overlap (2-42:41-79) 
 
                                            10        20        30  
2MEPSP                              EADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :: . :  ...    .  .:.  .:..::: 
gi|179 DITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEE--DELKLFL 
               20        30        40        50        60           
 
              40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 
        :   . :.::                                       
gi|179 QNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA         
       70        80        90       100                  
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.8  bits: 19.1 E():   24 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (24-48:61-85) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
            60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGAD 
                                   
gi|207 DSDGDGKIGVEEFQALVKA         
              100                  
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.0  bits: 20.3 E():   26 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (23-58:238-273) 
 
                       10        20        30        40        50   
2MEPSP         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
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gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
             60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGAD 
       : .  :                       
gi|313 TAATGGYKV                    
       270                          
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.0  bits: 20.3 E():   26 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (23-58:238-273) 
 
                       10        20        30        40        50   
2MEPSP         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
             60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGAD 
       : .  :                       
gi|168 TAATGGYKV                    
       270                          
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.0  bits: 20.3 E():   26 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (23-58:238-273) 
 
                       10        20        30        40        50   
2MEPSP         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
             60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGAD 
       : .  :                       
gi|313 TAATGGYKV                    
       270                          
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 19.1 E():   27 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:9-26) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 19.1 E():   27 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:9-26) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 19.1 E():   27 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:9-26) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
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>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 19.1 E():   27 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:9-26) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 19.1 E():   27 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:9-26) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|179 DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDG 
               10        20        30        40        50        60 
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 19.1 E():   27 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:9-26) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 19.1 E():   27 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:9-26) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 19.1 E():   27 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:9-26) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 19.1 E():   27 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:9-26) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 19.1 E():   27 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:9-26) 
 
                      10        20        30        40        50    
2MEPSP        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 76.4  bits: 20.3 E():   28 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (34-58:280-304) 
 
            10        20        30        40        50        60    
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
            70        80 
2MEPSP ERPIGDLVVGLKQLGAD 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.4  bits: 19.1 E():   28 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:18-35) 
 
                               10        20        30        40     
2MEPSP                 EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                         
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.2  bits: 19.1 E():   29 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:22-39) 
 
                                   10        20        30        40 
2MEPSP                     EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                     
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.0  bits: 19.2 E():   29 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:26-43) 
 
                                       10        20        30       
2MEPSP                         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                 
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.0  bits: 19.2 E():   29 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:26-43) 
 
                                       10        20        30       
2MEPSP                         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
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2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                 
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.0  bits: 19.2 E():   29 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:26-43) 
 
                                       10        20        30       
2MEPSP                         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                 
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.0  bits: 19.2 E():   29 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:26-43) 
 
                                       10        20        30       
2MEPSP                         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                 
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.0  bits: 19.2 E():   29 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:26-43) 
 
                                       10        20        30       
2MEPSP                         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                 
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.0  bits: 19.2 E():   29 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:26-43) 
 
                                       10        20        30       
2MEPSP                         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                 
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.6  bits: 19.2 E():   31 
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Smith-Waterman score: 48; 31.2% identity (47.5% similar) in 80 aa overlap (7-78:71-145) 
 
                                       10        20            30   
2MEPSP                         EADKAAKRAVVVGCGGKFPVEDAK----EEVQLFLG 
                                     .:::   :  .::  : .    : .. .:: 
gi|282 LCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVPGDCCRQFPPVDYSWCRCEAISHMLG 
               50        60        70        80        90       100 
 
             40        50        60            70        80         
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPR----MRERPIGDLVVGLKQLGAD         
         :: .: : :    .:   . :. :  :     :.:  : : : . . :           
gi|282 --GI-YRELGAP--DVGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARS 
                   110       120       130       140       150      
 
gi|282 GY 
          
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 19.2 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:55-72) 
 
                                            10        20        30  
2MEPSP                              EADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
              40        50        60        70        80            
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD            
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 74.5  bits: 18.5 E():   36 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (2-48:41-85) 
 
                                            10        20        30  
2MEPSP                              EADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::   :   :.    .  .:.  .:..::: 
gi|148 DCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEE--DELKLFL 
               20        30        40        50        60           
 
              40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 
            . :.:: : : :                                 
gi|148 QVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA         
       70        80        90       100                  
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 74.5  bits: 18.5 E():   36 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (2-48:41-85) 
 
                                            10        20        30  
2MEPSP                              EADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::   :   :.    .  .:.  .:..::: 
gi|145 DCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEE--DELKLFL 
               20        30        40        50        60           
 
              40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 
            . :.:: : : :                                 
gi|145 QVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA         
       70        80        90       100                  
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (42-67:11-39) 
 
              20        30        40        50           60         
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
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                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
       70        80                                                 
2MEPSP DLVVGLKQLGAD                                                 
                                                                    
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.4  bits: 15.8 E():   41 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (46-60:2-16) 
 
          20        30        40        50        60        70      
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . : : .:                
gi|320                              YTTEGGTKSEVEDVIPEGWK            
                                            10        20            
 
          80 
2MEPSP QLGAD 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.3  bits: 19.7 E():   42 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (23-58:267-298) 
 
                       10        20        30        40        50   
2MEPSP         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
             60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGAD 
       : .  :                       
gi|663 TAAAGGYKA                    
            300                     
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 73.2  bits: 20.1 E():   42 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (19-43:22-45) 
 
                  10        20        30        40        50        
2MEPSP    EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                            ::..: :.:. :: .:. . ::: :               
gi|113 MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNIIDKCWRCK 
               10        20         30        40        50          
 
        60        70        80                                      
2MEPSP GVPRMRERPIGDLVVGLKQLGAD                                      
                                                                    
gi|113 ADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWI 
      60        70        80        90       100       110          
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.0  bits: 19.3 E():   43 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (23-50:210-237) 
 
                       10        20        30        40        50   
2MEPSP         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
             60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGAD 
                                    
gi|226 V                            
     240                            
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>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 18.6 E():   44 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (37-59:22-44) 
 
         10        20        30        40        50        60       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
         70        80                                               
2MEPSP IGDLVVGLKQLGAD                                               
                                                                    
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 18.6 E():   44 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (37-59:22-44) 
 
         10        20        30        40        50        60       
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
         70        80                                               
2MEPSP IGDLVVGLKQLGAD                                               
                                                                    
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.7  bits: 19.7 E():   45 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (3-58:267-318) 
 
                                           10        20        30   
2MEPSP                             EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
             40        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 
        .: :    :.:: :: : :: .  :                       
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV        
        300           310       320       330           
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.7 E():   46 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (24-66:5-47) 
 
               10        20        30        40        50        60 
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                              :. : :::. : .:  . . :. :. . :: .  ..: 
gi|249                    MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAP 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP RMRERPIGDLVVGLKQLGAD                                         
            :                                                       
gi|249 ATAATPATPATPATPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVET 
              50        60        70        80        90       100  
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (1-49:75-123) 
 
                                             10        20        30 
2MEPSP                               EADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
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gi|169 GNGGPGTIKKLTIVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
               40        50        60        70        80    
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD    
        :  : .. .:..   . :                                   
gi|169 EGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (1-49:75-123) 
 
                                             10        20        30 
2MEPSP                               EADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     ::. : . .:: : .    .:    :..:  
gi|374 GNGGPGTIKKLTIVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLV 
           50        60        70        80        90       100     
 
               40        50        60        70        80    
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD    
        :  : .. .::    . :                                   
gi|374 EGPNGGSIGKLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
          110       120       130       140       150        
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.5  bits: 19.4 E():   52 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (29-56:7-33) 
 
               10        20        30        40        50        60 
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                   :..:..:   : .: : . : :. :..:     
gi|198                       MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREI 
                                     10        20         30        
 
               70        80                                         
2MEPSP RMRERPIGDLVVGLKQLGAD                                         
                                                                    
gi|198 TPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKA 
        40        50        60        70        80        90        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (24-53:5-32) 
 
               10        20        30        40        50        60 
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                              :  : .::. :  .. .:... :: ::.::        
gi|300                    MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLI 
                                  10          20        30          
 
               70        80                                         
2MEPSP RMRERPIGDLVVGLKQLGAD                                         
                                                                    
gi|300 EDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAY 
      40        50        60        70        80        90          
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (24-53:5-32) 
 
               10        20        30        40        50        60 
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                              :  : .::. :  .. .:... :: ::.::        
gi|300                    MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLI 
                                  10          20        30          
 
               70        80                                         
2MEPSP RMRERPIGDLVVGLKQLGAD                                         
                                                                    
gi|300 EDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAY 
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      40        50        60        70        80        90          
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (25-52:54-81) 
 
                     10        20        30        40        50     
2MEPSP       EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
           60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGAD 
                                  
gi|598 EEKKEEKEEEKEESDEDMGFGLFD   
            90       100          
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.3  bits: 17.9 E():   53 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (25-48:61-84) 
 
                     10        20        30        40        50     
2MEPSP       EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
           60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGAD 
                                  
gi|288 ADGDGMLGLDEFAVLVKQ         
              100                 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 17.5 E():   54 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (3-31:43-71) 
 
                                           10        20        30   
2MEPSP                             EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|154 TDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
             40        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 
                                                        
gi|154 SLDKIAQVPRVG                                     
             80                                         
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 17.5 E():   54 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (3-31:43-71) 
 
                                           10        20        30   
2MEPSP                             EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
             40        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 
                                                        
gi|122 SLDKIAQVPRVG                                     
             80                                         
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.1 E():   57 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (13-26:91-104) 
 
                                 10        20        30        40   
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2MEPSP                   EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
             50        60        70        80                       
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                       
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.1 E():   63 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (24-75:5-62) 
 
               10        20        30        40        50           
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV- 
                              :  : :::  : .:  . . :. :. . :: .  :.  
gi|119                    MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAA 
                                  10        20        30        40  
 
           60        70        80                                   
2MEPSP -----PRMRERPIGDLVVGLKQLGAD                                   
            : .... . :. ::.:                                        
gi|119 AGKITPTQEQKLMEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAP 
              50        60        70        80        90       100  
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 48; 38.5% identity (57.7% similar) in 26 aa overlap (57-80:184-209) 
 
         30        40        50        60        70          80     
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGAD     
                                     :: : .:.   ::   :.: .:.  :     
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWIDHCSL 
           160       170       180       190       200       210    
 
gi|166 SKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVDQ 
           220       230       240       250       260       270    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 48; 38.5% identity (57.7% similar) in 26 aa overlap (57-80:184-209) 
 
         30        40        50        60        70          80     
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGAD     
                                     :: : .:.   ::   :.: .:.  :     
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWIDHCSL 
           160       170       180       190       200       210    
 
gi|113 SKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVDQ 
           220       230       240       250       260       270    
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.7 E():   67 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (29-68:1-39) 
 
               10        20        30         40        50          
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGV 
                                   .:::.: :::       .::. :.    ::.  
gi|116                             VFLGSAHGIAKVPPGPNITATYGDEW--LDAK 
                                           10        20          30 
 
      60        70        80                                        
2MEPSP PRMRERPIGDLVVGLKQLGAD                                        
            .: :                                                    
gi|116 STWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPES 
               40        50        60        70        80        90 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 17.6 E():   67 
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Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (33-52:67-86) 
 
             10        20        30        40        50        60   
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
             70        80 
2MEPSP RERPIGDLVVGLKQLGAD 
                          
gi|668 EKEESDEDMGFGLFD    
        100       110     
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 17.6 E():   67 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (33-52:67-86) 
 
             10        20        30        40        50        60   
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
             70        80 
2MEPSP RERPIGDLVVGLKQLGAD 
                          
gi|833 EKEESDEDMGFGLFD    
        100       110     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.4  bits: 19.5 E():   68 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (29-75:346-393) 
 
                 10        20        30        40         50        
2MEPSP   EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
        60        70        80                                      
2MEPSP GVPRMRERPIGDLVVGLKQLGAD                                      
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.4  bits: 19.5 E():   68 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (29-75:346-393) 
 
                 10        20        30        40         50        
2MEPSP   EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
        60        70        80                                      
2MEPSP GVPRMRERPIGDLVVGLKQLGAD                                      
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (46-78:28-60) 
 
          20        30        40        50        60        70      
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :.. :: . .  :.  .. : .:: . :   
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCM 
                  10        20        30        40        50        
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          80                                                        
2MEPSP QLGAD                                                        
       . :                                                          
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (13-26:91-104) 
 
                                 10        20        30        40   
2MEPSP                   EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
             50        60        70        80                       
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                       
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (13-26:91-104) 
 
                                 10        20        30        40   
2MEPSP                   EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
             50        60        70        80                       
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                       
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (23-58:238-273) 
 
                       10        20        30        40        50   
2MEPSP         EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
             60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGAD 
       : .  :                       
gi|313 TAAAGGYKV                    
       270                          
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 17.2 E():   75 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:69-88) 
 
               20        30        40        50        60        70 
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
               80 
2MEPSP VVGLKQLGAD 
                  
gi|105 T          
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>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (16-46:6-35) 
 
               10        20        30        40        50        60 
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                      :.. . : .:. . :: . :...   ::: :               
gi|144           MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTY 
                         10         20        30        40          
 
               70        80                                         
2MEPSP RMRERPIGDLVVGLKQLGAD                                         
                                                                    
gi|144 IFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFK 
      50        60        70        80        90       100          
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 25.4% identity (49.3% similar) in 67 aa overlap (8-60:393-459) 
 
                                      10        20        30        
2MEPSP                        EADKAAKRAVVVGCGGKFPVEDAKEEVQLFL------ 
                                     :. :::  ::   .:  .. :...       
gi|298 QHVVLYKNAIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFA 
            370       380       390       400       410       420   
 
                      40        50        60        70        80    
2MEPSP -----GNAG---IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD    
            :  :   . ...   :.:.  :. : :: ..:                        
gi|298 VVLKAGREGLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQ 
            430       440       450       460       470       480   
 
gi|298 EVEVFRPFQSRDEKERERFSIV 
            490       500     
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (35-78:17-60) 
 
           10        20        30        40        50        60     
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  ::..:...  :..    .. :...  
gi|130               MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKP 
                             10        20        30        40       
 
           70        80                                             
2MEPSP RPIGDLVVGLKQLGAD                                             
       . :  ..  ... :                                               
gi|130 QEITGIMKDFEEPGHLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFG 
         50        60        70        80        90       100       
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (31-57:107-133) 
 
               10        20        30        40        50        60 
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
               70        80                                         
2MEPSP RMRERPIGDLVVGLKQLGAD                                         
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (5-37:375-408) 
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                                         10        20         30    
2MEPSP                           EADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
            40        50        60        70        80              
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD              
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (5-37:375-408) 
 
                                         10        20         30    
2MEPSP                           EADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|248 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
            40        50        60        70        80              
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD              
       . ::                                                         
gi|248 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (5-37:375-408) 
 
                                         10        20         30    
2MEPSP                           EADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
            40        50        60        70        80              
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD              
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (5-37:375-408) 
 
                                         10        20         30    
2MEPSP                           EADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|117 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
            40        50        60        70        80              
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD              
       . ::                                                         
gi|117 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (5-37:375-408) 
 
                                         10        20         30    
2MEPSP                           EADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|248 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
            40        50        60        70        80              
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2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD              
       . ::                                                         
gi|248 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (5-37:375-408) 
 
                                         10        20         30    
2MEPSP                           EADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
            40        50        60        70        80              
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD              
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (5-37:375-408) 
 
                                         10        20         30    
2MEPSP                           EADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
            40        50        60        70        80              
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD              
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (5-37:375-408) 
 
                                         10        20         30    
2MEPSP                           EADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
            40        50        60        70        80              
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD              
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (5-37:375-408) 
 
                                         10        20         30    
2MEPSP                           EADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
            40        50        60        70        80              
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD              
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.4  bits: 19.6 E():   77 
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Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (5-37:375-408) 
 
                                         10        20         30    
2MEPSP                           EADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
            40        50        60        70        80              
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD              
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (5-37:375-408) 
 
                                         10        20         30    
2MEPSP                           EADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
            40        50        60        70        80              
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD              
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (5-37:375-408) 
 
                                         10        20         30    
2MEPSP                           EADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
            40        50        60        70        80              
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD              
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (32-58:276-298) 
 
              10        20        30        40        50        60  
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
              70        80 
2MEPSP MRERPIGDLVVGLKQLGAD 
 
>>gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea mays  (411 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 68.1  bits: 19.2 E():   79 
Smith-Waterman score: 47; 22.4% identity (58.6% similar) in 58 aa overlap (1-58:56-105) 
 
                                             10        20        30 
2MEPSP                               EADKAAKRAVVVGCGGKFPVEDAKEEVQLF 
                                     .. ::...: . .:::      .:. . .  
gi|898 EESKGIDAKASGPGGFFDITKLGASGNGKTDSTKAVQEAWASACGG-----TGKQTILIP 
          30        40        50        60        70             80 
 
               40        50        60        70        80           
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD           
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        :.  ... ..:.      :..:  .::                                 
gi|898 KGDFLVGQLNFTGPCK---GDVTIQVDGNLLATTDLSQYKEHGNWIEILRVDNLVITGKG 
               90          100       110       120       130        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.4 E():   79 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (13-26:68-81) 
 
                                 10        20        30        40   
2MEPSP                   EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
             50        60        70        80                       
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                       
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.4 E():   79 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (13-26:68-81) 
 
                                 10        20        30        40   
2MEPSP                   EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
             50        60        70        80                       
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                       
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.4 E():   80 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (13-26:69-82) 
 
                                 10        20        30        40   
2MEPSP                   EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
             50        60        70        80                       
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                       
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.9  bits: 18.0 E():   82 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (36-60:121-145) 
 
          10        20        30        40        50        60      
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
          70        80                           
2MEPSP PIGDLVVGLKQLGAD                           
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.4 E():   82 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (29-68:5-43) 
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               10        20        30         40        50          
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGV 
                                   .:::.: :::       .::  :.    ::.  
gi|168                         ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAK 
                                       10        20        30       
 
      60        70        80                                        
2MEPSP PRMRERPIGDLVVGLKQLGAD                                        
            .: :                                                    
gi|168 STWYGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPES 
           40        50        60        70        80        90     
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.8  bits: 18.0 E():   83 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (14-30:172-189) 
 
                                10        20         30        40   
2MEPSP                  EADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|476 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
             50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.8  bits: 18.0 E():   83 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (14-30:172-189) 
 
                                10        20         30        40   
2MEPSP                  EADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|313 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
             50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.7  bits: 15.3 E():   84 
Smith-Waterman score: 37; 70.0% identity (80.0% similar) in 10 aa overlap (2-11:8-17) 
 
                     10        20        30        40        50     
2MEPSP       EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
              :: .:: :::                                            
gi|323 INLKAVIADPVAKTAVVQAGATLGEVYYXI                               
               10        20        30                               
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (13-26:91-104) 
 
                                 10        20        30        40   
2MEPSP                   EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
             50        60        70        80                       
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                       
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (29-68:16-54) 
 
               10        20        30         40        50          
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGV 
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                                   .:::.: :::       .::. :.    ::.  
gi|386              MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAK 
                            10        20        30        40        
 
      60        70        80                                        
2MEPSP PRMRERPIGDLVVGLKQLGAD                                        
            .: :                                                    
gi|386 STWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPES 
          50        60        70        80        90       100      
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (29-68:16-54) 
 
               10        20        30         40        50          
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGV 
                                   .:::.: :::       .::  :.    ::.  
gi|168              MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAK 
                            10        20        30        40        
 
      60        70        80                                        
2MEPSP PRMRERPIGDLVVGLKQLGAD                                        
            .: :                                                    
gi|168 STWYGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPES 
          50        60        70        80        90       100      
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (41-60:232-251) 
 
               20        30        40        50        60        70 
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
               80 
2MEPSP VVGLKQLGAD 
                  
gi|898 AK         
                  
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (13-26:91-104) 
 
                                 10        20        30        40   
2MEPSP                   EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
             50        60        70        80                       
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                       
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (29-68:16-54) 
 
               10        20        30         40        50          
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGV 
                                   .:::.: :::       .::  :.    ::.  
gi|126              MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAK 
                            10        20        30        40        
 
      60        70        80                                        
2MEPSP PRMRERPIGDLVVGLKQLGAD                                        
            .: :                                                    
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gi|126 STWYGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPES 
          50        60        70        80        90       100      
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (29-68:16-54) 
 
               10        20        30         40        50          
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGV 
                                   .:::.: :::       .::. :.    ::.  
gi|409              MASSSSVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAK 
                            10        20        30        40        
 
      60        70        80                                        
2MEPSP PRMRERPIGDLVVGLKQLGAD                                        
            .: :                                                    
gi|409 STWYGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPES 
          50        60        70        80        90       100      
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (29-68:16-54) 
 
               10        20        30         40        50          
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGV 
                                   .:::.: :::       .::  :.    ::.  
gi|752              MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAK 
                            10        20        30        40        
 
      60        70        80                                        
2MEPSP PRMRERPIGDLVVGLKQLGAD                                        
            .: :                                                    
gi|752 STWYGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPES 
          50        60        70        80        90       100      
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (13-26:91-104) 
 
                                 10        20        30        40   
2MEPSP                   EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
             50        60        70        80                       
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                       
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (13-26:92-105) 
 
                                 10        20        30        40   
2MEPSP                   EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
             50        60        70        80                       
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                       
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.1 E():   86 
Smith-Waterman score: 44; 45.5% identity (81.8% similar) in 11 aa overlap (12-22:166-176) 
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                                  10        20        30        40  
2MEPSP                    EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     .:::..  .::                    
gi|549 EVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGN 
         140       150       160       170       180       190      
 
              50        60        70        80 
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 
                                               
gi|549 EPIYERK                                 
         200                                   
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (29-68:18-56) 
 
               10        20        30         40        50          
2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGV 
                                   .:::.: :::       .::. :.    ::.  
gi|117            MASSSRSVLLLVAALFAVFLGSAHGIAKVPPGPNITATYGDEW--LDAK 
                          10        20        30        40          
 
      60        70        80                                        
2MEPSP PRMRERPIGDLVVGLKQLGAD                                        
            .: :                                                    
gi|117 STWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPES 
        50        60        70        80        90       100        
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (17-51:96-129) 
 
                             10        20        30        40       
2MEPSP               EADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
         50        60        70        80                           
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD                           
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (42-70:11-42) 
 
              20        30        40        50           60         
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    ...:::   ::..  . :. 
gi|116                     MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAIS 
                                   10        20        30        40 
 
       70        80                                                 
2MEPSP DLVVGLKQLGAD                                                 
       ..                                                           
gi|116 SVENIEGNGGPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKIS 
               50        60        70        80        90       100 
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (42-58:112-128) 
 
              20        30        40        50        60        70  
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
              80 
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2MEPSP VGLKQLGAD 
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 25.0% identity (63.9% similar) in 36 aa overlap (36-71:4-39) 
 
          10        20        30        40        50        60      
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     ..: .:.. ..: . ...  : ..:   :  
gi|153                            MRTVSMAALVVIAAALAWTSSAELASAPAPGEG 
                                          10        20        30    
 
          70        80                                              
2MEPSP PIGDLVVGLKQLGAD                                              
       : : .:                                                       
gi|153 PCGKVVHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISG 
            40        50        60        70        80        90    
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (35-79:17-61) 
 
           10        20        30        40        50        60     
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : ...  .::. .. ::.    .. :...  
gi|622               MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKP 
                             10        20        30        40       
 
           70        80                                             
2MEPSP RPIGDLVVGLKQLGAD                                             
         :. ..  ... ::                                              
gi|622 DEINAIIKEFSEPGALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFG 
         50        60        70        80        90       100       
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 17.7 E():   95 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (59-80:59-80) 
 
       30        40        50        60        70        80         
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD         
                                     : ...  : ::: . :..   :         
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWENDECAQKKII 
       30        40        50        60        70        80         
 
gi|195 AEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDEA 
       90       100       110       120       130       140         
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 17.7 E():   95 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (59-80:59-80) 
 
       30        40        50        60        70        80         
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD         
                                     : ...  : ::: . :..   :         
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWENDECAQKKII 
       30        40        50        60        70        80         
 
gi|520 AEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDEA 
       90       100       110       120       130       140         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:31 2011 done: Tue Apr 19 10:57:31 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
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FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 69  - 148 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     2     2:* 
  32    20     8:==*==== 
  34    13    22:=====  * 
  36    63    44:==============*====== 
  38    63    73:=====================   * 
  40   102   102:=================================* 
  42   134   125:=========================================*=== 
  44   138   138:=============================================* 
  46   141   140:==============================================* 
  48   138   134:============================================*= 
  50   111   122:=====================================   * 
  52    72   108:========================           * 
  54    62    92:=====================         * 
  56   140    77:=========================*===================== 
  58    47    63:================    * 
  60    28    51:==========      * 
  62    22    41:========     * 
  64    17    33:======    * 
  66    19    26:======= * 
  68    37    20:======*====== 
  70    12    16:==== * 
  72    10    12:===* 
  74     5    10:== * 
  76    23     8:==*===== 
  78     6     6:=* 
  80    30     5:=*======== 
  82    10     3:*=== 
  84     8     3:*== 
  86     0     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     2     0:=         *== 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.6812 0.003; mu= 13.6045 0.157 
 mean_var=37.944911.800, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.208208 
 Kolmogorov-Smirnov  statistic: 0.0439 (N=28) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
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The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 23.6       1 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 23.3     1.3 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 23.3     1.3 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   61 23.0     1.6 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 22.7     1.9 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 22.4     2.4 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 22.1       3 
gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=P ( 869)   65 24.9     3.4 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   61 23.3     3.5 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 21.8     3.6 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 21.5     4.5 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.7     5.1 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   60 23.2       6 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 20.9     6.7 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.8     9.4 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   57 22.2     9.4 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.8      10 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.8      10 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   52 20.3      10 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 20.3      10 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 20.3      10 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 20.7      11 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.0      13 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.0      13 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.2      13 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   52 20.4      14 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.0      14 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.0      14 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.0      14 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.0      14 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.0      14 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.0      14 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.0      15 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.0      15 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.7      16 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.7      16 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.1      16 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.1      16 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.1      16 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.1      16 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.9      17 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.9      17 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.9      17 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.9      17 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.9      17 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.9      17 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.9      18 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.9      18 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.1      18 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   53 20.9      18 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   49 19.4      19 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   49 19.4      20 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 21.0      20 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.6      21 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.6      21 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   48 19.1      23 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.1      23 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.3      26 
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gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.3      26 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.3      26 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.1      27 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.1      27 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.1      27 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.1      27 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.1      27 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.1      27 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.1      27 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.1      27 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.1      27 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.1      27 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.3      28 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.1      28 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.2      29 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.2      29 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.2      29 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.2      29 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.2      29 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.2      29 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.2      29 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.2      34 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   46 18.5      35 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   46 18.5      35 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.9      39 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.7      41 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.8      41 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 20.1      42 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.3      43 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.6      44 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.6      44 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.7      45 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.7      45 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.4      51 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.2      52 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.2      52 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.9      53 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.9      53 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.5      54 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   43 17.5      54 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.1      57 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.5      62 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.5      62 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.1      62 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.7      66 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.6      66 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.6      66 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.5      67 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.5      67 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.0      69 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.8      69 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.8      70 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.8      71 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   48 19.6      75 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.2      75 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.6      75 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.2      76 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   48 19.6      76 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   48 19.6      76 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   48 19.6      76 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   48 19.6      76 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   48 19.6      76 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   48 19.6      76 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   48 19.6      76 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   48 19.6      76 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   48 19.6      76 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   48 19.6      76 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   48 19.6      76 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   48 19.6      76 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 17.6      76 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.8      76 
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gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.4      79 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.4      79 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.4      79 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.1      81 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.4      82 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   44 18.1      82 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   44 18.1      82 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.5      84 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.5      84 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.5      84 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.5      84 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.5      84 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.5      84 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.5      84 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.5      84 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.5      84 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   37 15.3      84 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.5      85 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.5      85 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.1      85 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.1      86 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.7      87 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.3      92 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.3      93 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.3      93 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   43 17.7      95 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   43 17.7      95 
gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full= ( 731)   48 19.7      98 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 102.2  bits: 23.6 E():    1 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (23-47:61-85) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
             60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADV 
                                    
gi|145 DEDGDGMIGVDEFVTLVKA          
              100                   
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 100.6  bits: 23.3 E():  1.3 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (23-78:60-104) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
             60        70        80   
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADV   
       .. ::     ..  :: ..:. ...:     
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG 
                90        100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 100.6  bits: 23.3 E():  1.3 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (23-78:60-104) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
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             60        70        80   
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADV   
       .. ::     ..  :: ..:. ...:     
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG 
                90        100         
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  61  Z-score: 98.9  bits: 23.0 E():  1.6 
Smith-Waterman score: 61; 31.9% identity (59.6% similar) in 47 aa overlap (1-47:41-85) 
 
                                             10        20        30 
2MEPSP                               ADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::.. :  ...    .  .:.  ::..::: 
gi|288 EITAALDGCKAAGSFDHKKFFKACGLSGKSADEVKKAFAIIDQDKSGYIEE--EELKLFL 
               20        30        40        50        60           
 
               40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
        :   . :.:. : : :                                  
gi|288 QNFKAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMIKG          
       70        80        90       100                   
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 97.3  bits: 22.7 E():  1.9 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (23-70:60-106) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
             60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADV 
        : ::  ..  . . :::           
gi|208 DV-DGDGKIGIEEFTDLVRSK        
      90        100                 
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 95.7  bits: 22.4 E():  2.4 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (23-47:61-85) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
             60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADV 
                                    
gi|145 DSDGDGKIGVDEFAAMVKA          
              100                   
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 94.0  bits: 22.1 E():    3 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (23-47:61-85) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
             60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADV 
                                    
gi|222 DSDGDGKIGAEEFAALVTA          
              100                   
 
>>gi|42559536|sp|Q9NJA9.1|MYSP_ANISI RecName: Full=Param  (869 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2238

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  48 init1:  48 opt:  65  Z-score: 93.0  bits: 24.9 E():  3.4 
Smith-Waterman score: 65; 27.5% identity (70.6% similar) in 51 aa overlap (19-69:584-633) 
 
                           10        20        30        40         
2MEPSP             ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     .::.....:  : . ..:.:...: ..:   
gi|425 MTVDNLNRANLEAQKTIKKQSEQIIQLQANLEDTQRQLQQTLDQYALAQRKISA-LSAEL 
           560       570       580       590       600        610   
 
       50        60        70        80                             
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADV                             
        .   .::.. : :..  .::                                        
gi|425 EECKTALDNAIRARKQAEADLEEAHVRISDLTSINSNLTAIKNKLETELSTAQADLDEVT 
            620       630       640       650       660       670   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  61  Z-score: 92.7  bits: 23.3 E():  3.5 
Smith-Waterman score: 61; 26.9% identity (59.6% similar) in 52 aa overlap (28-79:8-58) 
 
               10        20        30        40        50        60 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                  ::.:..:   . .. : .: .:  ::::      
gi|324                     MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREAS 
                                   10        20         30          
 
               70        80                                         
2MEPSP MRERPIGDLVVGLKQLGADV                                         
       . .   . .. ..: ::..                                          
gi|324 LSDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAI 
      40        50        60        70        80        90          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 92.4  bits: 21.8 E():  3.6 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (23-47:61-85) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
             60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADV 
                                    
gi|179 DSDGDGKIGVDEFAALVKA          
              100                   
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 90.8  bits: 21.5 E():  4.5 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (23-47:61-85) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
             60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADV 
                                    
gi|294 DSDGDGKIGIDEFAAMIKG          
              100                   
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 89.8  bits: 22.7 E():  5.1 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (22-57:252-287) 
 
                        10        20        30        40        50  
2MEPSP          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
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             230       240       250       260       270       280  
 
              60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADV 
       : .  :                        
gi|144 TAAAGGYKV                     
             290                     
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  60  Z-score: 88.5  bits: 23.2 E():    6 
Smith-Waterman score: 60; 27.5% identity (68.6% similar) in 51 aa overlap (19-69:184-233) 
 
                           10        20        30        40         
2MEPSP             ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     .::.....:  : . ..:.:...: ..:   
gi|845 MTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISA-LSAEL 
           160       170       180       190       200        210   
 
       50        60        70        80                             
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADV                             
        .   .::.. : :..   ::                                        
gi|845 EECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADLDETT 
            220       230       240       250       260       270   
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 87.7  bits: 20.9 E():  6.7 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (23-45:59-81) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
             60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADV 
                                    
gi|288 DADGDGMLGLDEFAVLVKQ          
       90       100                 
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.0  bits: 21.8 E():  9.4 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (22-57:248-283) 
 
                        10        20        30        40        50  
2MEPSP          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
              60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADV 
       : .  :                        
gi|239 TAATGGYKV                     
       280                           
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 85.0  bits: 22.2 E():  9.4 
Smith-Waterman score: 57; 23.7% identity (62.7% similar) in 59 aa overlap (6-62:323-375) 
 
                                        10        20        30      
2MEPSP                          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : :::..:.  .:  . :      .:. .. 
gi|495 CPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK------IGEINL 
            300       310       320       330       340             
 
          40        50          60        70        80 
2MEPSP AMRSLTAAVTAAGGNATYVLDG--VPRMRERPIGDLVVGLKQLGADV 
       ..:.  . .:.. .:.  ...:  :: ..                   
gi|495 SYRGAGGPATSTCSNVKPTFSGKQVPAIKCA                 
        350       360       370                        
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>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.5  bits: 21.8 E():   10 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (22-57:274-309) 
 
                        10        20        30        40        50  
2MEPSP          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
              60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADV 
       : .  :                        
gi|330 TAATGGYKV                     
           310                       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.5  bits: 21.8 E():   10 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (22-57:274-309) 
 
                        10        20        30        40        50  
2MEPSP          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
              60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADV 
       : .  :                        
gi|398 TAATGGYKV                     
           310                       
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 84.4  bits: 20.3 E():   10 
Smith-Waterman score: 52; 29.8% identity (55.3% similar) in 47 aa overlap (1-47:39-83) 
 
                                             10        20        30 
2MEPSP                               ADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::   :  ...    .  .:.  .:..::: 
gi|777 DADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFAIIDQDKSGFIEE--DELKLFL 
       10        20        30        40        50          60       
 
               40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
        :   . :.:. : : :                                  
gi|777 QNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH          
         70        80        90       100                 
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.3  bits: 20.3 E():   10 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (24-47:62-85) 
 
                      10        20        30        40        50    
2MEPSP        ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
            60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADV 
                                   
gi|209 ADGDGMIGIDEFAVLVKQ          
             100                   
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.3  bits: 20.3 E():   10 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (24-47:62-85) 
 
                      10        20        30        40        50    
2MEPSP        ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
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                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
            60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADV 
                                   
gi|249 ADGDGMIGIDEFAVLVKQ          
             100                   
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 83.9  bits: 20.7 E():   11 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (31-74:87-141) 
 
               10        20        30        40        50           
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
                60        70        80      
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADV      
           .. ::: . . :: . ..: .            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.7  bits: 20.0 E():   13 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (24-47:62-85) 
 
                      10        20        30        40        50    
2MEPSP        ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
            60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADV 
                                   
gi|288 ADGDGMIGIDEFAVWVKQ          
             100                   
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.7  bits: 20.0 E():   13 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (23-47:61-85) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
             60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADV 
                                    
gi|207 DSDGDGKIGVEEFQALVKA          
              100                   
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 82.2  bits: 21.2 E():   13 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (22-57:227-262) 
 
                        10        20        30        40        50  
2MEPSP          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
              60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADV 
       : .  :                        
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gi|180 TAAAGGYKV                     
        260                          
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 82.1  bits: 20.4 E():   14 
Smith-Waterman score: 52; 31.3% identity (48.2% similar) in 83 aa overlap (6-80:71-148) 
 
                                        10        20            30  
2MEPSP                          ADKAAKRAVVVGCGGKFPVEDAK----EEVQLFLG 
                                     .:::   :  .::  : .    : .. .:: 
gi|282 LCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVPGDCCRQFPPVDYSWCRCEAISHMLG 
               50        60        70        80        90       100 
 
              40        50        60            70        80        
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPR----MRERPIGDLVVGLKQLGADV        
         :: .: : :    .:   . :. :  :     :.:  : : : . . :. :        
gi|282 --GI-YRELGA--PDVGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARS 
                   110       120       130       140       150      
 
gi|282 GY 
          
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:9-26) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|760 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:9-26) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|256 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:9-26) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|157 SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:9-26) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|214 SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:9-26) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
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>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:9-26) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.6  bits: 20.0 E():   15 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:10-27) 
 
                        10        20        30        40        50  
2MEPSP          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                :..  :...: :: :. :                                  
gi|110 RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKASID 
               10        20        30        40        50        60 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:15-32) 
 
                             10        20        30        40       
2MEPSP               ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                     :..  :...: :: :. :                             
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                           
                                                                    
gi|394 KATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLGDN 
               70        80        90       100       110       120 
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.0  bits: 19.7 E():   16 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (23-45:61-83) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
             60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADV 
                                    
gi|148 DSDGDGKIGVDEFGAMIKA          
              100                   
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.0  bits: 19.7 E():   16 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (23-45:61-83) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
             60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADV 
                                    
gi|145 DSDGDGKIGVDEFGAMIKA          
              100                   
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.0  bits: 20.1 E():   16 
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Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:25-42) 
 
                                       10        20        30       
2MEPSP                         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                 
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.0  bits: 20.1 E():   16 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:25-42) 
 
                                       10        20        30       
2MEPSP                         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                               :..  :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                 
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.9  bits: 20.1 E():   16 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:26-43) 
 
                                        10        20        30      
2MEPSP                          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.9  bits: 20.1 E():   16 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:26-43) 
 
                                        10        20        30      
2MEPSP                          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.3  bits: 20.9 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (31-57:251-277) 
 
               10        20        30        40        50        60 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
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               70        80 
2MEPSP MRERPIGDLVVGLKQLGADV 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.3  bits: 20.9 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (31-57:252-278) 
 
               10        20        30        40        50        60 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
               70        80 
2MEPSP MRERPIGDLVVGLKQLGADV 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.2  bits: 20.9 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (31-57:255-281) 
 
               10        20        30        40        50        60 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
               70        80 
2MEPSP MRERPIGDLVVGLKQLGADV 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (33-57:260-284) 
 
             10        20        30        40        50        60   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             70        80 
2MEPSP ERPIGDLVVGLKQLGADV 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (33-57:260-284) 
 
             10        20        30        40        50        60   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             70        80 
2MEPSP ERPIGDLVVGLKQLGADV 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (33-57:260-284) 
 
             10        20        30        40        50        60   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             70        80 
2MEPSP ERPIGDLVVGLKQLGADV 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   17 
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Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (33-57:260-284) 
 
             10        20        30        40        50        60   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             70        80 
2MEPSP ERPIGDLVVGLKQLGADV 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (33-57:260-284) 
 
             10        20        30        40        50        60   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             70        80 
2MEPSP ERPIGDLVVGLKQLGADV 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (33-57:260-284) 
 
             10        20        30        40        50        60   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             70        80 
2MEPSP ERPIGDLVVGLKQLGADV 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (33-57:260-284) 
 
             10        20        30        40        50        60   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             70        80 
2MEPSP ERPIGDLVVGLKQLGADV 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (33-57:260-284) 
 
             10        20        30        40        50        60   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             70        80 
2MEPSP ERPIGDLVVGLKQLGADV 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (33-57:260-284) 
 
             10        20        30        40        50        60   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
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     230       240       250       260       270       280          
 
             70        80 
2MEPSP ERPIGDLVVGLKQLGADV 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (33-57:260-284) 
 
             10        20        30        40        50        60   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             70        80 
2MEPSP ERPIGDLVVGLKQLGADV 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (33-57:260-284) 
 
             10        20        30        40        50        60   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             70        80 
2MEPSP ERPIGDLVVGLKQLGADV 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (31-57:258-284) 
 
               10        20        30        40        50        60 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
               70        80 
2MEPSP MRERPIGDLVVGLKQLGADV 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (33-57:260-284) 
 
             10        20        30        40        50        60   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             70        80 
2MEPSP ERPIGDLVVGLKQLGADV 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (33-57:260-284) 
 
             10        20        30        40        50        60   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             70        80 
2MEPSP ERPIGDLVVGLKQLGADV 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
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 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (33-57:260-284) 
 
             10        20        30        40        50        60   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             70        80 
2MEPSP ERPIGDLVVGLKQLGADV 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 20.9 E():   18 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (31-57:261-287) 
 
               10        20        30        40        50        60 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
               70        80 
2MEPSP MRERPIGDLVVGLKQLGADV 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.0  bits: 20.9 E():   18 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (31-57:266-292) 
 
               10        20        30        40        50        60 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
               70        80 
2MEPSP MRERPIGDLVVGLKQLGADV 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 79.8  bits: 20.1 E():   18 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (37-52:142-161) 
 
         10        20        30        40            50        60   
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
             70        80 
2MEPSP ERPIGDLVVGLKQLGADV 
                          
gi|249 GYKV               
                          
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.7  bits: 20.9 E():   18 
Smith-Waterman score: 53; 19.4% identity (51.6% similar) in 62 aa overlap (6-67:174-235) 
 
                                        10        20        30      
2MEPSP                          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     ...:. : :.   : . ....  .   :   
gi|107 GIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAVFNKEDDIGTYTIRAVD 
           150       160       170       180       190       200    
 
          40        50        60        70        80                
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                
         :.:.  :    ..  : .. .  . :. ::                             
gi|107 DPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESPIPINVIL 
           210       220       230       240       250       260    
 
gi|107 AINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2249

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

           270       280       290       300         
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 79.4  bits: 19.4 E():   19 
Smith-Waterman score: 49; 32.8% identity (50.8% similar) in 61 aa overlap (1-57:41-96) 
 
                                             10        20        30 
2MEPSP                               ADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::.  :  ...    .  .:.  ::..::: 
gi|193 DITAALEACKAADSFDHKAFFHKVGMSGKSADELKKAFAIIDQDKSGFIEE--EELKLFL 
               20        30        40        50        60           
 
               40            50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTA----AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
        :     :.:: . :     :: :   : ::                        
gi|193 QNFCKKARALTDGETKKFLKAGDN---VGDGKIGIDEFNHLVKH           
       70        80        90          100                    
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.2  bits: 19.4 E():   20 
Smith-Waterman score: 49; 40.0% identity (68.0% similar) in 25 aa overlap (23-47:60-84) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAG 
      30        40        50        60        70        80          
 
             60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADV 
                                    
gi|131 DSDGDGKIGVDEFGALVDKWGAKG     
      90       100       110        
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 21.0 E():   20 
Smith-Waterman score: 53; 25.5% identity (66.0% similar) in 47 aa overlap (3-49:20-66) 
 
                                10        20        30        40    
2MEPSP                  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                          :.:     .:  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                        
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (22-57:238-273) 
 
                        10        20        30        40        50  
2MEPSP          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
              60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADV 
       : .  :                        
gi|313 TAATGGYKV                     
       270                           
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (22-57:246-281) 
 
                        10        20        30        40        50  
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2MEPSP          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
              60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADV 
       : .  :                        
gi|295 TAATGGYKV                     
         280                         
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 77.8  bits: 19.1 E():   23 
Smith-Waterman score: 48; 29.3% identity (58.5% similar) in 41 aa overlap (1-41:41-79) 
 
                                             10        20        30 
2MEPSP                               ADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :: . :  ...    .  .:.  .:..::: 
gi|179 DITAALEACKAADSFNHKTFFAKVGLTSKSADDVKKAFAIIDQDKSGFIEE--DELKLFL 
               20        30        40        50        60           
 
               40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
        :   . :.::                                        
gi|179 QNFKAGARALTDGETKTFLKAGDSDGDGKIGVDEFTALVKA          
       70        80        90       100                   
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.8  bits: 19.1 E():   23 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (23-47:61-85) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
             60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADV 
                                    
gi|207 DSDGDGKIGVEEFQALVKA          
              100                   
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.1  bits: 20.3 E():   26 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (22-57:238-273) 
 
                        10        20        30        40        50  
2MEPSP          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
              60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADV 
       : .  :                        
gi|313 TAATGGYKV                     
       270                           
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.1  bits: 20.3 E():   26 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (22-57:238-273) 
 
                        10        20        30        40        50  
2MEPSP          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
              60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADV 
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       : .  :                        
gi|168 TAATGGYKV                     
       270                           
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.1  bits: 20.3 E():   26 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (22-57:238-273) 
 
                        10        20        30        40        50  
2MEPSP          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
              60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADV 
       : .  :                        
gi|313 TAATGGYKV                     
       270                           
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 19.1 E():   27 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:9-26) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 19.1 E():   27 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:9-26) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 19.1 E():   27 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:9-26) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 19.1 E():   27 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:9-26) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 19.1 E():   27 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:9-26) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 19.1 E():   27 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:9-26) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 19.1 E():   27 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:9-26) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|179 DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDG 
               10        20        30        40        50        60 
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 19.1 E():   27 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:9-26) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 19.1 E():   27 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:9-26) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 19.1 E():   27 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:9-26) 
 
                       10        20        30        40        50   
2MEPSP         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
               :..  :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.5  bits: 20.3 E():   28 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (33-57:280-304) 
 
             10        20        30        40        50        60   
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
             70        80 
2MEPSP ERPIGDLVVGLKQLGADV 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.4  bits: 19.1 E():   28 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:18-35) 
 
                                10        20        30        40    
2MEPSP                  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                        :..  :...: :: :. :                          
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
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            50        60        70        80                        
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                        
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.2  bits: 19.2 E():   29 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:22-39) 
 
                                    10        20        30          
2MEPSP                      ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                            :..  :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                    
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.1  bits: 19.2 E():   29 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:26-43) 
 
                                        10        20        30      
2MEPSP                          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.1  bits: 19.2 E():   29 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:26-43) 
 
                                        10        20        30      
2MEPSP                          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.1  bits: 19.2 E():   29 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:26-43) 
 
                                        10        20        30      
2MEPSP                          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
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>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.1  bits: 19.2 E():   29 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:26-43) 
 
                                        10        20        30      
2MEPSP                          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.1  bits: 19.2 E():   29 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:26-43) 
 
                                        10        20        30      
2MEPSP                          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.1  bits: 19.2 E():   29 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:26-43) 
 
                                        10        20        30      
2MEPSP                          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                :..  :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.0  bits: 19.2 E():   34 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:55-72) 
 
                                             10        20        30 
2MEPSP                               ADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
               40        50        60        70        80           
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV           
                                                                    
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 74.6  bits: 18.5 E():   35 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (1-47:41-85) 
 
                                             10        20        30 
2MEPSP                               ADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::   :   :.    .  .:.  .:..::: 
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gi|148 DCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEE--DELKLFL 
               20        30        40        50        60           
 
               40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
            . :.:: : : :                                  
gi|148 QVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA          
       70        80        90       100                   
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 74.6  bits: 18.5 E():   35 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (1-47:41-85) 
 
                                             10        20        30 
2MEPSP                               ADKAAKRAVVVGCGGKFPVEDAKEEVQLFL 
                                     ::   :   :.    .  .:.  .:..::: 
gi|145 DCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFVIDQDKSGFIEE--DELKLFL 
               20        30        40        50        60           
 
               40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
            . :.:: : : :                                  
gi|145 QVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA          
       70        80        90       100                   
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (41-66:11-39) 
 
               20        30        40        50           60        
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
        70        80                                                
2MEPSP DLVVGLKQLGADV                                                
                                                                    
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.4  bits: 19.7 E():   41 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (22-57:267-298) 
 
                        10        20        30        40        50  
2MEPSP          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
              60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADV 
       : .  :                        
gi|663 TAAAGGYKA                     
            300                      
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.3  bits: 15.8 E():   41 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (45-59:2-16) 
 
           20        30        40        50        60        70     
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . : : .:                
gi|320                              YTTEGGTKSEVEDVIPEGWK            
                                            10        20            
 
           80 
2MEPSP QLGADV 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
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 initn:  45 init1:  45 opt:  50  Z-score: 73.3  bits: 20.1 E():   42 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (18-42:22-45) 
 
                   10        20        30        40        50       
2MEPSP     ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                            ::..: :.:. :: .:. . ::: :               
gi|113 MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNIIDKCWRCK 
               10        20         30        40        50          
 
         60        70        80                                     
2MEPSP GVPRMRERPIGDLVVGLKQLGADV                                     
                                                                    
gi|113 ADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWI 
      60        70        80        90       100       110          
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.1  bits: 19.3 E():   43 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (22-49:210-237) 
 
                        10        20        30        40        50  
2MEPSP          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
              60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     
gi|226 V                             
     240                             
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 18.6 E():   44 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (36-58:22-44) 
 
          10        20        30        40        50        60      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
          70        80                                              
2MEPSP IGDLVVGLKQLGADV                                              
                                                                    
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 18.6 E():   44 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (36-58:22-44) 
 
          10        20        30        40        50        60      
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
          70        80                                              
2MEPSP IGDLVVGLKQLGADV                                              
                                                                    
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.8  bits: 19.7 E():   45 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (2-57:267-318) 
 
                                            10        20        30  
2MEPSP                              ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
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        240       250       260       270       280       290       
 
              40        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
        .: :    :.:: :: : :: .  :                        
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV         
        300           310       320       330            
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.7 E():   45 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (23-65:5-47) 
 
               10        20        30        40        50        60 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                             :. : :::. : .:  . . :. :. . :: .  ..:  
gi|249                   MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPA 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP MRERPIGDLVVGLKQLGADV                                         
           :                                                        
gi|249 TAATPATPATPATPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETF 
             50        60        70        80        90       100   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.6  bits: 19.4 E():   51 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (28-55:7-33) 
 
               10        20        30        40        50        60 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                  :..:..:   : .: : . : :. :..:      
gi|198                      MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREIT 
                                    10        20         30         
 
               70        80                                         
2MEPSP MRERPIGDLVVGLKQLGADV                                         
                                                                    
gi|198 PSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAI 
       40        50        60        70        80        90         
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (23-52:5-32) 
 
               10        20        30        40        50        60 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                             :  : .::. :  .. .:... :: ::.::         
gi|300                   MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIE 
                                 10          20        30        40 
 
               70        80                                         
2MEPSP MRERPIGDLVVGLKQLGADV                                         
                                                                    
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (23-52:5-32) 
 
               10        20        30        40        50        60 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                             :  : .::. :  .. .:... :: ::.::         
gi|300                   MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIE 
                                 10          20        30        40 
 
               70        80                                         
2MEPSP MRERPIGDLVVGLKQLGADV                                         
                                                                    
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2258

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (24-51:54-81) 
 
                      10        20        30        40        50    
2MEPSP        ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
            60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADV 
                                   
gi|598 EEKKEEKEEEKEESDEDMGFGLFD    
            90       100           
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (24-47:61-84) 
 
                      10        20        30        40        50    
2MEPSP        ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
            60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADV 
                                   
gi|288 ADGDGMLGLDEFAVLVKQ          
              100                  
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 17.5 E():   54 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (2-30:43-71) 
 
                                            10        20        30  
2MEPSP                              ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
              40        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                                         
gi|122 SLDKIAQVPRVG                                      
             80                                          
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 17.5 E():   54 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (2-30:43-71) 
 
                                            10        20        30  
2MEPSP                              ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|154 TDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
              40        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                                         
gi|154 SLDKIAQVPRVG                                      
             80                                          
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (12-25:91-104) 
 
                                  10        20        30        40  
2MEPSP                    ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
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                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
              50        60        70        80                      
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                      
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 48; 38.5% identity (57.7% similar) in 26 aa overlap (56-79:184-209) 
 
          30        40        50        60          70        80    
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADV    
                                     :: : .:.   ::   :.: .:.  :     
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWIDHCSL 
           160       170       180       190       200       210    
 
gi|113 SKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVDQ 
           220       230       240       250       260       270    
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 48; 38.5% identity (57.7% similar) in 26 aa overlap (56-79:184-209) 
 
          30        40        50        60          70        80    
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADV    
                                     :: : .:.   ::   :.: .:.  :     
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWIDHCSL 
           160       170       180       190       200       210    
 
gi|166 SKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVDQ 
           220       230       240       250       260       270    
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (23-74:5-62) 
 
               10        20        30        40        50           
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV-- 
                             :  : :::  : .:  . . :. :. . :: .  :.   
gi|119                   MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAA 
                                 10        20        30        40   
 
           60        70        80                                   
2MEPSP ----PRMRERPIGDLVVGLKQLGADV                                   
           : .... . :. ::.:                                         
gi|119 GKITPTQEQKLMEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPG 
             50        60        70        80        90       100   
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.7 E():   66 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (28-67:1-39) 
 
               10        20        30         40        50          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVP 
                                  .:::.: :::       .::. :.    ::.   
gi|116                            VFLGSAHGIAKVPPGPNITATYGDEW--LDAKS 
                                          10        20          30  
 
      60        70        80                                        
2MEPSP RMRERPIGDLVVGLKQLGADV                                        
           .: :                                                     
gi|116 TWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESC 
              40        50        60        70        80        90  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (32-51:67-86) 
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              10        20        30        40        50        60  
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
              70        80 
2MEPSP RERPIGDLVVGLKQLGADV 
                           
gi|668 EKEESDEDMGFGLFD     
        100       110      
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (32-51:67-86) 
 
              10        20        30        40        50        60  
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
              70        80 
2MEPSP RERPIGDLVVGLKQLGADV 
                           
gi|833 EKEESDEDMGFGLFD     
        100       110      
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.5  bits: 19.5 E():   67 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (28-74:346-393) 
 
                  10        20        30        40         50       
2MEPSP    ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
         60        70        80                                     
2MEPSP GVPRMRERPIGDLVVGLKQLGADV                                     
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.5  bits: 19.5 E():   67 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (28-74:346-393) 
 
                  10        20        30        40         50       
2MEPSP    ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
         60        70        80                                     
2MEPSP GVPRMRERPIGDLVVGLKQLGADV                                     
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (45-77:28-60) 
 
           20        30        40        50        60        70     
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :.. :: . .  :.  .. : .:: . :   
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCM 
                  10        20        30        40        50        
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           80                                                       
2MEPSP QLGADV                                                       
       . :                                                          
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (12-25:91-104) 
 
                                  10        20        30        40  
2MEPSP                    ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
              50        60        70        80                      
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                      
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 18.8 E():   70 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (12-25:91-104) 
 
                                  10        20        30        40  
2MEPSP                    ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
              50        60        70        80                      
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                      
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 18.8 E():   71 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (22-57:238-273) 
 
                        10        20        30        40        50  
2MEPSP          ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
              60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADV 
       : .  :                        
gi|313 TAAAGGYKV                     
       270                           
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.7  bits: 19.6 E():   75 
Smith-Waterman score: 48; 25.4% identity (49.3% similar) in 67 aa overlap (7-59:393-459) 
 
                                       10        20        30       
2MEPSP                         ADKAAKRAVVVGCGGKFPVEDAKEEVQLFL------ 
                                     :. :::  ::   .:  .. :...       
gi|298 QHVVLYKNAIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFA 
            370       380       390       400       410       420   
 
                       40        50        60        70        80   
2MEPSP -----GNAG---IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV   
            :  :   . ...   :.:.  :. : :: ..:                        
gi|298 VVLKAGREGLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQ 
            430       440       450       460       470       480   
 
gi|298 EVEVFRPFQSRDEKERERFSIV 
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            490       500     
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 17.2 E():   75 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:69-88) 
 
      10        20        30        40        50        60          
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
      70        80 
2MEPSP VVGLKQLGADV 
                   
gi|105 T           
                   
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (15-45:6-35) 
 
               10        20        30        40        50        60 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                     :.. . : .:. . :: . :...   ::: :                
gi|144          MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYI 
                        10         20        30        40        50 
 
               70        80                                         
2MEPSP MRERPIGDLVVGLKQLGADV                                         
                                                                    
gi|144 FRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKG 
               60        70        80        90       100       110 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (30-56:107-133) 
 
                10        20        30        40        50          
2MEPSP  ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
      60        70        80                                        
2MEPSP RMRERPIGDLVVGLKQLGADV                                        
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (4-36:375-408) 
 
                                          10        20         30   
2MEPSP                            ADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
             40        50        60        70        80             
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV             
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (4-36:375-408) 
 
                                          10        20         30   
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2MEPSP                            ADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|248 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
             40        50        60        70        80             
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV             
       . ::                                                         
gi|248 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (4-36:375-408) 
 
                                          10        20         30   
2MEPSP                            ADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
             40        50        60        70        80             
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV             
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (4-36:375-408) 
 
                                          10        20         30   
2MEPSP                            ADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
             40        50        60        70        80             
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV             
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (4-36:375-408) 
 
                                          10        20         30   
2MEPSP                            ADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|248 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
             40        50        60        70        80             
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV             
       . ::                                                         
gi|248 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (4-36:375-408) 
 
                                          10        20         30   
2MEPSP                            ADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
             40        50        60        70        80             
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV             
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       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (4-36:375-408) 
 
                                          10        20         30   
2MEPSP                            ADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|117 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
             40        50        60        70        80             
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV             
       . ::                                                         
gi|117 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (4-36:375-408) 
 
                                          10        20         30   
2MEPSP                            ADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
             40        50        60        70        80             
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV             
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (4-36:375-408) 
 
                                          10        20         30   
2MEPSP                            ADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
             40        50        60        70        80             
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV             
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (4-36:375-408) 
 
                                          10        20         30   
2MEPSP                            ADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
             40        50        60        70        80             
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV             
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (4-36:375-408) 
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                                          10        20         30   
2MEPSP                            ADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
             40        50        60        70        80             
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV             
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (4-36:375-408) 
 
                                          10        20         30   
2MEPSP                            ADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
             40        50        60        70        80             
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV             
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (34-77:17-60) 
 
            10        20        30        40        50        60    
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  ::..:...  :..    .. :...  
gi|130               MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKP 
                             10        20        30        40       
 
            70        80                                            
2MEPSP RPIGDLVVGLKQLGADV                                            
       . :  ..  ... :                                               
gi|130 QEITGIMKDFEEPGHLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFG 
         50        60        70        80        90       100       
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 18.8 E():   76 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (31-57:276-298) 
 
               10        20        30        40        50        60 
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
               70        80 
2MEPSP MRERPIGDLVVGLKQLGADV 
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.4 E():   79 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (12-25:68-81) 
 
                                  10        20        30        40  
2MEPSP                    ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
              50        60        70        80                      
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                      
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gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.4 E():   79 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (12-25:68-81) 
 
                                  10        20        30        40  
2MEPSP                    ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
              50        60        70        80                      
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                      
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.4 E():   79 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (12-25:69-82) 
 
                                  10        20        30        40  
2MEPSP                    ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
              50        60        70        80                      
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                      
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.0  bits: 18.1 E():   81 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (35-59:121-145) 
 
           10        20        30        40        50        60     
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
           70        80                          
2MEPSP PIGDLVVGLKQLGADV                          
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.4 E():   82 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (28-67:5-43) 
 
               10        20        30         40        50          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVP 
                                  .:::.: :::       .::  :.    ::.   
gi|168                        ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKS 
                                      10        20        30        
 
      60        70        80                                        
2MEPSP RMRERPIGDLVVGLKQLGADV                                        
           .: :                                                     
gi|168 TWYGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESC 
          40        50        60        70        80        90      
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (13-29:172-189) 
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                                 10        20         30        40  
2MEPSP                   ADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|313 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
              50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (13-29:172-189) 
 
                                 10        20         30        40  
2MEPSP                   ADKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|476 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
              50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (12-25:91-104) 
 
                                  10        20        30        40  
2MEPSP                    ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
              50        60        70        80                      
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                      
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (40-59:232-251) 
 
      10        20        30        40        50        60          
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
      70        80 
2MEPSP VVGLKQLGADV 
                   
gi|898 AK          
                   
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (28-67:16-54) 
 
               10        20        30         40        50          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVP 
                                  .:::.: :::       .::. :.    ::.   
gi|386             MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKS 
                           10        20        30        40         
 
      60        70        80                                        
2MEPSP RMRERPIGDLVVGLKQLGADV                                        
           .: :                                                     
gi|386 TWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESC 
         50        60        70        80        90       100       
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (28-67:16-54) 
 
               10        20        30         40        50          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVP 
                                  .:::.: :::       .::. :.    ::.   
gi|409             MASSSSVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKS 
                           10        20        30        40         
 
      60        70        80                                        
2MEPSP RMRERPIGDLVVGLKQLGADV                                        
           .: :                                                     
gi|409 TWYGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESC 
         50        60        70        80        90       100       
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (12-25:91-104) 
 
                                  10        20        30        40  
2MEPSP                    ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
              50        60        70        80                      
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                      
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (28-67:16-54) 
 
               10        20        30         40        50          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVP 
                                  .:::.: :::       .::  :.    ::.   
gi|168             MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKS 
                           10        20        30        40         
 
      60        70        80                                        
2MEPSP RMRERPIGDLVVGLKQLGADV                                        
           .: :                                                     
gi|168 TWYGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESC 
         50        60        70        80        90       100       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (28-67:16-54) 
 
               10        20        30         40        50          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVP 
                                  .:::.: :::       .::  :.    ::.   
gi|126             MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKS 
                           10        20        30        40         
 
      60        70        80                                        
2MEPSP RMRERPIGDLVVGLKQLGADV                                        
           .: :                                                     
gi|126 TWYGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESC 
         50        60        70        80        90       100       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (28-67:16-54) 
 
               10        20        30         40        50          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVP 
                                  .:::.: :::       .::  :.    ::.   
gi|752             MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKS 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2269

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                           10        20        30        40         
 
      60        70        80                                        
2MEPSP RMRERPIGDLVVGLKQLGADV                                        
           .: :                                                     
gi|752 TWYGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESC 
         50        60        70        80        90       100       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (12-25:91-104) 
 
                                  10        20        30        40  
2MEPSP                    ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
              50        60        70        80                      
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                      
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.7  bits: 15.3 E():   84 
Smith-Waterman score: 37; 70.0% identity (80.0% similar) in 10 aa overlap (1-10:8-17) 
 
                      10        20        30        40        50    
2MEPSP        ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
              :: .:: :::                                            
gi|323 INLKAVIADPVAKTAVVQAGATLGEVYYXI                               
               10        20        30                               
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (12-25:92-105) 
 
                                  10        20        30        40  
2MEPSP                    ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
              50        60        70        80                      
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                      
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (28-67:18-56) 
 
               10        20        30         40        50          
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVP 
                                  .:::.: :::       .::. :.    ::.   
gi|117           MASSSRSVLLLVAALFAVFLGSAHGIAKVPPGPNITATYGDEW--LDAKS 
                         10        20        30        40           
 
      60        70        80                                        
2MEPSP RMRERPIGDLVVGLKQLGADV                                        
           .: :                                                     
gi|117 TWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESC 
       50        60        70        80        90       100         
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 44; 45.5% identity (81.8% similar) in 11 aa overlap (11-21:166-176) 
 
                                   10        20        30        40 
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2MEPSP                     ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     .:::..  .::                    
gi|549 EVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGN 
         140       150       160       170       180       190      
 
               50        60        70        80 
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                                
gi|549 EPIYERK                                  
         200                                    
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (16-50:96-129) 
 
                              10        20        30        40      
2MEPSP                ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
          50        60        70        80                          
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV                          
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (41-69:11-42) 
 
               20        30        40        50           60        
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    ...:::   ::..  . :. 
gi|116                     MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAIS 
                                   10        20        30        40 
 
        70        80                                                
2MEPSP DLVVGLKQLGADV                                                
       ..                                                           
gi|116 SVENIEGNGGPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKIS 
               50        60        70        80        90       100 
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (41-57:112-128) 
 
               20        30        40        50        60        70 
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
               80 
2MEPSP VGLKQLGADV 
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (34-78:17-61) 
 
            10        20        30        40        50        60    
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : ...  .::. .. ::.    .. :...  
gi|622               MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKP 
                             10        20        30        40       
 
            70        80                                            
2MEPSP RPIGDLVVGLKQLGADV                                            
         :. ..  ... ::                                              
gi|622 DEINAIIKEFSEPGALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFG 
         50        60        70        80        90       100       
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>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 42; 25.0% identity (63.9% similar) in 36 aa overlap (35-70:4-39) 
 
           10        20        30        40        50        60     
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     ..: .:.. ..: . ...  : ..:   :  
gi|153                            MRTVSMAALVVIAAALAWTSSAELASAPAPGEG 
                                          10        20        30    
 
           70        80                                             
2MEPSP PIGDLVVGLKQLGADV                                             
       : : .:                                                       
gi|153 PCGKVVHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISG 
            40        50        60        70        80        90    
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 17.7 E():   95 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (58-79:59-80) 
 
        30        40        50        60        70        80        
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV        
                                     : ...  : ::: . :..   :         
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWENDECAQKKII 
       30        40        50        60        70        80         
 
gi|520 AEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDEA 
       90       100       110       120       130       140         
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 17.7 E():   95 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (58-79:59-80) 
 
        30        40        50        60        70        80        
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV        
                                     : ...  : ::: . :..   :         
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWENDECAQKKII 
       30        40        50        60        70        80         
 
gi|195 AEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDEA 
       90       100       110       120       130       140         
 
>>gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full=Cucu  (731 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.4  bits: 19.7 E():   98 
Smith-Waterman score: 48; 22.2% identity (64.4% similar) in 45 aa overlap (5-49:467-511) 
 
                                         10        20        30     
2MEPSP                           ADKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                     :.  :::. ... : . .:. ..  ... : 
gi|711 DPNDLLATLRYIYSIRSPGATIFKSTTILNASAPVVVSFSSRGPNRATKDVIKPDISGPG 
        440       450       460       470       480       490       
 
           40        50        60        70        80               
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV               
       . . .   .:. .::                                              
gi|711 VEILAAWPSVAPVGGIRRNTLFNIISGTSMSCPHITGIATYVKTYNPTWSPAAIKSALMT 
        500       510       520       530       540       550       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:31 2011 done: Tue Apr 19 10:57:31 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
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 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 70  - 149 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     5     2:*= 
  32    23     8:==*===== 
  34    31    22:=======*=== 
  36    50    44:==============*== 
  38    71    73:========================* 
  40   102   102:=================================* 
  42   129   125:=========================================*= 
  44   128   138:===========================================  * 
  46   140   140:==============================================* 
  48   126   134:==========================================  * 
  50   111   122:=====================================   * 
  52    70   108:========================           * 
  54    53    92:==================            * 
  56   144    77:=========================*====================== 
  58    48    63:================    * 
  60    25    51:=========       * 
  62    19    41:=======      * 
  64    24    33:========  * 
  66    12    26:====    * 
  68    61    20:======*============== 
  70    22    16:=====*== 
  72    10    12:===* 
  74    24    10:===*==== 
  76     1     8:= * 
  78     8     6:=*= 
  80    22     5:=*====== 
  82     5     3:*= 
  84     4     3:*= 
  86     6     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     2     0:=         *== 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.77810.00318; mu= 13.1310 0.165 
 mean_var=35.281410.398, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.215924 
 Kolmogorov-Smirnov  statistic: 0.0587 (N=29) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
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gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 23.9    0.81 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 23.6       1 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 23.6       1 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 23.0     1.5 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 22.7     1.9 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 22.4     2.4 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   61 23.6     2.9 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 22.1       3 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 21.8     3.7 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   56 21.8     3.7 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 23.0     4.3 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   60 23.4     5.1 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.1     5.6 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   54 21.1     5.8 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 22.0     8.1 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   57 22.4     8.1 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 22.0     8.7 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 22.0     8.7 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 20.5     8.7 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 20.5     8.7 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 20.9     9.2 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   51 20.2      11 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.2      11 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.2      11 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.4      12 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   52 20.6      12 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.9      13 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.9      13 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.1      15 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.1      15 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.1      15 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.1      15 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.1      15 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.1      15 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.1      16 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.1      16 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.3      16 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   53 21.1      16 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 21.1      18 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.8      18 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.8      19 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.3      21 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   51 20.4      23 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.4      23 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.4      23 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.4      23 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.5      25 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   47 19.0      25 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   46 18.6      31 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.1      35 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.0      36 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   46 18.7      36 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   46 18.7      36 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   46 18.7      36 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   46 18.7      36 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   46 18.7      36 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   46 18.7      36 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   46 18.7      36 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   46 18.7      37 
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gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.8      38 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 20.2      38 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.5      39 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   45 18.3      39 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   45 18.3      39 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   46 18.7      40 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.7      40 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   46 18.7      40 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.7      40 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   46 18.7      40 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   46 18.7      40 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.9      41 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.9      41 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   45 18.4      43 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   49 19.9      44 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.4      47 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.4      47 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.5      47 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.0      47 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.0      48 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   43 17.6      48 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   43 17.6      48 
gi|116174182|emb|CAL59819.1| hyaluronidase homolog ( 323)   48 19.6      49 
gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespu ( 340)   48 19.6      51 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.2      52 
gi|1588669|prf||2209273A Zm13                      ( 170)   45 18.4      56 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   49 20.0      56 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.2      58 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.6      58 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.6      58 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.7      60 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.7      60 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.9      61 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 20.0      62 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.6      63 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.1      63 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.6      63 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.9      64 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.9      65 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.9      66 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.9      68 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.4      68 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   43 17.8      68 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   43 17.8      68 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   43 17.8      68 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   43 17.8      68 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   43 17.8      68 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   43 17.8      68 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   43 17.8      68 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   43 17.8      68 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   43 17.8      68 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   43 17.8      68 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.8      69 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 17.8      70 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   48 19.7      70 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   45 18.5      70 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.3      71 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   45 18.5      71 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.9      71 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   48 19.7      71 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   48 19.7      71 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   48 19.7      71 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   48 19.7      71 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   48 19.7      71 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   48 19.7      71 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   48 19.7      71 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   48 19.7      71 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   48 19.7      71 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   48 19.7      71 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   48 19.7      71 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   48 19.7      71 
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gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   43 17.8      72 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.5      73 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.5      73 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.5      74 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   43 17.8      74 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 17.8      75 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 17.8      75 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 17.8      75 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   43 17.8      75 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 17.8      75 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 17.8      75 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.2      75 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.6      76 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   44 18.2      76 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   44 18.2      76 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   48 19.7      77 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.6      79 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.6      79 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.6      79 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.6      79 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.6      79 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.6      79 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.6      79 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.6      79 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.6      79 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.2      79 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.6      79 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.6      79 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.2      80 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.8      81 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.4      85 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.4      86 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.4      86 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   43 17.8      87 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   43 17.8      88 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   43 17.8      88 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 19.0      88 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 19.0      90 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.4      90 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   46 19.0      91 
gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full= ( 731)   48 19.8      94 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.1      97 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 104.1  bits: 23.9 E(): 0.81 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (22-46:61-85) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
              60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVD 
                                     
gi|145 DEDGDGMIGVDEFVTLVKA           
              100                    
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 102.5  bits: 23.6 E():    1 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (22-77:60-104) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
              60        70        80  
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVD  
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       .. ::     ..  :: ..:. ...:     
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG 
                90        100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 102.5  bits: 23.6 E():    1 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (22-77:60-104) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
              60        70        80  
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVD  
       .. ::     ..  :: ..:. ...:     
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG 
                90        100         
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 99.1  bits: 23.0 E():  1.5 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (22-69:60-106) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
              60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVD 
        : ::  ..  . . :::            
gi|208 DV-DGDGKIGIEEFTDLVRSK         
      90        100                  
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 97.4  bits: 22.7 E():  1.9 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (22-46:61-85) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
              60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVD 
                                     
gi|145 DSDGDGKIGVDEFAAMVKA           
              100                    
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 95.7  bits: 22.4 E():  2.4 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (22-46:61-85) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
              60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVD 
                                     
gi|222 DSDGDGKIGAEEFAALVTA           
              100                    
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  61  Z-score: 94.1  bits: 23.6 E():  2.9 
Smith-Waterman score: 61; 26.9% identity (59.6% similar) in 52 aa overlap (27-78:8-58) 
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               10        20        30        40        50        60 
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                 ::.:..:   . .. : .: .:  ::::     . 
gi|324                    MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASL 
                                  10        20         30        40 
 
               70        80                                         
2MEPSP RERPIGDLVVGLKQLGADVD                                         
        .   . .. ..: ::..                                           
gi|324 SDPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIK 
               50        60        70        80        90       100 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.0  bits: 22.1 E():    3 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (22-46:61-85) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
              60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVD 
                                     
gi|179 DSDGDGKIGVDEFAALVKA           
              100                    
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 92.3  bits: 21.8 E():  3.7 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (22-46:61-85) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
              60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVD 
                                     
gi|294 DSDGDGKIGIDEFAAMIKG           
              100                    
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 92.3  bits: 21.8 E():  3.7 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (22-46:61-85) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|288 FKACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
              60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVD 
                                     
gi|288 DSDGDGKIGVDEFAAMIKG           
              100                    
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 91.2  bits: 23.0 E():  4.3 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (21-56:252-287) 
 
                         10        20        30        40        50 
2MEPSP           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
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               60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVD 
       : .  :                         
gi|144 TAAAGGYKV                      
             290                      
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  60  Z-score: 89.7  bits: 23.4 E():  5.1 
Smith-Waterman score: 60; 27.5% identity (68.6% similar) in 51 aa overlap (18-68:184-233) 
 
                            10        20        30        40        
2MEPSP              DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     .::.....:  : . ..:.:...: ..:   
gi|845 MTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISA-LSAEL 
           160       170       180       190       200        210   
 
        50        60        70        80                            
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVD                            
        .   .::.. : :..   ::                                        
gi|845 EECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADLDETT 
            220       230       240       250       260       270   
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 89.1  bits: 21.1 E():  5.6 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (22-44:59-81) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
              60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVD 
                                     
gi|288 DADGDGMLGLDEFAVLVKQ           
       90       100                  
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.7  bits: 21.1 E():  5.8 
Smith-Waterman score: 54; 30.5% identity (52.5% similar) in 59 aa overlap (22-80:60-107) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA----- 
      30        40        50        60        70        80          
 
              60        70        80       
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVD       
       ..  :         ::  .:. ..:: ::       
gi|131 FLKAGDSD------GDGKIGVDEFGALVDKWGAKG 
           90             100       110    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.2  bits: 22.0 E():  8.1 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (21-56:248-283) 
 
                         10        20        30        40        50 
2MEPSP           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
               60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVD 
       : .  :                         
gi|239 TAATGGYKV                      
       280                            
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
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 initn:  46 init1:  46 opt:  57  Z-score: 86.1  bits: 22.4 E():  8.1 
Smith-Waterman score: 57; 23.7% identity (62.7% similar) in 59 aa overlap (5-61:323-375) 
 
                                         10        20        30     
2MEPSP                           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : :::..:.  .:  . :      .:. .. 
gi|495 CPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK------IGEINL 
            300       310       320       330       340             
 
           40        50          60        70        80 
2MEPSP AMRSLTAAVTAAGGNATYVLDG--VPRMRERPIGDLVVGLKQLGADVD 
       ..:.  . .:.. .:.  ...:  :: ..                    
gi|495 SYRGAGGPATSTCSNVKPTFSGKQVPAIKCA                  
        350       360       370                         
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.6  bits: 22.0 E():  8.7 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (21-56:274-309) 
 
                         10        20        30        40        50 
2MEPSP           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
               60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVD 
       : .  :                         
gi|398 TAATGGYKV                      
           310                        
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.6  bits: 22.0 E():  8.7 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (21-56:274-309) 
 
                         10        20        30        40        50 
2MEPSP           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
               60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVD 
       : .  :                         
gi|330 TAATGGYKV                      
           310                        
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.6  bits: 20.5 E():  8.7 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (23-46:62-85) 
 
                       10        20        30        40        50   
2MEPSP         DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
             60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVD 
                                    
gi|209 ADGDGMIGIDEFAVLVKQ           
             100                    
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.6  bits: 20.5 E():  8.7 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (23-46:62-85) 
 
                       10        20        30        40        50   
2MEPSP         DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
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              40        50        60        70        80        90  
 
             60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVD 
                                    
gi|249 ADGDGMIGIDEFAVLVKQ           
             100                    
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 85.2  bits: 20.9 E():  9.2 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (30-73:87-141) 
 
                10        20        30        40        50          
2MEPSP  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
                 60        70        80     
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVD     
           .. ::: . . :: . ..: .            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.0  bits: 20.2 E():   11 
Smith-Waterman score: 51; 40.0% identity (68.0% similar) in 25 aa overlap (22-46:59-83) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.:. : : :      
gi|777 FKACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAG 
       30        40        50        60        70        80         
 
              60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVD 
                                     
gi|777 DSDGDGKIGVDEFAAMVKH           
       90       100                  
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.9  bits: 20.2 E():   11 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (23-46:62-85) 
 
                       10        20        30        40        50   
2MEPSP         DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
             60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVD 
                                    
gi|288 ADGDGMIGIDEFAVWVKQ           
             100                    
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.9  bits: 20.2 E():   11 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (22-46:61-85) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
              60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVD 
                                     
gi|207 DSDGDGKIGVEEFQALVKA           
              100                    
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>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 83.3  bits: 21.4 E():   12 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (21-56:227-262) 
 
                         10        20        30        40        50 
2MEPSP           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
               60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVD 
       : .  :                         
gi|180 TAAAGGYKV                      
        260                           
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 83.3  bits: 20.6 E():   12 
Smith-Waterman score: 52; 31.3% identity (48.2% similar) in 83 aa overlap (5-79:71-148) 
 
                                         10        20            30 
2MEPSP                           DKAAKRAVVVGCGGKFPVEDAK----EEVQLFLG 
                                     .:::   :  .::  : .    : .. .:: 
gi|282 LCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVPGDCCRQFPPVDYSWCRCEAISHMLG 
               50        60        70        80        90       100 
 
               40        50            60        70        80       
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPR----MRERPIGDLVVGLKQLGADVD       
         :: .: : :    .:   . :. :  :     :.:  : : : . . :. :        
gi|282 --GI-YRELGA--PDVGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARS 
                   110       120       130       140       150      
 
gi|282 GY 
          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.2  bits: 19.9 E():   13 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (22-44:61-83) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
              60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVD 
                                     
gi|148 DSDGDGKIGVDEFGAMIKA           
              100                    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.2  bits: 19.9 E():   13 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (22-44:61-83) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
              60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVD 
                                     
gi|145 DSDGDGKIGVDEFGAMIKA           
              100                    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.3  bits: 21.1 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (30-56:251-277) 
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                10        20        30        40        50          
2MEPSP  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
      60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVD 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.3  bits: 21.1 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (30-56:252-278) 
 
                10        20        30        40        50          
2MEPSP  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
      60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVD 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.2  bits: 21.1 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (30-56:255-281) 
 
                10        20        30        40        50          
2MEPSP  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
      60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVD 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (32-56:260-284) 
 
              10        20        30        40        50        60  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              70        80 
2MEPSP ERPIGDLVVGLKQLGADVD 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (32-56:260-284) 
 
              10        20        30        40        50        60  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              70        80 
2MEPSP ERPIGDLVVGLKQLGADVD 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (32-56:260-284) 
 
              10        20        30        40        50        60  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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              70        80 
2MEPSP ERPIGDLVVGLKQLGADVD 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (32-56:260-284) 
 
              10        20        30        40        50        60  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              70        80 
2MEPSP ERPIGDLVVGLKQLGADVD 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (32-56:260-284) 
 
              10        20        30        40        50        60  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              70        80 
2MEPSP ERPIGDLVVGLKQLGADVD 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (32-56:260-284) 
 
              10        20        30        40        50        60  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              70        80 
2MEPSP ERPIGDLVVGLKQLGADVD 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (32-56:260-284) 
 
              10        20        30        40        50        60  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              70        80 
2MEPSP ERPIGDLVVGLKQLGADVD 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (32-56:260-284) 
 
              10        20        30        40        50        60  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              70        80 
2MEPSP ERPIGDLVVGLKQLGADVD 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
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Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (32-56:260-284) 
 
              10        20        30        40        50        60  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              70        80 
2MEPSP ERPIGDLVVGLKQLGADVD 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (30-56:258-284) 
 
                10        20        30        40        50          
2MEPSP  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
      60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVD 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (32-56:260-284) 
 
              10        20        30        40        50        60  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              70        80 
2MEPSP ERPIGDLVVGLKQLGADVD 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (32-56:260-284) 
 
              10        20        30        40        50        60  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              70        80 
2MEPSP ERPIGDLVVGLKQLGADVD 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (32-56:260-284) 
 
              10        20        30        40        50        60  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              70        80 
2MEPSP ERPIGDLVVGLKQLGADVD 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (32-56:260-284) 
 
              10        20        30        40        50        60  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
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     230       240       250       260       270       280          
 
              70        80 
2MEPSP ERPIGDLVVGLKQLGADVD 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (32-56:260-284) 
 
              10        20        30        40        50        60  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              70        80 
2MEPSP ERPIGDLVVGLKQLGADVD 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (30-56:261-287) 
 
                10        20        30        40        50          
2MEPSP  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
      60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVD 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 21.1 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (30-56:266-292) 
 
                10        20        30        40        50          
2MEPSP  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
      60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVD 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 80.9  bits: 20.3 E():   16 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (36-51:142-161) 
 
          10        20        30        40            50        60  
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
              70        80 
2MEPSP ERPIGDLVVGLKQLGADVD 
                           
gi|249 GYKV                
                           
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.7  bits: 21.1 E():   16 
Smith-Waterman score: 53; 19.4% identity (51.6% similar) in 62 aa overlap (5-66:174-235) 
 
                                         10        20        30     
2MEPSP                           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     ...:. : :.   : . ....  .   :   
gi|107 GIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAVFNKEDDIGTYTIRAVD 
           150       160       170       180       190       200    
 
           40        50        60        70        80               
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2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD               
         :.:.  :    ..  : .. .  . :. ::                             
gi|107 DPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESPIPINVIL 
           210       220       230       240       250       260    
 
gi|107 AINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
           270       280       290       300         
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.0  bits: 21.1 E():   18 
Smith-Waterman score: 53; 25.5% identity (66.0% similar) in 47 aa overlap (2-48:20-66) 
 
                                 10        20        30        40   
2MEPSP                   DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                          :.:     .:  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD                       
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (21-56:238-273) 
 
                         10        20        30        40        50 
2MEPSP           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
               60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVD 
       : .  :                         
gi|313 TAATGGYKV                      
       270                            
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (21-56:246-281) 
 
                         10        20        30        40        50 
2MEPSP           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
               60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVD 
       : .  :                         
gi|295 TAATGGYKV                      
         280                          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 19.3 E():   21 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (22-46:61-85) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
              60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVD 
                                     
gi|207 DSDGDGKIGVEEFQALVKA           
              100                    
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>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.1  bits: 20.4 E():   23 
Smith-Waterman score: 51; 24.2% identity (62.1% similar) in 66 aa overlap (16-80:14-73) 
 
               10        20        30        40         50          
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLDGVPR 
                      .:..: :   :  : .... ....  :: .    . . .:...:. 
gi|225   VGVDGLIDDIIAILPIDDLKALFQEKL-ETSLDFKAFYDAVRSPEFQSIVQTLNAMPE 
                 10        20         30        40        50        
 
      60        70        80                                        
2MEPSP MRERPIGDLVVGLKQLGADVD                                        
       ..     ::.  :.. :.:::                                        
gi|225 YQ-----DLLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIA 
             60        70        80        90       100       110   
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (21-56:238-273) 
 
                         10        20        30        40        50 
2MEPSP           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
               60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVD 
       : .  :                         
gi|313 TAATGGYKV                      
       270                            
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (21-56:238-273) 
 
                         10        20        30        40        50 
2MEPSP           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
               60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVD 
       : .  :                         
gi|313 TAATGGYKV                      
       270                            
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (21-56:238-273) 
 
                         10        20        30        40        50 
2MEPSP           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
               60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVD 
       : .  :                         
gi|168 TAATGGYKV                      
       270                            
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.3  bits: 20.5 E():   25 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (32-56:280-304) 
 
              10        20        30        40        50        60  
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
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                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
              70        80 
2MEPSP ERPIGDLVVGLKQLGADVD 
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 47; 41.0% identity (53.8% similar) in 39 aa overlap (22-56:61-96) 
 
                        10        20        30        40            
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA----AG 
                                     .::..::: :     :.:: . :     :: 
gi|193 FHKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAG 
               40        50        60        70        80        90 
 
        50        60        70        80 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 
        :   : ::                         
gi|193 DN---VGDGKIGIDEFNHLVKH            
                 100                     
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 18.6 E():   31 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (22-40:61-79) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.::            
gi|179 FAKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAG 
               40        50        60        70        80        90 
 
              60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVD 
                                     
gi|179 DSDGDGKIGVDEFTALVKA           
              100                    
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.7  bits: 19.1 E():   35 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (40-65:11-39) 
 
      10        20        30        40        50           60       
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
         70        80                                               
2MEPSP DLVVGLKQLGADVD                                               
                                                                    
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 74.5  bits: 16.0 E():   36 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (44-58:2-16) 
 
            20        30        40        50        60        70    
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . : : .:                
gi|320                              YTTEGGTKSEVEDVIPEGWK            
                                            10        20            
 
            80 
2MEPSP QLGADVD 
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:14-26) 
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                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|256 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:14-26) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|214 SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:14-26) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|760 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:14-26) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:14-26) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|157 SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:14-26) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:15-27) 
 
                         10        20        30        40        50 
2MEPSP           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                     :...: :: :. :                                  
gi|110 RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKASID 
               10        20        30        40        50        60 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 18.7 E():   37 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:20-32) 
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                              10        20        30        40      
2MEPSP                DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                          :...: :: :. :                             
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD                          
                                                                    
gi|394 KATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLGDN 
               70        80        90       100       110       120 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.1  bits: 19.8 E():   38 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (21-56:267-298) 
 
                         10        20        30        40        50 
2MEPSP           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
               60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVD 
       : .  :                         
gi|663 TAAAGGYKA                      
            300                       
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (17-41:22-45) 
 
                    10        20        30        40        50      
2MEPSP      DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                            ::..: :.:. :: .:. . ::: :               
gi|113 MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNIIDKCWRCK 
               10        20         30        40        50          
 
          60        70        80                                    
2MEPSP GVPRMRERPIGDLVVGLKQLGADVD                                    
                                                                    
gi|113 ADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWI 
      60        70        80        90       100       110          
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 19.5 E():   39 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (21-48:210-237) 
 
                         10        20        30        40        50 
2MEPSP           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
               60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVD 
                                      
gi|226 V                              
     240                              
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.8  bits: 18.3 E():   39 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (22-46:61-85) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|145 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
              60        70        80 
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2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVD 
                                     
gi|145 DSDGDGAIGVDEWAVLVKA           
              100                    
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.8  bits: 18.3 E():   39 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (22-46:61-85) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|148 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
              60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVD 
                                     
gi|148 DSDGDGAIGVEEWAVLVKA           
              100                    
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.7  bits: 18.7 E():   40 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:30-42) 
 
                                        10        20        30      
2MEPSP                          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                                    :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD                
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.7  bits: 18.7 E():   40 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (35-57:22-44) 
 
           10        20        30        40        50        60     
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
           70        80                                             
2MEPSP IGDLVVGLKQLGADVD                                             
                                                                    
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.7  bits: 18.7 E():   40 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:30-42) 
 
                                        10        20        30      
2MEPSP                          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                                    :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD                
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.7  bits: 18.7 E():   40 
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Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (35-57:22-44) 
 
           10        20        30        40        50        60     
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
           70        80                                             
2MEPSP IGDLVVGLKQLGADVD                                             
                                                                    
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 18.7 E():   40 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:31-43) 
 
                                         10        20        30     
2MEPSP                           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD               
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 18.7 E():   40 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:31-43) 
 
                                         10        20        30     
2MEPSP                           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD               
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 73.4  bits: 19.9 E():   41 
Smith-Waterman score: 49; 28.6% identity (51.8% similar) in 56 aa overlap (1-56:267-318) 
 
                                             10        20        30 
2MEPSP                               DKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     . : :.:...   ..  .. :   .    : 
gi|113 YKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATG 
        240       250       260       270       280       290       
 
               40        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 
        .: :    :.:: :: : :: .  :                         
gi|113 AVGAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV          
        300           310       320       330             
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.9 E():   41 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (22-64:5-47) 
 
               10        20        30        40        50        60 
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                            :. : :::. : .:  . . :. :. . :: .  ..:   
gi|249                  MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPAT 
                                10        20        30        40    
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               70        80                                         
2MEPSP RERPIGDLVVGLKQLGADVD                                         
          :                                                         
gi|249 AATPATPATPATPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFG 
            50        60        70        80        90       100    
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.0  bits: 18.4 E():   43 
Smith-Waterman score: 45; 50.0% identity (85.7% similar) in 14 aa overlap (67-80:98-111) 
 
         40        50        60        70        80              
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD              
                                     ::. .:.. :.:::              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
        70        80        90       100       110       120     
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 72.8  bits: 19.9 E():   44 
Smith-Waterman score: 49; 33.3% identity (60.6% similar) in 33 aa overlap (48-80:94-121) 
 
        20        30        40        50        60        70        
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::   .:  :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVP---QR--GNITIHLQQFNE 
            70        80        90       100            110         
 
        80                                                          
2MEPSP DVD                                                          
       :.:                                                          
gi|144 DLDKMTPDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEA 
      120       130       140       150       160       170         
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.3  bits: 18.4 E():   47 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (22-51:5-32) 
 
               10        20        30        40        50        60 
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                            :  : .::. :  .. .:... :: ::.::          
gi|300                  MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIED 
                                10          20        30        40  
 
               70        80                                         
2MEPSP RERPIGDLVVGLKQLGADVD                                         
                                                                    
gi|300 VNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNA 
              50        60        70        80        90       100  
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.3  bits: 18.4 E():   47 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (22-51:5-32) 
 
               10        20        30        40        50        60 
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                            :  : .::. :  .. .:... :: ::.::          
gi|300                  MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIED 
                                10          20        30        40  
 
               70        80                                         
2MEPSP RERPIGDLVVGLKQLGADVD                                         
                                                                    
gi|300 INASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNA 
              50        60        70        80        90       100  
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.3  bits: 19.5 E():   47 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (27-54:7-33) 
 
               10        20        30        40        50        60 
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
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                                 :..:..:   : .: : . : :. :..:       
gi|198                     MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITP 
                                   10        20         30          
 
               70        80                                         
2MEPSP RERPIGDLVVGLKQLGADVD                                         
                                                                    
gi|198 SNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIK 
      40        50        60        70        80        90          
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 18.0 E():   47 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (23-50:54-81) 
 
                       10        20        30        40        50   
2MEPSP         DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
             60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVD 
                                    
gi|598 EEKKEEKEEEKEESDEDMGFGLFD     
            90       100            
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 18.0 E():   48 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (23-46:61-84) 
 
                       10        20        30        40        50   
2MEPSP         DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
             60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVD 
                                    
gi|288 ADGDGMLGLDEFAVLVKQ           
              100                   
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.1  bits: 17.6 E():   48 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (1-29:43-71) 
 
                                             10        20        30 
2MEPSP                               DKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|122 TDTGDHHNQKTEWPELVGKSVEEAKKVILQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
               40        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 
                                                          
gi|122 SLDKIAQVPRVG                                       
             80                                           
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.1  bits: 17.6 E():   48 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (1-29:43-71) 
 
                                             10        20        30 
2MEPSP                               DKAAKRAVVVGCGGKFPVEDAKEEVQLFLG 
                                     ::.  . ::.  :    .:   ..:.::.  
gi|154 TDTGDHHNQKTEWPELVGKSVEEAKKVIMQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVD 
             20        30        40        50        60        70   
 
               40        50        60        70        80 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 
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gi|154 SLDKIAQVPRVG                                       
             80                                           
 
>>gi|116174182|emb|CAL59819.1| hyaluronidase homologue [  (323 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.0  bits: 19.6 E():   49 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (49-80:66-94) 
 
       20        30        40        50          60        70       
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|116 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
         80                                                         
2MEPSP ADVD                                                         
        ..:                                                         
gi|116 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespula v  (340 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.6  bits: 19.6 E():   51 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (49-80:66-94) 
 
       20        30        40        50          60        70       
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|621 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
         80                                                         
2MEPSP ADVD                                                         
        ..:                                                         
gi|621 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (11-24:91-104) 
 
                                   10        20        30        40 
2MEPSP                     DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
               50        60        70        80                     
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD                     
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 45; 27.7% identity (50.8% similar) in 65 aa overlap (17-80:110-167) 
 
                             10        20        30         40      
2MEPSP               DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM-RSLTAAVTA 
                                     : .:  .::: .   ::. . :..  . .  
gi|158 DGVTDATGTYTIELKDSHEEDICQVVLVASPRKDC-DEVQALRDRAGVLLTRNVGISDSL 
      80        90       100       110        120       130         
 
          50        60        70        80    
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD    
         .:    .  ::     :.   .. :::: .: :    
gi|158 RPANPLGYFKDVPL----PV--CAALLKQLDSDDDDDQ 
      140       150             160       170 
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 71.0  bits: 20.0 E():   56 
Smith-Waterman score: 49; 40.0% identity (60.0% similar) in 25 aa overlap (57-80:454-478) 
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         30        40        50        60         70        80      
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVD      
                                     :  ..  :   ::.  ::. :.:::      
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
gi|424 IKKLFGLSH 
           490   
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.2 E():   58 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (22-73:5-62) 
 
               10        20        30        40        50           
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV--- 
                            :  : :::  : .:  . . :. :. . :: .  :.    
gi|119                  MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAAG 
                                10        20        30        40    
 
           60        70        80                                   
2MEPSP ---PRMRERPIGDLVVGLKQLGADVD                                   
          : .... . :. ::.:                                          
gi|119 KITPTQEQKLMEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGF 
            50        60        70        80        90       100    
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.6  bits: 19.6 E():   58 
Smith-Waterman score: 48; 38.5% identity (57.7% similar) in 26 aa overlap (55-78:184-209) 
 
           30        40        50        60          70        80   
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVD   
                                     :: : .:.   ::   :.: .:.  :     
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWIDHCSL 
           160       170       180       190       200       210    
 
gi|166 SKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVDQ 
           220       230       240       250       260       270    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.6  bits: 19.6 E():   58 
Smith-Waterman score: 48; 38.5% identity (57.7% similar) in 26 aa overlap (55-78:184-209) 
 
           30        40        50        60          70        80   
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVD   
                                     :: : .:.   ::   :.: .:.  :     
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWIDHCSL 
           160       170       180       190       200       210    
 
gi|113 SKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVDQ 
           220       230       240       250       260       270    
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 17.7 E():   60 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (31-50:67-86) 
 
               10        20        30        40        50        60 
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
               70        80 
2MEPSP RERPIGDLVVGLKQLGADVD 
                            
gi|833 EKEESDEDMGFGLFD      
        100       110       
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 17.7 E():   60 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (31-50:67-86) 
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               10        20        30        40        50        60 
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
               70        80 
2MEPSP RERPIGDLVVGLKQLGADVD 
                            
gi|668 EKEESDEDMGFGLFD      
        100       110       
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 18.9 E():   61 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (27-66:1-39) 
 
               10        20        30         40        50          
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPR 
                                 .:::.: :::       .::. :.    ::.    
gi|116                           VFLGSAHGIAKVPPGPNITATYGDEW--LDAKST 
                                         10        20          30   
 
      60        70        80                                        
2MEPSP MRERPIGDLVVGLKQLGADVD                                        
          .: :                                                      
gi|116 WYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCS 
             40        50        60        70        80        90   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.1  bits: 20.0 E():   62 
Smith-Waterman score: 49; 40.7% identity (59.3% similar) in 27 aa overlap (55-80:341-367) 
 
           30        40        50         60        70        80    
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVD    
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 70.0  bits: 19.6 E():   63 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (27-73:346-393) 
 
                   10        20        30        40         50      
2MEPSP     DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
          60        70        80                                    
2MEPSP GVPRMRERPIGDLVVGLKQLGADVD                                    
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.1 E():   63 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (44-76:28-60) 
 
            20        30        40        50        60        70    
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :.. :: . .  :.  .. : .:: . :   
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCM 
                  10        20        30        40        50        
 
            80                                                      
2MEPSP QLGADVD                                                      
       . :                                                          
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
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        60        70        80        90       100       110        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 70.0  bits: 19.6 E():   63 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (27-73:346-393) 
 
                   10        20        30        40         50      
2MEPSP     DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
          60        70        80                                    
2MEPSP GVPRMRERPIGDLVVGLKQLGADVD                                    
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (11-24:91-104) 
 
                                   10        20        30        40 
2MEPSP                     DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
               50        60        70        80                     
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD                     
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (11-24:91-104) 
 
                                   10        20        30        40 
2MEPSP                     DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
               50        60        70        80                     
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD                     
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (21-56:238-273) 
 
                         10        20        30        40        50 
2MEPSP           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
               60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVD 
       : .  :                         
gi|313 TAAAGGYKV                      
       270                            
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (62-80:40-58) 
 
              40        50        60        70        80            
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2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD            
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 17.4 E():   68 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (39-58:69-88) 
 
       10        20        30        40        50        60         
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
       70        80 
2MEPSP VVGLKQLGADVD 
                    
gi|105 T            
                    
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:14-26) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:14-26) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:14-26) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:14-26) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:14-26) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
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gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:14-26) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:14-26) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|179 DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDG 
               10        20        30        40        50        60 
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:14-26) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:14-26) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:14-26) 
 
                        10        20        30        40        50  
2MEPSP          DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (14-44:6-35) 
 
               10        20        30        40        50        60 
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                    :.. . : .:. . :: . :...   ::: :                 
gi|144         MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIF 
                       10         20        30        40        50  
 
               70        80                                         
2MEPSP RERPIGDLVVGLKQLGADVD                                         
                                                                    
gi|144 RSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGD 
              60        70        80        90       100       110  
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 17.8 E():   70 
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Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (33-76:17-60) 
 
             10        20        30        40        50        60   
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  ::..:...  :..    .. :...  
gi|130               MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKP 
                             10        20        30        40       
 
             70        80                                           
2MEPSP RPIGDLVVGLKQLGADVD                                           
       . :  ..  ... :                                               
gi|130 QEITGIMKDFEEPGHLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFG 
         50        60        70        80        90       100       
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 69.1  bits: 19.7 E():   70 
Smith-Waterman score: 48; 25.4% identity (49.3% similar) in 67 aa overlap (6-58:393-459) 
 
                                        10        20                
2MEPSP                          DKAAKRAVVVGCGGKFPVEDAKEEVQLFL------ 
                                     :. :::  ::   .:  .. :...       
gi|298 QHVVLYKNAIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFA 
            370       380       390       400       410       420   
 
           30           40        50        60        70        80  
2MEPSP -----GNAG---IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD  
            :  :   . ...   :.:.  :. : :: ..:                        
gi|298 VVLKAGREGLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQ 
            430       440       450       460       470       480   
 
gi|298 EVEVFRPFQSRDEKERERFSIV 
            490       500     
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 45; 50.0% identity (85.7% similar) in 14 aa overlap (67-80:14-27) 
 
         40        50        60        70        80                 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD                 
                                     ::. .:.. :.:::                 
gi|289                  SIISTLNAMPEYQDLLQNLRDKGVDVDHYIELIRALFGLTRAA 
                                10        20        30        40    
 
gi|289 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFAN 
            50        60        70        80        90       100    
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.1  bits: 19.3 E():   71 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (29-55:107-133) 
 
                 10        20        30        40        50         
2MEPSP   DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
       60        70        80                                       
2MEPSP RMRERPIGDLVVGLKQLGADVD                                       
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 18.5 E():   71 
Smith-Waterman score: 45; 50.0% identity (85.7% similar) in 14 aa overlap (67-80:205-218) 
 
         40        50        60        70        80              
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD              
                                     ::. .:.. :.:::              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          180       190       200       210       220       230  
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>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.0  bits: 18.9 E():   71 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (30-56:276-298) 
 
                10        20        30        40        50          
2MEPSP  DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
      60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVD 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 69.0  bits: 19.7 E():   71 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (3-35:375-408) 
 
                                           10        20         30  
2MEPSP                             DKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
              40        50        60        70        80            
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD            
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 69.0  bits: 19.7 E():   71 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (3-35:375-408) 
 
                                           10        20         30  
2MEPSP                             DKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
              40        50        60        70        80            
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD            
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 69.0  bits: 19.7 E():   71 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (3-35:375-408) 
 
                                           10        20         30  
2MEPSP                             DKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
              40        50        60        70        80            
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD            
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 69.0  bits: 19.7 E():   71 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (3-35:375-408) 
 
                                           10        20         30  
2MEPSP                             DKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|117 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
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              40        50        60        70        80            
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD            
       . ::                                                         
gi|117 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 69.0  bits: 19.7 E():   71 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (3-35:375-408) 
 
                                           10        20         30  
2MEPSP                             DKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
              40        50        60        70        80            
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD            
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 69.0  bits: 19.7 E():   71 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (3-35:375-408) 
 
                                           10        20         30  
2MEPSP                             DKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
              40        50        60        70        80            
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD            
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 69.0  bits: 19.7 E():   71 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (3-35:375-408) 
 
                                           10        20         30  
2MEPSP                             DKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
              40        50        60        70        80            
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD            
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 69.0  bits: 19.7 E():   71 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (3-35:375-408) 
 
                                           10        20         30  
2MEPSP                             DKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
              40        50        60        70        80            
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD            
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
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>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 69.0  bits: 19.7 E():   71 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (3-35:375-408) 
 
                                           10        20         30  
2MEPSP                             DKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|248 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
              40        50        60        70        80            
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD            
       . ::                                                         
gi|248 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 69.0  bits: 19.7 E():   71 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (3-35:375-408) 
 
                                           10        20         30  
2MEPSP                             DKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
              40        50        60        70        80            
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD            
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 69.0  bits: 19.7 E():   71 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (3-35:375-408) 
 
                                           10        20         30  
2MEPSP                             DKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|248 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
              40        50        60        70        80            
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD            
       . ::                                                         
gi|248 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 69.0  bits: 19.7 E():   71 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (3-35:375-408) 
 
                                           10        20         30  
2MEPSP                             DKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
              40        50        60        70        80            
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD            
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:23-35) 
 
                                 10        20        30        40   
2MEPSP                   DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                             :...: :: :. :                          
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gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD                       
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (11-24:68-81) 
 
                                   10        20        30        40 
2MEPSP                     DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
               50        60        70        80                     
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD                     
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (11-24:68-81) 
 
                                   10        20        30        40 
2MEPSP                     DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
               50        60        70        80                     
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD                     
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.8  bits: 18.5 E():   74 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (11-24:69-82) 
 
                                   10        20        30        40 
2MEPSP                     DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
               50        60        70        80                     
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD                     
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 17.8 E():   74 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:27-39) 
 
                                     10        20        30         
2MEPSP                       DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                                 :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD                   
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
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               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:31-43) 
 
                                         10        20        30     
2MEPSP                           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD               
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:31-43) 
 
                                         10        20        30     
2MEPSP                           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD               
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:31-43) 
 
                                         10        20        30     
2MEPSP                           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD               
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:31-43) 
 
                                         10        20        30     
2MEPSP                           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD               
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:31-43) 
 
                                         10        20        30     
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2MEPSP                           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD               
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:31-43) 
 
                                         10        20        30     
2MEPSP                           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD               
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.6  bits: 18.2 E():   75 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (34-58:121-145) 
 
            10        20        30        40        50        60    
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
            70        80                         
2MEPSP PIGDLVVGLKQLGADVD                         
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.5  bits: 18.6 E():   76 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (27-66:5-43) 
 
               10        20        30         40        50          
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPR 
                                 .:::.: :::       .::  :.    ::.    
gi|168                       ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKST 
                                     10        20        30         
 
      60        70        80                                        
2MEPSP MRERPIGDLVVGLKQLGADVD                                        
          .: :                                                      
gi|168 WYGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCS 
         40        50        60        70        80        90       
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.5  bits: 18.2 E():   76 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (12-28:172-189) 
 
                                  10        20         30        40 
2MEPSP                    DKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|476 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
               50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 
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>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.5  bits: 18.2 E():   76 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (12-28:172-189) 
 
                                  10        20         30        40 
2MEPSP                    DKAAKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|313 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
               50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.4  bits: 19.7 E():   77 
Smith-Waterman score: 48; 40.7% identity (59.3% similar) in 27 aa overlap (55-80:341-367) 
 
           30        40        50         60        70        80    
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVD    
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (11-24:91-104) 
 
                                   10        20        30        40 
2MEPSP                     DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
               50        60        70        80                     
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD                     
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (27-66:16-54) 
 
               10        20        30         40        50          
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPR 
                                 .:::.: :::       .::  :.    ::.    
gi|168            MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKST 
                          10        20        30        40          
 
      60        70        80                                        
2MEPSP MRERPIGDLVVGLKQLGADVD                                        
          .: :                                                      
gi|168 WYGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCS 
        50        60        70        80        90       100        
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (27-66:16-54) 
 
               10        20        30         40        50          
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPR 
                                 .:::.: :::       .::. :.    ::.    
gi|386            MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKST 
                          10        20        30        40          
 
      60        70        80                                        
2MEPSP MRERPIGDLVVGLKQLGADVD                                        
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          .: :                                                      
gi|386 WYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCS 
        50        60        70        80        90       100        
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (39-58:232-251) 
 
       10        20        30        40        50        60         
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
       70        80 
2MEPSP VVGLKQLGADVD 
                    
gi|898 AK           
                    
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (27-66:16-54) 
 
               10        20        30         40        50          
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPR 
                                 .:::.: :::       .::  :.    ::.    
gi|752            MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKST 
                          10        20        30        40          
 
      60        70        80                                        
2MEPSP MRERPIGDLVVGLKQLGADVD                                        
          .: :                                                      
gi|752 WYGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCS 
        50        60        70        80        90       100        
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (27-66:16-54) 
 
               10        20        30         40        50          
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPR 
                                 .:::.: :::       .::  :.    ::.    
gi|126            MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKST 
                          10        20        30        40          
 
      60        70        80                                        
2MEPSP MRERPIGDLVVGLKQLGADVD                                        
          .: :                                                      
gi|126 WYGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCS 
        50        60        70        80        90       100        
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (11-24:91-104) 
 
                                   10        20        30        40 
2MEPSP                     DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
               50        60        70        80                     
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD                     
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (27-66:16-54) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2310

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
               10        20        30         40        50          
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPR 
                                 .:::.: :::       .::. :.    ::.    
gi|409            MASSSSVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKST 
                          10        20        30        40          
 
      60        70        80                                        
2MEPSP MRERPIGDLVVGLKQLGADVD                                        
          .: :                                                      
gi|409 WYGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCS 
        50        60        70        80        90       100        
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (11-24:91-104) 
 
                                   10        20        30        40 
2MEPSP                     DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
               50        60        70        80                     
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD                     
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 44; 45.5% identity (81.8% similar) in 11 aa overlap (10-20:166-176) 
 
                                    10        20        30          
2MEPSP                      DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     .:::..  .::                    
gi|549 EVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGN 
         140       150       160       170       180       190      
 
      40        50        60        70        80 
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 
                                                 
gi|549 EPIYERK                                   
         200                                     
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (11-24:92-105) 
 
                                   10        20        30        40 
2MEPSP                     DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
               50        60        70        80                     
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD                     
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (27-66:18-56) 
 
               10        20        30         40        50          
2MEPSP DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPR 
                                 .:::.: :::       .::. :.    ::.    
gi|117          MASSSRSVLLLVAALFAVFLGSAHGIAKVPPGPNITATYGDEW--LDAKST 
                        10        20        30        40            
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      60        70        80                                        
2MEPSP MRERPIGDLVVGLKQLGADVD                                        
          .: :                                                      
gi|117 WYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCS 
      50        60        70        80        90       100          
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (15-49:96-129) 
 
                               10        20        30        40     
2MEPSP                 DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
           50        60        70        80                         
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD                         
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (40-68:11-42) 
 
      10        20        30        40        50           60       
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    ...:::   ::..  . :. 
gi|116                     MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAIS 
                                   10        20        30        40 
 
         70        80                                               
2MEPSP DLVVGLKQLGADVD                                               
       ..                                                           
gi|116 SVENIEGNGGPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKIS 
               50        60        70        80        90       100 
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 17.4 E():   85 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (40-56:112-128) 
 
      10        20        30        40        50        60          
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
      70        80 
2MEPSP VGLKQLGADVD 
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (33-77:17-61) 
 
             10        20        30        40        50        60   
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : ...  .::. .. ::.    .. :...  
gi|622               MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKP 
                             10        20        30        40       
 
             70        80                                           
2MEPSP RPIGDLVVGLKQLGADVD                                           
         :. ..  ... ::                                              
gi|622 DEINAIIKEFSEPGALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFG 
         50        60        70        80        90       100       
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 25.0% identity (63.9% similar) in 36 aa overlap (34-69:4-39) 
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            10        20        30        40        50        60    
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     ..: .:.. ..: . ...  : ..:   :  
gi|153                            MRTVSMAALVVIAAALAWTSSAELASAPAPGEG 
                                          10        20        30    
 
            70        80                                            
2MEPSP PIGDLVVGLKQLGADVD                                            
       : : .:                                                       
gi|153 PCGKVVHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISG 
            40        50        60        70        80        90    
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 17.8 E():   87 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:60-72) 
 
                                         10        20        30     
2MEPSP                           DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|156 CVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
      30        40        50        60        70        80          
 
           40        50        60        70        80               
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD               
                                                                    
gi|156 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
      90       100       110       120       130       140          
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 17.8 E():   88 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (57-78:59-80) 
 
         30        40        50        60        70        80       
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD       
                                     : ...  : ::: . :..   :         
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWENDECAQKKII 
       30        40        50        60        70        80         
 
gi|195 AEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDEA 
       90       100       110       120       130       140         
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 17.8 E():   88 
Smith-Waterman score: 43; 31.8% identity (59.1% similar) in 22 aa overlap (57-78:59-80) 
 
         30        40        50        60        70        80       
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD       
                                     : ...  : ::: . :..   :         
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWENDECAQKKII 
       30        40        50        60        70        80         
 
gi|520 AEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDEA 
       90       100       110       120       130       140         
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 67.3  bits: 19.0 E():   88 
Smith-Waterman score: 50; 22.9% identity (58.6% similar) in 70 aa overlap (10-76:13-80) 
 
                  10        20        30        40        50        
2MEPSP    DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                   :. : ..: .. ..... ::  : . .  .:: :    .: . : ..: 
gi|258 MKLPIMILAVLGVAFGKSLPNRNLQDDLNDFL--ALLPVDEITAIVMDYLANDAEVQEAV 
               10        20        30          40        50         
 
        60        70           80                                   
2MEPSP PRMRERPIGDLVV---GLKQLGADVD                                   
         .. . .  .:    ::...:                                       
gi|258 AYLQGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINRLHSVFGWDPYVPSSKRKHT 
       60        70        80        90       100       110         
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.0 E():   90 
Smith-Waterman score: 46; 26.7% identity (46.7% similar) in 45 aa overlap (36-80:64-108) 
 
          10        20        30        40        50        60      
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   .. . :: .  : : :. :     . 
gi|238 KYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEF 
            40        50        60        70        80        90    
 
          70        80                                              
2MEPSP GDLVVGLKQLGADVD                                              
        : ..   .   :::                                              
gi|238 DDAMIKDISNHDDVDYIEPDFVVRTSTNGTNLTRQENVPSWGLARVGSKQAGGTTYYYDS 
           100       110       120       130       140       150    
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.1  bits: 14.4 E():   90 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (44-58:2-16) 
 
            20        30        40        50        60        70    
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . . : .:                
gi|320                              YTTEGGTKSEAEDVIPE               
                                            10                      
 
            80 
2MEPSP QLGADVD 
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 19.0 E():   91 
Smith-Waterman score: 47; 33.3% identity (69.4% similar) in 36 aa overlap (2-36:256-289) 
 
                                             10        20        30 
2MEPSP                              DKAAKRAVV-VGCGGKFPVEDAKEEVQLFLG 
                                     ::: ..:. .. ::  :  .:....   .. 
gi|581 DCDGSGSNSGVIKGMEWAMRQASGGGNGTAKAAGKSVMNMSLGG--PRSEASNQAAKAIS 
         230       240       250       260         270       280    
 
               40        50        60        70        80           
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD           
       .::: :                                                       
gi|581 DAGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDIT 
           290       300       310       320       330       340    
 
>>gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full=Cucu  (731 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.8  bits: 19.8 E():   94 
Smith-Waterman score: 48; 22.2% identity (64.4% similar) in 45 aa overlap (4-48:467-511) 
 
                                          10        20        30    
2MEPSP                            DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                     :.  :::. ... : . .:. ..  ... : 
gi|711 DPNDLLATLRYIYSIRSPGATIFKSTTILNASAPVVVSFSSRGPNRATKDVIKPDISGPG 
        440       450       460       470       480       490       
 
            40        50        60        70        80              
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD              
       . . .   .:. .::                                              
gi|711 VEILAAWPSVAPVGGIRRNTLFNIISGTSMSCPHITGIATYVKTYNPTWSPAAIKSALMT 
        500       510       520       530       540       550       
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.1 E():   97 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (15-33:82-100) 
 
                               10        20        30        40     
2MEPSP                 DKAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
           50        60        70        80 
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2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 
                                            
gi|188 QSGAIYV                              
                                            
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:31 2011 done: Tue Apr 19 10:57:31 2011 
 Total Scan time:  0.040 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 7  - 86 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     0     2:* 
  32     2     8:= * 
  34     6    22:==     * 
  36    20    44:=======       * 
  38    66    73:======================  * 
  40    87   102:=============================    * 
  42    97   125:=================================        * 
  44   140   138:=============================================*= 
  46   149   140:==============================================*=== 
  48   151   134:============================================*====== 
  50   149   122:========================================*========= 
  52   151   108:===================================*=============== 
  54   108    92:==============================*===== 
  56    71    77:======================== * 
  58    48    63:================    * 
  60    52    51:================*= 
  62    22    41:========     * 
  64    26    33:========= * 
  66    26    26:========* 
  68    15    20:===== * 
  70    12    16:==== * 
  72     5    12:== * 
  74    12    10:===* 
  76     8     8:==* 
  78     5     6:=* 
  80    18     5:=*==== 
  82    21     3:*====== 
  84     2     3:* 
  86     7     2:*== 
  88     7     2:*==        inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     2     0:=         *== 
 108     0     0:          * 
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 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.79500.00293; mu= 5.6427 0.154 
 mean_var=33.586410.741, 0's: 2 Z-trim: 4  B-trim: 58 in 1/43 
 Lambda= 0.221306 
 Kolmogorov-Smirnov  statistic: 0.0651 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 25.9    0.61 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 25.9    0.61 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 24.4     1.1 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   56 22.8       3 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 22.2     3.7 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 21.2     6.4 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 21.2     6.4 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 21.2     6.4 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 21.2     6.4 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 21.2     6.4 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 21.2     6.4 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 21.2     6.4 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 21.2     6.7 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 21.2     7.2 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 21.2     7.2 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 21.2     7.2 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 21.2     7.2 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   51 21.2     8.4 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 22.4     8.7 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   41 18.2     9.8 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   53 21.8      10 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 20.2      12 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 20.2      12 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 20.2      12 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 20.2      12 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 20.2      12 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 20.2      12 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 20.2      12 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 20.2      12 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 20.2      12 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 20.2      12 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   49 20.5      13 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   49 20.5      13 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 20.2      13 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 20.2      14 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 20.8      14 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 20.2      14 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 20.2      14 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 20.2      14 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 20.2      14 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 20.2      14 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 20.2      14 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   52 21.4      16 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 20.2      17 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   53 21.7      18 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   53 21.7      18 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   53 21.7      18 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   53 21.7      18 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   53 21.7      18 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.7      18 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   53 21.7      18 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   53 21.7      18 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   53 21.7      18 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   53 21.7      18 
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gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   53 21.7      18 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   53 21.7      18 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   53 21.7      18 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   53 21.7      18 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   52 21.4      18 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.4      19 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.4      19 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.5      19 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 21.1      20 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   52 21.4      22 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   47 19.9      25 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.9      25 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 20.2      28 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   48 20.2      29 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.9      29 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.8      29 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.8      29 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.8      29 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.6      31 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   49 20.5      31 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.3      32 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.6      33 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.6      33 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.6      33 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.9      35 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.9      35 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.9      35 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.9      37 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 20.2      39 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 20.4      41 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.6      41 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.6      41 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   49 20.4      43 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   49 20.4      43 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.4      44 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 20.1      55 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.8      55 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.8      55 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   40 17.7      60 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.7      60 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   48 20.1      60 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.5      60 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.5      60 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.5      60 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   48 20.1      63 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.7      63 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   41 18.0      64 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.6      67 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.6      67 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   41 18.0      68 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.5      69 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 19.2      69 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   45 19.2      72 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 19.2      73 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   43 18.6      74 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.7      75 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   44 18.9      77 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 18.0      77 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.6      81 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   40 17.7      81 
gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.3      83 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   45 19.2      85 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   40 17.7      87 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   43 18.6      87 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.2      89 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   44 18.9      90 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   43 18.6      90 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   36 16.5      90 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   42 18.3      91 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   45 19.2      92 
gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Ph ( 167)   40 17.7      92 
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gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   36 16.5      93 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   43 18.6      95 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   44 18.9      96 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   45 19.2      96 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   45 19.2      96 
gi|2143220|emb|CAA73782.1| cellular serine protein ( 495)   45 19.2      97 
gi|89892727|gb|ABD79097.1| Zea m 13 allergen [Zea  ( 404)   44 18.9      97 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   45 19.2      98 
gi|89892725|gb|ABD79096.1| Zea m 13 allergen [Zea  ( 410)   44 18.9      99 
gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea  ( 411)   44 18.9      99 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   36 16.5   1e 
gi|29539111|emb|CAD87731.1| allergen Len c 1.0102  ( 415)   44 18.9   1e 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 106.4  bits: 25.9 E(): 0.61 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (21-63:3-45) 
 
               10        20        30        40         50          
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGL 
                           :.: .:::.::. :..:.  : . :  : .  :  : .:  
gi|668                   MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGD 
                                 10        20         30        40  
 
      60        70        80                                        
2MEPSP SVEADKAAKRAVVVGCGGKFP                                        
       .: :                                                         
gi|668 TVYATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSS 
              50        60        70        80        90       100  
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 106.4  bits: 25.9 E(): 0.61 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (21-63:3-45) 
 
               10        20        30        40         50          
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGL 
                           :.: .:::.::. :..:.  : . :  : .  :  : .:  
gi|833                   MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGD 
                                 10        20         30        40  
 
      60        70        80                                        
2MEPSP SVEADKAAKRAVVVGCGGKFP                                        
       .: :                                                         
gi|833 TVYATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSS 
              50        60        70        80        90       100  
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 101.6  bits: 24.4 E():  1.1 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (39-68:33-62) 
 
       10        20        30        40        50        60         
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
       70        80                                                 
2MEPSP RAVVVGCGGKFP                                                 
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 94.0  bits: 22.8 E():    3 
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (17-76:114-176) 
 
                             10        20        30           40    
2MEPSP               IVLQPIKEISGTVKLPGSKSLSNRILLLAALS---EGTTVVDNLLN 
                                     : .. ...... .:..   .:  :: . .  
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA 
            90       100       110       120       130       140    
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            50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
       .:  . ..  ...:: :  . ..  :  .:.::     
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL   
           150       160       170           
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (50-75:75-101) 
 
      20        30        40        50         60        70         
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
       80                                         
2MEPSP FP                                         
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.1  bits: 21.2 E():  6.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:9-26) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.1  bits: 21.2 E():  6.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:9-26) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.1  bits: 21.2 E():  6.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:9-26) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.1  bits: 21.2 E():  6.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:9-26) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
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gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.1  bits: 21.2 E():  6.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:9-26) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.1  bits: 21.2 E():  6.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:9-26) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.0  bits: 21.2 E():  6.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:10-27) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.7  bits: 21.2 E():  6.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:15-32) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.1  bits: 21.2 E():  7.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:25-42) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.1  bits: 21.2 E():  7.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:25-42) 
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             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.0  bits: 21.2 E():  7.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:26-43) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.0  bits: 21.2 E():  7.2 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:26-43) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 21.2 E():  8.4 
Smith-Waterman score: 51; 27.3% identity (54.5% similar) in 66 aa overlap (13-78:34-99) 
 
                                 10        20        30        40   
2MEPSP                   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .:: ..:. ..: ::  . : : .   
gi|532 KAGDSFPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSAN 
            10        20        30        40        50        60    
 
             50        60        70        80                       
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP                       
       .  .    :  ::. :..  :  : . : :..  ::                         
gi|532 HVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIG 
            70        80        90       100       110       120    
 
gi|532 WADEEGRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
           130       140       150       160        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 85.6  bits: 22.4 E():  8.7 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (41-69:246-275) 
 
               20        30        40        50         60          
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
      70        80                                                  
2MEPSP AVVVGCGGKFP                                                  
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
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>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 84.7  bits: 18.2 E():  9.8 
Smith-Waterman score: 41; 31.2% identity (68.8% similar) in 16 aa overlap (1-16:9-24) 
 
                       10        20        30        40        50   
2MEPSP         IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG 
               :.. :.: ..:  . :                                     
gi|183 GPXGKVVHIIMPPLKFVKGEESEP                                     
               10        20                                         
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 84.4  bits: 21.8 E():   10 
Smith-Waterman score: 53; 33.3% identity (79.2% similar) in 24 aa overlap (3-25:150-173) 
 
                                           10         20        30  
2MEPSP                             IVLQPIKEISGTVKLP-GSKSLSNRILLLAAL 
                                     ..:: : .:..:.: : ... ..:       
gi|119 GATPEAKFDSFVAAFTEALRIIAGVLKVHAVKPITEETGAAKIPAGEQQIIDKIDAAFKV 
     120       130       140       150       160       170          
 
              40        50        60        70        80            
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP            
                                                                    
gi|119 AATAANAAPANDKFTVFEAAFNNAIKESTGGAYDTYKSIPSLEAAVKQAYAATIAAAPEV 
     180       190       200       210       220       230          
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.9  bits: 20.2 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:9-26) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.9  bits: 20.2 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:9-26) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.9  bits: 20.2 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:9-26) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.9  bits: 20.2 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:9-26) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
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                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.9  bits: 20.2 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:9-26) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.9  bits: 20.2 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:9-26) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.9  bits: 20.2 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:9-26) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.9  bits: 20.2 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:9-26) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.9  bits: 20.2 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:9-26) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
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>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.9  bits: 20.2 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:9-26) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.4  bits: 20.5 E():   13 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (13-78:35-100) 
 
                                 10        20        30        40   
2MEPSP                   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|668 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
             50        60        70        80                       
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP                       
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|668 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|668 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.4  bits: 20.5 E():   13 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (13-78:35-100) 
 
                                 10        20        30        40   
2MEPSP                   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|276 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
             50        60        70        80                       
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP                       
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|276 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|276 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.3  bits: 20.2 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:18-35) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.1  bits: 20.2 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:22-39) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
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                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 82.1  bits: 20.8 E():   14 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (5-39:58-94) 
 
                                         10        20         30    
2MEPSP                           IVLQPIKEISGTVKLPGSKSLSNRILL-LAALSE 
                                     :: .  : ... :: ...: ..  :. .:. 
gi|144 NMANQMVDQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISR 
        30        40        50        60        70        80        
 
             40        50        60        70        80             
2MEPSP -GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
        : . .:                                                      
gi|144 RGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDIDMKLKLKLD 
        90       100       110       120       130       140        
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.9  bits: 20.2 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:26-43) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.9  bits: 20.2 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:26-43) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.9  bits: 20.2 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:26-43) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.9  bits: 20.2 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:26-43) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
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gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.9  bits: 20.2 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:26-43) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.9  bits: 20.2 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:26-43) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.7  bits: 21.4 E():   16 
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (14-36:241-263) 
 
                                10        20        30        40    
2MEPSP                  IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :. . :::. . .:: .:. :::        
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY 
              220       230       240       250       260       270 
 
            50        60        70        80                        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP                        
                                                                    
gi|215 TAEETAKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE 
              280       290       300       310       320       330 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 20.2 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:55-72) 
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (41-65:201-228) 
 
               20        30        40        50           60        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        70        80                                                
2MEPSP KRAVVVGCGGKFP                                                
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gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (41-65:201-228) 
 
               20        30        40        50           60        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        70        80                                                
2MEPSP KRAVVVGCGGKFP                                                
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (41-65:201-228) 
 
               20        30        40        50           60        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        70        80                                                
2MEPSP KRAVVVGCGGKFP                                                
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (41-65:201-228) 
 
               20        30        40        50           60        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        70        80                                                
2MEPSP KRAVVVGCGGKFP                                                
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (41-65:201-228) 
 
               20        30        40        50           60        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        70        80                                                
2MEPSP KRAVVVGCGGKFP                                                
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (41-65:201-228) 
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               20        30        40        50           60        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        70        80                                                
2MEPSP KRAVVVGCGGKFP                                                
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (41-65:201-228) 
 
               20        30        40        50           60        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        70        80                                                
2MEPSP KRAVVVGCGGKFP                                                
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (41-65:201-228) 
 
               20        30        40        50           60        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        70        80                                                
2MEPSP KRAVVVGCGGKFP                                                
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (41-65:201-228) 
 
               20        30        40        50           60        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        70        80                                                
2MEPSP KRAVVVGCGGKFP                                                
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (41-65:201-228) 
 
               20        30        40        50           60        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
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        70        80                                                
2MEPSP KRAVVVGCGGKFP                                                
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (41-65:201-228) 
 
               20        30        40        50           60        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        70        80                                                
2MEPSP KRAVVVGCGGKFP                                                
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (41-65:201-228) 
 
               20        30        40        50           60        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        70        80                                                
2MEPSP KRAVVVGCGGKFP                                                
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (41-65:201-228) 
 
               20        30        40        50           60        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        70        80                                                
2MEPSP KRAVVVGCGGKFP                                                
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (41-65:201-228) 
 
               20        30        40        50           60        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
        70        80                                                
2MEPSP KRAVVVGCGGKFP                                                
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
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 initn:  39 init1:  39 opt:  52  Z-score: 80.0  bits: 21.4 E():   18 
Smith-Waterman score: 52; 28.9% identity (71.1% similar) in 38 aa overlap (32-65:161-198) 
 
              10        20        30         40        50           
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
        60        70        80                                      
2MEPSP GLSVEADKAAKRAVVVGCGGKFP                                      
       ::...: .                                                     
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 79.7  bits: 21.4 E():   19 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (36-67:88-122) 
 
          10        20        30        40           50        60   
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
             70        80                                           
2MEPSP ADKAAKRAVVVGCGGKFP                                           
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 79.6  bits: 21.4 E():   19 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (36-67:88-122) 
 
          10        20        30        40           50        60   
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
             70        80                                           
2MEPSP ADKAAKRAVVVGCGGKFP                                           
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 79.4  bits: 17.5 E():   19 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (60-72:5-17) 
 
      30        40        50        60        70        80      
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP      
                                     .: :: .:: :::              
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI 
                                         10        20        30 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.9  bits: 21.1 E():   20 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (32-58:72-98) 
 
              10        20        30        40        50        60  
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
              70        80                                          
2MEPSP EADKAAKRAVVVGCGGKFP                                          
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
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             110       120       130       140       150       160  
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.3  bits: 21.4 E():   22 
Smith-Waterman score: 52; 28.9% identity (71.1% similar) in 38 aa overlap (32-65:191-228) 
 
              10        20        30         40        50           
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
        60        70        80                                      
2MEPSP GLSVEADKAAKRAVVVGCGGKFP                                      
       ::...: .                                                     
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.4  bits: 19.9 E():   25 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (31-50:113-132) 
 
               10        20        30        40        50        60 
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     ..::.: .::..:  ..  :           
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
               70        80                                         
2MEPSP VEADKAAKRAVVVGCGGKFP                                         
                                                                    
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.4  bits: 19.9 E():   25 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (39-68:33-62) 
 
       10        20        30        40        50        60         
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
       70        80                                                 
2MEPSP RAVVVGCGGKFP                                                 
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.3  bits: 20.2 E():   28 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (45-69:195-217) 
 
           20        30        40        50        60        70     
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
           80                                                       
2MEPSP CGGKFP                                                       
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.3  bits: 20.2 E():   29 
Smith-Waterman score: 48; 23.9% identity (67.4% similar) in 46 aa overlap (3-44:144-189) 
 
                                           10         20            
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2MEPSP                             IVLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|330 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
           120       130       140       150       160       170    
 
       30        40        50        60        70        80         
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP         
       :: . .:. .:.....                                             
gi|330 AATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYA 
           180       190       200       210       220       230    
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.2  bits: 19.9 E():   29 
Smith-Waterman score: 47; 28.8% identity (53.8% similar) in 52 aa overlap (5-55:26-74) 
 
                                    10        20         30         
2MEPSP                      IVLQPIKEISGTVKLPGSKSLSNRIL-LLAALSEGTTVV 
                                :.   :. .   .. : .. :  ::   : :.    
gi|136 MNKKLLMNFFIVSPLLLATTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS--- 
               10        20        30        40        50           
 
       40        50        60        70        80                   
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP                   
       :.. ::: .   ::..:                                            
gi|136 DTFTNSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSE 
        60        70        80        90       100       110        
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 76.2  bits: 20.8 E():   29 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (38-67:90-122) 
 
        10        20        30        40           50        60     
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
           70        80                                             
2MEPSP KAAKRAVVVGCGGKFP                                             
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 76.2  bits: 20.8 E():   29 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (23-67:70-122) 
 
                       10        20        30             40        
2MEPSP         IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
           50        60        70        80                         
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP                         
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 76.2  bits: 20.8 E():   29 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (23-67:70-122) 
 
                       10        20        30             40        
2MEPSP         IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
           50        60        70        80                         
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP                         
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          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 75.5  bits: 22.6 E():   31 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (32-72:452-496) 
 
              10        20        30           40         50        
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
        60        70        80                                      
2MEPSP GLSVEADKAAKRAVVVGCGGKFP                                      
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.5  bits: 20.5 E():   31 
Smith-Waterman score: 49; 29.3% identity (61.0% similar) in 41 aa overlap (3-43:268-308) 
 
                                           10        20        30   
2MEPSP                             IVLQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ::: :. . .:   . :.:.  .. .:... 
gi|148 WIGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVG 
       240       250       260       270       280       290        
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
         : : .:  :                                                  
gi|148 ALTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGD 
       300       310       320       330       340       350        
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.5  bits: 16.3 E():   32 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (61-74:3-16) 
 
               40        50        60        70        80 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     :.: .::.  : ::       
gi|463                             DFVDAHNAARAQVGVGPVHWT  
                                           10        20   
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.6 E():   33 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (57-72:172-187) 
 
         30        40        50        60        70        80       
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP       
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.6 E():   33 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (57-72:173-188) 
 
         30        40        50        60        70        80       
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP       
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
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>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.6 E():   33 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (57-72:173-188) 
 
         30        40        50        60        70        80       
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP       
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (3-40:134-175) 
 
                                           10         20            
2MEPSP                             IVLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|481 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
           110       120       130       140       150       160    
 
       30        40        50        60        70        80         
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP         
       :: . .:. .:.                                                 
gi|481 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEV 
           170       180       190       200       210       220    
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (3-40:135-176) 
 
                                           10         20            
2MEPSP                             IVLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|168 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
          110       120       130       140       150       160     
 
       30        40        50        60        70        80         
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP         
       :: . .:. .:.                                                 
gi|168 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQV 
          170       180       190       200       210       220     
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (3-40:138-179) 
 
                                           10         20            
2MEPSP                             IVLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|285 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
       110       120       130       140       150       160        
 
       30        40        50        60        70        80         
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP         
       :: . .:. .:.                                                 
gi|285 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQV 
       170       180       190       200       210       220        
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.3  bits: 19.9 E():   37 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (3-40:149-190) 
 
                                           10         20            
2MEPSP                             IVLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|330 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
      120       130       140       150       160       170         
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       30        40        50        60        70        80         
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP         
       :: . .:. .:.                                                 
gi|330 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQV 
      180       190       200       210       220       230         
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (28-77:214-267) 
 
                  10        20        30        40        50        
2MEPSP    IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
        60              70        80                                
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFP                                
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 73.5  bits: 20.4 E():   41 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (18-67:428-476) 
 
                            10        20        30        40        
2MEPSP              IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
        50        60        70        80        
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP        
       .. .:. .  :.. :  . :                     
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG 
        460       470       480       490       
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.4  bits: 18.6 E():   41 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (20-56:3-39) 
 
               10        20        30        40        50        60 
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                          : :: .:::::.  .  ..   ...::    ...: :     
gi|195                  MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPS 
                                10        20        30        40    
 
               70        80                                         
2MEPSP VEADKAAKRAVVVGCGGKFP                                         
                                                                    
gi|195 CRDYVEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELP 
            50        60        70        80        90       100    
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.4  bits: 18.6 E():   41 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (20-56:3-39) 
 
               10        20        30        40        50        60 
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                          : :: .:::::.  .  ..   ...::    ...: :     
gi|219                  MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPS 
                                10        20        30        40    
 
               70        80                                         
2MEPSP VEADKAAKRAVVVGCGGKFP                                         
                                                                    
gi|219 CRDYVEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELP 
            50        60        70        80        90       100    
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>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 49; 29.3% identity (61.0% similar) in 41 aa overlap (3-43:398-438) 
 
                                           10        20        30   
2MEPSP                             IVLQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ::: :. . .:   . :.:.  .. .:... 
gi|601 WIGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVG 
       370       380       390       400       410       420        
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
         : : .:  :                                                  
gi|601 ALTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGD 
       430       440       450       460       470       480        
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (5-45:342-382) 
 
                                         10         20        30    
2MEPSP                           IVLQPIKEISGTVKLP-GSKSLSNRILLLAALSE 
                                     :    :...  : :..: :.:   .::::  
gi|572 ASENQQRSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAAIAALS- 
             320       330       340       350       360       370  
 
            40        50        60        70        80              
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP              
       :. ....  .::                                                 
gi|572 GVLTAEKKQSSEGGSPVRSNRSSPVRSSRSSPVRSADSGPTENDLSTAEVQDSEKASEPK 
              380       390       400       410       420       430 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.9  bits: 20.4 E():   44 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (43-73:378-406) 
 
             20        30        40        50        60        70   
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
             80                                                     
2MEPSP VGCGGKFP                                                     
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.1  bits: 20.1 E():   55 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (40-73:381-414) 
 
      10        20        30        40        50        60          
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
      70        80                                                  
2MEPSP AVVVGCGGKFP                                                  
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 71.0  bits: 19.8 E():   55 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (38-66:90-121) 
 
        10        20        30        40           50        60     
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
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gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
           70        80                                             
2MEPSP KAAKRAVVVGCGGKFP                                             
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 71.0  bits: 19.8 E():   55 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (38-66:90-121) 
 
        10        20        30        40           50        60     
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
           70        80                                             
2MEPSP KAAKRAVVVGCGGKFP                                             
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 70.4  bits: 17.7 E():   60 
Smith-Waterman score: 40; 33.3% identity (86.7% similar) in 15 aa overlap (40-54:5-19) 
 
      10        20        30        40        50        60          
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     ..:..::..  .::.                
gi|225                           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMV 
                                         10        20        30     
 
      70        80                                                  
2MEPSP AVVVGCGGKFP                                                  
                                                                    
gi|225 GLKKKSPEDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDG 
           40        50        60        70        80        90     
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.4  bits: 17.7 E():   60 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (27-43:46-62) 
 
                   10        20        30        40        50       
2MEPSP     IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
         60        70        80            
2MEPSP LGLSVEADKAAKRAVVVGCGGKFP            
                                           
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
          80        90       100       110 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.4  bits: 20.1 E():   60 
Smith-Waterman score: 48; 30.9% identity (51.5% similar) in 68 aa overlap (2-69:463-526) 
 
                                            10        20        30  
2MEPSP                              IVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::.    .:  :    :.:: ::   ...: 
gi|331 KVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGL 
            440       450       460       470       480       490   
 
              40        50        60        70        80            
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP            
           : : . .:.:   .  . : ::    ::.: .:.                       
gi|331 EVDETYVPKEFNAETFTFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTV 
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            500       510           520       530       540         
 
gi|331 MGDFGAFVEKCCAAENKEGCFSEEGPKLVAAAQAALV 
      550       560       570       580      
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (19-55:246-282) 
 
                           10        20        30         40        
2MEPSP             IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
        50        60        70        80                            
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP                            
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (19-55:246-282) 
 
                           10        20        30         40        
2MEPSP             IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
        50        60        70        80                            
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP                            
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (19-55:246-282) 
 
                           10        20        30         40        
2MEPSP             IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
        50        60        70        80                            
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP                            
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.1  bits: 20.1 E():   63 
Smith-Waterman score: 48; 30.9% identity (51.5% similar) in 68 aa overlap (2-69:486-549) 
 
                                            10        20        30  
2MEPSP                              IVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::.    .:  :    :.:: ::   ...: 
gi|668 KVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGL 
         460       470       480       490       500       510      
 
              40        50        60        70        80            
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP            
           : : . .:.:   .  . : ::    ::.: .:.                       
gi|668 EVDETYVPKEFNAETFTFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTV 
         520       530        540          550       560       570  
 
gi|668 MGDFGAFVEKCCAAENKEGCFSEEGPKLVAAAQAALV 
             580       590       600         
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>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 17.7 E():   63 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (47-56:55-64) 
 
         20        30        40        50        60        70       
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
         80                             
2MEPSP GKFP                             
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 18.0 E():   64 
Smith-Waterman score: 41; 34.8% identity (78.3% similar) in 23 aa overlap (57-79:16-38) 
 
         30        40        50        60        70        80       
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP       
                                     : :. .:....: :..:  ::..        
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (58-74:11-27) 
 
        30        40        50        60        70        80        
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP        
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (37-68:71-102) 
 
         10        20        30        40        50        60       
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
         70        80                                               
2MEPSP AKRAVVVGCGGKFP                                               
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 41; 26.7% identity (63.3% similar) in 30 aa overlap (29-58:108-137) 
 
                 10        20        30        40        50         
2MEPSP   IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 
                                     .:: :   ..:. :. ...  :.. . : : 
gi|219 LVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELDEMIAEIDTDG 
        80        90       100       110       120       130        
 
       60        70        80 
2MEPSP LSVEADKAAKRAVVVGCGGKFP 
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gi|219 SGTVDFDEFMEMMTGD       
       140       150          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.3  bits: 19.5 E():   69 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (38-70:91-126) 
 
        10        20        30        40           50        60     
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
           70        80                                             
2MEPSP KAAKRAVVVGCGGKFP                                             
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.3  bits: 19.2 E():   69 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (52-74:150-174) 
 
              30        40        50        60          70          
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
      80                                                            
2MEPSP P                                                            
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.9  bits: 19.2 E():   72 
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (22-80:193-252) 
 
                        10        20        30        40        50  
2MEPSP          IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 
                                     :. .. ..  : :.:. .::. ..   ..: 
gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL 
            170       180       190       200       210       220   
 
              60        70             80                           
2MEPSP GALRTLGLSVEADKAAKRAVVVG-----CGGKFP                           
       :       .   ::. : .:. .     :: ..:                           
gi|195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSS 
                230       240       250       260       270         
 
gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG 
      280       290       300       310       320       330         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 45; 28.0% identity (72.0% similar) in 25 aa overlap (40-64:155-179) 
 
      10        20        30        40        50        60          
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     :.:. ::. ..  .. . : :...:      
gi|495 KHAAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVG 
          130       140       150       160       170       180     
 
      70        80                                                  
2MEPSP AVVVGCGGKFP                                                  
                                                                    
gi|495 ISKGVTITNTKIATGDDCISIGPGSQNVTITQVNCGPGHGISIGSLGRYNNEKEVRGITV 
          190       200       210       220       230       240     
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>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.7  bits: 18.6 E():   74 
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (14-76:133-189) 
 
                                10        20        30        40    
2MEPSP                  IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :.: . :: .  .  . ... . . : . . 
gi|253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEK 
            110       120       130       140       150       160   
 
            50        60        70        80                        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP                        
        . :    : .. :.:..       :...::::                            
gi|253 YQPVGPK-GNVKELALAIF-----DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP 
             170       180            190       200       210       
 
gi|253 VYKTGNSPGEKCIKKDETFKNLCFAQEPINPNEHNL 
        220       230       240       250   
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.6  bits: 14.7 E():   75 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (57-64:10-17) 
 
         30        40        50        60        70        80 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                     :::: .:.                 
gi|856                      ANPTFGFTPLGLSSDAN                 
                                    10                        
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 44; 33.3% identity (52.4% similar) in 42 aa overlap (39-80:221-255) 
 
       10        20        30        40        50        60         
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
       70        80                                                 
2MEPSP RAVVVGCGGKFP                                                 
       . :.  : .: :                                                 
gi|118 EKVLNDCKSKEPSNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAYS 
           250       260       270       280       290       300    
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (50-76:146-170) 
 
      20        30        40        50        60        70          
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
      80 
2MEPSP P 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 49; 23.8% identity (57.1% similar) in 63 aa overlap (1-62:11-73) 
 
                         10        20        30         40          
2MEPSP           IVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHY 
                 :.. :: ....  .     ::. . .  :. : :  ..:..:    . .  
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKLETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQD 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFP                              
       .:  ::  :..:.                                                
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gi|225 LLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMDYLANDA 
               70        80        90       100       110       120 
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.7 E():   81 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (14-23:86-95) 
 
                                10        20        30        40    
2MEPSP                  IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     . :::..: :                     
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK 
          60        70        80        90       100       110      
 
            50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                             
gi|126 IVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL      
         120       130       140             
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 18.3 E():   83 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (37-68:71-102) 
 
         10        20        30        40        50        60       
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
 
         70        80                                               
2MEPSP AKRAVVVGCGGKFP                                               
       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 45; 26.2% identity (50.8% similar) in 65 aa overlap (2-66:62-121) 
 
                                            10        20        30  
2MEPSP                              IVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::. . ... :.  :.    .  .   : . 
gi|370 RSIVPSGASTGVHEALELRDGDKSKWLGKGVLKAVANVNDTIA-PALIEANIDVADQAKI 
              40        50        60        70         80        90 
 
              40        50        60        70        80            
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP            
       .:    .:.  :.      :::   ::.:. : ::                          
gi|370 DEFLLKLDGTPNKAK----LGANAILGVSLAAAKAGAAQKDVPLYKHIADISKAKEGKFV 
              100           110       120       130       140       
 
gi|370 LPVPFQNVLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHLKSLTKKKYGQSA 
        150       160       170       180       190       200       
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 32.4% identity (51.4% similar) in 37 aa overlap (49-80:48-83) 
 
       20        30        40        50        60             70    
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
            80                                                      
2MEPSP GCGGKFP                                                      
        :  .::                                                      
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.6 E():   87 
Smith-Waterman score: 43; 35.3% identity (82.4% similar) in 17 aa overlap (3-19:150-166) 
 
                                           10        20        30   
2MEPSP                             IVLQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ..:: :  :..:.:...              
gi|119 GATPEAKFDSFVAAFTEALRVIAGVLKVHAVKPITEEIGAAKIPAGELQIIDKIDAAFKV 
     120       130       140       150       160       170          
 
             40        50        60        70        80             
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP             
                                                                    
gi|119 AATAANAAPANDKFTVFEAAFNNAIKESTGGAYDTYKSIPSLEAAVKQAYAATIAAAPEV 
     180       190       200       210       220       230          
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.2  bits: 19.2 E():   89 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (52-74:290-314) 
 
              30        40        50        60          70          
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|458 AEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNAD 
     260       270       280       290       300       310          
 
      80                                                            
2MEPSP P                                                            
                                                                    
gi|458 ACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     320       330       340       350       360       370          
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.2  bits: 18.9 E():   90 
Smith-Waterman score: 44; 25.9% identity (53.7% similar) in 54 aa overlap (32-80:203-252) 
 
              10        20        30        40        50        60  
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     : :.:. .::. ..   ..::       .  
gi|117 ALTLRTATNIWIDHNSFSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGH----DDAY 
            180       190       200       210       220             
 
              70             80                                     
2MEPSP EADKAAKRAVVVG-----CGGKFP                                     
         ::. : .:. .     :: ..:                                     
gi|117 SDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSSNPTILSEGNS 
      230       240       250       260       270       280         
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.1  bits: 18.6 E():   90 
Smith-Waterman score: 43; 35.0% identity (70.0% similar) in 20 aa overlap (43-62:113-132) 
 
             20        30        40        50        60        70   
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:..           
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSMDDASVGSVSSE 
             90       100       110       120       130       140   
 
             80                                                     
2MEPSP VGCGGKFP                                                     
                                                                    
gi|249 FHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTVFVSSFN 
            150       160       170       180       190       200   
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.1  bits: 16.5 E():   90 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (50-77:18-44) 
 
      20        30        40        50        60        70          
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124              GTRRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
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                            10        20         30        40       
 
      80                         
2MEPSP P                         
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70  
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 18.3 E():   91 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (19-44:93-118) 
 
                           10        20        30        40         
2MEPSP             IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|664 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
             70        80        90       100       110       120   
 
       50        60        70        80                             
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFP                             
                                                                    
gi|664 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEAFEYFALEAYAFDIAAP 
            130       140       150       160       170       180   
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 45; 29.2% identity (56.2% similar) in 48 aa overlap (24-71:239-286) 
 
                      10        20        30        40        50    
2MEPSP        IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 
                                     ::  :..:... :.. : :..:         
gi|845 SAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADL 
      210       220       230       240       250       260         
 
            60        70        80                                  
2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFP                                  
        .:      ::. :.::.                                           
gi|845 DETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAE 
      270       280       290       300       310       320         
 
>>gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Phosph  (167 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.7 E():   92 
Smith-Waterman score: 40; 32.0% identity (68.0% similar) in 25 aa overlap (21-45:5-29) 
 
               10        20        30        40        50        60 
2MEPSP IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                           :.. .::: . :.:  . : . ..:                
gi|244                 MQVVLGSLFLLLLSTSHGWQIRDRIGDNELEERIIYPGTLWCGH 
                               10        20        30        40     
 
               70        80                                         
2MEPSP VEADKAAKRAVVVGCGGKFP                                         
                                                                    
gi|244 GNKSSGPNELGRFKHTDACCRTHDMCPDVMSAGESKHGLTNTASHTRLSCDCDDKFYDCL 
           50        60        70        80        90       100     
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.9  bits: 16.5 E():   93 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (50-77:20-46) 
 
      20        30        40        50        60        70          
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124            GTSFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                          10        20         30        40         
 
      80                         
2MEPSP P                         
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
       50        60        70    
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>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.6 E():   95 
Smith-Waterman score: 43; 20.0% identity (54.3% similar) in 70 aa overlap (1-70:150-219) 
 
                                             10        20        30 
2MEPSP                               IVLQPIKEISGTVKLPGSKSLSNRILLLAA 
                                     .: .:. :.. . :. .. ...      :  
gi|249 YDAFIAALTEALRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAP 
     120       130       140       150       160       170          
 
               40        50        60        70        80           
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP           
        ..  :: .. .:.   .   :: .:  .    . :.:.:                     
gi|249 ANDKFTVFEGAFNKAIKESTAGAYETYKFIPSLEAAVKQAYGATVARAPEVKYAVFEAGL 
     180       190       200       210       220       230          
 
gi|249 TKAITAMSEAQKVAKPPLSPQPPQVLPLAAGGAATVAAASDVRVCRSHGTLQDACLLRCR 
     240       250       260       270       280       290          
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.9 E():   96 
Smith-Waterman score: 44; 44.4% identity (72.2% similar) in 18 aa overlap (5-22:323-340) 
 
                                         10        20        30     
2MEPSP                           IVLQPIKEISGTVKLPGSKSLSNRILLLAALSEG 
                                     : :.:...    :::.::             
gi|210 APNVCTIAASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGA 
            300       310       320       330       340       350   
 
           40        50        60        70        80 
2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                                      
gi|210 AAYLMALEGVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
            360       370       380       390         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (52-74:286-310) 
 
              30        40        50        60          70          
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|796 VEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
         260       270       280       290       300       310      
 
      80                                                            
2MEPSP P                                                            
                                                                    
gi|796 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT 
         320       330       340       350       360       370      
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (52-74:286-310) 
 
              30        40        50        60          70          
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|142 VEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
         260       270       280       290       300       310      
 
      80                                                            
2MEPSP P                                                            
                                                                    
gi|142 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT 
         320       330       340       350       360       370      
 
>>gi|2143220|emb|CAA73782.1| cellular serine proteinase   (495 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 45; 31.1% identity (60.0% similar) in 45 aa overlap (1-42:394-438) 
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                                             10        20           
2MEPSP                               IVLQPIKEISGTVKLPGSKSLSNRILLLA- 
                                     . ::: :. . .:     :.:.. :. .:  
gi|214 STWIGSKHAVNTISGTSMASPHIAGLLAYFVSLQPSKDSAFAVDELTPKKLKKDIIAIAT 
           370       380       390       400       410       420    
 
        30        40        50        60        70        80        
2MEPSP --ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP        
         ::..  . . :::                                              
gi|214 QGALTDIPSDTPNLLAWNGGGSSNYTDIIASGGYKVNASVKDRFEGLVHKAEKLLTEELG 
           430       440       450       460       470       480    
 
>>gi|89892727|gb|ABD79097.1| Zea m 13 allergen [Zea mays  (404 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.9 E():   97 
Smith-Waterman score: 44; 37.5% identity (81.2% similar) in 16 aa overlap (62-77:49-64) 
 
              40        50        60        70        80            
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP            
                                     .. ::...: . .:::               
gi|898 AKSKDNDAKASGPGGSFDITKLGASGNGKTDSTKAVQEAWASACGGTGKQTILIPKGDFL 
       20        30        40        50        60        70         
 
gi|898 VGPLNFTGPCKGDVTIQVNGNLLATTDLSQYKDHGNWIEILRVDNLVITGKGKLDGQGPA 
       80        90       100       110       120       130         
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 66.4  bits: 19.2 E():   98 
Smith-Waterman score: 48; 28.9% identity (62.2% similar) in 45 aa overlap (1-42:393-437) 
 
                                             10        20           
2MEPSP                               IVLQPIKEISGTVKLPGSKSLSNRILLLA- 
                                     . ::: .. . .:.    :.:.. .. .:  
gi|120 STWIGSKYAVNTISGTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIAT 
            370       380       390       400       410       420   
 
        30        40        50        60        70        80        
2MEPSP --ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP        
         :::.  . . :::                                              
gi|120 SGALSDIPSDTPNLLAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKE 
            430       440       450       460       470       480   
 
>>gi|89892725|gb|ABD79096.1| Zea m 13 allergen [Zea mays  (410 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.9 E():   99 
Smith-Waterman score: 44; 37.5% identity (81.2% similar) in 16 aa overlap (62-77:55-70) 
 
              40        50        60        70        80            
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP            
                                     .. ::...: . .:::               
gi|898 AKSKDNDAKASGPGGSFDITKLGASGNGKTDSTKAVQEAWASACGGTGKQTILIPKGDFL 
           30        40        50        60        70        80     
 
gi|898 VGPLNFTGPCKGDVTIQVNGNLLATTDLSQYKDHGNWIEILRVDNLVITGKGKLDGQGPA 
           90       100       110       120       130       140     
 
>>gi|89892729|gb|ABD79098.1| Zea m 13 allergen [Zea mays  (411 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.9 E():   99 
Smith-Waterman score: 44; 37.5% identity (81.2% similar) in 16 aa overlap (62-77:56-71) 
 
              40        50        60        70        80            
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP            
                                     .. ::...: . .:::               
gi|898 EESKGIDAKASGPGGFFDITKLGASGNGKTDSTKAVQEAWASACGGTGKQTILIPKGDFL 
          30        40        50        60        70        80      
 
gi|898 VGQLNFTGPCKGDVTIQVDGNLLATTDLSQYKEHGNWIEILRVDNLVITGKGNLDGQGPA 
          90       100       110       120       130       140      
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.3  bits: 16.5 E(): 1e 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (50-77:25-51) 
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      20        30        40        50        60        70          
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|144       MADDMERIFKRFDTNGDGKISLSELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                     10        20        30         40        50    
 
      80                         
2MEPSP P                         
                                 
gi|144 FIDFNEFISFCNANPGLMKDVAKVF 
            60        70         
 
>>gi|29539111|emb|CAD87731.1| allergen Len c 1.0102 [Len  (415 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 18.9 E(): 1e 
Smith-Waterman score: 48; 32.0% identity (68.0% similar) in 25 aa overlap (2-26:378-398) 
 
                                            10        20        30  
2MEPSP                              IVLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     . .:.::..    .:::.   .:.:      
gi|295 SDLNLIGFGINAKNNQRNFLAGEEDNVISQIQRPVKELA----FPGSSREVDRLLTNQKQ 
       350       360       370       380           390       400    
 
              40        50        60        70        80 
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP 
                                                         
gi|295 SHFANAQPLQIE                                      
           410                                           
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:23 2011 done: Tue Apr 19 10:57:23 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 71  - 150 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     3     2:* 
  32    25     8:==*====== 
  34    30    22:=======*== 
  36    53    44:==============*=== 
  38    72    73:========================* 
  40   100   102:=================================* 
  42   132   125:=========================================*== 
  44   129   138:===========================================  * 
  46   142   140:==============================================*= 
  48   125   134:==========================================  * 
  50   105   122:===================================     * 
  52    68   108:=======================            * 
  54    54    92:==================            * 
  56   146    77:=========================*======================= 
  58    45    63:===============     * 
  60    24    51:========        * 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2347

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

  62    19    41:=======      * 
  64    26    33:========= * 
  66    12    26:====    * 
  68    64    20:======*=============== 
  70    20    16:=====*= 
  72    13    12:===*= 
  74    21    10:===*=== 
  76     2     8:= * 
  78     7     6:=*= 
  80    23     5:=*====== 
  82     3     3:* 
  84     6     3:*= 
  86     5     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     3     1:*         :*== 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.80620.00322; mu= 13.0249 0.167 
 mean_var=35.531510.477, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.215163 
 Kolmogorov-Smirnov  statistic: 0.0593 (N=29) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 23.9    0.83 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 23.6       1 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 23.6       1 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 23.0     1.6 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 22.7       2 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 22.3     2.4 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   61 23.5       3 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 22.0       3 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 21.7     3.8 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   56 21.7     3.8 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.9     4.4 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   60 23.3     5.3 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.1     5.7 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   54 21.1       6 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 22.0     8.3 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   57 22.4     8.4 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 20.5     8.9 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 20.5     8.9 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 22.0     8.9 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 22.0     8.9 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 20.9     9.4 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   53 20.9     9.7 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   51 20.2      11 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.2      11 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.2      11 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.3      12 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.9      14 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.9      14 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.0      15 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.0      16 
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gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.0      16 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.0      16 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.0      16 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.0      16 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.0      16 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.0      16 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.3      16 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   53 21.1      17 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 21.1      18 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.7      19 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.7      19 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.2      21 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   51 20.4      23 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.4      23 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.4      23 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.4      23 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.4      26 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   47 18.9      26 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   46 18.6      32 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.0      35 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.0      36 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   46 18.7      37 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   46 18.7      37 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   46 18.7      37 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   46 18.7      37 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   46 18.7      37 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   46 18.7      37 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   46 18.7      37 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   46 18.7      38 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.8      38 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 20.2      39 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   45 18.3      40 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   45 18.3      40 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.4      40 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   46 18.7      40 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.7      40 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   46 18.7      40 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.7      40 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   46 18.7      41 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   46 18.7      41 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.8      42 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   45 18.3      44 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   49 19.9      45 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.7      48 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.7      48 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.4      48 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.4      48 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.5      48 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.0      48 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.0      49 
gi|116174182|emb|CAL59819.1| hyaluronidase homolog ( 323)   48 19.5      50 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   50 20.3      52 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   48 19.5      52 
gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespu ( 340)   48 19.5      52 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.2      53 
gi|1588669|prf||2209273A Zm13                      ( 170)   45 18.4      57 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   49 19.9      57 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.2      59 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.6      59 
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gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.6      59 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.7      61 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.7      61 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.8      62 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 20.0      64 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.1      64 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.6      64 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.6      65 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.8      65 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.8      66 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.9      68 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.3      69 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   43 17.7      69 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   43 17.7      69 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   43 17.7      69 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   43 17.7      69 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   43 17.7      69 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   43 17.7      69 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   43 17.7      69 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   43 17.7      69 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   43 17.7      69 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   43 17.7      69 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.9      69 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.7      70 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 17.7      71 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   45 18.5      72 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   48 19.6      72 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   45 18.5      72 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.3      72 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.9      73 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   43 17.7      73 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   48 19.6      73 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   48 19.6      73 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   48 19.6      73 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   48 19.6      73 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   48 19.6      73 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   48 19.6      73 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   48 19.6      73 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   48 19.6      73 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   48 19.6      73 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   48 19.6      73 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   48 19.6      73 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   48 19.6      73 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.5      75 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.5      75 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   43 17.8      75 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.5      75 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 17.8      76 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 17.8      76 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 17.8      76 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   43 17.8      76 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 17.8      76 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 17.8      76 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.1      77 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.5      78 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   44 18.1      78 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   44 18.1      78 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.5      80 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.2      80 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.5      80 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.5      80 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.5      80 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.5      80 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.5      80 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.5      80 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.5      80 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.5      80 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.5      81 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.5      81 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.2      81 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.8      82 
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gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.9      83 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.9      83 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.4      86 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.4      87 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.4      87 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   43 17.8      88 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 19.0      90 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.4      91 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   42 17.4      92 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 19.0      92 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   46 19.0      93 
gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full= ( 731)   48 19.7      97 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.1      98 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 103.9  bits: 23.9 E(): 0.83 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (21-45:61-85) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
               60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                      
gi|145 DEDGDGMIGVDEFVTLVKA            
              100                     
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 102.3  bits: 23.6 E():    1 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (21-76:60-104) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
               60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDC 
       .. ::     ..  :: ..:. ...:     
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG 
                90        100         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 102.3  bits: 23.6 E():    1 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (21-76:60-104) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
               60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDC 
       .. ::     ..  :: ..:. ...:     
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG 
                90        100         
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 98.9  bits: 23.0 E():  1.6 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (21-68:60-106) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
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               60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDC 
        : ::  ..  . . :::             
gi|208 DV-DGDGKIGIEEFTDLVRSK          
      90        100                   
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 97.2  bits: 22.7 E():    2 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (21-45:61-85) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
               60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                      
gi|145 DSDGDGKIGVDEFAAMVKA            
              100                     
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 95.5  bits: 22.3 E():  2.4 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (21-45:61-85) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
               60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                      
gi|222 DSDGDGKIGAEEFAALVTA            
              100                     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  61  Z-score: 93.9  bits: 23.5 E():    3 
Smith-Waterman score: 61; 26.9% identity (59.6% similar) in 52 aa overlap (26-77:8-58) 
 
               10        20        30        40        50        60 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                ::.:..:   . .. : .: .:  ::::     .  
gi|324                   MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLS 
                                 10        20         30        40  
 
               70        80                                         
2MEPSP ERPIGDLVVGLKQLGADVDC                                         
       .   . .. ..: ::..                                            
gi|324 DPAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKE 
              50        60        70        80        90       100  
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 93.8  bits: 22.0 E():    3 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (21-45:61-85) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
               60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                      
gi|179 DSDGDGKIGVDEFAALVKA            
              100                     
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>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 92.1  bits: 21.7 E():  3.8 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (21-45:61-85) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
               60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                      
gi|294 DSDGDGKIGIDEFAAMIKG            
              100                     
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 92.1  bits: 21.7 E():  3.8 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (21-45:61-85) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|288 FKACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
               60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                      
gi|288 DSDGDGKIGVDEFAAMIKG            
              100                     
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 90.9  bits: 22.9 E():  4.4 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (20-55:252-287) 
 
                          10        20        30        40          
2MEPSP            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
      50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
       : .  :                          
gi|144 TAAAGGYKV                       
             290                       
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  60  Z-score: 89.5  bits: 23.3 E():  5.3 
Smith-Waterman score: 60; 27.5% identity (68.6% similar) in 51 aa overlap (17-67:184-233) 
 
                             10        20        30        40       
2MEPSP               KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     .::.....:  : . ..:.:...: ..:   
gi|845 MTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISA-LSAEL 
           160       170       180       190       200        210   
 
         50        60        70        80                           
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC                           
        .   .::.. : :..   ::                                        
gi|845 EECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADLDETT 
            220       230       240       250       260       270   
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.9  bits: 21.1 E():  5.7 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (21-43:59-81) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
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gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
               60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                      
gi|288 DADGDGMLGLDEFAVLVKQ            
       90       100                   
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.6  bits: 21.1 E():    6 
Smith-Waterman score: 54; 30.5% identity (52.5% similar) in 59 aa overlap (21-79:60-107) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA----- 
      30        40        50        60        70        80          
 
               60        70        80      
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDC      
       ..  :         ::  .:. ..:: ::       
gi|131 FLKAGDSD------GDGKIGVDEFGALVDKWGAKG 
           90             100       110    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.0  bits: 22.0 E():  8.3 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (20-55:248-283) 
 
                          10        20        30        40          
2MEPSP            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
      50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
       : .  :                          
gi|239 TAATGGYKV                       
       280                             
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 85.9  bits: 22.4 E():  8.4 
Smith-Waterman score: 57; 23.7% identity (62.7% similar) in 59 aa overlap (4-60:323-375) 
 
                                          10        20        30    
2MEPSP                            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : :::..:.  .:  . :      .:. .. 
gi|495 CPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK------IGEINL 
            300       310       320       330       340             
 
            40        50          60        70        80 
2MEPSP AMRSLTAAVTAAGGNATYVLDG--VPRMRERPIGDLVVGLKQLGADVDC 
       ..:.  . .:.. .:.  ...:  :: ..                     
gi|495 SYRGAGGPATSTCSNVKPTFSGKQVPAIKCA                   
        350       360       370                          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.4  bits: 20.5 E():  8.9 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (22-45:62-85) 
 
                        10        20        30        40        50  
2MEPSP          KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
              60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     
gi|249 ADGDGMIGIDEFAVLVKQ            
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             100                     
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.4  bits: 20.5 E():  8.9 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (22-45:62-85) 
 
                        10        20        30        40        50  
2MEPSP          KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
              60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     
gi|209 ADGDGMIGIDEFAVLVKQ            
             100                     
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.4  bits: 22.0 E():  8.9 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (20-55:274-309) 
 
                          10        20        30        40          
2MEPSP            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
      50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
       : .  :                          
gi|398 TAATGGYKV                       
           310                         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.4  bits: 22.0 E():  8.9 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (20-55:274-309) 
 
                          10        20        30        40          
2MEPSP            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
      50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
       : .  :                          
gi|330 TAATGGYKV                       
           310                         
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 85.0  bits: 20.9 E():  9.4 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (29-72:87-141) 
 
                 10        20        30        40        50         
2MEPSP   KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
                  60        70        80    
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDC    
           .. ::: . . :: . ..: .            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 84.8  bits: 20.9 E():  9.7 
Smith-Waterman score: 53; 31.8% identity (48.2% similar) in 85 aa overlap (4-80:71-149) 
 
                                          10        20              
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2MEPSP                            KAAKRAVVVGCGGKFPVEDAK----EEVQLFLG 
                                     .:::   :  .::  : .    : .. .:: 
gi|282 LCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVPGDCCRQFPPVDYSWCRCEAISHMLG 
               50        60        70        80        90       100 
 
      30        40        50            60        70        80      
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPR----MRERPIGDLVVGLKQLGADVDC      
         :: .: : :    .:   . :. :  :     :.:  : : : . . :. : :      
gi|282 --GI-YRELGAP--DVGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGV-CYWLAR 
                   110       120       130       140        150     
 
gi|282 SGY 
           
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.9  bits: 20.2 E():   11 
Smith-Waterman score: 51; 40.0% identity (68.0% similar) in 25 aa overlap (21-45:59-83) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.:. : : :      
gi|777 FKACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAG 
       30        40        50        60        70        80         
 
               60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                      
gi|777 DSDGDGKIGVDEFAAMVKH            
       90       100                   
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.8  bits: 20.2 E():   11 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (22-45:62-85) 
 
                        10        20        30        40        50  
2MEPSP          KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
              60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     
gi|288 ADGDGMIGIDEFAVWVKQ            
             100                     
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.8  bits: 20.2 E():   11 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (21-45:61-85) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
               60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                      
gi|207 DSDGDGKIGVEEFQALVKA            
              100                     
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 83.1  bits: 21.3 E():   12 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (20-55:227-262) 
 
                          10        20        30        40          
2MEPSP            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
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      50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
       : .  :                          
gi|180 TAAAGGYKV                       
        260                            
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.1  bits: 19.9 E():   14 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (21-43:61-83) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
               60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                      
gi|148 DSDGDGKIGVDEFGAMIKA            
              100                     
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.1  bits: 19.9 E():   14 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (21-43:61-83) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
               60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                      
gi|145 DSDGDGKIGVDEFGAMIKA            
              100                     
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.0 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (29-55:251-277) 
 
                 10        20        30        40        50         
2MEPSP   KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
       60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDC 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (29-55:252-278) 
 
                 10        20        30        40        50         
2MEPSP   KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
       60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDC 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.0  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (29-55:255-281) 
 
                 10        20        30        40        50         
2MEPSP   KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
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                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
       60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDC 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (31-55:260-284) 
 
               10        20        30        40        50        60 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               70        80 
2MEPSP ERPIGDLVVGLKQLGADVDC 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (31-55:260-284) 
 
               10        20        30        40        50        60 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               70        80 
2MEPSP ERPIGDLVVGLKQLGADVDC 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (31-55:260-284) 
 
               10        20        30        40        50        60 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               70        80 
2MEPSP ERPIGDLVVGLKQLGADVDC 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (31-55:260-284) 
 
               10        20        30        40        50        60 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               70        80 
2MEPSP ERPIGDLVVGLKQLGADVDC 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (31-55:260-284) 
 
               10        20        30        40        50        60 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               70        80 
2MEPSP ERPIGDLVVGLKQLGADVDC 
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>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (31-55:260-284) 
 
               10        20        30        40        50        60 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               70        80 
2MEPSP ERPIGDLVVGLKQLGADVDC 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (31-55:260-284) 
 
               10        20        30        40        50        60 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               70        80 
2MEPSP ERPIGDLVVGLKQLGADVDC 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (31-55:260-284) 
 
               10        20        30        40        50        60 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               70        80 
2MEPSP ERPIGDLVVGLKQLGADVDC 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (31-55:260-284) 
 
               10        20        30        40        50        60 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               70        80 
2MEPSP ERPIGDLVVGLKQLGADVDC 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (29-55:258-284) 
 
                 10        20        30        40        50         
2MEPSP   KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
       60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDC 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (31-55:260-284) 
 
               10        20        30        40        50        60 
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2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               70        80 
2MEPSP ERPIGDLVVGLKQLGADVDC 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (31-55:260-284) 
 
               10        20        30        40        50        60 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               70        80 
2MEPSP ERPIGDLVVGLKQLGADVDC 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (31-55:260-284) 
 
               10        20        30        40        50        60 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               70        80 
2MEPSP ERPIGDLVVGLKQLGADVDC 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (31-55:260-284) 
 
               10        20        30        40        50        60 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               70        80 
2MEPSP ERPIGDLVVGLKQLGADVDC 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (31-55:260-284) 
 
               10        20        30        40        50        60 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               70        80 
2MEPSP ERPIGDLVVGLKQLGADVDC 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (29-55:261-287) 
 
                 10        20        30        40        50         
2MEPSP   KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
       60        70        80 
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2MEPSP MRERPIGDLVVGLKQLGADVDC 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.7  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (29-55:266-292) 
 
                 10        20        30        40        50         
2MEPSP   KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
       60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDC 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 80.7  bits: 20.3 E():   16 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (35-50:142-161) 
 
           10        20        30        40            50        60 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
               70        80 
2MEPSP ERPIGDLVVGLKQLGADVDC 
                            
gi|249 GYKV                 
                            
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.1 E():   17 
Smith-Waterman score: 53; 19.4% identity (51.6% similar) in 62 aa overlap (4-65:174-235) 
 
                                          10        20        30    
2MEPSP                            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     ...:. : :.   : . ....  .   :   
gi|107 GIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAVFNKEDDIGTYTIRAVD 
           150       160       170       180       190       200    
 
            40        50        60        70        80              
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC              
         :.:.  :    ..  : .. .  . :. ::                             
gi|107 DPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESPIPINVIL 
           210       220       230       240       250       260    
 
gi|107 AINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
           270       280       290       300         
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.8  bits: 21.1 E():   18 
Smith-Waterman score: 53; 25.5% identity (66.0% similar) in 47 aa overlap (1-47:20-66) 
 
                                  10        20        30        40  
2MEPSP                    KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                          :.:     .:  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC                      
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.5  bits: 20.7 E():   19 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (20-55:238-273) 
 
                          10        20        30        40          
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2MEPSP            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
      50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
       : .  :                          
gi|313 TAATGGYKV                       
       270                             
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (20-55:246-281) 
 
                          10        20        30        40          
2MEPSP            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
      50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
       : .  :                          
gi|295 TAATGGYKV                       
         280                           
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (21-45:61-85) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
               60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                      
gi|207 DSDGDGKIGVEEFQALVKA            
              100                     
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 51; 24.2% identity (62.1% similar) in 66 aa overlap (15-79:14-73) 
 
               10        20        30        40         50          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLDGVPRM 
                     .:..: :   :  : .... ....  :: .    . . .:...:.. 
gi|225  VGVDGLIDDIIAILPIDDLKALFQEKL-ETSLDFKAFYDAVRSPEFQSIVQTLNAMPEY 
                10        20         30        40        50         
 
      60        70        80                                        
2MEPSP RERPIGDLVVGLKQLGADVDC                                        
       .     ::.  :.. :.:::                                         
gi|225 Q-----DLLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAM 
            60        70        80        90       100       110    
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.8  bits: 20.4 E():   23 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (20-55:238-273) 
 
                          10        20        30        40          
2MEPSP            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
      50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
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       : .  :                          
gi|313 TAATGGYKV                       
       270                             
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.8  bits: 20.4 E():   23 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (20-55:238-273) 
 
                          10        20        30        40          
2MEPSP            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
      50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
       : .  :                          
gi|313 TAATGGYKV                       
       270                             
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.8  bits: 20.4 E():   23 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (20-55:238-273) 
 
                          10        20        30        40          
2MEPSP            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
      50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
       : .  :                          
gi|168 TAATGGYKV                       
       270                             
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.1  bits: 20.4 E():   26 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (31-55:280-304) 
 
               10        20        30        40        50        60 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
               70        80 
2MEPSP ERPIGDLVVGLKQLGADVDC 
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.0  bits: 18.9 E():   26 
Smith-Waterman score: 47; 41.0% identity (53.8% similar) in 39 aa overlap (21-55:61-96) 
 
                         10        20        30        40           
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA----AG 
                                     .::..::: :     :.:: . :     :: 
gi|193 FHKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAG 
               40        50        60        70        80        90 
 
         50        60        70        80 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
        :   : ::                          
gi|193 DN---VGDGKIGIDEFNHLVKH             
                 100                      
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 18.6 E():   32 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (21-39:61-79) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
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                                     ..:..::: :   . :.::            
gi|179 FAKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAG 
               40        50        60        70        80        90 
 
               60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                      
gi|179 DSDGDGKIGVDEFTALVKA            
              100                     
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (39-64:11-39) 
 
       10        20        30        40        50           60      
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
          70        80                                              
2MEPSP DLVVGLKQLGADVDC                                              
                                                                    
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 74.4  bits: 16.0 E():   36 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (43-57:2-16) 
 
             20        30        40        50        60        70   
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . : : .:                
gi|320                              YTTEGGTKSEVEDVIPEGWK            
                                            10        20            
 
             80 
2MEPSP QLGADVDC 
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 18.7 E():   37 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:14-26) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|256 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 18.7 E():   37 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:14-26) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|214 SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 18.7 E():   37 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:14-26) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|760 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 18.7 E():   37 
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Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:14-26) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 18.7 E():   37 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:14-26) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|157 SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 18.7 E():   37 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:14-26) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 18.7 E():   37 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:15-27) 
 
                          10        20        30        40          
2MEPSP            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                     :...: :: :. :                                  
gi|110 RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKASID 
               10        20        30        40        50        60 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:20-32) 
 
                               10        20        30        40     
2MEPSP                 KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                          :...: :: :. :                             
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC                         
                                                                    
gi|394 KATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLGDN 
               70        80        90       100       110       120 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.9  bits: 19.8 E():   38 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (20-55:267-298) 
 
                          10        20        30        40          
2MEPSP            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
      50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
       : .  :                          
gi|663 TAAAGGYKA                       
            300                        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
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 initn:  45 init1:  45 opt:  50  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (16-40:22-45) 
 
                     10        20        30        40        50     
2MEPSP       KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                            ::..: :.:. :: .:. . ::: :               
gi|113 MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNIIDKCWRCK 
               10        20         30        40        50          
 
           60        70        80                                   
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDC                                   
                                                                    
gi|113 ADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWI 
      60        70        80        90       100       110          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.7  bits: 18.3 E():   40 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (21-45:61-85) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|148 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
               60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                      
gi|148 DSDGDGAIGVEEWAVLVKA            
              100                     
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.7  bits: 18.3 E():   40 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (21-45:61-85) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|145 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
               60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                      
gi|145 DSDGDGAIGVDEWAVLVKA            
              100                     
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.7  bits: 19.4 E():   40 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (20-47:210-237) 
 
                          10        20        30        40          
2MEPSP            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
      50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                       
gi|226 V                               
     240                               
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 18.7 E():   40 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:30-42) 
 
                                         10        20        30     
2MEPSP                           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                                    :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
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               10        20        30        40        50        60 
 
           40        50        60        70        80               
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC               
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 18.7 E():   40 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (34-56:22-44) 
 
            10        20        30        40        50        60    
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
            70        80                                            
2MEPSP IGDLVVGLKQLGADVDC                                            
                                                                    
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 18.7 E():   40 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:30-42) 
 
                                         10        20        30     
2MEPSP                           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                                    :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC               
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 18.7 E():   40 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (34-56:22-44) 
 
            10        20        30        40        50        60    
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
            70        80                                            
2MEPSP IGDLVVGLKQLGADVDC                                            
                                                                    
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 18.7 E():   41 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:31-43) 
 
                                          10        20        30    
2MEPSP                            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC              
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
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>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 18.7 E():   41 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:31-43) 
 
                                          10        20        30    
2MEPSP                            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC              
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 19.8 E():   42 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (21-63:5-47) 
 
               10        20        30        40        50        60 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                           :. : :::. : .:  . . :. :. . :: .  ..:    
gi|249                 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATA 
                               10        20        30        40     
 
               70        80                                         
2MEPSP ERPIGDLVVGLKQLGADVDC                                         
         :                                                          
gi|249 ATPATPATPATPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGT 
           50        60        70        80        90       100     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.9  bits: 18.3 E():   44 
Smith-Waterman score: 45; 50.0% identity (85.7% similar) in 14 aa overlap (66-79:98-111) 
 
          40        50        60        70        80             
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC             
                                     ::. .:.. :.:::              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
        70        80        90       100       110       120     
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 72.6  bits: 19.9 E():   45 
Smith-Waterman score: 49; 33.3% identity (60.6% similar) in 33 aa overlap (47-79:94-121) 
 
         20        30        40        50        60        70       
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::   .:  :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVP---QR--GNITIHLQQFNE 
            70        80        90       100            110         
 
         80                                                         
2MEPSP DVDC                                                         
       :.:                                                          
gi|144 DLDKMTPDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEA 
      120       130       140       150       160       170         
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.2  bits: 18.7 E():   48 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (56-80:59-82) 
 
          30        40        50        60        70        80      
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC      
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
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>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.2  bits: 18.7 E():   48 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (56-80:59-82) 
 
          30        40        50        60        70        80      
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC      
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.2  bits: 18.4 E():   48 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (21-50:5-32) 
 
               10        20        30        40        50        60 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                           :  : .::. :  .. .:... :: ::.::           
gi|300                 MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDI 
                               10          20        30        40   
 
               70        80                                         
2MEPSP ERPIGDLVVGLKQLGADVDC                                         
                                                                    
gi|300 NASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAA 
             50        60        70        80        90       100   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.2  bits: 18.4 E():   48 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (21-50:5-32) 
 
               10        20        30        40        50        60 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                           :  : .::. :  .. .:... :: ::.::           
gi|300                 MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDV 
                               10          20        30        40   
 
               70        80                                         
2MEPSP ERPIGDLVVGLKQLGADVDC                                         
                                                                    
gi|300 NASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAA 
             50        60        70        80        90       100   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.1  bits: 19.5 E():   48 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (26-53:7-33) 
 
               10        20        30        40        50        60 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                :..:..:   : .: : . : :. :..:        
gi|198                    MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPS 
                                  10        20         30        40 
 
               70        80                                         
2MEPSP ERPIGDLVVGLKQLGADVDC                                         
                                                                    
gi|198 NPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKE 
               50        60        70        80        90       100 
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.1  bits: 18.0 E():   48 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (22-49:54-81) 
 
                        10        20        30        40        50  
2MEPSP          KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
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              60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     
gi|598 EEKKEEKEEEKEESDEDMGFGLFD      
            90       100             
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.1  bits: 18.0 E():   49 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (22-45:61-84) 
 
                        10        20        30        40        50  
2MEPSP          KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
              60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     
gi|288 ADGDGMLGLDEFAVLVKQ            
              100                    
 
>>gi|116174182|emb|CAL59819.1| hyaluronidase homologue [  (323 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.8  bits: 19.5 E():   50 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (48-79:66-94) 
 
        20        30        40        50          60        70      
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|116 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
          80                                                        
2MEPSP ADVDC                                                        
        ..:                                                         
gi|116 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.6  bits: 20.3 E():   52 
Smith-Waterman score: 50; 41.4% identity (58.6% similar) in 29 aa overlap (54-80:341-369) 
 
            30        40        50         60        70         80  
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVD-C  
                                     : :: : . . ::. :::  ..  : : :  
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.6  bits: 19.5 E():   52 
Smith-Waterman score: 48; 29.6% identity (51.9% similar) in 54 aa overlap (2-55:269-318) 
 
                                            10        20        30  
2MEPSP                              KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                     : :.:...   ..  .. :   .    : . 
gi|113 FIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATGAV 
      240       250       260       270       280       290         
 
              40        50        60        70        80 
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
       : :    :.:: :: : :: .  :                          
gi|113 GAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV           
      300           310       320       330              
 
>>gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespula v  (340 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.5  bits: 19.5 E():   52 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (48-79:66-94) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2370

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
        20        30        40        50          60        70      
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|621 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
          80                                                        
2MEPSP ADVDC                                                        
        ..:                                                         
gi|621 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.3  bits: 19.2 E():   53 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (10-23:91-104) 
 
                                    10        20        30          
2MEPSP                      KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
      40        50        60        70        80                    
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC                    
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.8  bits: 18.4 E():   57 
Smith-Waterman score: 45; 27.7% identity (50.8% similar) in 65 aa overlap (16-79:110-167) 
 
                              10        20        30         40     
2MEPSP                KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM-RSLTAAVTA 
                                     : .:  .::: .   ::. . :..  . .  
gi|158 DGVTDATGTYTIELKDSHEEDICQVVLVASPRKDC-DEVQALRDRAGVLLTRNVGISDSL 
      80        90       100       110        120       130         
 
           50        60        70        80   
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC   
         .:    .  ::     :.   .. :::: .: :    
gi|158 RPANPLGYFKDVPL----PV--CAALLKQLDSDDDDDQ 
      140       150             160       170 
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 70.8  bits: 19.9 E():   57 
Smith-Waterman score: 49; 40.0% identity (60.0% similar) in 25 aa overlap (56-79:454-478) 
 
          30        40        50        60         70        80     
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDC     
                                     :  ..  :   ::.  ::. :.:::      
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
gi|424 IKKLFGLSH 
           490   
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.2 E():   59 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (21-72:5-62) 
 
               10        20        30        40        50           
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV---- 
                           :  : :::  : .:  . . :. :. . :: .  :.     
gi|119                 MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAAGK 
                               10        20        30        40     
 
           60        70        80                                   
2MEPSP --PRMRERPIGDLVVGLKQLGADVDC                                   
         : .... . :. ::.:                                           
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gi|119 ITPTQEQKLMEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFV 
           50        60        70        80        90       100     
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.5  bits: 19.6 E():   59 
Smith-Waterman score: 48; 38.5% identity (57.7% similar) in 26 aa overlap (54-77:184-209) 
 
            30        40        50        60          70        80  
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDC  
                                     :: : .:.   ::   :.: .:.  :     
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWIDHCSL 
           160       170       180       190       200       210    
 
gi|113 SKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVDQ 
           220       230       240       250       260       270    
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.5  bits: 19.6 E():   59 
Smith-Waterman score: 48; 38.5% identity (57.7% similar) in 26 aa overlap (54-77:184-209) 
 
            30        40        50        60          70        80  
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDC  
                                     :: : .:.   ::   :.: .:.  :     
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWIDHCSL 
           160       170       180       190       200       210    
 
gi|166 SKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVDQ 
           220       230       240       250       260       270    
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 17.7 E():   61 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (30-49:67-86) 
 
                10        20        30        40        50          
2MEPSP  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
      60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDC 
                             
gi|833 EKEESDEDMGFGLFD       
        100       110        
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 17.7 E():   61 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (30-49:67-86) 
 
                10        20        30        40        50          
2MEPSP  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
      60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDC 
                             
gi|668 EKEESDEDMGFGLFD       
        100       110        
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 18.8 E():   62 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (26-65:1-39) 
 
               10        20        30         40        50          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                .:::.: :::       .::. :.    ::.     
gi|116                          VFLGSAHGIAKVPPGPNITATYGDEW--LDAKSTW 
                                        10        20          30    
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      60        70        80                                        
2MEPSP RERPIGDLVVGLKQLGADVDC                                        
         .: :                                                       
gi|116 YGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSG 
            40        50        60        70        80        90    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.9  bits: 20.0 E():   64 
Smith-Waterman score: 49; 41.4% identity (58.6% similar) in 29 aa overlap (54-80:341-369) 
 
            30        40        50         60        70         80  
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVD-C  
                                     : :: : . . ::. :::  ..  : : :  
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 18.1 E():   64 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (43-75:28-60) 
 
             20        30        40        50        60        70   
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :.. :: . .  :.  .. : .:: . :   
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCM 
                  10        20        30        40        50        
 
             80                                                     
2MEPSP QLGADVDC                                                     
       . :                                                          
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.8  bits: 19.6 E():   64 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (26-72:346-393) 
 
                    10        20        30        40         50     
2MEPSP      KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
           60        70        80                                   
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDC                                   
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.8  bits: 19.6 E():   65 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (26-72:346-393) 
 
                    10        20        30        40         50     
2MEPSP      KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
           60        70        80                                   
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDC                                   
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (10-23:91-104) 
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                                    10        20        30          
2MEPSP                      KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
      40        50        60        70        80                    
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC                    
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (10-23:91-104) 
 
                                    10        20        30          
2MEPSP                      KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
      40        50        60        70        80                    
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC                    
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (20-55:238-273) 
 
                          10        20        30        40          
2MEPSP            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
      50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
       : .  :                          
gi|313 TAAAGGYKV                       
       270                             
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.3 E():   69 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (38-57:69-88) 
 
        10        20        30        40        50        60        
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
        70        80 
2MEPSP VVGLKQLGADVDC 
                     
gi|105 T             
                     
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.7 E():   69 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:14-26) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|179 DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDG 
               10        20        30        40        50        60 
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.7 E():   69 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:14-26) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.7 E():   69 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:14-26) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.7 E():   69 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:14-26) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.7 E():   69 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:14-26) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.7 E():   69 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:14-26) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.7 E():   69 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:14-26) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.7 E():   69 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:14-26) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.7 E():   69 
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Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:14-26) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.7 E():   69 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:14-26) 
 
                         10        20        30        40        50 
2MEPSP           KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 18.9 E():   69 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (61-79:40-58) 
 
               40        50        60        70        80           
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC           
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (13-43:6-35) 
 
               10        20        30        40        50        60 
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                   :.. . : .:. . :: . :...   ::: :                  
gi|144        MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFR 
                      10         20        30        40        50   
 
               70        80                                         
2MEPSP ERPIGDLVVGLKQLGADVDC                                         
                                                                    
gi|144 SLSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDE 
             60        70        80        90       100       110   
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (32-75:17-60) 
 
              10        20        30        40        50        60  
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  ::..:...  :..    .. :...  
gi|130               MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKP 
                             10        20        30        40       
 
              70        80                                          
2MEPSP RPIGDLVVGLKQLGADVDC                                          
       . :  ..  ... :                                               
gi|130 QEITGIMKDFEEPGHLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFG 
         50        60        70        80        90       100       
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 18.5 E():   72 
Smith-Waterman score: 45; 50.0% identity (85.7% similar) in 14 aa overlap (66-79:14-27) 
 
          40        50        60        70        80                
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC                
                                     ::. .:.. :.:::                 
gi|289                  SIISTLNAMPEYQDLLQNLRDKGVDVDHYIELIRALFGLTRAA 
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                                10        20        30        40    
 
gi|289 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFAN 
            50        60        70        80        90       100    
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.9  bits: 19.6 E():   72 
Smith-Waterman score: 48; 25.4% identity (49.3% similar) in 67 aa overlap (5-57:393-459) 
 
                                         10        20               
2MEPSP                           KAAKRAVVVGCGGKFPVEDAKEEVQLFL------ 
                                     :. :::  ::   .:  .. :...       
gi|298 QHVVLYKNAIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFA 
            370       380       390       400       410       420   
 
            30           40        50        60        70        80 
2MEPSP -----GNAG---IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
            :  :   . ...   :.:.  :. : :: ..:                        
gi|298 VVLKAGREGLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQ 
            430       440       450       460       470       480   
 
gi|298 EVEVFRPFQSRDEKERERFSIV 
            490       500     
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 18.5 E():   72 
Smith-Waterman score: 45; 50.0% identity (85.7% similar) in 14 aa overlap (66-79:205-218) 
 
          40        50        60        70        80             
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC             
                                     ::. .:.. :.:::              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          180       190       200       210       220       230  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.9  bits: 19.3 E():   72 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (28-54:107-133) 
 
                  10        20        30        40        50        
2MEPSP    KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
        60        70        80                                      
2MEPSP RMRERPIGDLVVGLKQLGADVDC                                      
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.9  bits: 18.9 E():   73 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (29-55:276-298) 
 
                 10        20        30        40        50         
2MEPSP   KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
       60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDC 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:23-35) 
 
                                  10        20        30        40  
2MEPSP                    KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                             :...: :: :. :                          
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
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               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC                      
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (2-34:375-408) 
 
                                            10        20         30 
2MEPSP                              KAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
               40        50        60        70        80           
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC           
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (2-34:375-408) 
 
                                            10        20         30 
2MEPSP                              KAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|248 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
               40        50        60        70        80           
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC           
       . ::                                                         
gi|248 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (2-34:375-408) 
 
                                            10        20         30 
2MEPSP                              KAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
               40        50        60        70        80           
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC           
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (2-34:375-408) 
 
                                            10        20         30 
2MEPSP                              KAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
               40        50        60        70        80           
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC           
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRI 
          410       420       430       440       450       460     
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>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (2-34:375-408) 
 
                                            10        20         30 
2MEPSP                              KAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
               40        50        60        70        80           
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC           
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (2-34:375-408) 
 
                                            10        20         30 
2MEPSP                              KAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
               40        50        60        70        80           
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC           
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (2-34:375-408) 
 
                                            10        20         30 
2MEPSP                              KAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
               40        50        60        70        80           
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC           
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (2-34:375-408) 
 
                                            10        20         30 
2MEPSP                              KAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|248 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
               40        50        60        70        80           
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC           
       . ::                                                         
gi|248 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (2-34:375-408) 
 
                                            10        20         30 
2MEPSP                              KAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
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                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
               40        50        60        70        80           
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC           
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (2-34:375-408) 
 
                                            10        20         30 
2MEPSP                              KAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
               40        50        60        70        80           
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC           
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (2-34:375-408) 
 
                                            10        20         30 
2MEPSP                              KAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|117 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
               40        50        60        70        80           
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC           
       . ::                                                         
gi|117 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (2-34:375-408) 
 
                                            10        20         30 
2MEPSP                              KAAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
               40        50        60        70        80           
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC           
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.6  bits: 18.5 E():   75 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (10-23:68-81) 
 
                                    10        20        30          
2MEPSP                      KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
      40        50        60        70        80                    
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC                    
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gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.6  bits: 18.5 E():   75 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (10-23:68-81) 
 
                                    10        20        30          
2MEPSP                      KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
      40        50        60        70        80                    
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC                    
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:27-39) 
 
                                      10        20        30        
2MEPSP                        KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                                 :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC                  
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.6  bits: 18.5 E():   75 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (10-23:69-82) 
 
                                    10        20        30          
2MEPSP                      KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
      40        50        60        70        80                    
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC                    
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:31-43) 
 
                                          10        20        30    
2MEPSP                            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC              
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:31-43) 
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                                          10        20        30    
2MEPSP                            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC              
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:31-43) 
 
                                          10        20        30    
2MEPSP                            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC              
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:31-43) 
 
                                          10        20        30    
2MEPSP                            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC              
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:31-43) 
 
                                          10        20        30    
2MEPSP                            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC              
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:31-43) 
 
                                          10        20        30    
2MEPSP                            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
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2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC              
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.4  bits: 18.1 E():   77 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (33-57:121-145) 
 
             10        20        30        40        50        60   
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
             70        80                        
2MEPSP PIGDLVVGLKQLGADVDC                        
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.3  bits: 18.5 E():   78 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (26-65:5-43) 
 
               10        20        30         40        50          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                .:::.: :::       .::  :.    ::.     
gi|168                      ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW 
                                    10        20        30          
 
      60        70        80                                        
2MEPSP RERPIGDLVVGLKQLGADVDC                                        
         .: :                                                       
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.3  bits: 18.1 E():   78 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (11-27:172-189) 
 
                                   10        20         30          
2MEPSP                     KAAKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|476 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
      40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.3  bits: 18.1 E():   78 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (11-27:172-189) 
 
                                   10        20         30          
2MEPSP                     KAAKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|313 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
      40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (10-23:91-104) 
 
                                    10        20        30          
2MEPSP                      KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
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               70        80        90       100       110       120 
 
      40        50        60        70        80                    
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC                    
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 44; 45.5% identity (81.8% similar) in 11 aa overlap (9-19:166-176) 
 
                                     10        20        30         
2MEPSP                       KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     .:::..  .::                    
gi|549 EVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGN 
         140       150       160       170       180       190      
 
       40        50        60        70        80 
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                                  
gi|549 EPIYERK                                    
         200                                      
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (38-57:232-251) 
 
        10        20        30        40        50        60        
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
        70        80 
2MEPSP VVGLKQLGADVDC 
                     
gi|898 AK            
                     
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (26-65:16-54) 
 
               10        20        30         40        50          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                .:::.: :::       .::  :.    ::.     
gi|752           MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW 
                         10        20        30        40           
 
      60        70        80                                        
2MEPSP RERPIGDLVVGLKQLGADVDC                                        
         .: :                                                       
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (26-65:16-54) 
 
               10        20        30         40        50          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                .:::.: :::       .::  :.    ::.     
gi|168           MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW 
                         10        20        30        40           
 
      60        70        80                                        
2MEPSP RERPIGDLVVGLKQLGADVDC                                        
         .: :                                                       
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
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>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (10-23:91-104) 
 
                                    10        20        30          
2MEPSP                      KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
      40        50        60        70        80                    
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC                    
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (10-23:91-104) 
 
                                    10        20        30          
2MEPSP                      KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
      40        50        60        70        80                    
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC                    
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (26-65:16-54) 
 
               10        20        30         40        50          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                .:::.: :::       .::. :.    ::.     
gi|386           MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKSTW 
                         10        20        30        40           
 
      60        70        80                                        
2MEPSP RERPIGDLVVGLKQLGADVDC                                        
         .: :                                                       
gi|386 YGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (26-65:16-54) 
 
               10        20        30         40        50          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                .:::.: :::       .::  :.    ::.     
gi|126           MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW 
                         10        20        30        40           
 
      60        70        80                                        
2MEPSP RERPIGDLVVGLKQLGADVDC                                        
         .: :                                                       
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (26-65:16-54) 
 
               10        20        30         40        50          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRM 
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                                .:::.: :::       .::. :.    ::.     
gi|409           MASSSSVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKSTW 
                         10        20        30        40           
 
      60        70        80                                        
2MEPSP RERPIGDLVVGLKQLGADVDC                                        
         .: :                                                       
gi|409 YGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (10-23:92-105) 
 
                                    10        20        30          
2MEPSP                      KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
      40        50        60        70        80                    
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC                    
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (26-65:18-56) 
 
               10        20        30         40        50          
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                .:::.: :::       .::. :.    ::.     
gi|117         MASSSRSVLLLVAALFAVFLGSAHGIAKVPPGPNITATYGDEW--LDAKSTW 
                       10        20        30        40          50 
 
      60        70        80                                        
2MEPSP RERPIGDLVVGLKQLGADVDC                                        
         .: :                                                       
gi|117 YGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
               60        70        80        90       100       110 
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (14-48:96-129) 
 
                                10        20        30        40    
2MEPSP                  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
            50        60        70        80                        
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC                        
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (39-67:11-42) 
 
       10        20        30        40        50           60      
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    ...:::   ::..  . :. 
gi|116                     MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAIS 
                                   10        20        30        40 
 
          70        80                                              
2MEPSP DLVVGLKQLGADVDC                                              
       ..                                                           

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2386

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|116 SVENIEGNGGPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKIS 
               50        60        70        80        90       100 
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.9 E():   83 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (64-80:7-23) 
 
            40        50        60        70        80              
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC              
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.9 E():   83 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (64-80:7-23) 
 
            40        50        60        70        80              
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC              
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (39-55:112-128) 
 
       10        20        30        40        50        60         
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
       70        80 
2MEPSP VGLKQLGADVDC 
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (32-76:17-61) 
 
              10        20        30        40        50        60  
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : ...  .::. .. ::.    .. :...  
gi|622               MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKP 
                             10        20        30        40       
 
              70        80                                          
2MEPSP RPIGDLVVGLKQLGADVDC                                          
         :. ..  ... ::                                              
gi|622 DEINAIIKEFSEPGALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFG 
         50        60        70        80        90       100       
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (34-80:80-121) 
 
            10        20        30        40        50        60    
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
            70        80             
2MEPSP IGDLVVGLKQLGADVDC             
        : ... :  . :: ::             
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gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY 
          110       120       130    
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 17.8 E():   88 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:60-72) 
 
                                          10        20        30    
2MEPSP                            KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|156 CVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
      30        40        50        60        70        80          
 
            40        50        60        70        80              
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC              
                                                                    
gi|156 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
      90       100       110       120       130       140          
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 67.1  bits: 19.0 E():   90 
Smith-Waterman score: 50; 22.9% identity (58.6% similar) in 70 aa overlap (9-75:13-80) 
 
                   10        20        30        40        50       
2MEPSP     KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                   :. : ..: .. ..... ::  : . .  .:: :    .: . : ..: 
gi|258 MKLPIMILAVLGVAFGKSLPNRNLQDDLNDFL--ALLPVDEITAIVMDYLANDAEVQEAV 
               10        20        30          40        50         
 
         60           70        80                                  
2MEPSP PRMRERPIGDLVV---GLKQLGADVDC                                  
         .. . .  .:    ::...:                                       
gi|258 AYLQGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINRLHSVFGWDPYVPSSKRKHT 
       60        70        80        90       100       110         
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.1  bits: 14.4 E():   91 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (43-57:2-16) 
 
             20        30        40        50        60        70   
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . . : .:                
gi|320                              YTTEGGTKSEAEDVIPE               
                                            10                      
 
             80 
2MEPSP QLGADVDC 
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 42; 40.0% identity (56.0% similar) in 25 aa overlap (57-80:78-102) 
 
         30        40        50        60         70        80      
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDC      
                                     :::::.   .:  . ::.:     :      
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNLDEKCMCPAIMM 
        50        60        70        80        90       100        
 
gi|112 MLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
       110       120       130       140  
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 19.0 E():   92 
Smith-Waterman score: 46; 26.7% identity (46.7% similar) in 45 aa overlap (35-79:64-108) 
 
           10        20        30        40        50        60     
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   .. . :: .  : : :. :     . 
gi|238 KYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEF 
            40        50        60        70        80        90    
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           70        80                                             
2MEPSP GDLVVGLKQLGADVDC                                             
        : ..   .   :::                                              
gi|238 DDAMIKDISNHDDVDYIEPDFVVRTSTNGTNLTRQENVPSWGLARVGSKQAGGTTYYYDS 
           100       110       120       130       140       150    
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 19.0 E():   93 
Smith-Waterman score: 47; 33.3% identity (69.4% similar) in 36 aa overlap (1-35:256-289) 
 
                                              10        20          
2MEPSP                               KAAKRAVV-VGCGGKFPVEDAKEEVQLFLG 
                                     ::: ..:. .. ::  :  .:....   .. 
gi|581 DCDGSGSNSGVIKGMEWAMRQASGGGNGTAKAAGKSVMNMSLGG--PRSEASNQAAKAIS 
         230       240       250       260         270       280    
 
      30        40        50        60        70        80          
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC          
       .::: :                                                       
gi|581 DAGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDIT 
           290       300       310       320       330       340    
 
>>gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full=Cucu  (731 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.6  bits: 19.7 E():   97 
Smith-Waterman score: 48; 22.2% identity (64.4% similar) in 45 aa overlap (3-47:467-511) 
 
                                           10        20        30   
2MEPSP                             KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                     :.  :::. ... : . .:. ..  ... : 
gi|711 DPNDLLATLRYIYSIRSPGATIFKSTTILNASAPVVVSFSSRGPNRATKDVIKPDISGPG 
        440       450       460       470       480       490       
 
             40        50        60        70        80             
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC             
       . . .   .:. .::                                              
gi|711 VEILAAWPSVAPVGGIRRNTLFNIISGTSMSCPHITGIATYVKTYNPTWSPAAIKSALMT 
        500       510       520       530       540       550       
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.1 E():   98 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (14-32:82-100) 
 
                                10        20        30        40    
2MEPSP                  KAAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
            50        60        70        80 
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                             
gi|188 QSGAIYV                               
                                             
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:31 2011 done: Tue Apr 19 10:57:31 2011 
 Total Scan time:  0.040 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
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  1>>>2MEPSPS: 72  - 151 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     4     2:*= 
  32    21     8:==*==== 
  34    25    22:=======*= 
  36    54    44:==============*=== 
  38    78    73:========================*= 
  40   105   102:=================================*= 
  42   129   125:=========================================*= 
  44   125   138:==========================================   * 
  46   148   140:==============================================*=== 
  48   113   134:======================================      * 
  50   119   122:========================================* 
  52    69   108:=======================            * 
  54    58    92:====================          * 
  56   138    77:=========================*==================== 
  58    42    63:==============      * 
  60    27    51:=========       * 
  62    16    41:======       * 
  64    24    33:========  * 
  66    19    26:======= * 
  68    63    20:======*============== 
  70    16    16:=====* 
  72    19    12:===*=== 
  74    12    10:===* 
  76     8     8:==* 
  78     5     6:=* 
  80    23     5:=*====== 
  82     5     3:*= 
  84     7     3:*== 
  86     1     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     2     0:=         *== 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.85330.00325; mu= 12.8132 0.168 
 mean_var=36.259510.638, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.212992 
 Kolmogorov-Smirnov  statistic: 0.0566 (N=29) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 23.8     0.9 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 23.5     1.1 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 23.5     1.1 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 22.9     1.7 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 22.6     2.1 
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gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 22.3     2.6 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 21.9     3.2 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   61 23.4     3.2 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 21.6       4 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   56 21.6       4 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   57 22.0     4.3 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.8     4.7 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   60 23.2     5.7 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.0       6 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   54 21.0     6.3 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.9     8.8 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   57 22.3     8.9 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 20.4     9.3 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 20.4     9.3 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.9     9.4 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.9     9.4 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 20.8     9.9 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   51 20.1      11 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.1      12 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.1      12 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.3      13 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.8      14 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.8      14 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 19.8      16 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.0      16 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.0      16 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.0      16 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.0      17 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.0      17 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.0      17 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.0      17 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.2      17 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.0      17 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   53 21.0      18 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   52 20.6      20 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.6      20 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.7      20 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.4      21 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.2      22 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 20.7      24 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.3      25 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.3      25 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.3      25 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.0      26 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.0      26 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.4      27 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   47 18.9      27 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   46 18.6      33 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.0      37 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.0      37 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   46 18.6      38 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   46 18.6      38 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   46 18.6      38 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   46 18.6      38 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   46 18.6      38 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   46 18.6      38 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   46 18.6      38 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   46 18.6      39 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.8      40 
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gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   50 20.1      41 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   45 18.3      41 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   45 18.3      41 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.4      41 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.6      42 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   46 18.6      42 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.6      42 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   46 18.6      42 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   46 18.6      42 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   46 18.6      42 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.8      44 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   49 19.8      47 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.7      49 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.7      49 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.3      49 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.3      49 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.9      50 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.9      50 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.4      50 
gi|116174182|emb|CAL59819.1| hyaluronidase homolog ( 323)   48 19.5      52 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   48 19.5      54 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   50 20.2      54 
gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespu ( 340)   48 19.5      55 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.1      55 
gi|1588669|prf||2209273A Zm13                      ( 170)   45 18.4      59 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   49 19.9      60 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.1      61 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 19.5      62 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 19.5      62 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.6      63 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.6      63 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.8      64 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.0      66 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.9      66 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.5      67 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.5      67 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.8      67 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.8      68 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.8      70 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.3      71 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   43 17.7      71 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   43 17.7      71 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   43 17.7      71 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   43 17.7      71 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   43 17.7      71 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   43 17.7      71 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   43 17.7      71 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   43 17.7      71 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   43 17.7      71 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   43 17.7      71 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.8      72 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.7      72 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 17.7      73 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   48 19.6      75 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   43 17.7      75 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.8      75 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.2      75 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   47 19.2      76 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   47 19.2      76 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   48 19.6      76 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   48 19.6      76 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   48 19.6      76 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   48 19.6      76 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   48 19.6      76 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   48 19.6      76 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   48 19.6      76 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   48 19.6      76 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   48 19.6      76 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   48 19.6      76 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   48 19.6      76 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   48 19.6      76 
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gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   43 17.7      77 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.5      77 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.5      77 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.5      77 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 17.7      79 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   43 17.7      79 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 17.7      79 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 17.7      79 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 17.7      79 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 17.7      79 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.1      79 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   44 18.1      80 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   44 18.1      80 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.5      80 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.1      83 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.5      83 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.5      83 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.5      83 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.5      83 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.5      83 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.5      83 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.5      83 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.5      83 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.5      83 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.5      83 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.5      84 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   47 19.2      84 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.1      84 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.7      84 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.9      86 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.9      86 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.4      89 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.4      90 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.4      90 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   43 17.8      91 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.4      91 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   42 17.4      94 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 18.9      95 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   46 18.9      97 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 103.3  bits: 23.8 E():  0.9 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (20-44:61-85) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
      50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                       
gi|145 DEDGDGMIGVDEFVTLVKA             
              100                      
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 101.7  bits: 23.5 E():  1.1 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (20-75:60-104) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
      50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
       .. ::     ..  :: ..:. ...:      
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG  
                90        100          
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>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 101.7  bits: 23.5 E():  1.1 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (20-75:60-104) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
      50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
       .. ::     ..  :: ..:. ...:      
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG  
                90        100          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 98.3  bits: 22.9 E():  1.7 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (20-67:60-106) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
      50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
        : ::  ..  . . :::              
gi|208 DV-DGDGKIGIEEFTDLVRSK           
      90        100                    
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 96.7  bits: 22.6 E():  2.1 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (20-44:61-85) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
      50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                       
gi|145 DSDGDGKIGVDEFAAMVKA             
              100                      
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 95.0  bits: 22.3 E():  2.6 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (20-44:61-85) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
      50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                       
gi|222 DSDGDGKIGAEEFAALVTA             
              100                      
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 93.4  bits: 21.9 E():  3.2 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (20-44:61-85) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
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                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
      50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                       
gi|179 DSDGDGKIGVDEFAALVKA             
              100                      
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  61  Z-score: 93.4  bits: 23.4 E():  3.2 
Smith-Waterman score: 61; 26.9% identity (59.6% similar) in 52 aa overlap (25-76:8-58) 
 
               10        20        30        40        50        60 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                               ::.:..:   . .. : .: .:  ::::     . . 
gi|324                  MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSD 
                                10        20         30        40   
 
               70        80                                         
2MEPSP RPIGDLVVGLKQLGADVDCF                                         
          . .. ..: ::..                                             
gi|324 PAKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEA 
             50        60        70        80        90       100   
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 91.7  bits: 21.6 E():    4 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (20-44:61-85) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
      50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                       
gi|294 DSDGDGKIGIDEFAAMIKG             
              100                      
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 91.7  bits: 21.6 E():    4 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (20-44:61-85) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|288 FKACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
      50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                       
gi|288 DSDGDGKIGVDEFAAMIKG             
              100                      
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 91.0  bits: 22.0 E():  4.3 
Smith-Waterman score: 57; 31.4% identity (48.8% similar) in 86 aa overlap (3-80:71-150) 
 
                                           10        20             
2MEPSP                             AAKRAVVVGCGGKFPVEDAK----EEVQLFLG 
                                     .:::   :  .::  : .    : .. .:: 
gi|282 LCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVPGDCCRQFPPVDYSWCRCEAISHMLG 
               50        60        70        80        90       100 
 
       30        40        50            60        70        80     
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPR----MRERPIGDLVVGLKQLGADVDCF     
         :: .: : :    .:   . :. :  :     :.:  : : : . . :. : :.     
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gi|282 --GI-YRELGA--PDVGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGV-CYWLAR 
                   110       120       130       140        150     
 
gi|282 SGY 
           
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 90.4  bits: 22.8 E():  4.7 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (19-54:252-287) 
 
                           10        20        30        40         
2MEPSP             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
       50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
       : .  :                           
gi|144 TAAAGGYKV                        
             290                        
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  60  Z-score: 89.0  bits: 23.2 E():  5.7 
Smith-Waterman score: 60; 27.5% identity (68.6% similar) in 51 aa overlap (16-66:184-233) 
 
                              10        20        30        40      
2MEPSP                AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     .::.....:  : . ..:.:...: ..:   
gi|845 MTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISA-LSAEL 
           160       170       180       190       200        210   
 
          50        60        70        80                          
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF                          
        .   .::.. : :..   ::                                        
gi|845 EECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADLDETT 
            220       230       240       250       260       270   
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.5  bits: 21.0 E():    6 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (20-42:59-81) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
      50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                       
gi|288 DADGDGMLGLDEFAVLVKQ             
       90       100                    
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.1  bits: 21.0 E():  6.3 
Smith-Waterman score: 54; 30.5% identity (52.5% similar) in 59 aa overlap (20-78:60-107) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA----- 
      30        40        50        60        70        80          
 
      50        60        70        80     
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCF     
       ..  :         ::  .:. ..:: ::       
gi|131 FLKAGDSD------GDGKIGVDEFGALVDKWGAKG 
           90             100       110    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
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 initn:  56 init1:  56 opt:  56  Z-score: 85.5  bits: 21.9 E():  8.8 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (19-54:248-283) 
 
                           10        20        30        40         
2MEPSP             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
       50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
       : .  :                           
gi|239 TAATGGYKV                        
       280                              
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 85.4  bits: 22.3 E():  8.9 
Smith-Waterman score: 57; 23.7% identity (62.7% similar) in 59 aa overlap (3-59:323-375) 
 
                                           10        20        30   
2MEPSP                             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : :::..:.  .:  . :      .:. .. 
gi|495 CPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK------IGEINL 
            300       310       320       330       340             
 
             40        50          60        70        80 
2MEPSP AMRSLTAAVTAAGGNATYVLDG--VPRMRERPIGDLVVGLKQLGADVDCF 
       ..:.  . .:.. .:.  ...:  :: ..                      
gi|495 SYRGAGGPATSTCSNVKPTFSGKQVPAIKCA                    
        350       360       370                           
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.1  bits: 20.4 E():  9.3 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (21-44:62-85) 
 
                         10        20        30        40        50 
2MEPSP           AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
               60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                      
gi|209 ADGDGMIGIDEFAVLVKQ             
             100                      
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.1  bits: 20.4 E():  9.3 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (21-44:62-85) 
 
                         10        20        30        40        50 
2MEPSP           AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
               60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                      
gi|249 ADGDGMIGIDEFAVLVKQ             
             100                      
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.0  bits: 21.9 E():  9.4 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (19-54:274-309) 
 
                           10        20        30        40         
2MEPSP             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
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           250       260       270       280       290       300    
 
       50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
       : .  :                           
gi|398 TAATGGYKV                        
           310                          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.0  bits: 21.9 E():  9.4 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (19-54:274-309) 
 
                           10        20        30        40         
2MEPSP             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
       50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
       : .  :                           
gi|330 TAATGGYKV                        
           310                          
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 84.6  bits: 20.8 E():  9.9 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (28-71:87-141) 
 
                  10        20        30        40        50        
2MEPSP    AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
                   60        70        80   
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCF   
           .. ::: . . :: . ..: .            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.5  bits: 20.1 E():   11 
Smith-Waterman score: 51; 40.0% identity (68.0% similar) in 25 aa overlap (20-44:59-83) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.:. : : :      
gi|777 FKACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAG 
       30        40        50        60        70        80         
 
      50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                       
gi|777 DSDGDGKIGVDEFAAMVKH             
       90       100                    
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.4  bits: 20.1 E():   12 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (21-44:62-85) 
 
                         10        20        30        40        50 
2MEPSP           AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
               60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                      
gi|288 ADGDGMIGIDEFAVWVKQ             
             100                      
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>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.4  bits: 20.1 E():   12 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (20-44:61-85) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
      50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                       
gi|207 DSDGDGKIGVEEFQALVKA             
              100                      
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 82.7  bits: 21.3 E():   13 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (19-54:227-262) 
 
                           10        20        30        40         
2MEPSP             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
       50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
       : .  :                           
gi|180 TAAAGGYKV                        
        260                             
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.7  bits: 19.8 E():   14 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (20-42:61-83) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
      50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                       
gi|148 DSDGDGKIGVDEFGAMIKA             
              100                      
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.7  bits: 19.8 E():   14 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (20-42:61-83) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
      50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                       
gi|145 DSDGDGKIGVDEFGAMIKA             
              100                      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.9  bits: 19.8 E():   16 
Smith-Waterman score: 50; 50.0% identity (81.2% similar) in 16 aa overlap (65-80:98-113) 
 
           40        50        60        70        80            
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF            
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                                     ::. .:.. :.::: :            
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
        70        80        90       100       110       120     
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.7  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (28-54:251-277) 
 
                  10        20        30        40        50        
2MEPSP    AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCF 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.7  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (28-54:252-278) 
 
                  10        20        30        40        50        
2MEPSP    AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCF 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (28-54:255-281) 
 
                  10        20        30        40        50        
2MEPSP    AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCF 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (30-54:260-284) 
 
                10        20        30        40        50          
2MEPSP  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCF 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (30-54:260-284) 
 
                10        20        30        40        50          
2MEPSP  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCF 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
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Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (30-54:260-284) 
 
                10        20        30        40        50          
2MEPSP  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCF 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (30-54:260-284) 
 
                10        20        30        40        50          
2MEPSP  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCF 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (30-54:260-284) 
 
                10        20        30        40        50          
2MEPSP  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCF 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (30-54:260-284) 
 
                10        20        30        40        50          
2MEPSP  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCF 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (30-54:260-284) 
 
                10        20        30        40        50          
2MEPSP  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCF 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (30-54:260-284) 
 
                10        20        30        40        50          
2MEPSP  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
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     230       240       250       260       270       280          
 
      60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCF 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (30-54:260-284) 
 
                10        20        30        40        50          
2MEPSP  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCF 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (30-54:260-284) 
 
                10        20        30        40        50          
2MEPSP  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCF 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (30-54:260-284) 
 
                10        20        30        40        50          
2MEPSP  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCF 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (28-54:258-284) 
 
                  10        20        30        40        50        
2MEPSP    AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCF 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (30-54:260-284) 
 
                10        20        30        40        50          
2MEPSP  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCF 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
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 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (30-54:260-284) 
 
                10        20        30        40        50          
2MEPSP  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCF 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (30-54:260-284) 
 
                10        20        30        40        50          
2MEPSP  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCF 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (28-54:261-287) 
 
                  10        20        30        40        50        
2MEPSP    AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCF 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 80.4  bits: 20.2 E():   17 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (34-49:142-161) 
 
            10        20        30        40            50          
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
      60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCF 
                             
gi|249 GYKV                  
                             
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.3  bits: 21.0 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (28-54:266-292) 
 
                  10        20        30        40        50        
2MEPSP    AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCF 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.1  bits: 21.0 E():   18 
Smith-Waterman score: 53; 19.4% identity (51.6% similar) in 62 aa overlap (3-64:174-235) 
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                                           10        20        30   
2MEPSP                             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     ...:. : :.   : . ....  .   :   
gi|107 GIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAVFNKEDDIGTYTIRAVD 
           150       160       170       180       190       200    
 
             40        50        60        70        80             
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF             
         :.:.  :    ..  : .. .  . :. ::                             
gi|107 DPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESPIPINVIL 
           210       220       230       240       250       260    
 
gi|107 AINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
           270       280       290       300         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 79.2  bits: 20.6 E():   20 
Smith-Waterman score: 52; 23.5% identity (61.8% similar) in 68 aa overlap (14-80:14-75) 
 
               10        20        30        40         50          
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                    .:..: :   :  : .... ....  :: .    . . .:...:... 
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKL-ETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQ 
               10        20         30        40        50          
 
      60        70        80                                        
2MEPSP ERPIGDLVVGLKQLGADVDCF                                        
            ::.  :.. :.::: .                                        
gi|225 -----DLLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMD 
           60        70        80        90       100       110     
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.1  bits: 20.6 E():   20 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (19-54:238-273) 
 
                           10        20        30        40         
2MEPSP             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
       50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
       : .  :                           
gi|313 TAATGGYKV                        
       270                              
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (19-54:246-281) 
 
                           10        20        30        40         
2MEPSP             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
       50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
       : .  :                           
gi|295 TAATGGYKV                        
         280                            
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  53 init1:  53 opt:  54  Z-score: 78.7  bits: 21.4 E():   21 
Smith-Waterman score: 54; 40.7% identity (59.3% similar) in 27 aa overlap (55-80:454-480) 
 
           30        40        50        60         70        80    
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCF    
                                     :  ..  :   ::.  ::. :.::: :    
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
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           430       440       450       460       470       480    
 
gi|424 IKKLFGLSH 
           490   
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.4  bits: 19.2 E():   22 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (20-44:61-85) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
      50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                       
gi|207 DSDGDGKIGVEEFQALVKA             
              100                      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.7  bits: 20.7 E():   24 
Smith-Waterman score: 52; 26.3% identity (71.1% similar) in 38 aa overlap (9-46:29-66) 
 
                                   10        20        30        40 
2MEPSP                     AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                                   :  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF                     
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.5  bits: 20.3 E():   25 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (19-54:238-273) 
 
                           10        20        30        40         
2MEPSP             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
       50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
       : .  :                           
gi|168 TAATGGYKV                        
       270                              
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.5  bits: 20.3 E():   25 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (19-54:238-273) 
 
                           10        20        30        40         
2MEPSP             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
       50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
       : .  :                           
gi|313 TAATGGYKV                        
       270                              
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.5  bits: 20.3 E():   25 
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Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (19-54:238-273) 
 
                           10        20        30        40         
2MEPSP             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
       50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
       : .  :                           
gi|313 TAATGGYKV                        
       270                              
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.0  bits: 20.0 E():   26 
Smith-Waterman score: 50; 50.0% identity (81.2% similar) in 16 aa overlap (65-80:202-217) 
 
           40        50        60        70        80            
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF            
                                     ::. .:.. :.::: :            
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             180       190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.9  bits: 20.0 E():   26 
Smith-Waterman score: 50; 50.0% identity (81.2% similar) in 16 aa overlap (65-80:205-220) 
 
           40        50        60        70        80            
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF            
                                     ::. .:.. :.::: :            
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          180       190       200       210       220       230  
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.8  bits: 20.4 E():   27 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (30-54:280-304) 
 
                10        20        30        40        50          
2MEPSP  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
      60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCF 
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 47; 41.0% identity (53.8% similar) in 39 aa overlap (20-54:61-96) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA----AG 
                                     .::..::: :     :.:: . :     :: 
gi|193 FHKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAG 
               40        50        60        70        80        90 
 
          50        60        70        80 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
        :   : ::                           
gi|193 DN---VGDGKIGIDEFNHLVKH              
                 100                       
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 18.6 E():   33 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (20-38:61-79) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.::            
gi|179 FAKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAG 
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               40        50        60        70        80        90 
 
      50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                       
gi|179 DSDGDGKIGVDEFTALVKA             
              100                      
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 74.3  bits: 16.0 E():   37 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (42-56:2-16) 
 
              20        30        40        50        60        70  
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . : : .:                
gi|320                              YTTEGGTKSEVEDVIPEGWK            
                                            10        20            
 
              80 
2MEPSP QLGADVDCF 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (38-63:11-39) 
 
        10        20        30        40        50           60     
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
           70        80                                             
2MEPSP DLVVGLKQLGADVDCF                                             
                                                                    
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:14-26) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|214 SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:14-26) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|157 SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:14-26) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|760 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:14-26) 
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                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:14-26) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|256 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:14-26) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:15-27) 
 
                           10        20        30        40         
2MEPSP             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                     :...: :: :. :                                  
gi|110 RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKASID 
               10        20        30        40        50        60 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:20-32) 
 
                                10        20        30        40    
2MEPSP                  AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                          :...: :: :. :                             
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF                        
                                                                    
gi|394 KATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLGDN 
               70        80        90       100       110       120 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.6  bits: 19.8 E():   40 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (19-54:267-298) 
 
                           10        20        30        40         
2MEPSP             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
       50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
       : .  :                           
gi|663 TAAAGGYKA                        
            300                         
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 73.4  bits: 20.1 E():   41 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (15-39:22-45) 
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                      10        20        30        40        50    
2MEPSP        AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                            ::..: :.:. :: .:. . ::: :               
gi|113 MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNIIDKCWRCK 
               10        20         30        40        50          
 
            60        70        80                                  
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCF                                  
                                                                    
gi|113 ADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWI 
      60        70        80        90       100       110          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.4  bits: 18.3 E():   41 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (20-44:61-85) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|148 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
      50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                       
gi|148 DSDGDGAIGVEEWAVLVKA             
              100                      
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.4  bits: 18.3 E():   41 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (20-44:61-85) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|145 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
      50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                       
gi|145 DSDGDGAIGVDEWAVLVKA             
              100                      
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.4  bits: 19.4 E():   41 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (19-46:210-237) 
 
                           10        20        30        40         
2MEPSP             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
       50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                        
gi|226 V                                
     240                                
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (33-55:22-44) 
 
             10        20        30        40        50        60   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
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             70        80                                           
2MEPSP IGDLVVGLKQLGADVDCF                                           
                                                                    
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:30-42) 
 
                                          10        20        30    
2MEPSP                            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                                    :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF              
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (33-55:22-44) 
 
             10        20        30        40        50        60   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
             70        80                                           
2MEPSP IGDLVVGLKQLGADVDCF                                           
                                                                    
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:30-42) 
 
                                          10        20        30    
2MEPSP                            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                                    :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF              
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 18.6 E():   42 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:31-43) 
 
                                           10        20        30   
2MEPSP                             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF             
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 18.6 E():   42 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:31-43) 
 
                                           10        20        30   
2MEPSP                             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF             
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.8 E():   44 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (20-62:5-47) 
 
               10        20        30        40        50        60 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                          :. : :::. : .:  . . :. :. . :: .  ..:     
gi|249                MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAA 
                              10        20        30        40      
 
               70        80                                         
2MEPSP RPIGDLVVGLKQLGADVDCF                                         
        :                                                           
gi|249 TPATPATPATPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTA 
          50        60        70        80        90       100      
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 72.3  bits: 19.8 E():   47 
Smith-Waterman score: 49; 33.3% identity (60.6% similar) in 33 aa overlap (46-78:94-121) 
 
          20        30        40        50        60        70      
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::   .:  :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVP---QR--GNITIHLQQFNE 
            70        80        90       100            110         
 
          80                                                        
2MEPSP DVDCF                                                        
       :.:                                                          
gi|144 DLDKMTPDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEA 
      120       130       140       150       160       170         
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.0  bits: 18.7 E():   49 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (55-79:59-82) 
 
           30        40        50        60        70        80     
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF     
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.0  bits: 18.7 E():   49 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (55-79:59-82) 
 
           30        40        50        60        70        80     
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF     
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
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        90       100       110       120       130       140        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.9  bits: 18.3 E():   49 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (20-49:5-32) 
 
               10        20        30        40        50        60 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                          :  : .::. :  .. .:... :: ::.::            
gi|300                MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDVN 
                              10          20        30        40    
 
               70        80                                         
2MEPSP RPIGDLVVGLKQLGADVDCF                                         
                                                                    
gi|300 ASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAAD 
            50        60        70        80        90       100    
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.9  bits: 18.3 E():   49 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (20-49:5-32) 
 
               10        20        30        40        50        60 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                          :  : .::. :  .. .:... :: ::.::            
gi|300                MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDIN 
                              10          20        30        40    
 
               70        80                                         
2MEPSP RPIGDLVVGLKQLGADVDCF                                         
                                                                    
gi|300 ASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAAD 
            50        60        70        80        90       100    
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.9  bits: 17.9 E():   50 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (21-48:54-81) 
 
                         10        20        30        40        50 
2MEPSP           AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
               60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                      
gi|598 EEKKEEKEEEKEESDEDMGFGLFD       
            90       100              
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 17.9 E():   50 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (21-44:61-84) 
 
                         10        20        30        40        50 
2MEPSP           AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
               60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                      
gi|288 ADGDGMLGLDEFAVLVKQ             
              100                     
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (25-52:7-33) 
 
               10        20        30        40        50        60 
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2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                               :..:..:   : .: : . : :. :..:         
gi|198                   MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSN 
                                 10        20         30        40  
 
               70        80                                         
2MEPSP RPIGDLVVGLKQLGADVDCF                                         
                                                                    
gi|198 PEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEV 
              50        60        70        80        90       100  
 
>>gi|116174182|emb|CAL59819.1| hyaluronidase homologue [  (323 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.5  bits: 19.5 E():   52 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (47-78:66-94) 
 
         20        30        40        50          60        70     
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|116 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
           80                                                       
2MEPSP ADVDCF                                                       
        ..:                                                         
gi|116 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.3  bits: 19.5 E():   54 
Smith-Waterman score: 48; 29.6% identity (51.9% similar) in 54 aa overlap (1-54:269-318) 
 
                                             10        20        30 
2MEPSP                               AAKRAVVVGCGGKFPVEDAKEEVQLFLGNA 
                                     : :.:...   ..  .. :   .    : . 
gi|113 FIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATGAV 
      240       250       260       270       280       290         
 
               40        50        60        70        80 
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
       : :    :.:: :: : :: .  :                           
gi|113 GAA----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV            
      300           310       320       330               
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.2  bits: 20.2 E():   54 
Smith-Waterman score: 50; 41.4% identity (58.6% similar) in 29 aa overlap (53-79:341-369) 
 
             30        40        50         60        70         80 
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVD-CF 
                                     : :: : . . ::. :::  ..  : : :  
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespula v  (340 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.1  bits: 19.5 E():   55 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (47-78:66-94) 
 
         20        30        40        50          60        70     
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|621 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
           80                                                       
2MEPSP ADVDCF                                                       
        ..:                                                         
gi|621 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
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>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (9-22:91-104) 
 
                                     10        20        30         
2MEPSP                       AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
       40        50        60        70        80                   
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF                   
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.6  bits: 18.4 E():   59 
Smith-Waterman score: 45; 27.7% identity (50.8% similar) in 65 aa overlap (15-78:110-167) 
 
                               10        20        30         40    
2MEPSP                 AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM-RSLTAAVTA 
                                     : .:  .::: .   ::. . :..  . .  
gi|158 DGVTDATGTYTIELKDSHEEDICQVVLVASPRKDC-DEVQALRDRAGVLLTRNVGISDSL 
      80        90       100       110        120       130         
 
            50        60        70        80  
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF  
         .:    .  ::     :.   .. :::: .: :    
gi|158 RPANPLGYFKDVPL----PV--CAALLKQLDSDDDDDQ 
      140       150             160       170 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 49; 47.1% identity (70.6% similar) in 17 aa overlap (65-80:295-311) 
 
           40        50        60         70        80              
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCF              
                                     :: ::   .:: ...::              
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.2  bits: 19.1 E():   61 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (20-71:5-62) 
 
               10        20        30        40        50           
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV----- 
                          :  : :::  : .:  . . :. :. . :: .  :.      
gi|119                MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAAGKI 
                              10        20        30        40      
 
           60        70        80                                   
2MEPSP -PRMRERPIGDLVVGLKQLGADVDCF                                   
        : .... . :. ::.:                                            
gi|119 TPTQEQKLMEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVS 
          50        60        70        80        90       100      
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 48; 38.5% identity (57.7% similar) in 26 aa overlap (53-76:184-209) 
 
             30        40        50        60          70        80 
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :     
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWIDHCSL 
           160       170       180       190       200       210    
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gi|166 SKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVDQ 
           220       230       240       250       260       270    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 48; 38.5% identity (57.7% similar) in 26 aa overlap (53-76:184-209) 
 
             30        40        50        60          70        80 
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :     
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWIDHCSL 
           160       170       180       190       200       210    
 
gi|113 SKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVDQ 
           220       230       240       250       260       270    
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.6 E():   63 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (29-48:67-86) 
 
                 10        20        30        40        50         
2MEPSP   AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
       60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCF 
                              
gi|833 EKEESDEDMGFGLFD        
        100       110         
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.6 E():   63 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (29-48:67-86) 
 
                 10        20        30        40        50         
2MEPSP   AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
       60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCF 
                              
gi|668 EKEESDEDMGFGLFD        
        100       110         
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 18.8 E():   64 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (25-64:1-39) 
 
               10        20        30         40        50          
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                               .:::.: :::       .::. :.    ::.      
gi|116                         VFLGSAHGIAKVPPGPNITATYGDEW--LDAKSTWY 
                                       10        20          30     
 
      60        70        80                                        
2MEPSP ERPIGDLVVGLKQLGADVDCF                                        
        .: :                                                        
gi|116 GKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGE 
           40        50        60        70        80        90     
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (42-74:28-60) 
 
              20        30        40        50        60        70  
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
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                                     :.. :: . .  :.  .. : .:: . :   
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCM 
                  10        20        30        40        50        
 
              80                                                    
2MEPSP QLGADVDCF                                                    
       . :                                                          
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.6  bits: 19.9 E():   66 
Smith-Waterman score: 49; 41.4% identity (58.6% similar) in 29 aa overlap (53-79:341-369) 
 
             30        40        50         60        70         80 
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVD-CF 
                                     : :: : . . ::. :::  ..  : : :  
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.5  bits: 19.5 E():   67 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (25-71:346-393) 
 
                     10        20        30        40         50    
2MEPSP       AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
            60        70        80                                  
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCF                                  
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.5  bits: 19.5 E():   67 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (25-71:346-393) 
 
                     10        20        30        40         50    
2MEPSP       AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
            60        70        80                                  
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCF                                  
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (9-22:91-104) 
 
                                     10        20        30         
2MEPSP                       AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
       40        50        60        70        80                   
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF                   
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
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>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (9-22:91-104) 
 
                                     10        20        30         
2MEPSP                       AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
       40        50        60        70        80                   
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF                   
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (19-54:238-273) 
 
                           10        20        30        40         
2MEPSP             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
       50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
       : .  :                           
gi|313 TAAAGGYKV                        
       270                              
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.3 E():   71 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:69-88) 
 
         10        20        30        40        50        60       
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
         70        80 
2MEPSP VVGLKQLGADVDCF 
                      
gi|105 T              
                      
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:14-26) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:14-26) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:14-26) 
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                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:14-26) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:14-26) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:14-26) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:14-26) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|179 DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDG 
               10        20        30        40        50        60 
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:14-26) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:14-26) 
 
                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:14-26) 
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                          10        20        30        40          
2MEPSP            AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (60-78:40-58) 
 
      30        40        50        60        70        80          
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF          
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (12-42:6-35) 
 
               10        20        30        40        50        60 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                  :.. . : .:. . :: . :...   ::: :                   
gi|144       MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRS 
                     10         20        30        40        50    
 
               70        80                                         
2MEPSP RPIGDLVVGLKQLGADVDCF                                         
                                                                    
gi|144 LSTFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEV 
            60        70        80        90       100       110    
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (31-74:17-60) 
 
               10        20        30        40        50        60 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  ::..:...  :..    .. :...  
gi|130               MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKP 
                             10        20        30        40       
 
               70        80                                         
2MEPSP RPIGDLVVGLKQLGADVDCF                                         
       . :  ..  ... :                                               
gi|130 QEITGIMKDFEEPGHLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFG 
         50        60        70        80        90       100       
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.6  bits: 19.6 E():   75 
Smith-Waterman score: 48; 25.4% identity (49.3% similar) in 67 aa overlap (4-56:393-459) 
 
                                          10        20              
2MEPSP                            AAKRAVVVGCGGKFPVEDAKEEVQLFL------ 
                                     :. :::  ::   .:  .. :...       
gi|298 QHVVLYKNAIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFA 
            370       380       390       400       410       420   
 
             30           40        50        60        70          
2MEPSP -----GNAG---IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
            :  :   . ...   :.:.  :. : :: ..:                        
gi|298 VVLKAGREGLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQ 
            430       440       450       460       470       480   
 
      80                      
2MEPSP F                      
                              
gi|298 EVEVFRPFQSRDEKERERFSIV 
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            490       500     
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.7 E():   75 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:23-35) 
 
                                   10        20        30        40 
2MEPSP                     AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                             :...: :: :. :                          
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF                     
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (28-54:276-298) 
 
                  10        20        30        40        50        
2MEPSP    AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCF 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (27-53:107-133) 
 
                   10        20        30        40        50       
2MEPSP     AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
         60        70        80                                     
2MEPSP RMRERPIGDLVVGLKQLGADVDCF                                     
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 50; 22.9% identity (58.6% similar) in 70 aa overlap (8-74:13-80) 
 
                    10        20        30        40        50      
2MEPSP      AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                   :. : ..: .. ..... ::  : . .  .:: :    .: . : ..: 
gi|258 MKLPIMILAVLGVAFGKSLPNRNLQDDLNDFL--ALLPVDEITAIVMDYLANDAEVQEAV 
               10        20        30          40        50         
 
          60           70        80                                 
2MEPSP PRMRERPIGDLVV---GLKQLGADVDCF                                 
         .. . .  .:    ::...:                                       
gi|258 AYLQGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINRLHSVFGWDPYVPSSKRKHT 
       60        70        80        90       100       110         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 47; 34.5% identity (72.4% similar) in 29 aa overlap (52-80:361-384) 
 
              30        40        50        60        70        80  
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF  
                                     :...:...:     :. .:.. :.::: :  
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
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              340       350       360            370       380      
 
gi|284 ELIRSLFGLP 
         390      
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (1-33:375-408) 
 
                                             10        20           
2MEPSP                               AAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|248 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
      30        40        50        60        70        80          
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF          
       . ::                                                         
gi|248 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (1-33:375-408) 
 
                                             10        20           
2MEPSP                               AAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
      30        40        50        60        70        80          
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF          
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (1-33:375-408) 
 
                                             10        20           
2MEPSP                               AAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
      30        40        50        60        70        80          
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF          
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (1-33:375-408) 
 
                                             10        20           
2MEPSP                               AAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
      30        40        50        60        70        80          
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF          
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
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Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (1-33:375-408) 
 
                                             10        20           
2MEPSP                               AAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
      30        40        50        60        70        80          
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF          
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (1-33:375-408) 
 
                                             10        20           
2MEPSP                               AAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
      30        40        50        60        70        80          
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF          
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (1-33:375-408) 
 
                                             10        20           
2MEPSP                               AAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
      30        40        50        60        70        80          
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF          
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (1-33:375-408) 
 
                                             10        20           
2MEPSP                               AAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|117 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
      30        40        50        60        70        80          
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF          
       . ::                                                         
gi|117 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (1-33:375-408) 
 
                                             10        20           
2MEPSP                               AAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|248 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2422

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
      30        40        50        60        70        80          
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF          
       . ::                                                         
gi|248 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (1-33:375-408) 
 
                                             10        20           
2MEPSP                               AAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
      30        40        50        60        70        80          
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF          
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (1-33:375-408) 
 
                                             10        20           
2MEPSP                               AAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
      30        40        50        60        70        80          
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF          
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 29.4% identity (64.7% similar) in 34 aa overlap (1-33:375-408) 
 
                                             10        20           
2MEPSP                               AAKRAVVVGCGGKFPVEDAK-EEVQLFLGN 
                                     :.  :. . :. ..: .: :  ...: : . 
gi|114 FYCTSASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTS 
          350       360       370       380       390       400     
 
      30        40        50        60        70        80          
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF          
       . ::                                                         
gi|114 GKIASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRI 
          410       420       430       440       450       460     
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:27-39) 
 
                                       10        20        30       
2MEPSP                         AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                                 :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF                 
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
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>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 18.5 E():   77 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (9-22:68-81) 
 
                                     10        20        30         
2MEPSP                       AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
       40        50        60        70        80                   
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF                   
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 18.5 E():   77 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (9-22:68-81) 
 
                                     10        20        30         
2MEPSP                       AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
       40        50        60        70        80                   
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF                   
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 18.5 E():   77 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (9-22:69-82) 
 
                                     10        20        30         
2MEPSP                       AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
       40        50        60        70        80                   
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF                   
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:31-43) 
 
                                           10        20        30   
2MEPSP                             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF             
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:31-43) 
 
                                           10        20        30   
2MEPSP                             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
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gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF             
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:31-43) 
 
                                           10        20        30   
2MEPSP                             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF             
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:31-43) 
 
                                           10        20        30   
2MEPSP                             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF             
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:31-43) 
 
                                           10        20        30   
2MEPSP                             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF             
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:31-43) 
 
                                           10        20        30   
2MEPSP                             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF             
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
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               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.2  bits: 18.1 E():   79 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (32-56:121-145) 
 
              10        20        30        40        50        60  
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
              70        80                       
2MEPSP PIGDLVVGLKQLGADVDCF                       
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.1  bits: 18.1 E():   80 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (10-26:172-189) 
 
                                    10        20         30         
2MEPSP                      AAKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|476 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
       40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.1  bits: 18.1 E():   80 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (10-26:172-189) 
 
                                    10        20         30         
2MEPSP                      AAKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|313 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
       40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (25-64:5-43) 
 
               10        20        30         40        50          
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                               .:::.: :::       .::  :.    ::.      
gi|168                     ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWY 
                                   10        20        30           
 
      60        70        80                                        
2MEPSP ERPIGDLVVGLKQLGADVDCF                                        
        .: :                                                        
gi|168 GKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGE 
       40        50        60        70        80        90         
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 18.1 E():   83 
Smith-Waterman score: 44; 45.5% identity (81.8% similar) in 11 aa overlap (8-18:166-176) 
 
                                      10        20        30        
2MEPSP                        AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     .:::..  .::                    
gi|549 EVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGN 
         140       150       160       170       180       190      
 
        40        50        60        70        80 
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2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                                   
gi|549 EPIYERK                                     
         200                                       
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (9-22:91-104) 
 
                                     10        20        30         
2MEPSP                       AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
       40        50        60        70        80                   
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF                   
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (25-64:16-54) 
 
               10        20        30         40        50          
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                               .:::.: :::       .::  :.    ::.      
gi|168          MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWY 
                        10        20        30        40            
 
      60        70        80                                        
2MEPSP ERPIGDLVVGLKQLGADVDCF                                        
        .: :                                                        
gi|168 GKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGE 
      50        60        70        80        90       100          
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (37-56:232-251) 
 
         10        20        30        40        50        60       
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
         70        80 
2MEPSP VVGLKQLGADVDCF 
                      
gi|898 AK             
                      
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (25-64:16-54) 
 
               10        20        30         40        50          
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                               .:::.: :::       .::. :.    ::.      
gi|386          MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKSTWY 
                        10        20        30        40            
 
      60        70        80                                        
2MEPSP ERPIGDLVVGLKQLGADVDCF                                        
        .: :                                                        
gi|386 GKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGE 
      50        60        70        80        90       100          
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.5 E():   83 
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Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (9-22:91-104) 
 
                                     10        20        30         
2MEPSP                       AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
       40        50        60        70        80                   
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF                   
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (25-64:16-54) 
 
               10        20        30         40        50          
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                               .:::.: :::       .::  :.    ::.      
gi|752          MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWY 
                        10        20        30        40            
 
      60        70        80                                        
2MEPSP ERPIGDLVVGLKQLGADVDCF                                        
        .: :                                                        
gi|752 GKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGE 
      50        60        70        80        90       100          
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (25-64:16-54) 
 
               10        20        30         40        50          
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                               .:::.: :::       .::  :.    ::.      
gi|126          MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWY 
                        10        20        30        40            
 
      60        70        80                                        
2MEPSP ERPIGDLVVGLKQLGADVDCF                                        
        .: :                                                        
gi|126 GKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGE 
      50        60        70        80        90       100          
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (9-22:91-104) 
 
                                     10        20        30         
2MEPSP                       AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
       40        50        60        70        80                   
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF                   
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (25-64:16-54) 
 
               10        20        30         40        50          
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                               .:::.: :::       .::. :.    ::.      
gi|409          MASSSSVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKSTWY 
                        10        20        30        40            
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      60        70        80                                        
2MEPSP ERPIGDLVVGLKQLGADVDCF                                        
        .: :                                                        
gi|409 GKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGE 
      50        60        70        80        90       100          
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (9-22:92-105) 
 
                                     10        20        30         
2MEPSP                       AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
       40        50        60        70        80                   
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF                   
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (25-64:18-56) 
 
               10        20        30         40        50          
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                               .:::.: :::       .::. :.    ::.      
gi|117        MASSSRSVLLLVAALFAVFLGSAHGIAKVPPGPNITATYGDEW--LDAKSTWY 
                      10        20        30        40          50  
 
      60        70        80                                        
2MEPSP ERPIGDLVVGLKQLGADVDCF                                        
        .: :                                                        
gi|117 GKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGE 
              60        70        80        90       100       110  
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 67.7  bits: 19.2 E():   84 
Smith-Waterman score: 47; 34.5% identity (72.4% similar) in 29 aa overlap (52-80:262-285) 
 
              30        40        50        60        70        80  
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF  
                                     :...:...:     :. .:.. :.::: :  
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (13-47:96-129) 
 
                                 10        20        30        40   
2MEPSP                   AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
             50        60        70        80                       
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF                       
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (38-66:11-42) 
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        10        20        30        40        50           60     
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    ...:::   ::..  . :. 
gi|116                     MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAIS 
                                   10        20        30        40 
 
           70        80                                             
2MEPSP DLVVGLKQLGADVDCF                                             
       ..                                                           
gi|116 SVENIEGNGGPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKIS 
               50        60        70        80        90       100 
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (63-79:7-23) 
 
             40        50        60        70        80             
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF             
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (63-79:7-23) 
 
             40        50        60        70        80             
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF             
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.4 E():   89 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (38-54:112-128) 
 
        10        20        30        40        50        60        
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
        70        80 
2MEPSP VGLKQLGADVDCF 
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (31-75:17-61) 
 
               10        20        30        40        50        60 
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : ...  .::. .. ::.    .. :...  
gi|622               MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKP 
                             10        20        30        40       
 
               70        80                                         
2MEPSP RPIGDLVVGLKQLGADVDCF                                         
         :. ..  ... ::                                              
gi|622 DEINAIIKEFSEPGALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFG 
         50        60        70        80        90       100       
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (33-79:80-121) 
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             10        20        30        40        50        60   
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
             70        80            
2MEPSP IGDLVVGLKQLGADVDCF            
        : ... :  . :: ::             
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY 
          110       120       130    
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 17.8 E():   91 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:60-72) 
 
                                           10        20        30   
2MEPSP                             AAKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|156 CVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
      30        40        50        60        70        80          
 
             40        50        60        70        80             
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF             
                                                                    
gi|156 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
      90       100       110       120       130       140          
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.1  bits: 14.4 E():   91 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (42-56:2-16) 
 
              20        30        40        50        60        70  
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . . : .:                
gi|320                              YTTEGGTKSEAEDVIPE               
                                            10                      
 
              80 
2MEPSP QLGADVDCF 
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 42; 40.0% identity (56.0% similar) in 25 aa overlap (56-79:78-102) 
 
          30        40        50        60         70        80     
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCF     
                                     :::::.   .:  . ::.:     :      
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNLDEKCMCPAIMM 
        50        60        70        80        90       100        
 
gi|112 MLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
       110       120       130       140  
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 46; 26.7% identity (46.7% similar) in 45 aa overlap (34-78:64-108) 
 
            10        20        30        40        50        60    
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   .. . :: .  : : :. :     . 
gi|238 KYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEF 
            40        50        60        70        80        90    
 
            70        80                                            
2MEPSP GDLVVGLKQLGADVDCF                                            
        : ..   .   :::                                              
gi|238 DDAMIKDISNHDDVDYIEPDFVVRTSTNGTNLTRQENVPSWGLARVGSKQAGGTTYYYDS 
           100       110       120       130       140       150    
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>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 18.9 E():   97 
Smith-Waterman score: 46; 26.7% identity (44.4% similar) in 45 aa overlap (34-78:66-110) 
 
            10        20        30        40        50        60    
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   ..   :: .  : : :. :     . 
gi|581 KYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEF 
          40        50        60        70        80        90      
 
            70        80                                            
2MEPSP GDLVVGLKQLGADVDCF                                            
        : ..   .   :::                                              
gi|581 DDAMIKDISSHDDVDFIEPDFVVRTTTNGTNLTHQDNVPSWGLARVGSKKPGGTTYYYDP 
         100       110       120       130       140       150      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:31 2011 done: Tue Apr 19 10:57:31 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 73  - 152 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32    21     8:==*==== 
  34    24    22:=======* 
  36    52    44:==============*=== 
  38    78    73:========================*= 
  40   112   102:=================================*==== 
  42   132   125:=========================================*== 
  44   121   138:=========================================    * 
  46   146   140:==============================================*== 
  48   120   134:========================================    * 
  50   113   122:======================================  * 
  52    68   108:=======================            * 
  54    59    92:====================          * 
  56   139    77:=========================*===================== 
  58    42    63:==============      * 
  60    23    51:========        * 
  62    20    41:=======      * 
  64    33    33:==========* 
  66    19    26:======= * 
  68    50    20:======*========== 
  70    16    16:=====* 
  72    19    12:===*=== 
  74    14    10:===*= 
  76     5     8:==* 
  78     5     6:=* 
  80    24     5:=*====== 
  82     7     3:*== 
  84     8     3:*== 
  86     1     2:* 
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  88     3     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     2     0:=         *== 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.80270.00324; mu= 13.0579 0.167 
 mean_var=36.209910.638, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.213138 
 Kolmogorov-Smirnov  statistic: 0.0499 (N=29) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 23.8    0.89 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 23.5     1.1 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 23.5     1.1 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 22.9     1.7 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 22.6     2.1 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 22.3     2.6 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   61 23.5     3.2 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 21.9     3.2 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 21.6       4 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   56 21.6       4 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   57 22.0     4.3 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.8     4.6 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   60 23.3     5.6 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.0       6 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   54 21.0     6.3 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.9     8.7 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   57 22.3     8.8 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.9     9.3 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.9     9.3 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 20.4     9.3 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 20.4     9.3 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 20.8     9.9 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.4      10 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   51 20.1      11 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.1      12 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.1      12 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.3      13 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   54 21.3      13 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.1      13 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.8      14 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.8      14 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.0      16 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.0      16 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.0      16 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.0      16 
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gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.0      16 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.0      16 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.0      16 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.0      17 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.0      17 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.2      17 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.6      17 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.6      17 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   53 21.0      17 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.7      20 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.7      20 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.2      22 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 20.7      23 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.4      24 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.4      24 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.4      24 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.8      26 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.4      26 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   47 18.9      27 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   46 18.6      33 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.0      36 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.0      37 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   46 18.6      38 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   46 18.6      38 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   46 18.6      38 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   46 18.6      38 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   46 18.6      38 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   46 18.6      38 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   46 18.6      38 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   46 18.6      39 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.8      40 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.2      40 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.2      40 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   45 18.3      41 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   45 18.3      41 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.4      41 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.6      42 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.6      42 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   46 18.6      42 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   46 18.6      42 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   46 18.6      42 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   46 18.6      42 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.8      44 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   49 19.8      47 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.7      49 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.7      49 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.8      49 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   49 19.8      49 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.3      49 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.3      49 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.5      50 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.9      50 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.9      50 
gi|116174182|emb|CAL59819.1| hyaluronidase homolog ( 323)   48 19.5      52 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   50 20.2      53 
gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespu ( 340)   48 19.5      54 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   49 19.9      54 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.1      55 
gi|1588669|prf||2209273A Zm13                      ( 170)   45 18.4      58 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   49 19.9      59 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.2      61 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.6      63 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.6      63 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.8      64 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.9      65 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.0      66 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.6      66 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.6      66 
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gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.8      67 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.8      68 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.8      69 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.3      71 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   43 17.7      71 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   43 17.7      71 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   43 17.7      71 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   43 17.7      71 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   43 17.7      71 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   43 17.7      71 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   43 17.7      71 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   43 17.7      71 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   43 17.7      71 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   43 17.7      71 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.8      71 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.7      72 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 17.7      73 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   48 19.6      74 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.2      74 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.8      74 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   43 17.7      75 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.5      77 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.5      77 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   43 17.7      77 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.5      77 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 17.7      78 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 17.7      78 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   43 17.7      78 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 17.7      78 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 17.7      78 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 17.7      78 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.1      79 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.5      80 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   44 18.1      80 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   44 18.1      80 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.5      82 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.1      82 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.5      82 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.5      82 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.5      82 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.5      82 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.5      82 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.5      82 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.5      82 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.5      82 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.5      83 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.5      83 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.1      83 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.7      84 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.9      85 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.9      85 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.4      88 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.4      89 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.4      89 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   43 17.8      90 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.4      93 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   42 17.4      94 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 18.9      94 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   46 18.9      95 
gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full= ( 731)   48 19.7      99 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   45 18.6      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 103.3  bits: 23.8 E(): 0.89 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (19-43:61-85) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
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       50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                        
gi|145 DEDGDGMIGVDEFVTLVKA              
              100                       
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 101.7  bits: 23.5 E():  1.1 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (19-74:60-104) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
       50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
       .. ::     ..  :: ..:. ...:       
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG   
                90        100           
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 101.7  bits: 23.5 E():  1.1 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (19-74:60-104) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
       50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
       .. ::     ..  :: ..:. ...:       
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG   
                90        100           
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 98.4  bits: 22.9 E():  1.7 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (19-66:60-106) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
       50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
        : ::  ..  . . :::               
gi|208 DV-DGDGKIGIEEFTDLVRSK            
      90        100                     
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 96.7  bits: 22.6 E():  2.1 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (19-43:61-85) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
       50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                        
gi|145 DSDGDGKIGVDEFAAMVKA              
              100                       
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>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 95.0  bits: 22.3 E():  2.6 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (19-43:61-85) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
       50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                        
gi|222 DSDGDGKIGAEEFAALVTA              
              100                       
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  61  Z-score: 93.5  bits: 23.5 E():  3.2 
Smith-Waterman score: 61; 26.9% identity (59.6% similar) in 52 aa overlap (24-75:8-58) 
 
               10        20        30        40        50        60 
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                              ::.:..:   . .. : .: .:  ::::     . .  
gi|324                 MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDP 
                               10        20         30        40    
 
               70        80                                         
2MEPSP PIGDLVVGLKQLGADVDCFL                                         
         . .. ..: ::..                                              
gi|324 AKSKVIENFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAG 
            50        60        70        80        90       100    
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 93.4  bits: 21.9 E():  3.2 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (19-43:61-85) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
       50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                        
gi|179 DSDGDGKIGVDEFAALVKA              
              100                       
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 91.7  bits: 21.6 E():    4 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (19-43:61-85) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
       50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                        
gi|294 DSDGDGKIGIDEFAAMIKG              
              100                       
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 91.7  bits: 21.6 E():    4 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (19-43:61-85) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
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gi|288 FKACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
       50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                        
gi|288 DSDGDGKIGVDEFAAMIKG              
              100                       
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 91.1  bits: 22.0 E():  4.3 
Smith-Waterman score: 57; 31.4% identity (48.8% similar) in 86 aa overlap (2-79:71-150) 
 
                                            10            20        
2MEPSP                              AKRAVVVGCGGKFPVEDAK----EEVQLFLG 
                                     .:::   :  .::  : .    : .. .:: 
gi|282 LCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVPGDCCRQFPPVDYSWCRCEAISHMLG 
               50        60        70        80        90       100 
 
        30        40        50            60        70        80    
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPR----MRERPIGDLVVGLKQLGADVDCFL    
         :: .: : :    .:   . :. :  :     :.:  : : : . . :. : :.     
gi|282 --GI-YRELGA--PDVGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGV-CYWLAR 
                   110       120       130       140        150     
 
gi|282 SGY 
           
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 90.5  bits: 22.8 E():  4.6 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (18-53:252-287) 
 
                            10        20        30        40        
2MEPSP              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
       : .  :                            
gi|144 TAAAGGYKV                         
             290                         
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  60  Z-score: 89.1  bits: 23.3 E():  5.6 
Smith-Waterman score: 60; 27.5% identity (68.6% similar) in 51 aa overlap (15-65:184-233) 
 
                               10        20        30        40     
2MEPSP                 AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     .::.....:  : . ..:.:...: ..:   
gi|845 MTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISA-LSAEL 
           160       170       180       190       200        210   
 
           50        60        70        80                         
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL                         
        .   .::.. : :..   ::                                        
gi|845 EECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADLDETT 
            220       230       240       250       260       270   
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.5  bits: 21.0 E():    6 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (19-41:59-81) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
       50        60        70        80 
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2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                        
gi|288 DADGDGMLGLDEFAVLVKQ              
       90       100                     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.2  bits: 21.0 E():  6.3 
Smith-Waterman score: 54; 30.5% identity (52.5% similar) in 59 aa overlap (19-77:60-107) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA----- 
      30        40        50        60        70        80          
 
       50        60        70        80    
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL    
       ..  :         ::  .:. ..:: ::       
gi|131 FLKAGDSD------GDGKIGVDEFGALVDKWGAKG 
           90             100       110    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.6  bits: 21.9 E():  8.7 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (18-53:248-283) 
 
                            10        20        30        40        
2MEPSP              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
       : .  :                            
gi|239 TAATGGYKV                         
       280                               
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 85.5  bits: 22.3 E():  8.8 
Smith-Waterman score: 57; 23.7% identity (62.7% similar) in 59 aa overlap (2-58:323-375) 
 
                                            10        20        30  
2MEPSP                              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : :::..:.  .:  . :      .:. .. 
gi|495 CPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK------IGEINL 
            300       310       320       330       340             
 
              40        50          60        70        80 
2MEPSP AMRSLTAAVTAAGGNATYVLDG--VPRMRERPIGDLVVGLKQLGADVDCFL 
       ..:.  . .:.. .:.  ...:  :: ..                       
gi|495 SYRGAGGPATSTCSNVKPTFSGKQVPAIKCA                     
        350       360       370                            
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.1  bits: 21.9 E():  9.3 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (18-53:274-309) 
 
                            10        20        30        40        
2MEPSP              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
       : .  :                            
gi|398 TAATGGYKV                         
           310                           
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.1  bits: 21.9 E():  9.3 
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Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (18-53:274-309) 
 
                            10        20        30        40        
2MEPSP              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
       : .  :                            
gi|330 TAATGGYKV                         
           310                           
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.1  bits: 20.4 E():  9.3 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (20-43:62-85) 
 
                          10        20        30        40          
2MEPSP            AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
      50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                       
gi|209 ADGDGMIGIDEFAVLVKQ              
             100                       
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.1  bits: 20.4 E():  9.3 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (20-43:62-85) 
 
                          10        20        30        40          
2MEPSP            AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
      50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                       
gi|249 ADGDGMIGIDEFAVLVKQ              
             100                       
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 84.6  bits: 20.8 E():  9.9 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (27-70:87-141) 
 
                   10        20        30        40                 
2MEPSP     AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
          50        60        70        80  
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFL  
           .. ::: . . :: . ..: .            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.3  bits: 20.4 E():   10 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (64-80:98-114) 
 
            40        50        60        70        80           
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL           
                                     ::. .:.. :.::: :.           
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
        70        80        90       100       110       120     
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>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.5  bits: 20.1 E():   11 
Smith-Waterman score: 51; 40.0% identity (68.0% similar) in 25 aa overlap (19-43:59-83) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.:. : : :      
gi|777 FKACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAG 
       30        40        50        60        70        80         
 
       50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                        
gi|777 DSDGDGKIGVDEFAAMVKH              
       90       100                     
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.4  bits: 20.1 E():   12 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (20-43:62-85) 
 
                          10        20        30        40          
2MEPSP            AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
      50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                       
gi|288 ADGDGMIGIDEFAVWVKQ              
             100                       
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.4  bits: 20.1 E():   12 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (19-43:61-85) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
       50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                        
gi|207 DSDGDGKIGVEEFQALVKA              
              100                       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 82.8  bits: 21.3 E():   13 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (18-53:227-262) 
 
                            10        20        30        40        
2MEPSP              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
       : .  :                            
gi|180 TAAAGGYKV                         
        260                              
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 54; 23.2% identity (62.3% similar) in 69 aa overlap (13-80:14-76) 
 
                10        20        30        40         50         
2MEPSP  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
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                    .:..: :   :  : .... ....  :: .    . . .:...:... 
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKL-ETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQ 
               10        20         30        40        50          
 
       60        70        80                                       
2MEPSP ERPIGDLVVGLKQLGADVDCFL                                       
            ::.  :.. :.::: ..                                       
gi|225 -----DLLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMD 
           60        70        80        90       100       110     
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.2  bits: 22.1 E():   13 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (54-80:454-481) 
 
            30        40        50        60         70        80   
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFL   
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
gi|424 IKKLFGLSH 
           490   
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.7  bits: 19.8 E():   14 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (19-41:61-83) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
       50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                        
gi|145 DSDGDGKIGVDEFGAMIKA              
              100                       
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.7  bits: 19.8 E():   14 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (19-41:61-83) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
       50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                        
gi|148 DSDGDGKIGVDEFGAMIKA              
              100                       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.8  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (27-53:251-277) 
 
                   10        20        30        40        50       
2MEPSP     AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
         60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFL 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.7  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (27-53:252-278) 
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                   10        20        30        40        50       
2MEPSP     AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
         60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFL 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.7  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (27-53:255-281) 
 
                   10        20        30        40        50       
2MEPSP     AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
         60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFL 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (29-53:260-284) 
 
                 10        20        30        40        50         
2MEPSP   AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFL 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (29-53:260-284) 
 
                 10        20        30        40        50         
2MEPSP   AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFL 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (29-53:260-284) 
 
                 10        20        30        40        50         
2MEPSP   AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFL 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (29-53:260-284) 
 
                 10        20        30        40        50         
2MEPSP   AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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       60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFL 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (29-53:260-284) 
 
                 10        20        30        40        50         
2MEPSP   AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFL 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (29-53:260-284) 
 
                 10        20        30        40        50         
2MEPSP   AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFL 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (29-53:260-284) 
 
                 10        20        30        40        50         
2MEPSP   AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFL 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (29-53:260-284) 
 
                 10        20        30        40        50         
2MEPSP   AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFL 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (29-53:260-284) 
 
                 10        20        30        40        50         
2MEPSP   AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFL 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
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Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (29-53:260-284) 
 
                 10        20        30        40        50         
2MEPSP   AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFL 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (29-53:260-284) 
 
                 10        20        30        40        50         
2MEPSP   AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFL 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (29-53:260-284) 
 
                 10        20        30        40        50         
2MEPSP   AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFL 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (27-53:258-284) 
 
                   10        20        30        40        50       
2MEPSP     AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
         60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFL 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (29-53:260-284) 
 
                 10        20        30        40        50         
2MEPSP   AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFL 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (29-53:260-284) 
 
                 10        20        30        40        50         
2MEPSP   AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
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     230       240       250       260       270       280          
 
       60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFL 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (27-53:261-287) 
 
                   10        20        30        40        50       
2MEPSP     AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
         60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFL 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.4  bits: 21.0 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (27-53:266-292) 
 
                   10        20        30        40        50       
2MEPSP     AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
         60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFL 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 80.4  bits: 20.2 E():   17 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (33-48:142-161) 
 
             10        20        30        40            50         
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
       60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFL 
                              
gi|249 GYKV                   
                              
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.4  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (64-80:202-218) 
 
            40        50        60        70        80           
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL           
                                     ::. .:.. :.::: :.           
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             180       190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.3  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (64-80:205-221) 
 
            40        50        60        70        80           
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL           
                                     ::. .:.. :.::: :.           
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          180       190       200       210       220       230  
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.2  bits: 21.0 E():   17 
Smith-Waterman score: 53; 19.4% identity (51.6% similar) in 62 aa overlap (2-63:174-235) 
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                                            10        20        30  
2MEPSP                              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     ...:. : :.   : . ....  .   :   
gi|107 GIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAVFNKEDDIGTYTIRAVD 
           150       160       170       180       190       200    
 
              40        50        60        70        80            
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL            
         :.:.  :    ..  : .. .  . :. ::                             
gi|107 DPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESPIPINVIL 
           210       220       230       240       250       260    
 
gi|107 AINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
           270       280       290       300         
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (18-53:238-273) 
 
                            10        20        30        40        
2MEPSP              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
       : .  :                            
gi|313 TAATGGYKV                         
       270                               
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.0  bits: 20.7 E():   20 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (18-53:246-281) 
 
                            10        20        30        40        
2MEPSP              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
       : .  :                            
gi|295 TAATGGYKV                         
         280                             
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.4  bits: 19.2 E():   22 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (19-43:61-85) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
       50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                        
gi|207 DSDGDGKIGVEEFQALVKA              
              100                       
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.8  bits: 20.7 E():   23 
Smith-Waterman score: 52; 26.3% identity (71.1% similar) in 38 aa overlap (8-45:29-66) 
 
                                    10        20        30          
2MEPSP                      AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                                   :  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
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               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL                    
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (18-53:238-273) 
 
                            10        20        30        40        
2MEPSP              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
       : .  :                            
gi|168 TAATGGYKV                         
       270                               
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (18-53:238-273) 
 
                            10        20        30        40        
2MEPSP              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
       : .  :                            
gi|313 TAATGGYKV                         
       270                               
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (18-53:238-273) 
 
                            10        20        30        40        
2MEPSP              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
       : .  :                            
gi|313 TAATGGYKV                         
       270                               
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.9  bits: 20.8 E():   26 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (14-38:22-45) 
 
                       10        20        30        40        50   
2MEPSP         AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                            ::..: :.:. :: .:. . ::: :               
gi|113 MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNIIDKCWRCK 
               10        20         30        40        50          
 
             60        70        80                                 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFL                                 
                                                                    
gi|113 ADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWI 
      60        70        80        90       100       110          
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>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.9  bits: 20.4 E():   26 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (29-53:280-304) 
 
                 10        20        30        40        50         
2MEPSP   AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
       60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFL 
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 47; 41.0% identity (53.8% similar) in 39 aa overlap (19-53:61-96) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA----AG 
                                     .::..::: :     :.:: . :     :: 
gi|193 FHKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAG 
               40        50        60        70        80        90 
 
           50        60        70        80 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
        :   : ::                            
gi|193 DN---VGDGKIGIDEFNHLVKH               
                 100                        
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 18.6 E():   33 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (19-37:61-79) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.::            
gi|179 FAKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAG 
               40        50        60        70        80        90 
 
       50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                        
gi|179 DSDGDGKIGVDEFTALVKA              
              100                       
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.3  bits: 19.0 E():   36 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (37-62:11-39) 
 
         10        20        30        40        50           60    
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
            70        80                                            
2MEPSP DLVVGLKQLGADVDCFL                                            
                                                                    
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 74.2  bits: 16.0 E():   37 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (41-55:2-16) 
 
               20        30        40        50        60        70 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . : : .:                
gi|320                              YTTEGGTKSEVEDVIPEGWK            
                                            10        20            
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               80 
2MEPSP QLGADVDCFL 
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:14-26) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|157 SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:14-26) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|214 SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:14-26) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:14-26) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|256 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:14-26) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:14-26) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|760 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:15-27) 
 
                            10        20        30        40        
2MEPSP              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                     :...: :: :. :                                  
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gi|110 RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKASID 
               10        20        30        40        50        60 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:20-32) 
 
                                 10        20        30        40   
2MEPSP                   AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                          :...: :: :. :                             
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL                       
                                                                    
gi|394 KATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLGDN 
               70        80        90       100       110       120 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.7  bits: 19.8 E():   40 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (18-53:267-298) 
 
                            10        20        30        40        
2MEPSP              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
       : .  :                            
gi|663 TAAAGGYKA                         
            300                          
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.6  bits: 20.2 E():   40 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (52-80:184-213) 
 
              30        40        50        60          70          
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
      80                                                            
2MEPSP L                                                            
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.6  bits: 20.2 E():   40 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (52-80:184-213) 
 
              30        40        50        60          70          
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
      80                                                            
2MEPSP L                                                            
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.4  bits: 18.3 E():   41 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (19-43:61-85) 
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                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|145 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
       50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                        
gi|145 DSDGDGAIGVDEWAVLVKA              
              100                       
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.4  bits: 18.3 E():   41 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (19-43:61-85) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|148 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
       50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                        
gi|148 DSDGDGAIGVEEWAVLVKA              
              100                       
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.4  bits: 19.4 E():   41 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (18-45:210-237) 
 
                            10        20        30        40        
2MEPSP              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                         
gi|226 V                                 
     240                                 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (32-54:22-44) 
 
              10        20        30        40        50        60  
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
              70        80                                          
2MEPSP IGDLVVGLKQLGADVDCFL                                          
                                                                    
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (32-54:22-44) 
 
              10        20        30        40        50        60  
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
              70        80                                          
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2MEPSP IGDLVVGLKQLGADVDCFL                                          
                                                                    
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:30-42) 
 
                                           10        20        30   
2MEPSP                             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                                    :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL             
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:30-42) 
 
                                           10        20        30   
2MEPSP                             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                                    :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL             
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:31-43) 
 
                                            10        20        30  
2MEPSP                              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL            
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:31-43) 
 
                                            10        20        30  
2MEPSP                              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL            
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.9  bits: 19.8 E():   44 
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Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (19-61:5-47) 
 
               10        20        30        40        50        60 
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                         :. : :::. : .:  . . :. :. . :: .  ..:      
gi|249               MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAAT 
                             10        20        30        40       
 
               70        80                                         
2MEPSP PIGDLVVGLKQLGADVDCFL                                         
       :                                                            
gi|249 PATPATPATPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTAT 
         50        60        70        80        90       100       
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 72.4  bits: 19.8 E():   47 
Smith-Waterman score: 49; 33.3% identity (60.6% similar) in 33 aa overlap (45-77:94-121) 
 
           20        30        40        50        60        70     
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::   .:  :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVP---QR--GNITIHLQQFNE 
            70        80        90       100            110         
 
           80                                                       
2MEPSP DVDCFL                                                       
       :.:                                                          
gi|144 DLDKMTPDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEA 
      120       130       140       150       160       170         
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.0  bits: 18.7 E():   49 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (54-78:59-82) 
 
            30        40        50        60        70        80    
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL    
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.0  bits: 18.7 E():   49 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (54-78:59-82) 
 
            30        40        50        60        70        80    
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL    
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.9  bits: 19.8 E():   49 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (51-80:361-385) 
 
               30        40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
gi|284 ELIRSLFGLP 
         390      
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.9  bits: 19.8 E():   49 
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Smith-Waterman score: 50; 22.9% identity (58.6% similar) in 70 aa overlap (7-73:13-80) 
 
                     10        20        30        40        50     
2MEPSP       AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                   :. : ..: .. ..... ::  : . .  .:: :    .: . : ..: 
gi|258 MKLPIMILAVLGVAFGKSLPNRNLQDDLNDFL--ALLPVDEITAIVMDYLANDAEVQEAV 
               10        20        30          40        50         
 
           60           70        80                                
2MEPSP PRMRERPIGDLVV---GLKQLGADVDCFL                                
         .. . .  .:    ::...:                                       
gi|258 AYLQGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINRLHSVFGWDPYVPSSKRKHT 
       60        70        80        90       100       110         
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.9  bits: 18.3 E():   49 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (19-48:5-32) 
 
               10        20        30        40        50        60 
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                         :  : .::. :  .. .:... :: ::.::             
gi|300               MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDINA 
                             10          20        30        40     
 
               70        80                                         
2MEPSP PIGDLVVGLKQLGADVDCFL                                         
                                                                    
gi|300 SFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADH 
           50        60        70        80        90       100     
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.9  bits: 18.3 E():   49 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (19-48:5-32) 
 
               10        20        30        40        50        60 
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                         :  : .::. :  .. .:... :: ::.::             
gi|300               MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDVNA 
                             10          20        30        40     
 
               70        80                                         
2MEPSP PIGDLVVGLKQLGADVDCFL                                         
                                                                    
gi|300 SFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADH 
           50        60        70        80        90       100     
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.9  bits: 19.5 E():   50 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (24-51:7-33) 
 
               10        20        30        40        50        60 
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                              :..:..:   : .: : . : :. :..:          
gi|198                  MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNP 
                                10        20         30        40   
 
               70        80                                         
2MEPSP PIGDLVVGLKQLGADVDCFL                                         
                                                                    
gi|198 EKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVG 
             50        60        70        80        90       100   
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.9  bits: 17.9 E():   50 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (20-47:54-81) 
 
                          10        20        30        40          
2MEPSP            AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
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      50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                       
gi|598 EEKKEEKEEEKEESDEDMGFGLFD        
            90       100               
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 17.9 E():   50 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (20-43:61-84) 
 
                          10        20        30        40          
2MEPSP            AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
      50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                       
gi|288 ADGDGMLGLDEFAVLVKQ              
              100                      
 
>>gi|116174182|emb|CAL59819.1| hyaluronidase homologue [  (323 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.6  bits: 19.5 E():   52 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (46-77:66-94) 
 
          20        30        40        50          60        70    
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|116 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
            80                                                      
2MEPSP ADVDCFL                                                      
        ..:                                                         
gi|116 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.4  bits: 20.2 E():   53 
Smith-Waterman score: 50; 41.4% identity (58.6% similar) in 29 aa overlap (52-78:341-369) 
 
              30        40        50         60        70           
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVD-CF 
                                     : :: : . . ::. :::  ..  : : :  
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
      80                                                            
2MEPSP L                                                            
                                                                    
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespula v  (340 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.2  bits: 19.5 E():   54 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (46-77:66-94) 
 
          20        30        40        50          60        70    
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|621 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
            80                                                      
2MEPSP ADVDCFL                                                      
        ..:                                                         
gi|621 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
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>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.2  bits: 19.9 E():   54 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (51-80:262-286) 
 
               30        40        50        60        70        80 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (8-21:91-104) 
 
                                      10        20        30        
2MEPSP                        AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
        40        50        60        70        80                  
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL                  
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.6  bits: 18.4 E():   58 
Smith-Waterman score: 45; 27.7% identity (50.8% similar) in 65 aa overlap (14-77:110-167) 
 
                                10        20        30         40   
2MEPSP                  AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM-RSLTAAVTA 
                                     : .:  .::: .   ::. . :..  . .  
gi|158 DGVTDATGTYTIELKDSHEEDICQVVLVASPRKDC-DEVQALRDRAGVLLTRNVGISDSL 
      80        90       100       110        120       130         
 
             50        60        70        80 
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
         .:    .  ::     :.   .. :::: .: :    
gi|158 RPANPLGYFKDVPL----PV--CAALLKQLDSDDDDDQ 
      140       150             160       170 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 49; 47.1% identity (70.6% similar) in 17 aa overlap (64-79:295-311) 
 
            40        50        60         70        80             
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFL             
                                     :: ::   .:: ...::              
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.2 E():   61 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (19-70:5-62) 
 
               10        20        30        40        50           
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV------ 
                         :  : :::  : .:  . . :. :. . :: .  :.       
gi|119               MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAAGKIT 
                             10        20        30        40       
 
           60        70        80                                   
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFL                                   
       : .... . :. ::.:                                             
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gi|119 PTQEQKLMEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSH 
         50        60        70        80        90       100       
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.6 E():   63 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (28-47:67-86) 
 
                  10        20        30        40        50        
2MEPSP    AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFL 
                               
gi|668 EKEESDEDMGFGLFD         
        100       110          
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.6 E():   63 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (28-47:67-86) 
 
                  10        20        30        40        50        
2MEPSP    AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFL 
                               
gi|833 EKEESDEDMGFGLFD         
        100       110          
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.9  bits: 18.8 E():   64 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (24-63:1-39) 
 
               10        20         30        40        50          
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                              .:::.: :::       .::. :.    ::.       
gi|116                        VFLGSAHGIAKVPPGPNITATYGDEW--LDAKSTWYG 
                                      10        20          30      
 
      60        70        80                                        
2MEPSP RPIGDLVVGLKQLGADVDCFL                                        
       .: :                                                         
gi|116 KPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEP 
          40        50        60        70        80        90      
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.7  bits: 19.9 E():   65 
Smith-Waterman score: 49; 41.4% identity (58.6% similar) in 29 aa overlap (52-78:341-369) 
 
              30        40        50         60        70           
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVD-CF 
                                     : :: : . . ::. :::  ..  : : :  
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
      80                                                            
2MEPSP L                                                            
                                                                    
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (41-73:28-60) 
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               20        30        40        50        60        70 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :.. :: . .  :.  .. : .:: . :   
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCM 
                  10        20        30        40        50        
 
               80                                                   
2MEPSP QLGADVDCFL                                                   
       . :                                                          
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (24-70:346-393) 
 
                      10        20        30        40         50   
2MEPSP        AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
             60        70        80                                 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFL                                 
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (24-70:346-393) 
 
                      10        20        30        40         50   
2MEPSP        AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
             60        70        80                                 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFL                                 
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (8-21:91-104) 
 
                                      10        20        30        
2MEPSP                        AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
        40        50        60        70        80                  
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL                  
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (8-21:91-104) 
 
                                      10        20        30        
2MEPSP                        AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
        40        50        60        70        80                  
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2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL                  
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 18.8 E():   69 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (18-53:238-273) 
 
                            10        20        30        40        
2MEPSP              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
       : .  :                            
gi|313 TAAAGGYKV                         
       270                               
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.3 E():   71 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:69-88) 
 
          10        20        30        40        50        60      
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
          70        80 
2MEPSP VVGLKQLGADVDCFL 
                       
gi|105 T               
                       
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:14-26) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:14-26) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|179 DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDG 
               10        20        30        40        50        60 
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:14-26) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:14-26) 
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                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:14-26) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:14-26) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:14-26) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:14-26) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:14-26) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:14-26) 
 
                           10        20        30        40         
2MEPSP             AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 18.8 E():   71 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (59-77:40-58) 
 
       30        40        50        60        70        80         
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2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL         
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.0  bits: 17.7 E():   72 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (11-41:6-35) 
 
               10        20        30        40        50        60 
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                 :.. . : .:. . :: . :...   ::: :                    
gi|144      MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                    10         20        30        40        50     
 
               70        80                                         
2MEPSP PIGDLVVGLKQLGADVDCFL                                         
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.7 E():   73 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (30-73:17-60) 
 
               10        20        30        40        50        60 
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                    : :  ::..:...  :..    .. :... . 
gi|130              MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQ 
                            10        20        30        40        
 
               70        80                                         
2MEPSP PIGDLVVGLKQLGADVDCFL                                         
        :  ..  ... :                                                
gi|130 EITGIMKDFEEPGHLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGI 
        50        60        70        80        90       100        
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.7  bits: 19.6 E():   74 
Smith-Waterman score: 48; 25.4% identity (49.3% similar) in 67 aa overlap (3-55:393-459) 
 
                                           10        20             
2MEPSP                             AKRAVVVGCGGKFPVEDAKEEVQLFL------ 
                                     :. :::  ::   .:  .. :...       
gi|298 QHVVLYKNAIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFA 
            370       380       390       400       410       420   
 
              30           40        50        60        70         
2MEPSP -----GNAG---IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
            :  :   . ...   :.:.  :. : :: ..:                        
gi|298 VVLKAGREGLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQ 
            430       440       450       460       470       480   
 
       80                     
2MEPSP FL                     
                              
gi|298 EVEVFRPFQSRDEKERERFSIV 
            490       500     
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (26-52:107-133) 
 
                    10        20        30        40        50      
2MEPSP      AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
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          60        70        80                                    
2MEPSP RMRERPIGDLVVGLKQLGADVDCFL                                    
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (27-53:276-298) 
 
                   10        20        30        40        50       
2MEPSP     AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
         60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFL 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.7 E():   75 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:23-35) 
 
                                    10        20        30          
2MEPSP                      AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                             :...: :: :. :                          
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL                    
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 18.5 E():   77 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (8-21:68-81) 
 
                                      10        20        30        
2MEPSP                        AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
        40        50        60        70        80                  
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL                  
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 18.5 E():   77 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (8-21:68-81) 
 
                                      10        20        30        
2MEPSP                        AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
        40        50        60        70        80                  
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL                  
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:27-39) 
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                                        10        20        30      
2MEPSP                          AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                                 :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL                
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 18.5 E():   77 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (8-21:69-82) 
 
                                      10        20        30        
2MEPSP                        AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
        40        50        60        70        80                  
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL                  
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:31-43) 
 
                                            10        20        30  
2MEPSP                              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL            
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:31-43) 
 
                                            10        20        30  
2MEPSP                              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL            
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:31-43) 
 
                                            10        20        30  
2MEPSP                              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
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              40        50        60        70        80            
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL            
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:31-43) 
 
                                            10        20        30  
2MEPSP                              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL            
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:31-43) 
 
                                            10        20        30  
2MEPSP                              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL            
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:31-43) 
 
                                            10        20        30  
2MEPSP                              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL            
                                                                    
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.2  bits: 18.1 E():   79 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (31-55:121-145) 
 
               10        20        30        40        50        60 
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
               70        80                      
2MEPSP PIGDLVVGLKQLGADVDCFL                      
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (24-63:5-43) 
 
               10        20         30        40        50          
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                              .:::.: :::       .::  :.    ::.       
gi|168                    ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYG 
                                  10        20        30            
 
      60        70        80                                        
2MEPSP RPIGDLVVGLKQLGADVDCFL                                        
       .: :                                                         
gi|168 KPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEA 
      40        50        60        70        80        90          
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.1  bits: 18.1 E():   80 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (9-25:172-189) 
 
                                     10         20        30        
2MEPSP                       AKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|313 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
        40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.1  bits: 18.1 E():   80 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (9-25:172-189) 
 
                                     10         20        30        
2MEPSP                       AKRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|476 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
        40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (8-21:91-104) 
 
                                      10        20        30        
2MEPSP                        AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
        40        50        60        70        80                  
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL                  
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 44; 45.5% identity (81.8% similar) in 11 aa overlap (7-17:166-176) 
 
                                       10        20        30       
2MEPSP                         AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     .:::..  .::                    
gi|549 EVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGN 
         140       150       160       170       180       190      
 
         40        50        60        70        80 
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                                    
gi|549 EPIYERK                                      
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         200                                        
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (24-63:16-54) 
 
               10        20         30        40        50          
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                              .:::.: :::       .::. :.    ::.       
gi|386         MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKSTWYG 
                       10        20        30        40          50 
 
      60        70        80                                        
2MEPSP RPIGDLVVGLKQLGADVDCFL                                        
       .: :                                                         
gi|386 KPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEP 
               60        70        80        90       100       110 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (36-55:232-251) 
 
          10        20        30        40        50        60      
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
          70        80 
2MEPSP VVGLKQLGADVDCFL 
                       
gi|898 AK              
                       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (8-21:91-104) 
 
                                      10        20        30        
2MEPSP                        AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
        40        50        60        70        80                  
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL                  
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (24-63:16-54) 
 
               10        20         30        40        50          
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                              .:::.: :::       .::  :.    ::.       
gi|752         MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYG 
                       10        20        30        40          50 
 
      60        70        80                                        
2MEPSP RPIGDLVVGLKQLGADVDCFL                                        
       .: :                                                         
gi|752 KPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEA 
               60        70        80        90       100       110 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (24-63:16-54) 
 
               10        20         30        40        50          
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2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                              .:::.: :::       .::  :.    ::.       
gi|126         MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYG 
                       10        20        30        40          50 
 
      60        70        80                                        
2MEPSP RPIGDLVVGLKQLGADVDCFL                                        
       .: :                                                         
gi|126 KPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEA 
               60        70        80        90       100       110 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (24-63:16-54) 
 
               10        20         30        40        50          
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                              .:::.: :::       .::. :.    ::.       
gi|409         MASSSSVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKSTWYG 
                       10        20        30        40          50 
 
      60        70        80                                        
2MEPSP RPIGDLVVGLKQLGADVDCFL                                        
       .: :                                                         
gi|409 KPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEP 
               60        70        80        90       100       110 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (8-21:91-104) 
 
                                      10        20        30        
2MEPSP                        AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
        40        50        60        70        80                  
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL                  
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (24-63:16-54) 
 
               10        20         30        40        50          
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                              .:::.: :::       .::  :.    ::.       
gi|168         MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYG 
                       10        20        30        40          50 
 
      60        70        80                                        
2MEPSP RPIGDLVVGLKQLGADVDCFL                                        
       .: :                                                         
gi|168 KPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEA 
               60        70        80        90       100       110 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (8-21:92-105) 
 
                                      10        20        30        
2MEPSP                        AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
        40        50        60        70        80                  
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL                  
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gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (24-63:18-56) 
 
               10        20         30        40        50          
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                              .:::.: :::       .::. :.    ::.       
gi|117       MASSSRSVLLLVAALFAVFLGSAHGIAKVPPGPNITATYGDEW--LDAKSTWYG 
                     10        20        30        40          50   
 
      60        70        80                                        
2MEPSP RPIGDLVVGLKQLGADVDCFL                                        
       .: :                                                         
gi|117 KPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEP 
             60        70        80        90       100       110   
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.8  bits: 18.1 E():   83 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (12-46:96-129) 
 
                                  10        20        30        40  
2MEPSP                    AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
              50        60        70        80                      
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL                      
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (37-65:11-42) 
 
         10        20        30        40        50           60    
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    ...:::   ::..  . :. 
gi|116                     MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAIS 
                                   10        20        30        40 
 
            70        80                                            
2MEPSP DLVVGLKQLGADVDCFL                                            
       ..                                                           
gi|116 SVENIEGNGGPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKIS 
               50        60        70        80        90       100 
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 18.9 E():   85 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (62-78:7-23) 
 
              40        50        60        70        80            
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL            
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 18.9 E():   85 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (62-78:7-23) 
 
              40        50        60        70        80            
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL            
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                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (37-53:112-128) 
 
         10        20        30        40        50        60       
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
         70        80 
2MEPSP VGLKQLGADVDCFL 
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (32-78:80-121) 
 
              10        20        30        40        50        60  
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
              70        80           
2MEPSP IGDLVVGLKQLGADVDCFL           
        : ... :  . :: ::             
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY 
          110       120       130    
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (30-74:17-61) 
 
               10        20        30        40        50        60 
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                    : ...  .::. .. ::.    .. :...   
gi|622              MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPD 
                            10        20        30        40        
 
               70        80                                         
2MEPSP PIGDLVVGLKQLGADVDCFL                                         
        :. ..  ... ::                                               
gi|622 EINAIIKEFSEPGALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGI 
        50        60        70        80        90       100        
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 17.8 E():   90 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:60-72) 
 
                                            10        20        30  
2MEPSP                              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|156 CVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
      30        40        50        60        70        80          
 
              40        50        60        70        80            
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL            
                                                                    
gi|156 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
      90       100       110       120       130       140          
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.9  bits: 14.4 E():   93 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (41-55:2-16) 
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               20        30        40        50        60        70 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . . : .:                
gi|320                              YTTEGGTKSEAEDVIPE               
                                            10                      
 
               80 
2MEPSP QLGADVDCFL 
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 42; 40.0% identity (56.0% similar) in 25 aa overlap (55-78:78-102) 
 
           30        40        50        60         70        80    
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFL    
                                     :::::.   .:  . ::.:     :      
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNLDEKCMCPAIMM 
        50        60        70        80        90       100        
 
gi|112 MLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
       110       120       130       140  
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 46; 26.7% identity (46.7% similar) in 45 aa overlap (33-77:64-108) 
 
             10        20        30        40        50        60   
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   .. . :: .  : : :. :     . 
gi|238 KYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEF 
            40        50        60        70        80        90    
 
             70        80                                           
2MEPSP GDLVVGLKQLGADVDCFL                                           
        : ..   .   :::                                              
gi|238 DDAMIKDISNHDDVDYIEPDFVVRTSTNGTNLTRQENVPSWGLARVGSKQAGGTTYYYDS 
           100       110       120       130       140       150    
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 46; 26.7% identity (44.4% similar) in 45 aa overlap (33-77:66-110) 
 
             10        20        30        40        50        60   
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   ..   :: .  : : :. :     . 
gi|581 KYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEF 
          40        50        60        70        80        90      
 
             70        80                                           
2MEPSP GDLVVGLKQLGADVDCFL                                           
        : ..   .   :::                                              
gi|581 DDAMIKDISSHDDVDFIEPDFVVRTTTNGTNLTHQDNVPSWGLARVGSKKPGGTTYYYDP 
         100       110       120       130       140       150      
 
>>gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full=Cucu  (731 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.4  bits: 19.7 E():   99 
Smith-Waterman score: 48; 22.2% identity (64.4% similar) in 45 aa overlap (1-45:467-511) 
 
                                             10        20        30 
2MEPSP                               AKRAVVVGCGGKFPVEDAKEEVQLFLGNAG 
                                     :.  :::. ... : . .:. ..  ... : 
gi|711 DPNDLLATLRYIYSIRSPGATIFKSTTILNASAPVVVSFSSRGPNRATKDVIKPDISGPG 
        440       450       460       470       480       490       
 
               40        50        60        70        80           
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL           
       . . .   .:. .::                                              
gi|711 VEILAAWPSVAPVGGIRRNTLFNIISGTSMSCPHITGIATYVKTYNPTWSPAAIKSALMT 
        500       510       520       530       540       550       
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>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.4  bits: 18.6 E():   99 
Smith-Waterman score: 45; 28.8% identity (51.9% similar) in 52 aa overlap (2-53:271-318) 
 
                                            10        20        30  
2MEPSP                              AKRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :.:...   ..  .. :   .    : .:  
gi|113 PALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAAVTATATGAVGA 
              250       260       270       280       290       300 
 
              40        50        60        70        80 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
       :    :.:: :: : :: .  :                            
gi|113 A----TGAVGAATGAATAAAGGYKTGAATPTAGGYKV             
                  310       320       330                
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:31 2011 done: Tue Apr 19 10:57:31 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 74  - 153 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32    22     8:==*===== 
  34    24    22:=======* 
  36    51    44:==============*== 
  38    78    73:========================*= 
  40   112   102:=================================*==== 
  42   131   125:=========================================*== 
  44   122   138:=========================================    * 
  46   146   140:==============================================*== 
  48   115   134:=======================================     * 
  50   113   122:======================================  * 
  52    68   108:=======================            * 
  54    64    92:======================        * 
  56   135    77:=========================*=================== 
  58    45    63:===============     * 
  60    25    51:=========       * 
  62    19    41:=======      * 
  64    35    33:==========*= 
  66    22    26:========* 
  68    44    20:======*======== 
  70    15    16:=====* 
  72    21    12:===*=== 
  74    13    10:===*= 
  76     7     8:==* 
  78     4     6:=* 
  80    26     5:=*======= 
  82     5     3:*= 
  84     9     3:*== 
  86     0     2:* 
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  88     3     2:*          inset = represents 1 library sequences 
  90     4     1:*= 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     2     0:=         *== 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.81270.00324; mu= 13.0326 0.168 
 mean_var=36.544010.768, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.212161 
 Kolmogorov-Smirnov  statistic: 0.0466 (N=28) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 23.7    0.93 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 23.4     1.1 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 23.4     1.1 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 22.8     1.8 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 22.5     2.2 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 23.7     2.7 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 22.2     2.7 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 21.9     3.3 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 21.6     4.1 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   56 21.6     4.1 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   57 22.0     4.4 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.8     4.8 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   60 23.2     5.7 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.0     6.2 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   54 21.0     6.4 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 21.9     8.9 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   57 22.2       9 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 20.4     9.6 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 20.4     9.6 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 21.9     9.6 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 21.9     9.6 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 20.8      10 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.4      11 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   51 20.1      12 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.1      12 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.1      12 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.2      13 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   54 21.2      13 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.0      14 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 19.8      15 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 19.8      15 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.9      16 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.9      17 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.9      17 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.9      17 
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gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.9      17 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.9      17 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.9      17 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.0      17 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.0      17 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.2      17 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.6      17 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.6      17 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   53 21.0      18 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.6      20 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.6      21 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.4      21 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.2      22 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 20.7      24 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.3      25 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.3      25 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.3      25 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.7      27 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.4      27 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   47 18.8      27 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   46 18.5      34 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.0      37 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.9      38 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   46 18.6      39 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   46 18.6      39 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   46 18.6      39 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   46 18.6      39 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   46 18.6      39 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   46 18.6      39 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   46 18.6      39 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   46 18.6      40 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.7      41 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.1      41 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.1      41 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   45 18.2      42 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   45 18.2      42 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.4      42 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.6      42 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.6      42 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   46 18.6      42 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   46 18.6      42 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   46 18.6      43 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   46 18.6      43 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   51 20.5      44 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.8      45 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   49 19.8      47 
gi|73621416|sp|Q8H2C8.3|PROF2_ARTVU RecName: Full= ( 133)   45 18.3      49 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.7      50 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.7      50 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.3      50 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.3      50 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.8      50 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   49 19.8      50 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 17.9      51 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.4      51 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 17.9      51 
gi|116174182|emb|CAL59819.1| hyaluronidase homolog ( 323)   48 19.5      53 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   50 20.2      54 
gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespu ( 340)   48 19.5      55 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   49 19.8      55 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.1      56 
gi|1588669|prf||2209273A Zm13                      ( 170)   45 18.4      59 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.1      62 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.6      64 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.6      64 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 18.8      65 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.0      67 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.5      67 
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gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.5      67 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 18.8      68 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 18.8      69 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.8      71 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.3      72 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   43 17.7      72 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   43 17.7      72 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   43 17.7      72 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   43 17.7      72 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   43 17.7      72 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   43 17.7      72 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   43 17.7      72 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   43 17.7      72 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   43 17.7      72 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   43 17.7      72 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.8      72 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.7      73 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 17.7      74 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   48 19.6      75 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.2      76 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.8      76 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   43 17.7      76 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   43 17.7      78 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.5      78 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.5      78 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.5      78 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 17.7      80 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 17.7      80 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   43 17.7      80 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 17.7      80 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 17.7      80 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 17.7      80 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.1      80 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.5      81 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   44 18.1      81 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   44 18.1      81 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.5      83 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.1      84 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.5      84 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.5      84 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.5      84 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.5      84 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.5      84 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.5      84 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.5      84 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.5      84 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.5      84 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.5      84 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.1      84 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.7      85 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.9      86 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.9      86 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.4      90 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.4      91 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.4      91 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   43 17.8      92 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.4      94 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   42 17.4      95 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 18.9      95 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   46 18.9      97 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 103.1  bits: 23.7 E(): 0.93 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (18-42:61-85) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
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        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                                         
gi|145 DEDGDGMIGVDEFVTLVKA               
              100                        
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 101.5  bits: 23.4 E():  1.1 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (18-73:60-104) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
       .. ::     ..  :: ..:. ...:        
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG    
                90        100            
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 101.5  bits: 23.4 E():  1.1 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (18-73:60-104) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
       .. ::     ..  :: ..:. ...:        
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG    
                90        100            
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 98.1  bits: 22.8 E():  1.8 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (18-65:60-106) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
        : ::  ..  . . :::                
gi|208 DV-DGDGKIGIEEFTDLVRSK             
      90        100                      
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 96.5  bits: 22.5 E():  2.2 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (18-42:61-85) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                                         
gi|145 DSDGDGKIGVDEFAAMVKA               
              100                        
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
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 initn:  42 init1:  42 opt:  62  Z-score: 94.9  bits: 23.7 E():  2.7 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (23-80:8-62) 
 
               10        20        30        40        50        60 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                             ::.:..:   . .. : .: .:  ::::     . .   
gi|324                MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPA 
                              10        20         30        40     
 
               70        80                                         
2MEPSP IGDLVVGLKQLGADVDCFLG                                         
        . .. ..: ::  :.  ::                                         
gi|324 KSKVIENFKALG--VNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEA 
           50          60        70        80        90       100   
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 94.8  bits: 22.2 E():  2.7 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (18-42:61-85) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                                         
gi|222 DSDGDGKIGAEEFAALVTA               
              100                        
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 93.1  bits: 21.9 E():  3.3 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (18-42:61-85) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                                         
gi|179 DSDGDGKIGVDEFAALVKA               
              100                        
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 91.5  bits: 21.6 E():  4.1 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (18-42:61-85) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                                         
gi|294 DSDGDGKIGIDEFAAMIKG               
              100                        
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 91.5  bits: 21.6 E():  4.1 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (18-42:61-85) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|288 FKACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
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               40        50        60        70        80        90 
 
        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                                         
gi|288 DSDGDGKIGVDEFAAMIKG               
              100                        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.8  bits: 22.0 E():  4.4 
Smith-Waterman score: 57; 31.4% identity (48.8% similar) in 86 aa overlap (1-78:71-150) 
 
                                             10            20       
2MEPSP                               KRAVVVGCGGKFPVEDAK----EEVQLFLG 
                                     .:::   :  .::  : .    : .. .:: 
gi|282 LCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVPGDCCRQFPPVDYSWCRCEAISHMLG 
               50        60        70        80        90       100 
 
         30        40        50            60        70        80   
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPR----MRERPIGDLVVGLKQLGADVDCFLG   
         :: .: : :    .:   . :. :  :     :.:  : : : . . :. : :.     
gi|282 --GI-YRELGA--PDVGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGV-CYWLAR 
                   110       120       130       140        150     
 
gi|282 SGY 
           
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 90.3  bits: 22.8 E():  4.8 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (17-52:252-287) 
 
                             10        20        30        40       
2MEPSP               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
         50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
       : .  :                             
gi|144 TAAAGGYKV                          
             290                          
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  60  Z-score: 88.8  bits: 23.2 E():  5.7 
Smith-Waterman score: 60; 27.5% identity (68.6% similar) in 51 aa overlap (14-64:184-233) 
 
                                10        20        30        40    
2MEPSP                  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     .::.....:  : . ..:.:...: ..:   
gi|845 MTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISA-LSAEL 
           160       170       180       190       200        210   
 
            50        60        70        80                        
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG                        
        .   .::.. : :..   ::                                        
gi|845 EECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADLDETT 
            220       230       240       250       260       270   
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.3  bits: 21.0 E():  6.2 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (18-40:59-81) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
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gi|288 DADGDGMLGLDEFAVLVKQ               
       90       100                      
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.0  bits: 21.0 E():  6.4 
Smith-Waterman score: 54; 30.5% identity (52.5% similar) in 59 aa overlap (18-76:60-107) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA----- 
      30        40        50        60        70        80          
 
        50        60        70        80   
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG   
       ..  :         ::  .:. ..:: ::       
gi|131 FLKAGDSD------GDGKIGVDEFGALVDKWGAKG 
           90             100       110    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.4  bits: 21.9 E():  8.9 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (17-52:248-283) 
 
                             10        20        30        40       
2MEPSP               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
         50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
       : .  :                             
gi|239 TAATGGYKV                          
       280                                
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 85.3  bits: 22.2 E():    9 
Smith-Waterman score: 57; 23.7% identity (62.7% similar) in 59 aa overlap (1-57:323-375) 
 
                                             10        20        30 
2MEPSP                               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     : :::..:.  .:  . :      .:. .. 
gi|495 CPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK------IGEINL 
            300       310       320       330       340             
 
               40        50          60        70        80 
2MEPSP AMRSLTAAVTAAGGNATYVLDG--VPRMRERPIGDLVVGLKQLGADVDCFLG 
       ..:.  . .:.. .:.  ...:  :: ..                        
gi|495 SYRGAGGPATSTCSNVKPTFSGKQVPAIKCA                      
        350       360       370                             
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.9  bits: 20.4 E():  9.6 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (19-42:62-85) 
 
                           10        20        30        40         
2MEPSP             KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
       50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                                        
gi|209 ADGDGMIGIDEFAVLVKQ               
             100                        
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.9  bits: 20.4 E():  9.6 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (19-42:62-85) 
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                           10        20        30        40         
2MEPSP             KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
       50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                                        
gi|249 ADGDGMIGIDEFAVLVKQ               
             100                        
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.9  bits: 21.9 E():  9.6 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (17-52:274-309) 
 
                             10        20        30        40       
2MEPSP               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
         50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
       : .  :                             
gi|398 TAATGGYKV                          
           310                            
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.9  bits: 21.9 E():  9.6 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (17-52:274-309) 
 
                             10        20        30        40       
2MEPSP               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
         50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
       : .  :                             
gi|330 TAATGGYKV                          
           310                            
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 84.4  bits: 20.8 E():   10 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (26-69:87-141) 
 
                    10        20        30        40                
2MEPSP      KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
           50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
           .. ::: . . :: . ..: .            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT 
        120       130       140       150   
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.1  bits: 20.4 E():   11 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (63-79:98-114) 
 
             40        50        60        70        80          
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG          
                                     ::. .:.. :.::: :.           
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
        70        80        90       100       110       120     
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>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.3  bits: 20.1 E():   12 
Smith-Waterman score: 51; 40.0% identity (68.0% similar) in 25 aa overlap (18-42:59-83) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.:. : : :      
gi|777 FKACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAG 
       30        40        50        60        70        80         
 
        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                                         
gi|777 DSDGDGKIGVDEFAAMVKH               
       90       100                      
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.2  bits: 20.1 E():   12 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (19-42:62-85) 
 
                           10        20        30        40         
2MEPSP             KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
       50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                                        
gi|288 ADGDGMIGIDEFAVWVKQ               
             100                        
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.2  bits: 20.1 E():   12 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (18-42:61-85) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                                         
gi|207 DSDGDGKIGVEEFQALVKA               
              100                        
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 82.6  bits: 21.2 E():   13 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (17-52:227-262) 
 
                             10        20        30        40       
2MEPSP               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
         50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
       : .  :                             
gi|180 TAAAGGYKV                          
        260                               
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 82.4  bits: 21.2 E():   13 
Smith-Waterman score: 54; 23.2% identity (62.3% similar) in 69 aa overlap (12-79:14-76) 
 
                 10        20        30        40         50        
2MEPSP   KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                    .:..: :   :  : .... ....  :: .    . . .:...:... 
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gi|225 VGVDGLIDDIIAILPIDDLKALFQEKL-ETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQ 
               10        20         30        40        50          
 
        60        70        80                                      
2MEPSP ERPIGDLVVGLKQLGADVDCFLG                                      
            ::.  :.. :.::: ..                                       
gi|225 -----DLLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMD 
           60        70        80        90       100       110     
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.0  bits: 22.0 E():   14 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (53-79:454-481) 
 
             30        40        50        60         70        80  
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLG  
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
gi|424 IKKLFGLSH 
           490   
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.6  bits: 19.8 E():   15 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (18-40:61-83) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                                         
gi|145 DSDGDGKIGVDEFGAMIKA               
              100                        
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.6  bits: 19.8 E():   15 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (18-40:61-83) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                                         
gi|148 DSDGDGKIGVDEFGAMIKA               
              100                        
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 20.9 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (26-52:251-277) 
 
                    10        20        30        40        50      
2MEPSP      KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
          60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 20.9 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (26-52:252-278) 
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                    10        20        30        40        50      
2MEPSP      KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
          60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 20.9 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (26-52:255-281) 
 
                    10        20        30        40        50      
2MEPSP      KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
          60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.4  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (28-52:260-284) 
 
                  10        20        30        40        50        
2MEPSP    KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.4  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (28-52:260-284) 
 
                  10        20        30        40        50        
2MEPSP    KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.4  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (28-52:260-284) 
 
                  10        20        30        40        50        
2MEPSP    KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.4  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (28-52:260-284) 
 
                  10        20        30        40        50        
2MEPSP    KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.4  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (28-52:260-284) 
 
                  10        20        30        40        50        
2MEPSP    KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.4  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (28-52:260-284) 
 
                  10        20        30        40        50        
2MEPSP    KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.4  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (28-52:260-284) 
 
                  10        20        30        40        50        
2MEPSP    KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.4  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (28-52:260-284) 
 
                  10        20        30        40        50        
2MEPSP    KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.4  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (28-52:260-284) 
 
                  10        20        30        40        50        
2MEPSP    KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.4  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (28-52:260-284) 
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                  10        20        30        40        50        
2MEPSP    KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.4  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (28-52:260-284) 
 
                  10        20        30        40        50        
2MEPSP    KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.4  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (28-52:260-284) 
 
                  10        20        30        40        50        
2MEPSP    KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.4  bits: 20.9 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (26-52:258-284) 
 
                    10        20        30        40        50      
2MEPSP      KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
          60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.4  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (28-52:260-284) 
 
                  10        20        30        40        50        
2MEPSP    KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.4  bits: 20.9 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (28-52:260-284) 
 
                  10        20        30        40        50        
2MEPSP    KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.4  bits: 21.0 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (26-52:261-287) 
 
                    10        20        30        40        50      
2MEPSP      KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
          60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.2  bits: 21.0 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (26-52:266-292) 
 
                    10        20        30        40        50      
2MEPSP      KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
          60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 80.2  bits: 20.2 E():   17 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (32-47:142-161) 
 
              10        20        30            40        50        
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLG 
                               
gi|249 GYKV                    
                               
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.2  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (63-79:202-218) 
 
             40        50        60        70        80          
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG          
                                     ::. .:.. :.::: :.           
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             180       190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.1  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (63-79:205-221) 
 
             40        50        60        70        80          
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG          
                                     ::. .:.. :.::: :.           
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          180       190       200       210       220       230  
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.0  bits: 21.0 E():   18 
Smith-Waterman score: 53; 19.4% identity (51.6% similar) in 62 aa overlap (1-62:174-235) 
 
                                             10        20        30 
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2MEPSP                               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     ...:. : :.   : . ....  .   :   
gi|107 GIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAVFNKEDDIGTYTIRAVD 
           150       160       170       180       190       200    
 
               40        50        60        70        80           
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG           
         :.:.  :    ..  : .. .  . :. ::                             
gi|107 DPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESPIPINVIL 
           210       220       230       240       250       260    
 
gi|107 AINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
           270       280       290       300         
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.0  bits: 20.6 E():   20 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (17-52:238-273) 
 
                             10        20        30        40       
2MEPSP               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
         50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
       : .  :                             
gi|313 TAATGGYKV                          
       270                                
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (17-52:246-281) 
 
                             10        20        30        40       
2MEPSP               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
         50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
       : .  :                             
gi|295 TAATGGYKV                          
         280                              
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 78.6  bits: 21.4 E():   21 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (63-80:295-313) 
 
             40        50        60         70        80            
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLG            
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.3  bits: 19.2 E():   22 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (18-42:61-85) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
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gi|207 DSDGDGKIGVEEFQALVKA               
              100                        
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.7  bits: 20.7 E():   24 
Smith-Waterman score: 52; 26.3% identity (71.1% similar) in 38 aa overlap (7-44:29-66) 
 
                                     10        20        30         
2MEPSP                       KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                                   :  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG                   
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.4  bits: 20.3 E():   25 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (17-52:238-273) 
 
                             10        20        30        40       
2MEPSP               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
         50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
       : .  :                             
gi|168 TAATGGYKV                          
       270                                
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.4  bits: 20.3 E():   25 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (17-52:238-273) 
 
                             10        20        30        40       
2MEPSP               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
         50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
       : .  :                             
gi|313 TAATGGYKV                          
       270                                
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.4  bits: 20.3 E():   25 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (17-52:238-273) 
 
                             10        20        30        40       
2MEPSP               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
         50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
       : .  :                             
gi|313 TAATGGYKV                          
       270                                
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.7  bits: 20.7 E():   27 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (13-37:22-45) 
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                        10        20        30        40        50  
2MEPSP          KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                            ::..: :.:. :: .:. . ::: :               
gi|113 MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNIIDKCWRCK 
               10        20         30        40        50          
 
              60        70        80                                
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLG                                
                                                                    
gi|113 ADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWI 
      60        70        80        90       100       110          
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.7  bits: 20.4 E():   27 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (28-52:280-304) 
 
                  10        20        30        40        50        
2MEPSP    KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 76.6  bits: 18.8 E():   27 
Smith-Waterman score: 47; 41.0% identity (53.8% similar) in 39 aa overlap (18-52:61-96) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA----AG 
                                     .::..::: :     :.:: . :     :: 
gi|193 FHKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAG 
               40        50        60        70        80        90 
 
            50        60        70        80 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
        :   : ::                             
gi|193 DN---VGDGKIGIDEFNHLVKH                
                 100                         
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.9  bits: 18.5 E():   34 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (18-36:61-79) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.::            
gi|179 FAKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAG 
               40        50        60        70        80        90 
 
        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                                         
gi|179 DSDGDGKIGVDEFTALVKA               
              100                        
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (36-61:11-39) 
 
          10        20        30        40        50           60   
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
             70        80                                           
2MEPSP DLVVGLKQLGADVDCFLG                                           
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gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 74.1  bits: 15.9 E():   38 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (40-54:2-16) 
 
      10        20        30        40        50        60          
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . : : .:                
gi|320                              YTTEGGTKSEVEDVIPEGWK            
                                            10        20            
 
      70        80 
2MEPSP QLGADVDCFLG 
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 18.6 E():   39 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:14-26) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|157 SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 18.6 E():   39 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:14-26) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 18.6 E():   39 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:14-26) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|256 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 18.6 E():   39 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:14-26) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 18.6 E():   39 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:14-26) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|214 SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 18.6 E():   39 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:14-26) 
 
                            10        20        30        40        
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2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|760 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:15-27) 
 
                             10        20        30        40       
2MEPSP               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                     :...: :: :. :                                  
gi|110 RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKASID 
               10        20        30        40        50        60 
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 18.6 E():   40 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:20-32) 
 
                                  10        20        30        40  
2MEPSP                    KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                          :...: :: :. :                             
gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSNAAKIEI 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG                      
                                                                    
gi|394 KATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENVVVTVKLLGDN 
               70        80        90       100       110       120 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (17-52:267-298) 
 
                             10        20        30        40       
2MEPSP               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
         50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
       : .  :                             
gi|663 TAAAGGYKA                          
            300                           
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.4  bits: 20.1 E():   41 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (51-79:184-213) 
 
               30        40        50        60          70         
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
       80                                                           
2MEPSP LG                                                           
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.4  bits: 20.1 E():   41 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (51-79:184-213) 
 
               30        40        50        60          70         
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
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           160       170       180       190       200        210   
 
       80                                                           
2MEPSP LG                                                           
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.3  bits: 18.2 E():   42 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (18-42:61-85) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|145 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                                         
gi|145 DSDGDGAIGVDEWAVLVKA               
              100                        
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.3  bits: 18.2 E():   42 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (18-42:61-85) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|148 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                                         
gi|148 DSDGDGAIGVEEWAVLVKA               
              100                        
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.3  bits: 19.4 E():   42 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (17-44:210-237) 
 
                             10        20        30        40       
2MEPSP               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
         50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                                          
gi|226 V                                  
     240                                  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 18.6 E():   42 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (31-53:22-44) 
 
               10        20        30        40        50        60 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|198          MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP IGDLVVGLKQLGADVDCFLG                                         
                                                                    
gi|198 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
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>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 18.6 E():   42 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (31-53:22-44) 
 
               10        20        30        40        50        60 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :.: . ::.....:..  ::.:.        
gi|753          MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVI 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP IGDLVVGLKQLGADVDCFLG                                         
                                                                    
gi|753 ALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGAD 
              60        70        80        90       100       110  
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 18.6 E():   42 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:30-42) 
 
                                            10        20        30  
2MEPSP                              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                                    :...: :: :. :                   
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEAN 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG            
                                                                    
gi|164 QNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 18.6 E():   42 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:30-42) 
 
                                            10        20        30  
2MEPSP                              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                                    :...: :: :. :                   
gi|144 MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDAN 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG            
                                                                    
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV 
               70        80        90       100       110       120 
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 18.6 E():   43 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:31-43) 
 
                                             10        20        30 
2MEPSP                               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG           
                                                                    
gi|135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 18.6 E():   43 
Smith-Waterman score: 46; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:31-43) 
 
                                             10        20        30 
2MEPSP                               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
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                                     :...: :: :. :                  
gi|996 MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEA 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG           
                                                                    
gi|996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.9  bits: 20.5 E():   44 
Smith-Waterman score: 51; 37.8% identity (51.4% similar) in 37 aa overlap (51-80:341-377) 
 
               30        40        50         60        70          
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVD--- 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
            80                                                      
2MEPSP ---CFLG                                                      
          : ::                                                      
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.8 E():   45 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (18-60:5-47) 
 
               10        20        30        40        50        60 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                        :. : :::. : .:  . . :. :. . :: .  ..:     : 
gi|249              MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATP 
                            10        20        30        40        
 
               70        80                                         
2MEPSP IGDLVVGLKQLGADVDCFLG                                         
                                                                    
gi|249 ATPATPATPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATN 
        50        60        70        80        90       100        
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 72.3  bits: 19.8 E():   47 
Smith-Waterman score: 49; 33.3% identity (60.6% similar) in 33 aa overlap (44-76:94-121) 
 
            20        30        40        50        60        70    
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::   .:  :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVP---QR--GNITIHLQQFNE 
            70        80        90       100            110         
 
            80                                                      
2MEPSP DVDCFLG                                                      
       :.:                                                          
gi|144 DLDKMTPDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEA 
      120       130       140       150       160       170         
 
>>gi|73621416|sp|Q8H2C8.3|PROF2_ARTVU RecName: Full=Prof  (133 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.0  bits: 18.3 E():   49 
Smith-Waterman score: 45; 20.4% identity (57.4% similar) in 54 aa overlap (29-80:17-70) 
 
               10        20        30        40        50        60 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                   : ...  .::. .  :..    :  :... .  
gi|736             MSWQTYVDDHLMCDIEGTGQHLTAAAILGLDGTVWAKSDKFPEFKPEE 
                           10        20        30        40         
 
               70          80                                       
2MEPSP IGDLVVGLKQLG--ADVDCFLG                                       
       .  ..  ....:  : .  :::                                       
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gi|736 MKGIINEFNEVGTLAPTGLFLGGAKYMVLQGEAGAVIRGKKGAGGICIKKTGQAMVMGIY 
       50        60        70        80        90       100         
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.9  bits: 18.7 E():   50 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (53-77:59-82) 
 
             30        40        50        60        70        80   
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG   
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.9  bits: 18.7 E():   50 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (53-77:59-82) 
 
             30        40        50        60        70        80   
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG   
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.8  bits: 18.3 E():   50 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (18-47:5-32) 
 
               10        20        30        40        50        60 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                        :  : .::. :  .. .:... :: ::.::              
gi|300              MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDVNAS 
                            10          20        30        40      
 
               70        80                                         
2MEPSP IGDLVVGLKQLGADVDCFLG                                         
                                                                    
gi|300 FRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHA 
          50        60        70        80        90       100      
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.8  bits: 18.3 E():   50 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (18-47:5-32) 
 
               10        20        30        40        50        60 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                        :  : .::. :  .. .:... :: ::.::              
gi|300              MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDINAS 
                            10          20        30        40      
 
               70        80                                         
2MEPSP IGDLVVGLKQLGADVDCFLG                                         
                                                                    
gi|300 FRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHA 
          50        60        70        80        90       100      
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.8  bits: 19.8 E():   50 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (50-79:361-385) 
 
      20        30        40        50        60        70          
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2495

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

      80          
2MEPSP G          
                  
gi|284 ELIRSLFGLP 
         390      
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.8  bits: 19.8 E():   50 
Smith-Waterman score: 50; 22.9% identity (58.6% similar) in 70 aa overlap (6-72:13-80) 
 
                      10        20        30        40        50    
2MEPSP        KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                   :. : ..: .. ..... ::  : . .  .:: :    .: . : ..: 
gi|258 MKLPIMILAVLGVAFGKSLPNRNLQDDLNDFL--ALLPVDEITAIVMDYLANDAEVQEAV 
               10        20        30          40        50         
 
            60           70        80                               
2MEPSP PRMRERPIGDLVV---GLKQLGADVDCFLG                               
         .. . .  .:    ::...:                                       
gi|258 AYLQGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINRLHSVFGWDPYVPSSKRKHT 
       60        70        80        90       100       110         
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 17.9 E():   51 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (19-46:54-81) 
 
                           10        20        30        40         
2MEPSP             KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
       50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                                        
gi|598 EEKKEEKEEEKEESDEDMGFGLFD         
            90       100                
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.7  bits: 19.4 E():   51 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (23-50:7-33) 
 
               10        20        30        40        50        60 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                             :..:..:   : .: : . : :. :..:           
gi|198                 MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPE 
                               10        20         30        40    
 
               70        80                                         
2MEPSP IGDLVVGLKQLGADVDCFLG                                         
                                                                    
gi|198 KAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGT 
            50        60        70        80        90       100    
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.7  bits: 17.9 E():   51 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (19-42:61-84) 
 
                           10        20        30        40         
2MEPSP             KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
       50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                                        
gi|288 ADGDGMLGLDEFAVLVKQ               
              100                       
 
>>gi|116174182|emb|CAL59819.1| hyaluronidase homologue [  (323 aa) 
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 initn:  39 init1:  39 opt:  48  Z-score: 71.4  bits: 19.5 E():   53 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (45-76:66-94) 
 
           20        30        40        50          60        70   
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|116 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
             80                                                     
2MEPSP ADVDCFLG                                                     
        ..:                                                         
gi|116 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.2  bits: 20.2 E():   54 
Smith-Waterman score: 50; 37.8% identity (51.4% similar) in 37 aa overlap (51-80:341-377) 
 
               30        40        50         60        70          
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVD--- 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
            80                                                      
2MEPSP ---CFLG                                                      
          : ::                                                      
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespula v  (340 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.1  bits: 19.5 E():   55 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (45-76:66-94) 
 
           20        30        40        50          60        70   
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|621 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
             80                                                     
2MEPSP ADVDCFLG                                                     
        ..:                                                         
gi|621 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.0  bits: 19.8 E():   55 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (50-79:262-286) 
 
      20        30        40        50        60        70          
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (7-20:91-104) 
 
                                       10        20        30       
2MEPSP                         KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
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               70        80        90       100       110       120 
 
         40        50        60        70        80                 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG                 
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.5  bits: 18.4 E():   59 
Smith-Waterman score: 45; 27.7% identity (50.8% similar) in 65 aa overlap (13-76:110-167) 
 
                                 10        20        30         40  
2MEPSP                   KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM-RSLTAAVTA 
                                     : .:  .::: .   ::. . :..  . .  
gi|158 DGVTDATGTYTIELKDSHEEDICQVVLVASPRKDC-DEVQALRDRAGVLLTRNVGISDSL 
      80        90       100       110        120       130         
 
              50        60        70        80 
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
         .:    .  ::     :.   .. :::: .: :     
gi|158 RPANPLGYFKDVPL----PV--CAALLKQLDSDDDDDQ  
      140       150             160       170  
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.2  bits: 19.1 E():   62 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (18-69:5-62) 
 
               10        20        30        40        50           
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV------P 
                        :  : :::  : .:  . . :. :. . :: .  :.      : 
gi|119              MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAAGKITP 
                            10        20        30        40        
 
           60        70        80                                   
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLG                                   
        .... . :. ::.:                                              
gi|119 TQEQKLMEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHV 
        50        60        70        80        90       100        
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (27-46:67-86) 
 
                   10        20        30        40        50       
2MEPSP     KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
         60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLG 
                                
gi|668 EKEESDEDMGFGLFD          
        100       110           
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (27-46:67-86) 
 
                   10        20        30        40        50       
2MEPSP     KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
         60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLG 
                                
gi|833 EKEESDEDMGFGLFD          
        100       110           

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2498

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 18.8 E():   65 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (23-62:1-39) 
 
               10        20         30        40        50          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                             .:::.: :::       .::. :.    ::.      . 
gi|116                       VFLGSAHGIAKVPPGPNITATYGDEW--LDAKSTWYGK 
                                     10        20          30       
 
      60        70        80                                        
2MEPSP PIGDLVVGLKQLGADVDCFLG                                        
       : :                                                          
gi|116 PTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPV 
         40        50        60        70        80        90       
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (40-72:28-60) 
 
      10        20        30        40        50        60          
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :.. :: . .  :.  .. : .:: . :   
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCM 
                  10        20        30        40        50        
 
      70        80                                                  
2MEPSP QLGADVDCFLG                                                  
       . :                                                          
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.5  bits: 19.5 E():   67 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (23-69:346-393) 
 
                       10        20        30        40         50  
2MEPSP         KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
              60        70        80                                
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLG                                
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.5  bits: 19.5 E():   67 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (23-69:346-393) 
 
                       10        20        30        40         50  
2MEPSP         KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
              60        70        80                                
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLG                                
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (7-20:91-104) 
 
                                       10        20        30       
2MEPSP                         KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
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                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
         40        50        60        70        80                 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG                 
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (7-20:91-104) 
 
                                       10        20        30       
2MEPSP                         KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
         40        50        60        70        80                 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG                 
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (17-52:238-273) 
 
                             10        20        30        40       
2MEPSP               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
         50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
       : .  :                             
gi|313 TAAAGGYKV                          
       270                                
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.3 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (35-54:69-88) 
 
           10        20        30        40        50        60     
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
           70        80 
2MEPSP VVGLKQLGADVDCFLG 
                        
gi|105 T                
                        
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:14-26) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|179 DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDG 
               10        20        30        40        50        60 
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:14-26) 
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                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:14-26) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:14-26) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:14-26) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSKTAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:14-26) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:14-26) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:14-26) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:14-26) 
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                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:14-26) 
 
                            10        20        30        40        
2MEPSP              KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                    :...: :: :. :                                   
gi|217 DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKASIDG 
               10        20        30        40        50        60 
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (58-76:40-58) 
 
        30        40        50        60        70        80        
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG        
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (10-40:6-35) 
 
               10        20        30        40        50        60 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                :.. . : .:. . :: . :...   ::: :                     
gi|144     MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLS 
                   10         20        30        40        50      
 
               70        80                                         
2MEPSP IGDLVVGLKQLGADVDCFLG                                         
                                                                    
gi|144 TFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEV 
          60        70        80        90       100       110      
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (29-72:17-60) 
 
               10        20        30        40        50        60 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                   : :  ::..:...  :..    .. :... .  
gi|130             MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQE 
                           10        20        30        40         
 
               70        80                                         
2MEPSP IGDLVVGLKQLGADVDCFLG                                         
       :  ..  ... :                                                 
gi|130 ITGIMKDFEEPGHLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIY 
       50        60        70        80        90       100         
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.6  bits: 19.6 E():   75 
Smith-Waterman score: 48; 25.4% identity (49.3% similar) in 67 aa overlap (2-54:393-459) 
 
                                            10        20            
2MEPSP                              KRAVVVGCGGKFPVEDAKEEVQLFL------ 
                                     :. :::  ::   .:  .. :...       
gi|298 QHVVLYKNAIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFA 
            370       380       390       400       410       420   
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                  30        40        50        60        70        
2MEPSP -----GNAG---IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
            :  :   . ...   :.:.  :. : :: ..:                        
gi|298 VVLKAGREGLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQ 
            430       440       450       460       470       480   
 
        80                    
2MEPSP FLG                    
                              
gi|298 EVEVFRPFQSRDEKERERFSIV 
            490       500     
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (25-51:107-133) 
 
                     10        20        30        40        50     
2MEPSP       KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
           60        70        80                                   
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLG                                   
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 18.8 E():   76 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (26-52:276-298) 
 
                    10        20        30        40        50      
2MEPSP      KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
          60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:23-35) 
 
                                     10        20        30         
2MEPSP                       KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                             :...: :: :. :                          
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG                   
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:27-39) 
 
                                         10        20        30     
2MEPSP                           KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRS 
                                 :...: :: :. :                      
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG               
                                                                    
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
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               70        80        90       100       110       120 
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.3  bits: 18.5 E():   78 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (7-20:68-81) 
 
                                       10        20        30       
2MEPSP                         KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
         40        50        60        70        80                 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG                 
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.3  bits: 18.5 E():   78 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (7-20:68-81) 
 
                                       10        20        30       
2MEPSP                         KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
         40        50        60        70        80                 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG                 
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.3  bits: 18.5 E():   78 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (7-20:69-82) 
 
                                       10        20        30       
2MEPSP                         KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
         40        50        60        70        80                 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG                 
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:31-43) 
 
                                             10        20        30 
2MEPSP                               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG           
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:31-43) 
 
                                             10        20        30 
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2MEPSP                               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG           
                                                                    
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:31-43) 
 
                                             10        20        30 
2MEPSP                               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG           
                                                                    
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:31-43) 
 
                                             10        20        30 
2MEPSP                               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG           
                                                                    
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:31-43) 
 
                                             10        20        30 
2MEPSP                               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG           
                                                                    
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:31-43) 
 
                                             10        20        30 
2MEPSP                               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG           
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gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.1  bits: 18.1 E():   80 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (30-54:121-145) 
 
                10        20        30        40        50          
2MEPSP  KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
      60        70        80                     
2MEPSP PIGDLVVGLKQLGADVDCFLG                     
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (23-62:5-43) 
 
               10        20         30        40        50          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                             .:::.: :::       .::  :.    ::.      . 
gi|168                   ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGK 
                                 10        20        30          40 
 
      60        70        80                                        
2MEPSP PIGDLVVGLKQLGADVDCFLG                                        
       : :                                                          
gi|168 PTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAV 
               50        60        70        80        90       100 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.0  bits: 18.1 E():   81 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (8-24:172-189) 
 
                                      10         20        30       
2MEPSP                        KRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|313 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
         40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.0  bits: 18.1 E():   81 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (8-24:172-189) 
 
                                      10         20        30       
2MEPSP                        KRAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|476 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
         40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (7-20:91-104) 
 
                                       10        20        30       
2MEPSP                         KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
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         40        50        60        70        80                 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG                 
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 44; 45.5% identity (81.8% similar) in 11 aa overlap (6-16:166-176) 
 
                                        10        20        30      
2MEPSP                          KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     .:::..  .::                    
gi|549 EVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGN 
         140       150       160       170       180       190      
 
          40        50        60        70        80 
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                                                     
gi|549 EPIYERK                                       
         200                                         
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (23-62:16-54) 
 
               10        20         30        40        50          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                             .:::.: :::       .::. :.    ::.      . 
gi|386        MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKSTWYGK 
                      10        20        30        40          50  
 
      60        70        80                                        
2MEPSP PIGDLVVGLKQLGADVDCFLG                                        
       : :                                                          
gi|386 PTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPI 
              60        70        80        90       100       110  
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (35-54:232-251) 
 
           10        20        30        40        50        60     
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
           70        80 
2MEPSP VVGLKQLGADVDCFLG 
                        
gi|898 AK               
                        
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (7-20:91-104) 
 
                                       10        20        30       
2MEPSP                         KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
         40        50        60        70        80                 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG                 
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2507

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (23-62:16-54) 
 
               10        20         30        40        50          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                             .:::.: :::       .::  :.    ::.      . 
gi|126        MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGK 
                      10        20        30        40          50  
 
      60        70        80                                        
2MEPSP PIGDLVVGLKQLGADVDCFLG                                        
       : :                                                          
gi|126 PTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAV 
              60        70        80        90       100       110  
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (23-62:16-54) 
 
               10        20         30        40        50          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                             .:::.: :::       .::. :.    ::.      . 
gi|409        MASSSSVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKSTWYGK 
                      10        20        30        40          50  
 
      60        70        80                                        
2MEPSP PIGDLVVGLKQLGADVDCFLG                                        
       : :                                                          
gi|409 PTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPV 
              60        70        80        90       100       110  
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (23-62:16-54) 
 
               10        20         30        40        50          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                             .:::.: :::       .::  :.    ::.      . 
gi|752        MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGK 
                      10        20        30        40          50  
 
      60        70        80                                        
2MEPSP PIGDLVVGLKQLGADVDCFLG                                        
       : :                                                          
gi|752 PTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAV 
              60        70        80        90       100       110  
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (23-62:16-54) 
 
               10        20         30        40        50          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                             .:::.: :::       .::  :.    ::.      . 
gi|168        MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGK 
                      10        20        30        40          50  
 
      60        70        80                                        
2MEPSP PIGDLVVGLKQLGADVDCFLG                                        
       : :                                                          
gi|168 PTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAV 
              60        70        80        90       100       110  
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (7-20:91-104) 
 
                                       10        20        30       
2MEPSP                         KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
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gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
         40        50        60        70        80                 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG                 
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (7-20:92-105) 
 
                                       10        20        30       
2MEPSP                         KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
         40        50        60        70        80                 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG                 
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (23-62:18-56) 
 
               10        20         30        40        50          
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                             .:::.: :::       .::. :.    ::.      . 
gi|117      MASSSRSVLLLVAALFAVFLGSAHGIAKVPPGPNITATYGDEW--LDAKSTWYGK 
                    10        20        30        40          50    
 
      60        70        80                                        
2MEPSP PIGDLVVGLKQLGADVDCFLG                                        
       : :                                                          
gi|117 PTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPV 
            60        70        80        90       100       110    
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (11-45:96-129) 
 
                                   10        20        30        40 
2MEPSP                     KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
               50        60        70        80                     
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG                     
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (36-64:11-42) 
 
          10        20        30        40        50           60   
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    ...:::   ::..  . :. 
gi|116                     MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAIS 
                                   10        20        30        40 
 
             70        80                                           
2MEPSP DLVVGLKQLGADVDCFLG                                           
       ..                                                           
gi|116 SVENIEGNGGPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKIS 
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               50        60        70        80        90       100 
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (61-77:7-23) 
 
               40        50        60        70        80           
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG           
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (61-77:7-23) 
 
               40        50        60        70        80           
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG           
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (36-52:112-128) 
 
          10        20        30        40        50        60      
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
          70        80 
2MEPSP VGLKQLGADVDCFLG 
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (31-77:80-121) 
 
               10        20        30        40        50        60 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
               70        80          
2MEPSP IGDLVVGLKQLGADVDCFLG          
        : ... :  . :: ::             
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY 
          110       120       130    
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (29-73:17-61) 
 
               10        20        30        40        50        60 
2MEPSP KRAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                   : ...  .::. .. ::.    .. :...    
gi|622             MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDE 
                           10        20        30        40         
 
               70        80                                         
2MEPSP IGDLVVGLKQLGADVDCFLG                                         
       :. ..  ... ::                                                
gi|622 INAIIKEFSEPGALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIY 
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       50        60        70        80        90       100         
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 17.8 E():   92 
Smith-Waterman score: 43; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:60-72) 
 
                                             10        20        30 
2MEPSP                               KRAVVVGCGGKFPVEDAKEEVQLFLGNAGI 
                                     :...: :: :. :                  
gi|156 CVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
      30        40        50        60        70        80          
 
               40        50        60        70        80           
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG           
                                                                    
gi|156 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
      90       100       110       120       130       140          
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.8  bits: 14.4 E():   94 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (40-54:2-16) 
 
      10        20        30        40        50        60          
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . . : .:                
gi|320                              YTTEGGTKSEAEDVIPE               
                                            10                      
 
      70        80 
2MEPSP QLGADVDCFLG 
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 42; 40.0% identity (56.0% similar) in 25 aa overlap (54-77:78-102) 
 
            30        40        50        60         70        80   
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLG   
                                     :::::.   .:  . ::.:     :      
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNLDEKCMCPAIMM 
        50        60        70        80        90       100        
 
gi|112 MLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
       110       120       130       140  
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 46; 26.7% identity (46.7% similar) in 45 aa overlap (32-76:64-108) 
 
              10        20        30        40        50        60  
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   .. . :: .  : : :. :     . 
gi|238 KYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEF 
            40        50        60        70        80        90    
 
              70        80                                          
2MEPSP GDLVVGLKQLGADVDCFLG                                          
        : ..   .   :::                                              
gi|238 DDAMIKDISNHDDVDYIEPDFVVRTSTNGTNLTRQENVPSWGLARVGSKQAGGTTYYYDS 
           100       110       120       130       140       150    
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 18.9 E():   97 
Smith-Waterman score: 46; 26.7% identity (44.4% similar) in 45 aa overlap (32-76:66-110) 
 
              10        20        30        40        50        60  
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   ..   :: .  : : :. :     . 
gi|581 KYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEF 
          40        50        60        70        80        90      
 
              70        80                                          
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2MEPSP GDLVVGLKQLGADVDCFLG                                          
        : ..   .   :::                                              
gi|581 DDAMIKDISSHDDVDFIEPDFVVRTTTNGTNLTHQDNVPSWGLARVGSKKPGGTTYYYDP 
         100       110       120       130       140       150      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:32 2011 done: Tue Apr 19 10:57:32 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 75  - 154 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     3     2:* 
  32    20     8:==*==== 
  34    30    22:=======*== 
  36    48    44:==============*= 
  38    78    73:========================*= 
  40    98   102:=================================* 
  42   135   125:=========================================*=== 
  44   118   138:========================================     * 
  46   140   140:==============================================* 
  48   126   134:==========================================  * 
  50    94   122:================================        * 
  52    77   108:==========================         * 
  54    55    92:===================           * 
  56   146    77:=========================*======================= 
  58    64    63:====================*= 
  60    29    51:==========      * 
  62    23    41:========     * 
  64    35    33:==========*= 
  66    27    26:========* 
  68    29    20:======*=== 
  70    15    16:=====* 
  72    15    12:===*= 
  74    14    10:===*= 
  76     3     8:= * 
  78     7     6:=*= 
  80     6     5:=* 
  82    23     3:*======= 
  84     7     3:*== 
  86     8     2:*== 
  88     1     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     0     0:          * 
 104     2     0:=         *== 
 106     1     0:=         *= 
 108     0     0:          * 
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 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.98740.00319; mu= 11.8503 0.164 
 mean_var=33.3637 9.598, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.222043 
 Kolmogorov-Smirnov  statistic: 0.0580 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 24.3    0.62 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 24.0    0.77 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 24.0    0.77 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 23.4     1.2 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 23.0     1.5 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 22.7     1.9 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 24.2     1.9 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 22.4     2.4 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 22.1     2.9 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   56 22.1     2.9 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 23.2     3.6 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   60 23.6     4.4 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.4     4.5 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   54 21.4     4.7 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   54 21.5     6.3 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 22.2     6.9 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 20.8     7.2 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 20.8     7.2 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 22.2     7.5 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 22.2     7.5 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 21.2     7.7 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.8       8 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   51 20.5     8.8 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.5     8.9 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.5     8.9 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.6      10 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   54 21.6      10 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.2      11 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.2      11 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.3      11 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.3      13 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.3      13 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.3      13 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.3      14 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.3      14 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.3      14 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.3      14 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.3      14 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.3      14 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.3      14 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.3      14 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.3      14 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.3      14 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.3      14 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.3      14 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.3      14 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.3      14 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.3      14 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.6      14 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.3      14 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.9      14 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   54 21.6      14 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.3      14 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.9      14 
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gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.9      16 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 21.0      17 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.5      17 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.7      17 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   52 21.0      18 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 21.0      20 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.6      20 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.6      20 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.6      20 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   47 19.2      22 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.6      22 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 21.0      22 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   46 18.9      27 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.3      28 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.3      30 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   45 18.5      33 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   45 18.5      33 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 20.0      34 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.9      35 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.9      35 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.6      35 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.4      35 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.4      35 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 20.0      38 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   51 20.7      38 
gi|73621416|sp|Q8H2C8.3|PROF2_ARTVU RecName: Full= ( 133)   45 18.6      40 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   49 20.0      40 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.2      41 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.6      41 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.6      41 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 19.0      41 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 19.0      41 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.2      41 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.7      43 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   49 20.0      43 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 20.0      43 
gi|116174182|emb|CAL59819.1| hyaluronidase homolog ( 323)   48 19.7      45 
gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespu ( 340)   48 19.7      47 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   50 20.4      47 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.3      47 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   49 20.1      48 
gi|1588669|prf||2209273A Zm13                      ( 170)   45 18.6      49 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.9      53 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.9      53 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.4      53 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.0      55 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.3      56 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.0      58 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.7      58 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.7      59 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.0      59 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.6      59 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 19.0      61 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 17.9      61 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 17.9      62 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 19.0      62 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 19.0      65 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.4      66 
gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=1 ( 504)   48 19.8      66 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.7      67 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.7      67 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.7      67 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.3      68 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   44 18.3      69 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   44 18.3      69 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.7      69 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.3      71 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.7      72 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.7      72 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.7      72 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.7      72 
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gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.7      72 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.7      72 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.7      72 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.7      72 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.7      72 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.3      72 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.7      72 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 18.0      72 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.7      73 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.7      73 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.1      75 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.1      75 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.6      76 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.6      77 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.6      77 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   42 17.6      81 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 19.1      84 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 14.7      84 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   46 19.1      86 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.3      86 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   41 17.3      92 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.3      95 
gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma s ( 284)   44 18.4      96 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   44 18.4      99 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   40 16.9      99 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   40 16.9      99 
gi|239735|gb|AAB20453.1| Car b I=major allergen [C (  40)   36 15.5      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 106.2  bits: 24.3 E(): 0.62 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (17-41:61-85) 
 
                             10        20        30        40       
2MEPSP               RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
         50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                          
gi|145 DEDGDGMIGVDEFVTLVKA                
              100                         
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 104.5  bits: 24.0 E(): 0.77 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (17-72:60-104) 
 
                             10        20        30        40       
2MEPSP               RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
         50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
       .. ::     ..  :: ..:. ...:         
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG     
                90        100             
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 104.5  bits: 24.0 E(): 0.77 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (17-72:60-104) 
 
                             10        20        30        40       
2MEPSP               RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
         50        60        70        80 
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2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
       .. ::     ..  :: ..:. ...:         
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG     
                90        100             
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 101.0  bits: 23.4 E():  1.2 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (17-64:60-106) 
 
                             10        20        30        40       
2MEPSP               RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
         50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
        : ::  ..  . . :::                 
gi|208 DV-DGDGKIGIEEFTDLVRSK              
      90        100                       
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 99.2  bits: 23.0 E():  1.5 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (17-41:61-85) 
 
                             10        20        30        40       
2MEPSP               RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
         50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                          
gi|145 DSDGDGKIGVDEFAAMVKA                
              100                         
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 97.5  bits: 22.7 E():  1.9 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (17-41:61-85) 
 
                             10        20        30        40       
2MEPSP               RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
         50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                          
gi|222 DSDGDGKIGAEEFAALVTA                
              100                         
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  62  Z-score: 97.3  bits: 24.2 E():  1.9 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (22-79:8-62) 
 
               10        20        30        40        50        60 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                            ::.:..:   . .. : .: .:  ::::     . .    
gi|324               MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAK 
                             10        20         30        40      
 
               70        80                                         
2MEPSP GDLVVGLKQLGADVDCFLGT                                         
       . .. ..: ::  :.  ::                                          
gi|324 SKVIENFKALG--VNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAG 
          50          60        70        80        90       100    
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 95.8  bits: 22.4 E():  2.4 
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Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (17-41:61-85) 
 
                             10        20        30        40       
2MEPSP               RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
         50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                          
gi|179 DSDGDGKIGVDEFAALVKA                
              100                         
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 94.0  bits: 22.1 E():  2.9 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (17-41:61-85) 
 
                             10        20        30        40       
2MEPSP               RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
         50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                          
gi|294 DSDGDGKIGIDEFAAMIKG                
              100                         
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 94.0  bits: 22.1 E():  2.9 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (17-41:61-85) 
 
                             10        20        30        40       
2MEPSP               RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|288 FKACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
         50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                          
gi|288 DSDGDGKIGVDEFAAMIKG                
              100                         
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 92.5  bits: 23.2 E():  3.6 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (16-51:252-287) 
 
                              10        20        30        40      
2MEPSP                RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
          50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
       : .  :                              
gi|144 TAAAGGYKV                           
             290                           
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  60  Z-score: 90.8  bits: 23.6 E():  4.4 
Smith-Waterman score: 60; 27.5% identity (68.6% similar) in 51 aa overlap (13-63:184-233) 
 
                                 10        20        30        40   
2MEPSP                   RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     .::.....:  : . ..:.:...: ..:   
gi|845 MTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISA-LSAEL 
           160       170       180       190       200        210   

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2517

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
             50        60        70        80                       
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT                       
        .   .::.. : :..   ::                                        
gi|845 EECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADLDETT 
            220       230       240       250       260       270   
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 90.7  bits: 21.4 E():  4.5 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (17-39:59-81) 
 
                             10        20        30        40       
2MEPSP               RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
         50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                          
gi|288 DADGDGMLGLDEFAVLVKQ                
       90       100                       
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 90.3  bits: 21.4 E():  4.7 
Smith-Waterman score: 54; 30.5% identity (52.5% similar) in 59 aa overlap (17-75:60-107) 
 
                             10        20        30        40       
2MEPSP               RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA----- 
      30        40        50        60        70        80          
 
         50        60        70        80  
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT  
       ..  :         ::  .:. ..:: ::       
gi|131 FLKAGDSD------GDGKIGVDEFGALVDKWGAKG 
           90             100       110    
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 88.1  bits: 21.5 E():  6.3 
Smith-Waterman score: 54; 31.8% identity (48.2% similar) in 85 aa overlap (1-77:72-150) 
 
                                             10            20       
2MEPSP                               RAVVVGCGGKFPVEDAK----EEVQLFLGN 
                                     :::   :  .::  : .    : .. .::  
gi|282 CQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVPGDCCRQFPPVDYSWCRCEAISHMLG- 
              50        60        70        80        90       100  
 
         30        40        50            60        70        80   
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPR----MRERPIGDLVVGLKQLGADVDCFLGT   
        :: .: : :    .:   . :. :  :     :.:  : : : . . :. : :.      
gi|282 -GI-YRELGA--PDVGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGV-CYWLARS 
                  110       120       130       140        150      
 
gi|282 GY 
          
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.4  bits: 22.2 E():  6.9 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (16-51:248-283) 
 
                              10        20        30        40      
2MEPSP                RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
          50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
       : .  :                              
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gi|239 TAATGGYKV                           
       280                                 
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.1  bits: 20.8 E():  7.2 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (18-41:62-85) 
 
                            10        20        30        40        
2MEPSP              RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                         
gi|209 ADGDGMIGIDEFAVLVKQ                
             100                         
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.1  bits: 20.8 E():  7.2 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (18-41:62-85) 
 
                            10        20        30        40        
2MEPSP              RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                         
gi|249 ADGDGMIGIDEFAVLVKQ                
             100                         
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.8  bits: 22.2 E():  7.5 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (16-51:274-309) 
 
                              10        20        30        40      
2MEPSP                RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
          50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
       : .  :                              
gi|398 TAATGGYKV                           
           310                             
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.8  bits: 22.2 E():  7.5 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (16-51:274-309) 
 
                              10        20        30        40      
2MEPSP                RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
          50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
       : .  :                              
gi|330 TAATGGYKV                           
           310                             
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 86.6  bits: 21.2 E():  7.7 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (25-68:87-141) 
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                     10        20        30        40               
2MEPSP       RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
            50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
           .. ::: . . :: . ..: .             
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT  
        120       130       140       150    
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.2  bits: 20.8 E():    8 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (62-78:98-114) 
 
              40        50        60        70        80         
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT         
                                     ::. .:.. :.::: :.           
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
        70        80        90       100       110       120     
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.5  bits: 20.5 E():  8.8 
Smith-Waterman score: 51; 40.0% identity (68.0% similar) in 25 aa overlap (17-41:59-83) 
 
                             10        20        30        40       
2MEPSP               RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.:. : : :      
gi|777 FKACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAG 
       30        40        50        60        70        80         
 
         50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                          
gi|777 DSDGDGKIGVDEFAAMVKH                
       90       100                       
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.4  bits: 20.5 E():  8.9 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (18-41:62-85) 
 
                            10        20        30        40        
2MEPSP              RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                         
gi|288 ADGDGMIGIDEFAVWVKQ                
             100                         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.4  bits: 20.5 E():  8.9 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (17-41:61-85) 
 
                             10        20        30        40       
2MEPSP               RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
         50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                          
gi|207 DSDGDGKIGVEEFQALVKA                
              100                         
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
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 initn:  54 init1:  54 opt:  54  Z-score: 84.5  bits: 21.6 E():   10 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (16-51:227-262) 
 
                              10        20        30        40      
2MEPSP                RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
          50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
       : .  :                              
gi|180 TAAAGGYKV                           
        260                                
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 84.2  bits: 21.6 E():   10 
Smith-Waterman score: 54; 23.2% identity (62.3% similar) in 69 aa overlap (11-78:14-76) 
 
                  10        20        30        40         50       
2MEPSP    RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                    .:..: :   :  : .... ....  :: .    . . .:...:... 
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKL-ETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQ 
               10        20         30        40        50          
 
         60        70        80                                     
2MEPSP ERPIGDLVVGLKQLGADVDCFLGT                                     
            ::.  :.. :.::: ..                                       
gi|225 -----DLLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMD 
           60        70        80        90       100       110     
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.7  bits: 20.2 E():   11 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (17-39:61-83) 
 
                             10        20        30        40       
2MEPSP               RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
         50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                          
gi|145 DSDGDGKIGVDEFGAMIKA                
              100                         
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.7  bits: 20.2 E():   11 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (17-39:61-83) 
 
                             10        20        30        40       
2MEPSP               RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
         50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                          
gi|148 DSDGDGKIGVDEFGAMIKA                
              100                         
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 83.6  bits: 22.3 E():   11 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (52-78:454-481) 
 
              30        40        50         60        70        80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
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           430       440       450       460       470       480    
 
gi|424 IKKLFGLSH 
           490   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.3  bits: 21.3 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (25-51:251-277) 
 
                     10        20        30        40        50     
2MEPSP       RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
           60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.3  bits: 21.3 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (25-51:252-278) 
 
                     10        20        30        40        50     
2MEPSP       RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
           60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.2  bits: 21.3 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (25-51:255-281) 
 
                     10        20        30        40        50     
2MEPSP       RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
           60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.2  bits: 21.3 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (27-51:260-284) 
 
                   10        20        30        40        50       
2MEPSP     RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.2  bits: 21.3 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (27-51:260-284) 
 
                   10        20        30        40        50       
2MEPSP     RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
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 initn:  53 init1:  53 opt:  53  Z-score: 82.2  bits: 21.3 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (27-51:260-284) 
 
                   10        20        30        40        50       
2MEPSP     RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.2  bits: 21.3 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (27-51:260-284) 
 
                   10        20        30        40        50       
2MEPSP     RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.2  bits: 21.3 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (27-51:260-284) 
 
                   10        20        30        40        50       
2MEPSP     RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.2  bits: 21.3 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (27-51:260-284) 
 
                   10        20        30        40        50       
2MEPSP     RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.2  bits: 21.3 E():   14 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (25-51:258-284) 
 
                     10        20        30        40        50     
2MEPSP       RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
           60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.2  bits: 21.3 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (27-51:260-284) 
 
                   10        20        30        40        50       
2MEPSP     RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
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gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.2  bits: 21.3 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (27-51:260-284) 
 
                   10        20        30        40        50       
2MEPSP     RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.2  bits: 21.3 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (27-51:260-284) 
 
                   10        20        30        40        50       
2MEPSP     RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.2  bits: 21.3 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (27-51:260-284) 
 
                   10        20        30        40        50       
2MEPSP     RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.2  bits: 21.3 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (27-51:260-284) 
 
                   10        20        30        40        50       
2MEPSP     RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.2  bits: 21.3 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (27-51:260-284) 
 
                   10        20        30        40        50       
2MEPSP     RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGT 
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>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.2  bits: 21.3 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (27-51:260-284) 
 
                   10        20        30        40        50       
2MEPSP     RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.2  bits: 21.3 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (27-51:260-284) 
 
                   10        20        30        40        50       
2MEPSP     RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 82.1  bits: 20.6 E():   14 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (31-46:142-161) 
 
               10        20        30            40        50       
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
         60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGT 
                                
gi|249 GYKV                     
                                
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.1  bits: 21.3 E():   14 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (25-51:261-287) 
 
                     10        20        30        40        50     
2MEPSP       RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
           60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 82.0  bits: 20.9 E():   14 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (62-78:202-218) 
 
              40        50        60        70        80         
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT         
                                     ::. .:.. :.::: :.           
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             180       190       200       210       220         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 82.0  bits: 21.6 E():   14 
Smith-Waterman score: 54; 22.8% identity (63.2% similar) in 57 aa overlap (2-56:325-375) 
 
                                            10        20        30  
2MEPSP                              RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
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                                     :::..:.  .:  . :      .:. .... 
gi|495 YGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK------IGEINLSY 
          300       310       320       330       340               
 
              40        50          60        70        80 
2MEPSP RSLTAAVTAAGGNATYVLDG--VPRMRERPIGDLVVGLKQLGADVDCFLGT 
       :.  . .:.. .:.  ...:  :: ..                         
gi|495 RGAGGPATSTCSNVKPTFSGKQVPAIKCA                       
      350       360       370                              
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.0  bits: 21.3 E():   14 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (25-51:266-292) 
 
                     10        20        30        40        50     
2MEPSP       RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
           60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.9  bits: 20.9 E():   14 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (62-78:205-221) 
 
              40        50        60        70        80         
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT         
                                     ::. .:.. :.::: :.           
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          180       190       200       210       220       230  
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.7  bits: 20.9 E():   16 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (16-51:238-273) 
 
                              10        20        30        40      
2MEPSP                RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
          50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
       : .  :                              
gi|313 TAATGGYKV                           
       270                                 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (16-51:246-281) 
 
                              10        20        30        40      
2MEPSP                RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
          50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
       : .  :                              
gi|295 TAATGGYKV                           
         280                               
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (17-41:61-85) 
 
                             10        20        30        40       
2MEPSP               RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
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                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
         50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                          
gi|207 DSDGDGKIGVEEFQALVKA                
              100                         
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 80.1  bits: 21.7 E():   17 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (62-79:295-313) 
 
              40        50        60         70        80           
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGT           
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.0  bits: 21.0 E():   18 
Smith-Waterman score: 52; 19.7% identity (50.8% similar) in 61 aa overlap (1-61:175-235) 
 
                                             10        20        30 
2MEPSP                               RAVVVGCGGKFPVEDAKEEVQLFLGNAGIA 
                                     ..:. : :.   : . ....  .   :    
gi|107 IPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAVFNKEDDIGTYTIRAVDD 
          150       160       170       180       190       200     
 
               40        50        60        70        80           
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT           
        :.:.  :    ..  : .. .  . :. ::                              
gi|107 PRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESPIPINVILA 
          210       220       230       240       250       260     
 
gi|107 INHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
          270       280       290       300         
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.2  bits: 21.0 E():   20 
Smith-Waterman score: 52; 26.3% identity (71.1% similar) in 38 aa overlap (6-43:29-66) 
 
                                      10        20        30        
2MEPSP                        RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                                   :  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT                  
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 20.6 E():   20 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (16-51:238-273) 
 
                              10        20        30        40      
2MEPSP                RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
          50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
       : .  :                              
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gi|168 TAATGGYKV                           
       270                                 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 20.6 E():   20 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (16-51:238-273) 
 
                              10        20        30        40      
2MEPSP                RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
          50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
       : .  :                              
gi|313 TAATGGYKV                           
       270                                 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.0  bits: 20.6 E():   20 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (16-51:238-273) 
 
                              10        20        30        40      
2MEPSP                RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
          50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
       : .  :                              
gi|313 TAATGGYKV                           
       270                                 
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.5  bits: 19.2 E():   22 
Smith-Waterman score: 47; 41.0% identity (53.8% similar) in 39 aa overlap (17-51:61-96) 
 
                             10        20        30        40       
2MEPSP               RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA----AG 
                                     .::..::: :     :.:: . :     :: 
gi|193 FHKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAG 
               40        50        60        70        80        90 
 
             50        60        70        80 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
        :   : ::                              
gi|193 DN---VGDGKIGIDEFNHLVKH                 
                 100                          
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.2  bits: 20.6 E():   22 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (27-51:280-304) 
 
                   10        20        30        40        50       
2MEPSP     RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
         60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.2  bits: 21.0 E():   22 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (12-36:22-45) 
 
                         10        20        30        40        50 
2MEPSP           RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                            ::..: :.:. :: .:. . ::: :               
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gi|113 MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNIIDKCWRCK 
               10        20         30        40        50          
 
               60        70        80                               
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGT                               
                                                                    
gi|113 ADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWI 
      60        70        80        90       100       110          
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 18.9 E():   27 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (17-35:61-79) 
 
                             10        20        30        40       
2MEPSP               RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.::            
gi|179 FAKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAG 
               40        50        60        70        80        90 
 
         50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                          
gi|179 DSDGDGKIGVDEFTALVKA                
              100                         
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.3  bits: 16.3 E():   28 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (39-53:2-16) 
 
       10        20        30        40        50        60         
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . : : .:                
gi|320                              YTTEGGTKSEVEDVIPEGWK            
                                            10        20            
 
       70        80 
2MEPSP QLGADVDCFLGT 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (35-60:11-39) 
 
           10        20        30        40        50           60  
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
              70        80                                          
2MEPSP DLVVGLKQLGADVDCFLGT                                          
                                                                    
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.0  bits: 18.5 E():   33 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (17-41:61-85) 
 
                             10        20        30        40       
2MEPSP               RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|145 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
         50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                          
gi|145 DSDGDGAIGVDEWAVLVKA                
              100                         
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 75.0  bits: 18.5 E():   33 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (17-41:61-85) 
 
                             10        20        30        40       
2MEPSP               RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|148 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
         50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                          
gi|148 DSDGDGAIGVEEWAVLVKA                
              100                         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.9  bits: 20.0 E():   34 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (16-51:267-298) 
 
                              10        20        30        40      
2MEPSP                RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
          50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
       : .  :                              
gi|663 TAAAGGYKA                           
            300                            
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 18.9 E():   35 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (30-52:22-44) 
 
               10        20        30        40        50        60 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                    :.: . ::.....:..  ::.:.         
gi|753         MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIA 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP GDLVVGLKQLGADVDCFLGT                                         
                                                                    
gi|753 LTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQ 
             60        70        80        90       100       110   
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 18.9 E():   35 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (30-52:22-44) 
 
               10        20        30        40        50        60 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                    :.: . ::.....:..  ::.:.         
gi|198         MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIA 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP GDLVVGLKQLGADVDCFLGT                                         
                                                                    
gi|198 LTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQ 
             60        70        80        90       100       110   
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 19.6 E():   35 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (16-43:210-237) 
 
                              10        20        30        40      
2MEPSP                RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
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     180       190       200       210       220       230          
 
          50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                           
gi|226 V                                   
     240                                   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 74.7  bits: 20.4 E():   35 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (50-78:184-213) 
 
      20        30        40        50        60          70        
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
        80                                                          
2MEPSP LGT                                                          
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 74.7  bits: 20.4 E():   35 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (50-78:184-213) 
 
      20        30        40        50        60          70        
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
        80                                                          
2MEPSP LGT                                                          
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 20.0 E():   38 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (17-59:5-47) 
 
               10        20        30        40        50        60 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                       :. : :::. : .:  . . :. :. . :: .  ..:     :  
gi|249             MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPA 
                           10        20        30        40         
 
               70        80                                         
2MEPSP GDLVVGLKQLGADVDCFLGT                                         
                                                                    
gi|249 TPATPATPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNK 
       50        60        70        80        90       100         
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 74.1  bits: 20.7 E():   38 
Smith-Waterman score: 51; 37.8% identity (51.4% similar) in 37 aa overlap (50-79:341-377) 
 
      20        30        40        50         60        70         
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVD--- 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
             80                                                     
2MEPSP ---CFLGT                                                     
          : ::                                                      
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
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>>gi|73621416|sp|Q8H2C8.3|PROF2_ARTVU RecName: Full=Prof  (133 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 73.6  bits: 18.6 E():   40 
Smith-Waterman score: 45; 20.4% identity (57.4% similar) in 54 aa overlap (28-79:17-70) 
 
               10        20        30        40        50        60 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                  : ...  .::. .  :..    :  :... . . 
gi|736            MSWQTYVDDHLMCDIEGTGQHLTAAAILGLDGTVWAKSDKFPEFKPEEM 
                          10        20        30        40          
 
               70          80                                       
2MEPSP GDLVVGLKQLG--ADVDCFLGT                                       
         ..  ....:  : .  :::                                        
gi|736 KGIINEFNEVGTLAPTGLFLGGAKYMVLQGEAGAVIRGKKGAGGICIKKTGQAMVMGIYD 
      50        60        70        80        90       100          
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 73.6  bits: 20.0 E():   40 
Smith-Waterman score: 49; 33.3% identity (60.6% similar) in 33 aa overlap (43-75:94-121) 
 
             20        30        40        50        60        70   
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::   .:  :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVP---QR--GNITIHLQQFNE 
            70        80        90       100            110         
 
             80                                                     
2MEPSP DVDCFLGT                                                     
       :.:                                                          
gi|144 DLDKMTPDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEA 
      120       130       140       150       160       170         
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.2 E():   41 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (18-45:54-81) 
 
                            10        20        30        40        
2MEPSP              RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                         
gi|598 EEKKEEKEEEKEESDEDMGFGLFD          
            90       100                 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.4  bits: 18.6 E():   41 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (17-46:5-32) 
 
               10        20        30        40        50        60 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                       :  : .::. :  .. .:... :: ::.::               
gi|300             MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDINASF 
                           10          20        30        40       
 
               70        80                                         
2MEPSP GDLVVGLKQLGADVDCFLGT                                         
                                                                    
gi|300 RAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAA 
         50        60        70        80        90       100       
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.4  bits: 18.6 E():   41 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (17-46:5-32) 
 
               10        20        30        40        50        60 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
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                       :  : .::. :  .. .:... :: ::.::               
gi|300             MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDVNASF 
                           10          20        30        40       
 
               70        80                                         
2MEPSP GDLVVGLKQLGADVDCFLGT                                         
                                                                    
gi|300 RAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAA 
         50        60        70        80        90       100       
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.4  bits: 19.0 E():   41 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (52-76:59-82) 
 
              30        40        50        60        70        80  
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT  
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.4  bits: 19.0 E():   41 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (52-76:59-82) 
 
              30        40        50        60        70        80  
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT  
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.3  bits: 18.2 E():   41 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (18-41:61-84) 
 
                            10        20        30        40        
2MEPSP              RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                         
gi|288 ADGDGMLGLDEFAVLVKQ                
              100                        
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 73.1  bits: 19.7 E():   43 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (22-49:7-33) 
 
               10        20        30        40        50        60 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                            :..:..:   : .: : . : :. :..:            
gi|198                MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPEK 
                              10        20         30        40     
 
               70        80                                         
2MEPSP GDLVVGLKQLGADVDCFLGT                                         
                                                                    
gi|198 AQLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTI 
           50        60        70        80        90       100     
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 50; 22.9% identity (58.6% similar) in 70 aa overlap (5-71:13-80) 
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                       10        20        30        40        50   
2MEPSP         RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                   :. : ..: .. ..... ::  : . .  .:: :    .: . : ..: 
gi|258 MKLPIMILAVLGVAFGKSLPNRNLQDDLNDFL--ALLPVDEITAIVMDYLANDAEVQEAV 
               10        20        30          40        50         
 
             60           70        80                              
2MEPSP PRMRERPIGDLVV---GLKQLGADVDCFLGT                              
         .. . .  .:    ::...:                                       
gi|258 AYLQGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINRLHSVFGWDPYVPSSKRKHT 
       60        70        80        90       100       110         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (49-78:361-385) 
 
       20        30        40        50        60        70         
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
       80         
2MEPSP GT         
                  
gi|284 ELIRSLFGLP 
         390      
 
>>gi|116174182|emb|CAL59819.1| hyaluronidase homologue [  (323 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.7  bits: 19.7 E():   45 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (44-75:66-94) 
 
            20        30        40          50        60        70  
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|116 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
              80                                                    
2MEPSP ADVDCFLGT                                                    
        ..:                                                         
gi|116 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespula v  (340 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.3  bits: 19.7 E():   47 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (44-75:66-94) 
 
            20        30        40          50        60        70  
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|621 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
              80                                                    
2MEPSP ADVDCFLGT                                                    
        ..:                                                         
gi|621 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.3  bits: 20.4 E():   47 
Smith-Waterman score: 50; 37.8% identity (51.4% similar) in 37 aa overlap (50-79:341-377) 
 
      20        30        40        50         60        70         
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVD--- 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
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             80                                                     
2MEPSP ---CFLGT                                                     
          : ::                                                      
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.3  bits: 19.3 E():   47 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (6-19:91-104) 
 
                                        10        20        30      
2MEPSP                          RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
          40        50        60        70        80                
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT                
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.2  bits: 20.1 E():   48 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (49-78:262-286) 
 
       20        30        40        50        60        70         
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
       80                                                           
2MEPSP GT                                                           
                                                                    
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.9  bits: 18.6 E():   49 
Smith-Waterman score: 45; 27.7% identity (50.8% similar) in 65 aa overlap (12-75:110-167) 
 
                                  10        20        30         40 
2MEPSP                    RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAM-RSLTAAVTA 
                                     : .:  .::: .   ::. . :..  . .  
gi|158 DGVTDATGTYTIELKDSHEEDICQVVLVASPRKDC-DEVQALRDRAGVLLTRNVGISDSL 
      80        90       100       110        120       130         
 
               50        60        70        80 
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
         .:    .  ::     :.   .. :::: .: :      
gi|158 RPANPLGYFKDVPL----PV--CAALLKQLDSDDDDDQ   
      140       150             160       170   
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (26-45:67-86) 
 
                    10        20        30        40        50      
2MEPSP      RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
          60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGT 
                                 
gi|833 EKEESDEDMGFGLFD           
        100       110            
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (26-45:67-86) 
 
                    10        20        30        40        50      
2MEPSP      RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
          60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGT 
                                 
gi|668 EKEESDEDMGFGLFD           
        100       110            
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.4  bits: 19.4 E():   53 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (17-68:5-62) 
 
               10        20        30        40        50           
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV------PR 
                       :  : :::  : .:  . . :. :. . :: .  :.      :  
gi|119             MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAAGKITPT 
                           10        20        30        40         
 
           60        70        80                                   
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGT                                   
       .... . :. ::.:                                               
gi|119 QEQKLMEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVA 
       50        60        70        80        90       100         
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.0 E():   55 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (22-61:1-39) 
 
               10        20         30        40        50          
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                            .:::.: :::       .::. :.    ::.      .: 
gi|116                      VFLGSAHGIAKVPPGPNITATYGDEW--LDAKSTWYGKP 
                                    10        20          30        
 
      60        70        80                                        
2MEPSP IGDLVVGLKQLGADVDCFLGT                                        
        :                                                           
gi|116 TGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVT 
        40        50        60        70        80        90        
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.0  bits: 18.3 E():   56 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (39-71:28-60) 
 
       10        20        30        40        50        60         
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :.. :: . .  :.  .. : .:: . :   
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCM 
                  10        20        30        40        50        
 
       70        80                                                 
2MEPSP QLGADVDCFLGT                                                 
       . :                                                          
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (6-19:91-104) 
 
                                        10        20        30      
2MEPSP                          RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
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               70        80        90       100       110       120 
 
          40        50        60        70        80                
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT                
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 70.6  bits: 19.7 E():   58 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (22-68:346-393) 
 
                        10        20        30        40         50 
2MEPSP          RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
               60        70        80                               
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGT                               
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 70.6  bits: 19.7 E():   59 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (22-68:346-393) 
 
                        10        20        30        40         50 
2MEPSP          RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
               60        70        80                               
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGT                               
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 19.0 E():   59 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (6-19:91-104) 
 
                                        10        20        30      
2MEPSP                          RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
          40        50        60        70        80                
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT                
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 17.6 E():   59 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:69-88) 
 
            10        20        30        40        50        60    
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
            70        80 
2MEPSP VVGLKQLGADVDCFLGT 
                         
gi|105 T                 
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>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (16-51:238-273) 
 
                              10        20        30        40      
2MEPSP                RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
          50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
       : .  :                              
gi|313 TAAAGGYKV                           
       270                                 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (9-39:6-35) 
 
               10        20        30        40        50        60 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
               :.. . : .:. . :: . :...   ::: :                      
gi|144    MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLST 
                  10         20        30        40        50       
 
               70        80                                         
2MEPSP GDLVVGLKQLGADVDCFLGT                                         
                                                                    
gi|144 FKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVT 
         60        70        80        90       100       110       
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 17.9 E():   62 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (28-71:17-60) 
 
               10        20        30        40        50        60 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                  : :  ::..:...  :..    .. :... . : 
gi|130            MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEI 
                          10        20        30        40          
 
               70        80                                         
2MEPSP GDLVVGLKQLGADVDCFLGT                                         
         ..  ... :                                                  
gi|130 TGIMKDFEEPGHLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYE 
      50        60        70        80        90       100          
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (57-75:40-58) 
 
         30        40        50        60        70        80       
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT       
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (25-51:276-298) 
 
                     10        20        30        40        50     
2MEPSP       RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
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           60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.4 E():   66 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (24-50:107-133) 
 
                      10        20        30        40        50    
2MEPSP        RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
            60        70        80                                  
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGT                                  
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|29839255|sp|O23880.1|13S2_FAGES RecName: Full=13S g  (504 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 69.6  bits: 19.8 E():   66 
Smith-Waterman score: 48; 25.4% identity (49.3% similar) in 67 aa overlap (1-53:393-459) 
 
                                             10        20           
2MEPSP                               RAVVVGCGGKFPVEDAKEEVQLFL------ 
                                     :. :::  ::   .:  .. :...       
gi|298 QHVVLYKNAIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQGFA 
            370       380       390       400       410       420   
 
                   30        40        50        60        70       
2MEPSP -----GNAG---IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
            :  :   . ...   :.:.  :. : :: ..:                        
gi|298 VVLKAGREGLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNGRQ 
            430       440       450       460       470       480   
 
         80                   
2MEPSP FLGT                   
                              
gi|298 EVEVFRPFQSRDEKERERFSIV 
            490       500     
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.7 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (6-19:68-81) 
 
                                        10        20        30      
2MEPSP                          RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
          40        50        60        70        80                
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT                
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.7 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (6-19:68-81) 
 
                                        10        20        30      
2MEPSP                          RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
          40        50        60        70        80                
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT                
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gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.7 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (6-19:69-82) 
 
                                        10        20        30      
2MEPSP                          RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
          40        50        60        70        80                
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT                
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.4  bits: 18.3 E():   68 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (29-53:121-145) 
 
                 10        20        30        40        50         
2MEPSP   RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
       60        70        80                    
2MEPSP PIGDLVVGLKQLGADVDCFLGT                    
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 69.3  bits: 18.3 E():   69 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (7-23:172-189) 
 
                                       10         20        30      
2MEPSP                         RAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|313 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
          40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 69.3  bits: 18.3 E():   69 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (7-23:172-189) 
 
                                       10         20        30      
2MEPSP                         RAVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|476 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
          40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.7 E():   69 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (22-61:5-43) 
 
               10        20         30        40        50          
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                            .:::.: :::       .::  :.    ::.      .: 
gi|168                  ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKP 
                                10        20        30          40  
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      60        70        80                                        
2MEPSP IGDLVVGLKQLGADVDCFLGT                                        
        :                                                           
gi|168 TGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVT 
              50        60        70        80        90       100  
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 18.3 E():   71 
Smith-Waterman score: 44; 45.5% identity (81.8% similar) in 11 aa overlap (5-15:166-176) 
 
                                         10        20        30     
2MEPSP                           RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     .:::..  .::                    
gi|549 EVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGN 
         140       150       160       170       180       190      
 
           40        50        60        70        80 
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                                      
gi|549 EPIYERK                                        
         200                                          
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 18.7 E():   72 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (6-19:91-104) 
 
                                        10        20        30      
2MEPSP                          RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
          40        50        60        70        80                
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT                
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (22-61:16-54) 
 
               10        20         30        40        50          
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                            .:::.: :::       .::  :.    ::.      .: 
gi|752       MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKP 
                     10        20        30        40          50   
 
      60        70        80                                        
2MEPSP IGDLVVGLKQLGADVDCFLGT                                        
        :                                                           
gi|752 TGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVT 
             60        70        80        90       100       110   
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (22-61:16-54) 
 
               10        20         30        40        50          
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                            .:::.: :::       .::. :.    ::.      .: 
gi|409       MASSSSVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKSTWYGKP 
                     10        20        30        40          50   
 
      60        70        80                                        
2MEPSP IGDLVVGLKQLGADVDCFLGT                                        
        :                                                           
gi|409 TGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVL 
             60        70        80        90       100       110   
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (6-19:91-104) 
 
                                        10        20        30      
2MEPSP                          RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
          40        50        60        70        80                
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT                
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (22-61:16-54) 
 
               10        20         30        40        50          
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                            .:::.: :::       .::  :.    ::.      .: 
gi|126       MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKP 
                     10        20        30        40          50   
 
      60        70        80                                        
2MEPSP IGDLVVGLKQLGADVDCFLGT                                        
        :                                                           
gi|126 TGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVT 
             60        70        80        90       100       110   
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (22-61:16-54) 
 
               10        20         30        40        50          
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                            .:::.: :::       .::  :.    ::.      .: 
gi|168       MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKP 
                     10        20        30        40          50   
 
      60        70        80                                        
2MEPSP IGDLVVGLKQLGADVDCFLGT                                        
        :                                                           
gi|168 TGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVT 
             60        70        80        90       100       110   
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (34-53:232-251) 
 
            10        20        30        40        50        60    
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
            70        80 
2MEPSP VVGLKQLGADVDCFLGT 
                         
gi|898 AK                
                         
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (22-61:16-54) 
 
               10        20         30        40        50          
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                            .:::.: :::       .::. :.    ::.      .: 
gi|386       MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKSTWYGKP 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2542

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                     10        20        30        40          50   
 
      60        70        80                                        
2MEPSP IGDLVVGLKQLGADVDCFLGT                                        
        :                                                           
gi|386 TGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIV 
             60        70        80        90       100       110   
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (6-19:91-104) 
 
                                        10        20        30      
2MEPSP                          RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
          40        50        60        70        80                
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT                
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.9  bits: 18.3 E():   72 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (10-44:96-129) 
 
                                    10        20        30          
2MEPSP                      RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
      40        50        60        70        80                    
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT                    
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (6-19:92-105) 
 
                                        10        20        30      
2MEPSP                          RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
          40        50        60        70        80                
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT                
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (35-63:11-42) 
 
           10        20        30        40        50           60  
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    ...:::   ::..  . :. 
gi|116                     MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAIS 
                                   10        20        30        40 
 
              70        80                                          
2MEPSP DLVVGLKQLGADVDCFLGT                                          
       ..                                                           
gi|116 SVENIEGNGGPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKIS 
               50        60        70        80        90       100 
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>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 18.7 E():   73 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (22-61:18-56) 
 
               10        20         30        40        50          
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                            .:::.: :::       .::. :.    ::.      .: 
gi|117     MASSSRSVLLLVAALFAVFLGSAHGIAKVPPGPNITATYGDEW--LDAKSTWYGKP 
                   10        20        30        40          50     
 
      60        70        80                                        
2MEPSP IGDLVVGLKQLGADVDCFLGT                                        
        :                                                           
gi|117 TGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVT 
           60        70        80        90       100       110     
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.8  bits: 14.7 E():   73 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (39-53:2-16) 
 
       10        20        30        40        50        60         
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . . : .:                
gi|320                              YTTEGGTKSEAEDVIPE               
                                            10                      
 
       70        80 
2MEPSP QLGADVDCFLGT 
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.1 E():   75 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (60-76:7-23) 
 
      30        40        50        60        70        80          
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT          
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.1 E():   75 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (60-76:7-23) 
 
      30        40        50        60        70        80          
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT          
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (35-51:112-128) 
 
           10        20        30        40        50        60     
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
           70        80 
2MEPSP VGLKQLGADVDCFLGT 
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
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Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (30-76:80-121) 
 
                10        20        30        40        50          
2MEPSP  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
      60        70        80         
2MEPSP IGDLVVGLKQLGADVDCFLGT         
        : ... :  . :: ::             
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY 
          110       120       130    
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (28-72:17-61) 
 
               10        20        30        40        50        60 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                  : ...  .::. .. ::.    .. :...   : 
gi|622            MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEI 
                          10        20        30        40          
 
               70        80                                         
2MEPSP GDLVVGLKQLGADVDCFLGT                                         
       . ..  ... ::                                                 
gi|622 NAIIKEFSEPGALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYE 
      50        60        70        80        90       100          
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 42; 40.0% identity (56.0% similar) in 25 aa overlap (53-76:78-102) 
 
             30        40        50        60         70        80  
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGT  
                                     :::::.   .:  . ::.:     :      
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNLDEKCMCPAIMM 
        50        60        70        80        90       100        
 
gi|112 MLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
       110       120       130       140  
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 19.1 E():   84 
Smith-Waterman score: 46; 26.7% identity (46.7% similar) in 45 aa overlap (31-75:64-108) 
 
               10        20        30        40        50        60 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   .. . :: .  : : :. :     . 
gi|238 KYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEF 
            40        50        60        70        80        90    
 
               70        80                                         
2MEPSP GDLVVGLKQLGADVDCFLGT                                         
        : ..   .   :::                                              
gi|238 DDAMIKDISNHDDVDYIEPDFVVRTSTNGTNLTRQENVPSWGLARVGSKQAGGTTYYYDS 
           100       110       120       130       140       150    
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.7  bits: 14.7 E():   84 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (6-14:4-12) 
 
               10        20        30        40        50        60 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
            ::...: .:                                               
gi|544   APPGCSNHFNLETVFGNFVK                                       
                 10        20                                       
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.1 E():   86 
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Smith-Waterman score: 46; 26.7% identity (44.4% similar) in 45 aa overlap (31-75:66-110) 
 
               10        20        30        40        50        60 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   ..   :: .  : : :. :     . 
gi|581 KYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEF 
          40        50        60        70        80        90      
 
               70        80                                         
2MEPSP GDLVVGLKQLGADVDCFLGT                                         
        : ..   .   :::                                              
gi|581 DDAMIKDISSHDDVDFIEPDFVVRTTTNGTNLTHQDNVPSWGLARVGSKKPGGTTYYYDP 
         100       110       120       130       140       150      
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.3 E():   86 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (10-28:82-100) 
 
                                    10        20        30          
2MEPSP                      RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
      40        50        60        70        80 
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                                 
gi|188 QSGAIYV                                   
                                                 
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 41; 58.3% identity (66.7% similar) in 12 aa overlap (55-66:101-112) 
 
           30        40        50        60        70        80   
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT   
                                     :::  . : :::                 
gi|668 PNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
               80        90       100       110       120         
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (62-76:107-121) 
 
              40        50        60        70        80         
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT         
                                     :. . :  . :: ::             
gi|249 KREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFDCSKIQSTIFRGYY 
         80        90       100       110       120       130    
 
>>gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma sacch  (284 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.7  bits: 18.4 E():   96 
Smith-Waterman score: 44; 21.3% identity (53.2% similar) in 47 aa overlap (13-59:4-50) 
 
               10        20        30        40        50        60 
2MEPSP RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                   ..   . ..:   ::     .: : .  :. .:  .:. :  ....:  
gi|203          MEAIKKKMQAMKLEKDNAMDKADALEAQARDANRKADKILEEVQDLKKKPS 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP GDLVVGLKQLGADVDCFLGT                                         
                                                                    
gi|203 QVETDFTTTKENLATANKNLEDKEKTLTNTESEVASLNRKVQMIEENLERSEERLGTALT 
              60        70        80        90       100       110  
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.4 E():   99 
Smith-Waterman score: 50; 30.4% identity (60.9% similar) in 46 aa overlap (23-68:24-62) 
 
                10        20        30        40        50          
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2MEPSP  RAVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                              . ..:: :  .  ::. ::.:. :      : ....  
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAPTT-PAAAGAAAGKIT------PTQEQKL 
               10        20        30         40              50    
 
      60        70        80                                        
2MEPSP IGDLVVGLKQLGADVDCFLGT                                        
       . :. ::.:                                                    
gi|119 MEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDA 
            60        70        80        90       100       110    
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 16.9 E():   99 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (45-75:5-35) 
 
           20        30        40        50        60        70     
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|416                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
           80                                                       
2MEPSP DCFLGT                                                       
       :                                                            
gi|416 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 16.9 E():   99 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (45-75:5-35) 
 
           20        30        40        50        60        70     
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|461                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
           80                                                       
2MEPSP DCFLGT                                                       
       :                                                            
gi|461 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|239735|gb|AAB20453.1| Car b I=major allergen [Carpi  (40 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.3  bits: 15.5 E():   99 
Smith-Waterman score: 42; 32.1% identity (60.7% similar) in 28 aa overlap (36-60:11-38) 
 
          10        20        30        40        50           60   
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGD 
                                     ... ::    .:::::   .:..  . :   
gi|239                     GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAIXK 
                                   10        20        30        40 
 
             70        80 
2MEPSP LVVGLKQLGADVDCFLGT 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:32 2011 done: Tue Apr 19 10:57:32 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>2MEPSPS: 76  - 155 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     2     2:* 
  32    22     8:==*===== 
  34    25    22:=======*= 
  36    48    44:==============*= 
  38    72    73:========================* 
  40    99   102:=================================* 
  42   140   125:=========================================*===== 
  44   113   138:======================================       * 
  46   135   140:============================================= * 
  48   120   134:========================================    * 
  50   105   122:===================================     * 
  52    74   108:=========================          * 
  54    71    92:========================      * 
  56   139    77:=========================*===================== 
  58    59    63:====================* 
  60    47    51:================* 
  62    18    41:======       * 
  64    24    33:========  * 
  66    29    26:========*= 
  68    24    20:======*= 
  70    22    16:=====*== 
  72    11    12:===* 
  74    15    10:===*= 
  76     8     8:==* 
  78     6     6:=* 
  80     6     5:=* 
  82    24     3:*======= 
  84     5     3:*= 
  86     6     2:*= 
  88     4     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     1     0:=         *= 
 106     2     0:=         *== 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.99060.00316; mu= 11.6969 0.162 
 mean_var=32.6736 9.368, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.224376 
 Kolmogorov-Smirnov  statistic: 0.0546 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 24.5    0.56 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 24.1    0.69 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 24.1    0.69 
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gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 23.5     1.1 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 23.2     1.4 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 22.9     1.7 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 24.3     1.8 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 22.5     2.2 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 22.2     2.7 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   56 22.2     2.7 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 23.3     3.3 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   60 23.7     4.1 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.6     4.1 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   54 21.6     4.4 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 22.3     6.4 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 20.9     6.6 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 20.9     6.6 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 22.4     6.9 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 22.4     6.9 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 21.3     7.1 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.9     7.4 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   51 20.6     8.1 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.6     8.3 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.6     8.3 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.7     9.3 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   54 21.7     9.6 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.3      10 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.3      10 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.4      10 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.4      12 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.4      12 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.4      12 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.4      13 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.4      13 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.4      13 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.7      13 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.4      13 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 21.0      13 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   54 21.7      13 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.4      13 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 21.0      13 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   54 21.8      15 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 21.0      15 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 21.1      15 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.6      16 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.8      16 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 21.1      18 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.7      19 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.7      19 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.7      19 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   47 19.3      20 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.7      21 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 21.1      21 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   46 19.0      25 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.4      27 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.3      28 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   45 18.6      31 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   45 18.6      31 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 20.1      32 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 19.0      32 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 19.0      32 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   49 20.1      32 
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gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.7      32 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.5      33 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.5      33 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 20.1      35 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   51 20.8      35 
gi|73621416|sp|Q8H2C8.3|PROF2_ARTVU RecName: Full= ( 133)   45 18.7      37 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   49 20.1      38 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.3      39 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.7      39 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.7      39 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 19.0      39 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 19.0      39 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.3      39 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.8      40 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 20.1      40 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   49 20.1      40 
gi|116174182|emb|CAL59819.1| hyaluronidase homolog ( 323)   48 19.8      42 
gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespu ( 340)   48 19.8      44 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   50 20.5      44 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.4      45 
gi|1588669|prf||2209273A Zm13                      ( 170)   45 18.7      47 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 18.0      50 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 18.0      50 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.4      50 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.1      52 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.8      52 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.4      53 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.1      55 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.8      55 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.8      55 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.1      56 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.7      56 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 19.1      57 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 18.0      58 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 18.0      58 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 19.1      59 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 19.1      62 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.5      62 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.8      63 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.8      63 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.8      63 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.4      64 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   44 18.4      65 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   44 18.4      65 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.8      66 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.4      67 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.8      68 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.8      68 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.8      68 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.8      68 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.8      68 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.8      68 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.8      68 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.8      68 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.8      68 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.4      68 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.8      68 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 18.1      69 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.8      69 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.8      69 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.1      71 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.1      71 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.7      72 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.7      73 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.7      73 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 18.1      75 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   42 17.7      76 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 19.2      80 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 14.8      80 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.4      81 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   45 18.8      84 
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gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   41 17.4      87 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.4      90 
gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma s ( 284)   44 18.5      91 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   44 18.5      94 
gi|239735|gb|AAB20453.1| Car b I=major allergen [C (  40)   36 15.6      94 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   40 17.0      94 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   40 17.0      94 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.0      96 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   46 19.2      98 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   46 19.2      98 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   46 19.2      98 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   46 19.2      98 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   46 19.2      98 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   46 19.2      98 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   46 19.2      98 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   46 19.2      98 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   46 19.2      98 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   46 19.2      98 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   46 19.2      98 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   46 19.2      98 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 107.0  bits: 24.5 E(): 0.56 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (16-40:61-85) 
 
                              10        20        30        40      
2MEPSP                AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
          50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                           
gi|145 DEDGDGMIGVDEFVTLVKA                 
              100                          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 105.3  bits: 24.1 E(): 0.69 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (16-71:60-104) 
 
                              10        20        30        40      
2MEPSP                AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
          50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
       .. ::     ..  :: ..:. ...:          
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG      
                90        100              
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 105.3  bits: 24.1 E(): 0.69 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (16-71:60-104) 
 
                              10        20        30        40      
2MEPSP                AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
          50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
       .. ::     ..  :: ..:. ...:          
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG      
                90        100              
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 101.8  bits: 23.5 E():  1.1 
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Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (16-63:60-106) 
 
                              10        20        30        40      
2MEPSP                AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
          50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
        : ::  ..  . . :::                  
gi|208 DV-DGDGKIGIEEFTDLVRSK               
      90        100                        
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 100.0  bits: 23.2 E():  1.4 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (16-40:61-85) 
 
                              10        20        30        40      
2MEPSP                AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
          50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                           
gi|145 DSDGDGKIGVDEFAAMVKA                 
              100                          
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 98.3  bits: 22.9 E():  1.7 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (16-40:61-85) 
 
                              10        20        30        40      
2MEPSP                AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
          50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                           
gi|222 DSDGDGKIGAEEFAALVTA                 
              100                          
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  62  Z-score: 98.0  bits: 24.3 E():  1.8 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (21-78:8-62) 
 
               10        20        30        40        50        60 
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                           ::.:..:   . .. : .: .:  ::::     . .   . 
gi|324              MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKS 
                            10        20         30        40       
 
               70        80                                         
2MEPSP DLVVGLKQLGADVDCFLGTD                                         
        .. ..: ::  :.  ::                                           
gi|324 KVIENFKALG--VNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGN 
         50          60        70        80        90       100     
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 96.5  bits: 22.5 E():  2.2 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (16-40:61-85) 
 
                              10        20        30        40      
2MEPSP                AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
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          50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                           
gi|179 DSDGDGKIGVDEFAALVKA                 
              100                          
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 94.8  bits: 22.2 E():  2.7 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (16-40:61-85) 
 
                              10        20        30        40      
2MEPSP                AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
          50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                           
gi|294 DSDGDGKIGIDEFAAMIKG                 
              100                          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 94.8  bits: 22.2 E():  2.7 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (16-40:61-85) 
 
                              10        20        30        40      
2MEPSP                AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|288 FKACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
          50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                           
gi|288 DSDGDGKIGVDEFAAMIKG                 
              100                          
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 93.2  bits: 23.3 E():  3.3 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (15-50:252-287) 
 
                               10        20        30        40     
2MEPSP                 AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
           50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
       : .  :                               
gi|144 TAAAGGYKV                            
             290                            
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  60  Z-score: 91.5  bits: 23.7 E():  4.1 
Smith-Waterman score: 60; 27.5% identity (68.6% similar) in 51 aa overlap (12-62:184-233) 
 
                                  10        20        30        40  
2MEPSP                    AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     .::.....:  : . ..:.:...: ..:   
gi|845 MTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISA-LSAEL 
           160       170       180       190       200        210   
 
              50        60        70        80                      
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD                      
        .   .::.. : :..   ::                                        
gi|845 EECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADLDETT 
            220       230       240       250       260       270   
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>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 91.4  bits: 21.6 E():  4.1 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (16-38:59-81) 
 
                              10        20        30        40      
2MEPSP                AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
          50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                           
gi|288 DADGDGMLGLDEFAVLVKQ                 
       90       100                        
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 91.0  bits: 21.6 E():  4.4 
Smith-Waterman score: 54; 30.5% identity (52.5% similar) in 59 aa overlap (16-74:60-107) 
 
                              10        20        30        40      
2MEPSP                AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA----- 
      30        40        50        60        70        80          
 
          50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
       ..  :         ::  .:. ..:: ::       
gi|131 FLKAGDSD------GDGKIGVDEFGALVDKWGAKG 
           90             100       110    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 88.0  bits: 22.3 E():  6.4 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (15-50:248-283) 
 
                               10        20        30        40     
2MEPSP                 AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
           50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
       : .  :                               
gi|239 TAATGGYKV                            
       280                                  
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.8  bits: 20.9 E():  6.6 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (17-40:62-85) 
 
                             10        20        30        40       
2MEPSP               AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
         50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                          
gi|209 ADGDGMIGIDEFAVLVKQ                 
             100                          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.8  bits: 20.9 E():  6.6 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (17-40:62-85) 
 
                             10        20        30        40       
2MEPSP               AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
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gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
         50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                          
gi|249 ADGDGMIGIDEFAVLVKQ                 
             100                          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.4  bits: 22.4 E():  6.9 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (15-50:274-309) 
 
                               10        20        30        40     
2MEPSP                 AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
           50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
       : .  :                               
gi|398 TAATGGYKV                            
           310                              
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.4  bits: 22.4 E():  6.9 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (15-50:274-309) 
 
                               10        20        30        40     
2MEPSP                 AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
           50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
       : .  :                               
gi|330 TAATGGYKV                            
           310                              
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.2  bits: 21.3 E():  7.1 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (24-67:87-141) 
 
                      10        20        30        40              
2MEPSP        AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
             50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
           .. ::: . . :: . ..: .              
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT   
        120       130       140       150     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.9  bits: 20.9 E():  7.4 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (61-77:98-114) 
 
               40        50        60        70        80        
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD        
                                     ::. .:.. :.::: :.           
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
        70        80        90       100       110       120     
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.1  bits: 20.6 E():  8.1 
Smith-Waterman score: 51; 40.0% identity (68.0% similar) in 25 aa overlap (16-40:59-83) 
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                              10        20        30        40      
2MEPSP                AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.:. : : :      
gi|777 FKACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAG 
       30        40        50        60        70        80         
 
          50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                           
gi|777 DSDGDGKIGVDEFAAMVKH                 
       90       100                        
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.6 E():  8.3 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (17-40:62-85) 
 
                             10        20        30        40       
2MEPSP               AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
         50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                          
gi|288 ADGDGMIGIDEFAVWVKQ                 
             100                          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.6 E():  8.3 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (16-40:61-85) 
 
                              10        20        30        40      
2MEPSP                AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
          50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                           
gi|207 DSDGDGKIGVEEFQALVKA                 
              100                          
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.1  bits: 21.7 E():  9.3 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (15-50:227-262) 
 
                               10        20        30        40     
2MEPSP                 AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
           50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
       : .  :                               
gi|180 TAAAGGYKV                            
        260                                 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 84.8  bits: 21.7 E():  9.6 
Smith-Waterman score: 54; 23.2% identity (62.3% similar) in 69 aa overlap (10-77:14-76) 
 
                   10        20        30        40         50      
2MEPSP     AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                    .:..: :   :  : .... ....  :: .    . . .:...:... 
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKL-ETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQ 
               10        20         30        40        50          
 
          60        70        80                                    
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2MEPSP ERPIGDLVVGLKQLGADVDCFLGTD                                    
            ::.  :.. :.::: ..                                       
gi|225 -----DLLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMD 
           60        70        80        90       100       110     
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.3  bits: 20.3 E():   10 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (16-38:61-83) 
 
                              10        20        30        40      
2MEPSP                AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
          50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                           
gi|145 DSDGDGKIGVDEFGAMIKA                 
              100                          
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.3  bits: 20.3 E():   10 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (16-38:61-83) 
 
                              10        20        30        40      
2MEPSP                AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
          50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                           
gi|148 DSDGDGKIGVDEFGAMIKA                 
              100                          
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 84.2  bits: 22.4 E():   10 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (51-77:454-481) 
 
               30        40        50         60        70          
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
      80         
2MEPSP D         
                 
gi|424 IKKLFGLSH 
           490   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (24-50:251-277) 
 
                      10        20        30        40        50    
2MEPSP        AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
            60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (24-50:252-278) 
 
                      10        20        30        40        50    
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2MEPSP        AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
            60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (24-50:255-281) 
 
                      10        20        30        40        50    
2MEPSP        AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
            60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (26-50:260-284) 
 
                    10        20        30        40        50      
2MEPSP      AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (26-50:260-284) 
 
                    10        20        30        40        50      
2MEPSP      AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (26-50:260-284) 
 
                    10        20        30        40        50      
2MEPSP      AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (26-50:260-284) 
 
                    10        20        30        40        50      
2MEPSP      AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          60        70        80 
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2MEPSP ERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (26-50:260-284) 
 
                    10        20        30        40        50      
2MEPSP      AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (26-50:260-284) 
 
                    10        20        30        40        50      
2MEPSP      AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (26-50:260-284) 
 
                    10        20        30        40        50      
2MEPSP      AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (24-50:258-284) 
 
                      10        20        30        40        50    
2MEPSP        AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
            60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (26-50:260-284) 
 
                    10        20        30        40        50      
2MEPSP      AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (26-50:260-284) 
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                    10        20        30        40        50      
2MEPSP      AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (26-50:260-284) 
 
                    10        20        30        40        50      
2MEPSP      AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (26-50:260-284) 
 
                    10        20        30        40        50      
2MEPSP      AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (26-50:260-284) 
 
                    10        20        30        40        50      
2MEPSP      AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (26-50:260-284) 
 
                    10        20        30        40        50      
2MEPSP      AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (26-50:260-284) 
 
                    10        20        30        40        50      
2MEPSP      AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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          60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 82.7  bits: 20.7 E():   13 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (30-45:142-161) 
 
                10        20        30            40        50      
2MEPSP  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
          60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTD 
                                 
gi|249 GYKV                      
                                 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (24-50:261-287) 
 
                      10        20        30        40        50    
2MEPSP        AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
            60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 82.6  bits: 21.0 E():   13 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (61-77:202-218) 
 
               40        50        60        70        80        
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD        
                                     ::. .:.. :.::: :.           
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             180       190       200       210       220         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 82.6  bits: 21.7 E():   13 
Smith-Waterman score: 54; 22.8% identity (63.2% similar) in 57 aa overlap (1-55:325-375) 
 
                                             10        20        30 
2MEPSP                               AVVVGCGGKFPVEDAKEEVQLFLGNAGIAM 
                                     :::..:.  .:  . :      .:. .... 
gi|495 YGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK------IGEINLSY 
          300       310       320       330       340               
 
               40        50          60        70        80 
2MEPSP RSLTAAVTAAGGNATYVLDG--VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
       :.  . .:.. .:.  ...:  :: ..                          
gi|495 RGAGGPATSTCSNVKPTFSGKQVPAIKCA                        
      350       360       370                               
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.4 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (24-50:266-292) 
 
                      10        20        30        40        50    
2MEPSP        AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
            60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTD 
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>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.5  bits: 21.0 E():   13 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (61-77:205-221) 
 
               40        50        60        70        80        
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD        
                                     ::. .:.. :.::: :.           
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          180       190       200       210       220       230  
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  51 init1:  51 opt:  54  Z-score: 81.4  bits: 21.8 E():   15 
Smith-Waterman score: 54; 33.3% identity (72.7% similar) in 33 aa overlap (48-80:262-289) 
 
        20        30        40        50        60        70        
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
        80                                                          
2MEPSP GTD                                                          
        .:                                                          
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.3  bits: 21.0 E():   15 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (15-50:238-273) 
 
                               10        20        30        40     
2MEPSP                 AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
           50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
       : .  :                               
gi|313 TAATGGYKV                            
       270                                  
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (15-50:246-281) 
 
                               10        20        30        40     
2MEPSP                 AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
           50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
       : .  :                               
gi|295 TAATGGYKV                            
         280                                
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (16-40:61-85) 
 
                              10        20        30        40      
2MEPSP                AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
          50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
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gi|207 DSDGDGKIGVEEFQALVKA                 
              100                          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 80.7  bits: 21.8 E():   16 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (61-78:295-313) 
 
               40        50        60         70        80          
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTD          
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.8  bits: 21.1 E():   18 
Smith-Waterman score: 52; 26.3% identity (71.1% similar) in 38 aa overlap (5-42:29-66) 
 
                                       10        20        30       
2MEPSP                         AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                                   :  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD                 
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.5  bits: 20.7 E():   19 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (15-50:238-273) 
 
                               10        20        30        40     
2MEPSP                 AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
           50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
       : .  :                               
gi|168 TAATGGYKV                            
       270                                  
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.5  bits: 20.7 E():   19 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (15-50:238-273) 
 
                               10        20        30        40     
2MEPSP                 AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
           50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
       : .  :                               
gi|313 TAATGGYKV                            
       270                                  
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.5  bits: 20.7 E():   19 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (15-50:238-273) 
 
                               10        20        30        40     
2MEPSP                 AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
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gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
           50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
       : .  :                               
gi|313 TAATGGYKV                            
       270                                  
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 47; 41.0% identity (53.8% similar) in 39 aa overlap (16-50:61-96) 
 
                              10        20        30            40  
2MEPSP                AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA----AG 
                                     .::..::: :     :.:: . :     :: 
gi|193 FHKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAG 
               40        50        60        70        80        90 
 
              50        60        70        80 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
        :   : ::                               
gi|193 DN---VGDGKIGIDEFNHLVKH                  
                 100                           
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.8  bits: 20.7 E():   21 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (26-50:280-304) 
 
                    10        20        30        40        50      
2MEPSP      AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
          60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.7  bits: 21.1 E():   21 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (11-35:22-45) 
 
                          10        20        30        40          
2MEPSP            AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                            ::..: :.:. :: .:. . ::: :               
gi|113 MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNIIDKCWRCK 
               10        20         30        40        50          
 
      50        60        70        80                              
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTD                              
                                                                    
gi|113 ADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWI 
      60        70        80        90       100       110          
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.3  bits: 19.0 E():   25 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (16-34:61-79) 
 
                              10        20        30        40      
2MEPSP                AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.::            
gi|179 FAKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAG 
               40        50        60        70        80        90 
 
          50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                           
gi|179 DSDGDGKIGVDEFTALVKA                 
              100                          
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 76.9  bits: 16.4 E():   27 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (38-52:2-16) 
 
        10        20        30        40        50        60        
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . : : .:                
gi|320                              YTTEGGTKSEVEDVIPEGWK            
                                            10        20            
 
        70        80 
2MEPSP QLGADVDCFLGTD 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (34-59:11-39) 
 
            10        20        30        40        50           60 
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP DLVVGLKQLGADVDCFLGTD                                         
                                                                    
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.5  bits: 18.6 E():   31 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (16-40:61-85) 
 
                              10        20        30        40      
2MEPSP                AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|148 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
          50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                           
gi|148 DSDGDGAIGVEEWAVLVKA                 
              100                          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.5  bits: 18.6 E():   31 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (16-40:61-85) 
 
                              10        20        30        40      
2MEPSP                AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|145 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
          50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                           
gi|145 DSDGDGAIGVDEWAVLVKA                 
              100                          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 75.4  bits: 20.1 E():   32 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (15-50:267-298) 
 
                               10        20        30        40     
2MEPSP                 AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
           50        60        70        80 
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2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
       : .  :                               
gi|663 TAAAGGYKA                            
            300                             
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 19.0 E():   32 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (29-51:22-44) 
 
               10        20        30        40        50        60 
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                                   :.: . ::.....:..  ::.:.          
gi|753        MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIAL 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP DLVVGLKQLGADVDCFLGTD                                         
                                                                    
gi|753 TIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQL 
            60        70        80        90       100       110    
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 19.0 E():   32 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (29-51:22-44) 
 
               10        20        30        40        50        60 
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                                   :.: . ::.....:..  ::.:.          
gi|198        MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIAL 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP DLVVGLKQLGADVDCFLGTD                                         
                                                                    
gi|198 TIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQL 
            60        70        80        90       100       110    
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.3  bits: 20.1 E():   32 
Smith-Waterman score: 51; 28.0% identity (58.0% similar) in 50 aa overlap (21-70:8-56) 
 
               10        20        30        40        50        60 
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                           :..:..:   . .. : .: .:. :..:     . .   : 
gi|107              MAHKSKILIIGGTGYIGKFIVEA-SAKSGHPTFALVRESTVSDPVKG 
                            10        20         30        40       
 
               70        80                                         
2MEPSP DLVVGLKQLGADVDCFLGTD                                         
        ::  .: ::                                                   
gi|107 KLVEKFKGLGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIK 
         50        60        70        80        90       100       
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.2  bits: 19.7 E():   32 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (15-42:210-237) 
 
                               10        20        30        40     
2MEPSP                 AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
           50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                            
gi|226 V                                    
     240                                    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.2  bits: 20.5 E():   33 
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Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (49-77:184-213) 
 
       20        30        40        50        60          70       
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
         80                                                         
2MEPSP LGTD                                                         
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.2  bits: 20.5 E():   33 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (49-77:184-213) 
 
       20        30        40        50        60          70       
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
         80                                                         
2MEPSP LGTD                                                         
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.6  bits: 20.1 E():   35 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (16-58:5-47) 
 
               10        20        30        40        50        60 
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                      :. : :::. : .:  . . :. :. . :: .  ..:     :   
gi|249            MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPAT 
                          10        20        30        40          
 
               70        80                                         
2MEPSP DLVVGLKQLGADVDCFLGTD                                         
                                                                    
gi|249 PATPATPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKA 
      50        60        70        80        90       100          
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 74.6  bits: 20.8 E():   35 
Smith-Waterman score: 51; 37.8% identity (51.4% similar) in 37 aa overlap (49-78:341-377) 
 
       20        30        40        50         60        70        
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVD--- 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
              80                                                    
2MEPSP ---CFLGTD                                                    
          : ::                                                      
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|73621416|sp|Q8H2C8.3|PROF2_ARTVU RecName: Full=Prof  (133 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.1  bits: 18.7 E():   37 
Smith-Waterman score: 45; 20.4% identity (57.4% similar) in 54 aa overlap (27-78:17-70) 
 
               10        20        30        40        50        60 
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                                 : ...  .::. .  :..    :  :... . .  
gi|736           MSWQTYVDDHLMCDIEGTGQHLTAAAILGLDGTVWAKSDKFPEFKPEEMK 
                         10        20        30        40        50 
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               70          80                                       
2MEPSP DLVVGLKQLG--ADVDCFLGTD                                       
        ..  ....:  : .  :::                                         
gi|736 GIINEFNEVGTLAPTGLFLGGAKYMVLQGEAGAVIRGKKGAGGICIKKTGQAMVMGIYDE 
               60        70        80        90       100       110 
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.0  bits: 20.1 E():   38 
Smith-Waterman score: 49; 33.3% identity (60.6% similar) in 33 aa overlap (42-74:94-121) 
 
              20        30        40        50        60        70  
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::   .:  :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVP---QR--GNITIHLQQFNE 
            70        80        90       100            110         
 
              80                                                    
2MEPSP DVDCFLGTD                                                    
       :.:                                                          
gi|144 DLDKMTPDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEA 
      120       130       140       150       160       170         
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.3 E():   39 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (17-44:54-81) 
 
                             10        20        30        40       
2MEPSP               AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
         50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                          
gi|598 EEKKEEKEEEKEESDEDMGFGLFD           
            90       100                  
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.9  bits: 18.7 E():   39 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (16-45:5-32) 
 
               10        20        30        40        50        60 
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                      :  : .::. :  .. .:... :: ::.::                
gi|300            MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDINASFR 
                          10          20        30        40        
 
               70        80                                         
2MEPSP DLVVGLKQLGADVDCFLGTD                                         
                                                                    
gi|300 AAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAP 
        50        60        70        80        90       100        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.9  bits: 18.7 E():   39 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (16-45:5-32) 
 
               10        20        30        40        50        60 
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                      :  : .::. :  .. .:... :: ::.::                
gi|300            MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDVNASFR 
                          10          20        30        40        
 
               70        80                                         
2MEPSP DLVVGLKQLGADVDCFLGTD                                         
                                                                    
gi|300 AAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAP 
        50        60        70        80        90       100        
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>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.8  bits: 19.0 E():   39 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (51-75:59-82) 
 
               30        40        50        60        70        80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.8  bits: 19.0 E():   39 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (51-75:59-82) 
 
               30        40        50        60        70        80 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 18.3 E():   39 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (17-40:61-84) 
 
                             10        20        30        40       
2MEPSP               AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
         50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                          
gi|288 ADGDGMLGLDEFAVLVKQ                 
              100                         
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 73.6  bits: 19.8 E():   40 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (21-48:7-33) 
 
               10        20        30        40        50        60 
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                           :..:..:   : .: : . : :. :..:             
gi|198               MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPEKA 
                             10        20         30        40      
 
               70        80                                         
2MEPSP DLVVGLKQLGADVDCFLGTD                                         
                                                                    
gi|198 QLLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIK 
          50        60        70        80        90       100      
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.5  bits: 20.1 E():   40 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (48-77:361-385) 
 
        20        30        40        50        60        70        
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
        80        
2MEPSP GTD        
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gi|284 ELIRSLFGLP 
         390      
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.5  bits: 20.1 E():   40 
Smith-Waterman score: 50; 22.9% identity (58.6% similar) in 70 aa overlap (4-70:13-80) 
 
                        10        20        30        40        50  
2MEPSP          AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                   :. : ..: .. ..... ::  : . .  .:: :    .: . : ..: 
gi|258 MKLPIMILAVLGVAFGKSLPNRNLQDDLNDFL--ALLPVDEITAIVMDYLANDAEVQEAV 
               10        20        30          40        50         
 
              60           70        80                             
2MEPSP PRMRERPIGDLVV---GLKQLGADVDCFLGTD                             
         .. . .  .:    ::...:                                       
gi|258 AYLQGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINRLHSVFGWDPYVPSSKRKHT 
       60        70        80        90       100       110         
 
>>gi|116174182|emb|CAL59819.1| hyaluronidase homologue [  (323 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.2  bits: 19.8 E():   42 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (43-74:66-94) 
 
             20        30        40          50        60        70 
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|116 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
               80                                                   
2MEPSP ADVDCFLGTD                                                   
        ..:                                                         
gi|116 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespula v  (340 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.8  bits: 19.8 E():   44 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (43-74:66-94) 
 
             20        30        40          50        60        70 
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|621 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
               80                                                   
2MEPSP ADVDCFLGTD                                                   
        ..:                                                         
gi|621 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.8  bits: 20.5 E():   44 
Smith-Waterman score: 50; 37.8% identity (51.4% similar) in 37 aa overlap (49-78:341-377) 
 
       20        30        40        50         60        70        
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVD--- 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
              80                                                    
2MEPSP ---CFLGTD                                                    
          : ::                                                      
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.8  bits: 19.4 E():   45 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (5-18:91-104) 
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                                         10        20        30     
2MEPSP                           AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
           40        50        60        70        80               
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD               
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.4  bits: 18.7 E():   47 
Smith-Waterman score: 45; 27.7% identity (50.8% similar) in 65 aa overlap (11-74:110-167) 
 
                                   10        20        30           
2MEPSP                     AVVVGCGGKFPVEDAKEEVQLFLGNAGIAM-RSLTAAVTA 
                                     : .:  .::: .   ::. . :..  . .  
gi|158 DGVTDATGTYTIELKDSHEEDICQVVLVASPRKDC-DEVQALRDRAGVLLTRNVGISDSL 
      80        90       100       110        120       130         
 
      40        50        60        70        80 
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
         .:    .  ::     :.   .. :::: .: :       
gi|158 RPANPLGYFKDVPL----PV--CAALLKQLDSDDDDDQ    
      140       150             160       170    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.9  bits: 18.0 E():   50 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (25-44:67-86) 
 
                     10        20        30        40        50     
2MEPSP       AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
           60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTD 
                                  
gi|668 EKEESDEDMGFGLFD            
        100       110             
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.9  bits: 18.0 E():   50 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (25-44:67-86) 
 
                     10        20        30        40        50     
2MEPSP       AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
           60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTD 
                                  
gi|833 EKEESDEDMGFGLFD            
        100       110             
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.9  bits: 19.4 E():   50 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (16-67:5-62) 
 
               10        20        30        40        50           
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV------PRM 
                      :  : :::  : .:  . . :. :. . :: .  :.      : . 
gi|119            MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAAGKITPTQ 
                          10        20        30        40          
 
           60        70        80                                   
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2MEPSP RERPIGDLVVGLKQLGADVDCFLGTD                                   
       ... . :. ::.:                                                
gi|119 EQKLMEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAA 
      50        60        70        80        90       100          
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 19.1 E():   52 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (21-60:1-39) 
 
               10        20         30        40        50          
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                           .:::.: :::       .::. :.    ::.      .:  
gi|116                     VFLGSAHGIAKVPPGPNITATYGDEW--LDAKSTWYGKPT 
                                   10        20          30         
 
      60        70        80                                        
2MEPSP GDLVVGLKQLGADVDCFLGTD                                        
       :                                                            
gi|116 GAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTV 
       40        50        60        70        80        90         
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.5  bits: 19.8 E():   52 
Smith-Waterman score: 48; 27.5% identity (45.1% similar) in 51 aa overlap (30-80:66-115) 
 
                10        20        30        40        50          
2MEPSP  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   ..   :: .  : : :. :     . 
gi|581 KYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEF 
          40        50        60        70        80        90      
 
      60        70        80                                        
2MEPSP GDLVVGLKQLGADVDCFLGTD                                        
        : ..   .   ::: :.  :                                        
gi|581 DDAMIKDISSHDDVD-FIEPDFVVRTTTNGTNLTHQDNVPSWGLARVGSKKPGGTTYYYD 
         100       110        120       130       140       150     
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (38-70:28-60) 
 
        10        20        30        40        50        60        
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :.. :: . .  :.  .. : .:: . :   
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCM 
                  10        20        30        40        50        
 
        70        80                                                
2MEPSP QLGADVDCFLGTD                                                
       . :                                                          
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (5-18:91-104) 
 
                                         10        20        30     
2MEPSP                           AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
           40        50        60        70        80               
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD               
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 71.0  bits: 19.8 E():   55 
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Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (21-67:346-393) 
 
                         10        20        30        40           
2MEPSP           AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
      50        60        70        80                              
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTD                              
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 71.0  bits: 19.8 E():   55 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (21-67:346-393) 
 
                         10        20        30        40           
2MEPSP           AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
      50        60        70        80                              
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTD                              
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (5-18:91-104) 
 
                                         10        20        30     
2MEPSP                           AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
           40        50        60        70        80               
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD               
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 17.7 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (33-52:69-88) 
 
             10        20        30        40        50        60   
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
             70        80 
2MEPSP VVGLKQLGADVDCFLGTD 
                          
gi|105 T                  
                          
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (15-50:238-273) 
 
                               10        20        30        40     
2MEPSP                 AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
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           50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
       : .  :                               
gi|313 TAAAGGYKV                            
       270                                  
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.7  bits: 18.0 E():   58 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (8-38:6-35) 
 
               10        20        30        40        50        60 
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
              :.. . : .:. . :: . :...   ::: :                       
gi|144   MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTF 
                 10         20        30        40        50        
 
               70        80                                         
2MEPSP DLVVGLKQLGADVDCFLGTD                                         
                                                                    
gi|144 KNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTA 
        60        70        80        90       100       110        
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.0 E():   58 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (27-70:17-60) 
 
               10        20        30        40        50        60 
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                                 : :  ::..:...  :..    .. :... . :  
gi|130           MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEIT 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP DLVVGLKQLGADVDCFLGTD                                         
        ..  ... :                                                   
gi|130 GIMKDFEEPGHLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEE 
               60        70        80        90       100       110 
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (56-74:40-58) 
 
          30        40        50        60        70        80      
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD      
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.2  bits: 19.1 E():   62 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (24-50:276-298) 
 
                      10        20        30        40        50    
2MEPSP        AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
            60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (23-49:107-133) 
 
                       10        20        30        40        50   
2MEPSP         AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
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                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
             60        70        80                                 
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTD                                 
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (5-18:68-81) 
 
                                         10        20        30     
2MEPSP                           AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
           40        50        60        70        80               
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD               
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (5-18:68-81) 
 
                                         10        20        30     
2MEPSP                           AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
           40        50        60        70        80               
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD               
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (5-18:69-82) 
 
                                         10        20        30     
2MEPSP                           AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
           40        50        60        70        80               
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD               
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.8  bits: 18.4 E():   64 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (28-52:121-145) 
 
                  10        20        30        40        50        
2MEPSP    AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
        60        70        80                   
2MEPSP PIGDLVVGLKQLGADVDCFLGTD                   
                                                 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2575

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 69.7  bits: 18.4 E():   65 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (6-22:172-189) 
 
                                        10         20        30     
2MEPSP                          AVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|476 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
           40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 69.7  bits: 18.4 E():   65 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (6-22:172-189) 
 
                                        10         20        30     
2MEPSP                          AVVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|313 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
           40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.8 E():   66 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (21-60:5-43) 
 
               10        20         30        40        50          
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                           .:::.: :::       .::  :.    ::.      .:  
gi|168                 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKPT 
                               10        20        30          40   
 
      60        70        80                                        
2MEPSP GDLVVGLKQLGADVDCFLGTD                                        
       :                                                            
gi|168 GAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTV 
             50        60        70        80        90       100   
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 18.4 E():   67 
Smith-Waterman score: 44; 45.5% identity (81.8% similar) in 11 aa overlap (4-14:166-176) 
 
                                          10        20        30    
2MEPSP                            AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     .:::..  .::                    
gi|549 EVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGN 
         140       150       160       170       180       190      
 
            40        50        60        70        80 
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                                       
gi|549 EPIYERK                                         
         200                                           
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (5-18:91-104) 
 
                                         10        20        30     
2MEPSP                           AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
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           40        50        60        70        80               
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD               
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (33-52:232-251) 
 
             10        20        30        40        50        60   
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
             70        80 
2MEPSP VVGLKQLGADVDCFLGTD 
                          
gi|898 AK                 
                          
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (21-60:16-54) 
 
               10        20         30        40        50          
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                           .:::.: :::       .::  :.    ::.      .:  
gi|752      MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKPT 
                    10        20        30        40          50    
 
      60        70        80                                        
2MEPSP GDLVVGLKQLGADVDCFLGTD                                        
       :                                                            
gi|752 GAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTV 
            60        70        80        90       100       110    
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (21-60:16-54) 
 
               10        20         30        40        50          
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                           .:::.: :::       .::  :.    ::.      .:  
gi|168      MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKPT 
                    10        20        30        40          50    
 
      60        70        80                                        
2MEPSP GDLVVGLKQLGADVDCFLGTD                                        
       :                                                            
gi|168 GAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTV 
            60        70        80        90       100       110    
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (21-60:16-54) 
 
               10        20         30        40        50          
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                           .:::.: :::       .::. :.    ::.      .:  
gi|409      MASSSSVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKSTWYGKPT 
                    10        20        30        40          50    
 
      60        70        80                                        
2MEPSP GDLVVGLKQLGADVDCFLGTD                                        
       :                                                            
gi|409 GAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLV 
            60        70        80        90       100       110    
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (21-60:16-54) 
 
               10        20         30        40        50          
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                           .:::.: :::       .::  :.    ::.      .:  
gi|126      MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKPT 
                    10        20        30        40          50    
 
      60        70        80                                        
2MEPSP GDLVVGLKQLGADVDCFLGTD                                        
       :                                                            
gi|126 GAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTV 
            60        70        80        90       100       110    
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (5-18:91-104) 
 
                                         10        20        30     
2MEPSP                           AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
           40        50        60        70        80               
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD               
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (21-60:16-54) 
 
               10        20         30        40        50          
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                           .:::.: :::       .::. :.    ::.      .:  
gi|386      MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKSTWYGKPT 
                    10        20        30        40          50    
 
      60        70        80                                        
2MEPSP GDLVVGLKQLGADVDCFLGTD                                        
       :                                                            
gi|386 GAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVV 
            60        70        80        90       100       110    
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (5-18:91-104) 
 
                                         10        20        30     
2MEPSP                           AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
           40        50        60        70        80               
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD               
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (9-43:96-129) 
 
                                     10        20        30         
2MEPSP                       AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
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          70        80        90       100       110        120     
 
       40        50        60        70        80                   
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD                   
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (5-18:92-105) 
 
                                         10        20        30     
2MEPSP                           AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
           40        50        60        70        80               
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD               
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (34-62:11-42) 
 
            10        20        30        40        50           60 
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    ...:::   ::..  . :. 
gi|116                     MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAIS 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP DLVVGLKQLGADVDCFLGTD                                         
       ..                                                           
gi|116 SVENIEGNGGPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKIS 
               50        60        70        80        90       100 
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (21-60:18-56) 
 
               10        20         30        40        50          
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                           .:::.: :::       .::. :.    ::.      .:  
gi|117    MASSSRSVLLLVAALFAVFLGSAHGIAKVPPGPNITATYGDEW--LDAKSTWYGKPT 
                  10        20        30        40          50      
 
      60        70        80                                        
2MEPSP GDLVVGLKQLGADVDCFLGTD                                        
       :                                                            
gi|117 GAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTV 
          60        70        80        90       100       110      
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.2  bits: 14.8 E():   69 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (38-52:2-16) 
 
        10        20        30        40        50        60        
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . . : .:                
gi|320                              YTTEGGTKSEAEDVIPE               
                                            10                      
 
        70        80 
2MEPSP QLGADVDCFLGTD 
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 19.1 E():   71 
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Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (59-75:7-23) 
 
       30        40        50        60        70        80         
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD         
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 19.1 E():   71 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (59-75:7-23) 
 
       30        40        50        60        70        80         
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD         
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.7 E():   72 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (34-50:112-128) 
 
            10        20        30        40        50        60    
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
            70        80 
2MEPSP VGLKQLGADVDCFLGTD 
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.7 E():   73 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (27-71:17-61) 
 
               10        20        30        40        50        60 
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                                 : ...  .::. .. ::.    .. :...   :. 
gi|622           MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEIN 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP DLVVGLKQLGADVDCFLGTD                                         
        ..  ... ::                                                  
gi|622 AIIKEFSEPGALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEE 
               60        70        80        90       100       110 
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.7 E():   73 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (29-75:80-121) 
 
                 10        20        30        40        50         
2MEPSP   AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
       60        70        80        
2MEPSP IGDLVVGLKQLGADVDCFLGTD        
        : ... :  . :: ::             
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY 
          110       120       130    
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.6  bits: 18.1 E():   75 
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Smith-Waterman score: 52; 28.2% identity (66.7% similar) in 39 aa overlap (7-43:132-170) 
 
                                       10         20         30     
2MEPSP                         AVVVGCGGKFPVEDAKEEV-QLFLGNAG-IAMRSLT 
                                     : ::  ..: . . :. . ..: : ....  
gi|184 DDVVAKAFLAFADEEGNIDCDTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI 
             110       120       130       140       150       160  
 
           40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
         .::.::.                                      
gi|184 QMLTAGGGDDAAAEEA                               
             170                                      
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 42; 40.0% identity (56.0% similar) in 25 aa overlap (52-75:78-102) 
 
              30        40        50        60         70        80 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:     :      
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNLDEKCMCPAIMM 
        50        60        70        80        90       100        
 
gi|112 MLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
       110       120       130       140  
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 19.2 E():   80 
Smith-Waterman score: 46; 26.7% identity (46.7% similar) in 45 aa overlap (30-74:64-108) 
 
                10        20        30        40        50          
2MEPSP  AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   .. . :: .  : : :. :     . 
gi|238 KYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEF 
            40        50        60        70        80        90    
 
      60        70        80                                        
2MEPSP GDLVVGLKQLGADVDCFLGTD                                        
        : ..   .   :::                                              
gi|238 DDAMIKDISNHDDVDYIEPDFVVRTSTNGTNLTRQENVPSWGLARVGSKQAGGTTYYYDS 
           100       110       120       130       140       150    
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.1  bits: 14.8 E():   80 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (5-13:4-12) 
 
               10        20        30        40        50        60 
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
           ::...: .:                                                
gi|544  APPGCSNHFNLETVFGNFVK                                        
                10        20                                        
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.0  bits: 17.4 E():   81 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (9-27:82-100) 
 
                                     10        20        30         
2MEPSP                       AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
       40        50        60        70        80 
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                                  
gi|188 QSGAIYV                                    
                                                  
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.7  bits: 18.8 E():   84 
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Smith-Waterman score: 45; 22.5% identity (46.2% similar) in 80 aa overlap (5-80:181-258) 
 
                                         10        20           30  
2MEPSP                           AVVVGCGGKFPVEDAKEEVQLFL---GNAGIAMR 
                                     :::. . .:  :  ..  :    :    :: 
gi|336 SIQKQQSIELSEQELVDCTYNRYDSSYQCNGCGSGYSTEAFKYMIRTGLVEEENYPYNMR 
              160       170       180       190       200       210 
 
              40        50        60         70        80           
2MEPSP SLTAAVTAAGGNATYVLDGVPRMRERPIG-DLVVGLKQLGADVDCFLGTD           
       .      . :    : ..:  ..: .    :..  ..: :  :  . :..           
gi|336 TQWCNPDVEG--QRYHVSGYQQLRYQSSDEDVMYTIQQHGPVVIYMHGSNNYFRNLGNGV 
              220         230       240       250       260         
 
gi|336 LRGVAYNDAYTDHAVILVGWGTVQGVDYWIIRNSWGTGWGNGGYGYVERGHNSLGINNFV 
      270       280       290       300       310       320         
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 41; 58.3% identity (66.7% similar) in 12 aa overlap (54-65:101-112) 
 
            30        40        50        60        70        80  
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD  
                                     :::  . : :::                 
gi|668 PNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
               80        90       100       110       120         
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (61-75:107-121) 
 
               40        50        60        70        80        
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD        
                                     :. . :  . :: ::             
gi|249 KREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFDCSKIQSTIFRGYY 
         80        90       100       110       120       130    
 
>>gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma sacch  (284 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.1  bits: 18.5 E():   91 
Smith-Waterman score: 44; 21.3% identity (53.2% similar) in 47 aa overlap (12-58:4-50) 
 
               10        20        30        40        50        60 
2MEPSP AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                  ..   . ..:   ::     .: : .  :. .:  .:. :  ....:   
gi|203         MEAIKKKMQAMKLEKDNAMDKADALEAQARDANRKADKILEEVQDLKKKPSQ 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP DLVVGLKQLGADVDCFLGTD                                         
                                                                    
gi|203 VETDFTTTKENLATANKNLEDKEKTLTNTESEVASLNRKVQMIEENLERSEERLGTALTK 
             60        70        80        90       100       110   
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 18.5 E():   94 
Smith-Waterman score: 50; 30.4% identity (60.9% similar) in 46 aa overlap (22-67:24-62) 
 
                 10        20        30        40        50         
2MEPSP   AVVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                              . ..:: :  .  ::. ::.:. :      : ....  
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAPTT-PAAAGAAAGKIT------PTQEQKL 
               10        20        30         40              50    
 
       60        70        80                                       
2MEPSP IGDLVVGLKQLGADVDCFLGTD                                       
       . :. ::.:                                                    
gi|119 MEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDA 
            60        70        80        90       100       110    
 
>>gi|239735|gb|AAB20453.1| Car b I=major allergen [Carpi  (40 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.8  bits: 15.6 E():   94 
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Smith-Waterman score: 42; 32.1% identity (60.7% similar) in 28 aa overlap (35-59:11-38) 
 
           10        20        30        40        50           60  
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGD 
                                     ... ::    .:::::   .:..  . :   
gi|239                     GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAIXK 
                                   10        20        30        40 
 
              70        80 
2MEPSP LVVGLKQLGADVDCFLGTD 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.0 E():   94 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (44-74:5-35) 
 
            20        30        40        50        60        70    
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|416                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
            80                                                      
2MEPSP DCFLGTD                                                      
       :                                                            
gi|416 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.0 E():   94 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (44-74:5-35) 
 
            20        30        40        50        60        70    
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|461                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
            80                                                      
2MEPSP DCFLGTD                                                      
       :                                                            
gi|461 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.0 E():   96 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (44-74:5-35) 
 
            20        30        40        50        60        70    
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.         :. . :...: :. 
gi|117                           MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDA 
                                         10        20        30     
 
            80                                                      
2MEPSP DCFLGTD                                                      
       :                                                            
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 66.4  bits: 19.2 E():   98 
Smith-Waterman score: 46; 30.0% identity (66.7% similar) in 30 aa overlap (1-29:379-408) 
 
                                             10         20          
2MEPSP                               AVVVGCGGKFPVEDAK-EEVQLFLGNAGIA 
                                     :. . :. ..: .: :  ...: : .. :: 
gi|114 SASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIA 
      350       360       370       380       390       400         
 
      30        40        50        60        70        80          
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD          
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gi|114 SCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILLGS 
      410       420       430       440       450       460         
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 66.4  bits: 19.2 E():   98 
Smith-Waterman score: 46; 30.0% identity (66.7% similar) in 30 aa overlap (1-29:379-408) 
 
                                             10         20          
2MEPSP                               AVVVGCGGKFPVEDAK-EEVQLFLGNAGIA 
                                     :. . :. ..: .: :  ...: : .. :: 
gi|114 SASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIA 
      350       360       370       380       390       400         
 
      30        40        50        60        70        80          
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD          
                                                                    
gi|114 SCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILLGS 
      410       420       430       440       450       460         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 66.4  bits: 19.2 E():   98 
Smith-Waterman score: 46; 30.0% identity (66.7% similar) in 30 aa overlap (1-29:379-408) 
 
                                             10         20          
2MEPSP                               AVVVGCGGKFPVEDAK-EEVQLFLGNAGIA 
                                     :. . :. ..: .: :  ...: : .. :: 
gi|248 SASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIA 
      350       360       370       380       390       400         
 
      30        40        50        60        70        80          
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD          
                                                                    
gi|248 SCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILLGS 
      410       420       430       440       450       460         
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 66.4  bits: 19.2 E():   98 
Smith-Waterman score: 46; 30.0% identity (66.7% similar) in 30 aa overlap (1-29:379-408) 
 
                                             10         20          
2MEPSP                               AVVVGCGGKFPVEDAK-EEVQLFLGNAGIA 
                                     :. . :. ..: .: :  ...: : .. :: 
gi|114 SASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIA 
      350       360       370       380       390       400         
 
      30        40        50        60        70        80          
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD          
                                                                    
gi|114 SCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILLGS 
      410       420       430       440       450       460         
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 66.4  bits: 19.2 E():   98 
Smith-Waterman score: 46; 30.0% identity (66.7% similar) in 30 aa overlap (1-29:379-408) 
 
                                             10         20          
2MEPSP                               AVVVGCGGKFPVEDAK-EEVQLFLGNAGIA 
                                     :. . :. ..: .: :  ...: : .. :: 
gi|114 SASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIA 
      350       360       370       380       390       400         
 
      30        40        50        60        70        80          
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD          
                                                                    
gi|114 SCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILLGS 
      410       420       430       440       450       460         
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 66.4  bits: 19.2 E():   98 
Smith-Waterman score: 46; 30.0% identity (66.7% similar) in 30 aa overlap (1-29:379-408) 
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                                             10         20          
2MEPSP                               AVVVGCGGKFPVEDAK-EEVQLFLGNAGIA 
                                     :. . :. ..: .: :  ...: : .. :: 
gi|114 SASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIA 
      350       360       370       380       390       400         
 
      30        40        50        60        70        80          
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD          
                                                                    
gi|114 SCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILLGS 
      410       420       430       440       450       460         
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 66.4  bits: 19.2 E():   98 
Smith-Waterman score: 46; 30.0% identity (66.7% similar) in 30 aa overlap (1-29:379-408) 
 
                                             10         20          
2MEPSP                               AVVVGCGGKFPVEDAK-EEVQLFLGNAGIA 
                                     :. . :. ..: .: :  ...: : .. :: 
gi|114 SASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIA 
      350       360       370       380       390       400         
 
      30        40        50        60        70        80          
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD          
                                                                    
gi|114 SCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILLGS 
      410       420       430       440       450       460         
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 66.4  bits: 19.2 E():   98 
Smith-Waterman score: 46; 30.0% identity (66.7% similar) in 30 aa overlap (1-29:379-408) 
 
                                             10         20          
2MEPSP                               AVVVGCGGKFPVEDAK-EEVQLFLGNAGIA 
                                     :. . :. ..: .: :  ...: : .. :: 
gi|114 SASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIA 
      350       360       370       380       390       400         
 
      30        40        50        60        70        80          
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD          
                                                                    
gi|114 SCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILLGS 
      410       420       430       440       450       460         
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 66.4  bits: 19.2 E():   98 
Smith-Waterman score: 46; 30.0% identity (66.7% similar) in 30 aa overlap (1-29:379-408) 
 
                                             10         20          
2MEPSP                               AVVVGCGGKFPVEDAK-EEVQLFLGNAGIA 
                                     :. . :. ..: .: :  ...: : .. :: 
gi|114 SASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIA 
      350       360       370       380       390       400         
 
      30        40        50        60        70        80          
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD          
                                                                    
gi|114 SCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILLGS 
      410       420       430       440       450       460         
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 66.4  bits: 19.2 E():   98 
Smith-Waterman score: 46; 30.0% identity (66.7% similar) in 30 aa overlap (1-29:379-408) 
 
                                             10         20          
2MEPSP                               AVVVGCGGKFPVEDAK-EEVQLFLGNAGIA 
                                     :. . :. ..: .: :  ...: : .. :: 
gi|117 SASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIA 
      350       360       370       380       390       400         
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      30        40        50        60        70        80          
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD          
                                                                    
gi|117 SCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVKNMGAYDKGNRTRILLGS 
      410       420       430       440       450       460         
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 66.4  bits: 19.2 E():   98 
Smith-Waterman score: 46; 30.0% identity (66.7% similar) in 30 aa overlap (1-29:379-408) 
 
                                             10         20          
2MEPSP                               AVVVGCGGKFPVEDAK-EEVQLFLGNAGIA 
                                     :. . :. ..: .: :  ...: : .. :: 
gi|248 SASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIA 
      350       360       370       380       390       400         
 
      30        40        50        60        70        80          
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD          
                                                                    
gi|248 SCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILLGS 
      410       420       430       440       450       460         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 66.4  bits: 19.2 E():   98 
Smith-Waterman score: 46; 30.0% identity (66.7% similar) in 30 aa overlap (1-29:379-408) 
 
                                             10         20          
2MEPSP                               AVVVGCGGKFPVEDAK-EEVQLFLGNAGIA 
                                     :. . :. ..: .: :  ...: : .. :: 
gi|114 SASACQNQRSAVQIQDVTYKNIRGTSATAAAIQLKCSDSMPCKDIKLSDISLKLTSGKIA 
      350       360       370       380       390       400         
 
      30        40        50        60        70        80          
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD          
                                                                    
gi|114 SCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILLGS 
      410       420       430       440       450       460         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:32 2011 done: Tue Apr 19 10:57:32 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 77  - 156 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     3     2:* 
  32    24     8:==*===== 
  34    26    22:=======*= 
  36    48    44:==============*= 
  38    72    73:========================* 
  40    96   102:================================ * 
  42   138   125:=========================================*==== 
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  44   112   138:======================================       * 
  46   135   140:============================================= * 
  48   133   134:============================================* 
  50    97   122:=================================       * 
  52    73   108:=========================          * 
  54    76    92:==========================    * 
  56   139    77:=========================*===================== 
  58    58    63:====================* 
  60    52    51:================*= 
  62    17    41:======       * 
  64    26    33:========= * 
  66    15    26:=====   * 
  68    25    20:======*== 
  70    20    16:=====*= 
  72    11    12:===* 
  74    20    10:===*=== 
  76     6     8:==* 
  78     7     6:=*= 
  80     6     5:=* 
  82    24     3:*======= 
  84     5     3:*= 
  86     6     2:*= 
  88     4     2:*=         inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     1     0:=         *= 
 106     2     0:=         *== 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.99190.00315; mu= 11.7262 0.162 
 mean_var=32.6625 9.377, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.224414 
 Kolmogorov-Smirnov  statistic: 0.0506 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 24.5    0.56 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 24.1     0.7 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 24.1     0.7 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 23.5     1.1 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 23.2     1.4 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 22.8     1.7 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 24.3     1.8 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 22.5     2.2 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 22.2     2.7 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   56 22.2     2.7 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 23.3     3.3 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   60 23.7     4.1 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.5     4.2 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   54 21.6     4.4 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 22.3     6.4 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 20.9     6.7 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 20.9     6.7 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 22.4       7 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 22.4       7 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 21.3     7.2 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.9     7.5 
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gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   51 20.6     8.2 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.6     8.3 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.6     8.3 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.7     9.4 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   54 21.7     9.7 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.3      10 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.3      10 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.4      10 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.4      12 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.4      12 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.4      12 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.4      13 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.4      13 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.4      13 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.4      13 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.4      13 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.6      13 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.4      13 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 21.0      13 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.4      13 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 21.0      13 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.1      15 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   54 21.8      15 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 21.0      15 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 21.0      16 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.6      16 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.8      16 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 21.1      18 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.7      19 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.7      19 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.7      19 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   47 19.3      20 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.7      21 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 21.1      21 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   46 19.0      25 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.4      27 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.3      29 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   45 18.6      32 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   45 18.6      32 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 20.1      32 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 19.0      33 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 19.0      33 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   49 20.1      33 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.7      33 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.4      33 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.4      33 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.4      33 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 20.1      36 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 19.0      36 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 19.0      37 
gi|73621416|sp|Q8H2C8.3|PROF2_ARTVU RecName: Full= ( 133)   45 18.7      38 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   49 20.1      38 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.3      39 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.7      39 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.7      39 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   49 20.1      39 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 19.0      39 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 19.0      39 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.3      39 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.8      41 
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gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   49 20.1      41 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 20.1      41 
gi|116174182|emb|CAL59819.1| hyaluronidase homolog ( 323)   48 19.8      43 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   42 17.6      43 
gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespu ( 340)   48 19.8      45 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.4      45 
gi|1588669|prf||2209273A Zm13                      ( 170)   45 18.7      47 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 18.0      50 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 18.0      50 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.4      50 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.1      52 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.8      53 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.4      53 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.1      55 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.8      56 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.8      56 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.1      56 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.6      56 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 19.1      58 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 18.0      58 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 18.0      59 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 19.1      59 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 19.1      62 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.5      63 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.8      63 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.8      63 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.8      64 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.4      65 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   44 18.4      66 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   44 18.4      66 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.8      66 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.4      68 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.8      69 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.8      69 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.8      69 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.8      69 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.8      69 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.8      69 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.8      69 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.8      69 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.8      69 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.4      69 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.8      69 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 18.0      69 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.8      69 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.8      70 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.1      72 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.1      72 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.7      72 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.7      73 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.7      73 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 18.1      75 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   42 17.7      77 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 19.2      80 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 14.8      80 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.3      82 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   45 18.8      85 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   41 17.4      88 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.4      91 
gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma s ( 284)   44 18.5      92 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   44 18.5      95 
gi|239735|gb|AAB20453.1| Car b I=major allergen [C (  40)   36 15.6      95 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   40 17.0      95 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   40 17.0      95 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.0      97 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 106.9  bits: 24.5 E(): 0.56 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (15-39:61-85) 
 
                               10        20        30        40     

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2589

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP                 VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
           50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                            
gi|145 DEDGDGMIGVDEFVTLVKA                  
              100                           
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 105.3  bits: 24.1 E():  0.7 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (15-70:60-104) 
 
                               10        20        30        40     
2MEPSP                 VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
           50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
       .. ::     ..  :: ..:. ...:           
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG       
                90        100               
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 105.3  bits: 24.1 E():  0.7 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (15-70:60-104) 
 
                               10        20        30        40     
2MEPSP                 VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
           50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
       .. ::     ..  :: ..:. ...:           
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG       
                90        100               
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 101.7  bits: 23.5 E():  1.1 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (15-62:60-106) 
 
                               10        20        30        40     
2MEPSP                 VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
           50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
        : ::  ..  . . :::                   
gi|208 DV-DGDGKIGIEEFTDLVRSK                
      90        100                         
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 99.9  bits: 23.2 E():  1.4 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (15-39:61-85) 
 
                               10        20        30        40     
2MEPSP                 VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
           50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
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gi|145 DSDGDGKIGVDEFAAMVKA                  
              100                           
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 98.2  bits: 22.8 E():  1.7 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (15-39:61-85) 
 
                               10        20        30        40     
2MEPSP                 VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
           50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                            
gi|222 DSDGDGKIGAEEFAALVTA                  
              100                           
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  62  Z-score: 97.9  bits: 24.3 E():  1.8 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (20-77:8-62) 
 
               10        20        30        40        50        60 
2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                          ::.:..:   . .. : .: .:  ::::     . .   .  
gi|324             MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSK 
                           10        20         30        40        
 
               70        80                                         
2MEPSP LVVGLKQLGADVDCFLGTDC                                         
       .. ..: ::  :.  ::                                            
gi|324 VIENFKALG--VNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNV 
        50          60        70        80        90       100      
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 96.4  bits: 22.5 E():  2.2 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (15-39:61-85) 
 
                               10        20        30        40     
2MEPSP                 VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
           50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                            
gi|179 DSDGDGKIGVDEFAALVKA                  
              100                           
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 94.7  bits: 22.2 E():  2.7 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (15-39:61-85) 
 
                               10        20        30        40     
2MEPSP                 VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
           50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                            
gi|294 DSDGDGKIGIDEFAAMIKG                  
              100                           
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 94.7  bits: 22.2 E():  2.7 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (15-39:61-85) 
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                               10        20        30        40     
2MEPSP                 VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|288 FKACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
           50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                            
gi|288 DSDGDGKIGVDEFAAMIKG                  
              100                           
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 93.1  bits: 23.3 E():  3.3 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (14-49:252-287) 
 
                                10        20        30        40    
2MEPSP                  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
            50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
       : .  :                                
gi|144 TAAAGGYKV                             
             290                             
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  60  Z-score: 91.4  bits: 23.7 E():  4.1 
Smith-Waterman score: 60; 27.5% identity (68.6% similar) in 51 aa overlap (11-61:184-233) 
 
                                   10        20        30        40 
2MEPSP                     VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     .::.....:  : . ..:.:...: ..:   
gi|845 MTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISA-LSAEL 
           160       170       180       190       200        210   
 
               50        60        70        80                     
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC                     
        .   .::.. : :..   ::                                        
gi|845 EECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADLDETT 
            220       230       240       250       260       270   
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 91.3  bits: 21.5 E():  4.2 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (15-37:59-81) 
 
                               10        20        30        40     
2MEPSP                 VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
           50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                            
gi|288 DADGDGMLGLDEFAVLVKQ                  
       90       100                         
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 90.9  bits: 21.6 E():  4.4 
Smith-Waterman score: 54; 30.5% identity (52.5% similar) in 59 aa overlap (15-73:60-107) 
 
                               10        20        30        40     
2MEPSP                 VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA----- 
      30        40        50        60        70        80          
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           50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
       ..  :         ::  .:. ..:: ::        
gi|131 FLKAGDSD------GDGKIGVDEFGALVDKWGAKG  
           90             100       110     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 88.0  bits: 22.3 E():  6.4 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (14-49:248-283) 
 
                                10        20        30        40    
2MEPSP                  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
            50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
       : .  :                                
gi|239 TAATGGYKV                             
       280                                   
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.7  bits: 20.9 E():  6.7 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (16-39:62-85) 
 
                              10        20        30        40      
2MEPSP                VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
          50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                           
gi|209 ADGDGMIGIDEFAVLVKQ                  
             100                           
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.7  bits: 20.9 E():  6.7 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (16-39:62-85) 
 
                              10        20        30        40      
2MEPSP                VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
          50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                           
gi|249 ADGDGMIGIDEFAVLVKQ                  
             100                           
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.4  bits: 22.4 E():    7 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (14-49:274-309) 
 
                                10        20        30        40    
2MEPSP                  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
            50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
       : .  :                                
gi|398 TAATGGYKV                             
           310                               
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
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 initn:  56 init1:  56 opt:  56  Z-score: 87.4  bits: 22.4 E():    7 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (14-49:274-309) 
 
                                10        20        30        40    
2MEPSP                  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
            50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
       : .  :                                
gi|330 TAATGGYKV                             
           310                               
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.1  bits: 21.3 E():  7.2 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (23-66:87-141) 
 
                       10        20        30        40             
2MEPSP         VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
              50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
           .. ::: . . :: . ..: .               
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT    
        120       130       140       150      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.8  bits: 20.9 E():  7.5 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (60-76:98-114) 
 
      30        40        50        60        70        80       
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC       
                                     ::. .:.. :.::: :.           
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
        70        80        90       100       110       120     
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.1  bits: 20.6 E():  8.2 
Smith-Waterman score: 51; 40.0% identity (68.0% similar) in 25 aa overlap (15-39:59-83) 
 
                               10        20        30        40     
2MEPSP                 VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.:. : : :      
gi|777 FKACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAG 
       30        40        50        60        70        80         
 
           50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                            
gi|777 DSDGDGKIGVDEFAAMVKH                  
       90       100                         
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.6 E():  8.3 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (16-39:62-85) 
 
                              10        20        30        40      
2MEPSP                VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
          50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                           
gi|288 ADGDGMIGIDEFAVWVKQ                  

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2594

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

             100                           
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.6 E():  8.3 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (15-39:61-85) 
 
                               10        20        30        40     
2MEPSP                 VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
           50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                            
gi|207 DSDGDGKIGVEEFQALVKA                  
              100                           
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.0  bits: 21.7 E():  9.4 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (14-49:227-262) 
 
                                10        20        30        40    
2MEPSP                  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
            50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
       : .  :                                
gi|180 TAAAGGYKV                             
        260                                  
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 84.8  bits: 21.7 E():  9.7 
Smith-Waterman score: 54; 23.2% identity (62.3% similar) in 69 aa overlap (9-76:14-76) 
 
                    10        20        30        40         50     
2MEPSP      VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                    .:..: :   :  : .... ....  :: .    . . .:...:... 
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKL-ETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQ 
               10        20         30        40        50          
 
           60        70        80                                   
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDC                                   
            ::.  :.. :.::: ..                                       
gi|225 -----DLLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMD 
           60        70        80        90       100       110     
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.2  bits: 20.3 E():   10 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (15-37:61-83) 
 
                               10        20        30        40     
2MEPSP                 VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
           50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                            
gi|145 DSDGDGKIGVDEFGAMIKA                  
              100                           
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.2  bits: 20.3 E():   10 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (15-37:61-83) 
 
                               10        20        30        40     

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2595

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP                 VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
           50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                            
gi|148 DSDGDGKIGVDEFGAMIKA                  
              100                           
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 84.2  bits: 22.4 E():   10 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (50-76:454-481) 
 
      20        30        40        50         60        70         
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
       80        
2MEPSP DC        
                 
gi|424 IKKLFGLSH 
           490   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 83.2  bits: 22.4 E():   12 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (48-80:341-374) 
 
        20        30        40        50         60        70       
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
         80                                                         
2MEPSP GTDC                                                         
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (23-49:251-277) 
 
                       10        20        30        40        50   
2MEPSP         VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
             60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (23-49:252-278) 
 
                       10        20        30        40        50   
2MEPSP         VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
             60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 21.4 E():   13 
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Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (23-49:255-281) 
 
                       10        20        30        40        50   
2MEPSP         VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
             60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (25-49:260-284) 
 
                     10        20        30        40        50     
2MEPSP       VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (25-49:260-284) 
 
                     10        20        30        40        50     
2MEPSP       VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (25-49:260-284) 
 
                     10        20        30        40        50     
2MEPSP       VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (25-49:260-284) 
 
                     10        20        30        40        50     
2MEPSP       VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (25-49:260-284) 
 
                     10        20        30        40        50     
2MEPSP       VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2597

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

     230       240       250       260       270       280          
 
           60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (25-49:260-284) 
 
                     10        20        30        40        50     
2MEPSP       VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (25-49:260-284) 
 
                     10        20        30        40        50     
2MEPSP       VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (25-49:260-284) 
 
                     10        20        30        40        50     
2MEPSP       VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (25-49:260-284) 
 
                     10        20        30        40        50     
2MEPSP       VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (25-49:260-284) 
 
                     10        20        30        40        50     
2MEPSP       VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
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 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (25-49:260-284) 
 
                     10        20        30        40        50     
2MEPSP       VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (25-49:260-284) 
 
                     10        20        30        40        50     
2MEPSP       VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (25-49:260-284) 
 
                     10        20        30        40        50     
2MEPSP       VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (23-49:258-284) 
 
                       10        20        30        40        50   
2MEPSP         VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
             60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (25-49:260-284) 
 
                     10        20        30        40        50     
2MEPSP       VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 82.6  bits: 20.6 E():   13 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (29-44:142-161) 
 
                 10        20        30            40        50     
2MEPSP   VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
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gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
           60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDC 
                                  
gi|249 GYKV                       
                                  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.4 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (23-49:261-287) 
 
                       10        20        30        40        50   
2MEPSP         VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
             60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 82.5  bits: 21.0 E():   13 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (60-76:202-218) 
 
      30        40        50        60        70        80       
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC       
                                     ::. .:.. :.::: :.           
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             180       190       200       210       220         
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.5  bits: 21.4 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (23-49:266-292) 
 
                       10        20        30        40        50   
2MEPSP         VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
             60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.5  bits: 21.0 E():   13 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (60-76:205-221) 
 
      30        40        50        60        70        80       
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC       
                                     ::. .:.. :.::: :.           
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          180       190       200       210       220       230  
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 81.5  bits: 22.1 E():   15 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (48-80:341-374) 
 
        20        30        40        50         60        70       
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
         80                                                         
2MEPSP GTDC                                                         
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
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>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  51 init1:  51 opt:  54  Z-score: 81.4  bits: 21.8 E():   15 
Smith-Waterman score: 54; 33.3% identity (72.7% similar) in 33 aa overlap (47-79:262-289) 
 
         20        30        40        50        60        70       
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
         80                                                         
2MEPSP GTDC                                                         
        .:                                                          
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.2  bits: 21.0 E():   15 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (14-49:238-273) 
 
                                10        20        30        40    
2MEPSP                  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
            50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
       : .  :                                
gi|313 TAATGGYKV                             
       270                                   
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.0  bits: 21.0 E():   16 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (14-49:246-281) 
 
                                10        20        30        40    
2MEPSP                  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
            50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
       : .  :                                
gi|295 TAATGGYKV                             
         280                                 
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 19.6 E():   16 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (15-39:61-85) 
 
                               10        20        30        40     
2MEPSP                 VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
           50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                            
gi|207 DSDGDGKIGVEEFQALVKA                  
              100                           
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (60-77:295-313) 
 
      30        40        50        60         70        80         
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDC         
                                     :: ::   .:: ...:: :            
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gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.7  bits: 21.1 E():   18 
Smith-Waterman score: 52; 26.3% identity (71.1% similar) in 38 aa overlap (4-41:29-66) 
 
                                        10        20        30      
2MEPSP                          VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                                   :  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC                
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.5  bits: 20.7 E():   19 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (14-49:238-273) 
 
                                10        20        30        40    
2MEPSP                  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
            50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
       : .  :                                
gi|313 TAATGGYKV                             
       270                                   
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.5  bits: 20.7 E():   19 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (14-49:238-273) 
 
                                10        20        30        40    
2MEPSP                  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
            50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
       : .  :                                
gi|313 TAATGGYKV                             
       270                                   
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.5  bits: 20.7 E():   19 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (14-49:238-273) 
 
                                10        20        30        40    
2MEPSP                  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
            50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
       : .  :                                
gi|168 TAATGGYKV                             
       270                                   
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
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 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 47; 41.0% identity (53.8% similar) in 39 aa overlap (15-49:61-96) 
 
                               10        20        30            40 
2MEPSP                 VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA----AG 
                                     .::..::: :     :.:: . :     :: 
gi|193 FHKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAG 
               40        50        60        70        80        90 
 
               50        60        70        80 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
        :   : ::                                
gi|193 DN---VGDGKIGIDEFNHLVKH                   
                 100                            
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 20.7 E():   21 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (25-49:280-304) 
 
                     10        20        30        40        50     
2MEPSP       VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
           60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.7  bits: 21.1 E():   21 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (10-34:22-45) 
 
                           10        20        30        40         
2MEPSP             VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                            ::..: :.:. :: .:. . ::: :               
gi|113 MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNIIDKCWRCK 
               10        20         30        40        50          
 
       50        60        70        80                             
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDC                             
                                                                    
gi|113 ADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWI 
      60        70        80        90       100       110          
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (15-33:61-79) 
 
                               10        20        30        40     
2MEPSP                 VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.::            
gi|179 FAKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAG 
               40        50        60        70        80        90 
 
           50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                            
gi|179 DSDGDGKIGVDEFTALVKA                  
              100                           
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.8  bits: 16.4 E():   27 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (37-51:2-16) 
 
         10        20        30        40        50        60       
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . : : .:                
gi|320                              YTTEGGTKSEVEDVIPEGWK            
                                            10        20            
 
         70        80 
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2MEPSP QLGADVDCFLGTDC 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.3  bits: 19.3 E():   29 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (33-58:11-39) 
 
             10        20        30        40           50          
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
      60        70        80                                        
2MEPSP DLVVGLKQLGADVDCFLGTDC                                        
                                                                    
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.5  bits: 18.6 E():   32 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (15-39:61-85) 
 
                               10        20        30        40     
2MEPSP                 VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|148 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
           50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                            
gi|148 DSDGDGAIGVEEWAVLVKA                  
              100                           
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.5  bits: 18.6 E():   32 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (15-39:61-85) 
 
                               10        20        30        40     
2MEPSP                 VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|145 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
           50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                            
gi|145 DSDGDGAIGVDEWAVLVKA                  
              100                           
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 75.4  bits: 20.1 E():   32 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (14-49:267-298) 
 
                                10        20        30        40    
2MEPSP                  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
            50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
       : .  :                                
gi|663 TAAAGGYKA                             
            300                              
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.0 E():   33 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (28-50:22-44) 
 
               10        20        30        40        50        60 
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2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                                  :.: . ::.....:..  ::.:.           
gi|753       MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALT 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP LVVGLKQLGADVDCFLGTDC                                         
                                                                    
gi|753 IATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLE 
           60        70        80        90       100       110     
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.0 E():   33 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (28-50:22-44) 
 
               10        20        30        40        50        60 
2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                                  :.: . ::.....:..  ::.:.           
gi|198       MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALT 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP LVVGLKQLGADVDCFLGTDC                                         
                                                                    
gi|198 IATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLE 
           60        70        80        90       100       110     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.2  bits: 20.1 E():   33 
Smith-Waterman score: 51; 28.0% identity (58.0% similar) in 50 aa overlap (20-69:8-56) 
 
               10        20        30        40        50        60 
2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                          :..:..:   . .. : .: .:. :..:     . .   :  
gi|107             MAHKSKILIIGGTGYIGKFIVEA-SAKSGHPTFALVRESTVSDPVKGK 
                           10        20         30        40        
 
               70        80                                         
2MEPSP LVVGLKQLGADVDCFLGTDC                                         
       ::  .: ::                                                    
gi|107 LVEKFKGLGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKR 
        50        60        70        80        90       100        
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.2  bits: 19.7 E():   33 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (14-41:210-237) 
 
                                10        20        30        40    
2MEPSP                  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
            50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                             
gi|226 V                                     
     240                                     
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.2  bits: 20.4 E():   33 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (48-76:184-213) 
 
        20        30        40        50        60          70      
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
          80                                                        
2MEPSP LGTDC                                                        
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       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 20.4 E():   33 
Smith-Waterman score: 50; 23.4% identity (53.2% similar) in 47 aa overlap (34-80:351-397) 
 
            10        20        30        40        50        60    
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :  .:.:.. . . .    : .   ::.:  
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
            70        80 
2MEPSP GLKQLGADVDCFLGTDC 
        : . .. . :  :. : 
gi|113 QLTMNAGVLTCSPGAPC 
              390        
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.2  bits: 20.4 E():   33 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (48-76:184-213) 
 
        20        30        40        50        60          70      
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
          80                                                        
2MEPSP LGTDC                                                        
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.5  bits: 20.1 E():   36 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (15-57:5-47) 
 
               10        20        30        40        50        60 
2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                     :. : :::. : .:  . . :. :. . :: .  ..:     :    
gi|249           MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATP 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP LVVGLKQLGADVDCFLGTDC                                         
                                                                    
gi|249 ATPATPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAF 
               60        70        80        90       100       110 
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (45-80:40-74) 
 
           20        30        40        50        60        70     
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
           80                                                       
2MEPSP FLGTDC                                                       
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (45-80:47-81) 
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           20        30        40        50        60        70     
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
           80                                                       
2MEPSP FLGTDC                                                       
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|73621416|sp|Q8H2C8.3|PROF2_ARTVU RecName: Full=Prof  (133 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.1  bits: 18.7 E():   38 
Smith-Waterman score: 45; 20.4% identity (57.4% similar) in 54 aa overlap (26-77:17-70) 
 
               10        20        30        40        50        60 
2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                                : ...  .::. .  :..    :  :... . .   
gi|736          MSWQTYVDDHLMCDIEGTGQHLTAAAILGLDGTVWAKSDKFPEFKPEEMKG 
                        10        20        30        40        50  
 
                 70        80                                       
2MEPSP LVVGLKQLG--ADVDCFLGTDC                                       
       ..  ....:  : .  :::                                          
gi|736 IINEFNEVGTLAPTGLFLGGAKYMVLQGEAGAVIRGKKGAGGICIKKTGQAMVMGIYDEP 
              60        70        80        90       100       110  
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.0  bits: 20.1 E():   38 
Smith-Waterman score: 49; 33.3% identity (60.6% similar) in 33 aa overlap (41-73:94-121) 
 
               20        30        40        50        60        70 
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::   .:  :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVP---QR--GNITIHLQQFNE 
            70        80        90       100            110         
 
               80                                                   
2MEPSP DVDCFLGTDC                                                   
       :.:                                                          
gi|144 DLDKMTPDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEA 
      120       130       140       150       160       170         
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 18.3 E():   39 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (16-43:54-81) 
 
                              10        20        30        40      
2MEPSP                VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
          50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                           
gi|598 EEKKEEKEEEKEESDEDMGFGLFD            
            90       100                   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (15-44:5-32) 
 
               10        20        30        40        50        60 
2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                     :  : .::. :  .. .:... :: ::.::                 
gi|300           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDINASFRA 
                         10          20        30        40         
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               70        80                                         
2MEPSP LVVGLKQLGADVDCFLGTDC                                         
                                                                    
gi|300 AMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPE 
       50        60        70        80        90       100         
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (15-44:5-32) 
 
               10        20        30        40        50        60 
2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                     :  : .::. :  .. .:... :: ::.::                 
gi|300           MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDVNASFRA 
                         10          20        30        40         
 
               70        80                                         
2MEPSP LVVGLKQLGADVDCFLGTDC                                         
                                                                    
gi|300 AMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPE 
       50        60        70        80        90       100         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 49; 21.4% identity (62.5% similar) in 56 aa overlap (1-54:326-375) 
 
                                             10        20        30 
2MEPSP                               VVVGCGGKFPVEDAKEEVQLFLGNAGIAMR 
                                     ::..:.  .:  . :      .:. ....: 
gi|495 GQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMK------IGEINLSYR 
         300       310       320       330       340                
 
               40          50        60        70        80 
2MEPSP SLTAAVTAAGGNATYVLDG--VPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
       .  . .:.. .:.  ...:  :: ..                           
gi|495 GAGGPATSTCSNVKPTFSGKQVPAIKCA                         
     350       360       370                                
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.8  bits: 19.0 E():   39 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (50-74:59-82) 
 
      20        30        40        50        60        70          
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
      80                                                            
2MEPSP C                                                            
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.8  bits: 19.0 E():   39 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (50-74:59-82) 
 
      20        30        40        50        60        70          
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
      80                                                            
2MEPSP C                                                            
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 18.3 E():   39 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (16-39:61-84) 
 
                              10        20        30        40      
2MEPSP                VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
          50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                           
gi|288 ADGDGMLGLDEFAVLVKQ                  
              100                          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 73.5  bits: 19.8 E():   41 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (20-47:7-33) 
 
               10        20        30        40        50        60 
2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                          :..:..:   : .: : . : :. :..:              
gi|198              MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPEKAQ 
                            10        20         30        40       
 
               70        80                                         
2MEPSP LVVGLKQLGADVDCFLGTDC                                         
                                                                    
gi|198 LLESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKR 
         50        60        70        80        90       100       
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.5  bits: 20.1 E():   41 
Smith-Waterman score: 50; 22.9% identity (58.6% similar) in 70 aa overlap (3-69:13-80) 
 
                         10        20        30        40        50 
2MEPSP           VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                   :. : ..: .. ..... ::  : . .  .:: :    .: . : ..: 
gi|258 MKLPIMILAVLGVAFGKSLPNRNLQDDLNDFL--ALLPVDEITAIVMDYLANDAEVQEAV 
               10        20        30          40        50         
 
               60           70        80                            
2MEPSP PRMRERPIGDLVV---GLKQLGADVDCFLGTDC                            
         .. . .  .:    ::...:                                       
gi|258 AYLQGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINRLHSVFGWDPYVPSSKRKHT 
       60        70        80        90       100       110         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.5  bits: 20.1 E():   41 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (47-76:361-385) 
 
         20        30        40        50        60        70       
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
         80       
2MEPSP GTDC       
                  
gi|284 ELIRSLFGLP 
         390      
 
>>gi|116174182|emb|CAL59819.1| hyaluronidase homologue [  (323 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.1  bits: 19.8 E():   43 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (42-73:66-94) 
 
              20        30        40          50        60          
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|116 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
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          40        50        60        70             80        90 
 
      70        80                                                  
2MEPSP ADVDCFLGTDC                                                  
        ..:                                                         
gi|116 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 17.6 E():   43 
Smith-Waterman score: 42; 57.1% identity (85.7% similar) in 7 aa overlap (74-80:38-44) 
 
            50        60        70        80                        
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC                        
                                     :. ::.:                        
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespula v  (340 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.8  bits: 19.8 E():   45 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (42-73:66-94) 
 
              20        30        40          50        60          
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|621 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
      70        80                                                  
2MEPSP ADVDCFLGTDC                                                  
        ..:                                                         
gi|621 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (4-17:91-104) 
 
                                          10        20        30    
2MEPSP                            VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
            40        50        60        70        80              
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC              
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.3  bits: 18.7 E():   47 
Smith-Waterman score: 45; 27.7% identity (50.8% similar) in 65 aa overlap (10-73:110-167) 
 
                                    10        20         30         
2MEPSP                      VVVGCGGKFPVEDAKEEVQLFLGNAGIAM-RSLTAAVTA 
                                     : .:  .::: .   ::. . :..  . .  
gi|158 DGVTDATGTYTIELKDSHEEDICQVVLVASPRKDC-DEVQALRDRAGVLLTRNVGISDSL 
      80        90       100       110        120       130         
 
       40        50        60        70        80 
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
         .:    .  ::     :.   .. :::: .: :        
gi|158 RPANPLGYFKDVPL----PV--CAALLKQLDSDDDDDQ     
      140       150             160       170     
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.0 E():   50 
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Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (24-43:67-86) 
 
                      10        20        30        40        50    
2MEPSP        VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
            60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDC 
                                   
gi|668 EKEESDEDMGFGLFD             
        100       110              
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (24-43:67-86) 
 
                      10        20        30        40        50    
2MEPSP        VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
            60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDC 
                                   
gi|833 EKEESDEDMGFGLFD             
        100       110              
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (15-66:5-62) 
 
               10        20        30        40        50           
2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV------PRMR 
                     :  : :::  : .:  . . :. :. . :: .  :.      : .. 
gi|119           MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAAGKITPTQE 
                         10        20        30        40        50 
 
           60        70        80                                   
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDC                                   
       .. . :. ::.:                                                 
gi|119 QKLMEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAAT 
               60        70        80        90       100       110 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 19.1 E():   52 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (20-59:1-39) 
 
               10        20         30        40        50          
2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                          .:::.: :::       .::. :.    ::.      .: : 
gi|116                    VFLGSAHGIAKVPPGPNITATYGDEW--LDAKSTWYGKPTG 
                                  10        20          30          
 
      60        70        80                                        
2MEPSP DLVVGLKQLGADVDCFLGTDC                                        
                                                                    
gi|116 AGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVH 
      40        50        60        70        80        90          
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.4  bits: 19.8 E():   53 
Smith-Waterman score: 48; 27.5% identity (45.1% similar) in 51 aa overlap (29-79:66-115) 
 
                 10        20        30        40        50         
2MEPSP   VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   ..   :: .  : : :. :     . 
gi|581 KYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEF 
          40        50        60        70        80        90      
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       60        70        80                                       
2MEPSP GDLVVGLKQLGADVDCFLGTDC                                       
        : ..   .   ::: :.  :                                        
gi|581 DDAMIKDISSHDDVD-FIEPDFVVRTTTNGTNLTHQDNVPSWGLARVGSKKPGGTTYYYD 
         100       110        120       130       140       150     
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (37-69:28-60) 
 
         10        20        30        40        50        60       
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :.. :: . .  :.  .. : .:: . :   
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCM 
                  10        20        30        40        50        
 
         70        80                                               
2MEPSP QLGADVDCFLGTDC                                               
       . :                                                          
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (4-17:91-104) 
 
                                          10        20        30    
2MEPSP                            VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
            40        50        60        70        80              
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC              
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 71.0  bits: 19.8 E():   56 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (20-66:346-393) 
 
                          10        20        30        40          
2MEPSP            VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
       50        60        70        80                             
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDC                             
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 71.0  bits: 19.8 E():   56 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (20-66:346-393) 
 
                          10        20        30        40          
2MEPSP            VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
       50        60        70        80                             
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDC                             
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
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>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (4-17:91-104) 
 
                                          10        20        30    
2MEPSP                            VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
            40        50        60        70        80              
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC              
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 17.6 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (32-51:69-88) 
 
              10        20        30        40        50        60  
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
              70        80 
2MEPSP VVGLKQLGADVDCFLGTDC 
                           
gi|105 T                   
                           
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (14-49:238-273) 
 
                                10        20        30        40    
2MEPSP                  VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
            50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
       : .  :                                
gi|313 TAAAGGYKV                             
       270                                   
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.7  bits: 18.0 E():   58 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (7-37:6-35) 
 
               10        20        30        40        50        60 
2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
             :.. . : .:. . :: . :...   ::: :                        
gi|144  MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFK 
                10         20        30        40        50         
 
               70        80                                         
2MEPSP LVVGLKQLGADVDCFLGTDC                                         
                                                                    
gi|144 NTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTAS 
       60        70        80        90       100       110         
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.0 E():   59 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (26-69:17-60) 
 
               10        20        30        40        50        60 
2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                                : :  ::..:...  :..    .. :... . :   
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gi|130          MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITG 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP LVVGLKQLGADVDCFLGTDC                                         
       ..  ... :                                                    
gi|130 IMKDFEEPGHLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEP 
              60        70        80        90       100       110  
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (55-73:40-58) 
 
           30        40        50        60        70        80     
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC     
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (23-49:276-298) 
 
                       10        20        30        40        50   
2MEPSP         VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
             60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (22-48:107-133) 
 
                        10        20        30        40        50  
2MEPSP          VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
              60        70        80                                
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDC                                
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.8 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (4-17:68-81) 
 
                                          10        20        30    
2MEPSP                            VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
            40        50        60        70        80              
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC              
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.8 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (4-17:68-81) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2614

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                          10        20        30    
2MEPSP                            VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
            40        50        60        70        80              
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC              
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.8 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (4-17:69-82) 
 
                                          10        20        30    
2MEPSP                            VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
            40        50        60        70        80              
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC              
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.8  bits: 18.4 E():   65 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (27-51:121-145) 
 
                   10        20        30        40        50       
2MEPSP     VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
         60        70        80                  
2MEPSP PIGDLVVGLKQLGADVDCFLGTDC                  
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 69.7  bits: 18.4 E():   66 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (5-21:172-189) 
 
                                         10         20        30    
2MEPSP                           VVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|313 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
            40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 69.7  bits: 18.4 E():   66 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (5-21:172-189) 
 
                                         10         20        30    
2MEPSP                           VVVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|476 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
            40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (20-59:5-43) 
 
               10        20         30        40        50          
2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                          .:::.: :::       .::  :.    ::.      .: : 
gi|168                ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKPTG 
                              10        20        30          40    
 
      60        70        80                                        
2MEPSP DLVVGLKQLGADVDCFLGTDC                                        
                                                                    
gi|168 AGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVT 
            50        60        70        80        90       100    
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 44; 45.5% identity (81.8% similar) in 11 aa overlap (3-13:166-176) 
 
                                           10        20        30   
2MEPSP                             VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     .:::..  .::                    
gi|549 EVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGN 
         140       150       160       170       180       190      
 
             40        50        60        70        80 
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                                        
gi|549 EPIYERK                                          
         200                                            
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (4-17:91-104) 
 
                                          10        20        30    
2MEPSP                            VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
            40        50        60        70        80              
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC              
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (20-59:16-54) 
 
               10        20         30        40        50          
2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                          .:::.: :::       .::. :.    ::.      .: : 
gi|386     MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKSTWYGKPTG 
                   10        20        30        40          50     
 
      60        70        80                                        
2MEPSP DLVVGLKQLGADVDCFLGTDC                                        
                                                                    
gi|386 AGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVH 
           60        70        80        90       100       110     
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (32-51:232-251) 
 
              10        20        30        40        50        60  
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
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             210       220       230       240       250       260  
 
              70        80 
2MEPSP VVGLKQLGADVDCFLGTDC 
                           
gi|898 AK                  
                           
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (4-17:91-104) 
 
                                          10        20        30    
2MEPSP                            VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
            40        50        60        70        80              
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC              
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (20-59:16-54) 
 
               10        20         30        40        50          
2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                          .:::.: :::       .::  :.    ::.      .: : 
gi|126     MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKPTG 
                   10        20        30        40          50     
 
      60        70        80                                        
2MEPSP DLVVGLKQLGADVDCFLGTDC                                        
                                                                    
gi|126 AGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVT 
           60        70        80        90       100       110     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (20-59:16-54) 
 
               10        20         30        40        50          
2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                          .:::.: :::       .::. :.    ::.      .: : 
gi|409     MASSSSVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKSTWYGKPTG 
                   10        20        30        40          50     
 
      60        70        80                                        
2MEPSP DLVVGLKQLGADVDCFLGTDC                                        
                                                                    
gi|409 AGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVH 
           60        70        80        90       100       110     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (20-59:16-54) 
 
               10        20         30        40        50          
2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                          .:::.: :::       .::  :.    ::.      .: : 
gi|168     MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKPTG 
                   10        20        30        40          50     
 
      60        70        80                                        
2MEPSP DLVVGLKQLGADVDCFLGTDC                                        
                                                                    
gi|168 AGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVT 
           60        70        80        90       100       110     
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>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (20-59:16-54) 
 
               10        20         30        40        50          
2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                          .:::.: :::       .::  :.    ::.      .: : 
gi|752     MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKPTG 
                   10        20        30        40          50     
 
      60        70        80                                        
2MEPSP DLVVGLKQLGADVDCFLGTDC                                        
                                                                    
gi|752 AGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVT 
           60        70        80        90       100       110     
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (4-17:91-104) 
 
                                          10        20        30    
2MEPSP                            VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
            40        50        60        70        80              
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC              
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.3  bits: 18.4 E():   69 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (8-42:96-129) 
 
                                      10        20        30        
2MEPSP                        VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
        40        50        60        70        80                  
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC                  
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (4-17:92-105) 
 
                                          10        20        30    
2MEPSP                            VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
            40        50        60        70        80              
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC              
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (33-61:11-42) 
 
             10        20        30        40           50          
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
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                                     :... ::    ...:::   ::..  . :. 
gi|116                     MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAIS 
                                   10        20        30        40 
 
      60        70        80                                        
2MEPSP DLVVGLKQLGADVDCFLGTDC                                        
       ..                                                           
gi|116 SVENIEGNGGPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKIS 
               50        60        70        80        90       100 
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.8 E():   69 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (20-59:18-56) 
 
               10        20         30        40        50          
2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIG 
                          .:::.: :::       .::. :.    ::.      .: : 
gi|117   MASSSRSVLLLVAALFAVFLGSAHGIAKVPPGPNITATYGDEW--LDAKSTWYGKPTG 
                 10        20        30        40          50       
 
      60        70        80                                        
2MEPSP DLVVGLKQLGADVDCFLGTDC                                        
                                                                    
gi|117 AGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVH 
         60        70        80        90       100       110       
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.2  bits: 14.8 E():   70 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (37-51:2-16) 
 
         10        20        30        40        50        60       
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . . : .:                
gi|320                              YTTEGGTKSEAEDVIPE               
                                            10                      
 
         70        80 
2MEPSP QLGADVDCFLGTDC 
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 19.1 E():   72 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (58-74:7-23) 
 
        30        40        50        60        70        80        
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC        
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 19.1 E():   72 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (58-74:7-23) 
 
        30        40        50        60        70        80        
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC        
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (33-49:112-128) 
 
             10        20        30        40        50        60   
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
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                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
             70        80 
2MEPSP VGLKQLGADVDCFLGTDC 
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (28-74:80-121) 
 
                  10        20        30        40        50        
2MEPSP    VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
        60        70        80       
2MEPSP IGDLVVGLKQLGADVDCFLGTDC       
        : ... :  . :: ::             
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY 
          110       120       130    
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (26-70:17-61) 
 
               10        20        30        40        50        60 
2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                                : ...  .::. .. ::.    .. :...   :.  
gi|622          MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINA 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP LVVGLKQLGADVDCFLGTDC                                         
       ..  ... ::                                                   
gi|622 IIKEFSEPGALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEP 
              60        70        80        90       100       110  
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 52; 28.2% identity (66.7% similar) in 39 aa overlap (6-42:132-170) 
 
                                        10         20         30    
2MEPSP                          VVVGCGGKFPVEDAKEEV-QLFLGNAG-IAMRSLT 
                                     : ::  ..: . . :. . ..: : ....  
gi|184 DDVVAKAFLAFADEEGNIDCDTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI 
             110       120       130       140       150       160  
 
            40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
         .::.::.                                       
gi|184 QMLTAGGGDDAAAEEA                                
             170                                       
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 42; 40.0% identity (56.0% similar) in 25 aa overlap (51-74:78-102) 
 
               30        40        50        60         70          
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:     :      
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNLDEKCMCPAIMM 
        50        60        70        80        90       100        
 
      80                                  
2MEPSP C                                  
                                          
gi|112 MLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
       110       120       130       140  
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>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 19.2 E():   80 
Smith-Waterman score: 46; 26.7% identity (46.7% similar) in 45 aa overlap (29-73:64-108) 
 
                 10        20        30        40        50         
2MEPSP   VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   .. . :: .  : : :. :     . 
gi|238 KYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEF 
            40        50        60        70        80        90    
 
       60        70        80                                       
2MEPSP GDLVVGLKQLGADVDCFLGTDC                                       
        : ..   .   :::                                              
gi|238 DDAMIKDISNHDDVDYIEPDFVVRTSTNGTNLTRQENVPSWGLARVGSKQAGGTTYYYDS 
           100       110       120       130       140       150    
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.0  bits: 14.8 E():   80 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (4-12:4-12) 
 
               10        20        30        40        50        60 
2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
          ::...: .:                                                 
gi|544 APPGCSNHFNLETVFGNFVK                                         
               10        20                                         
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (8-26:82-100) 
 
                                      10        20        30        
2MEPSP                        VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
        40        50        60        70        80 
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                                   
gi|188 QSGAIYV                                     
                                                   
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.7  bits: 18.8 E():   85 
Smith-Waterman score: 45; 22.5% identity (46.2% similar) in 80 aa overlap (4-79:181-258) 
 
                                          10        20           30 
2MEPSP                            VVVGCGGKFPVEDAKEEVQLFL---GNAGIAMR 
                                     :::. . .:  :  ..  :    :    :: 
gi|336 SIQKQQSIELSEQELVDCTYNRYDSSYQCNGCGSGYSTEAFKYMIRTGLVEEENYPYNMR 
              160       170       180       190       200       210 
 
               40        50         60        70        80          
2MEPSP SLTAAVTAAGGNATYVLDGVPRMRERPIG-DLVVGLKQLGADVDCFLGTDC          
       .      . :    : ..:  ..: .    :..  ..: :  :  . :..           
gi|336 TQWCNPDVEG--QRYHVSGYQQLRYQSSDEDVMYTIQQHGPVVIYMHGSNNYFRNLGNGV 
              220         230       240       250       260         
 
gi|336 LRGVAYNDAYTDHAVILVGWGTVQGVDYWIIRNSWGTGWGNGGYGYVERGHNSLGINNFV 
      270       280       290       300       310       320         
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 41; 58.3% identity (66.7% similar) in 12 aa overlap (53-64:101-112) 
 
             30        40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :::  . : :::                 
gi|668 PNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
               80        90       100       110       120         
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>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (60-74:107-121) 
 
      30        40        50        60        70        80       
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC       
                                     :. . :  . :: ::             
gi|249 KREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFDCSKIQSTIFRGYY 
         80        90       100       110       120       130    
 
>>gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma sacch  (284 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 44; 21.3% identity (53.2% similar) in 47 aa overlap (11-57:4-50) 
 
               10        20        30        40        50        60 
2MEPSP VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                 ..   . ..:   ::     .: : .  :. .:  .:. :  ....:    
gi|203        MEAIKKKMQAMKLEKDNAMDKADALEAQARDANRKADKILEEVQDLKKKPSQV 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP LVVGLKQLGADVDCFLGTDC                                         
                                                                    
gi|203 ETDFTTTKENLATANKNLEDKEKTLTNTESEVASLNRKVQMIEENLERSEERLGTALTKL 
            60        70        80        90       100       110    
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 50; 30.4% identity (60.9% similar) in 46 aa overlap (21-66:24-62) 
 
                  10        20        30        40        50        
2MEPSP    VVVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                              . ..:: :  .  ::. ::.:. :      : ....  
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAPTT-PAAAGAAAGKIT------PTQEQKL 
               10        20        30         40              50    
 
        60        70        80                                      
2MEPSP IGDLVVGLKQLGADVDCFLGTDC                                      
       . :. ::.:                                                    
gi|119 MEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDA 
            60        70        80        90       100       110    
 
>>gi|239735|gb|AAB20453.1| Car b I=major allergen [Carpi  (40 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.7  bits: 15.6 E():   95 
Smith-Waterman score: 42; 32.1% identity (60.7% similar) in 28 aa overlap (34-58:11-38) 
 
            10        20        30        40           50        60 
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGD 
                                     ... ::    .:::::   .:..  . :   
gi|239                     GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAIXK 
                                   10        20        30        40 
 
               70        80 
2MEPSP LVVGLKQLGADVDCFLGTDC 
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (43-73:5-35) 
 
             20        30        40        50        60        70   
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|461                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
             80                                                     
2MEPSP DCFLGTDC                                                     
       :                                                            
gi|461 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
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>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (43-73:5-35) 
 
             20        30        40        50        60        70   
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|416                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
             80                                                     
2MEPSP DCFLGTDC                                                     
       :                                                            
gi|416 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.0 E():   97 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (43-73:5-35) 
 
             20        30        40        50        60        70   
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.         :. . :...: :. 
gi|117                           MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDA 
                                         10        20        30     
 
             80                                                     
2MEPSP DCFLGTDC                                                     
       :                                                            
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:32 2011 done: Tue Apr 19 10:57:32 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 78  - 157 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     6     2:*= 
  32    24     8:==*===== 
  34    28    22:=======*== 
  36    43    44:==============* 
  38    66    73:======================  * 
  40    86   102:=============================    * 
  42   138   125:=========================================*==== 
  44   114   138:======================================       * 
  46   135   140:============================================= * 
  48   144   134:============================================*=== 
  50   105   122:===================================     * 
  52    83   108:============================       * 
  54    65    92:======================        * 
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  56   136    77:=========================*==================== 
  58    74    63:====================*==== 
  60    33    51:===========     * 
  62    18    41:======       * 
  64    21    33:=======   * 
  66    19    26:======= * 
  68    22    20:======*= 
  70    24    16:=====*== 
  72    11    12:===* 
  74    19    10:===*=== 
  76     6     8:==* 
  78     6     6:=* 
  80     8     5:=*= 
  82    25     3:*======== 
  84     5     3:*= 
  86     6     2:*= 
  88     4     2:*=         inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     1     0:=         *= 
 106     2     0:=         *== 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.93490.00313; mu= 11.9756 0.161 
 mean_var=32.6974 9.441, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.224294 
 Kolmogorov-Smirnov  statistic: 0.0479 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 24.5    0.56 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 24.1     0.7 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 24.1     0.7 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 23.5     1.1 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 23.2     1.4 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 22.8     1.7 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 24.3     1.8 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 22.5     2.2 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 22.2     2.7 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   56 22.2     2.7 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 23.3     3.3 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   60 23.7       4 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.5     4.2 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   54 21.6     4.4 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 22.4     6.3 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 20.9     6.6 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 20.9     6.6 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 22.4     6.8 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 22.4     6.8 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 21.3     7.1 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.9     7.4 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   51 20.6     8.2 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.6     8.3 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.6     8.3 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.7     9.3 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   54 21.7     9.6 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.5      10 
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gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.3      10 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.3      10 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.5      12 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.4      12 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.4      12 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.4      12 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.4      12 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.4      12 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.4      12 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.4      13 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.7      13 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 21.0      13 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.4      13 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 21.0      13 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.1      14 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   54 21.8      15 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 21.1      15 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 21.1      15 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 20.0      16 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.8      16 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.6      16 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 21.1      18 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.7      19 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.7      19 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.7      19 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   47 19.3      20 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.8      21 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   51 20.8      21 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 21.1      21 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   46 19.0      25 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.4      27 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.3      28 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 20.1      32 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   45 18.6      32 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   45 18.6      32 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.5      32 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.5      32 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.5      32 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.7      32 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 19.0      32 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 19.0      32 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 20.1      35 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 19.0      35 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 19.0      37 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   49 20.1      38 
gi|73621416|sp|Q8H2C8.3|PROF2_ARTVU RecName: Full= ( 133)   45 18.7      38 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.3      39 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.7      39 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.7      39 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 19.0      39 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 19.0      39 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.3      39 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   45 18.7      40 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.8      40 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   49 20.1      40 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 20.1      40 
gi|116174182|emb|CAL59819.1| hyaluronidase homolog ( 323)   48 19.8      42 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   42 17.6      43 
gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespu ( 340)   48 19.8      44 
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gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.4      44 
gi|1588669|prf||2209273A Zm13                      ( 170)   45 18.7      47 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.5      49 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 18.0      50 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 18.0      50 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.8      52 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.1      52 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.4      53 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.1      54 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.8      55 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.8      55 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.1      55 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.6      56 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 19.1      57 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 18.0      58 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 19.1      58 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 18.0      58 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 19.1      61 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.5      62 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.8      63 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.8      63 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.8      63 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.4      64 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   44 18.4      65 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   44 18.4      65 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 18.0      65 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.8      65 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.4      67 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.8      68 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.8      68 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.8      68 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.8      68 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.8      68 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.8      68 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.8      68 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.8      68 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.8      68 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.8      68 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.4      68 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.8      68 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 18.1      69 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.2      71 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.2      71 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.8      71 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.7      72 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.7      73 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.7      73 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 18.1      75 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 19.2      79 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.4      82 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 14.8      82 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   45 18.8      83 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   41 17.4      88 
gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma s ( 284)   44 18.5      90 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.4      90 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   44 18.5      93 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   40 17.0      95 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   40 17.0      95 
gi|239735|gb|AAB20453.1| Car b I=major allergen [C (  40)   36 15.6      96 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.0      96 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 106.9  bits: 24.5 E(): 0.56 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (14-38:61-85) 
 
                                10        20        30        40    
2MEPSP                  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
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            50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                             
gi|145 DEDGDGMIGVDEFVTLVKA                   
              100                            
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 105.3  bits: 24.1 E():  0.7 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (14-69:60-104) 
 
                                10        20        30        40    
2MEPSP                  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
            50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
       .. ::     ..  :: ..:. ...:            
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG        
                90        100                
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 105.3  bits: 24.1 E():  0.7 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (14-69:60-104) 
 
                                10        20        30        40    
2MEPSP                  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
            50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
       .. ::     ..  :: ..:. ...:            
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG        
                90        100                
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 101.7  bits: 23.5 E():  1.1 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (14-61:60-106) 
 
                                10        20        30        40    
2MEPSP                  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
            50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
        : ::  ..  . . :::                    
gi|208 DV-DGDGKIGIEEFTDLVRSK                 
      90        100                          
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 100.0  bits: 23.2 E():  1.4 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (14-38:61-85) 
 
                                10        20        30        40    
2MEPSP                  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
            50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                             
gi|145 DSDGDGKIGVDEFAAMVKA                   
              100                            
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
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 initn:  58 init1:  58 opt:  58  Z-score: 98.2  bits: 22.8 E():  1.7 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (14-38:61-85) 
 
                                10        20        30        40    
2MEPSP                  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
            50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                             
gi|222 DSDGDGKIGAEEFAALVTA                   
              100                            
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  62  Z-score: 98.1  bits: 24.3 E():  1.8 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (19-76:8-62) 
 
               10        20        30        40        50        60 
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                         ::.:..:   . .. : .: .:  ::::     . .   . . 
gi|324            MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSKV 
                          10        20         30        40         
 
               70        80                                         
2MEPSP VVGLKQLGADVDCFLGTDCP                                         
       . ..: ::  :.  ::                                             
gi|324 IENFKALG--VNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVK 
       50          60        70        80        90       100       
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 96.5  bits: 22.5 E():  2.2 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (14-38:61-85) 
 
                                10        20        30        40    
2MEPSP                  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
            50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                             
gi|179 DSDGDGKIGVDEFAALVKA                   
              100                            
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 94.7  bits: 22.2 E():  2.7 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (14-38:61-85) 
 
                                10        20        30        40    
2MEPSP                  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
            50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                             
gi|294 DSDGDGKIGIDEFAAMIKG                   
              100                            
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 94.7  bits: 22.2 E():  2.7 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (14-38:61-85) 
 
                                10        20        30        40    
2MEPSP                  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|288 FKACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
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               40        50        60        70        80        90 
 
            50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                             
gi|288 DSDGDGKIGVDEFAAMIKG                   
              100                            
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 93.2  bits: 23.3 E():  3.3 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (13-48:252-287) 
 
                                 10        20        30        40   
2MEPSP                   VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
             50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
       : .  :                                 
gi|144 TAAAGGYKV                              
             290                              
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  60  Z-score: 91.6  bits: 23.7 E():    4 
Smith-Waterman score: 60; 27.5% identity (68.6% similar) in 51 aa overlap (10-60:184-233) 
 
                                    10        20        30          
2MEPSP                      VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     .::.....:  : . ..:.:...: ..:   
gi|845 MTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISA-LSAEL 
           160       170       180       190       200        210   
 
      40        50        60        70        80                    
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP                    
        .   .::.. : :..   ::                                        
gi|845 EECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADLDETT 
            220       230       240       250       260       270   
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 91.3  bits: 21.5 E():  4.2 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (14-36:59-81) 
 
                                10        20        30        40    
2MEPSP                  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
            50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                             
gi|288 DADGDGMLGLDEFAVLVKQ                   
       90       100                          
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 91.0  bits: 21.6 E():  4.4 
Smith-Waterman score: 54; 30.5% identity (52.5% similar) in 59 aa overlap (14-72:60-107) 
 
                                10        20        30        40    
2MEPSP                  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA----- 
      30        40        50        60        70        80          
 
            50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
       ..  :         ::  .:. ..:: ::         
gi|131 FLKAGDSD------GDGKIGVDEFGALVDKWGAKG   
           90             100       110      
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>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 88.1  bits: 22.4 E():  6.3 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (13-48:248-283) 
 
                                 10        20        30        40   
2MEPSP                   VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
             50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
       : .  :                                 
gi|239 TAATGGYKV                              
       280                                    
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.7  bits: 20.9 E():  6.6 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (15-38:62-85) 
 
                               10        20        30        40     
2MEPSP                 VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
           50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                            
gi|209 ADGDGMIGIDEFAVLVKQ                   
             100                            
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.7  bits: 20.9 E():  6.6 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (15-38:62-85) 
 
                               10        20        30        40     
2MEPSP                 VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
           50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                            
gi|249 ADGDGMIGIDEFAVLVKQ                   
             100                            
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.5  bits: 22.4 E():  6.8 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (13-48:274-309) 
 
                                 10        20        30        40   
2MEPSP                   VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
             50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
       : .  :                                 
gi|398 TAATGGYKV                              
           310                                
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.5  bits: 22.4 E():  6.8 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (13-48:274-309) 
 
                                 10        20        30        40   
2MEPSP                   VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
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                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
             50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
       : .  :                                 
gi|330 TAATGGYKV                              
           310                                
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.2  bits: 21.3 E():  7.1 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (22-65:87-141) 
 
                        10        20        30        40            
2MEPSP          VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
               50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
           .. ::: . . :: . ..: .                
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT     
        120       130       140       150       
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.8  bits: 20.9 E():  7.4 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (59-75:98-114) 
 
       30        40        50        60        70        80      
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP      
                                     ::. .:.. :.::: :.           
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
        70        80        90       100       110       120     
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.1  bits: 20.6 E():  8.2 
Smith-Waterman score: 51; 40.0% identity (68.0% similar) in 25 aa overlap (14-38:59-83) 
 
                                10        20        30        40    
2MEPSP                  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.:. : : :      
gi|777 FKACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAG 
       30        40        50        60        70        80         
 
            50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                             
gi|777 DSDGDGKIGVDEFAAMVKH                   
       90       100                          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.6 E():  8.3 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (15-38:62-85) 
 
                               10        20        30        40     
2MEPSP                 VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
           50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                            
gi|288 ADGDGMIGIDEFAVWVKQ                   
             100                            
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.6 E():  8.3 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (14-38:61-85) 
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                                10        20        30        40    
2MEPSP                  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
            50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                             
gi|207 DSDGDGKIGVEEFQALVKA                   
              100                            
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.1  bits: 21.7 E():  9.3 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (13-48:227-262) 
 
                                 10        20        30        40   
2MEPSP                   VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
             50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
       : .  :                                 
gi|180 TAAAGGYKV                              
        260                                   
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 84.9  bits: 21.7 E():  9.6 
Smith-Waterman score: 54; 23.2% identity (62.3% similar) in 69 aa overlap (8-75:14-76) 
 
                     10        20        30         40        50    
2MEPSP       VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                    .:..: :   :  : .... ....  :: .    . . .:...:... 
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKL-ETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQ 
               10        20         30        40        50          
 
            60        70        80                                  
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCP                                  
            ::.  :.. :.::: ..                                       
gi|225 -----DLLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMD 
           60        70        80        90       100       110     
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (49-75:454-481) 
 
       20        30        40        50         60        70        
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
        80       
2MEPSP DCP       
                 
gi|424 IKKLFGLSH 
           490   
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.2  bits: 20.3 E():   10 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (14-36:61-83) 
 
                                10        20        30        40    
2MEPSP                  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
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            50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                             
gi|145 DSDGDGKIGVDEFGAMIKA                   
              100                            
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.2  bits: 20.3 E():   10 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (14-36:61-83) 
 
                                10        20        30        40    
2MEPSP                  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
            50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                             
gi|148 DSDGDGKIGVDEFGAMIKA                   
              100                            
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 83.4  bits: 22.5 E():   12 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (47-79:341-374) 
 
         20        30        40        50         60        70      
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
          80                                                        
2MEPSP GTDCP                                                        
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.0  bits: 21.4 E():   12 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (22-48:251-277) 
 
                        10        20        30        40        50  
2MEPSP          VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
              60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCP 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (22-48:252-278) 
 
                        10        20        30        40        50  
2MEPSP          VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
              60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCP 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (22-48:255-281) 
 
                        10        20        30        40        50  
2MEPSP          VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
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gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
              60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCP 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (24-48:260-284) 
 
                      10        20        30        40        50    
2MEPSP        VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCP 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (24-48:260-284) 
 
                      10        20        30        40        50    
2MEPSP        VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCP 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (24-48:260-284) 
 
                      10        20        30        40        50    
2MEPSP        VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCP 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (24-48:260-284) 
 
                      10        20        30        40        50    
2MEPSP        VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCP 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (24-48:260-284) 
 
                      10        20        30        40        50    
2MEPSP        VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCP 
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>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (24-48:260-284) 
 
                      10        20        30        40        50    
2MEPSP        VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCP 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (24-48:260-284) 
 
                      10        20        30        40        50    
2MEPSP        VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCP 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (24-48:260-284) 
 
                      10        20        30        40        50    
2MEPSP        VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCP 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (24-48:260-284) 
 
                      10        20        30        40        50    
2MEPSP        VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCP 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (24-48:260-284) 
 
                      10        20        30        40        50    
2MEPSP        VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCP 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (24-48:260-284) 
 
                      10        20        30        40        50    
2MEPSP        VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
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                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCP 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (24-48:260-284) 
 
                      10        20        30        40        50    
2MEPSP        VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCP 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (24-48:260-284) 
 
                      10        20        30        40        50    
2MEPSP        VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCP 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (22-48:258-284) 
 
                        10        20        30        40        50  
2MEPSP          VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
              60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCP 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (24-48:260-284) 
 
                      10        20        30        40        50    
2MEPSP        VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCP 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (22-48:261-287) 
 
                        10        20        30        40        50  
2MEPSP          VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
              60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCP 
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>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 82.7  bits: 20.7 E():   13 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (28-43:142-161) 
 
                  10        20        30            40        50    
2MEPSP    VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
            60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCP 
                                   
gi|249 GYKV                        
                                   
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 82.6  bits: 21.0 E():   13 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (59-75:202-218) 
 
       30        40        50        60        70        80      
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP      
                                     ::. .:.. :.::: :.           
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             180       190       200       210       220         
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.4 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (22-48:266-292) 
 
                        10        20        30        40        50  
2MEPSP          VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
              60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCP 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.5  bits: 21.0 E():   13 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (59-75:205-221) 
 
       30        40        50        60        70        80      
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP      
                                     ::. .:.. :.::: :.           
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          180       190       200       210       220       230  
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 81.7  bits: 22.1 E():   14 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (47-79:341-374) 
 
         20        30        40        50         60        70      
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
          80                                                        
2MEPSP GTDCP                                                        
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  51 init1:  51 opt:  54  Z-score: 81.5  bits: 21.8 E():   15 
Smith-Waterman score: 54; 33.3% identity (72.7% similar) in 33 aa overlap (46-78:262-289) 
 
          20        30        40        50        60        70      
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2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
          80                                                        
2MEPSP GTDCP                                                        
        .:                                                          
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.3  bits: 21.1 E():   15 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (13-48:238-273) 
 
                                 10        20        30        40   
2MEPSP                   VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
             50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
       : .  :                                 
gi|313 TAATGGYKV                              
       270                                    
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (13-48:246-281) 
 
                                 10        20        30        40   
2MEPSP                   VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
             50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
       : .  :                                 
gi|295 TAATGGYKV                              
         280                                  
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 80.9  bits: 20.0 E():   16 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (58-80:12-38) 
 
        30        40        50        60            70        80    
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCP    
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 80.8  bits: 21.8 E():   16 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (59-76:295-313) 
 
       30        40        50        60         70        80        
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCP        
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 19.6 E():   16 
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Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (14-38:61-85) 
 
                                10        20        30        40    
2MEPSP                  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
            50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                             
gi|207 DSDGDGKIGVEEFQALVKA                   
              100                            
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.8  bits: 21.1 E():   18 
Smith-Waterman score: 52; 26.3% identity (71.1% similar) in 38 aa overlap (3-40:29-66) 
 
                                         10        20        30     
2MEPSP                           VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                                   :  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP               
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.6  bits: 20.7 E():   19 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (13-48:238-273) 
 
                                 10        20        30        40   
2MEPSP                   VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
             50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
       : .  :                                 
gi|313 TAATGGYKV                              
       270                                    
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.6  bits: 20.7 E():   19 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (13-48:238-273) 
 
                                 10        20        30        40   
2MEPSP                   VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
             50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
       : .  :                                 
gi|168 TAATGGYKV                              
       270                                    
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.6  bits: 20.7 E():   19 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (13-48:238-273) 
 
                                 10        20        30        40   
2MEPSP                   VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
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             50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
       : .  :                                 
gi|313 TAATGGYKV                              
       270                                    
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 47; 41.0% identity (53.8% similar) in 39 aa overlap (14-48:61-96) 
 
                                10        20        30              
2MEPSP                  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA----AG 
                                     .::..::: :     :.:: . :     :: 
gi|193 FHKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAG 
               40        50        60        70        80        90 
 
      40        50        60        70        80 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
        :   : ::                                 
gi|193 DN---VGDGKIGIDEFNHLVKH                    
                 100                             
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.8  bits: 20.8 E():   21 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (24-48:280-304) 
 
                      10        20        30        40        50    
2MEPSP        VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
            60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCP 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 78.8  bits: 20.8 E():   21 
Smith-Waterman score: 51; 28.0% identity (58.0% similar) in 50 aa overlap (19-68:8-56) 
 
               10        20        30        40        50        60 
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                         :..:..:   . .. : .: .:. :..:     . .   : : 
gi|107            MAHKSKILIIGGTGYIGKFIVEA-SAKSGHPTFALVRESTVSDPVKGKL 
                          10        20         30        40         
 
               70        80                                         
2MEPSP VVGLKQLGADVDCFLGTDCP                                         
       :  .: ::                                                     
gi|107 VEKFKGLGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRF 
       50        60        70        80        90       100         
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.8  bits: 21.1 E():   21 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (9-33:22-45) 
 
                            10        20        30        40        
2MEPSP              VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                            ::..: :.:. :: .:. . ::: :               
gi|113 MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNIIDKCWRCK 
               10        20         30        40        50          
 
        50        60        70        80                            
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP                            
                                                                    
gi|113 ADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWI 
      60        70        80        90       100       110          
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (14-32:61-79) 
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                                10        20        30        40    
2MEPSP                  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.::            
gi|179 FAKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAG 
               40        50        60        70        80        90 
 
            50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                             
gi|179 DSDGDGKIGVDEFTALVKA                   
              100                            
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.6  bits: 16.4 E():   27 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (36-50:2-16) 
 
          10        20        30        40        50        60      
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . : : .:                
gi|320                              YTTEGGTKSEVEDVIPEGWK            
                                            10        20            
 
          70        80 
2MEPSP QLGADVDCFLGTDCP 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (32-57:11-39) 
 
              10        20        30        40           50         
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
       60        70        80                                       
2MEPSP DLVVGLKQLGADVDCFLGTDCP                                       
                                                                    
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 75.5  bits: 20.1 E():   32 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (13-48:267-298) 
 
                                 10        20        30        40   
2MEPSP                   VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
             50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
       : .  :                                 
gi|663 TAAAGGYKA                              
            300                               
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.5  bits: 18.6 E():   32 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (14-38:61-85) 
 
                                10        20        30        40    
2MEPSP                  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|145 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
            50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
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gi|145 DSDGDGAIGVDEWAVLVKA                   
              100                            
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.5  bits: 18.6 E():   32 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (14-38:61-85) 
 
                                10        20        30        40    
2MEPSP                  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|148 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
            50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                             
gi|148 DSDGDGAIGVEEWAVLVKA                   
              100                            
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.5 E():   32 
Smith-Waterman score: 50; 23.4% identity (53.2% similar) in 47 aa overlap (33-79:351-397) 
 
             10        20        30        40        50        60   
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :  .:.:.. . . .    : .   ::.:  
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
             70        80 
2MEPSP GLKQLGADVDCFLGTDCP 
        : . .. . :  :. :  
gi|113 QLTMNAGVLTCSPGAPC  
              390         
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.3  bits: 20.5 E():   32 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (47-75:184-213) 
 
         20        30        40        50        60          70     
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
           80                                                       
2MEPSP LGTDCP                                                       
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.3  bits: 20.5 E():   32 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (47-75:184-213) 
 
         20        30        40        50        60          70     
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
           80                                                       
2MEPSP LGTDCP                                                       
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.3  bits: 19.7 E():   32 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (13-40:210-237) 
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                                 10        20        30        40   
2MEPSP                   VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
             50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                              
gi|226 V                                      
     240                                      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 19.0 E():   32 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (27-49:22-44) 
 
               10        20        30        40        50        60 
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                 :.: . ::.....:..  ::.:.            
gi|198      MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTI 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP VVGLKQLGADVDCFLGTDCP                                         
                                                                    
gi|198 ATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLES 
          60        70        80        90       100       110      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 19.0 E():   32 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (27-49:22-44) 
 
               10        20        30        40        50        60 
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                 :.: . ::.....:..  ::.:.            
gi|753      MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTI 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP VVGLKQLGADVDCFLGTDCP                                         
                                                                    
gi|753 ATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLES 
          60        70        80        90       100       110      
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.7  bits: 20.1 E():   35 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (14-56:5-47) 
 
               10        20        30        40        50        60 
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                    :. : :::. : .:  . . :. :. . :: .  ..:     :     
gi|249          MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPA 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP VVGLKQLGADVDCFLGTDCP                                         
                                                                    
gi|249 TPATPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFV 
              60        70        80        90       100       110  
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (44-79:40-74) 
 
            20        30        40        50        60        70    
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
            80                                                      
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2MEPSP FLGTDCP                                                      
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (44-79:47-81) 
 
            20        30        40        50        60        70    
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
            80                                                      
2MEPSP FLGTDCP                                                      
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.1  bits: 20.1 E():   38 
Smith-Waterman score: 49; 33.3% identity (60.6% similar) in 33 aa overlap (40-72:94-121) 
 
      10        20        30        40        50        60          
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::   .:  :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVP---QR--GNITIHLQQFNE 
            70        80        90       100            110         
 
      70        80                                                  
2MEPSP DVDCFLGTDCP                                                  
       :.:                                                          
gi|144 DLDKMTPDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEA 
      120       130       140       150       160       170         
 
>>gi|73621416|sp|Q8H2C8.3|PROF2_ARTVU RecName: Full=Prof  (133 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.1  bits: 18.7 E():   38 
Smith-Waterman score: 45; 20.4% identity (57.4% similar) in 54 aa overlap (25-76:17-70) 
 
               10        20        30        40        50        60 
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                               : ...  .::. .  :..    :  :... . .  . 
gi|736         MSWQTYVDDHLMCDIEGTGQHLTAAAILGLDGTVWAKSDKFPEFKPEEMKGI 
                       10        20        30        40        50   
 
                 70        80                                       
2MEPSP VVGLKQLG--ADVDCFLGTDCP                                       
       .  ....:  : .  :::                                           
gi|736 INEFNEVGTLAPTGLFLGGAKYMVLQGEAGAVIRGKKGAGGICIKKTGQAMVMGIYDEPV 
             60        70        80        90       100       110   
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 18.3 E():   39 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (15-42:54-81) 
 
                               10        20        30        40     
2MEPSP                 VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
           50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                            
gi|598 EEKKEEKEEEKEESDEDMGFGLFD             
            90       100                    
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.8  bits: 18.7 E():   39 
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Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (14-43:5-32) 
 
               10        20        30        40        50        60 
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                    :  : .::. :  .. .:... :: ::.::                  
gi|300          MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDINASFRAA 
                        10          20        30        40          
 
               70        80                                         
2MEPSP VVGLKQLGADVDCFLGTDCP                                         
                                                                    
gi|300 MATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPED 
      50        60        70        80        90       100          
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (14-43:5-32) 
 
               10        20        30        40        50        60 
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                    :  : .::. :  .. .:... :: ::.::                  
gi|300          MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDVNASFRAA 
                        10          20        30        40          
 
               70        80                                         
2MEPSP VVGLKQLGADVDCFLGTDCP                                         
                                                                    
gi|300 MATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPED 
      50        60        70        80        90       100          
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.8  bits: 19.0 E():   39 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (49-73:59-82) 
 
       20        30        40        50        60        70         
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
       80                                                           
2MEPSP CP                                                           
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.8  bits: 19.0 E():   39 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (49-73:59-82) 
 
       20        30        40        50        60        70         
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
       80                                                           
2MEPSP CP                                                           
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 18.3 E():   39 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (15-38:61-84) 
 
                               10        20        30        40     
2MEPSP                 VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
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           50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                            
gi|288 ADGDGMLGLDEFAVLVKQ                   
              100                           
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 73.7  bits: 18.7 E():   40 
Smith-Waterman score: 45; 40.6% identity (56.2% similar) in 32 aa overlap (50-80:78-103) 
 
      20        30        40        50        60         70         
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
       80                                       
2MEPSP CP                                       
       ::                                       
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 73.6  bits: 19.8 E():   40 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (19-46:7-33) 
 
               10        20        30        40        50        60 
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                         :..:..:   : .: : . : :. :..:               
gi|198             MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPEKAQL 
                           10        20         30        40        
 
               70        80                                         
2MEPSP VVGLKQLGADVDCFLGTDCP                                         
                                                                    
gi|198 LESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRF 
        50        60        70        80        90       100        
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.6  bits: 20.1 E():   40 
Smith-Waterman score: 50; 22.9% identity (58.6% similar) in 70 aa overlap (2-68:13-80) 
 
                          10        20        30        40          
2MEPSP            VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                   :. : ..: .. ..... ::  : . .  .:: :    .: . : ..: 
gi|258 MKLPIMILAVLGVAFGKSLPNRNLQDDLNDFL--ALLPVDEITAIVMDYLANDAEVQEAV 
               10        20        30          40        50         
 
      50        60           70        80                           
2MEPSP PRMRERPIGDLVV---GLKQLGADVDCFLGTDCP                           
         .. . .  .:    ::...:                                       
gi|258 AYLQGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINRLHSVFGWDPYVPSSKRKHT 
       60        70        80        90       100       110         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.6  bits: 20.1 E():   40 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (46-75:361-385) 
 
          20        30        40        50        60        70      
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
          80      
2MEPSP GTDCP      
                  
gi|284 ELIRSLFGLP 
         390      
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2646

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|116174182|emb|CAL59819.1| hyaluronidase homologue [  (323 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.2  bits: 19.8 E():   42 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (41-72:66-94) 
 
               20        30        40          50        60         
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|116 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
       70        80                                                 
2MEPSP ADVDCFLGTDCP                                                 
        ..:                                                         
gi|116 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 17.6 E():   43 
Smith-Waterman score: 42; 57.1% identity (85.7% similar) in 7 aa overlap (73-79:38-44) 
 
             50        60        70        80                       
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP                       
                                     :. ::.:                        
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespula v  (340 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.9  bits: 19.8 E():   44 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (41-72:66-94) 
 
               20        30        40          50        60         
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|621 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
       70        80                                                 
2MEPSP ADVDCFLGTDCP                                                 
        ..:                                                         
gi|621 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.8  bits: 19.4 E():   44 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (3-16:91-104) 
 
                                           10        20        30   
2MEPSP                             VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP             
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.4  bits: 18.7 E():   47 
Smith-Waterman score: 45; 27.7% identity (50.8% similar) in 65 aa overlap (9-72:110-167) 
 
                                     10        20         30        
2MEPSP                       VVGCGGKFPVEDAKEEVQLFLGNAGIAM-RSLTAAVTA 
                                     : .:  .::: .   ::. . :..  . .  
gi|158 DGVTDATGTYTIELKDSHEEDICQVVLVASPRKDC-DEVQALRDRAGVLLTRNVGISDSL 
      80        90       100       110        120       130         
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2647

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

        40        50        60        70        80 
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
         .:    .  ::     :.   .. :::: .: :         
gi|158 RPANPLGYFKDVPL----PV--CAALLKQLDSDDDDDQ      
      140       150             160       170      
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.9  bits: 19.5 E():   49 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (14-65:5-62) 
 
               10        20        30        40              50     
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV------PRMRE 
                    :  : :::  : .:  . . :. :. . :: .  :.      : ... 
gi|119          MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAAGKITPTQEQ 
                        10        20        30        40        50  
 
           60        70        80                                   
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCP                                   
       . . :. ::.:                                                  
gi|119 KLMEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATS 
              60        70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (23-42:67-86) 
 
                       10        20        30        40        50   
2MEPSP         VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
             60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCP 
                                    
gi|833 EKEESDEDMGFGLFD              
        100       110               
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (23-42:67-86) 
 
                       10        20        30        40        50   
2MEPSP         VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
             60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCP 
                                    
gi|668 EKEESDEDMGFGLFD              
        100       110               
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.6  bits: 19.8 E():   52 
Smith-Waterman score: 48; 27.5% identity (45.1% similar) in 51 aa overlap (28-78:66-115) 
 
                  10        20        30        40        50        
2MEPSP    VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   ..   :: .  : : :. :     . 
gi|581 KYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEF 
          40        50        60        70        80        90      
 
        60        70        80                                      
2MEPSP GDLVVGLKQLGADVDCFLGTDCP                                      
        : ..   .   ::: :.  :                                        
gi|581 DDAMIKDISSHDDVD-FIEPDFVVRTTTNGTNLTHQDNVPSWGLARVGSKKPGGTTYYYD 
         100       110        120       130       140       150     
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 19.1 E():   52 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (19-58:1-39) 
 
               10        20         30        40        50          
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                         .:::.: :::       .::. :.    ::.      .: :  
gi|116                   VFLGSAHGIAKVPPGPNITATYGDEW--LDAKSTWYGKPTGA 
                                 10        20          30        40 
 
      60        70        80                                        
2MEPSP LVVGLKQLGADVDCFLGTDCP                                        
                                                                    
gi|116 GPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHI 
               50        60        70        80        90       100 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (36-68:28-60) 
 
          10        20        30        40        50        60      
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :.. :: . .  :.  .. : .:: . :   
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCM 
                  10        20        30        40        50        
 
          70        80                                              
2MEPSP QLGADVDCFLGTDCP                                              
       . :                                                          
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (3-16:91-104) 
 
                                           10        20        30   
2MEPSP                             VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP             
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 71.1  bits: 19.8 E():   55 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (19-65:346-393) 
 
                           10        20        30         40        
2MEPSP             VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
        50        60        70        80                            
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP                            
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 71.1  bits: 19.8 E():   55 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (19-65:346-393) 
 
                           10        20        30         40        
2MEPSP             VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
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         320       330       340       350       360       370      
 
        50        60        70        80                            
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP                            
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (3-16:91-104) 
 
                                           10        20        30   
2MEPSP                             VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP             
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 17.6 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:69-88) 
 
               10        20        30        40        50        60 
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
               70        80 
2MEPSP VVGLKQLGADVDCFLGTDCP 
                            
gi|105 T                    
                            
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (13-48:238-273) 
 
                                 10        20        30        40   
2MEPSP                   VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
             50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
       : .  :                                 
gi|313 TAAAGGYKV                              
       270                                    
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.7  bits: 18.0 E():   58 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (6-36:6-35) 
 
               10        20        30        40        50        60 
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
            :.. . : .:. . :: . :...   ::: :                         
gi|144 MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKN 
               10         20        30        40        50          
 
               70        80                                         
2MEPSP VVGLKQLGADVDCFLGTDCP                                         
                                                                    
gi|144 TEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASV 
      60        70        80        90       100       110          
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>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (54-72:40-58) 
 
            30        40        50        60        70        80    
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP    
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.0 E():   58 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (25-68:17-60) 
 
               10        20        30        40        50        60 
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                               : :  ::..:...  :..    .. :... . :  . 
gi|130         MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGI 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP VVGLKQLGADVDCFLGTDCP                                         
       .  ... :                                                     
gi|130 MKDFEEPGHLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPV 
             60        70        80        90       100       110   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.2  bits: 19.1 E():   61 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (22-48:276-298) 
 
                        10        20        30        40        50  
2MEPSP          VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
              60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCP 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.2  bits: 19.5 E():   62 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (21-47:107-133) 
 
                         10        20        30        40        50 
2MEPSP           VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
               60        70        80                               
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCP                               
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (3-16:68-81) 
 
                                           10        20        30   
2MEPSP                             VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
             40        50        60        70        80             
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP             
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gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (3-16:68-81) 
 
                                           10        20        30   
2MEPSP                             VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
             40        50        60        70        80             
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP             
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (3-16:69-82) 
 
                                           10        20        30   
2MEPSP                             VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
             40        50        60        70        80             
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP             
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.9  bits: 18.4 E():   64 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (26-50:121-145) 
 
                    10        20        30        40        50      
2MEPSP      VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
          60        70        80                 
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCP                 
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 69.8  bits: 18.4 E():   65 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (4-20:172-189) 
 
                                          10         20        30   
2MEPSP                            VVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|313 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
             40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 69.8  bits: 18.4 E():   65 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (4-20:172-189) 
 
                                          10         20        30   
2MEPSP                            VVGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
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                                     :  .:  :::: :. .::             
gi|476 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
             40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (61-80:84-104) 
 
               40        50        60         70        80          
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCP          
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (19-58:5-43) 
 
               10        20         30        40        50          
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                         .:::.: :::       .::  :.    ::.      .: :  
gi|168               ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKPTGA 
                             10        20        30          40     
 
      60        70        80                                        
2MEPSP LVVGLKQLGADVDCFLGTDCP                                        
                                                                    
gi|168 GPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTI 
           50        60        70        80        90       100     
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 18.4 E():   67 
Smith-Waterman score: 44; 45.5% identity (81.8% similar) in 11 aa overlap (2-12:166-176) 
 
                                            10        20        30  
2MEPSP                              VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     .:::..  .::                    
gi|549 EVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGN 
         140       150       160       170       180       190      
 
              40        50        60        70        80 
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                                         
gi|549 EPIYERK                                           
         200                                             
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (3-16:91-104) 
 
                                           10        20        30   
2MEPSP                             VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP             
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (19-58:16-54) 
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               10        20         30        40        50          
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                         .:::.: :::       .::  :.    ::.      .: :  
gi|752    MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKPTGA 
                  10        20        30        40          50      
 
      60        70        80                                        
2MEPSP LVVGLKQLGADVDCFLGTDCP                                        
                                                                    
gi|752 GPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTI 
          60        70        80        90       100       110      
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (31-50:232-251) 
 
               10        20        30        40        50        60 
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
               70        80 
2MEPSP VVGLKQLGADVDCFLGTDCP 
                            
gi|898 AK                   
                            
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (19-58:16-54) 
 
               10        20         30        40        50          
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                         .:::.: :::       .::  :.    ::.      .: :  
gi|168    MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKPTGA 
                  10        20        30        40          50      
 
      60        70        80                                        
2MEPSP LVVGLKQLGADVDCFLGTDCP                                        
                                                                    
gi|168 GPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTI 
          60        70        80        90       100       110      
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (19-58:16-54) 
 
               10        20         30        40        50          
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                         .:::.: :::       .::. :.    ::.      .: :  
gi|386    MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKSTWYGKPTGA 
                  10        20        30        40          50      
 
      60        70        80                                        
2MEPSP LVVGLKQLGADVDCFLGTDCP                                        
                                                                    
gi|386 GPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIVVHI 
          60        70        80        90       100       110      
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (19-58:16-54) 
 
               10        20         30        40        50          
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                         .:::.: :::       .::  :.    ::.      .: :  
gi|126    MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKPTGA 
                  10        20        30        40          50      
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      60        70        80                                        
2MEPSP LVVGLKQLGADVDCFLGTDCP                                        
                                                                    
gi|126 GPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTI 
          60        70        80        90       100       110      
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (19-58:16-54) 
 
               10        20         30        40        50          
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                         .:::.: :::       .::. :.    ::.      .: :  
gi|409    MASSSSVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKSTWYGKPTGA 
                  10        20        30        40          50      
 
      60        70        80                                        
2MEPSP LVVGLKQLGADVDCFLGTDCP                                        
                                                                    
gi|409 GPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHI 
          60        70        80        90       100       110      
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (3-16:91-104) 
 
                                           10        20        30   
2MEPSP                             VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP             
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (3-16:91-104) 
 
                                           10        20        30   
2MEPSP                             VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP             
                                                                    
gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (3-16:92-105) 
 
                                           10        20        30   
2MEPSP                             VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
             40        50        60        70        80             
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP             
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
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 initn:  39 init1:  39 opt:  44  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (7-41:96-129) 
 
                                       10        20        30       
2MEPSP                         VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
         40        50        60        70        80                 
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP                 
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 46; 34.1% identity (51.2% similar) in 41 aa overlap (19-58:18-56) 
 
               10        20         30        40        50          
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
                         .:::.: :::       .::. :.    ::.      .: :  
gi|117  MASSSRSVLLLVAALFAVFLGSAHGIAKVPPGPNITATYGDEW--LDAKSTWYGKPTGA 
                10        20        30        40          50        
 
      60        70        80                                        
2MEPSP LVVGLKQLGADVDCFLGTDCP                                        
                                                                    
gi|117 GPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPVTVHI 
        60        70        80        90       100       110        
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (32-60:11-42) 
 
              10        20        30        40           50         
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    ...:::   ::..  . :. 
gi|116                     MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAIS 
                                   10        20        30        40 
 
       60        70        80                                       
2MEPSP DLVVGLKQLGADVDCFLGTDCP                                       
       ..                                                           
gi|116 SVENIEGNGGPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKIS 
               50        60        70        80        90       100 
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (57-73:7-23) 
 
         30        40        50        60        70        80       
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP       
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (57-73:7-23) 
 
         30        40        50        60        70        80       
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP       
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
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         40        50        60        70        80        90       
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.0  bits: 14.8 E():   71 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (36-50:2-16) 
 
          10        20        30        40        50        60      
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . . : .:                
gi|320                              YTTEGGTKSEAEDVIPE               
                                            10                      
 
          70        80 
2MEPSP QLGADVDCFLGTDCP 
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.7 E():   72 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (32-48:112-128) 
 
              10        20        30        40        50        60  
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
              70        80 
2MEPSP VGLKQLGADVDCFLGTDCP 
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.7 E():   73 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (27-73:80-121) 
 
                   10        20        30        40        50       
2MEPSP     VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
         60        70        80      
2MEPSP IGDLVVGLKQLGADVDCFLGTDCP      
        : ... :  . :: ::             
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY 
          110       120       130    
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.7 E():   73 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (25-69:17-61) 
 
               10        20        30        40        50        60 
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                               : ...  .::. .. ::.    .. :...   :. . 
gi|622         MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAI 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP VVGLKQLGADVDCFLGTDCP                                         
       .  ... ::                                                    
gi|622 IKEFSEPGALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPV 
             60        70        80        90       100       110   
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 52; 28.2% identity (66.7% similar) in 39 aa overlap (5-41:132-170) 
 
                                         10         20         30   
2MEPSP                           VVGCGGKFPVEDAKEEV-QLFLGNAG-IAMRSLT 
                                     : ::  ..: . . :. . ..: : ....  
gi|184 DDVVAKAFLAFADEEGNIDCDTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI 
             110       120       130       140       150       160  
 
             40        50        60        70        80 
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2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
         .::.::.                                        
gi|184 QMLTAGGGDDAAAEEA                                 
             170                                        
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 19.2 E():   79 
Smith-Waterman score: 46; 26.7% identity (46.7% similar) in 45 aa overlap (28-72:64-108) 
 
                  10        20        30        40        50        
2MEPSP    VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   .. . :: .  : : :. :     . 
gi|238 KYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEF 
            40        50        60        70        80        90    
 
        60        70        80                                      
2MEPSP GDLVVGLKQLGADVDCFLGTDCP                                      
        : ..   .   :::                                              
gi|238 DDAMIKDISNHDDVDYIEPDFVVRTSTNGTNLTRQENVPSWGLARVGSKQAGGTTYYYDS 
           100       110       120       130       140       150    
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 17.4 E():   82 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (7-25:82-100) 
 
                                       10        20        30       
2MEPSP                         VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
         40        50        60        70        80 
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                                    
gi|188 QSGAIYV                                      
                                                    
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.9  bits: 14.8 E():   82 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (3-11:4-12) 
 
                10        20        30        40        50          
2MEPSP  VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
          ::...: .:                                                 
gi|544 APPGCSNHFNLETVFGNFVK                                         
               10        20                                         
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 45; 22.5% identity (46.2% similar) in 80 aa overlap (3-78:181-258) 
 
                                           10        20             
2MEPSP                             VVGCGGKFPVEDAKEEVQLFL---GNAGIAMR 
                                     :::. . .:  :  ..  :    :    :: 
gi|336 SIQKQQSIELSEQELVDCTYNRYDSSYQCNGCGSGYSTEAFKYMIRTGLVEEENYPYNMR 
              160       170       180       190       200       210 
 
      30        40        50         60        70        80         
2MEPSP SLTAAVTAAGGNATYVLDGVPRMRERPIG-DLVVGLKQLGADVDCFLGTDCP         
       .      . :    : ..:  ..: .    :..  ..: :  :  . :..           
gi|336 TQWCNPDVEG--QRYHVSGYQQLRYQSSDEDVMYTIQQHGPVVIYMHGSNNYFRNLGNGV 
              220         230       240       250       260         
 
gi|336 LRGVAYNDAYTDHAVILVGWGTVQGVDYWIIRNSWGTGWGNGGYGYVERGHNSLGINNFV 
      270       280       290       300       310       320         
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.4 E():   88 
Smith-Waterman score: 41; 58.3% identity (66.7% similar) in 12 aa overlap (52-63:101-112) 
 
              30        40        50        60        70        80 
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2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                     :::  . : :::                  
gi|668 PNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS  
               80        90       100       110       120          
 
>>gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma sacch  (284 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.1  bits: 18.5 E():   90 
Smith-Waterman score: 44; 21.3% identity (53.2% similar) in 47 aa overlap (10-56:4-50) 
 
               10        20        30        40        50        60 
2MEPSP VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                ..   . ..:   ::     .: : .  :. .:  .:. :  ....:     
gi|203       MEAIKKKMQAMKLEKDNAMDKADALEAQARDANRKADKILEEVQDLKKKPSQVE 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP VVGLKQLGADVDCFLGTDCP                                         
                                                                    
gi|203 TDFTTTKENLATANKNLEDKEKTLTNTESEVASLNRKVQMIEENLERSEERLGTALTKLG 
           60        70        80        90       100       110     
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (59-73:107-121) 
 
       30        40        50        60        70        80      
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP      
                                     :. . :  . :: ::             
gi|249 KREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFDCSKIQSTIFRGYY 
         80        90       100       110       120       130    
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 18.5 E():   93 
Smith-Waterman score: 50; 30.4% identity (60.9% similar) in 46 aa overlap (20-65:24-62) 
 
                   10        20        30        40        50       
2MEPSP     VVGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                              . ..:: :  .  ::. ::.:. :      : ....  
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAPTT-PAAAGAAAGKIT------PTQEQKL 
               10        20        30         40              50    
 
         60        70        80                                     
2MEPSP IGDLVVGLKQLGADVDCFLGTDCP                                     
       . :. ::.:                                                    
gi|119 MEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDA 
            60        70        80        90       100       110    
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (42-72:5-35) 
 
              20        30        40        50        60        70  
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|461                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
              80                                                    
2MEPSP DCFLGTDCP                                                    
       :                                                            
gi|461 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (42-72:5-35) 
 
              20        30        40        50        60        70  
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|416                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
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                                         10        20        30     
 
              80                                                    
2MEPSP DCFLGTDCP                                                    
       :                                                            
gi|416 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|239735|gb|AAB20453.1| Car b I=major allergen [Carpi  (40 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.6  bits: 15.6 E():   96 
Smith-Waterman score: 42; 32.1% identity (60.7% similar) in 28 aa overlap (33-57:11-38) 
 
             10        20        30        40           50          
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGD 
                                     ... ::    .:::::   .:..  . :   
gi|239                     GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAIXK 
                                   10        20        30        40 
 
      60        70        80 
2MEPSP LVVGLKQLGADVDCFLGTDCP 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.0 E():   96 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (42-72:5-35) 
 
              20        30        40        50        60        70  
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.         :. . :...: :. 
gi|117                           MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDA 
                                         10        20        30     
 
              80                                                    
2MEPSP DCFLGTDCP                                                    
       :                                                            
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:32 2011 done: Tue Apr 19 10:57:32 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 79  - 158 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     2     2:* 
  32    26     8:==*====== 
  34    18    22:====== * 
  36    40    44:==============* 
  38    73    73:========================* 
  40    68   102:=======================          * 
  42   118   125:======================================== * 
  44   109   138:=====================================        * 
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  46   172   140:==============================================*=========== 
  48   143   134:============================================*=== 
  50   118   122:========================================* 
  52    73   108:=========================          * 
  54    83    92:============================  * 
  56   118    77:=========================*============== 
  58    74    63:====================*==== 
  60    39    51:=============   * 
  62    13    41:=====        * 
  64    22    33:========  * 
  66    22    26:========* 
  68    18    20:======* 
  70    30    16:=====*==== 
  72    12    12:===* 
  74    17    10:===*== 
  76     9     8:==* 
  78     4     6:=* 
  80    11     5:=*== 
  82    26     3:*======== 
  84     5     3:*= 
  86     4     2:*= 
  88     6     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     3     1:*         :*== 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     1     0:=         *= 
 106     2     0:=         *== 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.20140.00315; mu= 10.4455 0.162 
 mean_var=32.4929 9.333, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.224999 
 Kolmogorov-Smirnov  statistic: 0.0461 (N=29) at  68 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 24.6    0.52 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 24.3    0.64 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 24.3    0.64 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 23.6       1 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 23.3     1.3 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 23.0     1.6 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 24.3     1.7 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 22.6       2 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 22.3     2.5 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   56 22.3     2.5 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 23.4     3.2 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.7     3.8 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   54 21.7     4.1 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   60 23.7     4.1 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 21.0     6.1 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 21.0     6.1 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 22.4     6.2 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 21.4     6.7 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 22.4     6.7 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 22.4     6.7 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 21.0     6.9 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   51 20.7     7.6 
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gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.7     7.7 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.7     7.7 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.7     9.1 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   54 21.7     9.4 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.4     9.6 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.4     9.6 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.4      10 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.4      12 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.4      12 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.4      12 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.7      12 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.4      12 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.4      12 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.4      12 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.4      12 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.4      12 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 21.1      12 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.4      12 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 21.1      12 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.4      13 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   48 19.7      14 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.1      15 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 21.1      15 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   54 21.8      15 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 20.1      15 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.7      15 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 21.1      15 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.8      16 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 21.1      18 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.8      18 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.8      18 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.8      18 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   47 19.4      19 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   48 19.7      20 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.8      20 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 21.1      21 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.7      23 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   46 19.1      24 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.4      27 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   45 18.7      29 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   45 18.7      29 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 19.1      31 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 19.1      31 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 20.1      31 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.8      32 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.5      32 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.5      32 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.5      32 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 19.1      34 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 20.1      35 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 19.1      35 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.4      36 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.4      36 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.8      37 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.8      37 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 19.1      37 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 19.1      37 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   45 18.8      37 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   49 20.1      38 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   42 17.7      39 
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gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.8      40 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   49 20.1      40 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 20.1      40 
gi|116174182|emb|CAL59819.1| hyaluronidase homolog ( 323)   48 19.8      42 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.5      43 
gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespu ( 340)   48 19.8      44 
gi|1588669|prf||2209273A Zm13                      ( 170)   45 18.8      44 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 18.1      47 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 18.1      47 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   44 18.4      48 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.5      49 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.4      50 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.1      51 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.8      52 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.8      52 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.1      53 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   44 18.4      54 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.1      54 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 18.1      54 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 18.1      55 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.8      55 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.8      55 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 19.1      56 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 19.1      57 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 15.0      60 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 19.1      61 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.8      61 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.8      61 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.8      62 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.5      62 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.5      62 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 18.1      62 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   44 18.5      63 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   44 18.5      63 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.8      64 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.5      65 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 18.1      65 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.5      66 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.8      66 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.8      67 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.8      67 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.8      67 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.8      67 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.8      67 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.8      67 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.8      67 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.8      67 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.8      67 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.8      67 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.8      68 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.8      69 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.8      69 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.0      69 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.2      71 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.2      71 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 18.1      72 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   47 19.5      72 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.4      77 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 19.2      80 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   41 17.5      83 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   45 18.8      83 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   50 20.5      83 
gi|239735|gb|AAB20453.1| Car b I=major allergen [C (  40)   36 15.7      85 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.5      86 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   40 17.1      89 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   40 17.1      89 
gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma s ( 284)   44 18.5      89 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.1      90 
gi|239734|gb|AAB20452.1| Bet v I=major allergen [B (  43)   36 15.7      90 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   44 18.5      93 
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>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 107.6  bits: 24.6 E(): 0.52 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (13-37:61-85) 
 
                                 10        20        30        40   
2MEPSP                   VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
             50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                              
gi|145 DEDGDGMIGVDEFVTLVKA                    
              100                             
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 105.9  bits: 24.3 E(): 0.64 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (13-68:60-104) 
 
                                 10        20        30        40   
2MEPSP                   VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
             50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
       .. ::     ..  :: ..:. ...:             
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG         
                90        100                 
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 105.9  bits: 24.3 E(): 0.64 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (13-68:60-104) 
 
                                 10        20        30        40   
2MEPSP                   VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
             50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
       .. ::     ..  :: ..:. ...:             
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG         
                90        100                 
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 102.4  bits: 23.6 E():    1 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (13-60:60-106) 
 
                                 10        20        30        40   
2MEPSP                   VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
             50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
        : ::  ..  . . :::                     
gi|208 DV-DGDGKIGIEEFTDLVRSK                  
      90        100                           
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 100.6  bits: 23.3 E():  1.3 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (13-37:61-85) 
 
                                 10        20        30        40   
2MEPSP                   VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
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gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
             50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                              
gi|145 DSDGDGKIGVDEFAAMVKA                    
              100                             
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 98.8  bits: 23.0 E():  1.6 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (13-37:61-85) 
 
                                 10        20        30        40   
2MEPSP                   VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
             50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                              
gi|222 DSDGDGKIGAEEFAALVTA                    
              100                             
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  62  Z-score: 98.2  bits: 24.3 E():  1.7 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (18-75:8-62) 
 
               10        20        30        40        50        60 
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                        ::.:..:   . .. : .: .:  ::::     . .   . .. 
gi|324           MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSKVI 
                         10        20         30        40          
 
               70        80                                         
2MEPSP VGLKQLGADVDCFLGTDCPP                                         
        ..: ::  :.  ::                                              
gi|324 ENFKALG--VNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKR 
      50          60        70        80        90       100        
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.1  bits: 22.6 E():    2 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (13-37:61-85) 
 
                                 10        20        30        40   
2MEPSP                   VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
             50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                              
gi|179 DSDGDGKIGVDEFAALVKA                    
              100                             
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 95.3  bits: 22.3 E():  2.5 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (13-37:61-85) 
 
                                 10        20        30        40   
2MEPSP                   VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
             50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                              
gi|294 DSDGDGKIGIDEFAAMIKG                    
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              100                             
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 95.3  bits: 22.3 E():  2.5 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (13-37:61-85) 
 
                                 10        20        30        40   
2MEPSP                   VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|288 FKACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
             50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                              
gi|288 DSDGDGKIGVDEFAAMIKG                    
              100                             
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 93.4  bits: 23.4 E():  3.2 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (12-47:252-287) 
 
                                  10        20        30        40  
2MEPSP                    VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
              50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
       : .  :                                  
gi|144 TAAAGGYKV                               
             290                               
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 92.0  bits: 21.7 E():  3.8 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (13-35:59-81) 
 
                                 10        20        30        40   
2MEPSP                   VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
             50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                              
gi|288 DADGDGMLGLDEFAVLVKQ                    
       90       100                           
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 91.6  bits: 21.7 E():  4.1 
Smith-Waterman score: 54; 30.5% identity (52.5% similar) in 59 aa overlap (13-71:60-107) 
 
                                 10        20        30        40   
2MEPSP                   VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA----- 
      30        40        50        60        70        80          
 
             50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
       ..  :         ::  .:. ..:: ::          
gi|131 FLKAGDSD------GDGKIGVDEFGALVDKWGAKG    
           90             100       110       
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  60  Z-score: 91.5  bits: 23.7 E():  4.1 
Smith-Waterman score: 60; 27.5% identity (68.6% similar) in 51 aa overlap (9-59:184-233) 
 
                                     10        20        30         
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2MEPSP                       VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     .::.....:  : . ..:.:...: ..:   
gi|845 MTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISA-LSAEL 
           160       170       180       190       200        210   
 
       40        50        60        70        80                   
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP                   
        .   .::.. : :..   ::                                        
gi|845 EECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADLDETT 
            220       230       240       250       260       270   
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.3  bits: 21.0 E():  6.1 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (14-37:62-85) 
 
                                10        20        30        40    
2MEPSP                  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
            50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                             
gi|209 ADGDGMIGIDEFAVLVKQ                    
             100                             
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.3  bits: 21.0 E():  6.1 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (14-37:62-85) 
 
                                10        20        30        40    
2MEPSP                  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
            50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                             
gi|249 ADGDGMIGIDEFAVLVKQ                    
             100                             
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 88.2  bits: 22.4 E():  6.2 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (12-47:248-283) 
 
                                  10        20        30        40  
2MEPSP                    VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
              50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
       : .  :                                  
gi|239 TAATGGYKV                               
       280                                     
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.6  bits: 21.4 E():  6.7 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (21-64:87-141) 
 
                         10        20        30        40           
2MEPSP           VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
                50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2667

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

           .. ::: . . :: . ..: .                 
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT      
        120       130       140       150        
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.6  bits: 22.4 E():  6.7 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (12-47:274-309) 
 
                                  10        20        30        40  
2MEPSP                    VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
              50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
       : .  :                                  
gi|398 TAATGGYKV                               
           310                                 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.6  bits: 22.4 E():  6.7 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (12-47:274-309) 
 
                                  10        20        30        40  
2MEPSP                    VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
              50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
       : .  :                                  
gi|330 TAATGGYKV                               
           310                                 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.4  bits: 21.0 E():  6.9 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (58-74:98-114) 
 
        30        40        50        60        70        80     
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP     
                                     ::. .:.. :.::: :.           
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
        70        80        90       100       110       120     
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.7  bits: 20.7 E():  7.6 
Smith-Waterman score: 51; 40.0% identity (68.0% similar) in 25 aa overlap (13-37:59-83) 
 
                                 10        20        30        40   
2MEPSP                   VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.:. : : :      
gi|777 FKACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAG 
       30        40        50        60        70        80         
 
             50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                              
gi|777 DSDGDGKIGVDEFAAMVKH                    
       90       100                           
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.6  bits: 20.7 E():  7.7 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (14-37:62-85) 
 
                                10        20        30        40    
2MEPSP                  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
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            50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                             
gi|288 ADGDGMIGIDEFAVWVKQ                    
             100                             
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.6  bits: 20.7 E():  7.7 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (13-37:61-85) 
 
                                 10        20        30        40   
2MEPSP                   VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
             50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                              
gi|207 DSDGDGKIGVEEFQALVKA                    
              100                             
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.3  bits: 21.7 E():  9.1 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (12-47:227-262) 
 
                                  10        20        30        40  
2MEPSP                    VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
              50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
       : .  :                                  
gi|180 TAAAGGYKV                               
        260                                    
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 85.0  bits: 21.7 E():  9.4 
Smith-Waterman score: 54; 23.2% identity (62.3% similar) in 69 aa overlap (7-74:14-76) 
 
                      10        20        30         40        50   
2MEPSP        VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                    .:..: :   :  : .... ....  :: .    . . .:...:... 
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKL-ETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQ 
               10        20         30        40        50          
 
             60        70        80                                 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPP                                 
            ::.  :.. :.::: ..                                       
gi|225 -----DLLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMD 
           60        70        80        90       100       110     
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.8  bits: 20.4 E():  9.6 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (13-35:61-83) 
 
                                 10        20        30        40   
2MEPSP                   VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
             50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                              
gi|145 DSDGDGKIGVDEFGAMIKA                    
              100                             
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>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.8  bits: 20.4 E():  9.6 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (13-35:61-83) 
 
                                 10        20        30        40   
2MEPSP                   VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
             50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                              
gi|148 DSDGDGKIGVDEFGAMIKA                    
              100                             
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 84.2  bits: 22.4 E():   10 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (48-74:454-481) 
 
        20        30        40        50         60        70       
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
         80      
2MEPSP DCPP      
                 
gi|424 IKKLFGLSH 
           490   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 83.2  bits: 22.4 E():   12 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (46-78:341-374) 
 
          20        30        40         50        60        70     
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
           80                                                       
2MEPSP GTDCPP                                                       
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.1  bits: 21.4 E():   12 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (21-47:251-277) 
 
                         10        20        30        40        50 
2MEPSP           VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
               60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPP 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.1  bits: 21.4 E():   12 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (21-47:252-278) 
 
                         10        20        30        40        50 
2MEPSP           VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
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               60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPP 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 83.1  bits: 20.7 E():   12 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (27-42:142-161) 
 
                   10        20        30            40        50   
2MEPSP     VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
             60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                    
gi|249 GYKV                         
                                    
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.0  bits: 21.4 E():   12 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (21-47:255-281) 
 
                         10        20        30        40        50 
2MEPSP           VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
               60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPP 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (23-47:260-284) 
 
                       10        20        30        40        50   
2MEPSP         VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPP 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (23-47:260-284) 
 
                       10        20        30        40        50   
2MEPSP         VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPP 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (23-47:260-284) 
 
                       10        20        30        40        50   
2MEPSP         VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPP 
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>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (23-47:260-284) 
 
                       10        20        30        40        50   
2MEPSP         VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPP 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (23-47:260-284) 
 
                       10        20        30        40        50   
2MEPSP         VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPP 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (23-47:260-284) 
 
                       10        20        30        40        50   
2MEPSP         VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPP 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (23-47:260-284) 
 
                       10        20        30        40        50   
2MEPSP         VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPP 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (23-47:260-284) 
 
                       10        20        30        40        50   
2MEPSP         VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPP 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (23-47:260-284) 
 
                       10        20        30        40        50   
2MEPSP         VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
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                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPP 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (23-47:260-284) 
 
                       10        20        30        40        50   
2MEPSP         VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPP 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (23-47:260-284) 
 
                       10        20        30        40        50   
2MEPSP         VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPP 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (23-47:260-284) 
 
                       10        20        30        40        50   
2MEPSP         VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPP 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (21-47:258-284) 
 
                         10        20        30        40        50 
2MEPSP           VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
               60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPP 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (23-47:260-284) 
 
                       10        20        30        40        50   
2MEPSP         VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPP 
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>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (23-47:260-284) 
 
                       10        20        30        40        50   
2MEPSP         VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPP 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 82.9  bits: 21.1 E():   12 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (58-74:202-218) 
 
        30        40        50        60        70        80     
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP     
                                     ::. .:.. :.::: :.           
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             180       190       200       210       220         
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (21-47:261-287) 
 
                         10        20        30        40        50 
2MEPSP           VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
               60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPP 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.8  bits: 21.1 E():   12 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (58-74:205-221) 
 
        30        40        50        60        70        80     
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP     
                                     ::. .:.. :.::: :.           
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          180       190       200       210       220       230  
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (21-47:266-292) 
 
                         10        20        30        40        50 
2MEPSP           VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
               60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPP 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 81.9  bits: 19.7 E():   14 
Smith-Waterman score: 48; 38.9% identity (61.1% similar) in 18 aa overlap (65-80:24-41) 
 
           40        50        60        70          80             
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPP             
                                     :: ....  :  : :: :             
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
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            60        70        80        90       100  
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 81.5  bits: 22.1 E():   15 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (46-78:341-374) 
 
          20        30        40         50        60        70     
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
           80                                                       
2MEPSP GTDCPP                                                       
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.5  bits: 21.1 E():   15 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (12-47:238-273) 
 
                                  10        20        30        40  
2MEPSP                    VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
              50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
       : .  :                                  
gi|313 TAATGGYKV                               
       270                                     
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  51 init1:  51 opt:  54  Z-score: 81.4  bits: 21.8 E():   15 
Smith-Waterman score: 54; 33.3% identity (72.7% similar) in 33 aa overlap (45-77:262-289) 
 
           20        30        40        50        60        70     
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
           80                                                       
2MEPSP GTDCPP                                                       
        .:                                                          
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 81.4  bits: 20.1 E():   15 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (57-79:12-38) 
 
         30        40        50        60            70        80   
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPP   
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 19.7 E():   15 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (13-37:61-85) 
 
                                 10        20        30        40   
2MEPSP                   VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
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               40        50        60        70        80        90 
 
             50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                              
gi|207 DSDGDGKIGVEEFQALVKA                    
              100                             
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.3  bits: 21.1 E():   15 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (12-47:246-281) 
 
                                  10        20        30        40  
2MEPSP                    VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
              50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
       : .  :                                  
gi|295 TAATGGYKV                               
         280                                   
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 80.7  bits: 21.8 E():   16 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (58-75:295-313) 
 
        30        40        50        60         70        80       
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPP       
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.9  bits: 21.1 E():   18 
Smith-Waterman score: 52; 26.3% identity (71.1% similar) in 38 aa overlap (2-39:29-66) 
 
                                          10        20        30    
2MEPSP                            VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                                   :  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP              
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (12-47:238-273) 
 
                                  10        20        30        40  
2MEPSP                    VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
              50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
       : .  :                                  
gi|313 TAATGGYKV                               
       270                                     
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.7  bits: 20.8 E():   18 
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Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (12-47:238-273) 
 
                                  10        20        30        40  
2MEPSP                    VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
              50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
       : .  :                                  
gi|168 TAATGGYKV                               
       270                                     
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (12-47:238-273) 
 
                                  10        20        30        40  
2MEPSP                    VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
              50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
       : .  :                                  
gi|313 TAATGGYKV                               
       270                                     
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.5  bits: 19.4 E():   19 
Smith-Waterman score: 47; 41.0% identity (53.8% similar) in 39 aa overlap (13-47:61-96) 
 
                                 10        20        30             
2MEPSP                   VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA----AG 
                                     .::..::: :     :.:: . :     :: 
gi|193 FHKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAG 
               40        50        60        70        80        90 
 
       40        50        60        70        80 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
        :   : ::                                  
gi|193 DN---VGDGKIGIDEFNHLVKH                     
                 100                              
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 48; 55.6% identity (66.7% similar) in 9 aa overlap (72-80:66-74) 
 
              50        60        70        80                      
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP                      
                                     ::  .:: :                      
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.9  bits: 20.8 E():   20 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (23-47:280-304) 
 
                       10        20        30        40        50   
2MEPSP         VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
             60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPP 
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>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.8  bits: 21.1 E():   21 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (8-32:22-45) 
 
                             10        20        30        40       
2MEPSP               VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                            ::..: :.:. :: .:. . ::: :               
gi|113 MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNIIDKCWRCK 
               10        20         30        40        50          
 
         50        60        70        80                           
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP                           
                                                                    
gi|113 ADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWI 
      60        70        80        90       100       110          
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.0  bits: 16.7 E():   23 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (35-49:2-16) 
 
           10        20        30        40        50        60     
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . : : .:                
gi|320                              YTTEGGTKSEVEDVIPEGWK            
                                            10        20            
 
           70        80 
2MEPSP QLGADVDCFLGTDCPP 
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.8  bits: 19.1 E():   24 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (13-31:61-79) 
 
                                 10        20        30        40   
2MEPSP                   VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.::            
gi|179 FAKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAG 
               40        50        60        70        80        90 
 
             50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                              
gi|179 DSDGDGKIGVDEFTALVKA                    
              100                             
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (31-56:11-39) 
 
               10        20        30        40           50        
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    .:::::   .:..  . :  
gi|226                     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAIT 
                                   10        20        30        40 
 
        60        70        80                                      
2MEPSP DLVVGLKQLGADVDCFLGTDCPP                                      
                                                                    
gi|226 SVENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVC 
               50        60        70        80        90       100 
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.0  bits: 18.7 E():   29 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (13-37:61-85) 
 
                                 10        20        30        40   
2MEPSP                   VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|145 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
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             50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                              
gi|145 DSDGDGAIGVDEWAVLVKA                    
              100                             
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.0  bits: 18.7 E():   29 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (13-37:61-85) 
 
                                 10        20        30        40   
2MEPSP                   VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|148 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
             50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                              
gi|148 DSDGDGAIGVEEWAVLVKA                    
              100                             
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.1 E():   31 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (26-48:22-44) 
 
               10        20        30        40        50        60 
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                :.: . ::.....:..  ::.:.             
gi|198     MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIA 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP VGLKQLGADVDCFLGTDCPP                                         
                                                                    
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESA 
         60        70        80        90       100       110       
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.1 E():   31 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (26-48:22-44) 
 
               10        20        30        40        50        60 
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                :.: . ::.....:..  ::.:.             
gi|753     MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIA 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP VGLKQLGADVDCFLGTDCPP                                         
                                                                    
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESA 
         60        70        80        90       100       110       
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 75.6  bits: 20.1 E():   31 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (12-47:267-298) 
 
                                  10        20        30        40  
2MEPSP                    VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
              50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
       : .  :                                  
gi|663 TAAAGGYKA                               
            300                                
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>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 19.8 E():   32 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (12-39:210-237) 
 
                                  10        20        30        40  
2MEPSP                    VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
              50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                               
gi|226 V                                       
     240                                       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.3  bits: 20.5 E():   32 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (46-74:184-213) 
 
          20        30        40        50          60        70    
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
            80                                                      
2MEPSP LGTDCPP                                                      
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.3  bits: 20.5 E():   32 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (46-74:184-213) 
 
          20        30        40        50          60        70    
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
            80                                                      
2MEPSP LGTDCPP                                                      
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.5 E():   32 
Smith-Waterman score: 50; 23.4% identity (53.2% similar) in 47 aa overlap (32-78:351-397) 
 
              10        20        30        40        50        60  
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :  .:.:.. . . .    : .   ::.:  
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
              70        80 
2MEPSP GLKQLGADVDCFLGTDCPP 
        : . .. . :  :. :   
gi|113 QLTMNAGVLTCSPGAPC   
              390          
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (43-78:40-74) 
 
             20        30        40        50        60        70   
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
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gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
             80                                                     
2MEPSP FLGTDCPP                                                     
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.7  bits: 20.1 E():   35 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (13-55:5-47) 
 
               10        20        30        40        50        60 
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                   :. : :::. : .:  . . :. :. . :: .  ..:     :      
gi|249         MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPAT 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP VGLKQLGADVDCFLGTDCPP                                         
                                                                    
gi|249 PATPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVE 
             60        70        80        90       100       110   
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.7  bits: 19.1 E():   35 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (43-78:47-81) 
 
             20        30        40        50        60        70   
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
             80                                                     
2MEPSP FLGTDCPP                                                     
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.4  bits: 18.4 E():   36 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (14-41:54-81) 
 
                                10        20        30        40    
2MEPSP                  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
            50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                             
gi|598 EEKKEEKEEEKEESDEDMGFGLFD              
            90       100                     
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.4  bits: 18.4 E():   36 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (14-37:61-84) 
 
                                10        20        30        40    
2MEPSP                  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
            50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                             
gi|288 ADGDGMLGLDEFAVLVKQ                    
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              100                            
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (13-42:5-32) 
 
               10        20        30        40        50        60 
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                   :  : .::. :  .. .:... :: ::.::                   
gi|300         MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDINASFRAAM 
                       10          20        30        40        50 
 
               70        80                                         
2MEPSP VGLKQLGADVDCFLGTDCPP                                         
                                                                    
gi|300 ATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDK 
               60        70        80        90       100       110 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (13-42:5-32) 
 
               10        20        30        40        50        60 
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                   :  : .::. :  .. .:... :: ::.::                   
gi|300         MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAM 
                       10          20        30        40        50 
 
               70        80                                         
2MEPSP VGLKQLGADVDCFLGTDCPP                                         
                                                                    
gi|300 ATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDK 
               60        70        80        90       100       110 
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.2  bits: 19.1 E():   37 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (48-72:59-82) 
 
        20        30        40        50        60        70        
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
        80                                                          
2MEPSP CPP                                                          
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.2  bits: 19.1 E():   37 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (48-72:59-82) 
 
        20        30        40        50        60        70        
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
        80                                                          
2MEPSP CPP                                                          
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 45; 40.6% identity (56.2% similar) in 32 aa overlap (49-79:78-103) 
 
       20        30        40        50        60         70        
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2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
        80                                      
2MEPSP CPP                                      
       ::                                       
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.1  bits: 20.1 E():   38 
Smith-Waterman score: 49; 33.3% identity (60.6% similar) in 33 aa overlap (39-71:94-121) 
 
       10        20        30        40        50        60         
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::   .:  :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVP---QR--GNITIHLQQFNE 
            70        80        90       100            110         
 
       70        80                                                 
2MEPSP DVDCFLGTDCPP                                                 
       :.:                                                          
gi|144 DLDKMTPDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEA 
      120       130       140       150       160       170         
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.7  bits: 17.7 E():   39 
Smith-Waterman score: 42; 57.1% identity (85.7% similar) in 7 aa overlap (72-78:38-44) 
 
              50        60        70        80                      
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP                      
                                     :. ::.:                        
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 73.7  bits: 19.8 E():   40 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (18-45:7-33) 
 
               10        20        30        40        50        60 
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                        :..:..:   : .: : . : :. :..:                
gi|198            MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPEKAQLL 
                          10        20         30        40         
 
               70        80                                         
2MEPSP VGLKQLGADVDCFLGTDCPP                                         
                                                                    
gi|198 ESFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFF 
       50        60        70        80        90       100         
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.6  bits: 20.1 E():   40 
Smith-Waterman score: 50; 22.9% identity (58.6% similar) in 70 aa overlap (1-67:13-80) 
 
                           10        20        30        40         
2MEPSP             VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                   :. : ..: .. ..... ::  : . .  .:: :    .: . : ..: 
gi|258 MKLPIMILAVLGVAFGKSLPNRNLQDDLNDFL--ALLPVDEITAIVMDYLANDAEVQEAV 
               10        20        30          40        50         
 
       50        60           70        80                          
2MEPSP PRMRERPIGDLVV---GLKQLGADVDCFLGTDCPP                          
         .. . .  .:    ::...:                                       
gi|258 AYLQGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINRLHSVFGWDPYVPSSKRKHT 
       60        70        80        90       100       110         
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>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.6  bits: 20.1 E():   40 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (45-74:361-385) 
 
           20        30        40        50        60        70     
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
           80     
2MEPSP GTDCPP     
                  
gi|284 ELIRSLFGLP 
         390      
 
>>gi|116174182|emb|CAL59819.1| hyaluronidase homologue [  (323 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.3  bits: 19.8 E():   42 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (40-71:66-94) 
 
      10        20        30        40          50        60        
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|116 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
        70        80                                                
2MEPSP ADVDCFLGTDCPP                                                
        ..:                                                         
gi|116 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.9  bits: 19.5 E():   43 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (2-15:91-104) 
 
                                            10        20        30  
2MEPSP                              VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
              40        50        60        70        80            
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP            
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespula v  (340 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.9  bits: 19.8 E():   44 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (40-71:66-94) 
 
      10        20        30        40          50        60        
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|621 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
        70        80                                                
2MEPSP ADVDCFLGTDCPP                                                
        ..:                                                         
gi|621 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.8  bits: 18.8 E():   44 
Smith-Waterman score: 45; 27.7% identity (50.8% similar) in 65 aa overlap (8-71:110-167) 
 
                                      10        20         30       
2MEPSP                        VGCGGKFPVEDAKEEVQLFLGNAGIAM-RSLTAAVTA 
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                                     : .:  .::: .   ::. . :..  . .  
gi|158 DGVTDATGTYTIELKDSHEEDICQVVLVASPRKDC-DEVQALRDRAGVLLTRNVGISDSL 
      80        90       100       110        120       130         
 
         40        50        60        70        80 
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
         .:    .  ::     :.   .. :::: .: :          
gi|158 RPANPLGYFKDVPL----PV--CAALLKQLDSDDDDDQ       
      140       150             160       170       
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (22-41:67-86) 
 
                        10        20        30        40        50  
2MEPSP          VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
              60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                     
gi|833 EKEESDEDMGFGLFD               
        100       110                
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (22-41:67-86) 
 
                        10        20        30        40        50  
2MEPSP          VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
              60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                     
gi|668 EKEESDEDMGFGLFD               
        100       110                
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.1  bits: 18.4 E():   48 
Smith-Waterman score: 44; 55.6% identity (55.6% similar) in 9 aa overlap (72-80:66-74) 
 
              50        60        70        80                      
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP                      
                                     ::   :: :                      
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.0  bits: 19.5 E():   49 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (13-64:5-62) 
 
               10        20        30        40              50     
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV------PRMRER 
                   :  : :::  : .:  . . :. :. . :: .  :.      : .... 
gi|119         MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAAGKITPTQEQK 
                       10        20        30        40        50   
 
           60        70        80                                   
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPP                                   
        . :. ::.:                                                   
gi|119 LMEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSD 
             60        70        80        90       100       110   
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>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (35-67:28-60) 
 
           10        20        30        40        50        60     
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :.. :: . .  :.  .. : .:: . :   
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCM 
                  10        20        30        40        50        
 
           70        80                                             
2MEPSP QLGADVDCFLGTDCPP                                             
       . :                                                          
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.1 E():   51 
Smith-Waterman score: 54; 32.3% identity (50.8% similar) in 65 aa overlap (18-80:1-58) 
 
               10        20         30        40        50          
2MEPSP VGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                        .:::.: :::       .::. :.    ::.      .: :   
gi|116                  VFLGSAHGIAKVPPGPNITATYGDEW--LDAKSTWYGKPTG-- 
                                10        20          30            
 
      60        70         80                                       
2MEPSP VVGLKQLGADVDC-FLGTDCPP                                       
        .: :. :.   : .  .: ::                                       
gi|116 -AGPKDNGG--ACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPV 
       40          50        60        70        80        90       
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.5  bits: 19.8 E():   52 
Smith-Waterman score: 48; 27.5% identity (45.1% similar) in 51 aa overlap (27-77:66-115) 
 
                   10        20        30        40        50       
2MEPSP     VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   ..   :: .  : : :. :     . 
gi|581 KYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEF 
          40        50        60        70        80        90      
 
         60        70        80                                     
2MEPSP GDLVVGLKQLGADVDCFLGTDCPP                                     
        : ..   .   ::: :.  :                                        
gi|581 DDAMIKDISSHDDVD-FIEPDFVVRTTTNGTNLTHQDNVPSWGLARVGSKKPGGTTYYYD 
         100       110        120       130       140       150     
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.5  bits: 17.8 E():   52 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:69-88) 
 
                10        20        30        40        50          
2MEPSP  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
      60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPP 
                             
gi|105 T                     
                             
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.3  bits: 19.1 E():   53 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (2-15:91-104) 
 
                                            10        20        30  
2MEPSP                              VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
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gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
              40        50        60        70        80            
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP            
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 44; 55.6% identity (55.6% similar) in 9 aa overlap (72-80:66-74) 
 
              50        60        70        80                      
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP                      
                                     ::   :: :                      
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (2-15:91-104) 
 
                                            10        20        30  
2MEPSP                              VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
              40        50        60        70        80            
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP            
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (5-35:6-35) 
 
                10        20        30        40        50          
2MEPSP  VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
            :.. . : .:. . :: . :...   ::: :                         
gi|144 MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKN 
               10         20        30        40        50          
 
      60        70        80                                        
2MEPSP VVGLKQLGADVDCFLGTDCPP                                        
                                                                    
gi|144 TEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASV 
      60        70        80        90       100       110          
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (24-67:17-60) 
 
               10        20        30        40        50        60 
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                              : :  ::..:...  :..    .. :... . :  .. 
gi|130        MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIM 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP VGLKQLGADVDCFLGTDCPP                                         
         ... :                                                      
gi|130 KDFEEPGHLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVT 
            60        70        80        90       100       110    
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
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 initn:  41 init1:  41 opt:  48  Z-score: 71.1  bits: 19.8 E():   55 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (18-64:346-393) 
 
                            10        20        30         40       
2MEPSP              VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
         50        60        70        80                           
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP                           
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 71.0  bits: 19.8 E():   55 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (18-64:346-393) 
 
                            10        20        30         40       
2MEPSP              VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
         50        60        70        80                           
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP                           
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (12-47:238-273) 
 
                                  10        20        30        40  
2MEPSP                    VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
              50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
       : .  :                                  
gi|313 TAAAGGYKV                               
       270                                     
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 19.1 E():   57 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (53-71:40-58) 
 
             30        40        50        60        70        80   
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP   
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.4  bits: 15.0 E():   60 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (35-49:2-16) 
 
           10        20        30        40        50        60     
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . . : .:                
gi|320                              YTTEGGTKSEAEDVIPE               
                                            10                      
 
           70        80 
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2MEPSP QLGADVDCFLGTDCPP 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (21-47:276-298) 
 
                         10        20        30        40        50 
2MEPSP           VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
               60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPP 
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.8 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (2-15:68-81) 
 
                                            10        20        30  
2MEPSP                              VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
              40        50        60        70        80            
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP            
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.8 E():   61 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (2-15:68-81) 
 
                                            10        20        30  
2MEPSP                              VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
              40        50        60        70        80            
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP            
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.8 E():   62 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (2-15:69-82) 
 
                                            10        20        30  
2MEPSP                              VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
              40        50        60        70        80            
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP            
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.2  bits: 18.5 E():   62 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (25-49:121-145) 
 
                     10        20        30        40        50     
2MEPSP       VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
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              100       110       120       130       140       150 
 
           60        70        80                
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPP                
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (20-46:107-133) 
 
                          10        20        30        40          
2MEPSP            VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
      50        60        70        80                              
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPP                              
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (60-79:84-104) 
 
      30        40        50        60         70        80         
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPP         
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 70.0  bits: 18.5 E():   63 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (3-19:172-189) 
 
                                           10         20        30  
2MEPSP                             VGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|313 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
              40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 70.0  bits: 18.5 E():   63 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (3-19:172-189) 
 
                                           10         20        30  
2MEPSP                             VGCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|476 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
              40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.8 E():   64 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (18-57:5-43) 
 
               10        20         30        40        50          
2MEPSP VGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                        .:::.: :::       .::  :.    ::.      .: :   
gi|168              ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKPTGAG 
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                            10        20        30          40      
 
      60        70        80                                        
2MEPSP VVGLKQLGADVDCFLGTDCPP                                        
                                                                    
gi|168 PKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
          50        60        70        80        90       100      
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 18.5 E():   65 
Smith-Waterman score: 44; 45.5% identity (81.8% similar) in 11 aa overlap (1-11:166-176) 
 
                                             10        20        30 
2MEPSP                               VGCGGKFPVEDAKEEVQLFLGNAGIAMRSL 
                                     .:::..  .::                    
gi|549 EVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGN 
         140       150       160       170       180       190      
 
               40        50        60        70        80 
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                                          
gi|549 EPIYERK                                            
         200                                              
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (31-59:11-42) 
 
               10        20        30        40           50        
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIG 
                                     :... ::    ...:::   ::..  . :. 
gi|116                     MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAIS 
                                   10        20        30        40 
 
        60        70        80                                      
2MEPSP DLVVGLKQLGADVDCFLGTDCPP                                      
       ..                                                           
gi|116 SVENIEGNGGPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKIS 
               50        60        70        80        90       100 
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.6  bits: 18.5 E():   66 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (6-40:96-129) 
 
                                        10        20        30      
2MEPSP                          VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
          40        50        60        70        80                
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP                
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (2-15:91-104) 
 
                                            10        20        30  
2MEPSP                              VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
              40        50        60        70        80            
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP            
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
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>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 49; 26.4% identity (48.4% similar) in 91 aa overlap (1-80:92-180) 
 
                                                   10        20     
2MEPSP                               VGCGGKF------PVEDAKEEVQLFLGNAG 
                                     .:::. :      ::: . . : . . . . 
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
              70        80        90       100       110       120  
 
              30        40        50        60          70          
2MEPSP ---IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LK-QLGADVDCFLGTDCP 
          ::   .  : :: :. :    .   ..:.  : :.    .: ..:. :.  :   :  
gi|898 YEPIAAYHFDLAGTAFGAMAKKGEE--EKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCG 
             130       140         150       160       170          
 
      80                                                            
2MEPSP P                                                            
       :                                                            
gi|898 PNYLALLVKYVDGDGDIVPVDIKEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTE 
     180       190       200       210       220       230          
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (18-57:16-54) 
 
               10        20         30        40        50          
2MEPSP VGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                        .:::.: :::       .::  :.    ::.      .: :   
gi|168   MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKPTGAG 
                 10        20        30        40          50       
 
      60        70        80                                        
2MEPSP VVGLKQLGADVDCFLGTDCPP                                        
                                                                    
gi|168 PKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
         60        70        80        90       100       110       
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 53; 32.3% identity (50.8% similar) in 65 aa overlap (18-80:16-73) 
 
               10        20         30        40        50          
2MEPSP VGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                        .:::.: :::       .::. :.    ::.      .: :   
gi|386   MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKSTWYGKPTG-- 
                 10        20        30        40          50       
 
      60        70         80                                       
2MEPSP VVGLKQLGADVDC-FLGTDCPP                                       
        .: :. :.   : .  .: ::                                       
gi|386 -AGPKDNGG--ACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPI 
            60          70        80        90       100       110  
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (18-57:16-54) 
 
               10        20         30        40        50          
2MEPSP VGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                        .:::.: :::       .::. :.    ::.      .: :   
gi|409   MASSSSVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKSTWYGKPTGAG 
                 10        20        30        40          50       
 
      60        70        80                                        
2MEPSP VVGLKQLGADVDCFLGTDCPP                                        
                                                                    
gi|409 PKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHIT 
         60        70        80        90       100       110       
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>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (2-15:91-104) 
 
                                            10        20        30  
2MEPSP                              VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
              40        50        60        70        80            
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP            
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (18-57:16-54) 
 
               10        20         30        40        50          
2MEPSP VGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                        .:::.: :::       .::  :.    ::.      .: :   
gi|126   MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKPTGAG 
                 10        20        30        40          50       
 
      60        70        80                                        
2MEPSP VVGLKQLGADVDCFLGTDCPP                                        
                                                                    
gi|126 PKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
         60        70        80        90       100       110       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (18-57:16-54) 
 
               10        20         30        40        50          
2MEPSP VGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                        .:::.: :::       .::  :.    ::.      .: :   
gi|752   MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKPTGAG 
                 10        20        30        40          50       
 
      60        70        80                                        
2MEPSP VVGLKQLGADVDCFLGTDCPP                                        
                                                                    
gi|752 PKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
         60        70        80        90       100       110       
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 48; 30.8% identity (49.2% similar) in 65 aa overlap (18-80:16-73) 
 
               10        20         30        40        50          
2MEPSP VGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                        .:::.: ::        .::. :.    ::.      .: :   
gi|117   MASSSSVLLVVVLFAVFLGSAYGIPKVPPGPNITATYGDKW--LDAKSTWYGKPTG-- 
                 10        20        30        40          50       
 
      60        70         80                                       
2MEPSP VVGLKQLGADVDC-FLGTDCPP                                       
        .: :. :.   : .  .: ::                                       
gi|117 -AGPKDNGG--ACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPV 
            60          70        80        90       100       110  
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (2-15:92-105) 
 
                                            10        20        30  
2MEPSP                              VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
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gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
              40        50        60        70        80            
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP            
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 54; 32.3% identity (50.8% similar) in 65 aa overlap (18-80:18-75) 
 
               10        20         30        40        50          
2MEPSP VGCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                        .:::.: :::       .::. :.    ::.      .: :   
gi|117 MASSSRSVLLLVAALFAVFLGSAHGIAKVPPGPNITATYGDEW--LDAKSTWYGKPTG-- 
               10        20        30        40          50         
 
      60        70         80                                       
2MEPSP VVGLKQLGADVDC-FLGTDCPP                                       
        .: :. :.   : .  .: ::                                       
gi|117 -AGPKDNGG--ACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPV 
          60          70        80        90       100       110    
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (31-47:112-128) 
 
               10        20        30        40        50        60 
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
               70        80 
2MEPSP VGLKQLGADVDCFLGTDCPP 
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (24-68:17-61) 
 
               10        20        30        40        50        60 
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                              : ...  .::. .. ::.    .. :...   :. .. 
gi|622        MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAII 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP VGLKQLGADVDCFLGTDCPP                                         
         ... ::                                                     
gi|622 KEFSEPGALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVN 
            60        70        80        90       100       110    
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (26-72:80-121) 
 
                    10        20        30        40        50      
2MEPSP      VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
          60        70        80     
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPP     
        : ... :  . :: ::             
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY 
          110       120       130    
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
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 initn:  34 init1:  34 opt:  34  Z-score: 69.2  bits: 15.0 E():   69 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (2-10:4-12) 
 
                 10        20        30        40        50         
2MEPSP   VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
          ::...: .:                                                 
gi|544 APPGCSNHFNLETVFGNFVK                                         
               10        20                                         
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (56-72:7-23) 
 
          30        40        50        60        70        80      
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP      
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (56-72:7-23) 
 
          30        40        50        60        70        80      
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP      
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.0  bits: 18.1 E():   72 
Smith-Waterman score: 52; 28.2% identity (66.7% similar) in 39 aa overlap (4-40:132-170) 
 
                                          10         20         30  
2MEPSP                            VGCGGKFPVEDAKEEV-QLFLGNAG-IAMRSLT 
                                     : ::  ..: . . :. . ..: : ....  
gi|184 DDVVAKAFLAFADEEGNIDCDTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI 
             110       120       130       140       150       160  
 
              40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
         .::.::.                                         
gi|184 QMLTAGGGDDAAAEEA                                  
             170                                         
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 68.9  bits: 19.5 E():   72 
Smith-Waterman score: 47; 38.9% identity (61.1% similar) in 18 aa overlap (65-80:383-400) 
 
           40        50        60        70          80             
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPP             
                                     :: ....  :  : :: :             
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (6-24:82-100) 
 
                                        10        20        30      
2MEPSP                          VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
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gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
          40        50        60        70        80 
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                                     
gi|188 QSGAIYV                                       
                                                     
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 19.2 E():   80 
Smith-Waterman score: 46; 26.7% identity (46.7% similar) in 45 aa overlap (27-71:64-108) 
 
                   10        20        30        40        50       
2MEPSP     VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   .. . :: .  : : :. :     . 
gi|238 KYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEF 
            40        50        60        70        80        90    
 
         60        70        80                                     
2MEPSP GDLVVGLKQLGADVDCFLGTDCPP                                     
        : ..   .   :::                                              
gi|238 DDAMIKDISNHDDVDYIEPDFVVRTSTNGTNLTRQENVPSWGLARVGSKQAGGTTYYYDS 
           100       110       120       130       140       150    
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 17.5 E():   83 
Smith-Waterman score: 41; 58.3% identity (66.7% similar) in 12 aa overlap (51-62:101-112) 
 
               30        40        50        60        70        80 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                                     :::  . : :::                   
gi|668 PNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS   
               80        90       100       110       120           
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 45; 22.5% identity (46.2% similar) in 80 aa overlap (2-77:181-258) 
 
                                            10        20            
2MEPSP                              VGCGGKFPVEDAKEEVQLFL---GNAGIAMR 
                                     :::. . .:  :  ..  :    :    :: 
gi|336 SIQKQQSIELSEQELVDCTYNRYDSSYQCNGCGSGYSTEAFKYMIRTGLVEEENYPYNMR 
              160       170       180       190       200       210 
 
       30        40        50         60        70        80        
2MEPSP SLTAAVTAAGGNATYVLDGVPRMRERPIG-DLVVGLKQLGADVDCFLGTDCPP        
       .      . :    : ..:  ..: .    :..  ..: :  :  . :..           
gi|336 TQWCNPDVEG--QRYHVSGYQQLRYQSSDEDVMYTIQQHGPVVIYMHGSNNYFRNLGNGV 
              220         230       240       250       260         
 
gi|336 LRGVAYNDAYTDHAVILVGWGTVQGVDYWIIRNSWGTGWGNGGYGYVERGHNSLGINNFV 
      270       280       290       300       310       320         
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 67.8  bits: 20.5 E():   83 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (53-80:943-965) 
 
             30        40        50        60        70        80   
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP   
                                     .. .:.  :.:.:     .:  ::  ::   
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|239735|gb|AAB20453.1| Car b I=major allergen [Carpi  (40 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.6  bits: 15.7 E():   85 
Smith-Waterman score: 42; 32.1% identity (60.7% similar) in 28 aa overlap (32-56:11-38) 
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              10        20        30        40           50         
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGD 
                                     ... ::    .:::::   .:..  . :   
gi|239                     GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAIXK 
                                   10        20        30        40 
 
       60        70        80 
2MEPSP LVVGLKQLGADVDCFLGTDCPP 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.5 E():   86 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (58-72:107-121) 
 
        30        40        50        60        70        80     
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP     
                                     :. . :  . :: ::             
gi|249 KREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFDCSKIQSTIFRGYY 
         80        90       100       110       120       130    
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.1 E():   89 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (41-71:5-35) 
 
               20        30        40        50        60        70 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|461                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
               80                                                   
2MEPSP DCFLGTDCPP                                                   
       :                                                            
gi|461 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.1 E():   89 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (41-71:5-35) 
 
               20        30        40        50        60        70 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|416                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
               80                                                   
2MEPSP DCFLGTDCPP                                                   
       :                                                            
gi|416 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma sacch  (284 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.2  bits: 18.5 E():   89 
Smith-Waterman score: 44; 21.3% identity (53.2% similar) in 47 aa overlap (9-55:4-50) 
 
               10        20        30        40        50        60 
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
               ..   . ..:   ::     .: : .  :. .:  .:. :  ....:      
gi|203      MEAIKKKMQAMKLEKDNAMDKADALEAQARDANRKADKILEEVQDLKKKPSQVET 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP VGLKQLGADVDCFLGTDCPP                                         
                                                                    
gi|203 DFTTTKENLATANKNLEDKEKTLTNTESEVASLNRKVQMIEENLERSEERLGTALTKLGE 
          60        70        80        90       100       110      
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.1 E():   90 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (41-71:5-35) 
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               20        30        40        50        60        70 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.         :. . :...: :. 
gi|117                           MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDA 
                                         10        20        30     
 
               80                                                   
2MEPSP DCFLGTDCPP                                                   
       :                                                            
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
>>gi|239734|gb|AAB20452.1| Bet v I=major allergen [Betul  (43 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.1  bits: 15.7 E():   90 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (31-47:10-26) 
 
               10        20        30        40        50        60 
2MEPSP VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :... ::    ...:::              
gi|239                      GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAIX 
                                    10        20        30          
 
               70        80 
2MEPSP VGLKQLGADVDCFLGTDCPP 
                            
gi|239 XVEN                 
      40                    
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.5 E():   93 
Smith-Waterman score: 50; 30.4% identity (60.9% similar) in 46 aa overlap (19-64:24-62) 
 
                    10        20        30        40        50      
2MEPSP      VGCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                              . ..:: :  .  ::. ::.:. :      : ....  
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAPTT-PAAAGAAAGKIT------PTQEQKL 
               10        20        30         40              50    
 
          60        70        80                                    
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPP                                    
       . :. ::.:                                                    
gi|119 MEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDA 
            60        70        80        90       100       110    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:32 2011 done: Tue Apr 19 10:57:32 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 80  - 159 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     2     2:* 
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  32    18     8:==*=== 
  34    19    22:=======* 
  36    37    44:============= * 
  38    86    73:========================*==== 
  40    72   102:========================         * 
  42   127   125:=========================================*= 
  44   108   138:====================================         * 
  46   157   140:==============================================*====== 
  48   148   134:============================================*===== 
  50   112   122:======================================  * 
  52    69   108:=======================            * 
  54    77    92:==========================    * 
  56   132    77:=========================*================== 
  58    63    63:====================* 
  60    43    51:=============== * 
  62    19    41:=======      * 
  64    23    33:========  * 
  66    22    26:========* 
  68    23    20:======*= 
  70    23    16:=====*== 
  72    10    12:===* 
  74    17    10:===*== 
  76     8     8:==* 
  78    11     6:=*== 
  80     7     5:=*= 
  82    24     3:*======= 
  84     5     3:*= 
  86     8     2:*== 
  88     3     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     2     1:*         :*= 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     1     0:=         *= 
 106     2     0:=         *== 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.18210.00319; mu= 10.6142 0.164 
 mean_var=33.0165 9.335, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.223208 
 Kolmogorov-Smirnov  statistic: 0.0506 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 24.5    0.56 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 24.2    0.69 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 24.2    0.69 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 23.5     1.1 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 23.2     1.4 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 22.9     1.7 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 24.3     1.8 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 22.5     2.1 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 22.2     2.7 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   56 22.2     2.7 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 23.3     3.4 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.6     4.1 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   60 23.6     4.3 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   54 21.6     4.3 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   52 20.9     6.1 
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gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 20.9     6.5 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 20.9     6.5 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 22.3     6.5 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 21.3     7.1 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 22.3     7.1 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 22.3     7.1 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.9     7.3 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   51 20.6       8 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.6     8.1 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.6     8.1 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.7     9.5 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   54 21.7     9.8 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.3      10 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.3      10 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.4      11 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.4      12 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.3      13 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.3      13 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.7      13 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.3      13 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.3      13 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.3      13 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.3      13 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 21.0      13 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.3      13 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 21.0      13 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.3      13 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.1      15 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 21.0      15 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   54 21.7      15 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 20.0      16 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.6      16 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 21.0      16 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.7      17 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 21.0      19 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.7      19 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.7      19 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.7      19 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   47 19.3      20 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.7      20 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   48 19.7      21 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.7      21 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 21.1      22 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   47 19.3      22 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.6      24 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   46 19.0      25 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.3      26 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.4      28 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   55 22.1      28 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   45 18.7      31 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   45 18.7      31 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   51 20.7      31 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 19.0      32 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 19.0      32 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 20.1      32 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.7      33 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.4      34 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.4      34 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.4      34 
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gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 19.0      35 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 20.1      36 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 19.0      36 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.4      38 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.4      38 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.7      38 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.7      38 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 19.0      39 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 19.0      39 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   49 20.1      39 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.7      41 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 20.1      42 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   49 20.1      42 
gi|116174182|emb|CAL59819.1| hyaluronidase homolog ( 323)   48 19.7      43 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   47 19.4      45 
gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespu ( 340)   48 19.8      45 
gi|1588669|prf||2209273A Zm13                      ( 170)   45 18.7      46 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 18.0      48 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 18.0      48 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   44 18.4      50 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.4      51 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.4      52 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   46 19.1      52 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.8      54 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.7      54 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   46 19.1      55 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   44 18.4      56 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.1      56 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 18.1      56 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.8      57 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 18.1      57 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.8      57 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 19.1      58 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 19.1      59 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 15.0      62 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 19.1      63 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.8      63 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   45 18.8      63 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   45 18.8      64 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.4      64 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.4      64 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 18.1      64 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   44 18.4      65 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   44 18.4      65 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   45 18.8      66 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 18.1      68 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.4      68 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   45 18.8      69 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   45 18.8      69 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   45 18.8      69 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.8      69 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   45 18.8      69 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   45 18.8      69 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   45 18.8      69 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   45 18.8      69 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   45 18.8      69 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   45 18.8      69 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   45 18.8      69 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.7      70 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.7      71 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.7      71 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 15.0      72 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.1      73 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.1      73 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 18.1      74 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.4      79 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 19.1      82 
gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomi ( 333)   45 18.8      85 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   41 17.4      85 
gi|239735|gb|AAB20453.1| Car b I=major allergen [C (  40)   36 15.7      88 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.4      88 
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gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   40 17.1      92 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   40 17.1      92 
gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma s ( 284)   44 18.4      92 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.1      93 
gi|239734|gb|AAB20452.1| Bet v I=major allergen [B (  43)   36 15.7      94 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   44 18.5      95 
gi|3288200|emb|CAA11042.1| latex allergen [Hevea b ( 388)   45 18.8      98 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 107.0  bits: 24.5 E(): 0.56 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (12-36:61-85) 
 
                                  10        20        30        40  
2MEPSP                    GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
              50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                               
gi|145 DEDGDGMIGVDEFVTLVKA                     
              100                              
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 105.4  bits: 24.2 E(): 0.69 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (12-67:60-104) 
 
                                  10        20        30        40  
2MEPSP                    GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
              50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
       .. ::     ..  :: ..:. ...:              
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG          
                90        100                  
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 105.4  bits: 24.2 E(): 0.69 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (12-67:60-104) 
 
                                  10        20        30        40  
2MEPSP                    GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
              50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
       .. ::     ..  :: ..:. ...:              
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG          
                90        100                  
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 101.8  bits: 23.5 E():  1.1 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (12-59:60-106) 
 
                                  10        20        30        40  
2MEPSP                    GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
              50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
        : ::  ..  . . :::                      
gi|208 DV-DGDGKIGIEEFTDLVRSK                   
      90        100                            
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>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 100.1  bits: 23.2 E():  1.4 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (12-36:61-85) 
 
                                  10        20        30        40  
2MEPSP                    GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
              50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                               
gi|145 DSDGDGKIGVDEFAAMVKA                     
              100                              
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 98.3  bits: 22.9 E():  1.7 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (12-36:61-85) 
 
                                  10        20        30        40  
2MEPSP                    GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
              50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                               
gi|222 DSDGDGKIGAEEFAALVTA                     
              100                              
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  62  Z-score: 97.7  bits: 24.3 E():  1.8 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (17-74:8-62) 
 
               10        20        30        40        50        60 
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                       ::.:..:   . .. : .: .:  ::::     . .   . ..  
gi|324          MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSKVIE 
                        10        20         30        40        50 
 
               70        80                                         
2MEPSP GLKQLGADVDCFLGTDCPPV                                         
       ..: ::  :.  ::                                               
gi|324 NFKALG--VNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRF 
                 60        70        80        90       100         
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 96.6  bits: 22.5 E():  2.1 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (12-36:61-85) 
 
                                  10        20        30        40  
2MEPSP                    GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
              50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                               
gi|179 DSDGDGKIGVDEFAALVKA                     
              100                              
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 94.8  bits: 22.2 E():  2.7 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (12-36:61-85) 
 
                                  10        20        30        40  
2MEPSP                    GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
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                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
              50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                               
gi|294 DSDGDGKIGIDEFAAMIKG                     
              100                              
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 94.8  bits: 22.2 E():  2.7 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (12-36:61-85) 
 
                                  10        20        30        40  
2MEPSP                    GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|288 FKACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
              50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                               
gi|288 DSDGDGKIGVDEFAAMIKG                     
              100                              
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 92.9  bits: 23.3 E():  3.4 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (11-46:252-287) 
 
                                   10        20        30        40 
2MEPSP                     GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
               50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
       : .  :                                   
gi|144 TAAAGGYKV                                
             290                                
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 91.5  bits: 21.6 E():  4.1 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (12-34:59-81) 
 
                                  10        20        30        40  
2MEPSP                    GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
              50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                               
gi|288 DADGDGMLGLDEFAVLVKQ                     
       90       100                            
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  60  Z-score: 91.1  bits: 23.6 E():  4.3 
Smith-Waterman score: 60; 27.5% identity (68.6% similar) in 51 aa overlap (8-58:184-233) 
 
                                      10        20        30        
2MEPSP                        GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     .::.....:  : . ..:.:...: ..:   
gi|845 MTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISA-LSAEL 
           160       170       180       190       200        210   
 
        40        50        60        70        80                  
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV                  
        .   .::.. : :..   ::                                        
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gi|845 EECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADLDETT 
            220       230       240       250       260       270   
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 91.1  bits: 21.6 E():  4.3 
Smith-Waterman score: 54; 30.5% identity (52.5% similar) in 59 aa overlap (12-70:60-107) 
 
                                  10        20        30        40  
2MEPSP                    GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA----- 
      30        40        50        60        70        80          
 
              50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
       ..  :         ::  .:. ..:: ::           
gi|131 FLKAGDSD------GDGKIGVDEFGALVDKWGAKG     
           90             100       110        
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 88.4  bits: 20.9 E():  6.1 
Smith-Waterman score: 52; 36.8% identity (63.2% similar) in 19 aa overlap (64-80:24-42) 
 
            40        50        60        70          80            
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPV            
                                     :: ....  :  : :: :.            
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.9  bits: 20.9 E():  6.5 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (13-36:62-85) 
 
                                 10        20        30        40   
2MEPSP                   GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
             50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                              
gi|209 ADGDGMIGIDEFAVLVKQ                     
             100                              
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.9  bits: 20.9 E():  6.5 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (13-36:62-85) 
 
                                 10        20        30        40   
2MEPSP                   GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
             50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                              
gi|249 ADGDGMIGIDEFAVLVKQ                     
             100                              
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.8  bits: 22.3 E():  6.5 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (11-46:248-283) 
 
                                   10        20        30        40 
2MEPSP                     GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2705

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
               50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
       : .  :                                   
gi|239 TAATGGYKV                                
       280                                      
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.2  bits: 21.3 E():  7.1 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (20-63:87-141) 
 
                          10        20        30        40          
2MEPSP            GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
                 50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
           .. ::: . . :: . ..: .                  
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT       
        120       130       140       150         
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.2  bits: 22.3 E():  7.1 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (11-46:274-309) 
 
                                   10        20        30        40 
2MEPSP                     GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
               50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
       : .  :                                   
gi|398 TAATGGYKV                                
           310                                  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.2  bits: 22.3 E():  7.1 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (11-46:274-309) 
 
                                   10        20        30        40 
2MEPSP                     GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
               50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
       : .  :                                   
gi|330 TAATGGYKV                                
           310                                  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.9  bits: 20.9 E():  7.3 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (57-73:98-114) 
 
         30        40        50        60        70        80    
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV    
                                     ::. .:.. :.::: :.           
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
        70        80        90       100       110       120     
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.3  bits: 20.6 E():    8 
Smith-Waterman score: 51; 40.0% identity (68.0% similar) in 25 aa overlap (12-36:59-83) 
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                                  10        20        30        40  
2MEPSP                    GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.:. : : :      
gi|777 FKACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAG 
       30        40        50        60        70        80         
 
              50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                               
gi|777 DSDGDGKIGVDEFAAMVKH                     
       90       100                            
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.1  bits: 20.6 E():  8.1 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (13-36:62-85) 
 
                                 10        20        30        40   
2MEPSP                   GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
             50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                              
gi|288 ADGDGMIGIDEFAVWVKQ                     
             100                              
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.1  bits: 20.6 E():  8.1 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (12-36:61-85) 
 
                                  10        20        30        40  
2MEPSP                    GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
              50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                               
gi|207 DSDGDGKIGVEEFQALVKA                     
              100                              
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.9  bits: 21.7 E():  9.5 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (11-46:227-262) 
 
                                   10        20        30        40 
2MEPSP                     GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
               50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
       : .  :                                   
gi|180 TAAAGGYKV                                
        260                                     
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 84.7  bits: 21.7 E():  9.8 
Smith-Waterman score: 54; 23.2% identity (62.3% similar) in 69 aa overlap (6-73:14-76) 
 
                       10        20        30         40        50  
2MEPSP         GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                    .:..: :   :  : .... ....  :: .    . . .:...:... 
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKL-ETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQ 
               10        20         30        40        50          
 
              60        70        80                                
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2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPV                                
            ::.  :.. :.::: ..                                       
gi|225 -----DLLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMD 
           60        70        80        90       100       110     
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.4  bits: 20.3 E():   10 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (12-34:61-83) 
 
                                  10        20        30        40  
2MEPSP                    GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
              50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                               
gi|148 DSDGDGKIGVDEFGAMIKA                     
              100                              
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.4  bits: 20.3 E():   10 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (12-34:61-83) 
 
                                  10        20        30        40  
2MEPSP                    GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
              50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                               
gi|145 DSDGDGKIGVDEFGAMIKA                     
              100                              
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (47-73:454-481) 
 
         20        30        40        50         60        70      
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
          80     
2MEPSP DCPPV     
                 
gi|424 IKKLFGLSH 
           490   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 82.9  bits: 22.4 E():   12 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (45-77:341-374) 
 
           20        30        40         50        60        70    
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
            80                                                      
2MEPSP GTDCPPV                                                      
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 21.3 E():   13 
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Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (20-46:251-277) 
 
                          10        20        30        40          
2MEPSP            GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
      50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.3 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (20-46:252-278) 
 
                          10        20        30        40          
2MEPSP            GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
      50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 82.7  bits: 20.7 E():   13 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (26-41:142-161) 
 
                    10        20        30            40        50  
2MEPSP      GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
              60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                     
gi|249 GYKV                          
                                     
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.3 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (20-46:255-281) 
 
                          10        20        30        40          
2MEPSP            GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
      50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (22-46:260-284) 
 
                        10        20        30        40        50  
2MEPSP          GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (22-46:260-284) 
 
                        10        20        30        40        50  
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2MEPSP          GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (22-46:260-284) 
 
                        10        20        30        40        50  
2MEPSP          GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (22-46:260-284) 
 
                        10        20        30        40        50  
2MEPSP          GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (22-46:260-284) 
 
                        10        20        30        40        50  
2MEPSP          GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (22-46:260-284) 
 
                        10        20        30        40        50  
2MEPSP          GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (22-46:260-284) 
 
                        10        20        30        40        50  
2MEPSP          GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              60        70        80 
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2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (22-46:260-284) 
 
                        10        20        30        40        50  
2MEPSP          GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (22-46:260-284) 
 
                        10        20        30        40        50  
2MEPSP          GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (22-46:260-284) 
 
                        10        20        30        40        50  
2MEPSP          GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (22-46:260-284) 
 
                        10        20        30        40        50  
2MEPSP          GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (20-46:258-284) 
 
                          10        20        30        40          
2MEPSP            GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
      50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (22-46:260-284) 
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                        10        20        30        40        50  
2MEPSP          GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (22-46:260-284) 
 
                        10        20        30        40        50  
2MEPSP          GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (22-46:260-284) 
 
                        10        20        30        40        50  
2MEPSP          GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 82.5  bits: 21.0 E():   13 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (57-73:202-218) 
 
         30        40        50        60        70        80    
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV    
                                     ::. .:.. :.::: :.           
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             180       190       200       210       220         
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.5  bits: 21.3 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (20-46:261-287) 
 
                          10        20        30        40          
2MEPSP            GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
      50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.4  bits: 21.0 E():   13 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (57-73:205-221) 
 
         30        40        50        60        70        80    
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV    
                                     ::. .:.. :.::: :.           
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          180       190       200       210       220       230  
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.4  bits: 21.3 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (20-46:266-292) 
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                          10        20        30        40          
2MEPSP            GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
      50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 81.2  bits: 22.1 E():   15 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (45-77:341-374) 
 
           20        30        40         50        60        70    
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
            80                                                      
2MEPSP GTDCPPV                                                      
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.1  bits: 21.0 E():   15 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (11-46:238-273) 
 
                                   10        20        30        40 
2MEPSP                     GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
               50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
       : .  :                                   
gi|313 TAATGGYKV                                
       270                                      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  51 init1:  51 opt:  54  Z-score: 81.1  bits: 21.7 E():   15 
Smith-Waterman score: 54; 33.3% identity (72.7% similar) in 33 aa overlap (44-76:262-289) 
 
            20        30        40        50        60        70    
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
            80                                                      
2MEPSP GTDCPPV                                                      
        .:                                                          
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (56-78:12-38) 
 
          30        40        50        60            70        80  
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPV  
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
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>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.6 E():   16 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (12-36:61-85) 
 
                                  10        20        30        40  
2MEPSP                    GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
              50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                               
gi|207 DSDGDGKIGVEEFQALVKA                     
              100                              
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (11-46:246-281) 
 
                                   10        20        30        40 
2MEPSP                     GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
               50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
       : .  :                                   
gi|295 TAATGGYKV                                
         280                                    
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 80.3  bits: 21.7 E():   17 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (57-74:295-313) 
 
         30        40        50        60         70        80      
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPV      
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.6  bits: 21.0 E():   19 
Smith-Waterman score: 52; 26.3% identity (71.1% similar) in 38 aa overlap (1-38:29-66) 
 
                                           10        20        30   
2MEPSP                             GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAA 
                                   :  :.  ..:::...: : :..    .. ... 
gi|190 MSNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV             
       :....:                                                       
gi|190 VAGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGR 
               70        80        90       100       110       120 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 20.7 E():   19 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (11-46:238-273) 
 
                                   10        20        30        40 
2MEPSP                     GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
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               50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
       : .  :                                   
gi|313 TAATGGYKV                                
       270                                      
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 20.7 E():   19 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (11-46:238-273) 
 
                                   10        20        30        40 
2MEPSP                     GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
               50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
       : .  :                                   
gi|168 TAATGGYKV                                
       270                                      
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 20.7 E():   19 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (11-46:238-273) 
 
                                   10        20        30        40 
2MEPSP                     GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
               50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
       : .  :                                   
gi|313 TAATGGYKV                                
       270                                      
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.2  bits: 19.3 E():   20 
Smith-Waterman score: 47; 41.0% identity (53.8% similar) in 39 aa overlap (12-46:61-96) 
 
                                  10        20        30            
2MEPSP                    GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA----AG 
                                     .::..::: :     :.:: . :     :: 
gi|193 FHKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAG 
               40        50        60        70        80        90 
 
        40        50        60        70        80 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
        :   : ::                                   
gi|193 DN---VGDGKIGIDEFNHLVKH                      
                 100                               
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (48-80:78-105) 
 
        20        30        40        50         60        70       
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
         80                                     
2MEPSP CPPV                                     
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 48; 55.6% identity (66.7% similar) in 9 aa overlap (71-79:66-74) 
 
               50        60        70        80                     
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV                     
                                     ::  .:: :                      
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 20.7 E():   21 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (22-46:280-304) 
 
                        10        20        30        40        50  
2MEPSP          GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
              60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.5  bits: 21.1 E():   22 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (7-31:22-45) 
 
                              10        20        30        40      
2MEPSP                GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                            ::..: :.:. :: .:. . ::: :               
gi|113 MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNIIDKCWRCK 
               10        20         30        40        50          
 
          50        60        70        80                          
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV                          
                                                                    
gi|113 ADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWI 
      60        70        80        90       100       110          
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 78.3  bits: 19.3 E():   22 
Smith-Waterman score: 47; 40.0% identity (60.0% similar) in 20 aa overlap (64-80:48-67) 
 
            40        50        60        70           80           
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPV           
                                     :: ...:  :   : :: :.           
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 77.6  bits: 16.6 E():   24 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (34-48:2-16) 
 
            10        20        30        40        50        60    
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . : : .:                
gi|320                              YTTEGGTKSEVEDVIPEGWK            
                                            10        20            
 
            70        80 
2MEPSP QLGADVDCFLGTDCPPV 
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.4  bits: 19.0 E():   25 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (12-30:61-79) 
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                                  10        20        30        40  
2MEPSP                    GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.::            
gi|179 FAKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAG 
               40        50        60        70        80        90 
 
              50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                               
gi|179 DSDGDGKIGVDEFTALVKA                     
              100                              
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.9  bits: 18.3 E():   26 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (71-80:38-47) 
 
               50        60        70        80                     
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV                     
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (30-55:11-39) 
 
               10        20        30        40           50        
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGD 
                                    :... ::    .:::::   .:..  . :   
gi|226                    MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITS 
                                  10        20        30        40  
 
        60        70        80                                      
2MEPSP LVVGLKQLGADVDCFLGTDCPPV                                      
                                                                    
gi|226 VENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCH 
              50        60        70        80        90       100  
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 76.3  bits: 22.1 E():   28 
Smith-Waterman score: 55; 34.5% identity (58.6% similar) in 29 aa overlap (52-80:943-966) 
 
              30        40        50        60        70        80  
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV  
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (12-36:61-85) 
 
                                  10        20        30        40  
2MEPSP                    GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|148 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
              50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                               
gi|148 DSDGDGAIGVEEWAVLVKA                     
              100                              
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (12-36:61-85) 
 
                                  10        20        30        40  
2MEPSP                    GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|145 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
              50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                               
gi|145 DSDGDGAIGVDEWAVLVKA                     
              100                              
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 75.7  bits: 20.7 E():   31 
Smith-Waterman score: 51; 36.8% identity (63.2% similar) in 19 aa overlap (64-80:383-401) 
 
            40        50        60        70          80            
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPV            
                                     :: ....  :  : :: :.            
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.0 E():   32 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (25-47:22-44) 
 
               10        20        30        40        50        60 
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                               :.: . ::.....:..  ::.:.              
gi|753    MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIAT 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP GLKQLGADVDCFLGTDCPPV                                         
                                                                    
gi|753 PLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAK 
        60        70        80        90       100       110        
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.0 E():   32 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (25-47:22-44) 
 
               10        20        30        40        50        60 
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                               :.: . ::.....:..  ::.:.              
gi|198    MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIAT 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP GLKQLGADVDCFLGTDCPPV                                         
                                                                    
gi|198 PLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAK 
        60        70        80        90       100       110        
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 75.3  bits: 20.1 E():   32 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (11-46:267-298) 
 
                                   10        20        30        40 
2MEPSP                     GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
               50        60        70        80 
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2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
       : .  :                                   
gi|663 TAAAGGYKA                                
            300                                 
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.2  bits: 19.7 E():   33 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (11-38:210-237) 
 
                                   10        20        30        40 
2MEPSP                     GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
               50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                                
gi|226 V                                        
     240                                        
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 20.4 E():   34 
Smith-Waterman score: 50; 23.4% identity (53.2% similar) in 47 aa overlap (31-77:351-397) 
 
               10        20        30        40        50        60 
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :  .:.:.. . . .    : .   ::.:  
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
               70        80 
2MEPSP GLKQLGADVDCFLGTDCPPV 
        : . .. . :  :. :    
gi|113 QLTMNAGVLTCSPGAPC    
              390           
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.0  bits: 20.4 E():   34 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (45-73:184-213) 
 
           20        30        40        50          60        70   
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
             80                                                     
2MEPSP LGTDCPPV                                                     
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.0  bits: 20.4 E():   34 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (45-73:184-213) 
 
           20        30        40        50          60        70   
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
             80                                                     
2MEPSP LGTDCPPV                                                     
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.6  bits: 19.0 E():   35 
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Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (42-77:40-74) 
 
              20        30        40        50        60        70  
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
              80                                                    
2MEPSP FLGTDCPPV                                                    
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 20.1 E():   36 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (12-54:5-47) 
 
               10        20        30        40        50        60 
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                  :. : :::. : .:  . . :. :. . :: .  ..:     :       
gi|249        MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATP 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP GLKQLGADVDCFLGTDCPPV                                         
                                                                    
gi|249 ATPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEG 
            60        70        80        90       100       110    
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (42-77:47-81) 
 
              20        30        40        50        60        70  
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
              80                                                    
2MEPSP FLGTDCPPV                                                    
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.4 E():   38 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (13-40:54-81) 
 
                                 10        20        30        40   
2MEPSP                   GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
             50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                              
gi|598 EEKKEEKEEEKEESDEDMGFGLFD               
            90       100                      
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (13-36:61-84) 
 
                                 10        20        30        40   
2MEPSP                   GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
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             50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                              
gi|288 ADGDGMLGLDEFAVLVKQ                     
              100                             
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (12-41:5-32) 
 
               10        20        30        40        50        60 
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                  :  : .::. :  .. .:... :: ::.::                    
gi|300        MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMA 
                      10          20        30        40        50  
 
               70        80                                         
2MEPSP GLKQLGADVDCFLGTDCPPV                                         
                                                                    
gi|300 TTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKY 
              60        70        80        90       100       110  
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (12-41:5-32) 
 
               10        20        30        40        50        60 
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                  :  : .::. :  .. .:... :: ::.::                    
gi|300        MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMA 
                      10          20        30        40        50  
 
               70        80                                         
2MEPSP GLKQLGADVDCFLGTDCPPV                                         
                                                                    
gi|300 TTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKY 
              60        70        80        90       100       110  
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.9  bits: 19.0 E():   39 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (47-71:59-82) 
 
         20        30        40        50        60        70       
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
         80                                                         
2MEPSP CPPV                                                         
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.9  bits: 19.0 E():   39 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (47-71:59-82) 
 
         20        30        40        50        60        70       
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
         80                                                         
2MEPSP CPPV                                                         
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2721

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 49; 33.3% identity (60.6% similar) in 33 aa overlap (38-70:94-121) 
 
        10        20        30        40        50        60        
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::   .:  :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVP---QR--GNITIHLQQFNE 
            70        80        90       100            110         
 
        70        80                                                
2MEPSP DVDCFLGTDCPPV                                                
       :.:                                                          
gi|144 DLDKMTPDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEA 
      120       130       140       150       160       170         
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 73.4  bits: 19.7 E():   41 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (17-44:7-33) 
 
               10        20        30        40        50        60 
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                       :..:..:   : .: : . : :. :..:                 
gi|198           MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPEKAQLLE 
                         10        20         30        40          
 
               70        80                                         
2MEPSP GLKQLGADVDCFLGTDCPPV                                         
                                                                    
gi|198 SFTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFP 
      50        60        70        80        90       100          
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.3  bits: 20.1 E():   42 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (44-73:361-385) 
 
            20        30        40        50        60        70    
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
            80    
2MEPSP GTDCPPV    
                  
gi|284 ELIRSLFGLP 
         390      
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.3  bits: 20.1 E():   42 
Smith-Waterman score: 49; 23.2% identity (60.9% similar) in 69 aa overlap (6-73:135-197) 
 
                                        10        20        30      
2MEPSP                          GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                                     .:..: :   :  : ...  ....  :: . 
gi|258 GWDPYVPSSKRKHTRRGVGVDGLIDDIIAILPIDDLKALFQEKL-ETSPDFKAFYDAVRS 
          110       120       130       140        150       160    
 
           40        50        60        70        80               
2MEPSP AG-GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV               
           . . .:...:...     ::.  :.. :.::: ..                      
gi|258 PEFQSIVQTLNAMPEYQ-----DLLQKLRDKGVDVDHYIELIRALFGLTRAARNLQDDLN 
           170       180            190       200       210         
 
gi|258 DFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFANFYNFLKGH 
      220       230       240       250       260       270         
 
>>gi|116174182|emb|CAL59819.1| hyaluronidase homologue [  (323 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.0  bits: 19.7 E():   43 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (39-70:66-94) 
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       10        20        30        40          50        60       
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|116 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
         70        80                                               
2MEPSP ADVDCFLGTDCPPV                                               
        ..:                                                         
gi|116 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (1-14:91-104) 
 
                                             10        20        30 
2MEPSP                               GCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : :. .: :                 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
               40        50        60        70        80           
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV           
                                                                    
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespula v  (340 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.6  bits: 19.8 E():   45 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (39-70:66-94) 
 
       10        20        30        40          50        60       
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|621 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
         70        80                                               
2MEPSP ADVDCFLGTDCPPV                                               
        ..:                                                         
gi|621 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.5  bits: 18.7 E():   46 
Smith-Waterman score: 45; 27.7% identity (50.8% similar) in 65 aa overlap (7-70:110-167) 
 
                                       10        20         30      
2MEPSP                         GCGGKFPVEDAKEEVQLFLGNAGIAM-RSLTAAVTA 
                                     : .:  .::: .   ::. . :..  . .  
gi|158 DGVTDATGTYTIELKDSHEEDICQVVLVASPRKDC-DEVQALRDRAGVLLTRNVGISDSL 
      80        90       100       110        120       130         
 
          40        50        60        70        80 
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
         .:    .  ::     :.   .. :::: .: :           
gi|158 RPANPLGYFKDVPL----PV--CAALLKQLDSDDDDDQ        
      140       150             160       170        
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.1  bits: 18.0 E():   48 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (21-40:67-86) 
 
                         10        20        30        40        50 
2MEPSP           GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
               60        70        80 
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2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                      
gi|833 EKEESDEDMGFGLFD                
        100       110                 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.1  bits: 18.0 E():   48 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (21-40:67-86) 
 
                         10        20        30        40        50 
2MEPSP           GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
               60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                      
gi|668 EKEESDEDMGFGLFD                
        100       110                 
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 44; 55.6% identity (55.6% similar) in 9 aa overlap (71-79:66-74) 
 
               50        60        70        80                     
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV                     
                                     ::   :: :                      
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.7  bits: 19.4 E():   51 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (12-63:5-62) 
 
               10        20        30        40              50     
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV------PRMRERP 
                  :  : :::  : .:  . . :. :. . :: .  :.      : ....  
gi|119        MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAAGKITPTQEQKL 
                      10        20        30        40        50    
 
           60        70        80                                   
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPV                                   
       . :. ::.:                                                    
gi|119 MEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDA 
            60        70        80        90       100       110    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (34-66:28-60) 
 
            10        20        30        40        50        60    
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :.. :: . .  :.  .. : .:: . :   
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCM 
                  10        20        30        40        50        
 
            70        80                                            
2MEPSP QLGADVDCFLGTDCPPV                                            
       . :                                                          
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 19.1 E():   52 
Smith-Waterman score: 54; 32.3% identity (50.8% similar) in 65 aa overlap (17-79:1-58) 
 
               10        20         30        40        50          
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2MEPSP GCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                       .:::.: :::       .::. :.    ::.      .: :    
gi|116                 VFLGSAHGIAKVPPGPNITATYGDEW--LDAKSTWYGKPTG--- 
                               10        20          30             
 
      60        70         80                                       
2MEPSP VGLKQLGADVDC-FLGTDCPPV                                       
       .: :. :.   : .  .: ::                                        
gi|116 AGPKDNGG--ACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVT 
      40          50        60        70        80        90        
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.2  bits: 19.8 E():   54 
Smith-Waterman score: 48; 27.5% identity (45.1% similar) in 51 aa overlap (26-76:66-115) 
 
                    10        20        30        40        50      
2MEPSP      GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   ..   :: .  : : :. :     . 
gi|581 KYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEF 
          40        50        60        70        80        90      
 
          60        70        80                                    
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPV                                    
        : ..   .   ::: :.  :                                        
gi|581 DDAMIKDISSHDDVD-FIEPDFVVRTTTNGTNLTHQDNVPSWGLARVGSKKPGGTTYYYD 
         100       110        120       130       140       150     
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 17.7 E():   54 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (29-48:69-88) 
 
                 10        20        30        40        50         
2MEPSP   GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
       60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPV 
                              
gi|105 T                      
                              
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (1-14:91-104) 
 
                                             10        20        30 
2MEPSP                               GCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|117 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
               40        50        60        70        80           
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV           
                                                                    
gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNPNYL 
              130       140       150       160       170       180 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 44; 55.6% identity (55.6% similar) in 9 aa overlap (71-79:66-74) 
 
               50        60        70        80                     
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV                     
                                     ::   :: :                      
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
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>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (1-14:91-104) 
 
                                             10        20        30 
2MEPSP                               GCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
               40        50        60        70        80           
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV           
                                                                    
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.9  bits: 18.1 E():   56 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (4-34:6-35) 
 
                 10        20        30        40        50         
2MEPSP   GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
            :.. . : .:. . :: . :...   ::: :                         
gi|144 MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKN 
               10         20        30        40        50          
 
       60        70        80                                       
2MEPSP VVGLKQLGADVDCFLGTDCPPV                                       
                                                                    
gi|144 TEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASV 
      60        70        80        90       100       110          
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 70.8  bits: 19.8 E():   57 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (17-63:346-393) 
 
                             10        20        30         40      
2MEPSP               GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
          50        60        70        80                          
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV                          
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (23-66:17-60) 
 
               10        20        30        40        50        60 
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                             : :  ::..:...  :..    .. :... . :  ..  
gi|130       MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMK 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP GLKQLGADVDCFLGTDCPPV                                         
        ... :                                                       
gi|130 DFEEPGHLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTP 
           60        70        80        90       100       110     
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 70.8  bits: 19.8 E():   57 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (17-63:346-393) 
 
                             10        20        30         40      
2MEPSP               GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
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                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
          50        60        70        80                          
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV                          
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (11-46:238-273) 
 
                                   10        20        30        40 
2MEPSP                     GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
               50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
       : .  :                                   
gi|313 TAAAGGYKV                                
       270                                      
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (52-70:40-58) 
 
              30        40        50        60        70        80  
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV  
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.1  bits: 15.0 E():   62 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (34-48:2-16) 
 
            10        20        30        40        50        60    
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . . : .:                
gi|320                              YTTEGGTKSEAEDVIPE               
                                            10                      
 
            70        80 
2MEPSP QLGADVDCFLGTDCPPV 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.0  bits: 19.1 E():   63 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (20-46:276-298) 
 
                          10        20        30        40          
2MEPSP            GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
      50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (1-14:68-81) 
 
                                             10        20        30 
2MEPSP                               GCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
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                                     :::. : .. .: :                 
gi|458 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
        40        50        60        70        80        90        
 
               40        50        60        70        80           
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV           
                                                                    
gi|458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (1-14:68-81) 
 
                                             10        20        30 
2MEPSP                               GCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
        40        50        60        70        80        90        
 
               40        50        60        70        80           
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV           
                                                                    
gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP 
       100       110       120       130       140       150        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.8 E():   64 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (1-14:69-82) 
 
                                             10        20        30 
2MEPSP                               GCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|283 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
       40        50        60        70        80        90         
 
               40        50        60        70        80           
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV           
                                                                    
gi|283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
      100       110       120       130       140       150         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.4 E():   64 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (19-45:107-133) 
 
                           10        20        30        40         
2MEPSP             GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
       50        60        70        80                             
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPV                             
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.9  bits: 18.4 E():   64 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (24-48:121-145) 
 
                      10        20        30        40        50    
2MEPSP        GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
            60        70        80               
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPV               
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gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.8  bits: 18.1 E():   64 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (59-78:84-104) 
 
       30        40        50        60         70        80        
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPV        
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 69.8  bits: 18.4 E():   65 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (2-18:172-189) 
 
                                            10         20        30 
2MEPSP                              GCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|476 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
               40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 69.8  bits: 18.4 E():   65 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (2-18:172-189) 
 
                                            10         20        30 
2MEPSP                              GCGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|313 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
               40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (17-56:5-43) 
 
               10        20         30        40        50          
2MEPSP GCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                       .:::.: :::       .::  :.    ::.      .: :    
gi|168             ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKPTGAGP 
                           10        20        30          40       
 
      60        70        80                                        
2MEPSP VGLKQLGADVDCFLGTDCPPV                                        
                                                                    
gi|168 KDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITD 
         50        60        70        80        90       100       
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (30-58:11-42) 
 
               10        20        30        40           50        
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGD 
                                    :... ::    ...:::   ::..  . :.. 
gi|116                    MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISS 
                                  10        20        30        40  
 
        60        70        80                                      
2MEPSP LVVGLKQLGADVDCFLGTDCPPV                                      
       .                                                            
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gi|116 VENIEGNGGPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISN 
              50        60        70        80        90       100  
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (5-39:96-129) 
 
                                         10        20        30     
2MEPSP                           GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
           40        50        60        70        80               
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV               
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (1-14:91-104) 
 
                                             10        20        30 
2MEPSP                               GCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
               40        50        60        70        80           
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV           
                                                                    
gi|158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (17-56:16-54) 
 
               10        20         30        40        50          
2MEPSP GCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                       .:::.: :::       .::  :.    ::.      .: :    
gi|752  MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKPTGAGP 
                10        20        30        40          50        
 
      60        70        80                                        
2MEPSP VGLKQLGADVDCFLGTDCPPV                                        
                                                                    
gi|752 KDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITD 
        60        70        80        90       100       110        
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (1-14:91-104) 
 
                                             10        20        30 
2MEPSP                               GCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|390 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE 
               70        80        90       100       110       120 
 
               40        50        60        70        80           
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV           
                                                                    
gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 48; 26.7% identity (47.8% similar) in 90 aa overlap (1-79:93-180) 
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                                                   10        20     
2MEPSP                               GCGGKF------PVEDAKEEVQLFLGNAG- 
                                     :::. :      ::: . . : . . . .  
gi|898 GGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMNY 
             70        80        90       100       110       120   
 
              30        40        50        60          70          
2MEPSP --IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LK-QLGADVDCFLGTDCPP 
         ::   .  : :: :. :    .   ..:.  : :.    .: ..:. :.  :   : : 
gi|898 EPIAAYHFDLAGTAFGAMAKKGEE--EKLRKAGIIDMQFRRVKCKFGSKVSFHLEKGCGP 
            130       140         150       160       170       180 
 
      80                                                            
2MEPSP V                                                            
                                                                    
gi|898 NYLALLVKYVDGDGDIVPVDIKEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEG 
              190       200       210       220       230       240 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 53; 32.3% identity (50.8% similar) in 65 aa overlap (17-79:16-73) 
 
               10        20         30        40        50          
2MEPSP GCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                       .:::.: :::       .::. :.    ::.      .: :    
gi|386  MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKSTWYGKPTG--- 
                10        20        30        40          50        
 
      60        70         80                                       
2MEPSP VGLKQLGADVDC-FLGTDCPPV                                       
       .: :. :.   : .  .: ::                                        
gi|386 AGPKDNGG--ACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPIV 
           60          70        80        90       100       110   
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (17-56:16-54) 
 
               10        20         30        40        50          
2MEPSP GCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                       .:::.: :::       .::  :.    ::.      .: :    
gi|126  MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKPTGAGP 
                10        20        30        40          50        
 
      60        70        80                                        
2MEPSP VGLKQLGADVDCFLGTDCPPV                                        
                                                                    
gi|126 KDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITD 
        60        70        80        90       100       110        
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 34.1% identity (48.8% similar) in 41 aa overlap (17-56:16-54) 
 
               10        20         30        40        50          
2MEPSP GCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                       .:::.: :::       .::  :.    ::.      .: :    
gi|168  MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTWYGKPTGAGP 
                10        20        30        40          50        
 
      60        70        80                                        
2MEPSP VGLKQLGADVDCFLGTDCPPV                                        
                                                                    
gi|168 KDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITD 
        60        70        80        90       100       110        
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 48; 30.8% identity (49.2% similar) in 65 aa overlap (17-79:16-73) 
 
               10        20         30        40        50          
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2MEPSP GCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                       .:::.: ::        .::. :.    ::.      .: :    
gi|117  MASSSSVLLVVVLFAVFLGSAYGIPKVPPGPNITATYGDKW--LDAKSTWYGKPTG--- 
                10        20        30        40          50        
 
      60        70         80                                       
2MEPSP VGLKQLGADVDC-FLGTDCPPV                                       
       .: :. :.   : .  .: ::                                        
gi|117 AGPKDNGG--ACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPEACSGEPVV 
           60          70        80        90       100       110   
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 34.1% identity (51.2% similar) in 41 aa overlap (17-56:16-54) 
 
               10        20         30        40        50          
2MEPSP GCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                       .:::.: :::       .::. :.    ::.      .: :    
gi|409  MASSSSVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW--LDAKSTWYGKPTGAGP 
                10        20        30        40          50        
 
      60        70        80                                        
2MEPSP VGLKQLGADVDCFLGTDCPPV                                        
                                                                    
gi|409 KDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKPESCSGEPVLVHITD 
        60        70        80        90       100       110        
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (1-14:92-105) 
 
                                             10        20        30 
2MEPSP                               GCGGKFPVEDAKEEVQLFLGNAGIAMRSLT 
                                     :::. : .. .: :                 
gi|180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNE 
              70        80        90       100       110       120  
 
               40        50        60        70        80           
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV           
                                                                    
gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP 
             130       140       150       160       170       180  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.8 E():   69 
Smith-Waterman score: 54; 32.3% identity (50.8% similar) in 65 aa overlap (17-79:18-75) 
 
                10        20         30        40        50         
2MEPSP  GCGGKFPVEDAKEEVQLFLGNA-GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                        .:::.: :::       .::. :.    ::.      .: :   
gi|117 MASSSRSVLLLVAALFAVFLGSAHGIAKVPPGPNITATYGDEW--LDAKSTWYGKPTG-- 
               10        20        30        40          50         
 
       60        70         80                                      
2MEPSP VVGLKQLGADVDC-FLGTDCPPV                                      
        .: :. :.   : .  .: ::                                       
gi|117 -AGPKDNGG--ACGYKDVDKPPFSGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEPV 
          60          70        80        90       100       110    
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (30-46:112-128) 
 
                10        20        30        40        50          
2MEPSP  GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
      60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPV 
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>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (25-71:80-121) 
 
                     10        20        30        40        50     
2MEPSP       GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
           60        70        80    
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPV    
        : ... :  . :: ::             
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY 
          110       120       130    
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (23-67:17-61) 
 
               10        20        30        40        50        60 
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                             : ...  .::. .. ::.    .. :...   :. ..  
gi|622       MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIK 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP GLKQLGADVDCFLGTDCPPV                                         
        ... ::                                                      
gi|622 EFSEPGALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNP 
           60        70        80        90       100       110     
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.9  bits: 15.0 E():   72 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (1-9:4-12) 
 
                  10        20        30        40        50        
2MEPSP    GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGD 
          ::...: .:                                                 
gi|544 APPGCSNHFNLETVFGNFVK                                         
               10        20                                         
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 19.1 E():   73 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (55-71:7-23) 
 
           30        40        50        60        70        80     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV     
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 19.1 E():   73 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (55-71:7-23) 
 
           30        40        50        60        70        80     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV     
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.7  bits: 18.1 E():   74 
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Smith-Waterman score: 52; 28.2% identity (66.7% similar) in 39 aa overlap (3-39:132-170) 
 
                                           10         20         30 
2MEPSP                             GCGGKFPVEDAKEEV-QLFLGNAG-IAMRSLT 
                                     : ::  ..: . . :. . ..: : ....  
gi|184 DDVVAKAFLAFADEEGNIDCDTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI 
             110       120       130       140       150       160  
 
               40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
         .::.::.                                          
gi|184 QMLTAGGGDDAAAEEA                                   
             170                                          
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (5-23:82-100) 
 
                                         10        20        30     
2MEPSP                           GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
           40        50        60        70        80 
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                                                      
gi|188 QSGAIYV                                        
                                                      
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 46; 26.7% identity (46.7% similar) in 45 aa overlap (26-70:64-108) 
 
                    10        20        30        40        50      
2MEPSP      GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   .. . :: .  : : :. :     . 
gi|238 KYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEF 
            40        50        60        70        80        90    
 
          60        70        80                                    
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPV                                    
        : ..   .   :::                                              
gi|238 DDAMIKDISNHDDVDYIEPDFVVRTSTNGTNLTRQENVPSWGLARVGSKQAGGTTYYYDS 
           100       110       120       130       140       150    
 
>>gi|33667928|gb|AAQ24541.1| Blo t 1 allergen [Blomia tr  (333 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.6  bits: 18.8 E():   85 
Smith-Waterman score: 45; 22.5% identity (46.2% similar) in 80 aa overlap (1-76:181-258) 
 
                                             10           20        
2MEPSP                               GCGGKFPVEDAKEEVQLFL---GNAGIAMR 
                                     :::. . .:  :  ..  :    :    :: 
gi|336 SIQKQQSIELSEQELVDCTYNRYDSSYQCNGCGSGYSTEAFKYMIRTGLVEEENYPYNMR 
              160       170       180       190       200       210 
 
        30        40        50         60        70        80       
2MEPSP SLTAAVTAAGGNATYVLDGVPRMRERPIG-DLVVGLKQLGADVDCFLGTDCPPV       
       .      . :    : ..:  ..: .    :..  ..: :  :  . :..           
gi|336 TQWCNPDVEG--QRYHVSGYQQLRYQSSDEDVMYTIQQHGPVVIYMHGSNNYFRNLGNGV 
              220         230       240       250       260         
 
gi|336 LRGVAYNDAYTDHAVILVGWGTVQGVDYWIIRNSWGTGWGNGGYGYVERGHNSLGINNFV 
      270       280       290       300       310       320         
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.4 E():   85 
Smith-Waterman score: 41; 58.3% identity (66.7% similar) in 12 aa overlap (50-61:101-112) 
 
      20        30        40        50        60        70          
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
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                                     :::  . : :::                   
gi|668 PNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS   
               80        90       100       110       120           
 
      80 
2MEPSP V 
 
>>gi|239735|gb|AAB20453.1| Car b I=major allergen [Carpi  (40 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.3  bits: 15.7 E():   88 
Smith-Waterman score: 42; 32.1% identity (60.7% similar) in 28 aa overlap (31-55:11-38) 
 
               10        20        30        40           50        
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGD 
                                     ... ::    .:::::   .:..  . :   
gi|239                     GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAIXK 
                                   10        20        30        40 
 
        60        70        80 
2MEPSP LVVGLKQLGADVDCFLGTDCPPV 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (57-71:107-121) 
 
         30        40        50        60        70        80    
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV    
                                     :. . :  . :: ::             
gi|249 KREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFDCSKIQSTIFRGYY 
         80        90       100       110       120       130    
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (40-70:5-35) 
 
      10        20        30        40        50        60          
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|416                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
      70        80                                                  
2MEPSP DCFLGTDCPPV                                                  
       :                                                            
gi|416 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (40-70:5-35) 
 
      10        20        30        40        50        60          
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|461                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
      70        80                                                  
2MEPSP DCFLGTDCPPV                                                  
       :                                                            
gi|461 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma sacch  (284 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 44; 21.3% identity (53.2% similar) in 47 aa overlap (8-54:4-50) 
 
               10        20        30        40        50        60 
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
              ..   . ..:   ::     .: : .  :. .:  .:. :  ....:       
gi|203     MEAIKKKMQAMKLEKDNAMDKADALEAQARDANRKADKILEEVQDLKKKPSQVETD 
                   10        20        30        40        50       

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2735

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
               70        80                                         
2MEPSP GLKQLGADVDCFLGTDCPPV                                         
                                                                    
gi|203 FTTTKENLATANKNLEDKEKTLTNTESEVASLNRKVQMIEENLERSEERLGTALTKLGEA 
         60        70        80        90       100       110       
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (40-70:5-35) 
 
      10        20        30        40        50        60          
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.         :. . :...: :. 
gi|117                           MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDA 
                                         10        20        30     
 
      70        80                                                  
2MEPSP DCFLGTDCPPV                                                  
       :                                                            
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
>>gi|239734|gb|AAB20452.1| Bet v I=major allergen [Betul  (43 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.8  bits: 15.7 E():   94 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (30-46:10-26) 
 
               10        20        30        40        50        60 
2MEPSP GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                    :... ::    ...:::               
gi|239                     GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAIXX 
                                   10        20        30        40 
 
               70        80 
2MEPSP GLKQLGADVDCFLGTDCPPV 
                            
gi|239 VEN                  
                            
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 50; 30.4% identity (60.9% similar) in 46 aa overlap (18-63:24-62) 
 
                     10        20        30        40        50     
2MEPSP       GCGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                              . ..:: :  .  ::. ::.:. :      : ....  
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAPTT-PAAAGAAAGKIT------PTQEQKL 
               10        20        30         40              50    
 
           60        70        80                                   
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPV                                   
       . :. ::.:                                                    
gi|119 MEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDA 
            60        70        80        90       100       110    
 
>>gi|3288200|emb|CAA11042.1| latex allergen [Hevea brasi  (388 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 66.5  bits: 18.8 E():   98 
Smith-Waterman score: 45; 26.5% identity (49.0% similar) in 49 aa overlap (32-80:58-97) 
 
              10        20        30        40        50        60  
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                                     : :..::  : .: . :   ..:: .     
gi|328 IPGIILASLESKLQDLDGPDARIADYFDIIAGTSTGGLITTMLTA-PNEDKKPIYQ---- 
        30        40        50        60        70         80       
 
              70        80                                          
2MEPSP LKQLGADVDCFLGTDCPPV                                          
           . :.  :   .:: .                                          
gi|328 ----AKDIKDFYLENCPKIFPKESRDTYDPIHSIGPIYDGEYLRELCNNLLKDLTVKDTL 
                 90       100       110       120       130         
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:32 2011 done: Tue Apr 19 10:57:32 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 8  - 87 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     3     8:= * 
  34     2    22:=      * 
  36    26    44:=========     * 
  38    55    73:===================     * 
  40    92   102:===============================  * 
  42    99   125:=================================        * 
  44   142   138:=============================================*== 
  46   136   140:==============================================* 
  48   169   134:============================================*============ 
  50   151   122:========================================*========== 
  52   136   108:===================================*========== 
  54   101    92:==============================*=== 
  56    84    77:=========================*== 
  58    64    63:====================*= 
  60    46    51:================* 
  62    22    41:========     * 
  64    31    33:==========* 
  66    21    26:======= * 
  68    11    20:====  * 
  70     9    16:===  * 
  72    11    12:===* 
  74     9    10:===* 
  76     7     8:==* 
  78    19     6:=*===== 
  80    14     5:=*=== 
  82     9     3:*== 
  84     1     3:* 
  86    12     2:*=== 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
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>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.25730.00289; mu= 3.3876 0.152 
 mean_var=36.085310.928, 0's: 2 Z-trim: 4  B-trim: 0 in 0/44 
 Lambda= 0.213506 
 Kolmogorov-Smirnov  statistic: 0.0651 (N=28) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 25.4    0.86 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 25.4    0.86 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 24.0     1.5 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   56 22.4     3.7 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.9     4.6 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 21.0     7.5 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 21.0     7.5 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 21.0     7.5 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 21.0     7.5 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 21.0     7.5 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 21.0     7.5 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 21.0     7.6 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 21.0     7.9 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.9     8.6 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.9     8.6 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.9     8.7 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.9     8.7 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   51 20.9      10 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 22.0      11 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   53 21.4      13 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 20.0      14 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 20.0      14 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 20.0      14 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 20.0      14 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 20.0      14 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 20.0      14 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 20.0      14 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 20.0      14 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 20.0      14 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 20.0      14 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 20.0      15 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   49 20.3      15 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   49 20.3      15 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 20.0      16 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 20.0      16 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 20.0      16 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 20.0      16 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 20.0      16 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 20.0      16 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 20.0      16 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 20.6      17 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.5      19 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 20.0      20 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   52 21.1      21 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   52 21.1      23 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   53 21.3      23 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.3      23 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   53 21.3      23 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   53 21.3      23 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   53 21.3      23 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   53 21.3      23 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   53 21.3      23 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   53 21.3      23 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   53 21.3      23 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   53 21.3      23 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   53 21.3      23 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   53 21.3      23 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   53 21.3      23 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   53 21.3      23 
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gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.1      24 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.1      24 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.8      26 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   36 16.6      28 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   52 21.0      28 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   47 19.7      29 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.6      29 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.4      30 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.6      34 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.9      34 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   48 19.9      35 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.4      36 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.4      37 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.4      37 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.3      39 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.3      39 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.3      39 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   49 20.2      39 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.6      42 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.6      42 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.6      42 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.6      44 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.1      45 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.5      46 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.5      46 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 19.8      48 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 20.1      51 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   49 20.1      54 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   49 20.1      54 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.1      55 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.2      58 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.6      65 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   40 17.6      65 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.9      67 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.5      68 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.5      68 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.6      68 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.8      69 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.2      73 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.2      73 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.2      73 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   41 17.9      75 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   48 19.8      76 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.4      77 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.4      77 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   48 19.8      79 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.9      83 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.2      84 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   43 18.4      86 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.8      86 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   45 18.9      87 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 18.9      88 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   40 17.6      89 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   44 18.6      91 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   36 16.4      92 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.4      94 
gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.1      94 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   36 16.4      95 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   40 17.5      95 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   29 14.5      99 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 103.7  bits: 25.4 E(): 0.86 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (20-62:3-45) 
 
               10        20        30        40         50          
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLS 
                          :.: .:::.::. :..:.  : . :  : .  :  : .: . 
gi|668                  MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDT 
                                10        20         30        40   
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      60        70        80                                        
2MEPSP VEADKAAKRAVVVGCGGKFPV                                        
       : :                                                          
gi|668 VYATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSG 
             50        60        70        80        90       100   
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 103.7  bits: 25.4 E(): 0.86 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (20-62:3-45) 
 
               10        20        30        40         50          
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLS 
                          :.: .:::.::. :..:.  : . :  : .  :  : .: . 
gi|833                  MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDT 
                                10        20         30        40   
 
      60        70        80                                        
2MEPSP VEADKAAKRAVVVGCGGKFPV                                        
       : :                                                          
gi|833 VYATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSG 
             50        60        70        80        90       100   
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 99.4  bits: 24.0 E():  1.5 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (38-67:33-62) 
 
        10        20        30        40        50        60        
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
        70        80                                                
2MEPSP RAVVVGCGGKFPV                                                
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 92.2  bits: 22.4 E():  3.7 
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (16-75:114-176) 
 
                              10        20        30           40   
2MEPSP                VLQPIKEISGTVKLPGSKSLSNRILLLAALS---EGTTVVDNLLN 
                                     : .. ...... .:..   .:  :: . .  
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA 
            90       100       110       120       130       140    
 
             50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
       .:  . ..  ...:: :  . ..  :  .:.::      
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL    
           150       160       170            
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 90.6  bits: 21.9 E():  4.6 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (49-74:75-101) 
 
       20        30        40        50         60        70        
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
        80                                        
2MEPSP FPV                                        
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 86.7  bits: 21.0 E():  7.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:9-26) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.7  bits: 21.0 E():  7.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:9-26) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.7  bits: 21.0 E():  7.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:9-26) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.7  bits: 21.0 E():  7.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:9-26) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.7  bits: 21.0 E():  7.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:9-26) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.7  bits: 21.0 E():  7.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:9-26) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
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gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.7  bits: 21.0 E():  7.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:10-27) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.3  bits: 21.0 E():  7.9 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:15-32) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.9 E():  8.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:25-42) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.9 E():  8.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:25-42) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.6  bits: 20.9 E():  8.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:26-43) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
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>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.6  bits: 20.9 E():  8.7 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:26-43) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.5  bits: 20.9 E():   10 
Smith-Waterman score: 51; 27.3% identity (54.5% similar) in 66 aa overlap (12-77:34-99) 
 
                                  10        20        30        40  
2MEPSP                    VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .:: ..:. ..: ::  . : : .   
gi|532 KAGDSFPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSAN 
            10        20        30        40        50        60    
 
              50        60        70        80                      
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV                      
       .  .    :  ::. :..  :  : . : :..  ::                         
gi|532 HVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIG 
            70        80        90       100       110       120    
 
gi|532 WADEEGRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
           130       140       150       160        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 83.5  bits: 22.0 E():   11 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (40-68:246-275) 
 
      10        20        30        40         50        60         
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
       70        80                                                 
2MEPSP AVVVGCGGKFPV                                                 
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 82.6  bits: 21.4 E():   13 
Smith-Waterman score: 53; 33.3% identity (79.2% similar) in 24 aa overlap (2-24:150-173) 
 
                                            10         20        30 
2MEPSP                              VLQPIKEISGTVKLP-GSKSLSNRILLLAAL 
                                     ..:: : .:..:.: : ... ..:       
gi|119 GATPEAKFDSFVAAFTEALRIIAGVLKVHAVKPITEETGAAKIPAGEQQIIDKIDAAFKV 
     120       130       140       150       160       170          
 
               40        50        60        70        80           
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV           
                                                                    
gi|119 AATAANAAPANDKFTVFEAAFNNAIKESTGGAYDTYKSIPSLEAAVKQAYAATIAAAPEV 
     180       190       200       210       220       230          
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:9-26) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
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gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:9-26) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:9-26) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:9-26) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:9-26) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:9-26) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
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>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:9-26) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:9-26) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:9-26) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:9-26) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:18-35) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.1  bits: 20.3 E():   15 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (12-77:35-100) 
 
                                  10        20        30        40  
2MEPSP                    VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
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                                     ..  .::  ... ..: ::  . : : .   
gi|668 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
              50        60        70        80                      
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV                      
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|668 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|668 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.1  bits: 20.3 E():   15 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (12-77:35-100) 
 
                                  10        20        30        40  
2MEPSP                    VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|276 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
              50        60        70        80                      
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV                      
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|276 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|276 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:22-39) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:26-43) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:26-43) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
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>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:26-43) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:26-43) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:26-43) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:26-43) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 80.6  bits: 20.6 E():   17 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (4-38:58-94) 
 
                                          10        20         30   
2MEPSP                            VLQPIKEISGTVKLPGSKSLSNRILL-LAALSE 
                                     :: .  : ... :: ...: ..  :. .:. 
gi|144 NMANQMVDQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISR 
        30        40        50        60        70        80        
 
              40        50        60        70        80            
2MEPSP -GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
        : . .:                                                      
gi|144 RGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDIDMKLKLKLD 
        90       100       110       120       130       140        
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 79.5  bits: 17.5 E():   19 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (59-71:5-17) 
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       30        40        50        60        70        80     
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV     
                                     .: :: .:: :::              
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI 
                                         10        20        30 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.1  bits: 20.0 E():   20 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:55-72) 
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.8  bits: 21.1 E():   21 
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (13-35:241-263) 
 
                                 10        20        30        40   
2MEPSP                   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :. . :::. . .:: .:. :::        
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY 
              220       230       240       250       260       270 
 
             50        60        70        80                       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV                       
                                                                    
gi|215 TAEETAKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE 
              280       290       300       310       320       330 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.1  bits: 21.1 E():   23 
Smith-Waterman score: 52; 28.9% identity (71.1% similar) in 38 aa overlap (31-64:161-198) 
 
               10        20        30         40        50          
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
         60        70        80                                     
2MEPSP GLSVEADKAAKRAVVVGCGGKFPV                                     
       ::...: .                                                     
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (40-64:201-228) 
 
      10        20        30        40        50           60       
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         70        80                                               
2MEPSP KRAVVVGCGGKFPV                                               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (40-64:201-228) 
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      10        20        30        40        50           60       
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         70        80                                               
2MEPSP KRAVVVGCGGKFPV                                               
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (40-64:201-228) 
 
      10        20        30        40        50           60       
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         70        80                                               
2MEPSP KRAVVVGCGGKFPV                                               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (40-64:201-228) 
 
      10        20        30        40        50           60       
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         70        80                                               
2MEPSP KRAVVVGCGGKFPV                                               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (40-64:201-228) 
 
      10        20        30        40        50           60       
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         70        80                                               
2MEPSP KRAVVVGCGGKFPV                                               
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (40-64:201-228) 
 
      10        20        30        40        50           60       
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
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         70        80                                               
2MEPSP KRAVVVGCGGKFPV                                               
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (40-64:201-228) 
 
      10        20        30        40        50           60       
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         70        80                                               
2MEPSP KRAVVVGCGGKFPV                                               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (40-64:201-228) 
 
      10        20        30        40        50           60       
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         70        80                                               
2MEPSP KRAVVVGCGGKFPV                                               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (40-64:201-228) 
 
      10        20        30        40        50           60       
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         70        80                                               
2MEPSP KRAVVVGCGGKFPV                                               
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (40-64:201-228) 
 
      10        20        30        40        50           60       
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         70        80                                               
2MEPSP KRAVVVGCGGKFPV                                               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2750

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  39 init1:  39 opt:  53  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (40-64:201-228) 
 
      10        20        30        40        50           60       
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         70        80                                               
2MEPSP KRAVVVGCGGKFPV                                               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (40-64:201-228) 
 
      10        20        30        40        50           60       
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         70        80                                               
2MEPSP KRAVVVGCGGKFPV                                               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (40-64:201-228) 
 
      10        20        30        40        50           60       
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         70        80                                               
2MEPSP KRAVVVGCGGKFPV                                               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (40-64:201-228) 
 
      10        20        30        40        50           60       
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
         70        80                                               
2MEPSP KRAVVVGCGGKFPV                                               
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.7  bits: 21.1 E():   24 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (35-66:88-122) 
 
           10        20        30        40           50        60  
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
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        60        70        80        90       100       110        
 
              70        80                                          
2MEPSP ADKAAKRAVVVGCGGKFPV                                          
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 77.7  bits: 21.1 E():   24 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (35-66:88-122) 
 
           10        20        30        40           50        60  
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
              70        80                                          
2MEPSP ADKAAKRAVVVGCGGKFPV                                          
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.0  bits: 20.8 E():   26 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (31-57:72-98) 
 
               10        20        30        40        50        60 
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
               70        80                                         
2MEPSP EADKAAKRAVVVGCGGKFPV                                         
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 76.5  bits: 16.6 E():   28 
Smith-Waterman score: 36; 26.7% identity (66.7% similar) in 15 aa overlap (1-15:10-24) 
 
                        10        20        30        40        50  
2MEPSP          VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG 
                .. :.: ..:  . :                                     
gi|183 GPXGKVVHIIMPPLKFVKGEESEP                                     
               10        20                                         
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.3  bits: 21.0 E():   28 
Smith-Waterman score: 52; 28.9% identity (71.1% similar) in 38 aa overlap (31-64:191-228) 
 
               10        20        30         40        50          
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
         60        70        80                                     
2MEPSP GLSVEADKAAKRAVVVGCGGKFPV                                     
       ::...: .                                                     
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.1  bits: 19.7 E():   29 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (30-49:113-132) 
 
                10        20        30        40        50          
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2MEPSP  VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     ..::.: .::..:  ..  :           
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
      60        70        80                                        
2MEPSP VEADKAAKRAVVVGCGGKFPV                                        
                                                                    
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.1  bits: 19.6 E():   29 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (38-67:33-62) 
 
        10        20        30        40        50        60        
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
        70        80                                                
2MEPSP RAVVVGCGGKFPV                                                
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.0  bits: 16.4 E():   30 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (60-73:3-16) 
 
      30        40        50        60        70        80 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                                     :.: .::.  : ::        
gi|463                             DFVDAHNAARAQVGVGPVHWT   
                                           10        20    
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.9  bits: 19.6 E():   34 
Smith-Waterman score: 47; 28.8% identity (53.8% similar) in 52 aa overlap (4-54:26-74) 
 
                                     10        20         30        
2MEPSP                       VLQPIKEISGTVKLPGSKSLSNRIL-LLAALSEGTTVV 
                                :.   :. .   .. : .. :  ::   : :.    
gi|136 MNKKLLMNFFIVSPLLLATTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS--- 
               10        20        30        40        50           
 
        40        50        60        70        80                  
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV                  
       :.. ::: .   ::..:                                            
gi|136 DTFTNSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSE 
        60        70        80        90       100       110        
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (44-68:195-217) 
 
            20        30        40        50        60        70    
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
            80                                                      
2MEPSP CGGKFPV                                                      
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 74.7  bits: 19.9 E():   35 
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Smith-Waterman score: 48; 23.9% identity (67.4% similar) in 46 aa overlap (2-43:144-189) 
 
                                            10         20           
2MEPSP                              VLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|330 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
           120       130       140       150       160       170    
 
        30        40        50        60        70        80        
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV        
       :: . .:. .:.....                                             
gi|330 AATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYA 
           180       190       200       210       220       230    
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 74.4  bits: 20.4 E():   36 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (37-66:90-122) 
 
         10        20        30        40           50        60    
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
            70        80                                            
2MEPSP KAAKRAVVVGCGGKFPV                                            
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 74.3  bits: 20.4 E():   37 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (22-66:70-122) 
 
                        10        20        30             40       
2MEPSP          VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
            50        60        70        80                        
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV                        
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 74.3  bits: 20.4 E():   37 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (22-66:70-122) 
 
                        10        20        30             40       
2MEPSP          VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
            50        60        70        80                        
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV                        
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 19.3 E():   39 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (56-71:172-187) 
 
          30        40        50        60        70        80      
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV      
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
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gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 19.3 E():   39 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (56-71:173-188) 
 
          30        40        50        60        70        80      
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV      
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 19.3 E():   39 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (56-71:173-188) 
 
          30        40        50        60        70        80      
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV      
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 49; 29.3% identity (61.0% similar) in 41 aa overlap (2-42:268-308) 
 
                                            10        20        30  
2MEPSP                              VLQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ::: :. . .:   . :.:.  .. .:... 
gi|148 WIGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVG 
       240       250       260       270       280       290        
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
         : : .:  :                                                  
gi|148 ALTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGD 
       300       310       320       330       340       350        
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.3  bits: 19.6 E():   42 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (2-39:134-175) 
 
                                            10         20           
2MEPSP                              VLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|481 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
           110       120       130       140       150       160    
 
        30        40        50        60        70        80        
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV        
       :: . .:. .:.                                                 
gi|481 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEV 
           170       180       190       200       210       220    
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.3  bits: 19.6 E():   42 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (2-39:135-176) 
 
                                            10         20           
2MEPSP                              VLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|168 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
          110       120       130       140       150       160     
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        30        40        50        60        70        80        
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV        
       :: . .:. .:.                                                 
gi|168 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQV 
          170       180       190       200       210       220     
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (2-39:138-179) 
 
                                            10         20           
2MEPSP                              VLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|285 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
       110       120       130       140       150       160        
 
        30        40        50        60        70        80        
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV        
       :: . .:. .:.                                                 
gi|285 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQV 
       170       180       190       200       210       220        
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.8  bits: 19.6 E():   44 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (2-39:149-190) 
 
                                            10         20           
2MEPSP                              VLQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|330 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
      120       130       140       150       160       170         
 
        30        40        50        60        70        80        
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV        
       :: . .:. .:.                                                 
gi|330 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQV 
      180       190       200       210       220       230         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 72.7  bits: 22.1 E():   45 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (31-71:452-496) 
 
               10        20        30           40         50       
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
         60        70        80                                     
2MEPSP GLSVEADKAAKRAVVVGCGGKFPV                                     
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.5  bits: 18.5 E():   46 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (19-55:3-39) 
 
               10        20        30        40        50        60 
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                         : :: .:::::.  .  ..   ...::    ...: :      
gi|219                 MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSC 
                               10        20        30        40     
 
               70        80                                         
2MEPSP EADKAAKRAVVVGCGGKFPV                                         
                                                                    
gi|219 RDYVEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPG 
           50        60        70        80        90       100     
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>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.5  bits: 18.5 E():   46 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (19-55:3-39) 
 
               10        20        30        40        50        60 
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                         : :: .:::::.  .  ..   ...::    ...: :      
gi|195                 MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSC 
                               10        20        30        40     
 
               70        80                                         
2MEPSP EADKAAKRAVVVGCGGKFPV                                         
                                                                    
gi|195 RDYVEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPG 
           50        60        70        80        90       100     
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.2  bits: 19.8 E():   48 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (27-76:214-267) 
 
                   10        20        30        40        50       
2MEPSP     VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
         60              70        80                               
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPV                               
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 71.6  bits: 20.1 E():   51 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (17-66:428-476) 
 
                             10        20        30        40       
2MEPSP               VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
         50        60        70        80       
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV       
       .. .:. .  :.. :  . :                     
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG 
        460       470       480       490       
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.2  bits: 20.1 E():   54 
Smith-Waterman score: 49; 29.3% identity (61.0% similar) in 41 aa overlap (2-42:398-438) 
 
                                            10        20        30  
2MEPSP                              VLQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ::: :. . .:   . :.:.  .. .:... 
gi|601 WIGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVG 
       370       380       390       400       410       420        
 
              40        50        60        70        80            
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV            
         : : .:  :                                                  
gi|601 ALTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGD 
       430       440       450       460       470       480        
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.2  bits: 20.1 E():   54 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (4-44:342-382) 
 
                                          10         20        30   
2MEPSP                            VLQPIKEISGTVKLP-GSKSLSNRILLLAALSE 
                                     :    :...  : :..: :.:   .::::  
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gi|572 ASENQQRSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAAIAALS- 
             320       330       340       350       360       370  
 
             40        50        60        70        80             
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV             
       :. ....  .::                                                 
gi|572 GVLTAEKKQSSEGGSPVRSNRSSPVRSSRSSPVRSADSGPTENDLSTAEVQDSEKASEPK 
              380       390       400       410       420       430 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 71.0  bits: 20.1 E():   55 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (42-72:378-406) 
 
              20        30        40        50        60        70  
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
              80                                                    
2MEPSP VGCGGKFPV                                                    
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (56-80:16-40) 
 
          30        40        50        60        70        80      
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV      
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (26-42:46-62) 
 
                    10        20        30        40        50      
2MEPSP      VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
          60        70        80           
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPV           
                                           
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
          80        90       100       110 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 40; 33.3% identity (86.7% similar) in 15 aa overlap (39-53:5-19) 
 
       10        20        30        40        50        60         
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     ..:..::..  .::.                
gi|225                           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMV 
                                         10        20        30     
 
       70        80                                                 
2MEPSP AVVVGCGGKFPV                                                 
                                                                    
gi|225 GLKKKSPEDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDG 
           40        50        60        70        80        90     
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
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 initn:  30 init1:  30 opt:  30  Z-score: 69.5  bits: 14.9 E():   67 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (56-63:10-17) 
 
          30        40        50        60        70        80 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                                     :::: .:.                  
gi|856                      ANPTFGFTPLGLSSDAN                  
                                    10                         
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.4  bits: 19.5 E():   68 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (37-65:90-121) 
 
         10        20        30        40           50        60    
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
            70        80                                            
2MEPSP KAAKRAVVVGCGGKFPV                                            
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.4  bits: 19.5 E():   68 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (37-65:90-121) 
 
         10        20        30        40           50        60    
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
            70        80                                            
2MEPSP KAAKRAVVVGCGGKFPV                                            
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 17.6 E():   68 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (46-55:55-64) 
 
          20        30        40        50        60        70      
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
          80                            
2MEPSP GKFPV                            
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.2  bits: 19.8 E():   69 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (39-72:381-414) 
 
       10        20        30        40        50        60         
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
       70        80                                                 
2MEPSP AVVVGCGGKFPV                                                 
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2759

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

              420       430       440       450       460       470 
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (18-54:246-282) 
 
                            10        20        30         40       
2MEPSP              VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
         50        60        70        80                           
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV                           
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (18-54:246-282) 
 
                            10        20        30         40       
2MEPSP              VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
         50        60        70        80                           
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV                           
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (18-54:246-282) 
 
                            10        20        30         40       
2MEPSP              VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
         50        60        70        80                           
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV                           
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 41; 26.7% identity (63.3% similar) in 30 aa overlap (28-57:108-137) 
 
                  10        20        30        40        50        
2MEPSP    VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG 
                                     .:: :   ..:. :. ...  :.. . : : 
gi|219 LVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELDEMIAEIDTDG 
        80        90       100       110       120       130        
 
        60        70        80 
2MEPSP LSVEADKAAKRAVVVGCGGKFPV 
                               
gi|219 SGTVDFDEFMEMMTGD        
       140       150           
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 68.5  bits: 19.8 E():   76 
Smith-Waterman score: 48; 30.9% identity (51.5% similar) in 68 aa overlap (1-68:463-526) 
 
                                             10        20        30 
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2MEPSP                               VLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::.    .:  :    :.:: ::   ...: 
gi|331 KVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGL 
            440       450       460       470       480       490   
 
               40        50        60        70        80           
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV           
           : : . .:.:   .  . : ::    ::.: .:.                       
gi|331 EVDETYVPKEFNAETFTFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTV 
            500       510           520       530       540         
 
gi|331 MGDFGAFVEKCCAAENKEGCFSEEGPKLVAAAQAALV 
      550       560       570       580      
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.4 E():   77 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (57-73:11-27) 
 
         30        40        50        60        70        80       
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV       
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.4 E():   77 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (36-67:71-102) 
 
          10        20        30        40        50        60      
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
          70        80                                              
2MEPSP AKRAVVVGCGGKFPV                                              
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 68.2  bits: 19.8 E():   79 
Smith-Waterman score: 48; 30.9% identity (51.5% similar) in 68 aa overlap (1-68:486-549) 
 
                                             10        20        30 
2MEPSP                               VLQPIKEISGTVKLPGSKSLSNRILLLAAL 
                                     ::.    .:  :    :.:: ::   ...: 
gi|668 KVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGL 
         460       470       480       490       500       510      
 
               40        50        60        70        80           
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV           
           : : . .:.:   .  . : ::    ::.: .:.                       
gi|668 EVDETYVPKEFNAETFTFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTV 
         520       530        540          550       560       570  
 
gi|668 MGDFGAFVEKCCAAENKEGCFSEEGPKLVAAAQAALV 
             580       590       600         
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.8  bits: 18.9 E():   83 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (51-73:150-174) 
 
               30        40        50        60          70         
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
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       80                                                           
2MEPSP PV                                                           
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.7  bits: 19.2 E():   84 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (37-69:91-126) 
 
         10        20        30        40           50        60    
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
            70        80                                            
2MEPSP KAAKRAVVVGCGGKFPV                                            
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.5  bits: 18.4 E():   86 
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (13-75:133-189) 
 
                                 10        20        30        40   
2MEPSP                   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :.: . :: .  .  . ... . . : . . 
gi|253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEK 
            110       120       130       140       150       160   
 
             50        60        70        80                       
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV                       
        . :    : .. :.:..       :...::::                            
gi|253 YQPVGPK-GNVKELALAIF-----DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP 
             170       180            190       200       210       
 
gi|253 VYKTGNSPGEKCIKKDETFKNLCFAQEPINPNEHNL 
        220       230       240       250   
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.5  bits: 17.8 E():   86 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (49-75:146-170) 
 
       20        30        40        50        60        70         
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
       80 
2MEPSP PV 
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.4  bits: 18.9 E():   87 
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (21-79:193-252) 
 
                         10        20        30        40        50 
2MEPSP           VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 
                                     :. .. ..  : :.:. .::. ..   ..: 
gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL 
            170       180       190       200       210       220   
 
               60        70             80                          
2MEPSP GALRTLGLSVEADKAAKRAVVVG-----CGGKFPV                          
       :       .   ::. : .:. .     :: ..:                           
gi|195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSS 
                230       240       250       260       270         
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gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG 
      280       290       300       310       320       330         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.4  bits: 18.9 E():   88 
Smith-Waterman score: 45; 28.0% identity (72.0% similar) in 25 aa overlap (39-63:155-179) 
 
       10        20        30        40        50        60         
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     :.:. ::. ..  .. . : :...:      
gi|495 KHAAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVG 
          130       140       150       160       170       180     
 
       70        80                                                 
2MEPSP AVVVGCGGKFPV                                                 
                                                                    
gi|495 ISKGVTITNTKIATGDDCISIGPGSQNVTITQVNCGPGHGISIGSLGRYNNEKEVRGITV 
          190       200       210       220       230       240     
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.6 E():   89 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (13-22:86-95) 
 
                                 10        20        30        40   
2MEPSP                   VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     . :::..: :                     
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK 
          60        70        80        90       100       110      
 
             50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV 
                                              
gi|126 IVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL       
         120       130       140              
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 44; 33.3% identity (52.4% similar) in 42 aa overlap (38-79:221-255) 
 
        10        20        30        40        50        60        
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
        70        80                                                
2MEPSP RAVVVGCGGKFPV                                                
       . :.  : .: :                                                 
gi|118 EKVLNDCKSKEPSNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAYS 
           250       260       270       280       290       300    
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.0  bits: 16.4 E():   92 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (49-76:18-44) 
 
       20        30        40        50        60        70         
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124              GTRRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                            10        20         30        40       
 
       80                        
2MEPSP PV                        
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70  
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 44; 23.7% identity (55.9% similar) in 59 aa overlap (4-61:15-73) 
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                          10        20        30         40         
2MEPSP            VLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHY 
                     :: ....  .     ::. . .  :. : :  ..:..:    . .  
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKLETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQD 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPV                             
       .:  ::  :..:.                                                
gi|225 LLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMDYLANDA 
               70        80        90       100       110       120 
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (36-67:71-102) 
 
          10        20        30        40        50        60      
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
 
          70        80                                              
2MEPSP AKRAVVVGCGGKFPV                                              
       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.7  bits: 16.4 E():   95 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (49-76:20-46) 
 
       20        30        40        50        60        70         
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124            GTSFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                          10        20         30        40         
 
       80                        
2MEPSP PV                        
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
       50        60        70    
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.7  bits: 17.5 E():   95 
Smith-Waterman score: 40; 32.4% identity (51.4% similar) in 37 aa overlap (48-79:48-83) 
 
        20        30        40        50        60             70   
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
             80                                                     
2MEPSP GCGGKFPV                                                     
        :  .::                                                      
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.4  bits: 14.5 E():   99 
Smith-Waterman score: 29; 50.0% identity (100.0% similar) in 6 aa overlap (73-78:4-9) 
 
             50        60        70        80          
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPV          
                                     ::...:            
gi|544                            APPGCSNHFNLETVFGNFVK 
                                          10        20 
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:23 2011 done: Tue Apr 19 10:57:23 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 81  - 160 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32    11     8:==*= 
  34    21    22:=======* 
  36    43    44:==============* 
  38    80    73:========================*== 
  40    78   102:==========================       * 
  42   123   125:=========================================* 
  44   115   138:=======================================      * 
  46   150   140:==============================================*=== 
  48   150   134:============================================*===== 
  50   106   122:====================================    * 
  52    86   108:=============================      * 
  54    68    92:=======================       * 
  56    91    77:=========================*===== 
  58   106    63:====================*=============== 
  60    50    51:================* 
  62    23    41:========     * 
  64    22    33:========  * 
  66    21    26:======= * 
  68    11    20:====  * 
  70    18    16:=====* 
  72    10    12:===* 
  74    13    10:===*= 
  76    14     8:==*== 
  78     7     6:=*= 
  80     9     5:=*= 
  82    17     3:*===== 
  84    16     3:*===== 
  86     6     2:*= 
  88     6     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     3     0:=         *=== 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     2     0:=         *== 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2765

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.10360.00315; mu= 10.8147 0.162 
 mean_var=32.1383 8.833, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.226236 
 Kolmogorov-Smirnov  statistic: 0.0506 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 24.7    0.49 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 24.3     0.6 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 24.3     0.6 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 23.7    0.96 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 23.4     1.2 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 23.0     1.5 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 24.5     1.6 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 22.7     1.9 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 22.4     2.4 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   56 22.4     2.4 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 23.5       3 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.7     3.7 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   60 23.8     3.7 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   54 21.7     3.9 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   53 21.4     4.4 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 22.5     5.8 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 21.1     5.9 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 21.1     5.9 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 22.5     6.3 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 22.5     6.3 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 21.4     6.4 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 21.1     6.6 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   51 20.8     7.2 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.8     7.3 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.8     7.3 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.8     8.5 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   56 22.5     8.8 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   54 21.8     8.8 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.4     9.2 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.4     9.2 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.5     9.6 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   51 20.8     9.7 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.6      11 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.5      11 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.5      11 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.5      11 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.8      11 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.5      11 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.5      11 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.5      11 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.5      12 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 21.2      12 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 21.2      12 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.5      12 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.2      14 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 21.2      14 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 20.1      14 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 21.2      14 
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gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.8      14 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.9      15 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   48 19.8      16 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.9      17 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.9      17 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.9      17 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   47 19.4      18 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.8      18 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.9      19 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   51 20.9      19 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 21.2      19 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   52 21.2      22 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   46 19.1      23 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.7      23 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   47 19.5      24 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.4      24 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   55 22.3      25 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.5      26 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 19.1      26 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   47 19.5      26 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   45 18.8      28 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   45 18.8      28 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 20.2      29 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 19.2      29 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 19.2      29 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.9      30 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.6      30 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.6      30 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.6      30 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 19.2      32 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 20.2      33 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.2      33 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 19.2      33 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.5      35 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.5      35 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.8      35 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.8      35 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   49 20.2      35 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 19.2      35 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 19.2      35 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.9      37 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   49 20.2      38 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 20.2      38 
gi|116174182|emb|CAL59819.1| hyaluronidase homolog ( 323)   48 19.9      39 
gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespu ( 340)   48 19.9      41 
gi|1588669|prf||2209273A Zm13                      ( 170)   45 18.8      43 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 18.1      45 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 18.1      45 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.6      46 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.5      48 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.9      49 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.8      51 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.9      52 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.9      52 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 18.2      52 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 19.2      53 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 18.2      53 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 19.2      54 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 19.2      57 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.6      58 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.5      59 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 18.2      60 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   44 18.5      60 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   44 18.5      60 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 15.0      60 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 18.2      63 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.5      63 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.9      63 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.8      65 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.8      66 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.8      66 
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gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.2      67 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.2      67 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 18.2      69 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.5      74 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 19.3      75 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.5      83 
gi|239735|gb|AAB20453.1| Car b I=major allergen [C (  40)   36 15.8      84 
gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma s ( 284)   44 18.6      85 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   40 17.2      86 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   40 17.2      86 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.2      87 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   44 18.6      88 
gi|239734|gb|AAB20452.1| Bet v I=major allergen [B (  43)   36 15.8      89 
gi|3288200|emb|CAA11042.1| latex allergen [Hevea b ( 388)   45 18.9      90 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   41 17.5      97 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   42 17.9      99 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   45 18.9   1e 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   42 17.9   1e 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   42 17.9   1e 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 108.1  bits: 24.7 E(): 0.49 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (11-35:61-85) 
 
                                   10        20        30        40 
2MEPSP                     CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
               50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                                
gi|145 DEDGDGMIGVDEFVTLVKA                      
              100                               
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 106.4  bits: 24.3 E():  0.6 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (11-66:60-104) 
 
                                   10        20        30        40 
2MEPSP                     CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
               50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
       .. ::     ..  :: ..:. ...:               
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG           
                90        100                   
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 106.4  bits: 24.3 E():  0.6 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (11-66:60-104) 
 
                                   10        20        30        40 
2MEPSP                     CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
               50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
       .. ::     ..  :: ..:. ...:               
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG           
                90        100                   
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 102.8  bits: 23.7 E(): 0.96 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (11-58:60-106) 
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                                   10        20        30        40 
2MEPSP                     CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
               50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
        : ::  ..  . . :::                       
gi|208 DV-DGDGKIGIEEFTDLVRSK                    
      90        100                             
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 101.0  bits: 23.4 E():  1.2 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (11-35:61-85) 
 
                                   10        20        30        40 
2MEPSP                     CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
               50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                                
gi|145 DSDGDGKIGVDEFAAMVKA                      
              100                               
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 99.3  bits: 23.0 E():  1.5 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (11-35:61-85) 
 
                                   10        20        30        40 
2MEPSP                     CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
               50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                                
gi|222 DSDGDGKIGAEEFAALVTA                      
              100                               
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  62  Z-score: 98.8  bits: 24.5 E():  1.6 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (16-73:8-62) 
 
               10        20        30        40        50        60 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                      ::.:..:   . .. : .: .:  ::::     . .   . .. . 
gi|324         MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSKVIEN 
                       10        20         30        40        50  
 
               70        80                                         
2MEPSP LKQLGADVDCFLGTDCPPVR                                         
       .: ::  :.  ::                                                
gi|324 FKALG--VNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFF 
                60        70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.5  bits: 22.7 E():  1.9 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (11-35:61-85) 
 
                                   10        20        30        40 
2MEPSP                     CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
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               50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                                
gi|179 DSDGDGKIGVDEFAALVKA                      
              100                               
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 95.7  bits: 22.4 E():  2.4 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (11-35:61-85) 
 
                                   10        20        30        40 
2MEPSP                     CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
               50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                                
gi|294 DSDGDGKIGIDEFAAMIKG                      
              100                               
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 95.7  bits: 22.4 E():  2.4 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (11-35:61-85) 
 
                                   10        20        30        40 
2MEPSP                     CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|288 FKACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
               50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                                
gi|288 DSDGDGKIGVDEFAAMIKG                      
              100                               
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 94.0  bits: 23.5 E():    3 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (10-45:252-287) 
 
                                    10        20        30          
2MEPSP                      CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
      40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
       : .  :                                    
gi|144 TAAAGGYKV                                 
             290                                 
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 92.4  bits: 21.7 E():  3.7 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (11-33:59-81) 
 
                                   10        20        30        40 
2MEPSP                     CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
               50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                                
gi|288 DADGDGMLGLDEFAVLVKQ                      
       90       100                             
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
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 initn:  46 init1:  46 opt:  60  Z-score: 92.2  bits: 23.8 E():  3.7 
Smith-Waterman score: 60; 27.5% identity (68.6% similar) in 51 aa overlap (7-57:184-233) 
 
                                       10        20        30       
2MEPSP                         CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     .::.....:  : . ..:.:...: ..:   
gi|845 MTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISA-LSAEL 
           160       170       180       190       200        210   
 
         40        50        60        70        80                 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR                 
        .   .::.. : :..   ::                                        
gi|845 EECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADLDETT 
            220       230       240       250       260       270   
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 92.0  bits: 21.7 E():  3.9 
Smith-Waterman score: 54; 30.5% identity (52.5% similar) in 59 aa overlap (11-69:60-107) 
 
                                   10        20        30        40 
2MEPSP                     CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA----- 
      30        40        50        60        70        80          
 
               50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
       ..  :         ::  .:. ..:: ::            
gi|131 FLKAGDSD------GDGKIGVDEFGALVDKWGAKG      
           90             100       110         
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 91.0  bits: 21.4 E():  4.4 
Smith-Waterman score: 53; 35.0% identity (65.0% similar) in 20 aa overlap (63-80:24-43) 
 
             40        50        60          70        80           
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVR           
                                     :: ....  :  : :: :..           
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 88.8  bits: 22.5 E():  5.8 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (10-45:248-283) 
 
                                    10        20        30          
2MEPSP                      CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
      40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
       : .  :                                    
gi|239 TAATGGYKV                                 
       280                                       
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.7  bits: 21.1 E():  5.9 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (12-35:62-85) 
 
                                  10        20        30        40  
2MEPSP                    CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
              50        60        70        80 
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2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                               
gi|249 ADGDGMIGIDEFAVLVKQ                      
             100                               
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.7  bits: 21.1 E():  5.9 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (12-35:62-85) 
 
                                  10        20        30        40  
2MEPSP                    CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
              50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                               
gi|209 ADGDGMIGIDEFAVLVKQ                      
             100                               
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 88.1  bits: 22.5 E():  6.3 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (10-45:274-309) 
 
                                    10        20        30          
2MEPSP                      CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
      40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
       : .  :                                    
gi|398 TAATGGYKV                                 
           310                                   
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 88.1  bits: 22.5 E():  6.3 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (10-45:274-309) 
 
                                    10        20        30          
2MEPSP                      CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
      40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
       : .  :                                    
gi|330 TAATGGYKV                                 
           310                                   
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.0  bits: 21.4 E():  6.4 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (19-62:87-141) 
 
                           10        20        30        40         
2MEPSP             CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
                  50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
           .. ::: . . :: . ..: .                   
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT        
        120       130       140       150          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.8  bits: 21.1 E():  6.6 
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Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (56-72:98-114) 
 
          30        40        50        60        70        80   
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR   
                                     ::. .:.. :.::: :.           
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
        70        80        90       100       110       120     
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.1  bits: 20.8 E():  7.2 
Smith-Waterman score: 51; 40.0% identity (68.0% similar) in 25 aa overlap (11-35:59-83) 
 
                                   10        20        30        40 
2MEPSP                     CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.:. : : :      
gi|777 FKACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAG 
       30        40        50        60        70        80         
 
               50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                                
gi|777 DSDGDGKIGVDEFAAMVKH                      
       90       100                             
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.9  bits: 20.8 E():  7.3 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (12-35:62-85) 
 
                                  10        20        30        40  
2MEPSP                    CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
              50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                               
gi|288 ADGDGMIGIDEFAVWVKQ                      
             100                               
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.9  bits: 20.8 E():  7.3 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (11-35:61-85) 
 
                                   10        20        30        40 
2MEPSP                     CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
               50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                                
gi|207 DSDGDGKIGVEEFQALVKA                      
              100                               
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.8  bits: 21.8 E():  8.5 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (10-45:227-262) 
 
                                    10        20        30          
2MEPSP                      CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
      40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
       : .  :                                    
gi|180 TAAAGGYKV                                 
        260                                      
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>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 85.5  bits: 22.5 E():  8.8 
Smith-Waterman score: 56; 31.6% identity (68.4% similar) in 38 aa overlap (43-80:262-294) 
 
             20        30        40        50        60        70   
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
             80                                                     
2MEPSP GTDCPPVR                                                     
        .:   .:                                                     
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 85.5  bits: 21.8 E():  8.8 
Smith-Waterman score: 54; 23.2% identity (62.3% similar) in 69 aa overlap (5-72:14-76) 
 
                        10        20        30         40        50 
2MEPSP          CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                    .:..: :   :  : .... ....  :: .    . . .:...:... 
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKL-ETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQ 
               10        20         30        40        50          
 
               60        70        80                               
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVR                               
            ::.  :.. :.::: ..                                       
gi|225 -----DLLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMD 
           60        70        80        90       100       110     
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.2  bits: 20.4 E():  9.2 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (11-33:61-83) 
 
                                   10        20        30        40 
2MEPSP                     CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
               50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                                
gi|148 DSDGDGKIGVDEFGAMIKA                      
              100                               
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.2  bits: 20.4 E():  9.2 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (11-33:61-83) 
 
                                   10        20        30        40 
2MEPSP                     CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
               50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                                
gi|145 DSDGDGKIGVDEFGAMIKA                      
              100                               
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 84.8  bits: 22.5 E():  9.6 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (46-72:454-481) 
 
          20        30        40        50         60        70     
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
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                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
           80    
2MEPSP DCPPVR    
                 
gi|424 IKKLFGLSH 
           490   
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.8 E():  9.7 
Smith-Waterman score: 51; 45.5% identity (72.7% similar) in 11 aa overlap (70-80:66-76) 
 
      40        50        60        70        80                    
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR                    
                                     ::  .:: :..                    
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 83.9  bits: 22.6 E():   11 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (44-76:341-374) 
 
            20        30        40         50        60        70   
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
             80                                                     
2MEPSP GTDCPPVR                                                     
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.6  bits: 21.5 E():   11 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (19-45:251-277) 
 
                           10        20        30        40         
2MEPSP             CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
       50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.6  bits: 21.5 E():   11 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (19-45:252-278) 
 
                           10        20        30        40         
2MEPSP             CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
       50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.5  bits: 21.5 E():   11 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (19-45:255-281) 
 
                           10        20        30        40         
2MEPSP             CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
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                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
       50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 83.5  bits: 20.8 E():   11 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (25-40:142-161) 
 
                     10        20        30            40        50 
2MEPSP       CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
               60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                      
gi|249 GYKV                           
                                      
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (21-45:260-284) 
 
                         10        20        30        40        50 
2MEPSP           CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (21-45:260-284) 
 
                         10        20        30        40        50 
2MEPSP           CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (21-45:260-284) 
 
                         10        20        30        40        50 
2MEPSP           CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (21-45:260-284) 
 
                         10        20        30        40        50 
2MEPSP           CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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               60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (21-45:260-284) 
 
                         10        20        30        40        50 
2MEPSP           CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (21-45:260-284) 
 
                         10        20        30        40        50 
2MEPSP           CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (21-45:260-284) 
 
                         10        20        30        40        50 
2MEPSP           CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (21-45:260-284) 
 
                         10        20        30        40        50 
2MEPSP           CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (21-45:260-284) 
 
                         10        20        30        40        50 
2MEPSP           CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
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Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (21-45:260-284) 
 
                         10        20        30        40        50 
2MEPSP           CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (21-45:260-284) 
 
                         10        20        30        40        50 
2MEPSP           CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (21-45:260-284) 
 
                         10        20        30        40        50 
2MEPSP           CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (19-45:258-284) 
 
                           10        20        30        40         
2MEPSP             CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
       50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (21-45:260-284) 
 
                         10        20        30        40        50 
2MEPSP           CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (21-45:260-284) 
 
                         10        20        30        40        50 
2MEPSP           CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
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     230       240       250       260       270       280          
 
               60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   12 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (19-45:261-287) 
 
                           10        20        30        40         
2MEPSP             CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
       50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 83.3  bits: 21.2 E():   12 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (56-72:202-218) 
 
          30        40        50        60        70        80   
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR   
                                     ::. .:.. :.::: :.           
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             180       190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.3  bits: 21.2 E():   12 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (56-72:205-221) 
 
          30        40        50        60        70        80   
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR   
                                     ::. .:.. :.::: :.           
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          180       190       200       210       220       230  
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.2  bits: 21.5 E():   12 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (19-45:266-292) 
 
                           10        20        30        40         
2MEPSP             CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
       50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 82.1  bits: 22.2 E():   14 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (44-76:341-374) 
 
            20        30        40         50        60        70   
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
             80                                                     
2MEPSP GTDCPPVR                                                     
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.0  bits: 21.2 E():   14 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (10-45:238-273) 
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                                    10        20        30          
2MEPSP                      CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
      40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
       : .  :                                    
gi|313 TAATGGYKV                                 
       270                                       
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 81.8  bits: 20.1 E():   14 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (55-77:12-38) 
 
           30        40        50        60            70        80 
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.8  bits: 21.2 E():   14 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (10-45:246-281) 
 
                                    10        20        30          
2MEPSP                      CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
      40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
       : .  :                                    
gi|295 TAATGGYKV                                 
         280                                     
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.6  bits: 19.8 E():   14 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (11-35:61-85) 
 
                                   10        20        30        40 
2MEPSP                     CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
               50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                                
gi|207 DSDGDGKIGVEEFQALVKA                      
              100                               
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (56-73:295-313) 
 
          30        40        50        60         70        80     
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVR     
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
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 initn:  41 init1:  41 opt:  48  Z-score: 80.8  bits: 19.8 E():   16 
Smith-Waterman score: 48; 38.1% identity (61.9% similar) in 21 aa overlap (63-80:48-68) 
 
             40        50        60          70         80          
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVR          
                                     :: ...:  :   : :: :..          
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.2  bits: 20.9 E():   17 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (10-45:238-273) 
 
                                    10        20        30          
2MEPSP                      CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
      40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
       : .  :                                    
gi|313 TAATGGYKV                                 
       270                                       
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.2  bits: 20.9 E():   17 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (10-45:238-273) 
 
                                    10        20        30          
2MEPSP                      CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
      40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
       : .  :                                    
gi|313 TAATGGYKV                                 
       270                                       
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.2  bits: 20.9 E():   17 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (10-45:238-273) 
 
                                    10        20        30          
2MEPSP                      CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
      40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
       : .  :                                    
gi|168 TAATGGYKV                                 
       270                                       
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.9  bits: 19.4 E():   18 
Smith-Waterman score: 47; 41.0% identity (53.8% similar) in 39 aa overlap (11-45:61-96) 
 
                                   10        20        30           
2MEPSP                     CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA----AG 
                                     .::..::: :     :.:: . :     :: 
gi|193 FHKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAG 
               40        50        60        70        80        90 
 
         40        50        60        70        80 
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2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
        :   : ::                                    
gi|193 DN---VGDGKIGIDEFNHLVKH                       
                 100                                
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 79.8  bits: 19.8 E():   18 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (47-79:78-105) 
 
         20        30        40        50         60        70      
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
          80                                    
2MEPSP CPPVR                                    
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 20.9 E():   19 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (21-45:280-304) 
 
                         10        20        30        40        50 
2MEPSP           CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
               60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 79.4  bits: 20.9 E():   19 
Smith-Waterman score: 51; 28.0% identity (58.0% similar) in 50 aa overlap (16-65:8-56) 
 
               10        20        30        40        50        60 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                      :..:..:   . .. : .: .:. :..:     . .   : ::   
gi|107         MAHKSKILIIGGTGYIGKFIVEA-SAKSGHPTFALVRESTVSDPVKGKLVEK 
                       10        20         30        40        50  
 
               70        80                                         
2MEPSP LKQLGADVDCFLGTDCPPVR                                         
       .: ::                                                        
gi|107 FKGLGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPS 
              60        70        80        90       100       110  
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 79.3  bits: 21.2 E():   19 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (6-30:22-45) 
 
                               10        20        30        40     
2MEPSP                 CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                            ::..: :.:. :: .:. . ::: :               
gi|113 MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNIIDKCWRCK 
               10        20         30        40        50          
 
           50        60        70        80                         
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR                         
                                                                    
gi|113 ADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWI 
      60        70        80        90       100       110          
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 78.3  bits: 21.2 E():   22 
Smith-Waterman score: 52; 35.0% identity (65.0% similar) in 20 aa overlap (63-80:383-402) 
 
             40        50        60          70        80           
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2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVR           
                                     :: ....  :  : :: :..           
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.1  bits: 19.1 E():   23 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (11-29:61-79) 
 
                                   10        20        30        40 
2MEPSP                     CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.::            
gi|179 FAKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAG 
               40        50        60        70        80        90 
 
               50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                                
gi|179 DSDGDGKIGVDEFTALVKA                      
              100                               
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.0  bits: 16.7 E():   23 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (33-47:2-16) 
 
             10        20        30        40        50        60   
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . : : .:                
gi|320                              YTTEGGTKSEVEDVIPEGWK            
                                            10        20            
 
             70        80 
2MEPSP QLGADVDCFLGTDCPPVR 
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.7  bits: 19.5 E():   24 
Smith-Waterman score: 47; 45.5% identity (63.6% similar) in 11 aa overlap (70-80:66-76) 
 
      40        50        60        70        80                    
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR                    
                                     ::   :: :..                    
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.5  bits: 18.4 E():   24 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (70-79:38-47) 
 
      40        50        60        70        80                    
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR                    
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 77.3  bits: 22.3 E():   25 
Smith-Waterman score: 55; 34.5% identity (58.6% similar) in 29 aa overlap (51-79:943-966) 
 
               30        40        50        60        70        80 
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
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            920       930       940       950            960        
 
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (29-54:11-39) 
 
               10        20        30        40           50        
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDL 
                                   :... ::    .:::::   .:..  . :    
gi|226                   MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSV 
                                 10        20        30        40   
 
        60        70        80                                      
2MEPSP VVGLKQLGADVDCFLGTDCPPVR                                      
                                                                    
gi|226 ENVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHE 
             50        60        70        80        90       100   
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.9  bits: 19.1 E():   26 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (71-80:48-57) 
 
               50        60        70        80                     
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR                     
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 47; 45.5% identity (63.6% similar) in 11 aa overlap (70-80:66-76) 
 
      40        50        60        70        80                    
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR                    
                                     ::   :: :..                    
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.3  bits: 18.8 E():   28 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (11-35:61-85) 
 
                                   10        20        30        40 
2MEPSP                     CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|148 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
               50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                                
gi|148 DSDGDGAIGVEEWAVLVKA                      
              100                               
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.3  bits: 18.8 E():   28 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (11-35:61-85) 
 
                                   10        20        30        40 
2MEPSP                     CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|145 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
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               40        50        60        70        80        90 
 
               50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                                
gi|145 DSDGDGAIGVDEWAVLVKA                      
              100                               
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 76.0  bits: 20.2 E():   29 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (10-45:267-298) 
 
                                    10        20        30          
2MEPSP                      CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
      40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
       : .  :                                    
gi|663 TAAAGGYKA                                 
            300                                  
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.2 E():   29 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (24-46:22-44) 
 
               10        20        30        40        50        60 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                              :.: . ::.....:..  ::.:.               
gi|753   MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATP 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP LKQLGADVDCFLGTDCPPVR                                         
                                                                    
gi|753 LLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKT 
       60        70        80        90       100       110         
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.2 E():   29 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (24-46:22-44) 
 
               10        20        30        40        50        60 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                              :.: . ::.....:..  ::.:.               
gi|198   MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATP 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP LKQLGADVDCFLGTDCPPVR                                         
                                                                    
gi|198 LLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKT 
       60        70        80        90       100       110         
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.9  bits: 19.9 E():   30 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (10-37:210-237) 
 
                                    10        20        30          
2MEPSP                      CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
      40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                                 
gi|226 V                                         
     240                                         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2785

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.8  bits: 20.6 E():   30 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (44-72:184-213) 
 
            20        30        40        50          60        70  
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
              80                                                    
2MEPSP LGTDCPPVR                                                    
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.8  bits: 20.6 E():   30 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (44-72:184-213) 
 
            20        30        40        50          60        70  
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
              80                                                    
2MEPSP LGTDCPPVR                                                    
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.6 E():   30 
Smith-Waterman score: 50; 23.4% identity (53.2% similar) in 47 aa overlap (30-76:351-397) 
 
                10        20        30        40        50          
2MEPSP  CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :  .:.:.. . . .    : .   ::.:  
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
      60        70        80 
2MEPSP GLKQLGADVDCFLGTDCPPVR 
        : . .. . :  :. :     
gi|113 QLTMNAGVLTCSPGAPC     
              390            
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (41-76:40-74) 
 
               20        30        40        50        60        70 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
               80                                                   
2MEPSP FLGTDCPPVR                                                   
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.2  bits: 20.2 E():   33 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (11-53:5-47) 
 
               10        20        30        40        50        60 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
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                 :. : :::. : .:  . . :. :. . :: .  ..:     :        
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP LKQLGADVDCFLGTDCPPVR                                         
                                                                    
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.1  bits: 20.2 E():   33 
Smith-Waterman score: 49; 25.7% identity (74.3% similar) in 35 aa overlap (3-37:32-66) 
 
                                           10        20        30   
2MEPSP                             CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.  ..:::...: : :..    .. ...: 
gi|190 SNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGV 
              10        20        30        40        50        60  
 
             40        50        60        70        80             
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR             
       ....:                                                        
gi|190 AGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRN 
              70        80        90       100       110       120  
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.1  bits: 19.2 E():   33 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (41-76:47-81) 
 
               20        30        40        50        60        70 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
               80                                                   
2MEPSP FLGTDCPPVR                                                   
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.7  bits: 18.5 E():   35 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (12-39:54-81) 
 
                                  10        20        30        40  
2MEPSP                    CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
              50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                               
gi|598 EEKKEEKEEEKEESDEDMGFGLFD                
            90       100                       
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.6  bits: 18.5 E():   35 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (12-35:61-84) 
 
                                  10        20        30        40  
2MEPSP                    CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
              50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
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gi|288 ADGDGMLGLDEFAVLVKQ                      
              100                              
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 74.6  bits: 18.8 E():   35 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (11-40:5-32) 
 
               10        20        30        40        50        60 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                 :  : .::. :  .. .:... :: ::.::                     
gi|300       MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMAT 
                     10          20        30        40        50   
 
               70        80                                         
2MEPSP LKQLGADVDCFLGTDCPPVR                                         
                                                                    
gi|300 TANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYE 
             60        70        80        90       100       110   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 74.6  bits: 18.8 E():   35 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (11-40:5-32) 
 
               10        20        30        40        50        60 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                 :  : .::. :  .. .:... :: ::.::                     
gi|300       MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMAT 
                     10          20        30        40        50   
 
               70        80                                         
2MEPSP LKQLGADVDCFLGTDCPPVR                                         
                                                                    
gi|300 TANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYE 
             60        70        80        90       100       110   
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.6  bits: 20.2 E():   35 
Smith-Waterman score: 49; 33.3% identity (60.6% similar) in 33 aa overlap (37-69:94-121) 
 
         10        20        30        40        50        60       
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::   .:  :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVP---QR--GNITIHLQQFNE 
            70        80        90       100            110         
 
         70        80                                               
2MEPSP DVDCFLGTDCPPVR                                               
       :.:                                                          
gi|144 DLDKMTPDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEA 
      120       130       140       150       160       170         
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.6  bits: 19.2 E():   35 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (46-70:59-82) 
 
          20        30        40        50        60        70      
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
          80                                                        
2MEPSP CPPVR                                                        
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.6  bits: 19.2 E():   35 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (46-70:59-82) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2788

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

          20        30        40        50        60        70      
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
          80                                                        
2MEPSP CPPVR                                                        
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 74.2  bits: 19.9 E():   37 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (16-43:7-33) 
 
               10        20        30        40        50        60 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                      :..:..:   : .: : . : :. :..:                  
gi|198          MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPEKAQLLES 
                        10        20         30        40        50 
 
               70        80                                         
2MEPSP LKQLGADVDCFLGTDCPPVR                                         
                                                                    
gi|198 FTSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPS 
               60        70        80        90       100       110 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 49; 23.2% identity (60.9% similar) in 69 aa overlap (5-72:135-197) 
 
                                         10        20        30     
2MEPSP                           CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                                     .:..: :   :  : ...  ....  :: . 
gi|258 GWDPYVPSSKRKHTRRGVGVDGLIDDIIAILPIDDLKALFQEKL-ETSPDFKAFYDAVRS 
          110       120       130       140        150       160    
 
            40        50        60        70        80              
2MEPSP AG-GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR              
           . . .:...:...     ::.  :.. :.::: ..                      
gi|258 PEFQSIVQTLNAMPEYQ-----DLLQKLRDKGVDVDHYIELIRALFGLTRAARNLQDDLN 
           170       180            190       200       210         
 
gi|258 DFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFANFYNFLKGH 
      220       230       240       250       260       270         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (43-72:361-385) 
 
             20        30        40        50        60        70   
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
             80   
2MEPSP GTDCPPVR   
                  
gi|284 ELIRSLFGLP 
         390      
 
>>gi|116174182|emb|CAL59819.1| hyaluronidase homologue [  (323 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.8  bits: 19.9 E():   39 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (38-69:66-94) 
 
        10        20        30        40          50        60      
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|116 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
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          40        50        60        70             80        90 
 
          70        80                                              
2MEPSP ADVDCFLGTDCPPVR                                              
        ..:                                                         
gi|116 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespula v  (340 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.4  bits: 19.9 E():   41 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (38-69:66-94) 
 
        10        20        30        40          50        60      
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|621 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
          70        80                                              
2MEPSP ADVDCFLGTDCPPVR                                              
        ..:                                                         
gi|621 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 45; 27.7% identity (50.8% similar) in 65 aa overlap (6-69:110-167) 
 
                                        10        20         30     
2MEPSP                          CGGKFPVEDAKEEVQLFLGNAGIAM-RSLTAAVTA 
                                     : .:  .::: .   ::. . :..  . .  
gi|158 DGVTDATGTYTIELKDSHEEDICQVVLVASPRKDC-DEVQALRDRAGVLLTRNVGISDSL 
      80        90       100       110        120       130         
 
           40        50        60        70        80 
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
         .:    .  ::     :.   .. :::: .: :            
gi|158 RPANPLGYFKDVPL----PV--CAALLKQLDSDDDDDQ         
      140       150             160       170         
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.1 E():   45 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (20-39:67-86) 
 
                          10        20        30        40          
2MEPSP            CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
      50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                       
gi|833 EKEESDEDMGFGLFD                 
        100       110                  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.1 E():   45 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (20-39:67-86) 
 
                          10        20        30        40          
2MEPSP            CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
      50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                       
gi|668 EKEESDEDMGFGLFD                 
        100       110                  
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>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.5  bits: 19.6 E():   46 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (11-62:5-62) 
 
               10        20        30        40              50     
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV------PRMRERPI 
                 :  : :::  : .:  . . :. :. . :: .  :.      : .... . 
gi|119       MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAAGKITPTQEQKLM 
                     10        20        30        40        50     
 
           60        70        80                                   
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVR                                   
        :. ::.:                                                     
gi|119 EDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDAT 
           60        70        80        90       100       110     
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 18.5 E():   48 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (33-65:28-60) 
 
             10        20        30        40        50        60   
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :.. :: . .  :.  .. : .:: . :   
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCM 
                  10        20        30        40        50        
 
             70        80                                           
2MEPSP QLGADVDCFLGTDCPPVR                                           
       . :                                                          
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.0  bits: 19.9 E():   49 
Smith-Waterman score: 48; 27.5% identity (45.1% similar) in 51 aa overlap (25-75:66-115) 
 
                     10        20        30        40        50     
2MEPSP       CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   ..   :: .  : : :. :     . 
gi|581 KYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEF 
          40        50        60        70        80        90      
 
           60        70        80                                   
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVR                                   
        : ..   .   ::: :.  :                                        
gi|581 DDAMIKDISSHDDVD-FIEPDFVVRTTTNGTNLTHQDNVPSWGLARVGSKKPGGTTYYYD 
         100       110        120       130       140       150     
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.7  bits: 17.8 E():   51 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (28-47:69-88) 
 
                  10        20        30        40        50        
2MEPSP    CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVR 
                               
gi|105 T                       
                               
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 71.6  bits: 19.9 E():   52 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (16-62:346-393) 
 
                              10        20        30         40     
2MEPSP                CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2791

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
           50        60        70        80                         
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR                         
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 71.5  bits: 19.9 E():   52 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (16-62:346-393) 
 
                              10        20        30         40     
2MEPSP                CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
           50        60        70        80                         
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR                         
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (3-33:6-35) 
 
                  10        20        30        40        50        
2MEPSP    CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
            :.. . : .:. . :: . :...   ::: :                         
gi|144 MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKN 
               10         20        30        40        50          
 
        60        70        80                                      
2MEPSP VVGLKQLGADVDCFLGTDCPPVR                                      
                                                                    
gi|144 TEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASV 
      60        70        80        90       100       110          
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (10-45:238-273) 
 
                                    10        20        30          
2MEPSP                      CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
      40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
       : .  :                                    
gi|313 TAAAGGYKV                                 
       270                                       
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (22-65:17-60) 
 
               10        20        30        40        50        60 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                            : :  ::..:...  :..    .. :... . :  ..   
gi|130      MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKD 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP LKQLGADVDCFLGTDCPPVR                                         
       ... :                                                        
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gi|130 FEEPGHLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPG 
          60        70        80        90       100       110      
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (51-69:40-58) 
 
               30        40        50        60        70        80 
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (19-45:276-298) 
 
                           10        20        30        40         
2MEPSP             CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
       50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.6 E():   58 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (18-44:107-133) 
 
                            10        20        30        40        
2MEPSP              CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
        50        60        70        80                            
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR                            
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.5  bits: 18.5 E():   59 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (23-47:121-145) 
 
                       10        20        30        40        50   
2MEPSP         CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
             60        70        80              
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVR              
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.5  bits: 18.2 E():   60 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (58-77:84-104) 
 
        30        40        50        60         70        80       
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVR       
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
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gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 70.4  bits: 18.5 E():   60 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (1-17:172-189) 
 
                                             10         20          
2MEPSP                               CGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|313 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
      30        40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 70.4  bits: 18.5 E():   60 
Smith-Waterman score: 44; 50.0% identity (66.7% similar) in 18 aa overlap (1-17:172-189) 
 
                                             10         20          
2MEPSP                               CGGKFPVEDAK-EEVQLFLGNAGIAMRSLT 
                                     :  .:  :::: :. .::             
gi|476 AREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDAKCERGKLFANCCK        
             150       160       170       180       190            
 
      30        40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.4  bits: 15.0 E():   60 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (33-47:2-16) 
 
             10        20        30        40        50        60   
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . . : .:                
gi|320                              YTTEGGTKSEAEDVIPE               
                                            10                      
 
             70        80 
2MEPSP QLGADVDCFLGTDCPPVR 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (29-57:11-42) 
 
               10        20        30        40           50        
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDL 
                                   :... ::    ...:::   ::..  . :... 
gi|116                   MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSV 
                                 10        20        30        40   
 
        60        70        80                                      
2MEPSP VVGLKQLGADVDCFLGTDCPPVR                                      
                                                                    
gi|116 ENIEGNGGPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNE 
             50        60        70        80        90       100   
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.0  bits: 18.5 E():   63 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (4-38:96-129) 
 
                                          10        20        30    
2MEPSP                            CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
            40        50        60        70        80              
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR              
          ::                                                        
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gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (28-47:232-251) 
 
                  10        20        30        40        50        
2MEPSP    CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVR 
                               
gi|898 AK                      
                               
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (29-45:112-128) 
 
                 10        20        30        40        50         
2MEPSP   CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
       60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVR 
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (24-70:80-121) 
 
                      10        20        30        40        50    
2MEPSP        CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
            60        70        80   
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVR   
        : ... :  . :: ::             
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY 
          110       120       130    
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (22-66:17-61) 
 
               10        20        30        40        50        60 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                            : ...  .::. .. ::.    .. :...   :. ..   
gi|622      MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKE 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP LKQLGADVDCFLGTDCPPVR                                         
       ... ::                                                       
gi|622 FSEPGALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPG 
          60        70        80        90       100       110      
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 19.2 E():   67 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (54-70:7-23) 
 
            30        40        50        60        70        80    
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR    
                                     :  : .:.:.: : .::              
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gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 19.2 E():   67 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (54-70:7-23) 
 
            30        40        50        60        70        80    
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR    
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.3  bits: 18.2 E():   69 
Smith-Waterman score: 52; 28.2% identity (66.7% similar) in 39 aa overlap (2-38:132-170) 
 
                                            10         20           
2MEPSP                              CGGKFPVEDAKEEV-QLFLGNAG-IAMRSLT 
                                     : ::  ..: . . :. . ..: : ....  
gi|184 DDVVAKAFLAFADEEGNIDCDTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI 
             110       120       130       140       150       160  
 
      30        40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
         .::.::.                                           
gi|184 QMLTAGGGDDAAAEEA                                    
             170                                           
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.5 E():   74 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (4-22:82-100) 
 
                                          10        20        30    
2MEPSP                            CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
            40        50        60        70        80 
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                                       
gi|188 QSGAIYV                                         
                                                       
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.3 E():   75 
Smith-Waterman score: 46; 26.7% identity (46.7% similar) in 45 aa overlap (25-69:64-108) 
 
                     10        20        30        40        50     
2MEPSP       CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   .. . :: .  : : :. :     . 
gi|238 KYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEF 
            40        50        60        70        80        90    
 
           60        70        80                                   
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVR                                   
        : ..   .   :::                                              
gi|238 DDAMIKDISNHDDVDYIEPDFVVRTSTNGTNLTRQENVPSWGLARVGSKQAGGTTYYYDS 
           100       110       120       130       140       150    
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 17.5 E():   83 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (56-70:107-121) 
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          30        40        50        60        70        80   
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR   
                                     :. . :  . :: ::             
gi|249 KREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFDCSKIQSTIFRGYY 
         80        90       100       110       120       130    
 
>>gi|239735|gb|AAB20453.1| Car b I=major allergen [Carpi  (40 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.7  bits: 15.8 E():   84 
Smith-Waterman score: 42; 32.1% identity (60.7% similar) in 28 aa overlap (30-54:11-38) 
 
               10        20        30        40           50        
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDL 
                                    ... ::    .:::::   .:..  . :    
gi|239                    GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAIXK  
                                  10        20        30        40  
 
        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVR 
 
>>gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma sacch  (284 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 44; 21.3% identity (53.2% similar) in 47 aa overlap (7-53:4-50) 
 
               10        20        30        40        50        60 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
             ..   . ..:   ::     .: : .  :. .:  .:. :  ....:        
gi|203    MEAIKKKMQAMKLEKDNAMDKADALEAQARDANRKADKILEEVQDLKKKPSQVETDF 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP LKQLGADVDCFLGTDCPPVR                                         
                                                                    
gi|203 TTTKENLATANKNLEDKEKTLTNTESEVASLNRKVQMIEENLERSEERLGTALTKLGEAS 
        60        70        80        90       100       110        
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (39-69:5-35) 
 
       10        20        30        40        50        60         
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|416                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
       70        80                                                 
2MEPSP DCFLGTDCPPVR                                                 
       :                                                            
gi|416 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (39-69:5-35) 
 
       10        20        30        40        50        60         
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|461                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
       70        80                                                 
2MEPSP DCFLGTDCPPVR                                                 
       :                                                            
gi|461 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (39-69:5-35) 
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       10        20        30        40        50        60         
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.         :. . :...: :. 
gi|117                           MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDA 
                                         10        20        30     
 
       70        80                                                 
2MEPSP DCFLGTDCPPVR                                                 
       :                                                            
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.6 E():   88 
Smith-Waterman score: 50; 30.4% identity (60.9% similar) in 46 aa overlap (17-62:24-62) 
 
                      10        20        30        40        50    
2MEPSP        CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                              . ..:: :  .  ::. ::.:. :      : ....  
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAPTT-PAAAGAAAGKIT------PTQEQKL 
               10        20        30         40              50    
 
            60        70        80                                  
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVR                                  
       . :. ::.:                                                    
gi|119 MEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDA 
            60        70        80        90       100       110    
 
>>gi|239734|gb|AAB20452.1| Bet v I=major allergen [Betul  (43 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.2  bits: 15.8 E():   89 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (29-45:10-26) 
 
               10        20        30        40        50        60 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                                   :... ::    ...:::                
gi|239                    GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAIXXV 
                                  10        20        30        40  
 
               70        80 
2MEPSP LKQLGADVDCFLGTDCPPVR 
                            
gi|239 EN                   
                            
 
>>gi|3288200|emb|CAA11042.1| latex allergen [Hevea brasi  (388 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.2  bits: 18.9 E():   90 
Smith-Waterman score: 45; 26.5% identity (49.0% similar) in 49 aa overlap (31-79:58-97) 
 
               10        20        30        40        50        60 
2MEPSP CGGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                                     : :..::  : .: . :   ..:: .     
gi|328 IPGIILASLESKLQDLDGPDARIADYFDIIAGTSTGGLITTMLTA-PNEDKKPIYQ---- 
        30        40        50        60        70         80       
 
               70        80                                         
2MEPSP LKQLGADVDCFLGTDCPPVR                                         
           . :.  :   .:: .                                          
gi|328 ----AKDIKDFYLENCPKIFPKESRDTYDPIHSIGPIYDGEYLRELCNNLLKDLTVKDTL 
                 90       100       110       120       130         
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 41; 23.7% identity (60.5% similar) in 38 aa overlap (45-77:104-140) 
 
           20        30        40        50        60               
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
      70        80                  
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2MEPSP CFLGTDCPPVR                  
        : ..: :                     
gi|236 AFCNVDIPIGIGGVCYWLSYPMNPATGH 
            140       150       160 
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 42; 71.4% identity (100.0% similar) in 7 aa overlap (64-70:23-29) 
 
            40        50        60        70        80              
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR              
                                     .::.:::                        
gi|162         MAMAGVFVLFSFVLCGFLPDAAFGAEVDCSRFPNATDKEGKDVLVCNKDLRP 
                       10        20        30        40        50   
 
gi|162 ICGTDGVTYTNDCLLCAYSIEFGTNISKEHDGECKETVPMNCSSYANTTSEDGKVMVLCN 
             60        70        80        90       100       110   
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 66.3  bits: 18.9 E(): 1e 
Smith-Waterman score: 47; 27.5% identity (70.0% similar) in 40 aa overlap (1-40:333-371) 
 
                                             10        20        30 
2MEPSP                               CGGKFPVEDAKEEVQLFLGNAGIAMRSLTA 
                                     : :. ::.  .:..    ...: :... :  
gi|857 DVPDEIQGFLPSSLFPLARRMPQSTTLVPHCRGSRPVHR-RERLTQASASVGEAVEDATE 
            310       320       330       340        350       360  
 
               40        50        60        70        80           
2MEPSP AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR           
       .. :....::                                                   
gi|857 SAKASASSATDSAASAVSEGTETVKSGASVASDSASSAASEATKSVKSAASEVTNSASSA 
             370       380       390       400       410       420  
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.9 E(): 1e 
Smith-Waterman score: 42; 71.4% identity (100.0% similar) in 7 aa overlap (64-70:23-29) 
 
            40        50        60        70        80              
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR              
                                     .::.:::                        
gi|209         MAMAGVFVLFSFVLCGFLPDAVFGAEVDCSRFPNATDMEGKDVLVCNKDLRP 
                       10        20        30        40        50   
 
gi|209 ICGTDGVTYTNDCLLCAYSVEFGTNISKEHDGECKETVPMNCSSYANTTSEDGKVMVLCN 
             60        70        80        90       100       110   
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.9 E(): 1e 
Smith-Waterman score: 42; 71.4% identity (100.0% similar) in 7 aa overlap (64-70:23-29) 
 
            40        50        60        70        80              
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR              
                                     .::.:::                        
gi|124         MAMAGVFVLFSFVLCGFLPDAAFGAEVDCSRFPNATDKEGKDVLVCNKDLRP 
                       10        20        30        40        50   
 
gi|124 ICGTDGVTYTNDCLLCAYSIEFGTNISKEHDGECKETVPMNCSSYANTTSEDGKVMVLCN 
             60        70        80        90       100       110   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:32 2011 done: Tue Apr 19 10:57:32 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
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FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 82  - 161 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32    14     8:==*== 
  34    20    22:=======* 
  36    41    44:==============* 
  38    98    73:========================*======== 
  40    60   102:====================             * 
  42   114   125:======================================   * 
  44   124   138:==========================================   * 
  46   141   140:==============================================* 
  48   164   134:============================================*========== 
  50    95   122:================================        * 
  52    91   108:===============================    * 
  54    68    92:=======================       * 
  56    63    77:=====================    * 
  58   139    63:====================*========================== 
  60    49    51:================* 
  62    21    41:=======      * 
  64    22    33:========  * 
  66    22    26:========* 
  68    11    20:====  * 
  70    16    16:=====* 
  72     9    12:===* 
  74    15    10:===*= 
  76    12     8:==*= 
  78     7     6:=*= 
  80    11     5:=*== 
  82    21     3:*====== 
  84     9     3:*== 
  86     5     2:*= 
  88     7     2:*==        inset = represents 1 library sequences 
  90     3     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     1     0:=         *= 
 106     2     0:=         *== 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.54960.00326; mu= 8.4122 0.168 
 mean_var=32.0615 8.782, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.226507 
 Kolmogorov-Smirnov  statistic: 0.0605 (N=29) at  56 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
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The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 24.8    0.45 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 24.5    0.56 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 24.5    0.56 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 23.8    0.89 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 23.5     1.1 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 23.2     1.4 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 24.4     1.6 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 22.8     1.7 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 22.5     2.2 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   56 22.5     2.2 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 23.4       3 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.8     3.4 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   54 21.8     3.6 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   53 21.5       4 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   60 23.7       4 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 21.2     5.4 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 21.2     5.4 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 22.5     5.9 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 21.5     6.1 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 21.2     6.2 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 22.5     6.5 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 22.5     6.5 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   51 20.9     6.7 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.9     6.8 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.9     6.8 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.5     8.5 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.5     8.5 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.8     8.6 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   54 21.8     8.9 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   51 20.9     9.3 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   56 22.4     9.4 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.4      10 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.8      11 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.5      11 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.5      11 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.5      12 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 21.2      12 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.5      12 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.5      12 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.5      12 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.5      12 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.5      12 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.5      12 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.5      12 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.5      12 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.5      12 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.5      12 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.5      12 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.5      12 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.5      12 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.5      12 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.5      12 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 21.2      12 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.5      12 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.4      12 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.5      12 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.9      13 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 20.2      13 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 21.2      14 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 21.1      15 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.1      15 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   58 23.1      15 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   48 19.9      15 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.8      16 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   47 19.6      17 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.9      17 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.8      18 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.8      18 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.8      18 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 17.0      18 
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gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.8      20 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   51 20.8      20 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 21.1      20 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   46 19.2      21 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.6      22 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   47 19.5      23 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   52 21.1      24 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 19.2      25 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.5      25 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   47 19.5      25 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   45 18.9      26 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   45 18.9      26 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 19.2      28 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 19.2      28 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.8      30 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 20.2      30 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 19.2      31 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.5      32 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.5      32 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.5      32 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 19.2      32 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.6      32 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.6      33 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.9      33 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.9      33 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 20.2      34 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.2      34 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 19.2      35 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 19.2      35 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   49 20.2      37 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.8      38 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   49 20.2      40 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 20.2      40 
gi|116174182|emb|CAL59819.1| hyaluronidase homolog ( 323)   48 19.8      41 
gi|1588669|prf||2209273A Zm13                      ( 170)   45 18.9      41 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 18.2      42 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 18.2      42 
gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespu ( 340)   48 19.8      43 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.6      46 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 15.4      46 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.9      47 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.5      48 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 18.2      50 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 18.2      50 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.8      52 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 19.2      54 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.8      55 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.8      56 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 19.2      56 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 18.2      57 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.6      58 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 19.2      59 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 18.2      61 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.5      62 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.9      62 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.5      62 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.9      63 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.9      63 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.9      64 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.6      69 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.2      70 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.2      70 
gi|239735|gb|AAB20453.1| Car b I=major allergen [C (  40)   36 16.0      71 
gi|239734|gb|AAB20452.1| Bet v I=major allergen [B (  43)   36 16.0      76 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.6      78 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 19.2      79 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   40 17.3      80 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   40 17.3      80 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.3      81 
gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma s ( 284)   44 18.5      87 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   36 16.0      90 
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gi|320546|pir||B45786 major pollen allergen Bet v  (  51)   36 16.0      90 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   36 16.0      90 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   44 18.5      90 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   41 17.6      94 
gi|3288200|emb|CAA11042.1| latex allergen [Hevea b ( 388)   45 18.8      95 
gi|121308880|dbj|BAF43535.1| protease inhibitor [A (  84)   38 16.6      96 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   42 17.9      98 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   42 17.9      99 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   42 17.9      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 108.7  bits: 24.8 E(): 0.45 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (10-34:61-85) 
 
                                    10        20        30          
2MEPSP                      GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
      40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                                 
gi|145 DEDGDGMIGVDEFVTLVKA                       
              100                                
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 107.0  bits: 24.5 E(): 0.56 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (10-65:60-104) 
 
                                    10        20        30          
2MEPSP                      GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
      40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
       .. ::     ..  :: ..:. ...:                
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG            
                90        100                    
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 107.0  bits: 24.5 E(): 0.56 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (10-65:60-104) 
 
                                    10        20        30          
2MEPSP                      GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
      40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
       .. ::     ..  :: ..:. ...:                
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG            
                90        100                    
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 103.4  bits: 23.8 E(): 0.89 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (10-57:60-106) 
 
                                    10        20        30          
2MEPSP                      GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
      40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
        : ::  ..  . . :::                        
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gi|208 DV-DGDGKIGIEEFTDLVRSK                     
      90        100                              
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 101.6  bits: 23.5 E():  1.1 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (10-34:61-85) 
 
                                    10        20        30          
2MEPSP                      GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
      40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                                 
gi|145 DSDGDGKIGVDEFAAMVKA                       
              100                                
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 99.9  bits: 23.2 E():  1.4 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (10-34:61-85) 
 
                                    10        20        30          
2MEPSP                      GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
      40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                                 
gi|222 DSDGDGKIGAEEFAALVTA                       
              100                                
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  62  Z-score: 98.6  bits: 24.4 E():  1.6 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (15-72:8-62) 
 
               10        20        30        40        50        60 
2MEPSP GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
                     ::.:..:   . .. : .: .:  ::::     . .   . .. .. 
gi|324        MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSKVIENF 
                      10        20         30        40        50   
 
               70        80                                         
2MEPSP KQLGADVDCFLGTDCPPVRV                                         
       : ::  :.  ::                                                 
gi|324 KALG--VNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 98.1  bits: 22.8 E():  1.7 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (10-34:61-85) 
 
                                    10        20        30          
2MEPSP                      GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
      40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                                 
gi|179 DSDGDGKIGVDEFAALVKA                       
              100                                
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 96.3  bits: 22.5 E():  2.2 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (10-34:61-85) 
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                                    10        20        30          
2MEPSP                      GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
      40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                                 
gi|294 DSDGDGKIGIDEFAAMIKG                       
              100                                
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 96.3  bits: 22.5 E():  2.2 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (10-34:61-85) 
 
                                    10        20        30          
2MEPSP                      GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|288 FKACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
      40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                                 
gi|288 DSDGDGKIGVDEFAAMIKG                       
              100                                
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 93.8  bits: 23.4 E():    3 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (9-44:252-287) 
 
                                     10        20        30         
2MEPSP                       GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
       40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
       : .  :                                     
gi|144 TAAAGGYKV                                  
             290                                  
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 93.0  bits: 21.8 E():  3.4 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (10-32:59-81) 
 
                                    10        20        30          
2MEPSP                      GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
      40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                                 
gi|288 DADGDGMLGLDEFAVLVKQ                       
       90       100                              
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 92.5  bits: 21.8 E():  3.6 
Smith-Waterman score: 54; 30.5% identity (52.5% similar) in 59 aa overlap (10-68:60-107) 
 
                                    10        20        30          
2MEPSP                      GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA----- 
      30        40        50        60        70        80          
 
      40        50        60        70        80 
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2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
       ..  :         ::  .:. ..:: ::             
gi|131 FLKAGDSD------GDGKIGVDEFGALVDKWGAKG       
           90             100       110          
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 91.7  bits: 21.5 E():    4 
Smith-Waterman score: 53; 35.0% identity (65.0% similar) in 20 aa overlap (62-79:24-43) 
 
              40        50        60          70        80          
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRV          
                                     :: ....  :  : :: :..           
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  60  Z-score: 91.6  bits: 23.7 E():    4 
Smith-Waterman score: 60; 27.5% identity (68.6% similar) in 51 aa overlap (6-56:184-233) 
 
                                        10        20        30      
2MEPSP                          GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     .::.....:  : . ..:.:...: ..:   
gi|845 MTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISA-LSAEL 
           160       170       180       190       200        210   
 
          40        50        60        70        80                
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV                
        .   .::.. : :..   ::                                        
gi|845 EECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADLDETT 
            220       230       240       250       260       270   
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.3  bits: 21.2 E():  5.4 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (11-34:62-85) 
 
                                   10        20        30        40 
2MEPSP                     GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
               50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                                
gi|209 ADGDGMIGIDEFAVLVKQ                       
             100                                
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.3  bits: 21.2 E():  5.4 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (11-34:62-85) 
 
                                   10        20        30        40 
2MEPSP                     GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
               50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                                
gi|249 ADGDGMIGIDEFAVLVKQ                       
             100                                
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 88.6  bits: 22.5 E():  5.9 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (9-44:248-283) 
 
                                     10        20        30         
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2MEPSP                       GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
       40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
       : .  :                                     
gi|239 TAATGGYKV                                  
       280                                        
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.4  bits: 21.5 E():  6.1 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (18-61:87-141) 
 
                            10        20        30        40        
2MEPSP              GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
                   50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
           .. ::: . . :: . ..: .                    
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT         
        120       130       140       150           
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.2  bits: 21.2 E():  6.2 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (55-71:98-114) 
 
           30        40        50        60        70        80  
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV  
                                     ::. .:.. :.::: :.           
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
        70        80        90       100       110       120     
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.9  bits: 22.5 E():  6.5 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (9-44:274-309) 
 
                                     10        20        30         
2MEPSP                       GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
       40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
       : .  :                                     
gi|398 TAATGGYKV                                  
           310                                    
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.9  bits: 22.5 E():  6.5 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (9-44:274-309) 
 
                                     10        20        30         
2MEPSP                       GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
       40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
       : .  :                                     
gi|330 TAATGGYKV                                  
           310                                    
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.7  bits: 20.9 E():  6.7 
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Smith-Waterman score: 51; 40.0% identity (68.0% similar) in 25 aa overlap (10-34:59-83) 
 
                                    10        20        30          
2MEPSP                      GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.:. : : :      
gi|777 FKACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAG 
       30        40        50        60        70        80         
 
      40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                                 
gi|777 DSDGDGKIGVDEFAAMVKH                       
       90       100                              
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.5  bits: 20.9 E():  6.8 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (11-34:62-85) 
 
                                   10        20        30        40 
2MEPSP                     GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
               50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                                
gi|288 ADGDGMIGIDEFAVWVKQ                       
             100                                
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.5  bits: 20.9 E():  6.8 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (10-34:61-85) 
 
                                    10        20        30          
2MEPSP                      GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
      40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                                 
gi|207 DSDGDGKIGVEEFQALVKA                       
              100                                
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.8  bits: 20.5 E():  8.5 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (10-32:61-83) 
 
                                    10        20        30          
2MEPSP                      GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
      40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                                 
gi|145 DSDGDGKIGVDEFGAMIKA                       
              100                                
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.8  bits: 20.5 E():  8.5 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (10-32:61-83) 
 
                                    10        20        30          
2MEPSP                      GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
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      40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                                 
gi|148 DSDGDGKIGVDEFGAMIKA                       
              100                                
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.7  bits: 21.8 E():  8.6 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (9-44:227-262) 
 
                                     10        20        30         
2MEPSP                       GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
       40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
       : .  :                                     
gi|180 TAAAGGYKV                                  
        260                                       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 85.4  bits: 21.8 E():  8.9 
Smith-Waterman score: 54; 23.2% identity (62.3% similar) in 69 aa overlap (4-71:14-76) 
 
                         10        20        30         40          
2MEPSP           GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                    .:..: :   :  : .... ....  :: .    . . .:...:... 
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKL-ETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQ 
               10        20         30        40        50          
 
      50        60        70        80                              
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRV                              
            ::.  :.. :.::: ..                                       
gi|225 -----DLLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMD 
           60        70        80        90       100       110     
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.1  bits: 20.9 E():  9.3 
Smith-Waterman score: 51; 45.5% identity (72.7% similar) in 11 aa overlap (69-79:66-76) 
 
       40        50        60        70        80                   
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV                   
                                     ::  .:: :..                    
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 85.0  bits: 22.4 E():  9.4 
Smith-Waterman score: 56; 31.6% identity (68.4% similar) in 38 aa overlap (42-79:262-294) 
 
              20        30        40        50        60        70  
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
              80                                                    
2MEPSP GTDCPPVRV                                                    
        .:   .:                                                     
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 84.2  bits: 22.4 E():   10 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (45-71:454-481) 
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           20        30        40        50         60        70    
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
            80   
2MEPSP DCPPVRV   
                 
gi|424 IKKLFGLSH 
           490   
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 83.7  bits: 20.8 E():   11 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (24-39:142-161) 
 
                      10        20        30            40          
2MEPSP        GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
      50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                       
gi|249 GYKV                            
                                       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.5  bits: 21.5 E():   11 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (18-44:251-277) 
 
                            10        20        30        40        
2MEPSP              GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (18-44:252-278) 
 
                            10        20        30        40        
2MEPSP              GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   12 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (18-44:255-281) 
 
                            10        20        30        40        
2MEPSP              GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 83.4  bits: 21.2 E():   12 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (55-71:202-218) 
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           30        40        50        60        70        80  
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV  
                                     ::. .:.. :.::: :.           
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             180       190       200       210       220         
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.5 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (20-44:260-284) 
 
                          10        20        30        40          
2MEPSP            GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.5 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (20-44:260-284) 
 
                          10        20        30        40          
2MEPSP            GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.5 E():   12 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (18-44:258-284) 
 
                            10        20        30        40        
2MEPSP              GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.5 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (20-44:260-284) 
 
                          10        20        30        40          
2MEPSP            GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.5 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (20-44:260-284) 
 
                          10        20        30        40          
2MEPSP            GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
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>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.5 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (20-44:260-284) 
 
                          10        20        30        40          
2MEPSP            GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.5 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (20-44:260-284) 
 
                          10        20        30        40          
2MEPSP            GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.5 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (20-44:260-284) 
 
                          10        20        30        40          
2MEPSP            GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.5 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (20-44:260-284) 
 
                          10        20        30        40          
2MEPSP            GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.5 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (20-44:260-284) 
 
                          10        20        30        40          
2MEPSP            GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.5 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (20-44:260-284) 
 
                          10        20        30        40          
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2MEPSP            GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.5 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (20-44:260-284) 
 
                          10        20        30        40          
2MEPSP            GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.5 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (20-44:260-284) 
 
                          10        20        30        40          
2MEPSP            GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.5 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (20-44:260-284) 
 
                          10        20        30        40          
2MEPSP            GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.5 E():   12 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (20-44:260-284) 
 
                          10        20        30        40          
2MEPSP            GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.2  bits: 21.2 E():   12 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (55-71:205-221) 
 
           30        40        50        60        70        80  
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV  
                                     ::. .:.. :.::: :.           
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          180       190       200       210       220       230  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
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 initn:  53 init1:  53 opt:  53  Z-score: 83.2  bits: 21.5 E():   12 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (18-44:261-287) 
 
                            10        20        30        40        
2MEPSP              GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 83.2  bits: 22.4 E():   12 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (43-75:341-374) 
 
             20        30        40         50        60        70  
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
              80                                                    
2MEPSP GTDCPPVRV                                                    
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.1  bits: 21.5 E():   12 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (18-44:266-292) 
 
                            10        20        30        40        
2MEPSP              GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.2  bits: 19.9 E():   13 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (10-34:61-85) 
 
                                    10        20        30          
2MEPSP                      GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
      40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                                 
gi|207 DSDGDGKIGVEEFQALVKA                       
              100                                
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 82.2  bits: 20.2 E():   13 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (54-76:12-38) 
 
            30        40        50        60            70          
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
      80                                                            
2MEPSP V                                                            
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
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              50        60        70        80        90       100  
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.8  bits: 21.2 E():   14 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (9-44:238-273) 
 
                                     10        20        30         
2MEPSP                       GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
       40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
       : .  :                                     
gi|313 TAATGGYKV                                  
       270                                        
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 21.1 E():   15 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (9-44:246-281) 
 
                                     10        20        30         
2MEPSP                       GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
       40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
       : .  :                                     
gi|295 TAATGGYKV                                  
         280                                      
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 81.4  bits: 22.1 E():   15 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (43-75:341-374) 
 
             20        30        40         50        60        70  
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
              80                                                    
2MEPSP GTDCPPVRV                                                    
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 81.3  bits: 23.1 E():   15 
Smith-Waterman score: 58; 32.3% identity (58.1% similar) in 31 aa overlap (50-80:943-968) 
 
      20        30        40        50        60        70          
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
      80                                                            
2MEPSP V                                                            
       .                                                            
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 81.2  bits: 19.9 E():   15 
Smith-Waterman score: 48; 38.1% identity (61.9% similar) in 21 aa overlap (62-79:48-68) 
 
              40        50        60          70         80         
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2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRV         
                                     :: ...:  :   : :: :..          
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (55-72:295-313) 
 
           30        40        50         60        70        80    
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRV    
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.5  bits: 19.6 E():   17 
Smith-Waterman score: 47; 41.0% identity (53.8% similar) in 39 aa overlap (10-44:61-96) 
 
                                    10        20        30          
2MEPSP                      GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA----AG 
                                     .::..::: :     :.:: . :     :: 
gi|193 FHKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAG 
               40        50        60        70        80        90 
 
          40        50        60        70        80 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
        :   : ::                                     
gi|193 DN---VGDGKIGIDEFNHLVKH                        
                 100                                 
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 80.2  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (46-78:78-105) 
 
          20        30        40        50         60        70     
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
           80                                   
2MEPSP CPPVRV                                   
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.1  bits: 20.8 E():   18 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (9-44:238-273) 
 
                                     10        20        30         
2MEPSP                       GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
       40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
       : .  :                                     
gi|313 TAATGGYKV                                  
       270                                        
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.1  bits: 20.8 E():   18 
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Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (9-44:238-273) 
 
                                     10        20        30         
2MEPSP                       GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
       40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
       : .  :                                     
gi|168 TAATGGYKV                                  
       270                                        
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.1  bits: 20.8 E():   18 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (9-44:238-273) 
 
                                     10        20        30         
2MEPSP                       GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
       40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
       : .  :                                     
gi|313 TAATGGYKV                                  
       270                                        
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 79.9  bits: 17.0 E():   18 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (32-46:2-16) 
 
              10        20        30        40        50        60  
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . : : .:                
gi|320                              YTTEGGTKSEVEDVIPEGWK            
                                            10        20            
 
              70        80 
2MEPSP QLGADVDCFLGTDCPPVRV 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 20.8 E():   20 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (20-44:280-304) 
 
                          10        20        30        40          
2MEPSP            GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
      50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 79.2  bits: 20.8 E():   20 
Smith-Waterman score: 51; 28.0% identity (58.0% similar) in 50 aa overlap (15-64:8-56) 
 
               10        20        30        40        50        60 
2MEPSP GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
                     :..:..:   . .. : .: .:. :..:     . .   : ::  . 
gi|107        MAHKSKILIIGGTGYIGKFIVEA-SAKSGHPTFALVRESTVSDPVKGKLVEKF 
                      10        20         30        40        50   
 
               70        80                                         
2MEPSP KQLGADVDCFLGTDCPPVRV                                         
       : ::                                                         
gi|107 KGLGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSE 
             60        70        80        90       100       110   
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>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.9  bits: 21.1 E():   20 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (5-29:22-45) 
 
                                10        20        30        40    
2MEPSP                  GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                            ::..: :.:. :: .:. . ::: :               
gi|113 MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNIIDKCWRCK 
               10        20         30        40        50          
 
            50        60        70        80                        
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV                        
                                                                    
gi|113 ADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWI 
      60        70        80        90       100       110          
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (10-28:61-79) 
 
                                    10        20        30          
2MEPSP                      GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.::            
gi|179 FAKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAG 
               40        50        60        70        80        90 
 
      40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                                 
gi|179 DSDGDGKIGVDEFTALVKA                       
              100                                
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.4  bits: 18.6 E():   22 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (69-78:38-47) 
 
       40        50        60        70        80                   
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV                   
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.1  bits: 19.5 E():   23 
Smith-Waterman score: 47; 45.5% identity (63.6% similar) in 11 aa overlap (69-79:66-76) 
 
       40        50        60        70        80                   
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV                   
                                     ::   :: :..                    
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 77.7  bits: 21.1 E():   24 
Smith-Waterman score: 52; 35.0% identity (65.0% similar) in 20 aa overlap (62-79:383-402) 
 
              40        50        60          70        80          
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRV          
                                     :: ....  :  : :: :..           
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
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>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.4  bits: 19.2 E():   25 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (70-79:48-57) 
 
      40        50        60        70        80                    
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV                    
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (28-53:11-39) 
 
               10        20        30        40           50        
2MEPSP GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLV 
                                  :... ::    .:::::   .:..  . :     
gi|226                  MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVE 
                                10        20        30        40    
 
        60        70        80                                      
2MEPSP VGLKQLGADVDCFLGTDCPPVRV                                      
                                                                    
gi|226 NVEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHEL 
            50        60        70        80        90       100    
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 47; 45.5% identity (63.6% similar) in 11 aa overlap (69-79:66-76) 
 
       40        50        60        70        80                   
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV                   
                                     ::   :: :..                    
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.9  bits: 18.9 E():   26 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (10-34:61-85) 
 
                                    10        20        30          
2MEPSP                      GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|148 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
      40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                                 
gi|148 DSDGDGAIGVEEWAVLVKA                       
              100                                
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.9  bits: 18.9 E():   26 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (10-34:61-85) 
 
                                    10        20        30          
2MEPSP                      GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|145 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
      40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
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gi|145 DSDGDGAIGVDEWAVLVKA                       
              100                                
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.4  bits: 19.2 E():   28 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (23-45:22-44) 
 
               10        20        30        40        50        60 
2MEPSP GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
                             :.: . ::.....:..  ::.:.                
gi|753  MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPL 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP KQLGADVDCFLGTDCPPVRV                                         
                                                                    
gi|753 LVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTK 
      60        70        80        90       100       110          
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.4  bits: 19.2 E():   28 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (23-45:22-44) 
 
               10        20        30        40        50        60 
2MEPSP GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
                             :.: . ::.....:..  ::.:.                
gi|198  MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPL 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP KQLGADVDCFLGTDCPPVRV                                         
                                                                    
gi|198 LVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTK 
      60        70        80        90       100       110          
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.9  bits: 19.8 E():   30 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (9-36:210-237) 
 
                                     10        20        30         
2MEPSP                       GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
       40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                                  
gi|226 V                                          
     240                                          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 75.8  bits: 20.2 E():   30 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (9-44:267-298) 
 
                                     10        20        30         
2MEPSP                       GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
       40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
       : .  :                                     
gi|663 TAAAGGYKA                                  
            300                                   
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (40-75:40-74) 
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      10        20        30        40        50        60          
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
      70        80                                                  
2MEPSP FLGTDCPPVRV                                                  
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.4  bits: 20.5 E():   32 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (43-71:184-213) 
 
             20        30        40        50          60        70 
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
               80                                                   
2MEPSP LGTDCPPVRV                                                   
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.4  bits: 20.5 E():   32 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (43-71:184-213) 
 
             20        30        40        50          60        70 
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
               80                                                   
2MEPSP LGTDCPPVRV                                                   
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.5 E():   32 
Smith-Waterman score: 50; 23.4% identity (53.2% similar) in 47 aa overlap (29-75:351-397) 
 
                 10        20        30        40        50         
2MEPSP   GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :  .:.:.. . . .    : .   ::.:  
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
       60        70        80 
2MEPSP GLKQLGADVDCFLGTDCPPVRV 
        : . .. . :  :. :      
gi|113 QLTMNAGVLTCSPGAPC      
              390             
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (40-75:47-81) 
 
      10        20        30        40        50        60          
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
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      70        80                                                  
2MEPSP FLGTDCPPVRV                                                  
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.3  bits: 18.6 E():   32 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (11-38:54-81) 
 
                                   10        20        30        40 
2MEPSP                     GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
               50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                                
gi|598 EEKKEEKEEEKEESDEDMGFGLFD                 
            90       100                        
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.2  bits: 18.6 E():   33 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (11-34:61-84) 
 
                                   10        20        30        40 
2MEPSP                     GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
               50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                                
gi|288 ADGDGMLGLDEFAVLVKQ                       
              100                               
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 75.0  bits: 18.9 E():   33 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (10-39:5-32) 
 
               10        20        30        40        50        60 
2MEPSP GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
                :  : .::. :  .. .:... :: ::.::                      
gi|300      MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATT 
                    10          20        30        40        50    
 
               70        80                                         
2MEPSP KQLGADVDCFLGTDCPPVRV                                         
                                                                    
gi|300 ANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEA 
            60        70        80        90       100       110    
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 75.0  bits: 18.9 E():   33 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (10-39:5-32) 
 
               10        20        30        40        50        60 
2MEPSP GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
                :  : .::. :  .. .:... :: ::.::                      
gi|300      MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATT 
                    10          20        30        40        50    
 
               70        80                                         
2MEPSP KQLGADVDCFLGTDCPPVRV                                         
                                                                    
gi|300 ANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEA 
            60        70        80        90       100       110    
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 74.9  bits: 20.2 E():   34 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (10-52:5-47) 
 
               10        20        30        40        50        60 
2MEPSP GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
                :. : :::. : .:  . . :. :. . :: .  ..:     :         
gi|249      MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP KQLGADVDCFLGTDCPPVRV                                         
                                                                    
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.8  bits: 20.2 E():   34 
Smith-Waterman score: 49; 25.7% identity (74.3% similar) in 35 aa overlap (2-36:32-66) 
 
                                            10        20        30  
2MEPSP                              GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.  ..:::...: : :..    .. ...: 
gi|190 SNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGV 
              10        20        30        40        50        60  
 
              40        50        60        70        80            
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV            
       ....:                                                        
gi|190 AGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRN 
              70        80        90       100       110       120  
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.7  bits: 19.2 E():   35 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (45-69:59-82) 
 
           20        30        40        50        60        70     
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
           80                                                       
2MEPSP CPPVRV                                                       
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.7  bits: 19.2 E():   35 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (45-69:59-82) 
 
           20        30        40        50        60        70     
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
           80                                                       
2MEPSP CPPVRV                                                       
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 49; 33.3% identity (60.6% similar) in 33 aa overlap (36-68:94-121) 
 
          10        20        30        40        50        60      
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::   .:  :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVP---QR--GNITIHLQQFNE 
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            70        80        90       100            110         
 
          70        80                                              
2MEPSP DVDCFLGTDCPPVRV                                              
       :.:                                                          
gi|144 DLDKMTPDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEA 
      120       130       140       150       160       170         
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 73.9  bits: 19.8 E():   38 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (15-42:7-33) 
 
               10        20        30        40        50        60 
2MEPSP GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
                     :..:..:   : .: : . : :. :..:                   
gi|198         MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPEKAQLLESF 
                       10        20         30        40        50  
 
               70        80                                         
2MEPSP KQLGADVDCFLGTDCPPVRV                                         
                                                                    
gi|198 TSKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSE 
              60        70        80        90       100       110  
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.6  bits: 20.2 E():   40 
Smith-Waterman score: 49; 23.2% identity (60.9% similar) in 69 aa overlap (4-71:135-197) 
 
                                          10        20        30    
2MEPSP                            GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                                     .:..: :   :  : ...  ....  :: . 
gi|258 GWDPYVPSSKRKHTRRGVGVDGLIDDIIAILPIDDLKALFQEKL-ETSPDFKAFYDAVRS 
          110       120       130       140        150       160    
 
             40        50        60        70        80             
2MEPSP AG-GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV             
           . . .:...:...     ::.  :.. :.::: ..                      
gi|258 PEFQSIVQTLNAMPEYQ-----DLLQKLRDKGVDVDHYIELIRALFGLTRAARNLQDDLN 
           170       180            190       200       210         
 
gi|258 DFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFANFYNFLKGH 
      220       230       240       250       260       270         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.6  bits: 20.2 E():   40 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (42-71:361-385) 
 
              20        30        40        50        60        70  
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
              80  
2MEPSP GTDCPPVRV  
                  
gi|284 ELIRSLFGLP 
         390      
 
>>gi|116174182|emb|CAL59819.1| hyaluronidase homologue [  (323 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.5  bits: 19.8 E():   41 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (37-68:66-94) 
 
         10        20        30        40          50        60     
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|116 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
           70        80                                             
2MEPSP ADVDCFLGTDCPPVRV                                             
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        ..:                                                         
gi|116 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 73.4  bits: 18.9 E():   41 
Smith-Waterman score: 45; 27.7% identity (50.8% similar) in 65 aa overlap (5-68:110-167) 
 
                                         10        20         30    
2MEPSP                           GGKFPVEDAKEEVQLFLGNAGIAM-RSLTAAVTA 
                                     : .:  .::: .   ::. . :..  . .  
gi|158 DGVTDATGTYTIELKDSHEEDICQVVLVASPRKDC-DEVQALRDRAGVLLTRNVGISDSL 
      80        90       100       110        120       130         
 
            40        50        60        70        80 
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
         .:    .  ::     :.   .. :::: .: :             
gi|158 RPANPLGYFKDVPL----PV--CAALLKQLDSDDDDDQ          
      140       150             160       170          
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.2  bits: 18.2 E():   42 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (19-38:67-86) 
 
                           10        20        30        40         
2MEPSP             GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
       50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                        
gi|833 EKEESDEDMGFGLFD                  
        100       110                   
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.2  bits: 18.2 E():   42 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (19-38:67-86) 
 
                           10        20        30        40         
2MEPSP             GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
       50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                        
gi|668 EKEESDEDMGFGLFD                  
        100       110                   
 
>>gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespula v  (340 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.1  bits: 19.8 E():   43 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (37-68:66-94) 
 
         10        20        30        40          50        60     
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|621 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
           70        80                                             
2MEPSP ADVDCFLGTDCPPVRV                                             
        ..:                                                         
gi|621 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (32-64:28-60) 
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              10        20        30        40        50        60  
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :.. :: . .  :.  .. : .:: . :   
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCM 
                  10        20        30        40        50        
 
              70        80                                          
2MEPSP QLGADVDCFLGTDCPPVRV                                          
       . :                                                          
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.4  bits: 15.4 E():   46 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (32-46:2-16) 
 
              10        20        30        40        50        60  
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . . : .:                
gi|320                              YTTEGGTKSEAEDVIPE               
                                            10                      
 
              70        80 
2MEPSP QLGADVDCFLGTDCPPVRV 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 17.9 E():   47 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (27-46:69-88) 
 
                   10        20        30        40        50       
2MEPSP     GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
         60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRV 
                                
gi|105 T                        
                                
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (10-61:5-62) 
 
               10        20        30        40              50     
2MEPSP GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV------PRMRERPIG 
                :  : :::  : .:  . . :. :. . :: .  :.      : .... .  
gi|119      MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAAGKITPTQEQKLME 
                    10        20        30        40        50      
 
           60        70        80                                   
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRV                                   
       :. ::.:                                                      
gi|119 DINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDATY 
          60        70        80        90       100       110      
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.9  bits: 18.2 E():   50 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (2-32:6-35) 
 
                   10        20        30        40        50       
2MEPSP     GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
            :.. . : .:. . :: . :...   ::: :                         
gi|144 MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKN 
               10         20        30        40        50          
 
         60        70        80                                     
2MEPSP VVGLKQLGADVDCFLGTDCPPVRV                                     
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gi|144 TEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASV 
      60        70        80        90       100       110          
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.2 E():   50 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (21-64:17-60) 
 
               10        20        30        40        50        60 
2MEPSP GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
                           : :  ::..:...  :..    .. :... . :  ..  . 
gi|130     MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDF 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP KQLGADVDCFLGTDCPPVRV                                         
       .. :                                                         
gi|130 EEPGHLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.5  bits: 19.8 E():   52 
Smith-Waterman score: 48; 27.5% identity (45.1% similar) in 51 aa overlap (24-74:66-115) 
 
                      10        20        30        40        50    
2MEPSP        GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   ..   :: .  : : :. :     . 
gi|581 KYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEF 
          40        50        60        70        80        90      
 
            60        70        80                                  
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVRV                                  
        : ..   .   ::: :.  :                                        
gi|581 DDAMIKDISSHDDVD-FIEPDFVVRTTTNGTNLTHQDNVPSWGLARVGSKKPGGTTYYYD 
         100       110        120       130       140       150     
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (9-44:238-273) 
 
                                     10        20        30         
2MEPSP                       GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
       40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
       : .  :                                     
gi|313 TAAAGGYKV                                  
       270                                        
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 71.0  bits: 19.8 E():   55 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (15-61:346-393) 
 
                               10        20        30         40    
2MEPSP                 GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
            50        60        70        80                        
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV                        
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 71.0  bits: 19.8 E():   56 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (15-61:346-393) 
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                               10        20        30         40    
2MEPSP                 GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
            50        60        70        80                        
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV                        
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (50-68:40-58) 
 
      20        30        40        50        60        70          
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
      80                                                            
2MEPSP V                                                            
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (57-76:84-104) 
 
         30        40        50         60        70        80      
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRV      
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.6  bits: 18.6 E():   58 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (22-46:121-145) 
 
                        10        20        30        40        50  
2MEPSP          GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
              60        70        80             
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRV             
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.5  bits: 19.2 E():   59 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (18-44:276-298) 
 
                            10        20        30        40        
2MEPSP              GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
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 initn:  37 init1:  37 opt:  43  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (28-56:11-42) 
 
               10        20        30        40           50        
2MEPSP GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLV 
                                  :... ::    ...:::   ::..  . :...  
gi|116                  MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVE 
                                10        20        30        40    
 
        60        70        80                                      
2MEPSP VGLKQLGADVDCFLGTDCPPVRV                                      
                                                                    
gi|116 NIEGNGGPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEI 
            50        60        70        80        90       100    
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.2  bits: 19.5 E():   62 
Smith-Waterman score: 47; 29.6% identity (66.7% similar) in 27 aa overlap (17-43:107-133) 
 
                             10        20        30        40       
2MEPSP               GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP 
                                     ...:: ...  :. . : :: . . ::    
gi|513 IIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQY 
         80        90       100       110       120       130       
 
         50        60        70        80                           
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV                           
                                                                    
gi|513 SQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATV 
        140       150       160       170       180       190       
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (28-44:112-128) 
 
                  10        20        30        40        50        
2MEPSP    GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.1  bits: 18.5 E():   62 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (3-37:96-129) 
 
                                           10        20        30   
2MEPSP                             GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
             40        50        60        70        80             
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV             
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (21-65:17-61) 
 
               10        20        30        40        50        60 
2MEPSP GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
                           : ...  .::. .. ::.    .. :...   :. ..  . 
gi|622     MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEF 
                   10        20        30        40        50       
 
               70        80                                         
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2MEPSP KQLGADVDCFLGTDCPPVRV                                         
       .. ::                                                        
gi|622 SEPGALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQ 
         60        70        80        90       100       110       
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (23-69:80-121) 
 
                       10        20        30        40        50   
2MEPSP         GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
             60        70        80  
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRV  
        : ... :  . :: ::             
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY 
          110       120       130    
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.9 E():   64 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (27-46:232-251) 
 
                   10        20        30        40        50       
2MEPSP     GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
         60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRV 
                                
gi|898 AK                       
                                
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 17.6 E():   69 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (3-21:82-100) 
 
                                           10        20        30   
2MEPSP                             GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
             40        50        60        70        80 
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                                        
gi|188 QSGAIYV                                          
                                                        
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 19.2 E():   70 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (53-69:7-23) 
 
             30        40        50        60        70        80   
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV   
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 19.2 E():   70 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (53-69:7-23) 
 
             30        40        50        60        70        80   
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2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV   
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|239735|gb|AAB20453.1| Car b I=major allergen [Carpi  (40 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 69.1  bits: 16.0 E():   71 
Smith-Waterman score: 42; 32.1% identity (60.7% similar) in 28 aa overlap (29-53:11-38) 
 
               10        20        30        40           50        
2MEPSP GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLV 
                                   ... ::    .:::::   .:..  . :     
gi|239                   GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAIXK   
                                 10        20        30        40   
 
        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRV 
 
>>gi|239734|gb|AAB20452.1| Bet v I=major allergen [Betul  (43 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.5  bits: 16.0 E():   76 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (28-44:10-26) 
 
               10        20        30        40        50        60 
2MEPSP GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
                                  :... ::    ...:::                 
gi|239                   GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAIXXVE 
                                 10        20        30        40   
 
               70        80 
2MEPSP KQLGADVDCFLGTDCPPVRV 
                            
gi|239 N                    
                            
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (55-69:107-121) 
 
           30        40        50        60        70        80  
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV  
                                     :. . :  . :: ::             
gi|249 KREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFDCSKIQSTIFRGYY 
         80        90       100       110       120       130    
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 19.2 E():   79 
Smith-Waterman score: 46; 26.7% identity (46.7% similar) in 45 aa overlap (24-68:64-108) 
 
                      10        20        30        40        50    
2MEPSP        GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   .. . :: .  : : :. :     . 
gi|238 KYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEF 
            40        50        60        70        80        90    
 
            60        70        80                                  
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVRV                                  
        : ..   .   :::                                              
gi|238 DDAMIKDISNHDDVDYIEPDFVVRTSTNGTNLTRQENVPSWGLARVGSKQAGGTTYYYDS 
           100       110       120       130       140       150    
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (38-68:5-35) 
 
        10        20        30        40        50        60        
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|461                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
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                                         10        20        30     
 
        70        80                                                
2MEPSP DCFLGTDCPPVRV                                                
       :                                                            
gi|461 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (38-68:5-35) 
 
        10        20        30        40        50        60        
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|416                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
        70        80                                                
2MEPSP DCFLGTDCPPVRV                                                
       :                                                            
gi|416 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.3 E():   81 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (38-68:5-35) 
 
        10        20        30        40        50        60        
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.         :. . :...: :. 
gi|117                           MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDA 
                                         10        20        30     
 
        70        80                                                
2MEPSP DCFLGTDCPPVRV                                                
       :                                                            
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
>>gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma sacch  (284 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.5  bits: 18.5 E():   87 
Smith-Waterman score: 44; 21.3% identity (53.2% similar) in 47 aa overlap (6-52:4-50) 
 
               10        20        30        40        50        60 
2MEPSP GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
            ..   . ..:   ::     .: : .  :. .:  .:. :  ....:         
gi|203   MEAIKKKMQAMKLEKDNAMDKADALEAQARDANRKADKILEEVQDLKKKPSQVETDFT 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP KQLGADVDCFLGTDCPPVRV                                         
                                                                    
gi|203 TTKENLATANKNLEDKEKTLTNTESEVASLNRKVQMIEENLERSEERLGTALTKLGEASH 
       60        70        80        90       100       110         
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.1  bits: 16.0 E():   90 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (28-44:10-26) 
 
               10        20        30        40        50        60 
2MEPSP GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
                                  :... ::    ...:::                 
gi|298                   GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVE 
                                 10        20        30        40   
 
               70        80 
2MEPSP KQLGADVDCFLGTDCPPVRV 
                            
gi|298 NIYERYGXG            
             50             
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>>gi|320546|pir||B45786 major pollen allergen Bet v II -  (51 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.1  bits: 16.0 E():   90 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (28-44:10-26) 
 
               10        20        30        40        50        60 
2MEPSP GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
                                  :... ::    ...:::                 
gi|320                   SVFNYETETTSVIPAAMLFKAFILDGDKLFPKVAPQXQSIVX 
                                 10        20        30        40   
 
               70        80 
2MEPSP KQLGADVDCFLGTDCPPVRV 
                            
gi|320 NXYRVYXPK            
             50             
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.1  bits: 16.0 E():   90 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (28-44:10-26) 
 
               10        20        30        40        50        60 
2MEPSP GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGL 
                                  :... ::    ...:::                 
gi|320                   GVFNYEAETTSVIPAAWLWKXFILDGDNLFPKVAPQAXTSVE 
                                 10        20        30        40   
 
               70        80 
2MEPSP KQLGADVDCFLGTDCPPVRV 
                            
gi|320 NIYERGGWG            
             50             
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 18.5 E():   90 
Smith-Waterman score: 50; 30.4% identity (60.9% similar) in 46 aa overlap (16-61:24-62) 
 
                       10        20        30        40        50   
2MEPSP         GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                              . ..:: :  .  ::. ::.:. :      : ....  
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAPTT-PAAAGAAAGKIT------PTQEQKL 
               10        20        30         40              50    
 
             60        70        80                                 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRV                                 
       . :. ::.:                                                    
gi|119 MEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDA 
            60        70        80        90       100       110    
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 41; 23.7% identity (60.5% similar) in 38 aa overlap (44-76:104-140) 
 
            20        30        40        50             60         
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
       70        80                 
2MEPSP CFLGTDCPPVRV                 
        : ..: :                     
gi|236 AFCNVDIPIGIGGVCYWLSYPMNPATGH 
            140       150       160 
 
>>gi|3288200|emb|CAA11042.1| latex allergen [Hevea brasi  (388 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 45; 26.5% identity (49.0% similar) in 49 aa overlap (30-78:58-97) 
 
                10        20        30        40        50          
2MEPSP  GGKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
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                                     : :..::  : .: . :   ..:: .     
gi|328 IPGIILASLESKLQDLDGPDARIADYFDIIAGTSTGGLITTMLTA-PNEDKKPIYQ---- 
        30        40        50        60        70         80       
 
      60        70        80                                        
2MEPSP LKQLGADVDCFLGTDCPPVRV                                        
           . :.  :   .:: .                                          
gi|328 ----AKDIKDFYLENCPKIFPKESRDTYDPIHSIGPIYDGEYLRELCNNLLKDLTVKDTL 
                 90       100       110       120       130         
 
>>gi|121308880|dbj|BAF43535.1| protease inhibitor [Anisa  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 16.6 E():   96 
Smith-Waterman score: 38; 30.0% identity (45.0% similar) in 20 aa overlap (59-78:63-82) 
 
       30        40        50        60        70        80 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                     :  .:  : .:     : :.   
gi|121 ECGNPCQEKCDNGEPVICTYQCEHRCFCKQGYVRLTEDGECVPEEFCKPIHY 
             40        50        60        70        80     
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 17.9 E():   98 
Smith-Waterman score: 42; 71.4% identity (100.0% similar) in 7 aa overlap (63-69:23-29) 
 
             40        50        60        70        80             
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV             
                                     .::.:::                        
gi|162         MAMAGVFVLFSFVLCGFLPDAAFGAEVDCSRFPNATDKEGKDVLVCNKDLRP 
                       10        20        30        40        50   
 
gi|162 ICGTDGVTYTNDCLLCAYSIEFGTNISKEHDGECKETVPMNCSSYANTTSEDGKVMVLCN 
             60        70        80        90       100       110   
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 42; 71.4% identity (100.0% similar) in 7 aa overlap (63-69:23-29) 
 
             40        50        60        70        80             
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV             
                                     .::.:::                        
gi|124         MAMAGVFVLFSFVLCGFLPDAAFGAEVDCSRFPNATDKEGKDVLVCNKDLRP 
                       10        20        30        40        50   
 
gi|124 ICGTDGVTYTNDCLLCAYSIEFGTNISKEHDGECKETVPMNCSSYANTTSEDGKVMVLCN 
             60        70        80        90       100       110   
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 42; 71.4% identity (100.0% similar) in 7 aa overlap (63-69:23-29) 
 
             40        50        60        70        80             
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV             
                                     .::.:::                        
gi|209         MAMAGVFVLFSFVLCGFLPDAVFGAEVDCSRFPNATDMEGKDVLVCNKDLRP 
                       10        20        30        40        50   
 
gi|209 ICGTDGVTYTNDCLLCAYSVEFGTNISKEHDGECKETVPMNCSSYANTTSEDGKVMVLCN 
             60        70        80        90       100       110   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:32 2011 done: Tue Apr 19 10:57:33 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
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 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 83  - 162 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32    15     8:==*== 
  34    21    22:=======* 
  36    42    44:==============* 
  38    82    73:========================*=== 
  40    68   102:=======================          * 
  42   117   125:=======================================  * 
  44   121   138:=========================================    * 
  46   146   140:==============================================*== 
  48   162   134:============================================*========= 
  50    98   122:=================================       * 
  52    95   108:================================   * 
  54    66    92:======================        * 
  56    63    77:=====================    * 
  58   129    63:====================*====================== 
  60    52    51:================*= 
  62    25    41:=========    * 
  64    24    33:========  * 
  66    22    26:========* 
  68    10    20:====  * 
  70    17    16:=====* 
  72     9    12:===* 
  74    12    10:===* 
  76    13     8:==*== 
  78     7     6:=*= 
  80     8     5:=*= 
  82    18     3:*===== 
  84    16     3:*===== 
  86     4     2:*= 
  88     8     2:*==        inset = represents 1 library sequences 
  90     0     1:* 
  92     5     1:*=        :*==== 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     3     0:=         *=== 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     2     0:=         *== 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.25000.00313; mu= 9.9365 0.162 
 mean_var=32.3245 8.860, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.225584 
 Kolmogorov-Smirnov  statistic: 0.0585 (N=29) at  56 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
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gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 24.7    0.48 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 24.4    0.59 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 24.4    0.59 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 23.7    0.94 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 23.4     1.2 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 23.1     1.5 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 24.4     1.6 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 22.8     1.8 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 22.4     2.3 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   56 22.4     2.3 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 23.5       3 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   55 22.1     3.2 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.8     3.6 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   54 21.8     3.8 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   60 23.8     3.8 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   53 21.4     4.2 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 21.1     5.7 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 21.1     5.7 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 22.5     5.8 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 21.5     6.2 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 22.5     6.3 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 22.5     6.3 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 21.1     6.4 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   51 20.8       7 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.8     7.1 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.8     7.1 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.8     8.5 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   54 21.8     8.8 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   56 22.5     8.9 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.5     8.9 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.5     8.9 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   51 20.8     9.5 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.5     9.8 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.5      11 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.5      11 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.8      11 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.5      11 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.5      11 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.5      11 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.5      11 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.5      11 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.5      11 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 21.2      12 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.5      12 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 21.2      12 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.5      12 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   58 23.2      13 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 20.2      14 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 21.2      14 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.2      14 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.8      14 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 21.2      14 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.9      15 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.9      17 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.9      17 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.9      17 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   47 19.5      17 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.8      18 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.9      19 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   51 20.9      19 
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gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 21.2      20 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.8      21 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   46 19.2      22 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   52 21.2      22 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   47 19.5      23 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.5      23 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.5      25 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 19.2      25 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   47 19.5      26 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   45 18.8      27 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   45 18.8      27 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 19.2      29 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 19.2      29 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 20.2      29 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.9      30 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.5      31 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.5      31 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.5      31 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 19.2      31 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 19.2      33 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 20.2      33 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.2      33 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.5      34 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.5      34 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.9      34 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.9      34 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 19.2      35 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 19.2      35 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   49 20.2      35 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.9      37 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   49 20.2      38 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 20.2      38 
gi|1588669|prf||2209273A Zm13                      ( 170)   45 18.9      42 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 18.2      43 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 18.2      43 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.6      46 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.5      47 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.9      49 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.9      49 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   43 18.2      51 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 18.2      52 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.9      52 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.9      53 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 19.2      53 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 19.2      54 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 15.2      55 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 19.2      57 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.6      58 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 18.2      58 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.6      59 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 18.2      61 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.6      62 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.9      63 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.9      63 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.9      64 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.9      64 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.2      67 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.2      67 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 18.2      67 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.5      72 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 19.2      75 
gi|239735|gb|AAB20453.1| Car b I=major allergen [C (  40)   36 15.9      78 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.6      80 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   40 17.2      83 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   40 17.2      83 
gi|239734|gb|AAB20452.1| Bet v I=major allergen [B (  43)   36 15.9      84 
gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma s ( 284)   44 18.6      84 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.2      84 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   44 18.6      87 
gi|3288200|emb|CAA11042.1| latex allergen [Hevea b ( 388)   45 18.9      90 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   41 17.6      95 
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gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   42 17.9      98 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   36 15.9      98 
gi|320546|pir||B45786 major pollen allergen Bet v  (  51)   36 15.9      98 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   36 15.9      98 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   42 17.9      98 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   42 17.9      98 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   43 18.2   1e 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 108.3  bits: 24.7 E(): 0.48 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (9-33:61-85) 
 
                                     10        20        30         
2MEPSP                       GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
       40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                                  
gi|145 DEDGDGMIGVDEFVTLVKA                        
              100                                 
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 106.6  bits: 24.4 E(): 0.59 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (9-64:60-104) 
 
                                     10        20        30         
2MEPSP                       GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
       40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
       .. ::     ..  :: ..:. ...:                 
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG             
                90        100                     
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 106.6  bits: 24.4 E(): 0.59 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (9-64:60-104) 
 
                                     10        20        30         
2MEPSP                       GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
       40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
       .. ::     ..  :: ..:. ...:                 
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG             
                90        100                     
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 103.0  bits: 23.7 E(): 0.94 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (9-56:60-106) 
 
                                     10        20        30         
2MEPSP                       GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
       40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
        : ::  ..  . . :::                         
gi|208 DV-DGDGKIGIEEFTDLVRSK                      
      90        100                               
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>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 101.2  bits: 23.4 E():  1.2 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (9-33:61-85) 
 
                                     10        20        30         
2MEPSP                       GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
       40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                                  
gi|145 DSDGDGKIGVDEFAAMVKA                        
              100                                 
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 99.5  bits: 23.1 E():  1.5 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (9-33:61-85) 
 
                                     10        20        30         
2MEPSP                       GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
       40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                                  
gi|222 DSDGDGKIGAEEFAALVTA                        
              100                                 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  62  Z-score: 98.7  bits: 24.4 E():  1.6 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (14-71:8-62) 
 
               10        20        30        40        50        60 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                    ::.:..:   . .. : .: .:  ::::     . .   . .. ..: 
gi|324       MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSKVIENFK 
                     10        20         30        40        50    
 
               70        80                                         
2MEPSP QLGADVDCFLGTDCPPVRVN                                         
        ::  :.  ::                                                  
gi|324 ALG--VNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPS 
              60        70        80        90       100       110  
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.7  bits: 22.8 E():  1.8 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (9-33:61-85) 
 
                                     10        20        30         
2MEPSP                       GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
       40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                                  
gi|179 DSDGDGKIGVDEFAALVKA                        
              100                                 
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 96.0  bits: 22.4 E():  2.3 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (9-33:61-85) 
 
                                     10        20        30         
2MEPSP                       GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
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                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
       40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                                  
gi|294 DSDGDGKIGIDEFAAMIKG                        
              100                                 
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 96.0  bits: 22.4 E():  2.3 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (9-33:61-85) 
 
                                     10        20        30         
2MEPSP                       GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|288 FKACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
       40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                                  
gi|288 DSDGDGKIGVDEFAAMIKG                        
              100                                 
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 93.9  bits: 23.5 E():    3 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (8-43:252-287) 
 
                                      10        20        30        
2MEPSP                        GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
        40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
       : .  :                                      
gi|144 TAAAGGYKV                                   
             290                                   
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 93.3  bits: 22.1 E():  3.2 
Smith-Waterman score: 55; 39.1% identity (65.2% similar) in 23 aa overlap (61-80:48-70) 
 
               40        50        60          70         80        
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVN        
                                     :: ...:  :   : :: :...:        
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 92.6  bits: 21.8 E():  3.6 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (9-31:59-81) 
 
                                     10        20        30         
2MEPSP                       GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
       40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                                  
gi|288 DADGDGMLGLDEFAVLVKQ                        
       90       100                               
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>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 92.2  bits: 21.8 E():  3.8 
Smith-Waterman score: 54; 30.5% identity (52.5% similar) in 59 aa overlap (9-67:60-107) 
 
                                     10        20        30         
2MEPSP                       GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA----- 
      30        40        50        60        70        80          
 
       40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
       ..  :         ::  .:. ..:: ::              
gi|131 FLKAGDSD------GDGKIGVDEFGALVDKWGAKG        
           90             100       110           
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  60  Z-score: 92.0  bits: 23.8 E():  3.8 
Smith-Waterman score: 60; 27.5% identity (68.6% similar) in 51 aa overlap (5-55:184-233) 
 
                                         10        20        30     
2MEPSP                           GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     .::.....:  : . ..:.:...: ..:   
gi|845 MTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISA-LSAEL 
           160       170       180       190       200        210   
 
           40        50        60        70        80               
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN               
        .   .::.. : :..   ::                                        
gi|845 EECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADLDETT 
            220       230       240       250       260       270   
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 91.2  bits: 21.4 E():  4.2 
Smith-Waterman score: 53; 35.0% identity (65.0% similar) in 20 aa overlap (61-78:24-43) 
 
               40        50        60          70        80         
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVN         
                                     :: ....  :  : :: :..           
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.9  bits: 21.1 E():  5.7 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (10-33:62-85) 
 
                                    10        20        30          
2MEPSP                      GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
      40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                                 
gi|249 ADGDGMIGIDEFAVLVKQ                        
             100                                 
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.9  bits: 21.1 E():  5.7 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (10-33:62-85) 
 
                                    10        20        30          
2MEPSP                      GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2841

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

      40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                                 
gi|209 ADGDGMIGIDEFAVLVKQ                        
             100                                 
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 88.7  bits: 22.5 E():  5.8 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (8-43:248-283) 
 
                                      10        20        30        
2MEPSP                        GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
        40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
       : .  :                                      
gi|239 TAATGGYKV                                   
       280                                         
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.2  bits: 21.5 E():  6.2 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (17-60:87-141) 
 
                             10        20        30                 
2MEPSP               GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
          40        50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
           .. ::: . . :: . ..: .                     
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT          
        120       130       140       150            
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 88.1  bits: 22.5 E():  6.3 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (8-43:274-309) 
 
                                      10        20        30        
2MEPSP                        GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
        40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
       : .  :                                      
gi|398 TAATGGYKV                                   
           310                                     
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 88.1  bits: 22.5 E():  6.3 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (8-43:274-309) 
 
                                      10        20        30        
2MEPSP                        GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
        40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
       : .  :                                      
gi|330 TAATGGYKV                                   
           310                                     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
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 initn:  52 init1:  52 opt:  52  Z-score: 88.0  bits: 21.1 E():  6.4 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (54-70:98-114) 
 
            30        40        50        60        70        80 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                     ::. .:.. :.::: :.           
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
        70        80        90       100       110       120     
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.3  bits: 20.8 E():    7 
Smith-Waterman score: 51; 40.0% identity (68.0% similar) in 25 aa overlap (9-33:59-83) 
 
                                     10        20        30         
2MEPSP                       GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.:. : : :      
gi|777 FKACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAG 
       30        40        50        60        70        80         
 
       40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                                  
gi|777 DSDGDGKIGVDEFAAMVKH                        
       90       100                               
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.2  bits: 20.8 E():  7.1 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (10-33:62-85) 
 
                                    10        20        30          
2MEPSP                      GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
      40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                                 
gi|288 ADGDGMIGIDEFAVWVKQ                        
             100                                 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 87.2  bits: 20.8 E():  7.1 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (9-33:61-85) 
 
                                     10        20        30         
2MEPSP                       GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
       40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                                  
gi|207 DSDGDGKIGVEEFQALVKA                        
              100                                 
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.8  bits: 21.8 E():  8.5 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (8-43:227-262) 
 
                                      10        20        30        
2MEPSP                        GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
        40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
       : .  :                                      
gi|180 TAAAGGYKV                                   
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        260                                        
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 85.5  bits: 21.8 E():  8.8 
Smith-Waterman score: 54; 23.2% identity (62.3% similar) in 69 aa overlap (3-70:14-76) 
 
                          10        20        30         40         
2MEPSP            GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                    .:..: :   :  : .... ....  :: .    . . .:...:... 
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKL-ETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQ 
               10        20         30        40        50          
 
       50        60        70        80                             
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN                             
            ::.  :.. :.::: ..                                       
gi|225 -----DLLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMD 
           60        70        80        90       100       110     
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 85.4  bits: 22.5 E():  8.9 
Smith-Waterman score: 56; 31.6% identity (68.4% similar) in 38 aa overlap (41-78:262-294) 
 
               20        30        40        50        60        70 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
               80                                                   
2MEPSP GTDCPPVRVN                                                   
        .:   .:                                                     
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.4  bits: 20.5 E():  8.9 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (9-31:61-83) 
 
                                     10        20        30         
2MEPSP                       GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
       40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                                  
gi|148 DSDGDGKIGVDEFGAMIKA                        
              100                                 
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.4  bits: 20.5 E():  8.9 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (9-31:61-83) 
 
                                     10        20        30         
2MEPSP                       GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
       40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                                  
gi|145 DSDGDGKIGVDEFGAMIKA                        
              100                                 
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 20.8 E():  9.5 
Smith-Waterman score: 51; 45.5% identity (72.7% similar) in 11 aa overlap (68-78:66-76) 
 
        40        50        60        70        80                  
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2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN                  
                                     ::  .:: :..                    
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 84.7  bits: 22.5 E():  9.8 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (44-70:454-481) 
 
            20        30        40        50         60        70   
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
             80  
2MEPSP DCPPVRVN  
                 
gi|424 IKKLFGLSH 
           490   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 83.7  bits: 22.5 E():   11 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (42-74:341-374) 
 
              20        30        40         50        60        70 
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
               80                                                   
2MEPSP GTDCPPVRVN                                                   
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.6  bits: 21.5 E():   11 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (17-43:251-277) 
 
                             10        20        30        40       
2MEPSP               GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
         50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 83.6  bits: 20.8 E():   11 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (23-38:142-161) 
 
                       10        20        30            40         
2MEPSP         GKFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
       50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                        
gi|249 GYKV                             
                                        
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.6  bits: 21.5 E():   11 
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Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (17-43:252-278) 
 
                             10        20        30        40       
2MEPSP               GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
         50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.5  bits: 21.5 E():   11 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (17-43:255-281) 
 
                             10        20        30        40       
2MEPSP               GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
         50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (19-43:260-284) 
 
                           10        20        30        40         
2MEPSP             GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (19-43:260-284) 
 
                           10        20        30        40         
2MEPSP             GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (19-43:260-284) 
 
                           10        20        30        40         
2MEPSP             GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (19-43:260-284) 
 
                           10        20        30        40         
2MEPSP             GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
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     230       240       250       260       270       280          
 
       50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (19-43:260-284) 
 
                           10        20        30        40         
2MEPSP             GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (19-43:260-284) 
 
                           10        20        30        40         
2MEPSP             GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (19-43:260-284) 
 
                           10        20        30        40         
2MEPSP             GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (19-43:260-284) 
 
                           10        20        30        40         
2MEPSP             GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (19-43:260-284) 
 
                           10        20        30        40         
2MEPSP             GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
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 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (19-43:260-284) 
 
                           10        20        30        40         
2MEPSP             GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (19-43:260-284) 
 
                           10        20        30        40         
2MEPSP             GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (19-43:260-284) 
 
                           10        20        30        40         
2MEPSP             GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (17-43:258-284) 
 
                             10        20        30        40       
2MEPSP               GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
         50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (19-43:260-284) 
 
                           10        20        30        40         
2MEPSP             GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   11 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (19-43:260-284) 
 
                           10        20        30        40         
2MEPSP             GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
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gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 83.4  bits: 21.2 E():   12 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (54-70:202-218) 
 
            30        40        50        60        70        80 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                     ::. .:.. :.::: :.           
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             180       190       200       210       220         
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.5 E():   12 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (17-43:261-287) 
 
                             10        20        30        40       
2MEPSP               GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
         50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.3  bits: 21.2 E():   12 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (54-70:205-221) 
 
            30        40        50        60        70        80 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                     ::. .:.. :.::: :.           
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          180       190       200       210       220       230  
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.2  bits: 21.5 E():   12 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (17-43:266-292) 
 
                             10        20        30        40       
2MEPSP               GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
         50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 82.2  bits: 23.2 E():   13 
Smith-Waterman score: 58; 32.3% identity (58.1% similar) in 31 aa overlap (49-79:943-968) 
 
       20        30        40        50        60        70         
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
       80                                                           
2MEPSP VN                                                           
       .                                                            
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 82.0  bits: 20.2 E():   14 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (53-75:12-38) 
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             30        40        50        60            70         
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
       80                                                           
2MEPSP VN                                                           
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.0  bits: 21.2 E():   14 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (8-43:238-273) 
 
                                      10        20        30        
2MEPSP                        GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
        40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
       : .  :                                      
gi|313 TAATGGYKV                                   
       270                                         
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 81.9  bits: 22.2 E():   14 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (42-74:341-374) 
 
              20        30        40         50        60        70 
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
               80                                                   
2MEPSP GTDCPPVRVN                                                   
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.9  bits: 19.8 E():   14 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (9-33:61-85) 
 
                                     10        20        30         
2MEPSP                       GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
       40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                                  
gi|207 DSDGDGKIGVEEFQALVKA                        
              100                                 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.8  bits: 21.2 E():   14 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (8-43:246-281) 
 
                                      10        20        30        
2MEPSP                        GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
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        40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
       : .  :                                      
gi|295 TAATGGYKV                                   
         280                                       
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 81.1  bits: 21.9 E():   15 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (54-71:295-313) 
 
            30        40        50         60        70        80   
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVN   
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.2  bits: 20.9 E():   17 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (8-43:238-273) 
 
                                      10        20        30        
2MEPSP                        GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
        40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
       : .  :                                      
gi|168 TAATGGYKV                                   
       270                                         
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.2  bits: 20.9 E():   17 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (8-43:238-273) 
 
                                      10        20        30        
2MEPSP                        GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
        40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
       : .  :                                      
gi|313 TAATGGYKV                                   
       270                                         
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.2  bits: 20.9 E():   17 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (8-43:238-273) 
 
                                      10        20        30        
2MEPSP                        GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
        40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
       : .  :                                      
gi|313 TAATGGYKV                                   
       270                                         
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.1  bits: 19.5 E():   17 
Smith-Waterman score: 47; 41.0% identity (53.8% similar) in 39 aa overlap (9-43:61-96) 
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                                     10        20        30         
2MEPSP                       GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA----AG 
                                     .::..::: :     :.:: . :     :: 
gi|193 FHKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAG 
               40        50        60        70        80        90 
 
           40        50        60        70        80 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
        :   : ::                                      
gi|193 DN---VGDGKIGIDEFNHLVKH                         
                 100                                  
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 80.0  bits: 19.8 E():   18 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (45-77:78-105) 
 
           20        30        40        50         60        70    
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
            80                                  
2MEPSP CPPVRVN                                  
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 20.9 E():   19 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (19-43:280-304) 
 
                           10        20        30        40         
2MEPSP             GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
       50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 79.4  bits: 20.9 E():   19 
Smith-Waterman score: 51; 28.0% identity (58.0% similar) in 50 aa overlap (14-63:8-56) 
 
               10        20        30        40        50        60 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                    :..:..:   . .. : .: .:. :..:     . .   : ::  .: 
gi|107       MAHKSKILIIGGTGYIGKFIVEA-SAKSGHPTFALVRESTVSDPVKGKLVEKFK 
                     10        20         30        40        50    
 
               70        80                                         
2MEPSP QLGADVDCFLGTDCPPVRVN                                         
        ::                                                          
gi|107 GLGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEF 
            60        70        80        90       100       110    
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 79.2  bits: 21.2 E():   20 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (4-28:22-45) 
 
                                 10        20        30        40   
2MEPSP                   GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                            ::..: :.:. :: .:. . ::: :               
gi|113 MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNIIDKCWRCK 
               10        20         30        40        50          
 
             50        60        70        80                       
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN                       
                                                                    
gi|113 ADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWI 
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      60        70        80        90       100       110          
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.7  bits: 16.8 E():   21 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (31-45:2-16) 
 
               10        20        30        40        50        60 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . : : .:                
gi|320                              YTTEGGTKSEVEDVIPEGWK            
                                            10        20            
 
               70        80 
2MEPSP QLGADVDCFLGTDCPPVRVN 
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.4  bits: 19.2 E():   22 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (9-27:61-79) 
 
                                     10        20        30         
2MEPSP                       GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.::            
gi|179 FAKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAG 
               40        50        60        70        80        90 
 
       40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                                  
gi|179 DSDGDGKIGVDEFTALVKA                        
              100                                 
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 78.2  bits: 21.2 E():   22 
Smith-Waterman score: 52; 35.0% identity (65.0% similar) in 20 aa overlap (61-78:383-402) 
 
               40        50        60          70        80         
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVN         
                                     :: ....  :  : :: :..           
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.9  bits: 19.5 E():   23 
Smith-Waterman score: 47; 45.5% identity (63.6% similar) in 11 aa overlap (68-78:66-76) 
 
        40        50        60        70        80                  
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN                  
                                     ::   :: :..                    
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.8  bits: 18.5 E():   23 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (68-77:38-47) 
 
        40        50        60        70        80                  
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN                  
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
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 initn:  43 init1:  43 opt:  47  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (27-52:11-39) 
 
               10        20        30        40           50        
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVV 
                                 :... ::    .:::::   .:..  . :      
gi|226                 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVEN 
                               10        20        30        40     
 
        60        70        80                                      
2MEPSP GLKQLGADVDCFLGTDCPPVRVN                                      
                                                                    
gi|226 VEGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELK 
           50        60        70        80        90       100     
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.2  bits: 19.2 E():   25 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (69-78:48-57) 
 
       40        50        60        70        80                   
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN                   
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 47; 45.5% identity (63.6% similar) in 11 aa overlap (68-78:66-76) 
 
        40        50        60        70        80                  
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN                  
                                     ::   :: :..                    
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.6  bits: 18.8 E():   27 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (9-33:61-85) 
 
                                     10        20        30         
2MEPSP                       GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|148 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
       40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                                  
gi|148 DSDGDGAIGVEEWAVLVKA                        
              100                                 
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.6  bits: 18.8 E():   27 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (9-33:61-85) 
 
                                     10        20        30         
2MEPSP                       GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|145 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
       40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                                  
gi|145 DSDGDGAIGVDEWAVLVKA                        
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              100                                 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.2  bits: 19.2 E():   29 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (22-44:22-44) 
 
               10        20        30        40        50        60 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP QLGADVDCFLGTDCPPVRVN                                         
                                                                    
gi|753 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.2  bits: 19.2 E():   29 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (22-44:22-44) 
 
               10        20        30        40        50        60 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP QLGADVDCFLGTDCPPVRVN                                         
                                                                    
gi|198 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 76.0  bits: 20.2 E():   29 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (8-43:267-298) 
 
                                      10        20        30        
2MEPSP                        GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
        40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
       : .  :                                      
gi|663 TAAAGGYKA                                   
            300                                    
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.0  bits: 19.9 E():   30 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (8-35:210-237) 
 
                                      10        20        30        
2MEPSP                        GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
        40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                                   
gi|226 V                                           
     240                                           
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.7  bits: 20.5 E():   31 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (42-70:184-213) 
 
              20        30        40        50          60          
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2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
      70        80                                                  
2MEPSP LGTDCPPVRVN                                                  
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.7  bits: 20.5 E():   31 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (42-70:184-213) 
 
              20        30        40        50          60          
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
      70        80                                                  
2MEPSP LGTDCPPVRVN                                                  
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.7  bits: 20.5 E():   31 
Smith-Waterman score: 50; 23.4% identity (53.2% similar) in 47 aa overlap (28-74:351-397) 
 
                  10        20        30        40        50        
2MEPSP    GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :  .:.:.. . . .    : .   ::.:  
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
        60        70        80 
2MEPSP GLKQLGADVDCFLGTDCPPVRVN 
        : . .. . :  :. :       
gi|113 QLTMNAGVLTCSPGAPC       
              390              
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (39-74:40-74) 
 
       10        20        30        40        50        60         
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
       70        80                                                 
2MEPSP FLGTDCPPVRVN                                                 
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.2  bits: 19.2 E():   33 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (39-74:47-81) 
 
       10        20        30        40        50        60         
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
       70        80                                                 
2MEPSP FLGTDCPPVRVN                                                 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2856

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.2  bits: 20.2 E():   33 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (9-51:5-47) 
 
               10        20        30        40        50        60 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
               :. : :::. : .:  . . :. :. . :: .  ..:     :          
gi|249     MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPATP 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP QLGADVDCFLGTDCPPVRVN                                         
                                                                    
gi|249 AAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLAS 
         60        70        80        90       100       110       
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.1  bits: 20.2 E():   33 
Smith-Waterman score: 49; 25.7% identity (74.3% similar) in 35 aa overlap (1-35:32-66) 
 
                                             10        20        30 
2MEPSP                               GKFPVEDAKEEVQLFLGNAGIAMRSLTAAV 
                                     :.  ..:::...: : :..    .. ...: 
gi|190 SNVIKKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGV 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN           
       ....:                                                        
gi|190 AGSAGAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRN 
              70        80        90       100       110       120  
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.0  bits: 18.5 E():   34 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (10-37:54-81) 
 
                                    10        20        30          
2MEPSP                      GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
      40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                                 
gi|598 EEKKEEKEEEKEESDEDMGFGLFD                  
            90       100                         
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.9  bits: 18.5 E():   34 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (10-33:61-84) 
 
                                    10        20        30          
2MEPSP                      GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
      40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                                 
gi|288 ADGDGMLGLDEFAVLVKQ                        
              100                                
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (9-38:5-32) 
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               10        20        30        40        50        60 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
               :  : .::. :  .. .:... :: ::.::                       
gi|300     MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTA 
                   10          20        30        40        50     
 
               70        80                                         
2MEPSP QLGADVDCFLGTDCPPVRVN                                         
                                                                    
gi|300 NVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAF 
           60        70        80        90       100       110     
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (9-38:5-32) 
 
               10        20        30        40        50        60 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
               :  : .::. :  .. .:... :: ::.::                       
gi|300     MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTA 
                   10          20        30        40        50     
 
               70        80                                         
2MEPSP QLGADVDCFLGTDCPPVRVN                                         
                                                                    
gi|300 NVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAF 
           60        70        80        90       100       110     
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.7  bits: 19.2 E():   35 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (44-68:59-82) 
 
            20        30        40        50        60        70    
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
            80                                                      
2MEPSP CPPVRVN                                                      
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.7  bits: 19.2 E():   35 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (44-68:59-82) 
 
            20        30        40        50        60        70    
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
            80                                                      
2MEPSP CPPVRVN                                                      
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.6  bits: 20.2 E():   35 
Smith-Waterman score: 49; 33.3% identity (60.6% similar) in 33 aa overlap (35-67:94-121) 
 
           10        20        30        40        50        60     
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::   .:  :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVP---QR--GNITIHLQQFNE 
            70        80        90       100            110         
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           70        80                                             
2MEPSP DVDCFLGTDCPPVRVN                                             
       :.:                                                          
gi|144 DLDKMTPDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEA 
      120       130       140       150       160       170         
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 74.2  bits: 19.9 E():   37 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (14-41:7-33) 
 
               10        20        30        40        50        60 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                    :..:..:   : .: : . : :. :..:                    
gi|198        MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPEKAQLLESFT 
                      10        20         30        40        50   
 
               70        80                                         
2MEPSP QLGADVDCFLGTDCPPVRVN                                         
                                                                    
gi|198 SKGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEF 
             60        70        80        90       100       110   
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 49; 23.2% identity (60.9% similar) in 69 aa overlap (3-70:135-197) 
 
                                           10        20        30   
2MEPSP                             GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                                     .:..: :   :  : ...  ....  :: . 
gi|258 GWDPYVPSSKRKHTRRGVGVDGLIDDIIAILPIDDLKALFQEKL-ETSPDFKAFYDAVRS 
          110       120       130       140        150       160    
 
              40        50        60        70        80            
2MEPSP AG-GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN            
           . . .:...:...     ::.  :.. :.::: ..                      
gi|258 PEFQSIVQTLNAMPEYQ-----DLLQKLRDKGVDVDHYIELIRALFGLTRAARNLQDDLN 
           170       180            190       200       210         
 
gi|258 DFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFANFYNFLKGH 
      220       230       240       250       260       270         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (41-70:361-385) 
 
               20        30        40        50        60        70 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
               80 
2MEPSP GTDCPPVRVN 
                  
gi|284 ELIRSLFGLP 
         390      
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 73.3  bits: 18.9 E():   42 
Smith-Waterman score: 45; 27.7% identity (50.8% similar) in 65 aa overlap (4-67:110-167) 
 
                                          10        20         30   
2MEPSP                            GKFPVEDAKEEVQLFLGNAGIAM-RSLTAAVTA 
                                     : .:  .::: .   ::. . :..  . .  
gi|158 DGVTDATGTYTIELKDSHEEDICQVVLVASPRKDC-DEVQALRDRAGVLLTRNVGISDSL 
      80        90       100       110        120       130         
 
             40        50        60        70        80 
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
         .:    .  ::     :.   .. :::: .: :              
gi|158 RPANPLGYFKDVPL----PV--CAALLKQLDSDDDDDQ           
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      140       150             160       170           
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.0  bits: 18.2 E():   43 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (18-37:67-86) 
 
                            10        20        30        40        
2MEPSP              GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
        50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                         
gi|833 EKEESDEDMGFGLFD                   
        100       110                    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.0  bits: 18.2 E():   43 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (18-37:67-86) 
 
                            10        20        30        40        
2MEPSP              GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
        50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                         
gi|668 EKEESDEDMGFGLFD                   
        100       110                    
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.5  bits: 19.6 E():   46 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (9-60:5-62) 
 
               10        20        30        40              50     
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV------PRMRERPIGD 
               :  : :::  : .:  . . :. :. . :: .  :.      : .... . : 
gi|119     MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAAGKITPTQEQKLMED 
                   10        20        30        40        50       
 
           60        70        80                                   
2MEPSP LVVGLKQLGADVDCFLGTDCPPVRVN                                   
       . ::.:                                                       
gi|119 INVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDATYK 
         60        70        80        90       100       110       
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 18.5 E():   47 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (31-63:28-60) 
 
               10        20        30        40        50        60 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :.. :: . .  :.  .. : .:: . :   
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCM 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP QLGADVDCFLGTDCPPVRVN                                         
       . :                                                          
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.0  bits: 17.9 E():   49 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:69-88) 
 
                    10        20        30        40        50      
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2MEPSP      GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
          60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVN 
                                 
gi|105 T                         
                                 
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.9  bits: 19.9 E():   49 
Smith-Waterman score: 48; 27.5% identity (45.1% similar) in 51 aa overlap (23-73:66-115) 
 
                       10        20        30        40        50   
2MEPSP         GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   ..   :: .  : : :. :     . 
gi|581 KYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEF 
          40        50        60        70        80        90      
 
             60        70        80                                 
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVRVN                                 
        : ..   .   ::: :.  :                                        
gi|581 DDAMIKDISSHDDVD-FIEPDFVVRTTTNGTNLTHQDNVPSWGLARVGSKKPGGTTYYYD 
         100       110        120       130       140       150     
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 32.3% identity (64.5% similar) in 31 aa overlap (1-31:6-35) 
 
                    10        20        30        40        50      
2MEPSP      GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
            :.. . : .:. . :: . :...   ::: :                         
gi|144 MANIAGQYKL-DKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKN 
               10         20        30        40        50          
 
          60        70        80                                    
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVN                                    
                                                                    
gi|144 TEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASV 
      60        70        80        90       100       110          
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.2 E():   52 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (20-63:17-60) 
 
               10        20        30        40        50        60 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                          : :  ::..:...  :..    .. :... . :  ..  .. 
gi|130    MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFE 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP QLGADVDCFLGTDCPPVRVN                                         
       . :                                                          
gi|130 EPGHLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQC 
        60        70        80        90       100       110        
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 71.5  bits: 19.9 E():   52 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (14-60:346-393) 
 
                                10        20        30         40   
2MEPSP                  GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
             50        60        70        80                       
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN                       
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          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 71.4  bits: 19.9 E():   53 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (14-60:346-393) 
 
                                10        20        30         40   
2MEPSP                  GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
             50        60        70        80                       
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN                       
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (8-43:238-273) 
 
                                      10        20        30        
2MEPSP                        GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
        40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
       : .  :                                      
gi|313 TAAAGGYKV                                   
       270                                         
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (49-67:40-58) 
 
       20        30        40        50        60        70         
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
       80                                                           
2MEPSP VN                                                           
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.1  bits: 15.2 E():   55 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (31-45:2-16) 
 
               10        20        30        40        50        60 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                     :. ::. . . : .:                
gi|320                              YTTEGGTKSEAEDVIPE               
                                            10                      
 
               70        80 
2MEPSP QLGADVDCFLGTDCPPVRVN 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (17-43:276-298) 
 
                             10        20        30        40       
2MEPSP               GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
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                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
         50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.7  bits: 18.6 E():   58 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (21-45:121-145) 
 
                         10        20        30        40        50 
2MEPSP           GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
               60        70        80            
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVN            
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.6  bits: 18.2 E():   58 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (56-75:84-104) 
 
          30        40        50         60        70        80     
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVN     
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.6 E():   59 
Smith-Waterman score: 49; 38.7% identity (61.3% similar) in 31 aa overlap (51-80:319-345) 
 
               30        40        50        60        70           
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
      80                                               
2MEPSP N                                               
       :                                               
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (27-55:11-42) 
 
               10        20        30        40           50        
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVV 
                                 :... ::    ...:::   ::..  . :...   
gi|116                 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVEN 
                               10        20        30        40     
 
        60        70        80                                      
2MEPSP GLKQLGADVDCFLGTDCPPVRVN                                      
                                                                    
gi|116 IEGNGGPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIK 
           50        60        70        80        90       100     
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.1  bits: 18.6 E():   62 
Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (2-36:96-129) 
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                                            10        20        30  
2MEPSP                              GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
              40        50        60        70        80            
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN            
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (26-45:232-251) 
 
                    10        20        30        40        50      
2MEPSP      GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
          60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVN 
                                 
gi|898 AK                        
                                 
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (27-43:112-128) 
 
                   10        20        30        40        50       
2MEPSP     GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
         60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (20-64:17-61) 
 
               10        20        30        40        50        60 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                          : ...  .::. .. ::.    .. :...   :. ..  .. 
gi|622    MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFS 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP QLGADVDCFLGTDCPPVRVN                                         
       . ::                                                         
gi|622 EPGALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQC 
        60        70        80        90       100       110        
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (22-68:80-121) 
 
                        10        20        30        40        50  
2MEPSP          GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
              60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVN 
        : ... :  . :: ::             

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2864

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY 
          110       120       130    
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 19.2 E():   67 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (52-68:7-23) 
 
              30        40        50        60        70        80  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN  
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 19.2 E():   67 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (52-68:7-23) 
 
              30        40        50        60        70        80  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN  
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.5  bits: 18.2 E():   67 
Smith-Waterman score: 45; 27.0% identity (67.6% similar) in 37 aa overlap (2-36:134-170) 
 
                                            10         20           
2MEPSP                              GKFPVEDAKEEV-QLFLGNAG-IAMRSLTAA 
                                     ::  ..: . . :. . ..: : ....    
gi|184 VVAKAFLAFADEEGNIDCDTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVIQM 
           110       120       130       140       150       160    
 
      30        40        50        60        70        80 
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
       .::.::.                                             
gi|184 LTAGGGDDAAAEEA                                      
           170                                             
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 17.5 E():   72 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (2-20:82-100) 
 
                                            10        20        30  
2MEPSP                              GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
              40        50        60        70        80 
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                                                         
gi|188 QSGAIYV                                           
                                                         
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 46; 26.7% identity (46.7% similar) in 45 aa overlap (23-67:64-108) 
 
                       10        20        30        40        50   
2MEPSP         GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   .. . :: .  : : :. :     . 
gi|238 KYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEF 
            40        50        60        70        80        90    
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             60        70        80                                 
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVRVN                                 
        : ..   .   :::                                              
gi|238 DDAMIKDISNHDDVDYIEPDFVVRTSTNGTNLTRQENVPSWGLARVGSKQAGGTTYYYDS 
           100       110       120       130       140       150    
 
>>gi|239735|gb|AAB20453.1| Car b I=major allergen [Carpi  (40 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.3  bits: 15.9 E():   78 
Smith-Waterman score: 42; 32.1% identity (60.7% similar) in 28 aa overlap (28-52:11-38) 
 
               10        20        30        40           50        
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVV 
                                  ... ::    .:::::   .:..  . :      
gi|239                  GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAIXK    
                                10        20        30        40    
 
        60        70        80 
2MEPSP GLKQLGADVDCFLGTDCPPVRVN 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 41; 32.1% identity (60.7% similar) in 28 aa overlap (56-80:91-118) 
 
          30        40        50        60           70        80   
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK-QLGADVD--CFLGTDCPPVRVN   
                                     . :.: .: :.:   : . :  ::. ..   
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
gi|249 CSKIQSTIFRGYY 
              130    
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (37-67:5-35) 
 
         10        20        30        40        50        60       
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|416                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
         70        80                                               
2MEPSP DCFLGTDCPPVRVN                                               
       :                                                            
gi|416 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (37-67:5-35) 
 
         10        20        30        40        50        60       
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|461                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
         70        80                                               
2MEPSP DCFLGTDCPPVRVN                                               
       :                                                            
gi|461 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|239734|gb|AAB20452.1| Bet v I=major allergen [Betul  (43 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.7  bits: 15.9 E():   84 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (27-43:10-26) 
 
               10        20        30        40        50        60 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                 :... ::    ...:::                  
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gi|239                  GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAIXXVEN 
                                10        20        30        40    
 
               70        80 
2MEPSP QLGADVDCFLGTDCPPVRVN 
 
>>gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma sacch  (284 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 44; 21.3% identity (53.2% similar) in 47 aa overlap (5-51:4-50) 
 
               10        20        30        40        50        60 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
           ..   . ..:   ::     .: : .  :. .:  .:. :  ....:          
gi|203  MEAIKKKMQAMKLEKDNAMDKADALEAQARDANRKADKILEEVQDLKKKPSQVETDFTT 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP QLGADVDCFLGTDCPPVRVN                                         
                                                                    
gi|203 TKENLATANKNLEDKEKTLTNTESEVASLNRKVQMIEENLERSEERLGTALTKLGEASHA 
      60        70        80        90       100       110          
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (37-67:5-35) 
 
         10        20        30        40        50        60       
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.         :. . :...: :. 
gi|117                           MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDA 
                                         10        20        30     
 
         70        80                                               
2MEPSP DCFLGTDCPPVRVN                                               
       :                                                            
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.6 E():   87 
Smith-Waterman score: 50; 30.4% identity (60.9% similar) in 46 aa overlap (15-60:24-62) 
 
                        10        20        30        40        50  
2MEPSP          GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                              . ..:: :  .  ::. ::.:. :      : ....  
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAPTT-PAAAGAAAGKIT------PTQEQKL 
               10        20        30         40              50    
 
              60        70        80                                
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVN                                
       . :. ::.:                                                    
gi|119 MEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDA 
            60        70        80        90       100       110    
 
>>gi|3288200|emb|CAA11042.1| latex allergen [Hevea brasi  (388 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 45; 26.5% identity (49.0% similar) in 49 aa overlap (29-77:58-97) 
 
                 10        20        30        40        50         
2MEPSP   GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                                     : :..::  : .: . :   ..:: .     
gi|328 IPGIILASLESKLQDLDGPDARIADYFDIIAGTSTGGLITTMLTA-PNEDKKPIYQ---- 
        30        40        50        60        70         80       
 
       60        70        80                                       
2MEPSP LKQLGADVDCFLGTDCPPVRVN                                       
           . :.  :   .:: .                                          
gi|328 ----AKDIKDFYLENCPKIFPKESRDTYDPIHSIGPIYDGEYLRELCNNLLKDLTVKDTL 
                 90       100       110       120       130         
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
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 initn:  37 init1:  37 opt:  41  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 41; 23.7% identity (60.5% similar) in 38 aa overlap (43-75:104-140) 
 
             20        30        40        50             60        
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
        70        80                
2MEPSP CFLGTDCPPVRVN                
        : ..: :                     
gi|236 AFCNVDIPIGIGGVCYWLSYPMNPATGH 
            140       150       160 
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 42; 71.4% identity (100.0% similar) in 7 aa overlap (62-68:23-29) 
 
              40        50        60        70        80            
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN            
                                     .::.:::                        
gi|162         MAMAGVFVLFSFVLCGFLPDAAFGAEVDCSRFPNATDKEGKDVLVCNKDLRP 
                       10        20        30        40        50   
 
gi|162 ICGTDGVTYTNDCLLCAYSIEFGTNISKEHDGECKETVPMNCSSYANTTSEDGKVMVLCN 
             60        70        80        90       100       110   
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.5  bits: 15.9 E():   98 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (27-43:10-26) 
 
               10        20        30        40        50        60 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                 :... ::    ...:::                  
gi|320                  GVFNYEAETTSVIPAAWLWKXFILDGDNLFPKVAPQAXTSVEN 
                                10        20        30        40    
 
               70        80 
2MEPSP QLGADVDCFLGTDCPPVRVN 
                            
gi|320 IYERGGWG             
            50              
 
>>gi|320546|pir||B45786 major pollen allergen Bet v II -  (51 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.5  bits: 15.9 E():   98 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (27-43:10-26) 
 
               10        20        30        40        50        60 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                 :... ::    ...:::                  
gi|320                  SVFNYETETTSVIPAAMLFKAFILDGDKLFPKVAPQXQSIVXN 
                                10        20        30        40    
 
               70        80 
2MEPSP QLGADVDCFLGTDCPPVRVN 
                            
gi|320 XYRVYXPK             
            50              
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.5  bits: 15.9 E():   98 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (27-43:10-26) 
 
               10        20        30        40        50        60 
2MEPSP GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                                 :... ::    ...:::                  
gi|298                  GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVEN 
                                10        20        30        40    
 
               70        80 
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2MEPSP QLGADVDCFLGTDCPPVRVN 
                            
gi|298 IYERYGXG             
            50              
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 17.9 E():   98 
Smith-Waterman score: 42; 71.4% identity (100.0% similar) in 7 aa overlap (62-68:23-29) 
 
              40        50        60        70        80            
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN            
                                     .::.:::                        
gi|124         MAMAGVFVLFSFVLCGFLPDAAFGAEVDCSRFPNATDKEGKDVLVCNKDLRP 
                       10        20        30        40        50   
 
gi|124 ICGTDGVTYTNDCLLCAYSIEFGTNISKEHDGECKETVPMNCSSYANTTSEDGKVMVLCN 
             60        70        80        90       100       110   
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 17.9 E():   98 
Smith-Waterman score: 42; 71.4% identity (100.0% similar) in 7 aa overlap (62-68:23-29) 
 
              40        50        60        70        80            
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN            
                                     .::.:::                        
gi|209         MAMAGVFVLFSFVLCGFLPDAVFGAEVDCSRFPNATDMEGKDVLVCNKDLRP 
                       10        20        30        40        50   
 
gi|209 ICGTDGVTYTNDCLLCAYSVEFGTNISKEHDGECKETVPMNCSSYANTTSEDGKVMVLCN 
             60        70        80        90       100       110   
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.2 E(): 1e 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:238-257) 
 
                    10        20        30        40        50      
2MEPSP      GKFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|115 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYT 
       210       220       230       240       250       260        
 
          60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVN 
                                 
gi|115 AK                        
                                 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:33 2011 done: Tue Apr 19 10:57:33 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 84  - 163 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
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  26     0     0: 
  28     1     0:= 
  30     3     2:* 
  32    17     8:==*=== 
  34    18    22:====== * 
  36    41    44:==============* 
  38    81    73:========================*== 
  40    59   102:====================             * 
  42   135   125:=========================================*=== 
  44   120   138:========================================     * 
  46   137   140:==============================================* 
  48   145   134:============================================*==== 
  50   100   122:==================================      * 
  52    95   108:================================   * 
  54    73    92:=========================     * 
  56   129    77:=========================*================= 
  58    85    63:====================*======== 
  60    48    51:================* 
  62    19    41:=======      * 
  64    27    33:========= * 
  66    18    26:======  * 
  68    15    20:===== * 
  70    13    16:=====* 
  72     9    12:===* 
  74    16    10:===*== 
  76     8     8:==* 
  78     9     6:=*= 
  80     8     5:=*= 
  82    26     3:*======== 
  84     6     3:*= 
  86     9     2:*== 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     2     1:*         :*= 
  96     2     1:*         :*= 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     1     0:=         *= 
 106     3     0:=         *=== 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.32440.00327; mu= 9.7630 0.169 
 mean_var=33.1457 8.939, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.222772 
 Kolmogorov-Smirnov  statistic: 0.0566 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 24.5    0.54 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   63 24.5    0.61 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 24.2    0.67 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 24.2    0.67 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 23.5     1.1 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 23.2     1.3 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.9     1.5 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 22.9     1.7 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 24.2     1.8 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 22.6     2.1 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   56 22.3     2.6 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 22.3     2.6 
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gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 23.3     3.4 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.6       4 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   54 21.6     4.2 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   60 23.6     4.4 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   54 21.6     5.4 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 21.0     6.3 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 21.0     6.3 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 22.3     6.5 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 21.3     6.9 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 22.3     7.1 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 22.3     7.1 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 21.0     7.1 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   51 20.7     7.7 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.7     7.9 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.7     7.9 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.7     8.3 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.7     9.5 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   54 21.7     9.8 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.3     9.8 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.3     9.8 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   56 22.3      10 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.3      11 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.7      12 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.3      13 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.3      13 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.3      13 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.3      13 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.3      13 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.3      13 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.3      13 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.3      13 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 21.0      13 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.4      13 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 21.0      13 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   50 20.4      13 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.4      13 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   50 20.4      15 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 20.0      15 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   58 23.0      15 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.7      15 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 21.0      15 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.0      16 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 21.0      16 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.7      17 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   47 19.4      19 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.7      19 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.7      19 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.7      19 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.7      20 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.7      21 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   51 20.7      21 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 21.0      22 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.7      22 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   46 19.0      24 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.4      25 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.4      28 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 19.1      28 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   45 18.7      30 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   45 18.7      30 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 19.1      31 
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gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 19.1      31 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 20.1      32 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.7      32 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.4      34 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.4      34 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.4      34 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 19.1      34 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 19.1      36 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 20.1      36 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.4      36 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.4      37 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.7      37 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.7      37 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 19.1      38 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 19.1      38 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   49 20.1      39 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.7      41 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 20.1      42 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   49 20.1      42 
gi|116174182|emb|CAL59819.1| hyaluronidase homolog ( 323)   48 19.7      43 
gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespu ( 340)   48 19.8      45 
gi|1588669|prf||2209273A Zm13                      ( 170)   45 18.8      45 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   48 19.8      45 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 18.1      47 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 18.1      47 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.4      50 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.4      51 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.8      52 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.8      54 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 18.1      56 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 15.1      57 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.8      57 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 19.1      58 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.8      58 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 19.1      59 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 19.1      62 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 18.1      63 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.4      63 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.4      64 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 18.1      66 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   44 18.4      67 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.8      68 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.8      68 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.8      69 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.8      69 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   45 18.8      72 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 18.1      73 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.1      73 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.1      73 
gi|188572341|gb|ACD65080.1| serine/threonine prote ( 118)   41 17.4      77 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   42 17.8      82 
gi|239735|gb|AAB20453.1| Car b I=major allergen [C (  40)   36 15.8      82 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 19.1      82 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   41 17.5      85 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.5      86 
gi|239734|gb|AAB20452.1| Bet v I=major allergen [B (  43)   36 15.8      88 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   40 17.1      88 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   40 17.1      88 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.1      90 
gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma s ( 284)   44 18.5      91 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   44 18.5      95 
gi|1311513|gb|AAB36012.1| mAb 8B6-reactive major a (  30)   34 15.1      97 
gi|3288200|emb|CAA11042.1| latex allergen [Hevea b ( 388)   45 18.8      98 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 107.2  bits: 24.5 E(): 0.54 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (8-32:61-85) 
 
                                      10        20        30        
2MEPSP                        KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
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gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
        40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                                   
gi|145 DEDGDGMIGVDEFVTLVKA                         
              100                                  
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 106.3  bits: 24.5 E(): 0.61 
Smith-Waterman score: 63; 41.7% identity (66.7% similar) in 24 aa overlap (60-80:48-71) 
 
      30        40        50        60           70        80       
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNG       
                                     :: ...:  :   : :: :...::       
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 105.6  bits: 24.2 E(): 0.67 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (8-63:60-104) 
 
                                      10        20        30        
2MEPSP                        KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
        40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
       .. ::     ..  :: ..:. ...:                  
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG              
                90        100                      
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 105.6  bits: 24.2 E(): 0.67 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (8-63:60-104) 
 
                                      10        20        30        
2MEPSP                        KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
        40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
       .. ::     ..  :: ..:. ...:                  
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG              
                90        100                      
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 102.0  bits: 23.5 E():  1.1 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (8-55:60-106) 
 
                                      10        20        30        
2MEPSP                        KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
        40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
        : ::  ..  . . :::                          
gi|208 DV-DGDGKIGIEEFTDLVRSK                       
      90        100                                
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2873

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  59 init1:  59 opt:  59  Z-score: 100.3  bits: 23.2 E():  1.3 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (8-32:61-85) 
 
                                      10        20        30        
2MEPSP                        KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
        40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                                   
gi|145 DSDGDGKIGVDEFAAMVKA                         
              100                                  
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 99.1  bits: 22.9 E():  1.5 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (60-80:24-46) 
 
      30        40        50        60          70        80        
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNG        
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 98.5  bits: 22.9 E():  1.7 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (8-32:61-85) 
 
                                      10        20        30        
2MEPSP                        KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
        40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                                   
gi|222 DSDGDGKIGAEEFAALVTA                         
              100                                  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  62  Z-score: 97.7  bits: 24.2 E():  1.8 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (13-70:8-62) 
 
               10        20        30        40        50        60 
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
                   ::.:..:   . .. : .: .:  ::::     . .   . .. ..:  
gi|324      MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSKVIENFKA 
                    10        20         30        40        50     
 
               70        80                                         
2MEPSP LGADVDCFLGTDCPPVRVNG                                         
       ::  :.  ::                                                   
gi|324 LG--VNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSE 
             60        70        80        90       100       110   
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 96.8  bits: 22.6 E():  2.1 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (8-32:61-85) 
 
                                      10        20        30        
2MEPSP                        KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
        40        50        60        70        80 
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2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                                   
gi|179 DSDGDGKIGVDEFAALVKA                         
              100                                  
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 95.1  bits: 22.3 E():  2.6 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (8-32:61-85) 
 
                                      10        20        30        
2MEPSP                        KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|288 FKACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
        40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                                   
gi|288 DSDGDGKIGVDEFAAMIKG                         
              100                                  
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 95.1  bits: 22.3 E():  2.6 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (8-32:61-85) 
 
                                      10        20        30        
2MEPSP                        KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
        40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                                   
gi|294 DSDGDGKIGIDEFAAMIKG                         
              100                                  
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 92.9  bits: 23.3 E():  3.4 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (7-42:252-287) 
 
                                       10        20        30       
2MEPSP                         KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
         40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
       : .  :                                       
gi|144 TAAAGGYKV                                    
             290                                    
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 91.7  bits: 21.6 E():    4 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (8-30:59-81) 
 
                                      10        20        30        
2MEPSP                        KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
        40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                                   
gi|288 DADGDGMLGLDEFAVLVKQ                         
       90       100                                
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 91.3  bits: 21.6 E():  4.2 
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Smith-Waterman score: 54; 30.5% identity (52.5% similar) in 59 aa overlap (8-66:60-107) 
 
                                      10        20        30        
2MEPSP                        KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA----- 
      30        40        50        60        70        80          
 
        40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
       ..  :         ::  .:. ..:: ::               
gi|131 FLKAGDSD------GDGKIGVDEFGALVDKWGAKG         
           90             100       110            
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  60  Z-score: 91.0  bits: 23.6 E():  4.4 
Smith-Waterman score: 60; 27.5% identity (68.6% similar) in 51 aa overlap (4-54:184-233) 
 
                                          10        20        30    
2MEPSP                            KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     .::.....:  : . ..:.:...: ..:   
gi|845 MTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISA-LSAEL 
           160       170       180       190       200        210   
 
            40        50        60        70        80              
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG              
        .   .::.. : :..   ::                                        
gi|845 EECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADLDETT 
            220       230       240       250       260       270   
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 89.4  bits: 21.6 E():  5.4 
Smith-Waterman score: 54; 42.9% identity (64.3% similar) in 14 aa overlap (67-80:66-79) 
 
         40        50        60        70        80                 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG                 
                                     ::  .:: :..  :                 
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.1  bits: 21.0 E():  6.3 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (9-32:62-85) 
 
                                     10        20        30         
2MEPSP                       KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
       40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                                  
gi|249 ADGDGMIGIDEFAVLVKQ                         
             100                                  
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.1  bits: 21.0 E():  6.3 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (9-32:62-85) 
 
                                     10        20        30         
2MEPSP                       KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
       40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
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gi|209 ADGDGMIGIDEFAVLVKQ                         
             100                                  
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.8  bits: 22.3 E():  6.5 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (7-42:248-283) 
 
                                       10        20        30       
2MEPSP                         KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
         40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
       : .  :                                       
gi|239 TAATGGYKV                                    
       280                                          
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.4  bits: 21.3 E():  6.9 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (16-59:87-141) 
 
                              10        20        30                
2MEPSP                KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
           40        50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
           .. ::: . . :: . ..: .                      
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT           
        120       130       140       150             
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.2  bits: 22.3 E():  7.1 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (7-42:274-309) 
 
                                       10        20        30       
2MEPSP                         KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
         40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
       : .  :                                       
gi|330 TAATGGYKV                                    
           310                                      
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.2  bits: 22.3 E():  7.1 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (7-42:274-309) 
 
                                       10        20        30       
2MEPSP                         KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
         40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
       : .  :                                       
gi|398 TAATGGYKV                                    
           310                                      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.2  bits: 21.0 E():  7.1 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (53-69:98-114) 
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             30        40        50        60        70        80 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     ::. .:.. :.::: :.            
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP  
        70        80        90       100       110       120      
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.5  bits: 20.7 E():  7.7 
Smith-Waterman score: 51; 40.0% identity (68.0% similar) in 25 aa overlap (8-32:59-83) 
 
                                      10        20        30        
2MEPSP                        KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.:. : : :      
gi|777 FKACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAG 
       30        40        50        60        70        80         
 
        40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                                   
gi|777 DSDGDGKIGVDEFAAMVKH                         
       90       100                                
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.4  bits: 20.7 E():  7.9 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (9-32:62-85) 
 
                                     10        20        30         
2MEPSP                       KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
       40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                                  
gi|288 ADGDGMIGIDEFAVWVKQ                         
             100                                  
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.4  bits: 20.7 E():  7.9 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (8-32:61-85) 
 
                                      10        20        30        
2MEPSP                        KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
        40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                                   
gi|207 DSDGDGKIGVEEFQALVKA                         
              100                                  
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 86.0  bits: 22.7 E():  8.3 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (60-80:383-405) 
 
      30        40        50        60          70        80        
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNG        
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.9  bits: 21.7 E():  9.5 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (7-42:227-262) 
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                                       10        20        30       
2MEPSP                         KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
         40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
       : .  :                                       
gi|180 TAAAGGYKV                                    
        260                                         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 84.7  bits: 21.7 E():  9.8 
Smith-Waterman score: 54; 23.2% identity (62.3% similar) in 69 aa overlap (2-69:14-76) 
 
                           10        20        30         40        
2MEPSP             KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                    .:..: :   :  : .... ....  :: .    . . .:...:... 
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKL-ETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQ 
               10        20         30        40        50          
 
        50        60        70        80                            
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG                            
            ::.  :.. :.::: ..                                       
gi|225 -----DLLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMD 
           60        70        80        90       100       110     
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.7  bits: 20.3 E():  9.8 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (8-30:61-83) 
 
                                      10        20        30        
2MEPSP                        KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
        40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                                   
gi|145 DSDGDGKIGVDEFGAMIKA                         
              100                                  
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.7  bits: 20.3 E():  9.8 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (8-30:61-83) 
 
                                      10        20        30        
2MEPSP                        KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
        40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                                   
gi|148 DSDGDGKIGVDEFGAMIKA                         
              100                                  
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 84.5  bits: 22.3 E():   10 
Smith-Waterman score: 56; 31.6% identity (68.4% similar) in 38 aa overlap (40-77:262-294) 
 
      10        20        30        40        50        60          
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
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      70        80                                                  
2MEPSP GTDCPPVRVNG                                                  
        .:   .:                                                     
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 83.8  bits: 22.3 E():   11 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (43-69:454-481) 
 
             20        30        40        50         60        70  
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
              80 
2MEPSP DCPPVRVNG 
                 
gi|424 IKKLFGLSH 
           490   
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 82.8  bits: 20.7 E():   12 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (22-37:142-161) 
 
                        10        20            30        40        
2MEPSP          KFPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                         
gi|249 GYKV                              
                                         
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 21.3 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (16-42:251-277) 
 
                              10        20        30        40      
2MEPSP                KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
          50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 82.8  bits: 22.3 E():   13 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (41-73:341-374) 
 
               20        30        40         50        60          
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
      70        80                                                  
2MEPSP GTDCPPVRVNG                                                  
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.3 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (16-42:252-278) 
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                              10        20        30        40      
2MEPSP                KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
          50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.3 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (16-42:255-281) 
 
                              10        20        30        40      
2MEPSP                KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
          50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (18-42:260-284) 
 
                            10        20        30        40        
2MEPSP              KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (18-42:260-284) 
 
                            10        20        30        40        
2MEPSP              KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (18-42:260-284) 
 
                            10        20        30        40        
2MEPSP              KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (18-42:260-284) 
 
                            10        20        30        40        
2MEPSP              KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (18-42:260-284) 
 
                            10        20        30        40        
2MEPSP              KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (18-42:260-284) 
 
                            10        20        30        40        
2MEPSP              KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (18-42:260-284) 
 
                            10        20        30        40        
2MEPSP              KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (18-42:260-284) 
 
                            10        20        30        40        
2MEPSP              KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (18-42:260-284) 
 
                            10        20        30        40        
2MEPSP              KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (18-42:260-284) 
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                            10        20        30        40        
2MEPSP              KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (18-42:260-284) 
 
                            10        20        30        40        
2MEPSP              KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (16-42:258-284) 
 
                              10        20        30        40      
2MEPSP                KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
          50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (18-42:260-284) 
 
                            10        20        30        40        
2MEPSP              KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (18-42:260-284) 
 
                            10        20        30        40        
2MEPSP              KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (18-42:260-284) 
 
                            10        20        30        40        
2MEPSP              KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 82.6  bits: 21.0 E():   13 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (53-69:202-218) 
 
             30        40        50        60        70        80 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     ::. .:.. :.::: :.            
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP  
             180       190       200       210       220          
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.5  bits: 21.4 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (16-42:261-287) 
 
                              10        20        30        40      
2MEPSP                KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
          50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.5  bits: 21.0 E():   13 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (53-69:205-221) 
 
             30        40        50        60        70        80 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     ::. .:.. :.::: :.            
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP  
          180       190       200       210       220       230   
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.4  bits: 20.4 E():   13 
Smith-Waterman score: 50; 42.9% identity (57.1% similar) in 14 aa overlap (67-80:66-79) 
 
         40        50        60        70        80                 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG                 
                                     ::   :: :..  :                 
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.4  bits: 21.4 E():   13 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (16-42:266-292) 
 
                              10        20        30        40      
2MEPSP                KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
          50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.6  bits: 20.4 E():   15 
Smith-Waterman score: 50; 42.9% identity (57.1% similar) in 14 aa overlap (67-80:66-79) 
 
         40        50        60        70        80                 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG                 
                                     ::   :: :..  :                 
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
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          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (52-74:12-38) 
 
              30        40        50        60            70        
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
        80                                                          
2MEPSP VNG                                                          
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 81.2  bits: 23.0 E():   15 
Smith-Waterman score: 58; 32.3% identity (58.1% similar) in 31 aa overlap (48-78:943-968) 
 
        20        30        40        50        60        70        
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
        80                                                          
2MEPSP VNG                                                          
       .                                                            
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.2  bits: 19.7 E():   15 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (8-32:61-85) 
 
                                      10        20        30        
2MEPSP                        KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
        40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                                   
gi|207 DSDGDGKIGVEEFQALVKA                         
              100                                  
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.1  bits: 21.0 E():   15 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (7-42:238-273) 
 
                                       10        20        30       
2MEPSP                         KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
         40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
       : .  :                                       
gi|313 TAATGGYKV                                    
       270                                          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 81.0  bits: 22.0 E():   16 
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Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (41-73:341-374) 
 
               20        30        40         50        60          
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
      70        80                                                  
2MEPSP GTDCPPVRVNG                                                  
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (7-42:246-281) 
 
                                       10        20        30       
2MEPSP                         KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
         40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
       : .  :                                       
gi|295 TAATGGYKV                                    
         280                                        
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 80.2  bits: 21.7 E():   17 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (53-70:295-313) 
 
             30        40        50         60        70        80  
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNG  
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.4  bits: 19.4 E():   19 
Smith-Waterman score: 47; 41.0% identity (53.8% similar) in 39 aa overlap (8-42:61-96) 
 
                                      10        20        30        
2MEPSP                        KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA----AG 
                                     .::..::: :     :.:: . :     :: 
gi|193 FHKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAG 
               40        50        60        70        80        90 
 
            40        50        60        70        80 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
        :   : ::                                       
gi|193 DN---VGDGKIGIDEFNHLVKH                          
                 100                                   
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 20.7 E():   19 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (7-42:238-273) 
 
                                       10        20        30       
2MEPSP                         KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
         40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
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       : .  :                                       
gi|168 TAATGGYKV                                    
       270                                          
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 20.7 E():   19 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (7-42:238-273) 
 
                                       10        20        30       
2MEPSP                         KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
         40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
       : .  :                                       
gi|313 TAATGGYKV                                    
       270                                          
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.4  bits: 20.7 E():   19 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (7-42:238-273) 
 
                                       10        20        30       
2MEPSP                         KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
         40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
       : .  :                                       
gi|313 TAATGGYKV                                    
       270                                          
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (44-76:78-105) 
 
            20        30        40        50         60        70   
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
             80                                 
2MEPSP CPPVRVNG                                 
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 20.7 E():   21 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (18-42:280-304) 
 
                            10        20        30        40        
2MEPSP              KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 78.6  bits: 20.7 E():   21 
Smith-Waterman score: 51; 28.0% identity (58.0% similar) in 50 aa overlap (13-62:8-56) 
 
               10        20        30        40        50        60 
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
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                   :..:..:   . .. : .: .:. :..:     . .   : ::  .:  
gi|107      MAHKSKILIIGGTGYIGKFIVEA-SAKSGHPTFALVRESTVSDPVKGKLVEKFKG 
                    10        20         30        40        50     
 
               70        80                                         
2MEPSP LGADVDCFLGTDCPPVRVNG                                         
       ::                                                           
gi|107 LGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFG 
           60        70        80        90       100       110     
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.4  bits: 21.0 E():   22 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (3-27:22-45) 
 
                                  10        20        30        40  
2MEPSP                    KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                            ::..: :.:. :: .:. . ::: :               
gi|113 MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNIIDKCWRCK 
               10        20         30        40        50          
 
              50        60        70        80                      
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG                      
                                                                    
gi|113 ADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWI 
      60        70        80        90       100       110          
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.3  bits: 16.7 E():   22 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (30-44:2-16) 
 
               10        20        30        40        50        60 
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
                                    :. ::. . : : .:                 
gi|320                             YTTEGGTKSEVEDVIPEGWK             
                                           10        20             
 
               70        80 
2MEPSP LGADVDCFLGTDCPPVRVNG 
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.7  bits: 19.0 E():   24 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (8-26:61-79) 
 
                                      10        20        30        
2MEPSP                        KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.::            
gi|179 FAKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAG 
               40        50        60        70        80        90 
 
        40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                                   
gi|179 DSDGDGKIGVDEFTALVKA                         
              100                                  
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.2  bits: 18.4 E():   25 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (67-76:38-47) 
 
         40        50        60        70        80                 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG                 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.6  bits: 19.4 E():   28 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (26-51:11-39) 
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               10        20        30        40           50        
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVG 
                                :... ::    .:::::   .:..  . :       
gi|226                MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENV 
                              10        20        30        40      
 
        60        70        80                                      
2MEPSP LKQLGADVDCFLGTDCPPVRVNG                                      
                                                                    
gi|226 EGNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKI 
          50        60        70        80        90       100      
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.5  bits: 19.1 E():   28 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (68-77:48-57) 
 
        40        50        60        70        80                  
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG                  
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.0  bits: 18.7 E():   30 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (8-32:61-85) 
 
                                      10        20        30        
2MEPSP                        KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|148 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
        40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                                   
gi|148 DSDGDGAIGVEEWAVLVKA                         
              100                                  
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.0  bits: 18.7 E():   30 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (8-32:61-85) 
 
                                      10        20        30        
2MEPSP                        KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|145 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
        40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                                   
gi|145 DSDGDGAIGVDEWAVLVKA                         
              100                                  
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.6  bits: 19.1 E():   31 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (21-43:22-44) 
 
                10        20        30        40        50          
2MEPSP  KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP QLGADVDCFLGTDCPPVRVNG                                        
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gi|753 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.6  bits: 19.1 E():   31 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (21-43:22-44) 
 
                10        20        30        40        50          
2MEPSP  KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP QLGADVDCFLGTDCPPVRVNG                                        
                                                                    
gi|198 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 75.3  bits: 20.1 E():   32 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (7-42:267-298) 
 
                                       10        20        30       
2MEPSP                         KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
         40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
       : .  :                                       
gi|663 TAAAGGYKA                                    
            300                                     
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.2  bits: 19.7 E():   32 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (7-34:210-237) 
 
                                       10        20        30       
2MEPSP                         KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
         40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                                    
gi|226 V                                            
     240                                            
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 74.9  bits: 20.4 E():   34 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (41-69:184-213) 
 
               20        30        40        50          60         
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
       70        80                                                 
2MEPSP LGTDCPPVRVNG                                                 
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 74.9  bits: 20.4 E():   34 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (41-69:184-213) 
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               20        30        40        50          60         
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
       70        80                                                 
2MEPSP LGTDCPPVRVNG                                                 
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.9  bits: 20.4 E():   34 
Smith-Waterman score: 50; 23.4% identity (53.2% similar) in 47 aa overlap (27-73:351-397) 
 
                   10        20        30        40        50       
2MEPSP     KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :  .:.:.. . . .    : .   ::.:  
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
         60        70        80 
2MEPSP GLKQLGADVDCFLGTDCPPVRVNG 
        : . .. . :  :. :        
gi|113 QLTMNAGVLTCSPGAPC        
              390               
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.8  bits: 19.1 E():   34 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (38-73:40-74) 
 
        10        20        30        40        50        60        
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
        70        80                                                
2MEPSP FLGTDCPPVRVNG                                                
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.5  bits: 19.1 E():   36 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (38-73:47-81) 
 
        10        20        30        40        50        60        
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
        70        80                                                
2MEPSP FLGTDCPPVRVNG                                                
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 20.1 E():   36 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (8-50:5-47) 
 
               10        20        30        40        50        60 
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
              :. : :::. : .:  . . :. :. . :: .  ..:     :           
gi|249    MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPATPA 
                  10        20        30        40        50        
 
               70        80                                         
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2MEPSP LGADVDCFLGTDCPPVRVNG                                         
                                                                    
gi|249 AVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLASG 
        60        70        80        90       100       110        
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.4  bits: 18.4 E():   36 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (9-36:54-81) 
 
                                     10        20        30         
2MEPSP                       KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
       40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                                  
gi|598 EEKKEEKEEEKEESDEDMGFGLFD                   
            90       100                          
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.3  bits: 18.4 E():   37 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (9-32:61-84) 
 
                                     10        20        30         
2MEPSP                       KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
       40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                                  
gi|288 ADGDGMLGLDEFAVLVKQ                         
              100                                 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 74.2  bits: 18.7 E():   37 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (8-37:5-32) 
 
               10        20        30        40        50        60 
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
              :  : .::. :  .. .:... :: ::.::                        
gi|300    MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTAN 
                  10          20        30        40        50      
 
               70        80                                         
2MEPSP LGADVDCFLGTDCPPVRVNG                                         
                                                                    
gi|300 VPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFV 
          60        70        80        90       100       110      
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 74.2  bits: 18.7 E():   37 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (8-37:5-32) 
 
               10        20        30        40        50        60 
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
              :  : .::. :  .. .:... :: ::.::                        
gi|300    MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTAN 
                  10          20        30        40        50      
 
               70        80                                         
2MEPSP LGADVDCFLGTDCPPVRVNG                                         
                                                                    
gi|300 VPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFV 
          60        70        80        90       100       110      
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.0  bits: 19.1 E():   38 
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Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (43-67:59-82) 
 
             20        30        40        50        60        70   
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
             80                                                     
2MEPSP CPPVRVNG                                                     
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.0  bits: 19.1 E():   38 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (43-67:59-82) 
 
             20        30        40        50        60        70   
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
             80                                                     
2MEPSP CPPVRVNG                                                     
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 49; 33.3% identity (60.6% similar) in 33 aa overlap (34-66:94-121) 
 
            10        20        30        40        50        60    
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::   .:  :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVP---QR--GNITIHLQQFNE 
            70        80        90       100            110         
 
            70        80                                            
2MEPSP DVDCFLGTDCPPVRVNG                                            
       :.:                                                          
gi|144 DLDKMTPDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEA 
      120       130       140       150       160       170         
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 73.4  bits: 19.7 E():   41 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (13-40:7-33) 
 
               10        20        30        40        50        60 
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
                   :..:..:   : .: : . : :. :..:                     
gi|198       MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPEKAQLLESFTS 
                     10        20         30        40        50    
 
               70        80                                         
2MEPSP LGADVDCFLGTDCPPVRVNG                                         
                                                                    
gi|198 KGATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFG 
            60        70        80        90       100       110    
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.2  bits: 20.1 E():   42 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (40-69:361-385) 
 
      10        20        30        40        50        60          
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
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      70        80 
2MEPSP GTDCPPVRVNG 
                   
gi|284 ELIRSLFGLP  
         390       
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.2  bits: 20.1 E():   42 
Smith-Waterman score: 49; 23.2% identity (60.9% similar) in 69 aa overlap (2-69:135-197) 
 
                                            10        20        30  
2MEPSP                              KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                                     .:..: :   :  : ...  ....  :: . 
gi|258 GWDPYVPSSKRKHTRRGVGVDGLIDDIIAILPIDDLKALFQEKL-ETSPDFKAFYDAVRS 
          110       120       130       140        150       160    
 
               40        50        60        70        80           
2MEPSP AG-GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG           
           . . .:...:...     ::.  :.. :.::: ..                      
gi|258 PEFQSIVQTLNAMPEYQ-----DLLQKLRDKGVDVDHYIELIRALFGLTRAARNLQDDLN 
           170       180            190       200       210         
 
gi|258 DFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFANFYNFLKGH 
      220       230       240       250       260       270         
 
>>gi|116174182|emb|CAL59819.1| hyaluronidase homologue [  (323 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.0  bits: 19.7 E():   43 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (35-66:66-94) 
 
           10        20        30        40          50        60   
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|116 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
             70        80                                           
2MEPSP ADVDCFLGTDCPPVRVNG                                           
        ..:                                                         
gi|116 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespula v  (340 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.6  bits: 19.8 E():   45 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (35-66:66-94) 
 
           10        20        30        40          50        60   
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|621 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
             70        80                                           
2MEPSP ADVDCFLGTDCPPVRVNG                                           
        ..:                                                         
gi|621 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.6  bits: 18.8 E():   45 
Smith-Waterman score: 45; 27.7% identity (50.8% similar) in 65 aa overlap (3-66:110-167) 
 
                                           10        20         30  
2MEPSP                             KFPVEDAKEEVQLFLGNAGIAM-RSLTAAVTA 
                                     : .:  .::: .   ::. . :..  . .  
gi|158 DGVTDATGTYTIELKDSHEEDICQVVLVASPRKDC-DEVQALRDRAGVLLTRNVGISDSL 
      80        90       100       110        120       130         
 
              40        50        60        70        80 
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
         .:    .  ::     :.   .. :::: .: :               
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gi|158 RPANPLGYFKDVPL----PV--CAALLKQLDSDDDDDQ            
      140       150             160       170            
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 19.8 E():   45 
Smith-Waterman score: 48; 25.8% identity (77.4% similar) in 31 aa overlap (4-34:36-66) 
 
                                          10        20        30    
2MEPSP                            KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     ..:::...: : :..    .. ...:.... 
gi|190 KKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSA 
          10        20        30        40        50        60      
 
            40        50        60        70        80              
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG              
       :                                                            
gi|190 GAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQ 
          70        80        90       100       110       120      
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (17-36:67-86) 
 
                             10        20        30        40       
2MEPSP               KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
         50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                          
gi|833 EKEESDEDMGFGLFD                    
        100       110                     
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (17-36:67-86) 
 
                             10        20        30        40       
2MEPSP               KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
         50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                          
gi|668 EKEESDEDMGFGLFD                    
        100       110                     
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (8-59:5-62) 
 
               10        20        30        40              50     
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV------PRMRERPIGDL 
              :  : :::  : .:  . . :. :. . :: .  :.      : .... . :. 
gi|119    MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAAGKITPTQEQKLMEDI 
                  10        20        30        40        50        
 
           60        70        80                                   
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNG                                   
        ::.:                                                        
gi|119 NVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDATYKA 
        60        70        80        90       100       110        
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (30-62:28-60) 
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               10        20        30        40        50        60 
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
                                    :.. :: . .  :.  .. : .:: . :  . 
gi|160   MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMS 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP LGADVDCFLGTDCPPVRVNG                                         
        :                                                           
gi|160 TGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVV 
       60        70        80        90       100       110         
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.5  bits: 17.8 E():   52 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:69-88) 
 
                     10        20        30        40        50     
2MEPSP       KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
           60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNG 
                                  
gi|105 T                          
                                  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.2  bits: 19.8 E():   54 
Smith-Waterman score: 48; 27.5% identity (45.1% similar) in 51 aa overlap (22-72:66-115) 
 
                        10        20        30        40        50  
2MEPSP          KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   ..   :: .  : : :. :     . 
gi|581 KYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEF 
          40        50        60        70        80        90      
 
              60        70        80                                
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVRVNG                                
        : ..   .   ::: :.  :                                        
gi|581 DDAMIKDISSHDDVD-FIEPDFVVRTTTNGTNLTHQDNVPSWGLARVGSKKPGGTTYYYD 
         100       110        120       130       140       150     
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.1 E():   56 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (19-62:17-60) 
 
               10        20        30        40        50        60 
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
                         : :  ::..:...  :..    .. :... . :  ..  ... 
gi|130   MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEE 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP LGADVDCFLGTDCPPVRVNG                                         
        :                                                           
gi|130 PGHLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCN 
       60        70        80        90       100       110         
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.8  bits: 15.1 E():   57 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (30-44:2-16) 
 
               10        20        30        40        50        60 
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
                                    :. ::. . . : .:                 
gi|320                             YTTEGGTKSEAEDVIPE                
                                           10                       
 
               70        80 
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2MEPSP LGADVDCFLGTDCPPVRVNG 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 70.7  bits: 19.8 E():   57 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (13-59:346-393) 
 
                                 10        20        30         40  
2MEPSP                   KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
              50        60        70        80                      
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG                      
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (7-42:238-273) 
 
                                       10        20        30       
2MEPSP                         KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
         40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
       : .  :                                       
gi|313 TAAAGGYKV                                    
       270                                          
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 70.7  bits: 19.8 E():   58 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (13-59:346-393) 
 
                                 10        20        30         40  
2MEPSP                   KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
              50        60        70        80                      
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG                      
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (48-66:40-58) 
 
        20        30        40        50        60        70        
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
        80                                                          
2MEPSP VNG                                                          
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (16-42:276-298) 
 
                              10        20        30        40      
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2MEPSP                KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
          50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.0  bits: 18.1 E():   63 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (55-74:84-104) 
 
           30        40        50         60        70        80    
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNG    
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.0  bits: 18.4 E():   63 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (20-44:121-145) 
 
                          10        20        30        40          
2MEPSP            KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
      50        60        70        80           
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNG           
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.4 E():   64 
Smith-Waterman score: 49; 38.7% identity (61.3% similar) in 31 aa overlap (50-79:319-345) 
 
      20        30        40        50        60        70          
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
       80                                              
2MEPSP NG                                              
       :                                               
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (26-54:11-42) 
 
               10        20        30        40           50        
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVG 
                                :... ::    ...:::   ::..  . :...    
gi|116                MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENI 
                              10        20        30        40      
 
        60        70        80                                      
2MEPSP LKQLGADVDCFLGTDCPPVRVNG                                      
                                                                    
gi|116 EGNGGPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKI 
          50        60        70        80        90       100      
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.5  bits: 18.4 E():   67 
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Smith-Waterman score: 44; 34.3% identity (60.0% similar) in 35 aa overlap (1-35:96-129) 
 
                                             10        20        30 
2MEPSP                               KFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     :.  .  :. ..  .:. .::. : ::::  
gi|549 PGPQPPAKNMNNLVWNNELANIAQIWASQCKYGHDTCKDTTKYNVGQ-NIAVSSSTAAVY 
          70        80        90       100       110        120     
 
               40        50        60        70        80           
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG           
          ::                                                        
gi|549 ENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKTKEIGCGSIKYVDNNWYTH 
          130       140       150       160       170       180     
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (26-42:112-128) 
 
                    10        20        30        40        50      
2MEPSP      KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
          60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (25-44:232-251) 
 
                     10        20        30        40        50     
2MEPSP       KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
           60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNG 
                                  
gi|898 AK                         
                                  
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (21-67:80-121) 
 
                         10        20        30        40        50 
2MEPSP           KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
               60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
        : ... :  . :: ::              
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY  
          110       120       130     
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (19-63:17-61) 
 
               10        20        30        40        50        60 
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
                         : ...  .::. .. ::.    .. :...   :. ..  ... 
gi|622   MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSE 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP LGADVDCFLGTDCPPVRVNG                                         
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        ::                                                          
gi|622 PGALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCN 
       60        70        80        90       100       110         
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 45; 30.8% identity (57.7% similar) in 26 aa overlap (55-80:13-37) 
 
           30        40        50        60        70        80     
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG     
                                     ..:. . . . .:  : : :   :::     
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.9  bits: 18.1 E():   73 
Smith-Waterman score: 45; 27.0% identity (67.6% similar) in 37 aa overlap (1-35:134-170) 
 
                                             10          20         
2MEPSP                               KFPVEDAKEEV-QLFLGNAG-IAMRSLTAA 
                                     ::  ..: . . :. . ..: : ....    
gi|184 VVAKAFLAFADEEGNIDCDTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVIQM 
           110       120       130       140       150       160    
 
       30        40        50        60        70        80 
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
       .::.::.                                              
gi|184 LTAGGGDDAAAEEA                                       
           170                                              
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 19.1 E():   73 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (51-67:7-23) 
 
               30        40        50        60        70        80 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 19.1 E():   73 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (51-67:7-23) 
 
               30        40        50        60        70        80 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|188572341|gb|ACD65080.1| serine/threonine protein k  (118 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (1-19:82-100) 
 
                                             10        20        30 
2MEPSP                               KFPVEDAKEEVQLFLGNAGIAMRSLTAAVT 
                                     .:  .::  ...:  ::.:            
gi|188 DSSNADDYMIEEFFGSGKPCHHGFFEFTFRRFFDDDADCKISLNHGNSGDRNDNNNSNDN 
              60        70        80        90       100       110  
 
               40        50        60        70        80 
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
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gi|188 QSGAIYV                                            
                                                          
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 42; 22.7% identity (61.4% similar) in 44 aa overlap (42-80:104-145) 
 
              20        30        40        50             60       
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
         70        80                
2MEPSP CFLGTDCPPVRVNG                
        : ..: : . ..:                
gi|236 AFCNVDIP-IGIGGVCYWLSYPMNPATGH 
            140        150       160 
 
>>gi|239735|gb|AAB20453.1| Car b I=major allergen [Carpi  (40 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.9  bits: 15.8 E():   82 
Smith-Waterman score: 42; 32.1% identity (60.7% similar) in 28 aa overlap (27-51:11-38) 
 
               10        20        30        40           50        
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVG 
                                 ... ::    .:::::   .:..  . :       
gi|239                 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAIXK     
                               10        20        30        40     
 
        60        70        80 
2MEPSP LKQLGADVDCFLGTDCPPVRVNG 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 46; 26.7% identity (46.7% similar) in 45 aa overlap (22-66:64-108) 
 
                        10        20        30        40        50  
2MEPSP          KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   .. . :: .  : : :. :     . 
gi|238 KYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEF 
            40        50        60        70        80        90    
 
              60        70        80                                
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVRVNG                                
        : ..   .   :::                                              
gi|238 DDAMIKDISNHDDVDYIEPDFVVRTSTNGTNLTRQENVPSWGLARVGSKQAGGTTYYYDS 
           100       110       120       130       140       150    
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 41; 36.0% identity (64.0% similar) in 25 aa overlap (6-30:11-35) 
 
                    10        20        30        40        50      
2MEPSP      KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                 : .:. . :: . :...   ::: :                          
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNG                                    
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 41; 32.1% identity (60.7% similar) in 28 aa overlap (55-79:91-118) 
 
           30        40        50         60          70        80  
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK-QLGADVD--CFLGTDCPPVRVNG  
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                                     . :.: .: :.:   : . :  ::. ..   
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
gi|249 CSKIQSTIFRGYY 
              130    
 
>>gi|239734|gb|AAB20452.1| Bet v I=major allergen [Betul  (43 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.3  bits: 15.8 E():   88 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (26-42:10-26) 
 
               10        20        30        40        50        60 
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
                                :... ::    ...:::                   
gi|239                 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAIXXVEN  
                               10        20        30        40     
 
               70        80 
2MEPSP LGADVDCFLGTDCPPVRVNG 
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.1 E():   88 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (36-66:5-35) 
 
          10        20        30        40        50        60      
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|461                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
          70        80                                              
2MEPSP DCFLGTDCPPVRVNG                                              
       :                                                            
gi|461 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.1 E():   88 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (36-66:5-35) 
 
          10        20        30        40        50        60      
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|416                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
          70        80                                              
2MEPSP DCFLGTDCPPVRVNG                                              
       :                                                            
gi|416 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.1 E():   90 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (36-66:5-35) 
 
          10        20        30        40        50        60      
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.         :. . :...: :. 
gi|117                           MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDA 
                                         10        20        30     
 
          70        80                                              
2MEPSP DCFLGTDCPPVRVNG                                              
       :                                                            
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
>>gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma sacch  (284 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.0  bits: 18.5 E():   91 
Smith-Waterman score: 44; 21.3% identity (53.2% similar) in 47 aa overlap (4-50:4-50) 
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               10        20        30        40        50        60 
2MEPSP KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
          ..   . ..:   ::     .: : .  :. .:  .:. :  ....:           
gi|203 MEAIKKKMQAMKLEKDNAMDKADALEAQARDANRKADKILEEVQDLKKKPSQVETDFTTT 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP LGADVDCFLGTDCPPVRVNG                                         
                                                                    
gi|203 KENLATANKNLEDKEKTLTNTESEVASLNRKVQMIEENLERSEERLGTALTKLGEASHAA 
               70        80        90       100       110       120 
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 50; 30.4% identity (60.9% similar) in 46 aa overlap (14-59:24-62) 
 
                         10        20        30        40        50 
2MEPSP           KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                              . ..:: :  .  ::. ::.:. :      : ....  
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAPTT-PAAAGAAAGKIT------PTQEQKL 
               10        20        30         40              50    
 
               60        70        80                               
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNG                               
       . :. ::.:                                                    
gi|119 MEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDA 
            60        70        80        90       100       110    
 
>>gi|1311513|gb|AAB36012.1| mAb 8B6-reactive major aller  (30 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.6  bits: 15.1 E():   97 
Smith-Waterman score: 34; 41.7% identity (75.0% similar) in 12 aa overlap (69-80:7-18) 
 
       40        50        60        70        80             
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG             
                                     .:.  ::. :.:             
gi|131                         GTTGTVVGALMPPLFVQGKEKEXPPSXKXG 
                                       10        20        30 
 
>>gi|3288200|emb|CAA11042.1| latex allergen [Hevea brasi  (388 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 66.4  bits: 18.8 E():   98 
Smith-Waterman score: 45; 26.5% identity (49.0% similar) in 49 aa overlap (28-76:58-97) 
 
                  10        20        30        40        50        
2MEPSP    KFPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                                     : :..::  : .: . :   ..:: .     
gi|328 IPGIILASLESKLQDLDGPDARIADYFDIIAGTSTGGLITTMLTA-PNEDKKPIYQ---- 
        30        40        50        60        70         80       
 
        60        70        80                                      
2MEPSP LKQLGADVDCFLGTDCPPVRVNG                                      
           . :.  :   .:: .                                          
gi|328 ----AKDIKDFYLENCPKIFPKESRDTYDPIHSIGPIYDGEYLRELCNNLLKDLTVKDTL 
                 90       100       110       120       130         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:33 2011 done: Tue Apr 19 10:57:33 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>2MEPSPS: 85  - 164 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     3     2:* 
  32    17     8:==*=== 
  34    22    22:=======* 
  36    45    44:==============* 
  38    74    73:========================* 
  40    66   102:======================           * 
  42   122   125:=========================================* 
  44   134   138:=============================================* 
  46   134   140:============================================= * 
  48   135   134:============================================* 
  50   113   122:======================================  * 
  52    85   108:=============================      * 
  54    68    92:=======================       * 
  56   137    77:=========================*==================== 
  58    65    63:====================*= 
  60    47    51:================* 
  62    24    41:========     * 
  64    44    33:==========*==== 
  66    15    26:=====   * 
  68    13    20:===== * 
  70    11    16:==== * 
  72    16    12:===*== 
  74    16    10:===*== 
  76     8     8:==* 
  78     8     6:=*= 
  80    15     5:=*=== 
  82    19     3:*====== 
  84     5     3:*= 
  86     8     2:*== 
  88     4     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     2     1:*         :*= 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     2     0:=         *== 
 106     2     0:=         *== 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.64440.00346; mu= 8.1828 0.178 
 mean_var=34.3270 9.292, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.218905 
 Kolmogorov-Smirnov  statistic: 0.0607 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 24.4    0.61 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   63 24.4    0.69 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 24.0    0.75 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 24.0    0.75 
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gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 23.4     1.2 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 23.1     1.5 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.8     1.7 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 22.8     1.8 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 24.0     2.2 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 22.5     2.3 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   56 22.1     2.8 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 22.1     2.8 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 23.1     3.9 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.5     4.3 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   54 21.5     4.5 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   60 23.4     5.2 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   54 21.5     5.9 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 20.9     6.7 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 20.9     6.7 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 22.1     7.5 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 21.2     7.6 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.9     7.7 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 22.1     8.2 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 22.1     8.2 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   51 20.6     8.2 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.6     8.4 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.6     8.4 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.4     9.7 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.2      10 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.2      10 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.5      11 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   54 21.5      11 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   56 22.1      12 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.1      13 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.6      14 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.2      14 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   50 20.2      14 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.2      14 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.9      14 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.2      14 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.9      14 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.2      14 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.2      14 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.2      14 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.2      15 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.1      15 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.2      15 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   50 20.2      16 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.6      16 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.9      16 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.9      17 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.9      18 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.8      18 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   58 22.7      19 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   47 19.3      20 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.5      20 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.8      21 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.6      21 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.5      21 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.5      21 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.5      21 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.5      24 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   51 20.5      24 
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gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   46 19.0      25 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.8      25 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.4      26 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 19.0      29 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.3      29 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   45 18.7      31 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   45 18.7      31 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 19.0      33 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 19.0      33 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.9      33 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.6      36 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.9      36 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 19.0      37 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   46 19.0      37 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.4      38 
gi|73621416|sp|Q8H2C8.3|PROF2_ARTVU RecName: Full= ( 133)   45 18.7      38 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 19.0      38 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.4      38 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.2      38 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.2      38 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.2      38 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.7      39 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.7      39 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.9      41 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 19.0      41 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 19.0      41 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   49 19.9      44 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.6      45 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.9      47 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   49 19.9      47 
gi|116174182|emb|CAL59819.1| hyaluronidase homolog ( 323)   48 19.6      48 
gi|1588669|prf||2209273A Zm13                      ( 170)   45 18.7      48 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 18.0      48 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 18.0      48 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.0      50 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   43 18.0      50 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   43 18.0      50 
gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespu ( 340)   48 19.6      51 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   48 19.6      51 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 15.2      51 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.3      53 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.7      54 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.3      56 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 18.0      58 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.6      61 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 19.0      63 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 19.0      65 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.6      65 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.6      65 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 18.0      66 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.3      67 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 19.0      69 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 18.0      70 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.7      71 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.7      72 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.7      72 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.3      72 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.6      74 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 18.0      77 
gi|239735|gb|AAB20453.1| Car b I=major allergen [C (  40)   36 15.9      79 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.0      81 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.0      81 
gi|239734|gb|AAB20452.1| Bet v I=major allergen [B (  43)   36 15.8      84 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   41 17.4      88 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.4      89 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   40 17.1      90 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   40 17.1      90 
gi|1311513|gb|AAB36012.1| mAb 8B6-reactive major a (  30)   34 15.2      90 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.1      92 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 19.0      92 
gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma s ( 284)   44 18.3      99 
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gi|320546|pir||B45786 major pollen allergen Bet v  (  51)   36 15.8   1e 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   36 15.8   1e 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   36 15.8   1e 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 106.4  bits: 24.4 E(): 0.61 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (7-31:61-85) 
 
                                       10        20        30       
2MEPSP                         FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
         40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                                    
gi|145 DEDGDGMIGVDEFVTLVKA                          
              100                                   
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 105.4  bits: 24.4 E(): 0.69 
Smith-Waterman score: 63; 41.7% identity (66.7% similar) in 24 aa overlap (59-79:48-71) 
 
       30        40        50        60           70        80      
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGI      
                                     :: ...:  :   : :: :...::       
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 104.7  bits: 24.0 E(): 0.75 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (7-62:60-104) 
 
                                       10        20        30       
2MEPSP                         FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
         40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
       .. ::     ..  :: ..:. ...:                   
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG               
                90        100                       
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 104.7  bits: 24.0 E(): 0.75 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (7-62:60-104) 
 
                                       10        20        30       
2MEPSP                         FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
         40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
       .. ::     ..  :: ..:. ...:                   
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG               
                90        100                       
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 101.3  bits: 23.4 E():  1.2 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (7-54:60-106) 
 
                                       10        20        30       
2MEPSP                         FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
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                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
         40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
        : ::  ..  . . :::                           
gi|208 DV-DGDGKIGIEEFTDLVRSK                        
      90        100                                 
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 99.5  bits: 23.1 E():  1.5 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (7-31:61-85) 
 
                                       10        20        30       
2MEPSP                         FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
         40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                                    
gi|145 DSDGDGKIGVDEFAAMVKA                          
              100                                   
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 98.4  bits: 22.8 E():  1.7 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (59-79:24-46) 
 
       30        40        50        60          70        80       
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGI       
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 97.8  bits: 22.8 E():  1.8 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (7-31:61-85) 
 
                                       10        20        30       
2MEPSP                         FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
         40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                                    
gi|222 DSDGDGKIGAEEFAALVTA                          
              100                                   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  62  Z-score: 96.4  bits: 24.0 E():  2.2 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (12-69:8-62) 
 
               10        20        30        40        50        60 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
                  ::.:..:   . .. : .: .:  ::::     . .   . .. ..: : 
gi|324     MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSKVIENFKAL 
                   10        20         30        40        50      
 
               70        80                                         
2MEPSP GADVDCFLGTDCPPVRVNGI                                         
       :  :.  ::                                                    
gi|324 G--VNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEF 
            60        70        80        90       100       110    
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>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 96.1  bits: 22.5 E():  2.3 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (7-31:61-85) 
 
                                       10        20        30       
2MEPSP                         FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
         40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                                    
gi|179 DSDGDGKIGVDEFAALVKA                          
              100                                   
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 94.4  bits: 22.1 E():  2.8 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (7-31:61-85) 
 
                                       10        20        30       
2MEPSP                         FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|288 FKACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
         40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                                    
gi|288 DSDGDGKIGVDEFAAMIKG                          
              100                                   
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 94.4  bits: 22.1 E():  2.8 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (7-31:61-85) 
 
                                       10        20        30       
2MEPSP                         FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
         40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                                    
gi|294 DSDGDGKIGIDEFAAMIKG                          
              100                                   
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 91.8  bits: 23.1 E():  3.9 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (6-41:252-287) 
 
                                        10        20        30      
2MEPSP                          FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
          40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
       : .  :                                        
gi|144 TAAAGGYKV                                     
             290                                     
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 91.2  bits: 21.5 E():  4.3 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (7-29:59-81) 
 
                                       10        20        30       
2MEPSP                         FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
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gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
         40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                                    
gi|288 DADGDGMLGLDEFAVLVKQ                          
       90       100                                 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 90.7  bits: 21.5 E():  4.5 
Smith-Waterman score: 54; 30.5% identity (52.5% similar) in 59 aa overlap (7-65:60-107) 
 
                                       10        20        30       
2MEPSP                         FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA----- 
      30        40        50        60        70        80          
 
         40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
       ..  :         ::  .:. ..:: ::                
gi|131 FLKAGDSD------GDGKIGVDEFGALVDKWGAKG          
           90             100       110             
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  60  Z-score: 89.6  bits: 23.4 E():  5.2 
Smith-Waterman score: 60; 27.5% identity (68.6% similar) in 51 aa overlap (3-53:184-233) 
 
                                           10        20        30   
2MEPSP                             FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     .::.....:  : . ..:.:...: ..:   
gi|845 MTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISA-LSAEL 
           160       170       180       190       200        210   
 
             40        50        60        70        80             
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI             
        .   .::.. : :..   ::                                        
gi|845 EECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADLDETT 
            220       230       240       250       260       270   
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.6  bits: 21.5 E():  5.9 
Smith-Waterman score: 54; 42.9% identity (64.3% similar) in 14 aa overlap (66-79:66-79) 
 
          40        50        60        70        80                
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI                
                                     ::  .:: :..  :                 
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.6  bits: 20.9 E():  6.7 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (8-31:62-85) 
 
                                      10        20        30        
2MEPSP                        FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
        40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                                   
gi|249 ADGDGMIGIDEFAVLVKQ                          
             100                                   
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2910

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  52 init1:  52 opt:  52  Z-score: 87.6  bits: 20.9 E():  6.7 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (8-31:62-85) 
 
                                      10        20        30        
2MEPSP                        FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
        40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                                   
gi|209 ADGDGMIGIDEFAVLVKQ                          
             100                                   
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.8  bits: 22.1 E():  7.5 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (6-41:248-283) 
 
                                        10        20        30      
2MEPSP                          FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
          40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
       : .  :                                        
gi|239 TAATGGYKV                                     
       280                                           
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 86.7  bits: 21.2 E():  7.6 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (15-58:87-141) 
 
                               10        20        30               
2MEPSP                 FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
            40        50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
           .. ::: . . :: . ..: .                       
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT            
        120       130       140       150              
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.6  bits: 20.9 E():  7.7 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (52-68:98-114) 
 
              30        40        50        60        70        80 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::. .:.. :.::: :.             
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP   
        70        80        90       100       110       120       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.1  bits: 22.1 E():  8.2 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (6-41:274-309) 
 
                                        10        20        30      
2MEPSP                          FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
          40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
       : .  :                                        
gi|398 TAATGGYKV                                     
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           310                                       
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.1  bits: 22.1 E():  8.2 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (6-41:274-309) 
 
                                        10        20        30      
2MEPSP                          FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
          40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
       : .  :                                        
gi|330 TAATGGYKV                                     
           310                                       
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.6 E():  8.2 
Smith-Waterman score: 51; 40.0% identity (68.0% similar) in 25 aa overlap (7-31:59-83) 
 
                                       10        20        30       
2MEPSP                         FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.:. : : :      
gi|777 FKACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAG 
       30        40        50        60        70        80         
 
         40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                                    
gi|777 DSDGDGKIGVDEFAAMVKH                          
       90       100                                 
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.6 E():  8.4 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (8-31:62-85) 
 
                                      10        20        30        
2MEPSP                        FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
        40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                                   
gi|288 ADGDGMIGIDEFAVWVKQ                          
             100                                   
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.6 E():  8.4 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (7-31:61-85) 
 
                                       10        20        30       
2MEPSP                         FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
         40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                                    
gi|207 DSDGDGKIGVEEFQALVKA                          
              100                                   
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.7  bits: 22.4 E():  9.7 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (59-79:383-405) 
 
       30        40        50        60          70        80       
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2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGI       
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.2  bits: 20.2 E():   10 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (7-29:61-83) 
 
                                       10        20        30       
2MEPSP                         FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
         40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                                    
gi|145 DSDGDGKIGVDEFGAMIKA                          
              100                                   
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.2  bits: 20.2 E():   10 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (7-29:61-83) 
 
                                       10        20        30       
2MEPSP                         FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
         40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                                    
gi|148 DSDGDGKIGVDEFGAMIKA                          
              100                                   
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.0  bits: 21.5 E():   11 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (6-41:227-262) 
 
                                        10        20        30      
2MEPSP                          FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
          40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
       : .  :                                        
gi|180 TAAAGGYKV                                     
        260                                          
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 83.7  bits: 21.5 E():   11 
Smith-Waterman score: 54; 23.2% identity (62.3% similar) in 69 aa overlap (1-68:14-76) 
 
                            10        20        30         40       
2MEPSP              FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                    .:..: :   :  : .... ....  :: .    . . .:...:... 
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKL-ETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQ 
               10        20         30        40        50          
 
         50        60        70        80                           
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI                           
            ::.  :.. :.::: ..                                       
gi|225 -----DLLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMD 
           60        70        80        90       100       110     
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>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 83.3  bits: 22.1 E():   12 
Smith-Waterman score: 56; 31.6% identity (68.4% similar) in 38 aa overlap (39-76:262-294) 
 
       10        20        30        40        50        60         
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
       70        80                                                 
2MEPSP GTDCPPVRVNGI                                                 
        .:   .:                                                     
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.5  bits: 22.1 E():   13 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (42-68:454-481) 
 
              20        30        40         50        60        70 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
               80 
2MEPSP DCPPVRVNGI 
                  
gi|424 IKKLFGLSH  
           490    
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 82.1  bits: 20.6 E():   14 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (21-36:142-161) 
 
                         10        20            30        40       
2MEPSP           FPVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
         50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                          
gi|249 GYKV                               
                                          
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.8  bits: 21.2 E():   14 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (15-41:251-277) 
 
                               10        20        30        40     
2MEPSP                 FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
           50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.8  bits: 20.2 E():   14 
Smith-Waterman score: 50; 42.9% identity (57.1% similar) in 14 aa overlap (66-79:66-79) 
 
          40        50        60        70        80                
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI                
                                     ::   :: :..  :                 
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
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gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.8  bits: 21.2 E():   14 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (15-41:252-278) 
 
                               10        20        30        40     
2MEPSP                 FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
           50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 81.7  bits: 20.9 E():   14 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (52-68:202-218) 
 
              30        40        50        60        70        80 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::. .:.. :.::: :.             
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP   
             180       190       200       210       220           
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (15-41:255-281) 
 
                               10        20        30        40     
2MEPSP                 FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
           50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 20.9 E():   14 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (52-68:205-221) 
 
              30        40        50        60        70        80 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::. .:.. :.::: :.             
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP   
          180       190       200       210       220       230    
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (17-41:260-284) 
 
                             10        20        30        40       
2MEPSP               FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   14 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (15-41:258-284) 
 
                               10        20        30        40     
2MEPSP                 FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
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       230       240       250       260       270       280        
 
           50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (17-41:260-284) 
 
                             10        20        30        40       
2MEPSP               FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (17-41:260-284) 
 
                             10        20        30        40       
2MEPSP               FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (17-41:260-284) 
 
                             10        20        30        40       
2MEPSP               FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (17-41:260-284) 
 
                             10        20        30        40       
2MEPSP               FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (17-41:260-284) 
 
                             10        20        30        40       
2MEPSP               FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
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 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (17-41:260-284) 
 
                             10        20        30        40       
2MEPSP               FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (17-41:260-284) 
 
                             10        20        30        40       
2MEPSP               FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (17-41:260-284) 
 
                             10        20        30        40       
2MEPSP               FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (17-41:260-284) 
 
                             10        20        30        40       
2MEPSP               FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (17-41:260-284) 
 
                             10        20        30        40       
2MEPSP               FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (17-41:260-284) 
 
                             10        20        30        40       
2MEPSP               FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
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gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (17-41:260-284) 
 
                             10        20        30        40       
2MEPSP               FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (17-41:260-284) 
 
                             10        20        30        40       
2MEPSP               FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (15-41:261-287) 
 
                               10        20        30        40     
2MEPSP                 FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
           50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 81.4  bits: 22.1 E():   15 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (40-72:341-374) 
 
      10        20        30        40         50        60         
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
       70        80                                                 
2MEPSP GTDCPPVRVNGI                                                 
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.4  bits: 21.2 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (15-41:266-292) 
 
                               10        20        30        40     
2MEPSP                 FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
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           50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.9  bits: 20.2 E():   16 
Smith-Waterman score: 50; 42.9% identity (57.1% similar) in 14 aa overlap (66-79:66-79) 
 
          40        50        60        70        80                
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI                
                                     ::   :: :..  :                 
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (7-31:61-85) 
 
                                       10        20        30       
2MEPSP                         FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
         40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                                    
gi|207 DSDGDGKIGVEEFQALVKA                          
              100                                   
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 80.7  bits: 19.9 E():   16 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (51-73:12-38) 
 
               30        40        50        60            70       
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
         80                                                         
2MEPSP VNGI                                                         
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.2  bits: 20.9 E():   17 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (6-41:238-273) 
 
                                        10        20        30      
2MEPSP                          FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
          40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
       : .  :                                        
gi|313 TAATGGYKV                                     
       270                                           
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.0  bits: 20.9 E():   18 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (6-41:246-281) 
 
                                        10        20        30      
2MEPSP                          FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
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gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
          40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
       : .  :                                        
gi|295 TAATGGYKV                                     
         280                                         
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 79.7  bits: 21.8 E():   18 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (40-72:341-374) 
 
      10        20        30        40         50        60         
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
       70        80                                                 
2MEPSP GTDCPPVRVNGI                                                 
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 79.5  bits: 22.7 E():   19 
Smith-Waterman score: 58; 32.3% identity (58.1% similar) in 31 aa overlap (47-77:943-968) 
 
         20        30        40        50        60        70       
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
         80                                                         
2MEPSP VNGI                                                         
       .                                                            
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.1  bits: 19.3 E():   20 
Smith-Waterman score: 47; 41.0% identity (53.8% similar) in 39 aa overlap (7-41:61-96) 
 
                                       10        20        30       
2MEPSP                         FPVEDAKEEVQLFLGNAGIAMRSLTAAVTA----AG 
                                     .::..::: :     :.:: . :     :: 
gi|193 FHKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAG 
               40        50        60        70        80        90 
 
             40        50        60        70        80 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
        :   : ::                                        
gi|193 DN---VGDGKIGIDEFNHLVKH                           
                 100                                    
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (52-69:295-313) 
 
              30        40        50         60        70        80 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 78.9  bits: 16.8 E():   21 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (29-43:2-16) 
 
               10        20        30        40        50        60 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
                                   :. ::. . : : .:                  
gi|320                            YTTEGGTKSEVEDVIPEGWK              
                                          10        20              
 
               70        80 
2MEPSP GADVDCFLGTDCPPVRVNGI 
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (43-75:78-105) 
 
             20        30        40        50         60        70  
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
              80                                
2MEPSP CPPVRVNGI                                
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 20.5 E():   21 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (6-41:238-273) 
 
                                        10        20        30      
2MEPSP                          FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
          40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
       : .  :                                        
gi|313 TAATGGYKV                                     
       270                                           
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 20.5 E():   21 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (6-41:238-273) 
 
                                        10        20        30      
2MEPSP                          FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
          40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
       : .  :                                        
gi|168 TAATGGYKV                                     
       270                                           
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 20.5 E():   21 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (6-41:238-273) 
 
                                        10        20        30      
2MEPSP                          FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
          40        50        60        70        80 
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2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
       : .  :                                        
gi|313 TAATGGYKV                                     
       270                                           
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.7  bits: 20.5 E():   24 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (17-41:280-304) 
 
                             10        20        30        40       
2MEPSP               FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
         50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 77.7  bits: 20.5 E():   24 
Smith-Waterman score: 51; 28.0% identity (58.0% similar) in 50 aa overlap (12-61:8-56) 
 
               10        20        30        40        50        60 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
                  :..:..:   . .. : .: .:. :..:     . .   : ::  .: : 
gi|107     MAHKSKILIIGGTGYIGKFIVEA-SAKSGHPTFALVRESTVSDPVKGKLVEKFKGL 
                   10        20         30        40        50      
 
               70        80                                         
2MEPSP GADVDCFLGTDCPPVRVNGI                                         
       :                                                            
gi|107 GVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGN 
          60        70        80        90       100       110      
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.4  bits: 19.0 E():   25 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (7-25:61-79) 
 
                                       10        20        30       
2MEPSP                         FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.::            
gi|179 FAKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAG 
               40        50        60        70        80        90 
 
         40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                                    
gi|179 DSDGDGKIGVDEFTALVKA                          
              100                                   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.3  bits: 20.8 E():   25 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (2-26:22-45) 
 
                                   10        20        30        40 
2MEPSP                     FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                            ::..: :.:. :: .:. . ::: :               
gi|113 MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNIIDKCWRCK 
               10        20         30        40        50          
 
               50        60        70        80                     
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI                     
                                                                    
gi|113 ADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWI 
      60        70        80        90       100       110          
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.1  bits: 18.4 E():   26 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (66-75:38-47) 
 
          40        50        60        70        80                
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2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI                
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.1  bits: 19.0 E():   29 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (67-76:48-57) 
 
         40        50        60        70        80                 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI                 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (25-50:11-39) 
 
               10        20        30        40           50        
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGL 
                               :... ::    .:::::   .:..  . :        
gi|226               MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVE 
                             10        20        30        40       
 
        60        70        80                                      
2MEPSP KQLGADVDCFLGTDCPPVRVNGI                                      
                                                                    
gi|226 GNGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIV 
         50        60        70        80        90       100       
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (7-31:61-85) 
 
                                       10        20        30       
2MEPSP                         FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|148 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
         40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                                    
gi|148 DSDGDGAIGVEEWAVLVKA                          
              100                                   
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (7-31:61-85) 
 
                                       10        20        30       
2MEPSP                         FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|145 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
         40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                                    
gi|145 DSDGDGAIGVDEWAVLVKA                          
              100                                   
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.0 E():   33 
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Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (20-42:22-44) 
 
                 10        20        30        40        50         
2MEPSP   FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP QLGADVDCFLGTDCPPVRVNGI                                       
                                                                    
gi|753 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.0 E():   33 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (20-42:22-44) 
 
                 10        20        30        40        50         
2MEPSP   FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP QLGADVDCFLGTDCPPVRVNGI                                       
                                                                    
gi|198 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.1  bits: 19.9 E():   33 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (54-80:13-38) 
 
            30        40        50        60        70        80    
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI    
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 19.6 E():   36 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (6-33:210-237) 
 
                                        10        20        30      
2MEPSP                          FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
          40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                                     
gi|226 V                                             
     240                                             
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.4  bits: 19.9 E():   36 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (6-41:267-298) 
 
                                        10        20        30      
2MEPSP                          FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
          40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
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       : .  :                                        
gi|663 TAAAGGYKA                                     
            300                                      
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (37-72:40-74) 
 
         10        20        30        40        50        60       
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
         70        80                                               
2MEPSP FLGTDCPPVRVNGI                                               
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 46; 22.2% identity (62.2% similar) in 45 aa overlap (41-80:104-146) 
 
               20        30        40        50             60      
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
          70        80               
2MEPSP CFLGTDCPPVRVNGI               
        : ..: : . ..:.               
gi|236 AFCNVDIP-IGIGGVCYWLSYPMNPATGH 
            140        150       160 
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.4 E():   38 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (8-35:54-81) 
 
                                      10        20        30        
2MEPSP                        FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
        40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                                   
gi|598 EEKKEEKEEEKEESDEDMGFGLFD                    
            90       100                           
 
>>gi|73621416|sp|Q8H2C8.3|PROF2_ARTVU RecName: Full=Prof  (133 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.1  bits: 18.7 E():   38 
Smith-Waterman score: 45; 20.4% identity (57.4% similar) in 54 aa overlap (18-69:17-70) 
 
               10        20        30        40        50        60 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
                        : ...  .::. .  :..    :  :... . .  ..  .... 
gi|736  MSWQTYVDDHLMCDIEGTGQHLTAAAILGLDGTVWAKSDKFPEFKPEEMKGIINEFNEV 
                10        20        30        40        50          
 
                 70        80                                       
2MEPSP G--ADVDCFLGTDCPPVRVNGI                                       
       :  : .  :::                                                  
gi|736 GTLAPTGLFLGGAKYMVLQGEAGAVIRGKKGAGGICIKKTGQAMVMGIYDEPVAPGQCNM 
      60        70        80        90       100       110          
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.0  bits: 19.0 E():   38 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (37-72:47-81) 
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         10        20        30        40        50        60       
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
         70        80                                               
2MEPSP FLGTDCPPVRVNGI                                               
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (8-31:61-84) 
 
                                      10        20        30        
2MEPSP                        FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
        40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                                   
gi|288 ADGDGMLGLDEFAVLVKQ                          
              100                                  
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.9  bits: 20.2 E():   38 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (40-68:184-213) 
 
      10        20        30        40        50          60        
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
        70        80                                                
2MEPSP LGTDCPPVRVNGI                                                
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.9  bits: 20.2 E():   38 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (40-68:184-213) 
 
      10        20        30        40        50          60        
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
        70        80                                                
2MEPSP LGTDCPPVRVNGI                                                
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.9  bits: 20.2 E():   38 
Smith-Waterman score: 50; 23.4% identity (53.2% similar) in 47 aa overlap (26-72:351-397) 
 
                    10        20        30        40        50      
2MEPSP      FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :  .:.:.. . . .    : .   ::.:  
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
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          60        70        80 
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGI 
        : . .. . :  :. :         
gi|113 QLTMNAGVLTCSPGAPC         
              390                
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (7-36:5-32) 
 
               10        20        30        40        50        60 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
             :  : .::. :  .. .:... :: ::.::                         
gi|300   MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTANV 
                 10          20        30        40        50       
 
               70        80                                         
2MEPSP GADVDCFLGTDCPPVRVNGI                                         
                                                                    
gi|300 PPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFVL 
         60        70        80        90       100       110       
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (7-36:5-32) 
 
               10        20        30        40        50        60 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
             :  : .::. :  .. .:... :: ::.::                         
gi|300   MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTANV 
                 10          20        30        40        50       
 
               70        80                                         
2MEPSP GADVDCFLGTDCPPVRVNGI                                         
                                                                    
gi|300 PPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFVL 
         60        70        80        90       100       110       
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.9 E():   41 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (7-49:5-47) 
 
               10        20        30        40        50        60 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
             :. : :::. : .:  . . :. :. . :: .  ..:     :            
gi|249   MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPATPAA 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP GADVDCFLGTDCPPVRVNGI                                         
                                                                    
gi|249 VPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLASGY 
       60        70        80        90       100       110         
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.5  bits: 19.0 E():   41 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (42-66:59-82) 
 
              20        30        40        50        60        70  
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
              80                                                    
2MEPSP CPPVRVNGI                                                    
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
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 initn:  43 init1:  43 opt:  46  Z-score: 73.5  bits: 19.0 E():   41 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (42-66:59-82) 
 
              20        30        40        50        60        70  
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
              80                                                    
2MEPSP CPPVRVNGI                                                    
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 72.9  bits: 19.9 E():   44 
Smith-Waterman score: 49; 33.3% identity (60.6% similar) in 33 aa overlap (33-65:94-121) 
 
             10        20        30        40        50        60   
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::   .:  :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVP---QR--GNITIHLQQFNE 
            70        80        90       100            110         
 
             70        80                                           
2MEPSP DVDCFLGTDCPPVRVNGI                                           
       :.:                                                          
gi|144 DLDKMTPDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEA 
      120       130       140       150       160       170         
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.6  bits: 19.6 E():   45 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (12-39:7-33) 
 
               10        20        30        40        50        60 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
                  :..:..:   : .: : . : :. :..:                      
gi|198      MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPEKAQLLESFTSK 
                    10        20         30        40        50     
 
               70        80                                         
2MEPSP GADVDCFLGTDCPPVRVNGI                                         
                                                                    
gi|198 GATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFGN 
           60        70        80        90       100       110     
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (39-68:361-385) 
 
       10        20        30        40        50        60         
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
       70        80 
2MEPSP GTDCPPVRVNGI 
                    
gi|284 ELIRSLFGLP   
         390        
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 49; 23.2% identity (60.9% similar) in 69 aa overlap (1-68:135-197) 
 
                                             10        20        30 
2MEPSP                               FPVEDAKEEVQLFLGNAGIAMRSLTAAVTA 
                                     .:..: :   :  : ...  ....  :: . 
gi|258 GWDPYVPSSKRKHTRRGVGVDGLIDDIIAILPIDDLKALFQEKL-ETSPDFKAFYDAVRS 
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          110       120       130       140        150       160    
 
                40        50        60        70        80          
2MEPSP AG-GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI          
           . . .:...:...     ::.  :.. :.::: ..                      
gi|258 PEFQSIVQTLNAMPEYQ-----DLLQKLRDKGVDVDHYIELIRALFGLTRAARNLQDDLN 
           170       180            190       200       210         
 
gi|258 DFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFANFYNFLKGH 
      220       230       240       250       260       270         
 
>>gi|116174182|emb|CAL59819.1| hyaluronidase homologue [  (323 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.2  bits: 19.6 E():   48 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (34-65:66-94) 
 
            10        20        30          40        50        60  
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|116 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
              70        80                                          
2MEPSP ADVDCFLGTDCPPVRVNGI                                          
        ..:                                                         
gi|116 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.1  bits: 18.7 E():   48 
Smith-Waterman score: 45; 27.7% identity (50.8% similar) in 65 aa overlap (2-65:110-167) 
 
                                            10        20         30 
2MEPSP                              FPVEDAKEEVQLFLGNAGIAM-RSLTAAVTA 
                                     : .:  .::: .   ::. . :..  . .  
gi|158 DGVTDATGTYTIELKDSHEEDICQVVLVASPRKDC-DEVQALRDRAGVLLTRNVGISDSL 
      80        90       100       110        120       130         
 
               40        50        60        70        80 
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
         .:    .  ::     :.   .. :::: .: :                
gi|158 RPANPLGYFKDVPL----PV--CAALLKQLDSDDDDDQ             
      140       150             160       170             
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.1  bits: 18.0 E():   48 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (16-35:67-86) 
 
                              10        20        30        40      
2MEPSP                FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
          50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                           
gi|833 EKEESDEDMGFGLFD                     
        100       110                      
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.1  bits: 18.0 E():   48 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (16-35:67-86) 
 
                              10        20        30        40      
2MEPSP                FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
          50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2929

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                           
gi|668 EKEESDEDMGFGLFD                     
        100       110                      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 43; 42.9% identity (47.6% similar) in 21 aa overlap (64-80:35-55) 
 
            40        50        60            70        80          
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGI          
                                     : ::     :   ::.  :::          
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 43; 42.9% identity (47.6% similar) in 21 aa overlap (64-80:35-55) 
 
            40        50        60            70        80          
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGI          
                                     : ::     :   ::.  :::          
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 43; 42.9% identity (47.6% similar) in 21 aa overlap (64-80:35-55) 
 
            40        50        60            70        80          
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGI          
                                     : ::     :   ::.  :::          
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|62147665|emb|CAI77218.1| hyaluronidase b [Vespula v  (340 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.8  bits: 19.6 E():   51 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (34-65:66-94) 
 
            10        20        30          40        50        60  
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVL--DGVPRMRERPIGDLVVGLKQLG 
                                     :.:: .  .:::.      :.:.. :.:.  
gi|621 IKYNSMNNFRGETISLFYDPGNFPSMVLLKNGTYEIRNEGVPQK-----GNLTIHLEQFT 
          40        50        60        70             80        90 
 
              70        80                                          
2MEPSP ADVDCFLGTDCPPVRVNGI                                          
        ..:                                                         
gi|621 KELDEIYPKKIAGGIGVIHFHNWRPIFRRNVDNLKINKDISIDLVRKEHPKWDKSMIEKE 
              100       110       120       130       140       150 
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.7  bits: 19.6 E():   51 
Smith-Waterman score: 48; 25.8% identity (77.4% similar) in 31 aa overlap (3-33:36-66) 
 
                                           10        20        30   
2MEPSP                             FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     ..:::...: : :..    .. ...:.... 
gi|190 KKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSA 
          10        20        30        40        50        60      
 
             40        50        60        70        80             
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI             
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       :                                                            
gi|190 GAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQ 
          70        80        90       100       110       120      
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.6  bits: 15.2 E():   51 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (29-43:2-16) 
 
               10        20        30        40        50        60 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
                                   :. ::. . . : .:                  
gi|320                            YTTEGGTKSEAEDVIPE                 
                                          10                        
 
               70        80 
2MEPSP GADVDCFLGTDCPPVRVNGI 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.3  bits: 18.3 E():   53 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (29-61:28-60) 
 
               10        20        30        40        50        60 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
                                   :.. :: . .  :.  .. : .:: . :  .  
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMST 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP GADVDCFLGTDCPPVRVNGI                                         
       :                                                            
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 17.7 E():   54 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:69-88) 
 
                      10        20        30        40        50    
2MEPSP        FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
            60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGI 
                                   
gi|105 T                           
                                   
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.3 E():   56 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (7-58:5-62) 
 
               10        20        30        40              50     
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV------PRMRERPIGDLV 
             :  : :::  : .:  . . :. :. . :: .  :.      : .... . :.  
gi|119   MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAAGKITPTQEQKLMEDIN 
                 10        20        30        40        50         
 
           60        70        80                                   
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGI                                   
       ::.:                                                         
gi|119 VGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDATYKAA 
       60        70        80        90       100       110         
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.0 E():   58 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (18-61:17-60) 
 
               10        20        30        40        50        60 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
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                        : :  ::..:...  :..    .. :... . :  ..  ...  
gi|130  MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEP 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP GADVDCFLGTDCPPVRVNGI                                         
       :                                                            
gi|130 GHLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNM 
      60        70        80        90       100       110          
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.2  bits: 19.6 E():   61 
Smith-Waterman score: 48; 27.5% identity (45.1% similar) in 51 aa overlap (21-71:66-115) 
 
                         10        20        30        40        50 
2MEPSP           FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   ..   :: .  : : :. :     . 
gi|581 KYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEF 
          40        50        60        70        80        90      
 
               60        70        80                               
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVRVNGI                               
        : ..   .   ::: :.  :                                        
gi|581 DDAMIKDISSHDDVD-FIEPDFVVRTTTNGTNLTHQDNVPSWGLARVGSKKPGGTTYYYD 
         100       110        120       130       140       150     
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (6-41:238-273) 
 
                                        10        20        30      
2MEPSP                          FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
          40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
       : .  :                                        
gi|313 TAAAGGYKV                                     
       270                                           
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 19.0 E():   65 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (47-65:40-58) 
 
         20        30        40        50        60        70       
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
         80                                                         
2MEPSP VNGI                                                         
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.7  bits: 19.6 E():   65 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (12-58:346-393) 
 
                                  10        20        30         40 
2MEPSP                    FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
               50        60        70        80                     
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI                     
          . ..  :.:.::::.                                           
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gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.7  bits: 19.6 E():   65 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (12-58:346-393) 
 
                                  10        20        30         40 
2MEPSP                    FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
               50        60        70        80                     
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI                     
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (54-73:84-104) 
 
            30        40        50         60        70        80   
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI   
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.5  bits: 18.3 E():   67 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (19-43:121-145) 
 
                           10        20        30        40         
2MEPSP             FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
       50        60        70        80          
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI          
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.3  bits: 19.0 E():   69 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (15-41:276-298) 
 
                               10        20        30        40     
2MEPSP                 FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
           50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (25-53:11-42) 
 
               10        20        30        40           50        
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGL 
                               :... ::    ...:::   ::..  . :...     
gi|116               MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIE 
                             10        20        30        40       
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        60        70        80                                      
2MEPSP KQLGADVDCFLGTDCPPVRVNGI                                      
                                                                    
gi|116 GNGGPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIV 
         50        60        70        80        90       100       
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (25-41:112-128) 
 
                     10        20        30        40        50     
2MEPSP       FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
           60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.7 E():   72 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (18-62:17-61) 
 
               10        20        30        40        50        60 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
                        : ...  .::. .. ::.    .. :...   :. ..  ...  
gi|622  MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEP 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP GADVDCFLGTDCPPVRVNGI                                         
       ::                                                           
gi|622 GALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCNM 
      60        70        80        90       100       110          
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.7 E():   72 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (20-66:80-121) 
 
                          10        20        30        40          
2MEPSP            FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
      50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
        : ... :  . :: ::               
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY   
          110       120       130      
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.9  bits: 19.3 E():   72 
Smith-Waterman score: 49; 38.7% identity (61.3% similar) in 31 aa overlap (49-78:319-345) 
 
       20        30        40        50        60        70         
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
        80                                             
2MEPSP NGI                                             
       :                                               
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.6 E():   74 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (24-43:232-251) 
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                      10        20        30        40        50    
2MEPSP        FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
            60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGI 
                                   
gi|898 AK                          
                                   
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 43; 25.5% identity (56.9% similar) in 51 aa overlap (22-71:8-54) 
 
               10        20        30        40        50        60 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
                            :: .     .::... :.:    . .: ....  :.. . 
gi|184               MSRKSGSRSSSKRSKKSGGGSN-VFD---MFTQRQVAEFKEGFQLM 
                             10        20            30        40   
 
                70        80                                        
2MEPSP GADVDCFLG-TDCPPVRVNGI                                        
         : :  .: ::                                                 
gi|184 DRDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDD 
             50        60        70        80        90       100   
 
>>gi|239735|gb|AAB20453.1| Car b I=major allergen [Carpi  (40 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.2  bits: 15.9 E():   79 
Smith-Waterman score: 42; 32.1% identity (60.7% similar) in 28 aa overlap (26-50:11-38) 
 
               10        20        30        40           50        
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGL 
                                ... ::    .:::::   .:..  . :        
gi|239                GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAIXK      
                              10        20        30        40      
 
        60        70        80 
2MEPSP KQLGADVDCFLGTDCPPVRVNGI 
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 19.0 E():   81 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (50-66:7-23) 
 
      20        30        40        50        60        70          
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
      80                                                            
2MEPSP I                                                            
                                                                    
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 19.0 E():   81 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (50-66:7-23) 
 
      20        30        40        50        60        70          
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
      80                                                            
2MEPSP I                                                            
                                                                    
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
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         40        50        60        70        80        90       
 
>>gi|239734|gb|AAB20452.1| Bet v I=major allergen [Betul  (43 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.7  bits: 15.8 E():   84 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (25-41:10-26) 
 
               10        20        30        40        50        60 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
                               :... ::    ...:::                    
gi|239                GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAIXXVEN   
                              10        20        30        40      
 
               70        80 
2MEPSP GADVDCFLGTDCPPVRVNGI 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.4 E():   88 
Smith-Waterman score: 41; 36.0% identity (64.0% similar) in 25 aa overlap (5-29:11-35) 
 
                     10        20        30        40        50     
2MEPSP       FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                 : .:. . :: . :...   ::: :                          
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGI                                   
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 41; 32.1% identity (60.7% similar) in 28 aa overlap (54-78:91-118) 
 
            30        40        50         60          70        80 
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK-QLGADVD--CFLGTDCPPVRVNGI 
                                     . :.: .: :.:   : . :  ::. ..   
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
gi|249 CSKIQSTIFRGYY 
              130    
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.1 E():   90 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (35-65:5-35) 
 
           10        20        30        40        50        60     
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|461                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
           70        80                                             
2MEPSP DCFLGTDCPPVRVNGI                                             
       :                                                            
gi|461 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.1 E():   90 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (35-65:5-35) 
 
           10        20        30        40        50        60     
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|416                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
           70        80                                             
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2MEPSP DCFLGTDCPPVRVNGI                                             
       :                                                            
gi|416 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|1311513|gb|AAB36012.1| mAb 8B6-reactive major aller  (30 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.1  bits: 15.2 E():   90 
Smith-Waterman score: 34; 41.7% identity (75.0% similar) in 12 aa overlap (68-79:7-18) 
 
        40        50        60        70        80            
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI            
                                     .:.  ::. :.:             
gi|131                         GTTGTVVGALMPPLFVQGKEKEXPPSXKXG 
                                       10        20        30 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (35-65:5-35) 
 
           10        20        30        40        50        60     
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.         :. . :...: :. 
gi|117                           MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDA 
                                         10        20        30     
 
           70        80                                             
2MEPSP DCFLGTDCPPVRVNGI                                             
       :                                                            
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 19.0 E():   92 
Smith-Waterman score: 46; 26.7% identity (46.7% similar) in 45 aa overlap (21-65:64-108) 
 
                         10        20        30        40        50 
2MEPSP           FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPI 
                                     ::   .. . :: .  : : :. :     . 
gi|238 KYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEF 
            40        50        60        70        80        90    
 
               60        70        80                               
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVRVNGI                               
        : ..   .   :::                                              
gi|238 DDAMIKDISNHDDVDYIEPDFVVRTSTNGTNLTRQENVPSWGLARVGSKQAGGTTYYYDS 
           100       110       120       130       140       150    
 
>>gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma sacch  (284 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 44; 21.3% identity (53.2% similar) in 47 aa overlap (3-49:4-50) 
 
                10        20        30        40        50          
2MEPSP  FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
          ..   . ..:   ::     .: : .  :. .:  .:. :  ....:           
gi|203 MEAIKKKMQAMKLEKDNAMDKADALEAQARDANRKADKILEEVQDLKKKPSQVETDFTTT 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP LGADVDCFLGTDCPPVRVNGI                                        
                                                                    
gi|203 KENLATANKNLEDKEKTLTNTESEVASLNRKVQMIEENLERSEERLGTALTKLGEASHAA 
               70        80        90       100       110       120 
 
>>gi|320546|pir||B45786 major pollen allergen Bet v II -  (51 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.3  bits: 15.8 E(): 1e 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (25-41:10-26) 
 
               10        20        30        40        50        60 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
                               :... ::    ...:::                    
gi|320                SVFNYETETTSVIPAAMLFKAFILDGDKLFPKVAPQXQSIVXNXY 
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                              10        20        30        40      
 
               70        80 
2MEPSP GADVDCFLGTDCPPVRVNGI 
                            
gi|320 RVYXPK               
          50                
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.3  bits: 15.8 E(): 1e 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (25-41:10-26) 
 
               10        20        30        40        50        60 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
                               :... ::    ...:::                    
gi|298                GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVENIY 
                              10        20        30        40      
 
               70        80 
2MEPSP GADVDCFLGTDCPPVRVNGI 
                            
gi|298 ERYGXG               
          50                
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.3  bits: 15.8 E(): 1e 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (25-41:10-26) 
 
               10        20        30        40        50        60 
2MEPSP FPVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQL 
                               :... ::    ...:::                    
gi|320                GVFNYEAETTSVIPAAWLWKXFILDGDNLFPKVAPQAXTSVENIY 
                              10        20        30        40      
 
               70        80 
2MEPSP GADVDCFLGTDCPPVRVNGI 
                            
gi|320 ERGGWG               
          50                
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:33 2011 done: Tue Apr 19 10:57:33 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 86  - 165 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     2     0:= 
  26     1     0:= 
  28     1     0:= 
  30     3     2:* 
  32    20     8:==*==== 
  34    21    22:=======* 
  36    41    44:==============* 
  38    80    73:========================*== 
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  40    65   102:======================           * 
  42   120   125:======================================== * 
  44   127   138:===========================================  * 
  46   139   140:==============================================* 
  48   131   134:============================================* 
  50   113   122:======================================  * 
  52    87   108:=============================      * 
  54    66    92:======================        * 
  56   140    77:=========================*===================== 
  58    66    63:====================*= 
  60    44    51:=============== * 
  62    25    41:=========    * 
  64    45    33:==========*==== 
  66    15    26:=====   * 
  68    13    20:===== * 
  70    12    16:==== * 
  72    12    12:===* 
  74    16    10:===*== 
  76     9     8:==* 
  78     9     6:=*= 
  80    14     5:=*=== 
  82    19     3:*====== 
  84     5     3:*= 
  86     9     2:*== 
  88     4     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     2     1:*         :*= 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     3     0:=         *=== 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.62050.00352; mu= 8.3104 0.182 
 mean_var=34.3906 9.264, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.218703 
 Kolmogorov-Smirnov  statistic: 0.0620 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 24.3    0.61 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   63 24.3    0.69 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 24.0    0.76 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 24.0    0.76 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 23.4     1.2 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 23.1     1.5 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.8     1.7 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 22.8     1.8 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 24.0     2.2 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 22.4     2.3 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   56 22.1     2.8 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 22.1     2.8 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 23.1     3.9 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.5     4.3 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   54 21.5     4.5 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   60 23.4     5.2 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   54 21.5     5.9 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 20.9     6.8 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 20.9     6.8 
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gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 22.1     7.5 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 21.2     7.6 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.9     7.7 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   62 24.0     7.9 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 22.1     8.2 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 22.1     8.2 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   51 20.6     8.3 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.6     8.5 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.6     8.5 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.4     9.4 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.4     9.7 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.2      11 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.2      11 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.5      11 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.1      13 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.5      14 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   53 21.2      14 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.2      14 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.2      14 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   50 20.2      14 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.9      14 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.2      14 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.9      15 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.2      15 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.2      15 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.2      15 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.2      15 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.2      15 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.1      15 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   50 20.2      16 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.6      16 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.9      16 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.9      17 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.9      18 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.8      18 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   47 19.3      20 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.5      20 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.8      21 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.6      21 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.5      21 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.5      21 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.5      21 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.9      23 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.5      24 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   51 20.5      24 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.8      25 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   46 19.0      25 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.4      26 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   50 20.2      28 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 19.0      29 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.3      30 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   45 18.7      31 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   45 18.7      31 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.9      33 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 19.0      33 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 19.0      33 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.6      36 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   46 19.0      36 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.9      36 
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gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 19.0      37 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   46 19.0      37 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.3      38 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 19.0      38 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.3      38 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.2      38 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.2      38 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.2      38 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.7      39 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.7      39 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.9      41 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 19.0      41 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 19.0      41 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.6      46 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.9      47 
gi|1588669|prf||2209273A Zm13                      ( 170)   45 18.7      48 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 18.0      49 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 18.0      49 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   43 18.0      50 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   43 18.0      50 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.0      50 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   48 19.6      51 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 15.2      52 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.3      54 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.7      54 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.3      56 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 18.0      58 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   48 19.6      59 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.6      61 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 19.0      63 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 19.0      65 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.6      65 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.6      65 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 18.0      66 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.3      67 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 19.0      69 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 18.0      70 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.7      71 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.3      72 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.7      72 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.7      72 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.6      75 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 18.0      77 
gi|239735|gb|AAB20453.1| Car b I=major allergen [C (  40)   36 15.8      79 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.0      81 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.0      81 
gi|239734|gb|AAB20452.1| Bet v I=major allergen [B (  43)   36 15.8      85 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   41 17.4      88 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.4      89 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   40 17.1      91 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   40 17.1      91 
gi|1311513|gb|AAB36012.1| mAb 8B6-reactive major a (  30)   34 15.2      92 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 19.0      92 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.1      92 
gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma s ( 284)   44 18.3      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 106.3  bits: 24.3 E(): 0.61 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (6-30:61-85) 
 
                                        10        20        30      
2MEPSP                          PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
          40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                                     
gi|145 DEDGDGMIGVDEFVTLVKA                           
              100                                    
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>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 105.3  bits: 24.3 E(): 0.69 
Smith-Waterman score: 63; 41.7% identity (66.7% similar) in 24 aa overlap (58-78:48-71) 
 
        30        40        50        60           70        80     
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIG     
                                     :: ...:  :   : :: :...::       
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 104.7  bits: 24.0 E(): 0.76 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (6-61:60-104) 
 
                                        10        20        30      
2MEPSP                          PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
          40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
       .. ::     ..  :: ..:. ...:                    
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG                
                90        100                        
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 104.7  bits: 24.0 E(): 0.76 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (6-61:60-104) 
 
                                        10        20        30      
2MEPSP                          PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
          40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
       .. ::     ..  :: ..:. ...:                    
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG                
                90        100                        
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 101.2  bits: 23.4 E():  1.2 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (6-53:60-106) 
 
                                        10        20        30      
2MEPSP                          PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
          40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
        : ::  ..  . . :::                            
gi|208 DV-DGDGKIGIEEFTDLVRSK                         
      90        100                                  
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 99.5  bits: 23.1 E():  1.5 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (6-30:61-85) 
 
                                        10        20        30      
2MEPSP                          PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
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          40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                                     
gi|145 DSDGDGKIGVDEFAAMVKA                           
              100                                    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 98.4  bits: 22.8 E():  1.7 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (58-78:24-46) 
 
        30        40        50        60          70        80      
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIG      
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 97.8  bits: 22.8 E():  1.8 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (6-30:61-85) 
 
                                        10        20        30      
2MEPSP                          PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
          40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                                     
gi|222 DSDGDGKIGAEEFAALVTA                           
              100                                    
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  62  Z-score: 96.4  bits: 24.0 E():  2.2 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (11-68:8-62) 
 
               10        20        30        40        50        60 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                 ::.:..:   . .. : .: .:  ::::     . .   . .. ..: :: 
gi|324    MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSKVIENFKALG 
                  10        20         30        40        50       
 
               70        80                                         
2MEPSP ADVDCFLGTDCPPVRVNGIG                                         
         :.  ::                                                     
gi|324 --VNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFG 
           60        70        80        90       100       110     
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 96.1  bits: 22.4 E():  2.3 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (6-30:61-85) 
 
                                        10        20        30      
2MEPSP                          PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
          40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                                     
gi|179 DSDGDGKIGVDEFAALVKA                           
              100                                    
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 94.4  bits: 22.1 E():  2.8 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (6-30:61-85) 
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                                        10        20        30      
2MEPSP                          PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|288 FKACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
          40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                                     
gi|288 DSDGDGKIGVDEFAAMIKG                           
              100                                    
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 94.4  bits: 22.1 E():  2.8 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (6-30:61-85) 
 
                                        10        20        30      
2MEPSP                          PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
          40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                                     
gi|294 DSDGDGKIGIDEFAAMIKG                           
              100                                    
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 91.8  bits: 23.1 E():  3.9 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (5-40:252-287) 
 
                                         10        20        30     
2MEPSP                           PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
           40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
       : .  :                                         
gi|144 TAAAGGYKV                                      
             290                                      
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 91.1  bits: 21.5 E():  4.3 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (6-28:59-81) 
 
                                        10        20        30      
2MEPSP                          PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
          40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                                     
gi|288 DADGDGMLGLDEFAVLVKQ                           
       90       100                                  
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 90.7  bits: 21.5 E():  4.5 
Smith-Waterman score: 54; 30.5% identity (52.5% similar) in 59 aa overlap (6-64:60-107) 
 
                                        10        20        30      
2MEPSP                          PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA----- 
      30        40        50        60        70        80          
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          40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
       ..  :         ::  .:. ..:: ::                 
gi|131 FLKAGDSD------GDGKIGVDEFGALVDKWGAKG           
           90             100       110              
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  60  Z-score: 89.6  bits: 23.4 E():  5.2 
Smith-Waterman score: 60; 27.5% identity (68.6% similar) in 51 aa overlap (2-52:184-233) 
 
                                            10        20        30  
2MEPSP                              PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     .::.....:  : . ..:.:...: ..:   
gi|845 MTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISA-LSAEL 
           160       170       180       190       200        210   
 
              40        50        60        70        80            
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG            
        .   .::.. : :..   ::                                        
gi|845 EECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADLDETT 
            220       230       240       250       260       270   
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.6  bits: 21.5 E():  5.9 
Smith-Waterman score: 54; 42.9% identity (64.3% similar) in 14 aa overlap (65-78:66-79) 
 
           40        50        60        70        80               
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG               
                                     ::  .:: :..  :                 
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.5  bits: 20.9 E():  6.8 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (7-30:62-85) 
 
                                       10        20        30       
2MEPSP                         PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
         40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                                    
gi|249 ADGDGMIGIDEFAVLVKQ                           
             100                                    
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.5  bits: 20.9 E():  6.8 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (7-30:62-85) 
 
                                       10        20        30       
2MEPSP                         PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
         40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                                    
gi|209 ADGDGMIGIDEFAVLVKQ                           
             100                                    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.8  bits: 22.1 E():  7.5 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (5-40:248-283) 
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                                         10        20        30     
2MEPSP                           PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
           40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
       : .  :                                         
gi|239 TAATGGYKV                                      
       280                                            
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 86.6  bits: 21.2 E():  7.6 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (14-57:87-141) 
 
                                10        20        30              
2MEPSP                  PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
             40        50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
           .. ::: . . :: . ..: .                        
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT             
        120       130       140       150               
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.5  bits: 20.9 E():  7.7 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (51-67:98-114) 
 
               30        40        50        60        70        80 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 86.4  bits: 24.0 E():  7.9 
Smith-Waterman score: 62; 31.4% identity (60.0% similar) in 35 aa overlap (46-80:943-972) 
 
          20        30        40        50        60        70      
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
          80                                                        
2MEPSP VNGIG                                                        
       ... :                                                        
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.1  bits: 22.1 E():  8.2 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (5-40:274-309) 
 
                                         10        20        30     
2MEPSP                           PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
           40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
       : .  :                                         
gi|330 TAATGGYKV                                      
           310                                        
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2946

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  56 init1:  56 opt:  56  Z-score: 86.1  bits: 22.1 E():  8.2 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (5-40:274-309) 
 
                                         10        20        30     
2MEPSP                           PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
           40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
       : .  :                                         
gi|398 TAATGGYKV                                      
           310                                        
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.6 E():  8.3 
Smith-Waterman score: 51; 40.0% identity (68.0% similar) in 25 aa overlap (6-30:59-83) 
 
                                        10        20        30      
2MEPSP                          PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.:. : : :      
gi|777 FKACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAG 
       30        40        50        60        70        80         
 
          40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                                     
gi|777 DSDGDGKIGVDEFAAMVKH                           
       90       100                                  
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.8  bits: 20.6 E():  8.5 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (7-30:62-85) 
 
                                       10        20        30       
2MEPSP                         PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
         40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                                    
gi|288 ADGDGMIGIDEFAVWVKQ                           
             100                                    
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.8  bits: 20.6 E():  8.5 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (6-30:61-85) 
 
                                        10        20        30      
2MEPSP                          PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
          40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                                     
gi|207 DSDGDGKIGVEEFQALVKA                           
              100                                    
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 85.0  bits: 22.4 E():  9.4 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (38-80:262-299) 
 
        10        20        30        40        50        60        
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
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             240       250       260       270            280       
 
        70        80                                                
2MEPSP GTDCPPVRVNGIG                                                
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.7  bits: 22.4 E():  9.7 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (58-78:383-405) 
 
        30        40        50        60          70        80      
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIG      
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.1  bits: 20.2 E():   11 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (6-28:61-83) 
 
                                        10        20        30      
2MEPSP                          PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
          40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                                     
gi|145 DSDGDGKIGVDEFGAMIKA                           
              100                                    
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.1  bits: 20.2 E():   11 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (6-28:61-83) 
 
                                        10        20        30      
2MEPSP                          PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
          40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                                     
gi|148 DSDGDGKIGVDEFGAMIKA                           
              100                                    
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 83.9  bits: 21.5 E():   11 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (5-40:227-262) 
 
                                         10        20        30     
2MEPSP                           PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
           40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
       : .  :                                         
gi|180 TAAAGGYKV                                      
        260                                           
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.5  bits: 22.1 E():   13 
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Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (41-67:454-481) 
 
               20        30        40         50        60          
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
      70        80 
2MEPSP DCPPVRVNGIG 
                   
gi|424 IKKLFGLSH   
           490     
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 82.1  bits: 20.5 E():   14 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (20-35:142-161) 
 
                          10        20            30        40      
2MEPSP            PVEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
          50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                           
gi|249 GYKV                                
                                           
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 82.0  bits: 21.2 E():   14 
Smith-Waterman score: 53; 23.5% identity (61.8% similar) in 68 aa overlap (1-67:15-76) 
 
                             10        20        30         40      
2MEPSP               PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                     :..: :   :  : .... ....  :: .    . . .:...:... 
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKL-ETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQ 
               10        20         30        40        50          
 
          50        60        70        80                          
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG                          
            ::.  :.. :.::: ..                                       
gi|225 -----DLLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMD 
           60        70        80        90       100       110     
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.8  bits: 21.2 E():   14 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (14-40:251-277) 
 
                                10        20        30        40    
2MEPSP                  PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
            50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.8  bits: 21.2 E():   14 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (14-40:252-278) 
 
                                10        20        30        40    
2MEPSP                  PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
            50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
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>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.8  bits: 20.2 E():   14 
Smith-Waterman score: 50; 42.9% identity (57.1% similar) in 14 aa overlap (65-78:66-79) 
 
           40        50        60        70        80               
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG               
                                     ::   :: :..  :                 
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 81.7  bits: 20.9 E():   14 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (51-67:202-218) 
 
               30        40        50        60        70        80 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (14-40:255-281) 
 
                                10        20        30        40    
2MEPSP                  PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
            50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 20.9 E():   15 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (51-67:205-221) 
 
               30        40        50        60        70        80 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (16-40:260-284) 
 
                              10        20        30        40      
2MEPSP                PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (16-40:260-284) 
 
                              10        20        30        40      
2MEPSP                PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          50        60        70        80 
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2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (16-40:260-284) 
 
                              10        20        30        40      
2MEPSP                PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (16-40:260-284) 
 
                              10        20        30        40      
2MEPSP                PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (16-40:260-284) 
 
                              10        20        30        40      
2MEPSP                PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (16-40:260-284) 
 
                              10        20        30        40      
2MEPSP                PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (16-40:260-284) 
 
                              10        20        30        40      
2MEPSP                PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (16-40:260-284) 
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                              10        20        30        40      
2MEPSP                PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (14-40:258-284) 
 
                                10        20        30        40    
2MEPSP                  PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
            50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (16-40:260-284) 
 
                              10        20        30        40      
2MEPSP                PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (16-40:260-284) 
 
                              10        20        30        40      
2MEPSP                PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (16-40:260-284) 
 
                              10        20        30        40      
2MEPSP                PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (16-40:260-284) 
 
                              10        20        30        40      
2MEPSP                PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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          50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (16-40:260-284) 
 
                              10        20        30        40      
2MEPSP                PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (16-40:260-284) 
 
                              10        20        30        40      
2MEPSP                PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (14-40:261-287) 
 
                                10        20        30        40    
2MEPSP                  PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
            50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.4  bits: 21.2 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (14-40:266-292) 
 
                                10        20        30        40    
2MEPSP                  PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
            50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 81.4  bits: 22.1 E():   15 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (39-71:341-374) 
 
       10        20        30        40         50        60        
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
        70        80                                                
2MEPSP GTDCPPVRVNGIG                                                
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2953

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.9  bits: 20.2 E():   16 
Smith-Waterman score: 50; 42.9% identity (57.1% similar) in 14 aa overlap (65-78:66-79) 
 
           40        50        60        70        80               
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG               
                                     ::   :: :..  :                 
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 19.6 E():   16 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (6-30:61-85) 
 
                                        10        20        30      
2MEPSP                          PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
          40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                                     
gi|207 DSDGDGKIGVEEFQALVKA                           
              100                                    
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 80.7  bits: 19.9 E():   16 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (50-72:12-38) 
 
      20        30        40        50        60            70      
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
          80                                                        
2MEPSP VNGIG                                                        
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.2  bits: 20.9 E():   17 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (5-40:238-273) 
 
                                         10        20        30     
2MEPSP                           PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
           40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
       : .  :                                         
gi|313 TAATGGYKV                                      
       270                                            
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.0  bits: 20.9 E():   18 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (5-40:246-281) 
 
                                         10        20        30     
2MEPSP                           PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
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           40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
       : .  :                                         
gi|295 TAATGGYKV                                      
         280                                          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 79.7  bits: 21.8 E():   18 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (39-71:341-374) 
 
       10        20        30        40         50        60        
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
        70        80                                                
2MEPSP GTDCPPVRVNGIG                                                
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 47; 41.0% identity (53.8% similar) in 39 aa overlap (6-40:61-96) 
 
                                        10        20            30  
2MEPSP                          PVEDAKEEVQLFLGNAGIAMRSLTAAVTA----AG 
                                     .::..::: :     :.:: . :     :: 
gi|193 FHKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAG 
               40        50        60        70        80        90 
 
              40        50        60        70        80 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
        :   : ::                                         
gi|193 DN---VGDGKIGIDEFNHLVKH                            
                 100                                     
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (51-68:295-313) 
 
               30        40        50         60        70          
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.7  bits: 16.8 E():   21 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (28-42:2-16) 
 
               10        20        30        40        50        60 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :. ::. . : : .:                   
gi|320                           YTTEGGTKSEVEDVIPEGWK               
                                         10        20               
 
               70        80 
2MEPSP ADVDCFLGTDCPPVRVNGIG 
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (42-74:78-105) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2955

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

              20        30        40        50         60        70 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
               80                               
2MEPSP CPPVRVNGIG                               
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 20.5 E():   21 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (5-40:238-273) 
 
                                         10        20        30     
2MEPSP                           PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
           40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
       : .  :                                         
gi|313 TAATGGYKV                                      
       270                                            
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 20.5 E():   21 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (5-40:238-273) 
 
                                         10        20        30     
2MEPSP                           PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
           40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
       : .  :                                         
gi|168 TAATGGYKV                                      
       270                                            
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 20.5 E():   21 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (5-40:238-273) 
 
                                         10        20        30     
2MEPSP                           PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
           40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
       : .  :                                         
gi|313 TAATGGYKV                                      
       270                                            
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.0  bits: 20.9 E():   23 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (32-80:94-133) 
 
              10        20        30        40        50        60  
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
              70        80                                          
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2MEPSP DVDCFLGTDCPPVRVNGIG                                          
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.7  bits: 20.5 E():   24 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (16-40:280-304) 
 
                              10        20        30        40      
2MEPSP                PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
          50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 77.6  bits: 20.5 E():   24 
Smith-Waterman score: 51; 28.0% identity (58.0% similar) in 50 aa overlap (11-60:8-56) 
 
               10        20        30        40        50        60 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                 :..:..:   . .. : .: .:. :..:     . .   : ::  .: :: 
gi|107    MAHKSKILIIGGTGYIGKFIVEA-SAKSGHPTFALVRESTVSDPVKGKLVEKFKGLG 
                  10        20         30        40        50       
 
               70        80                                         
2MEPSP ADVDCFLGTDCPPVRVNGIG                                         
                                                                    
gi|107 VTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGND 
         60        70        80        90       100       110       
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.3  bits: 20.8 E():   25 
Smith-Waterman score: 52; 48.0% identity (76.0% similar) in 25 aa overlap (1-25:22-45) 
 
                                    10        20        30          
2MEPSP                      PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                            ::..: :.:. :: .:. . ::: :               
gi|113 MGIKHCCYILYFTLALVTLLQPVRSA-EDVEEFLPSANETRRSLKACEAHNIIDKCWRCK 
               10        20         30        40        50          
 
      40        50        60        70        80                    
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG                    
                                                                    
gi|113 ADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKEGTLRFAAAQNRPLWI 
      60        70        80        90       100       110          
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.3  bits: 19.0 E():   25 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (6-24:61-79) 
 
                                        10        20        30      
2MEPSP                          PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.::            
gi|179 FAKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAG 
               40        50        60        70        80        90 
 
          40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                                     
gi|179 DSDGDGKIGVDEFTALVKA                           
              100                                    
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.1  bits: 18.4 E():   26 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (65-74:38-47) 
 
           40        50        60        70        80               
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2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG               
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (25-80:211-264) 
 
                     10        20        30        40        50     
2MEPSP       PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
           60        70        80                             
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIG                             
       .::  :...: . ::.    .: :.:                             
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.0 E():   29 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (66-75:48-57) 
 
          40        50        60        70        80                
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG                
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (24-49:11-39) 
 
               10        20        30        40           50        
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLK 
                              :... ::    .:::::   .:..  . :         
gi|226              MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEG 
                            10        20        30        40        
 
        60        70        80                                      
2MEPSP QLGADVDCFLGTDCPPVRVNGIG                                      
                                                                    
gi|226 NGGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVA 
        50        60        70        80        90       100        
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (6-30:61-85) 
 
                                        10        20        30      
2MEPSP                          PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|148 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
          40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                                     
gi|148 DSDGDGAIGVEEWAVLVKA                           
              100                                    
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.6  bits: 18.7 E():   31 
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Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (6-30:61-85) 
 
                                        10        20        30      
2MEPSP                          PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|145 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
          40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                                     
gi|145 DSDGDGAIGVDEWAVLVKA                           
              100                                    
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.1  bits: 19.9 E():   33 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (53-79:13-38) 
 
             30        40        50        60        70        80   
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG   
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.0 E():   33 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (19-41:22-44) 
 
                  10        20        30        40        50        
2MEPSP    PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP QLGADVDCFLGTDCPPVRVNGIG                                      
                                                                    
gi|753 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.0 E():   33 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (19-41:22-44) 
 
                  10        20        30        40        50        
2MEPSP    PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP QLGADVDCFLGTDCPPVRVNGIG                                      
                                                                    
gi|198 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 19.6 E():   36 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (5-32:210-237) 
 
                                         10        20        30     
2MEPSP                           PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
           40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
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gi|226 V                                              
     240                                              
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 46; 44.4% identity (55.6% similar) in 18 aa overlap (65-80:42-59) 
 
           40        50        60        70          80             
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIG             
                                     :  :   :  :.:: :.:             
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.4  bits: 19.9 E():   36 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (5-40:267-298) 
 
                                         10        20        30     
2MEPSP                           PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
           40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
       : .  :                                         
gi|663 TAAAGGYKA                                      
            300                                       
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (36-71:40-74) 
 
          10        20        30        40        50        60      
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
          70        80                                              
2MEPSP FLGTDCPPVRVNGIG                                              
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 46; 22.2% identity (62.2% similar) in 45 aa overlap (40-79:104-146) 
 
      10        20        30        40        50             60     
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
           70        80              
2MEPSP CFLGTDCPPVRVNGIG              
        : ..: : . ..:.               
gi|236 AFCNVDIP-IGIGGVCYWLSYPMNPATGH 
            140        150       160 
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.3 E():   38 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (7-34:54-81) 
 
                                       10        20        30       
2MEPSP                         PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
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                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
         40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                                    
gi|598 EEKKEEKEEEKEESDEDMGFGLFD                     
            90       100                            
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.0  bits: 19.0 E():   38 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (36-71:47-81) 
 
          10        20        30        40        50        60      
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
          70        80                                              
2MEPSP FLGTDCPPVRVNGIG                                              
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.3 E():   38 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (7-30:61-84) 
 
                                       10        20        30       
2MEPSP                         PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
         40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                                    
gi|288 ADGDGMLGLDEFAVLVKQ                           
              100                                   
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.9  bits: 20.2 E():   38 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (39-67:184-213) 
 
       10        20        30        40        50          60       
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
         70        80                                               
2MEPSP LGTDCPPVRVNGIG                                               
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.9  bits: 20.2 E():   38 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (39-67:184-213) 
 
       10        20        30        40        50          60       
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
         70        80                                               
2MEPSP LGTDCPPVRVNGIG                                               
       :                                                            
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gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.9  bits: 20.2 E():   38 
Smith-Waterman score: 50; 23.4% identity (53.2% similar) in 47 aa overlap (25-71:351-397) 
 
                     10        20        30        40        50     
2MEPSP       PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :  .:.:.. . . .    : .   ::.:  
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
           60        70        80 
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIG 
        : . .. . :  :. :          
gi|113 QLTMNAGVLTCSPGAPC          
              390                 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.7  bits: 18.7 E():   39 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (6-35:5-32) 
 
               10        20        30        40        50        60 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
            :  : .::. :  .. .:... :: ::.::                          
gi|300  MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTANVP 
                10          20        30        40        50        
 
               70        80                                         
2MEPSP ADVDCFLGTDCPPVRVNGIG                                         
                                                                    
gi|300 PADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFVLH 
        60        70        80        90       100       110        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.7  bits: 18.7 E():   39 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (6-35:5-32) 
 
               10        20        30        40        50        60 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
            :  : .::. :  .. .:... :: ::.::                          
gi|300  MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTANVP 
                10          20        30        40        50        
 
               70        80                                         
2MEPSP ADVDCFLGTDCPPVRVNGIG                                         
                                                                    
gi|300 PADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFVLH 
        60        70        80        90       100       110        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.9 E():   41 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (6-48:5-47) 
 
               10        20        30        40        50        60 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
            :. : :::. : .:  . . :. :. . :: .  ..:     :             
gi|249  MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPATPAAV 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP ADVDCFLGTDCPPVRVNGIG                                         
                                                                    
gi|249 PSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLASGYA 
      60        70        80        90       100       110          
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.4  bits: 19.0 E():   41 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (41-65:59-82) 
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               20        30        40        50        60        70 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
               80                                                   
2MEPSP CPPVRVNGIG                                                   
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.4  bits: 19.0 E():   41 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (41-65:59-82) 
 
               20        30        40        50        60        70 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
               80                                                   
2MEPSP CPPVRVNGIG                                                   
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.6  bits: 19.6 E():   46 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (11-38:7-33) 
 
               10        20        30        40        50        60 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                 :..:..:   : .: : . : :. :..:                       
gi|198     MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPEKAQLLESFTSKG 
                   10        20         30        40        50      
 
               70        80                                         
2MEPSP ADVDCFLGTDCPPVRVNGIG                                         
                                                                    
gi|198 ATLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFGND 
          60        70        80        90       100       110      
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (38-67:361-385) 
 
        10        20        30        40        50        60        
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
        70        80 
2MEPSP GTDCPPVRVNGIG 
                     
gi|284 ELIRSLFGLP    
         390         
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.1  bits: 18.7 E():   48 
Smith-Waterman score: 45; 27.7% identity (50.8% similar) in 65 aa overlap (1-64:110-167) 
 
                                             10        20           
2MEPSP                               PVEDAKEEVQLFLGNAGIAM-RSLTAAVTA 
                                     : .:  .::: .   ::. . :..  . .  
gi|158 DGVTDATGTYTIELKDSHEEDICQVVLVASPRKDC-DEVQALRDRAGVLLTRNVGISDSL 
      80        90       100       110        120       130         
 
      30        40        50        60        70        80 
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2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
         .:    .  ::     :.   .. :::: .: :                 
gi|158 RPANPLGYFKDVPL----PV--CAALLKQLDSDDDDDQ              
      140       150             160       170              
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.0  bits: 18.0 E():   49 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (15-34:67-86) 
 
                               10        20        30        40     
2MEPSP                 PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
           50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                            
gi|833 EKEESDEDMGFGLFD                      
        100       110                       
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.0  bits: 18.0 E():   49 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (15-34:67-86) 
 
                               10        20        30        40     
2MEPSP                 PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
           50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                            
gi|668 EKEESDEDMGFGLFD                      
        100       110                       
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 43; 42.9% identity (47.6% similar) in 21 aa overlap (63-79:35-55) 
 
             40        50        60            70        80         
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIG         
                                     : ::     :   ::.  :::          
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 43; 42.9% identity (47.6% similar) in 21 aa overlap (63-79:35-55) 
 
             40        50        60            70        80         
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIG         
                                     : ::     :   ::.  :::          
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 43; 42.9% identity (47.6% similar) in 21 aa overlap (63-79:35-55) 
 
             40        50        60            70        80         
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIG         
                                     : ::     :   ::.  :::          
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
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           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.7  bits: 19.6 E():   51 
Smith-Waterman score: 48; 25.8% identity (77.4% similar) in 31 aa overlap (2-32:36-66) 
 
                                            10        20        30  
2MEPSP                              PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     ..:::...: : :..    .. ...:.... 
gi|190 KKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSA 
          10        20        30        40        50        60      
 
              40        50        60        70        80            
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG            
       :                                                            
gi|190 GAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQ 
          70        80        90       100       110       120      
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.5  bits: 15.2 E():   52 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (28-42:2-16) 
 
               10        20        30        40        50        60 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :. ::. . . : .:                   
gi|320                           YTTEGGTKSEAEDVIPE                  
                                         10                         
 
               70        80 
2MEPSP ADVDCFLGTDCPPVRVNGIG 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.3  bits: 18.3 E():   54 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (28-60:28-60) 
 
               10        20        30        40        50        60 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP ADVDCFLGTDCPPVRVNGIG                                         
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 17.7 E():   54 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:69-88) 
 
                       10        20        30        40        50   
2MEPSP         PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
             60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                    
gi|105 T                            
                                    
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.3 E():   56 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (6-57:5-62) 
 
               10        20        30        40              50     
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2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV------PRMRERPIGDLVV 
            :  : :::  : .:  . . :. :. . :: .  :.      : .... . :. : 
gi|119  MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAAGKITPTQEQKLMEDINV 
                10        20        30        40        50          
 
           60        70        80                                   
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIG                                   
       :.:                                                          
gi|119 GFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDATYKAAV 
      60        70        80        90       100       110          
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.0 E():   58 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (17-60:17-60) 
 
               10        20        30        40        50        60 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : :  ::..:...  :..    .. :... . :  ..  ... : 
gi|130 MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEPG 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP ADVDCFLGTDCPPVRVNGIG                                         
                                                                    
gi|130 HLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.6  bits: 19.6 E():   59 
Smith-Waterman score: 48; 23.5% identity (60.3% similar) in 68 aa overlap (1-67:136-197) 
 
                                             10        20        30 
2MEPSP                               PVEDAKEEVQLFLGNAGIAMRSLTAAVTAA 
                                     :..: :   :  : ...  ....  :: .  
gi|258 WDPYVPSSKRKHTRRGVGVDGLIDDIIAILPIDDLKALFQEKL-ETSPDFKAFYDAVRSP 
         110       120       130       140        150       160     
 
                40        50        60        70        80          
2MEPSP G-GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG          
          . . .:...:...     ::.  :.. :.::: ..                       
gi|258 EFQSIVQTLNAMPEYQ-----DLLQKLRDKGVDVDHYIELIRALFGLTRAARNLQDDLND 
          170       180            190       200       210          
 
gi|258 FLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFANFYNFLKGHG 
     220       230       240       250       260       270          
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.2  bits: 19.6 E():   61 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (25-80:315-368) 
 
                     10        20        30        40        50     
2MEPSP       PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
           60        70        80                                   
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIG                                   
       .::  :...: . ::.    .: :.:                                   
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (5-40:238-273) 
 
                                         10        20        30     
2MEPSP                           PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
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           40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
       : .  :                                         
gi|313 TAAAGGYKV                                      
       270                                            
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 19.0 E():   65 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (46-64:40-58) 
 
          20        30        40        50        60        70      
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
          80                                                        
2MEPSP VNGIG                                                        
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.8  bits: 19.6 E():   65 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (11-57:346-393) 
 
                                   10        20        30           
2MEPSP                     PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
      40        50        60        70        80                    
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG                    
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.7  bits: 19.6 E():   65 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (11-57:346-393) 
 
                                   10        20        30           
2MEPSP                     PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
      40        50        60        70        80                    
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG                    
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (53-72:84-104) 
 
             30        40        50         60        70        80  
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIG  
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.5  bits: 18.3 E():   67 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (18-42:121-145) 
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                            10        20        30        40        
2MEPSP              PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
        50        60        70        80         
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG         
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.3  bits: 19.0 E():   69 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (14-40:276-298) 
 
                                10        20        30        40    
2MEPSP                  PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
            50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (24-52:11-42) 
 
               10        20        30        40           50        
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLK 
                              :... ::    ...:::   ::..  . :...      
gi|116              MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEG 
                            10        20        30        40        
 
        60        70        80                                      
2MEPSP QLGADVDCFLGTDCPPVRVNGIG                                      
                                                                    
gi|116 NGGPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVA 
        50        60        70        80        90       100        
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (24-40:112-128) 
 
                      10        20        30        40        50    
2MEPSP        PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
            60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.9  bits: 19.3 E():   72 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (48-80:319-348) 
 
        20        30        40        50        60         70       
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
         80                                            
2MEPSP NGIG                                            
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
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>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (19-65:80-121) 
 
                           10        20        30        40         
2MEPSP             PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
       50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
        : ... :  . :: ::                
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY    
          110       120       130       
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (17-61:17-61) 
 
               10        20        30        40        50        60 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : ...  .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP ADVDCFLGTDCPPVRVNGIG                                         
       :                                                            
gi|622 ALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.6 E():   75 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (23-42:232-251) 
 
                       10        20        30        40        50   
2MEPSP         PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
             60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                    
gi|898 AK                           
                                    
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 43; 25.5% identity (56.9% similar) in 51 aa overlap (21-70:8-54) 
 
               10        20        30        40        50        60 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                           :: .     .::... :.:    . .: ....  :.. .  
gi|184              MSRKSGSRSSSKRSKKSGGGSN-VFD---MFTQRQVAEFKEGFQLMD 
                            10        20            30        40    
 
                70        80                                        
2MEPSP ADVDCFLG-TDCPPVRVNGIG                                        
        : :  .: ::                                                  
gi|184 RDKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDD 
            50        60        70        80        90       100    
 
>>gi|239735|gb|AAB20453.1| Car b I=major allergen [Carpi  (40 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.2  bits: 15.8 E():   79 
Smith-Waterman score: 42; 32.1% identity (60.7% similar) in 28 aa overlap (25-49:11-38) 
 
               10        20        30        40           50        
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLK 
                               ... ::    .:::::   .:..  . :         
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gi|239               GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAIXK       
                             10        20        30        40       
 
        60        70        80 
2MEPSP QLGADVDCFLGTDCPPVRVNGIG 
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 19.0 E():   81 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (49-65:7-23) 
 
       20        30        40        50        60        70         
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
       80                                                           
2MEPSP IG                                                           
                                                                    
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 19.0 E():   81 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (49-65:7-23) 
 
       20        30        40        50        60        70         
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
       80                                                           
2MEPSP IG                                                           
                                                                    
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|239734|gb|AAB20452.1| Bet v I=major allergen [Betul  (43 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.6  bits: 15.8 E():   85 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (24-40:10-26) 
 
               10        20        30        40        50        60 
2MEPSP PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                              :... ::    ...:::                     
gi|239               GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAIXXVEN    
                             10        20        30        40       
 
               70        80 
2MEPSP ADVDCFLGTDCPPVRVNGIG 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 41; 36.0% identity (64.0% similar) in 25 aa overlap (4-28:11-35) 
 
                      10        20        30        40        50    
2MEPSP        PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                 : .:. . :: . :...   ::: :                          
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIG                                  
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 41; 32.1% identity (60.7% similar) in 28 aa overlap (53-77:91-118) 
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             30        40        50         60          70          
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK-QLGADVD--CFLGTDCPPVRVNGI 
                                     . :.: .: :.:   : . :  ::. ..   
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
      80             
2MEPSP G             
                     
gi|249 CSKIQSTIFRGYY 
              130    
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (34-64:5-35) 
 
            10        20        30        40        50        60    
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|461                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
            70        80                                            
2MEPSP DCFLGTDCPPVRVNGIG                                            
       :                                                            
gi|461 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (34-64:5-35) 
 
            10        20        30        40        50        60    
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|416                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
            70        80                                            
2MEPSP DCFLGTDCPPVRVNGIG                                            
       :                                                            
gi|416 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|1311513|gb|AAB36012.1| mAb 8B6-reactive major aller  (30 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.0  bits: 15.2 E():   92 
Smith-Waterman score: 34; 41.7% identity (75.0% similar) in 12 aa overlap (67-78:7-18) 
 
         40        50        60        70        80           
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG           
                                     .:.  ::. :.:             
gi|131                         GTTGTVVGALMPPLFVQGKEKEXPPSXKXG 
                                       10        20        30 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 19.0 E():   92 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (25-80:312-365) 
 
                     10        20        30        40        50     
2MEPSP       PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
             290       300       310       320       330        340 
 
           60        70        80                                   
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIG                                   
       .::  :...: . ::.    .: :.:                                   
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTT 
               350       360       370       380       390          
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.1 E():   92 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (34-64:5-35) 
 
            10        20        30        40        50        60    
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.         :. . :...: :. 
gi|117                           MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDA 
                                         10        20        30     
 
            70        80                                            
2MEPSP DCFLGTDCPPVRVNGIG                                            
       :                                                            
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
>>gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma sacch  (284 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 44; 21.3% identity (53.2% similar) in 47 aa overlap (2-48:4-50) 
 
                 10        20        30        40        50         
2MEPSP   PVEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
          ..   . ..:   ::     .: : .  :. .:  .:. :  ....:           
gi|203 MEAIKKKMQAMKLEKDNAMDKADALEAQARDANRKADKILEEVQDLKKKPSQVETDFTTT 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP LGADVDCFLGTDCPPVRVNGIG                                       
                                                                    
gi|203 KENLATANKNLEDKEKTLTNTESEVASLNRKVQMIEENLERSEERLGTALTKLGEASHAA 
               70        80        90       100       110       120 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:33 2011 done: Tue Apr 19 10:57:33 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 87  - 166 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     3     2:* 
  32    24     8:==*===== 
  34    21    22:=======* 
  36    37    44:============= * 
  38    76    73:========================*= 
  40    66   102:======================           * 
  42   120   125:======================================== * 
  44   132   138:============================================ * 
  46   137   140:==============================================* 
  48   127   134:=========================================== * 
  50   117   122:======================================= * 
  52    82   108:============================       * 
  54    68    92:=======================       * 
  56   141    77:=========================*===================== 
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  58    67    63:====================*== 
  60    44    51:=============== * 
  62    25    41:=========    * 
  64    48    33:==========*===== 
  66    15    26:=====   * 
  68    14    20:===== * 
  70    12    16:==== * 
  72    11    12:===* 
  74    16    10:===*== 
  76     8     8:==* 
  78    11     6:=*== 
  80    13     5:=*=== 
  82    19     3:*====== 
  84     5     3:*= 
  86     9     2:*== 
  88     4     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     2     1:*         :*= 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     2     0:=         *== 
 106     2     0:=         *== 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.68780.00353; mu= 7.9720 0.182 
 mean_var=34.0842 9.105, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.219684 
 Kolmogorov-Smirnov  statistic: 0.0654 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 24.4    0.59 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   63 24.4    0.67 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 24.1    0.73 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 24.1    0.73 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 23.4     1.1 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 23.1     1.4 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.8     1.6 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 22.8     1.8 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 24.0     2.1 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 22.5     2.2 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   56 22.2     2.7 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 22.2     2.7 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 23.1     3.9 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.5     4.2 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   54 21.5     4.4 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   60 23.4     5.2 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   54 21.5     5.8 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 20.9     6.6 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 20.9     6.6 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 22.1     7.4 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 21.2     7.5 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.9     7.6 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   62 24.0     7.9 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   51 20.6     8.1 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 22.1     8.1 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 22.1     8.1 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.6     8.2 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.6     8.2 
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gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.4     9.4 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.4     9.7 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.3      10 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.3      10 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.5      11 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.1      13 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.6      13 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   50 20.3      14 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.2      14 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.2      14 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.9      14 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.2      14 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.9      14 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.2      14 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.2      14 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.2      14 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.2      14 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.2      15 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.2      15 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.1      15 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   50 20.3      16 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.6      16 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.9      16 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.9      17 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.9      18 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.8      18 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   49 19.9      19 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   47 19.3      20 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.9      20 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.5      20 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.6      21 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.5      21 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.5      21 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.5      21 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.9      23 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.5      24 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   51 20.5      24 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   46 19.0      25 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.9      25 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.4      25 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   50 20.2      28 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 19.0      29 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.3      29 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   45 18.7      30 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   45 18.7      30 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 19.0      33 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 19.0      33 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.9      33 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.6      35 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   46 19.0      36 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.9      36 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 19.0      36 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.4      37 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.4      37 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 19.0      38 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.2      38 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.2      38 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.2      38 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.7      39 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.7      39 
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gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 19.0      40 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 19.0      40 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.9      41 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.6      45 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.9      47 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 18.1      48 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 18.1      48 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   43 18.1      50 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   43 18.1      50 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.1      50 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 15.3      50 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   48 19.6      51 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.7      53 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.4      53 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.3      56 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 18.0      57 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.6      61 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   47 19.3      62 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 19.0      62 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 19.0      63 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 19.0      65 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.6      65 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 18.0      65 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.6      66 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.3      67 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 19.0      69 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 18.0      69 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.7      70 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.7      71 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.7      71 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.3      72 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.7      74 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 18.0      77 
gi|239735|gb|AAB20453.1| Car b I=major allergen [C (  40)   36 15.9      77 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.0      81 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.0      81 
gi|239734|gb|AAB20452.1| Bet v I=major allergen [B (  43)   36 15.9      83 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   41 17.4      87 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.4      88 
gi|1311513|gb|AAB36012.1| mAb 8B6-reactive major a (  30)   34 15.3      89 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   40 17.1      90 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   40 17.1      90 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 18.9      90 
gi|1588669|prf||2209273A Zm13                      ( 170)   42 17.7      91 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.1      91 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 18.9      92 
gi|320546|pir||B45786 major pollen allergen Bet v  (  51)   36 15.9      98 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   36 15.9      98 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   36 15.9      98 
gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma s ( 284)   44 18.3      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 106.6  bits: 24.4 E(): 0.59 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (5-29:61-85) 
 
                                         10        20        30     
2MEPSP                           VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
           40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                                      
gi|145 DEDGDGMIGVDEFVTLVKA                            
              100                                     
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 105.6  bits: 24.4 E(): 0.67 
Smith-Waterman score: 63; 41.7% identity (66.7% similar) in 24 aa overlap (57-77:48-71) 
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         30        40        50        60           70        80    
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGG    
                                     :: ...:  :   : :: :...::       
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 104.9  bits: 24.1 E(): 0.73 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (5-60:60-104) 
 
                                         10        20        30     
2MEPSP                           VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
           40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
       .. ::     ..  :: ..:. ...:                     
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG                 
                90        100                         
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 104.9  bits: 24.1 E(): 0.73 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (5-60:60-104) 
 
                                         10        20        30     
2MEPSP                           VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
           40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
       .. ::     ..  :: ..:. ...:                     
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG                 
                90        100                         
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 101.4  bits: 23.4 E():  1.1 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (5-52:60-106) 
 
                                         10        20        30     
2MEPSP                           VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
           40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
        : ::  ..  . . :::                             
gi|208 DV-DGDGKIGIEEFTDLVRSK                          
      90        100                                   
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 99.7  bits: 23.1 E():  1.4 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (5-29:61-85) 
 
                                         10        20        30     
2MEPSP                           VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
           40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                                      
gi|145 DSDGDGKIGVDEFAAMVKA                            
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              100                                     
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 98.6  bits: 22.8 E():  1.6 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (57-77:24-46) 
 
         30        40        50        60          70        80     
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGG     
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 98.0  bits: 22.8 E():  1.8 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (5-29:61-85) 
 
                                         10        20        30     
2MEPSP                           VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
           40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                                      
gi|222 DSDGDGKIGAEEFAALVTA                            
              100                                     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  62  Z-score: 96.5  bits: 24.0 E():  2.1 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (10-67:8-62) 
 
               10        20        30        40        50        60 
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                ::.:..:   . .. : .: .:  ::::     . .   . .. ..: ::  
gi|324   MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSKVIENFKALG- 
                 10        20         30        40        50        
 
               70        80                                         
2MEPSP DVDCFLGTDCPPVRVNGIGG                                         
        :.  ::                                                      
gi|324 -VNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGN 
          60        70        80        90       100       110      
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 96.3  bits: 22.5 E():  2.2 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (5-29:61-85) 
 
                                         10        20        30     
2MEPSP                           VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
           40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                                      
gi|179 DSDGDGKIGVDEFAALVKA                            
              100                                     
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 94.6  bits: 22.2 E():  2.7 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (5-29:61-85) 
 
                                         10        20        30     
2MEPSP                           VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|288 FKACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
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               40        50        60        70        80        90 
 
           40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                                      
gi|288 DSDGDGKIGVDEFAAMIKG                            
              100                                     
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 94.6  bits: 22.2 E():  2.7 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (5-29:61-85) 
 
                                         10        20        30     
2MEPSP                           VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
           40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                                      
gi|294 DSDGDGKIGIDEFAAMIKG                            
              100                                     
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 91.9  bits: 23.1 E():  3.9 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (4-39:252-287) 
 
                                          10        20        30    
2MEPSP                            VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
            40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
       : .  :                                          
gi|144 TAAAGGYKV                                       
             290                                       
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 91.3  bits: 21.5 E():  4.2 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (5-27:59-81) 
 
                                         10        20        30     
2MEPSP                           VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
           40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                                      
gi|288 DADGDGMLGLDEFAVLVKQ                            
       90       100                                   
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 90.9  bits: 21.5 E():  4.4 
Smith-Waterman score: 54; 30.5% identity (52.5% similar) in 59 aa overlap (5-63:60-107) 
 
                                         10        20        30     
2MEPSP                           VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA----- 
      30        40        50        60        70        80          
 
           40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
       ..  :         ::  .:. ..:: ::                  
gi|131 FLKAGDSD------GDGKIGVDEFGALVDKWGAKG            
           90             100       110               
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>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  46 init1:  46 opt:  60  Z-score: 89.7  bits: 23.4 E():  5.2 
Smith-Waterman score: 60; 27.5% identity (68.6% similar) in 51 aa overlap (1-51:184-233) 
 
                                             10        20        30 
2MEPSP                               VEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     .::.....:  : . ..:.:...: ..:   
gi|845 MTVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISA-LSAEL 
           160       170       180       190       200        210   
 
               40        50        60        70        80           
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG           
        .   .::.. : :..   ::                                        
gi|845 EECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADLDETT 
            220       230       240       250       260       270   
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.8  bits: 21.5 E():  5.8 
Smith-Waterman score: 54; 42.9% identity (64.3% similar) in 14 aa overlap (64-77:66-79) 
 
            40        50        60        70        80              
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG              
                                     ::  .:: :..  :                 
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.7  bits: 20.9 E():  6.6 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (6-29:62-85) 
 
                                        10        20        30      
2MEPSP                          VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
          40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                                     
gi|249 ADGDGMIGIDEFAVLVKQ                            
             100                                     
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.7  bits: 20.9 E():  6.6 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (6-29:62-85) 
 
                                        10        20        30      
2MEPSP                          VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
          40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                                     
gi|209 ADGDGMIGIDEFAVLVKQ                            
             100                                     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.9  bits: 22.1 E():  7.4 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (4-39:248-283) 
 
                                          10        20        30    
2MEPSP                            VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2979

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
            40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
       : .  :                                          
gi|239 TAATGGYKV                                       
       280                                             
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 86.8  bits: 21.2 E():  7.5 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (13-56:87-141) 
 
                                 10        20        30             
2MEPSP                   VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
              40        50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
           .. ::: . . :: . ..: .                         
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT              
        120       130       140       150                
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.7  bits: 20.9 E():  7.6 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (50-66:98-114) 
 
      20        30        40        50        60        70          
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
      80 
2MEPSP G 
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 86.3  bits: 24.0 E():  7.9 
Smith-Waterman score: 62; 31.4% identity (60.0% similar) in 35 aa overlap (45-79:943-972) 
 
           20        30        40        50        60        70     
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
           80                                                       
2MEPSP VNGIGG                                                       
       ... :                                                        
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.2  bits: 20.6 E():  8.1 
Smith-Waterman score: 51; 40.0% identity (68.0% similar) in 25 aa overlap (5-29:59-83) 
 
                                         10        20        30     
2MEPSP                           VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.:. : : :      
gi|777 FKACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAG 
       30        40        50        60        70        80         
 
           40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                                      
gi|777 DSDGDGKIGVDEFAAMVKH                            
       90       100                                   
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.2  bits: 22.1 E():  8.1 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (4-39:274-309) 
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                                          10        20        30    
2MEPSP                            VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
            40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
       : .  :                                          
gi|398 TAATGGYKV                                       
           310                                         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.2  bits: 22.1 E():  8.1 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (4-39:274-309) 
 
                                          10        20        30    
2MEPSP                            VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
            40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
       : .  :                                          
gi|330 TAATGGYKV                                       
           310                                         
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.6 E():  8.2 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (6-29:62-85) 
 
                                        10        20        30      
2MEPSP                          VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
          40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                                     
gi|288 ADGDGMIGIDEFAVWVKQ                            
             100                                     
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 20.6 E():  8.2 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (5-29:61-85) 
 
                                         10        20        30     
2MEPSP                           VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
           40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                                      
gi|207 DSDGDGKIGVEEFQALVKA                            
              100                                     
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 85.0  bits: 22.4 E():  9.4 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (37-79:262-299) 
 
         10        20        30        40        50        60       
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
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         70        80                                               
2MEPSP GTDCPPVRVNGIGG                                               
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.7  bits: 22.4 E():  9.7 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (57-77:383-405) 
 
         30        40        50        60          70        80     
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGG     
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.3  bits: 20.3 E():   10 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (5-27:61-83) 
 
                                         10        20        30     
2MEPSP                           VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
           40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                                      
gi|145 DSDGDGKIGVDEFGAMIKA                            
              100                                     
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.3  bits: 20.3 E():   10 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (5-27:61-83) 
 
                                         10        20        30     
2MEPSP                           VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
           40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                                      
gi|148 DSDGDGKIGVDEFGAMIKA                            
              100                                     
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.0  bits: 21.5 E():   11 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (4-39:227-262) 
 
                                          10        20        30    
2MEPSP                            VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
            40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
       : .  :                                          
gi|180 TAAAGGYKV                                       
        260                                            
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.5  bits: 22.1 E():   13 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (40-66:454-481) 
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      10        20        30        40         50        60         
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
       70        80 
2MEPSP DCPPVRVNGIGG 
                    
gi|424 IKKLFGLSH    
           490      
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 82.2  bits: 20.6 E():   13 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (19-34:142-161) 
 
                           10        20            30        40     
2MEPSP             VEDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
           50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                            
gi|249 GYKV                                 
                                            
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.9  bits: 20.3 E():   14 
Smith-Waterman score: 50; 42.9% identity (57.1% similar) in 14 aa overlap (64-77:66-79) 
 
            40        50        60        70        80              
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG              
                                     ::   :: :..  :                 
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.9  bits: 21.2 E():   14 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (13-39:251-277) 
 
                                 10        20        30        40   
2MEPSP                   VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
             50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.9  bits: 21.2 E():   14 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (13-39:252-278) 
 
                                 10        20        30        40   
2MEPSP                   VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
             50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 81.8  bits: 20.9 E():   14 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (50-66:202-218) 
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      20        30        40        50        60        70          
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
      80 
2MEPSP G 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.8  bits: 21.2 E():   14 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (13-39:255-281) 
 
                                 10        20        30        40   
2MEPSP                   VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
             50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.7  bits: 20.9 E():   14 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (50-66:205-221) 
 
      20        30        40        50        60        70          
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
      80 
2MEPSP G 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (15-39:260-284) 
 
                               10        20        30        40     
2MEPSP                 VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (15-39:260-284) 
 
                               10        20        30        40     
2MEPSP                 VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (15-39:260-284) 
 
                               10        20        30        40     
2MEPSP                 VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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           50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (15-39:260-284) 
 
                               10        20        30        40     
2MEPSP                 VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (15-39:260-284) 
 
                               10        20        30        40     
2MEPSP                 VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (15-39:260-284) 
 
                               10        20        30        40     
2MEPSP                 VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (15-39:260-284) 
 
                               10        20        30        40     
2MEPSP                 VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (15-39:260-284) 
 
                               10        20        30        40     
2MEPSP                 VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (15-39:260-284) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2985

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
                               10        20        30        40     
2MEPSP                 VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (13-39:258-284) 
 
                                 10        20        30        40   
2MEPSP                   VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
             50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (15-39:260-284) 
 
                               10        20        30        40     
2MEPSP                 VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (15-39:260-284) 
 
                               10        20        30        40     
2MEPSP                 VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (15-39:260-284) 
 
                               10        20        30        40     
2MEPSP                 VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (15-39:260-284) 
 
                               10        20        30        40     
2MEPSP                 VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2986

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
           50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (15-39:260-284) 
 
                               10        20        30        40     
2MEPSP                 VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (13-39:261-287) 
 
                                 10        20        30        40   
2MEPSP                   VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
             50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (13-39:266-292) 
 
                                 10        20        30        40   
2MEPSP                   VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
             50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 81.4  bits: 22.1 E():   15 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (38-70:341-374) 
 
        10        20        30        40         50        60       
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
         70        80                                               
2MEPSP GTDCPPVRVNGIGG                                               
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.0  bits: 20.3 E():   16 
Smith-Waterman score: 50; 42.9% identity (57.1% similar) in 14 aa overlap (64-77:66-79) 
 
            40        50        60        70        80              
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG              
                                     ::   :: :..  :                 
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
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>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.6 E():   16 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (5-29:61-85) 
 
                                         10        20        30     
2MEPSP                           VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
           40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                                      
gi|207 DSDGDGKIGVEEFQALVKA                            
              100                                     
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (49-71:12-38) 
 
       20        30        40        50        60            70     
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
           80                                                       
2MEPSP VNGIGG                                                       
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.3  bits: 20.9 E():   17 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (4-39:238-273) 
 
                                          10        20        30    
2MEPSP                            VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
            40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
       : .  :                                          
gi|313 TAATGGYKV                                       
       270                                             
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.1  bits: 20.9 E():   18 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (4-39:246-281) 
 
                                          10        20        30    
2MEPSP                            VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
            40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
       : .  :                                          
gi|295 TAATGGYKV                                       
         280                                           
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 79.7  bits: 21.8 E():   18 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (38-70:341-374) 
 
        10        20        30        40         50        60       
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
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                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
         70        80                                               
2MEPSP GTDCPPVRVNGIGG                                               
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 49; 27.7% identity (57.4% similar) in 47 aa overlap (39-80:104-145) 
 
       10        20        30        40        50             60    
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
            70        80                
2MEPSP CFLGTDCPPVRVNGIGG                
        : ..: :     ::::                
gi|236 AFCNVDIPI----GIGGVCYWLSYPMNPATGH 
            140           150       160 
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.2  bits: 19.3 E():   20 
Smith-Waterman score: 47; 41.0% identity (53.8% similar) in 39 aa overlap (5-39:61-96) 
 
                                         10        20            30 
2MEPSP                           VEDAKEEVQLFLGNAGIAMRSLTAAVTA----AG 
                                     .::..::: :     :.:: . :     :: 
gi|193 FHKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAG 
               40        50        60        70        80        90 
 
               40        50        60        70        80 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
        :   : ::                                          
gi|193 DN---VGDGKIGIDEFNHLVKH                             
                 100                                      
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 79.1  bits: 16.9 E():   20 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (27-41:2-16) 
 
               10        20        30        40        50        60 
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                 :. ::. . : : .:                    
gi|320                          YTTEGGTKSEVEDVIPEGWK                
                                        10        20                
 
               70        80 
2MEPSP DVDCFLGTDCPPVRVNGIGG 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (50-67:295-313) 
 
      20        30        40        50         60        70         
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
       80                                                           
2MEPSP GG                                                           
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
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>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 78.8  bits: 19.6 E():   21 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (41-73:78-105) 
 
               20        30        40        50         60          
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
      70        80                              
2MEPSP CPPVRVNGIGG                              
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 20.5 E():   21 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (4-39:238-273) 
 
                                          10        20        30    
2MEPSP                            VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
            40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
       : .  :                                          
gi|313 TAATGGYKV                                       
       270                                             
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 20.5 E():   21 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (4-39:238-273) 
 
                                          10        20        30    
2MEPSP                            VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
            40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
       : .  :                                          
gi|168 TAATGGYKV                                       
       270                                             
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 20.5 E():   21 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (4-39:238-273) 
 
                                          10        20        30    
2MEPSP                            VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
            40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
       : .  :                                          
gi|313 TAATGGYKV                                       
       270                                             
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.0  bits: 20.9 E():   23 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (31-79:94-133) 
 
               10        20        30        40        50        60 
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
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gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
               70        80                                         
2MEPSP DVDCFLGTDCPPVRVNGIGG                                         
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.7  bits: 20.5 E():   24 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (15-39:280-304) 
 
                               10        20        30        40     
2MEPSP                 VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
           50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 77.7  bits: 20.5 E():   24 
Smith-Waterman score: 51; 28.0% identity (58.0% similar) in 50 aa overlap (10-59:8-56) 
 
               10        20        30        40        50        60 
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                :..:..:   . .. : .: .:. :..:     . .   : ::  .: ::  
gi|107   MAHKSKILIIGGTGYIGKFIVEA-SAKSGHPTFALVRESTVSDPVKGKLVEKFKGLGV 
                 10        20         30        40        50        
 
               70        80                                         
2MEPSP DVDCFLGTDCPPVRVNGIGG                                         
                                                                    
gi|107 TLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGNDV 
        60        70        80        90       100       110        
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.5  bits: 19.0 E():   25 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (5-23:61-79) 
 
                                         10        20        30     
2MEPSP                           VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.::            
gi|179 FAKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAG 
               40        50        60        70        80        90 
 
           40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                                      
gi|179 DSDGDGKIGVDEFTALVKA                            
              100                                     
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.3  bits: 20.9 E():   25 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (38-66:185-214) 
 
        10        20        30        40        50          60      
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
          70        80                                              
2MEPSP LGTDCPPVRVNGIGG                                              
       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 77.3  bits: 18.4 E():   25 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (64-73:38-47) 
 
            40        50        60        70        80              
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG              
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (24-79:211-264) 
 
                      10        20        30        40        50    
2MEPSP        VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
            60        70        80                            
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGG                            
       .::  :...: . ::.    .: :.:                             
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.2  bits: 19.0 E():   29 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (65-74:48-57) 
 
           40        50        60        70        80               
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG               
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (23-48:11-39) 
 
               10        20        30           40        50        
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQ 
                             :... ::    .:::::   .:..  . :          
gi|226             MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGN 
                           10        20        30        40         
 
        60        70        80                                      
2MEPSP LGADVDCFLGTDCPPVRVNGIGG                                      
                                                                    
gi|226 GGPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAA 
       50        60        70        80        90       100         
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (5-29:61-85) 
 
                                         10        20        30     
2MEPSP                           VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|145 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
           40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                                      
gi|145 DSDGDGAIGVDEWAVLVKA                            
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              100                                     
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (5-29:61-85) 
 
                                         10        20        30     
2MEPSP                           VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|148 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
           40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                                      
gi|148 DSDGDGAIGVEEWAVLVKA                            
              100                                     
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.0 E():   33 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (18-40:22-44) 
 
                   10        20        30        40        50       
2MEPSP     VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP QLGADVDCFLGTDCPPVRVNGIGG                                     
                                                                    
gi|753 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.0 E():   33 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (18-40:22-44) 
 
                   10        20        30        40        50       
2MEPSP     VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP QLGADVDCFLGTDCPPVRVNGIGG                                     
                                                                    
gi|198 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.1  bits: 19.9 E():   33 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (52-78:13-38) 
 
              30        40        50        60        70        80  
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG  
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 19.6 E():   35 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (4-31:210-237) 
 
                                          10        20        30    
2MEPSP                            VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
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     180       190       200       210       220       230          
 
            40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                                       
gi|226 V                                               
     240                                               
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 46; 44.4% identity (55.6% similar) in 18 aa overlap (64-79:42-59) 
 
            40        50        60        70          80            
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGG            
                                     :  :   :  :.:: :.:             
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.4  bits: 19.9 E():   36 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (4-39:267-298) 
 
                                          10        20        30    
2MEPSP                            VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
            40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
       : .  :                                          
gi|663 TAAAGGYKA                                       
            300                                        
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (35-70:40-74) 
 
           10        20        30        40        50        60     
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
           70        80                                             
2MEPSP FLGTDCPPVRVNGIGG                                             
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.2  bits: 18.4 E():   37 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (6-33:54-81) 
 
                                        10        20        30      
2MEPSP                          VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
          40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                                     
gi|598 EEKKEEKEEEKEESDEDMGFGLFD                      
            90       100                             
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.4 E():   37 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 2994

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (6-29:61-84) 
 
                                        10        20        30      
2MEPSP                          VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
          40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                                     
gi|288 ADGDGMLGLDEFAVLVKQ                            
              100                                    
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.1  bits: 19.0 E():   38 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (35-70:47-81) 
 
           10        20        30        40        50        60     
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
           70        80                                             
2MEPSP FLGTDCPPVRVNGIGG                                             
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.9  bits: 20.2 E():   38 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (38-66:184-213) 
 
        10        20        30        40        50          60      
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
          70        80                                              
2MEPSP LGTDCPPVRVNGIGG                                              
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.9  bits: 20.2 E():   38 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (38-66:184-213) 
 
        10        20        30        40        50          60      
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
          70        80                                              
2MEPSP LGTDCPPVRVNGIGG                                              
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.9  bits: 20.2 E():   38 
Smith-Waterman score: 50; 23.4% identity (53.2% similar) in 47 aa overlap (24-70:351-397) 
 
                      10        20        30        40        50    
2MEPSP        VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :  .:.:.. . . .    : .   ::.:  
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
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            60        70        80 
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGG 
        : . .. . :  :. :           
gi|113 QLTMNAGVLTCSPGAPC           
              390                  
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.9  bits: 18.7 E():   39 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (5-34:5-32) 
 
               10        20        30        40        50        60 
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
           :  : .::. :  .. .:... :: ::.::                           
gi|300 MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTANVPP 
               10          20        30        40        50         
 
               70        80                                         
2MEPSP DVDCFLGTDCPPVRVNGIGG                                         
                                                                    
gi|300 ADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFVLHF 
       60        70        80        90       100       110         
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.9  bits: 18.7 E():   39 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (5-34:5-32) 
 
               10        20        30        40        50        60 
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
           :  : .::. :  .. .:... :: ::.::                           
gi|300 MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTANVPP 
               10          20        30        40        50         
 
               70        80                                         
2MEPSP DVDCFLGTDCPPVRVNGIGG                                         
                                                                    
gi|300 ADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFVLHF 
       60        70        80        90       100       110         
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.5  bits: 19.0 E():   40 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (40-64:59-82) 
 
      10        20        30        40        50        60          
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
      70        80                                                  
2MEPSP CPPVRVNGIGG                                                  
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.5  bits: 19.0 E():   40 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (40-64:59-82) 
 
      10        20        30        40        50        60          
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
      70        80                                                  
2MEPSP CPPVRVNGIGG                                                  
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
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>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.9 E():   41 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (5-47:5-47) 
 
               10        20        30        40        50        60 
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
           :. : :::. : .:  . . :. :. . :: .  ..:     :              
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPATPAAVP 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP DVDCFLGTDCPPVRVNGIGG                                         
                                                                    
gi|249 SGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLASGYAD 
               70        80        90       100       110       120 
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.6  bits: 19.6 E():   45 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (10-37:7-33) 
 
               10        20        30        40        50        60 
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                :..:..:   : .: : . : :. :..:                        
gi|198    MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPEKAQLLESFTSKGA 
                  10        20         30        40        50       
 
               70        80                                         
2MEPSP DVDCFLGTDCPPVRVNGIGG                                         
                                                                    
gi|198 TLVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFGNDV 
         60        70        80        90       100       110       
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (37-66:361-385) 
 
         10        20        30        40        50        60       
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
         70        80 
2MEPSP GTDCPPVRVNGIGG 
                      
gi|284 ELIRSLFGLP     
         390          
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (14-33:67-86) 
 
                                10        20        30        40    
2MEPSP                  VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
            50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                             
gi|668 EKEESDEDMGFGLFD                       
        100       110                        
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (14-33:67-86) 
 
                                10        20        30        40    
2MEPSP                  VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
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gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
            50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                             
gi|833 EKEESDEDMGFGLFD                       
        100       110                        
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.9  bits: 18.1 E():   50 
Smith-Waterman score: 43; 42.9% identity (47.6% similar) in 21 aa overlap (62-78:35-55) 
 
              40        50        60            70        80        
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGG        
                                     : ::     :   ::.  :::          
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.9  bits: 18.1 E():   50 
Smith-Waterman score: 43; 42.9% identity (47.6% similar) in 21 aa overlap (62-78:35-55) 
 
              40        50        60            70        80        
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGG        
                                     : ::     :   ::.  :::          
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.9  bits: 18.1 E():   50 
Smith-Waterman score: 43; 42.9% identity (47.6% similar) in 21 aa overlap (62-78:35-55) 
 
              40        50        60            70        80        
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGG        
                                     : ::     :   ::.  :::          
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.8  bits: 15.3 E():   50 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (27-41:2-16) 
 
               10        20        30        40        50        60 
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                 :. ::. . . : .:                    
gi|320                          YTTEGGTKSEAEDVIPE                   
                                        10                          
 
               70        80 
2MEPSP DVDCFLGTDCPPVRVNGIGG 
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.7  bits: 19.6 E():   51 
Smith-Waterman score: 48; 25.8% identity (77.4% similar) in 31 aa overlap (1-31:36-66) 
 
                                             10        20        30 
2MEPSP                               VEDAKEEVQLFLGNAGIAMRSLTAAVTAAG 
                                     ..:::...: : :..    .. ...:.... 
gi|190 KKVFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSA 
          10        20        30        40        50        60      
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               40        50        60        70        80           
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG           
       :                                                            
gi|190 GAGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQ 
          70        80        90       100       110       120      
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 17.7 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:69-88) 
 
                        10        20        30        40        50  
2MEPSP          VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
              60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                     
gi|105 T                             
                                     
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (27-59:28-60) 
 
                10        20        30        40        50          
2MEPSP  VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP ADVDCFLGTDCPPVRVNGIGG                                        
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.3 E():   56 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (5-56:5-62) 
 
               10        20        30        40              50     
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV------PRMRERPIGDLVVG 
           :  : :::  : .:  . . :. :. . :: .  :.      : .... . :. :: 
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAAGKITPTQEQKLMEDINVG 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGG                                   
       .:                                                           
gi|119 FKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDATYKAAVG 
               70        80        90       100       110       120 
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.0 E():   57 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (16-59:17-60) 
 
                10        20        30        40        50          
2MEPSP  VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : :  ::..:...  :..    .. :... . :  ..  ... : 
gi|130 MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEPG 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP ADVDCFLGTDCPPVRVNGIGG                                        
                                                                    
gi|130 HLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
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 initn:  46 init1:  46 opt:  48  Z-score: 70.2  bits: 19.6 E():   61 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (24-79:315-368) 
 
                      10        20        30        40        50    
2MEPSP        VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
            60        70        80                                  
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGG                                  
       .::  :...: . ::.    .: :.:                                   
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 70.2  bits: 19.3 E():   62 
Smith-Waterman score: 47; 31.0% identity (62.1% similar) in 29 aa overlap (52-80:174-201) 
 
              30        40        50        60        70        80  
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG  
                                     :.:. . :: .  . :    :.:.. :.:  
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (37-66:240-264) 
 
         10        20        30        40        50        60       
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
         70        80 
2MEPSP GTDCPPVRVNGIGG 
                      
gi|225 ELIRSWFGLP     
          270         
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (4-39:238-273) 
 
                                          10        20        30    
2MEPSP                            VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
            40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
       : .  :                                          
gi|313 TAAAGGYKV                                       
       270                                             
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 19.0 E():   65 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (45-63:40-58) 
 
           20        30        40        50        60        70     
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
           80                                                       
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2MEPSP VNGIGG                                                       
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.7  bits: 19.6 E():   65 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (10-56:346-393) 
 
                                    10        20        30          
2MEPSP                      VEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
       40        50        60        70        80                   
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG                   
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (52-71:84-104) 
 
              30        40        50         60        70        80 
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.7  bits: 19.6 E():   66 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (10-56:346-393) 
 
                                    10        20        30          
2MEPSP                      VEDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
       40        50        60        70        80                   
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG                   
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.5  bits: 18.3 E():   67 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (17-41:121-145) 
 
                             10        20        30        40       
2MEPSP               VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
         50        60        70        80        
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG        
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.3  bits: 19.0 E():   69 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (13-39:276-298) 
 
                                 10        20        30        40   
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2MEPSP                   VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
             50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (23-51:11-42) 
 
               10        20        30           40        50        
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQ 
                             :... ::    ...:::   ::..  . :...       
gi|116             MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGN 
                           10        20        30        40         
 
        60        70        80                                      
2MEPSP LGADVDCFLGTDCPPVRVNGIGG                                      
                                                                    
gi|116 GGPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVAT 
       50        60        70        80        90       100         
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (23-39:112-128) 
 
                       10        20        30        40        50   
2MEPSP         VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
             60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (18-64:80-121) 
 
                            10        20        30        40        
2MEPSP              VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
        : ... :  . :: ::                 
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY     
          110       120       130        
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (16-60:17-61) 
 
                10        20        30        40        50          
2MEPSP  VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : ...  .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP ADVDCFLGTDCPPVRVNGIGG                                        
       :                                                            
gi|622 ALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.9  bits: 19.3 E():   72 
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Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (47-79:319-348) 
 
         20        30        40        50        60         70      
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
          80                                           
2MEPSP NGIGG                                           
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (22-41:232-251) 
 
                        10        20        30        40        50  
2MEPSP          VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
              60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                     
gi|898 AK                            
                                     
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 43; 25.5% identity (56.9% similar) in 51 aa overlap (20-69:8-54) 
 
               10        20        30        40        50        60 
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                          :: .     .::... :.:    . .: ....  :.. .   
gi|184             MSRKSGSRSSSKRSKKSGGGSN-VFD---MFTQRQVAEFKEGFQLMDR 
                           10        20            30        40     
 
                70        80                                        
2MEPSP DVDCFLG-TDCPPVRVNGIGG                                        
       : :  .: ::                                                   
gi|184 DKDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDV 
           50        60        70        80        90       100     
 
>>gi|239735|gb|AAB20453.1| Car b I=major allergen [Carpi  (40 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.4  bits: 15.9 E():   77 
Smith-Waterman score: 42; 32.1% identity (60.7% similar) in 28 aa overlap (24-48:11-38) 
 
               10        20        30           40        50        
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQ 
                              ... ::    .:::::   .:..  . :          
gi|239              GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAIXK        
                            10        20        30        40        
 
        60        70        80 
2MEPSP LGADVDCFLGTDCPPVRVNGIGG 
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 19.0 E():   81 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (48-64:7-23) 
 
        20        30        40        50        60        70        
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
        80                                                          
2MEPSP IGG                                                          
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gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 19.0 E():   81 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (48-64:7-23) 
 
        20        30        40        50        60        70        
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
        80                                                          
2MEPSP IGG                                                          
                                                                    
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|239734|gb|AAB20452.1| Bet v I=major allergen [Betul  (43 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.8  bits: 15.9 E():   83 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (23-39:10-26) 
 
               10        20        30        40        50        60 
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                             :... ::    ...:::                      
gi|239              GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAIXXVEN     
                            10        20        30        40        
 
               70        80 
2MEPSP DVDCFLGTDCPPVRVNGIGG 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 41; 36.0% identity (64.0% similar) in 25 aa overlap (3-27:11-35) 
 
                       10        20        30        40        50   
2MEPSP         VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                 : .:. . :: . :...   ::: :                          
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGG                                 
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 41; 32.1% identity (60.7% similar) in 28 aa overlap (52-76:91-118) 
 
              30        40        50         60          70         
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK-QLGADVD--CFLGTDCPPVRVNGI 
                                     . :.: .: :.:   : . :  ::. ..   
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
       80            
2MEPSP GG            
                     
gi|249 CSKIQSTIFRGYY 
              130    
 
>>gi|1311513|gb|AAB36012.1| mAb 8B6-reactive major aller  (30 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.3  bits: 15.3 E():   89 
Smith-Waterman score: 34; 41.7% identity (75.0% similar) in 12 aa overlap (66-77:7-18) 
 
          40        50        60        70        80          
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG          
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                                     .:.  ::. :.:             
gi|131                         GTTGTVVGALMPPLFVQGKEKEXPPSXKXG 
                                       10        20        30 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.1 E():   90 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (33-63:5-35) 
 
             10        20        30        40        50        60   
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|416                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
             70        80                                           
2MEPSP DCFLGTDCPPVRVNGIGG                                           
       :                                                            
gi|416 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.1 E():   90 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (33-63:5-35) 
 
             10        20        30        40        50        60   
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|461                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
             70        80                                           
2MEPSP DCFLGTDCPPVRVNGIGG                                           
       :                                                            
gi|461 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (50-66:181-197) 
 
      20        30        40        50        60        70          
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.0  bits: 17.7 E():   91 
Smith-Waterman score: 42; 27.1% identity (50.8% similar) in 59 aa overlap (6-63:115-167) 
 
                                        10         20        30     
2MEPSP                          VEDAKEEVQLFLGNAGIAM-RSLTAAVTAAGGNAT 
                                     .::: .   ::. . :..  . .   .:   
gi|158 ATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSLRPANPL 
           90       100       110       120       130       140     
 
           40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
         .  ::     :.   .. :::: .: :                  
gi|158 GYFKDVPL----PV--CAALLKQLDSDDDDDQ               
          150             160       170               
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   91 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (33-63:5-35) 
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             10        20        30        40        50        60   
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.         :. . :...: :. 
gi|117                           MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDA 
                                         10        20        30     
 
             70        80                                           
2MEPSP DCFLGTDCPPVRVNGIGG                                           
       :                                                            
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.9 E():   92 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (24-79:312-365) 
 
                      10        20        30        40        50    
2MEPSP        VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
             290       300       310       320       330        340 
 
            60        70        80                                  
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGG                                  
       .::  :...: . ::.    .: :.:                                   
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTT 
               350       360       370       380       390          
 
>>gi|320546|pir||B45786 major pollen allergen Bet v II -  (51 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.4  bits: 15.9 E():   98 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (23-39:10-26) 
 
               10        20        30        40        50        60 
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                             :... ::    ...:::                      
gi|320              SVFNYETETTSVIPAAMLFKAFILDGDKLFPKVAPQXQSIVXNXYRV 
                            10        20        30        40        
 
               70        80 
2MEPSP DVDCFLGTDCPPVRVNGIGG 
                            
gi|320 YXPK                 
        50                  
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.4  bits: 15.9 E():   98 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (23-39:10-26) 
 
               10        20        30        40        50        60 
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                             :... ::    ...:::                      
gi|320              GVFNYEAETTSVIPAAWLWKXFILDGDNLFPKVAPQAXTSVENIYER 
                            10        20        30        40        
 
               70        80 
2MEPSP DVDCFLGTDCPPVRVNGIGG 
                            
gi|320 GGWG                 
        50                  
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.4  bits: 15.9 E():   98 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (23-39:10-26) 
 
               10        20        30        40        50        60 
2MEPSP VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                             :... ::    ...:::                      
gi|298              GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVENIYER 
                            10        20        30        40        
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               70        80 
2MEPSP DVDCFLGTDCPPVRVNGIGG 
                            
gi|298 YGXG                 
        50                  
 
>>gi|20387027|emb|CAC84590.2| tropomyosin [Lepisma sacch  (284 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 44; 21.3% identity (53.2% similar) in 47 aa overlap (1-47:4-50) 
 
                  10        20        30        40        50        
2MEPSP    VEDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ 
          ..   . ..:   ::     .: : .  :. .:  .:. :  ....:           
gi|203 MEAIKKKMQAMKLEKDNAMDKADALEAQARDANRKADKILEEVQDLKKKPSQVETDFTTT 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP LGADVDCFLGTDCPPVRVNGIGG                                      
                                                                    
gi|203 KENLATANKNLEDKEKTLTNTESEVASLNRKVQMIEENLERSEERLGTALTKLGEASHAA 
               70        80        90       100       110       120 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:33 2011 done: Tue Apr 19 10:57:33 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 88  - 167 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     2     0:= 
  28     1     0:= 
  30     3     2:* 
  32    25     8:==*====== 
  34    22    22:=======* 
  36    34    44:============  * 
  38    74    73:========================* 
  40    65   102:======================           * 
  42   126   125:=========================================* 
  44   132   138:============================================ * 
  46   132   140:============================================  * 
  48   125   134:==========================================  * 
  50   120   122:========================================* 
  52    82   108:============================       * 
  54    71    92:========================      * 
  56   141    77:=========================*===================== 
  58    68    63:====================*== 
  60    42    51:==============  * 
  62    23    41:========     * 
  64    51    33:==========*====== 
  66    13    26:=====   * 
  68    14    20:===== * 
  70    11    16:==== * 
  72    12    12:===* 
  74    15    10:===*= 
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  76     9     8:==* 
  78    11     6:=*== 
  80    14     5:=*=== 
  82    18     3:*===== 
  84     5     3:*= 
  86     8     2:*== 
  88     5     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     2     1:*         :*= 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     2     0:=         *== 
 106     2     0:=         *== 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.69290.00359; mu= 7.9700 0.185 
 mean_var=34.2332 9.107, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.219205 
 Kolmogorov-Smirnov  statistic: 0.0640 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 24.4     0.6 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   63 24.4    0.68 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 24.0    0.74 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 24.0    0.74 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 23.4     1.2 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 23.1     1.4 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.8     1.7 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 22.8     1.8 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 24.0     2.2 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 22.5     2.2 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   56 22.1     2.8 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 22.1     2.8 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 23.1       4 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.5     4.3 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   54 21.5     4.5 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   54 21.5     5.9 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.3     6.5 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   59 23.0     6.6 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 20.9     6.7 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 20.9     6.7 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 22.1     7.5 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 21.2     7.6 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.9     7.7 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   51 20.6     8.2 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 22.1     8.2 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 22.1     8.2 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.6     8.4 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.6     8.4 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.4     9.6 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.4     9.9 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.3      10 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.3      10 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.5      11 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.1      13 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.5      14 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   50 20.2      14 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.2      14 
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gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.2      14 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.9      14 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.2      14 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.9      15 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.2      15 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.2      15 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.2      15 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.2      15 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.2      15 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.1      15 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 20.2      15 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   50 20.2      16 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.6      16 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.9      16 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.8      17 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.8      18 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.8      19 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   47 19.3      20 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.8      20 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.5      20 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.6      21 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   52 20.8      21 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.5      22 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.5      22 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.5      22 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.8      23 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.5      24 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   51 20.5      24 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   46 19.0      25 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.8      25 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.4      25 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   50 20.2      28 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 19.0      29 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.3      30 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   45 18.7      31 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   45 18.7      31 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 19.0      33 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 19.0      33 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.9      33 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.6      36 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   46 19.0      36 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.9      36 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 19.0      37 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.4      38 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.4      38 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 19.0      38 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.2      39 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.2      39 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.2      39 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.7      39 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.7      39 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 19.0      41 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 19.0      41 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.9      41 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.6      46 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.9      48 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 18.0      48 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 18.0      48 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   43 18.0      50 
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gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   43 18.0      50 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.0      50 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 15.3      50 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.7      53 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.3      54 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.3      56 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 18.0      58 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.6      62 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.9      63 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.9      64 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   47 19.3      64 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.9      66 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.6      66 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 18.0      66 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.6      66 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.3      67 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.9      69 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 18.0      70 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.7      71 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.7      72 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.7      72 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.3      73 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.6      75 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 18.0      77 
gi|239735|gb|AAB20453.1| Car b I=major allergen [C (  40)   36 15.9      78 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.9      82 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.9      82 
gi|239734|gb|AAB20452.1| Bet v I=major allergen [B (  43)   36 15.9      84 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   41 17.4      88 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.4      89 
gi|1311513|gb|AAB36012.1| mAb 8B6-reactive major a (  30)   34 15.2      89 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   40 17.1      90 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   40 17.1      90 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 18.9      91 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.1      92 
gi|1588669|prf||2209273A Zm13                      ( 170)   42 17.7      92 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 18.9      93 
gi|320546|pir||B45786 major pollen allergen Bet v  (  51)   36 15.9      99 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   36 15.9      99 
gi|298736|gb|AAB25850.1| isoallergen {N-terminal}  (  51)   36 15.9      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 106.4  bits: 24.4 E():  0.6 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (4-28:61-85) 
 
                                          10        20        30    
2MEPSP                            EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
            40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                                       
gi|145 DEDGDGMIGVDEFVTLVKA                             
              100                                      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 105.5  bits: 24.4 E(): 0.68 
Smith-Waterman score: 63; 41.7% identity (66.7% similar) in 24 aa overlap (56-76:48-71) 
 
          30        40        50        60           70        80   
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGL   
                                     :: ...:  :   : :: :...::       
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
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 initn:  58 init1:  58 opt:  62  Z-score: 104.8  bits: 24.0 E(): 0.74 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (4-59:60-104) 
 
                                          10        20        30    
2MEPSP                            EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
            40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
       .. ::     ..  :: ..:. ...:                      
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG                  
                90        100                          
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 104.8  bits: 24.0 E(): 0.74 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (4-59:60-104) 
 
                                          10        20        30    
2MEPSP                            EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
            40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
       .. ::     ..  :: ..:. ...:                      
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG                  
                90        100                          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 101.3  bits: 23.4 E():  1.2 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (4-51:60-106) 
 
                                          10        20        30    
2MEPSP                            EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
            40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
        : ::  ..  . . :::                              
gi|208 DV-DGDGKIGIEEFTDLVRSK                           
      90        100                                    
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 99.6  bits: 23.1 E():  1.4 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (4-28:61-85) 
 
                                          10        20        30    
2MEPSP                            EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
            40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                                       
gi|145 DSDGDGKIGVDEFAAMVKA                             
              100                                      
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 98.5  bits: 22.8 E():  1.7 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (56-76:24-46) 
 
          30        40        50        60          70        80    
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGL    
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
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                      10        20        30        40        50    
 
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 97.9  bits: 22.8 E():  1.8 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (4-28:61-85) 
 
                                          10        20        30    
2MEPSP                            EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
            40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                                       
gi|222 DSDGDGKIGAEEFAALVTA                             
              100                                      
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  62  Z-score: 96.4  bits: 24.0 E():  2.2 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (9-66:8-62) 
 
               10        20        30        40        50        60 
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 
               ::.:..:   . .. : .: .:  ::::     . .   . .. ..: ::   
gi|324  MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSKVIENFKALG-- 
                10        20         30        40        50         
 
               70        80                                         
2MEPSP VDCFLGTDCPPVRVNGIGGL                                         
       :.  ::                                                       
gi|324 VNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGND 
         60        70        80        90       100       110       
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 96.2  bits: 22.5 E():  2.2 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (4-28:61-85) 
 
                                          10        20        30    
2MEPSP                            EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
            40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                                       
gi|179 DSDGDGKIGVDEFAALVKA                             
              100                                      
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 94.5  bits: 22.1 E():  2.8 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (4-28:61-85) 
 
                                          10        20        30    
2MEPSP                            EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|288 FKACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
            40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                                       
gi|288 DSDGDGKIGVDEFAAMIKG                             
              100                                      
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 94.5  bits: 22.1 E():  2.8 
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Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (4-28:61-85) 
 
                                          10        20        30    
2MEPSP                            EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
            40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                                       
gi|294 DSDGDGKIGIDEFAAMIKG                             
              100                                      
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 91.7  bits: 23.1 E():    4 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (3-38:252-287) 
 
                                           10        20        30   
2MEPSP                             EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
             40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
       : .  :                                           
gi|144 TAAAGGYKV                                        
             290                                        
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 91.2  bits: 21.5 E():  4.3 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (4-26:59-81) 
 
                                          10        20        30    
2MEPSP                            EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
            40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                                       
gi|288 DADGDGMLGLDEFAVLVKQ                             
       90       100                                    
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 90.8  bits: 21.5 E():  4.5 
Smith-Waterman score: 54; 30.5% identity (52.5% similar) in 59 aa overlap (4-62:60-107) 
 
                                          10        20        30    
2MEPSP                            EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA----- 
      30        40        50        60        70        80          
 
            40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
       ..  :         ::  .:. ..:: ::                   
gi|131 FLKAGDSD------GDGKIGVDEFGALVDKWGAKG             
           90             100       110                
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.6  bits: 21.5 E():  5.9 
Smith-Waterman score: 54; 42.9% identity (64.3% similar) in 14 aa overlap (63-76:66-79) 
 
             40        50        60        70        80             
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL             
                                     ::  .:: :..  :                 
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
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gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  54 init1:  54 opt:  63  Z-score: 87.9  bits: 24.3 E():  6.5 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (44-80:943-974) 
 
            20        30        40        50        60        70    
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
            80                                                      
2MEPSP VNGIGGL                                                      
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  45 init1:  45 opt:  59  Z-score: 87.8  bits: 23.0 E():  6.6 
Smith-Waterman score: 59; 28.0% identity (68.0% similar) in 50 aa overlap (1-50:185-233) 
 
                                             10        20        30 
2MEPSP                               EDAKEEVQLFLGNAGIAMRSLTAAVTAAGG 
                                     ::.....:  : . ..:.:...: ..:    
gi|845 TVDNLNRANIEAQKTIKKQSEQMKILQASLEDTQRHLQQTLDQYALAQRKISA-LSAELE 
          160       170       180       190       200        210    
 
               40        50        60        70        80           
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL           
       .   .::.. : :..   ::                                         
gi|845 ECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADLDETTK 
           220       230       240       250       260       270    
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.6  bits: 20.9 E():  6.7 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (5-28:62-85) 
 
                                         10        20        30     
2MEPSP                           EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
           40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                                      
gi|249 ADGDGMIGIDEFAVLVKQ                             
             100                                      
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.6  bits: 20.9 E():  6.7 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (5-28:62-85) 
 
                                         10        20        30     
2MEPSP                           EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
           40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                                      
gi|209 ADGDGMIGIDEFAVLVKQ                             
             100                                      
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.7  bits: 22.1 E():  7.5 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (3-38:248-283) 
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                                           10        20        30   
2MEPSP                             EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
             40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
       : .  :                                           
gi|239 TAATGGYKV                                        
       280                                              
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 86.7  bits: 21.2 E():  7.6 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (12-55:87-141) 
 
                                  10        20        30            
2MEPSP                    EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
               40        50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
           .. ::: . . :: . ..: .                          
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT               
        120       130       140       150                 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.6  bits: 20.9 E():  7.7 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (49-65:98-114) 
 
       20        30        40        50        60        70         
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
       80 
2MEPSP GL 
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.1  bits: 20.6 E():  8.2 
Smith-Waterman score: 51; 40.0% identity (68.0% similar) in 25 aa overlap (4-28:59-83) 
 
                                          10        20        30    
2MEPSP                            EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.:. : : :      
gi|777 FKACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAG 
       30        40        50        60        70        80         
 
            40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                                       
gi|777 DSDGDGKIGVDEFAAMVKH                             
       90       100                                    
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.0  bits: 22.1 E():  8.2 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (3-38:274-309) 
 
                                           10        20        30   
2MEPSP                             EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
             40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
       : .  :                                           
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gi|398 TAATGGYKV                                        
           310                                          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.0  bits: 22.1 E():  8.2 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (3-38:274-309) 
 
                                           10        20        30   
2MEPSP                             EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
             40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
       : .  :                                           
gi|330 TAATGGYKV                                        
           310                                          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.6 E():  8.4 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (5-28:62-85) 
 
                                         10        20        30     
2MEPSP                           EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
           40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                                      
gi|288 ADGDGMIGIDEFAVWVKQ                             
             100                                      
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.6 E():  8.4 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (4-28:61-85) 
 
                                          10        20        30    
2MEPSP                            EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
            40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                                       
gi|207 DSDGDGKIGVEEFQALVKA                             
              100                                      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 84.9  bits: 22.4 E():  9.6 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (36-78:262-299) 
 
          10        20        30        40        50        60      
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
          70        80                                              
2MEPSP GTDCPPVRVNGIGGL                                              
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.6  bits: 22.4 E():  9.9 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (56-76:383-405) 
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          30        40        50        60          70        80    
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGL    
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.2  bits: 20.3 E():   10 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (4-26:61-83) 
 
                                          10        20        30    
2MEPSP                            EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
            40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                                       
gi|145 DSDGDGKIGVDEFGAMIKA                             
              100                                      
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.2  bits: 20.3 E():   10 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (4-26:61-83) 
 
                                          10        20        30    
2MEPSP                            EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
            40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                                       
gi|148 DSDGDGKIGVDEFGAMIKA                             
              100                                      
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 83.9  bits: 21.5 E():   11 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (3-38:227-262) 
 
                                           10        20        30   
2MEPSP                             EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
             40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
       : .  :                                           
gi|180 TAAAGGYKV                                        
        260                                             
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (39-65:454-481) 
 
       10        20        30        40         50        60        
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
        70        80 
2MEPSP DCPPVRVNGIGGL 
                     
gi|424 IKKLFGLSH     
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           490       
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 82.1  bits: 20.5 E():   14 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (18-33:142-161) 
 
                            10        20            30        40    
2MEPSP              EDAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
            50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                             
gi|249 GYKV                                  
                                             
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.8  bits: 20.2 E():   14 
Smith-Waterman score: 50; 42.9% identity (57.1% similar) in 14 aa overlap (63-76:66-79) 
 
             40        50        60        70        80             
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL             
                                     ::   :: :..  :                 
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.8  bits: 21.2 E():   14 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (12-38:251-277) 
 
                                  10        20        30        40  
2MEPSP                    EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
              50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (12-38:252-278) 
 
                                  10        20        30        40  
2MEPSP                    EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
              50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 81.7  bits: 20.9 E():   14 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (49-65:202-218) 
 
       20        30        40        50        60        70         
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
       80 
2MEPSP GL 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
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 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (12-38:255-281) 
 
                                  10        20        30        40  
2MEPSP                    EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
              50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 20.9 E():   15 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (49-65:205-221) 
 
       20        30        40        50        60        70         
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
       80 
2MEPSP GL 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (14-38:260-284) 
 
                                10        20        30        40    
2MEPSP                  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (14-38:260-284) 
 
                                10        20        30        40    
2MEPSP                  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (14-38:260-284) 
 
                                10        20        30        40    
2MEPSP                  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (14-38:260-284) 
 
                                10        20        30        40    
2MEPSP                  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
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gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (14-38:260-284) 
 
                                10        20        30        40    
2MEPSP                  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (14-38:260-284) 
 
                                10        20        30        40    
2MEPSP                  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (14-38:260-284) 
 
                                10        20        30        40    
2MEPSP                  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (14-38:260-284) 
 
                                10        20        30        40    
2MEPSP                  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (14-38:260-284) 
 
                                10        20        30        40    
2MEPSP                  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
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>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (12-38:258-284) 
 
                                  10        20        30        40  
2MEPSP                    EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
              50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (14-38:260-284) 
 
                                10        20        30        40    
2MEPSP                  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (14-38:260-284) 
 
                                10        20        30        40    
2MEPSP                  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (14-38:260-284) 
 
                                10        20        30        40    
2MEPSP                  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (14-38:260-284) 
 
                                10        20        30        40    
2MEPSP                  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (14-38:260-284) 
 
                                10        20        30        40    
2MEPSP                  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
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                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (12-38:261-287) 
 
                                  10        20        30        40  
2MEPSP                    EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
              50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.3  bits: 21.2 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (12-38:266-292) 
 
                                  10        20        30        40  
2MEPSP                    EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
              50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 81.3  bits: 22.1 E():   15 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (37-69:341-374) 
 
         10        20        30        40         50        60      
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
          70        80                                              
2MEPSP GTDCPPVRVNGIGGL                                              
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 81.1  bits: 20.2 E():   15 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (38-80:104-146) 
 
        10        20        30        40        50             60   
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
             70        80               
2MEPSP CFLGTDCPPVRVNGIGGL               
        : ..: :     ::::.               
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH 
            140           150       160 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.9  bits: 20.2 E():   16 
Smith-Waterman score: 50; 42.9% identity (57.1% similar) in 14 aa overlap (63-76:66-79) 
 
             40        50        60        70        80             
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL             

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3022

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     ::   :: :..  :                 
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (4-28:61-85) 
 
                                          10        20        30    
2MEPSP                            EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
            40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                                       
gi|207 DSDGDGKIGVEEFQALVKA                             
              100                                      
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 80.7  bits: 19.9 E():   16 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (48-70:12-38) 
 
        20        30        40        50            60        70    
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
            80                                                      
2MEPSP VNGIGGL                                                      
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.2  bits: 20.8 E():   17 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (3-38:238-273) 
 
                                           10        20        30   
2MEPSP                             EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
             40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
       : .  :                                           
gi|313 TAATGGYKV                                        
       270                                              
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.9  bits: 20.8 E():   18 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (3-38:246-281) 
 
                                           10        20        30   
2MEPSP                             EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
             40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
       : .  :                                           
gi|295 TAATGGYKV                                        
         280                                            
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>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 79.6  bits: 21.8 E():   19 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (37-69:341-374) 
 
         10        20        30        40         50        60      
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
          70        80                                              
2MEPSP GTDCPPVRVNGIGGL                                              
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.1  bits: 19.3 E():   20 
Smith-Waterman score: 47; 41.0% identity (53.8% similar) in 39 aa overlap (4-38:61-96) 
 
                                          10        20              
2MEPSP                            EDAKEEVQLFLGNAGIAMRSLTAAVTA----AG 
                                     .::..::: :     :.:: . :     :: 
gi|193 FHKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAG 
               40        50        60        70        80        90 
 
      30        40        50        60        70        80 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
        :   : ::                                           
gi|193 DN---VGDGKIGIDEFNHLVKH                              
                 100                                       
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 79.0  bits: 16.8 E():   20 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (26-40:2-16) 
 
               10        20        30        40        50        60 
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 
                                :. ::. . : : .:                     
gi|320                         YTTEGGTKSEVEDVIPEGWK                 
                                       10        20                 
 
               70        80 
2MEPSP VDCFLGTDCPPVRVNGIGGL 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 78.9  bits: 21.5 E():   20 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (49-66:295-313) 
 
       20        30        40        50         60        70        
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
        80                                                          
2MEPSP GGL                                                          
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (40-72:78-105) 
 
      10        20        30        40        50         60         
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
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       70        80                             
2MEPSP CPPVRVNGIGGL                             
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 78.6  bits: 20.8 E():   21 
Smith-Waterman score: 52; 33.3% identity (63.3% similar) in 30 aa overlap (51-80:174-202) 
 
               30        40        50        60        70        80 
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 20.5 E():   22 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (3-38:238-273) 
 
                                           10        20        30   
2MEPSP                             EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
             40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
       : .  :                                           
gi|313 TAATGGYKV                                        
       270                                              
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 20.5 E():   22 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (3-38:238-273) 
 
                                           10        20        30   
2MEPSP                             EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
             40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
       : .  :                                           
gi|168 TAATGGYKV                                        
       270                                              
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 20.5 E():   22 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (3-38:238-273) 
 
                                           10        20        30   
2MEPSP                             EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
             40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
       : .  :                                           
gi|313 TAATGGYKV                                        
       270                                              
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.9  bits: 20.8 E():   23 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (30-78:94-133) 
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                10        20        30        40        50          
2MEPSP  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
      60        70        80                                        
2MEPSP DVDCFLGTDCPPVRVNGIGGL                                        
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.6  bits: 20.5 E():   24 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (14-38:280-304) 
 
                                10        20        30        40    
2MEPSP                  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
            50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 77.6  bits: 20.5 E():   24 
Smith-Waterman score: 51; 28.0% identity (58.0% similar) in 50 aa overlap (9-58:8-56) 
 
               10        20        30        40        50        60 
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 
               :..:..:   . .. : .: .:. :..:     . .   : ::  .: ::   
gi|107  MAHKSKILIIGGTGYIGKFIVEA-SAKSGHPTFALVRESTVSDPVKGKLVEKFKGLGVT 
                10        20         30        40        50         
 
               70        80                                         
2MEPSP VDCFLGTDCPPVRVNGIGGL                                         
                                                                    
gi|107 LLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGNDVD 
       60        70        80        90       100       110         
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.4  bits: 19.0 E():   25 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (4-22:61-79) 
 
                                          10        20        30    
2MEPSP                            EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.::            
gi|179 FAKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAG 
               40        50        60        70        80        90 
 
            40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                                       
gi|179 DSDGDGKIGVDEFTALVKA                             
              100                                      
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.2  bits: 20.8 E():   25 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (37-65:185-214) 
 
         10        20        30        40        50          60     
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
           70        80                                             
2MEPSP LGTDCPPVRVNGIGGL                                             
       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
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           220       230       240       250       260       270    
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.2  bits: 18.4 E():   25 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (63-72:38-47) 
 
             40        50        60        70        80             
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL             
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.3  bits: 20.2 E():   28 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (23-78:211-264) 
 
                       10        20        30        40        50   
2MEPSP         EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
             60        70        80                           
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGL                           
       .::  :...: . ::.    .: :.:                             
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.1  bits: 19.0 E():   29 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (64-73:48-57) 
 
            40        50        60        70        80              
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL              
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (22-47:11-39) 
 
               10        20        30           40        50        
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQL 
                            :... ::    .:::::   .:..  . :           
gi|226            MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNG 
                          10        20        30        40          
 
        60        70        80                                      
2MEPSP GADVDCFLGTDCPPVRVNGIGGL                                      
                                                                    
gi|226 GPGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAP 
      50        60        70        80        90       100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (4-28:61-85) 
 
                                          10        20        30    
2MEPSP                            EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|145 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
            40        50        60        70        80 
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2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                                       
gi|145 DSDGDGAIGVDEWAVLVKA                             
              100                                      
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (4-28:61-85) 
 
                                          10        20        30    
2MEPSP                            EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|148 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
            40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                                       
gi|148 DSDGDGAIGVEEWAVLVKA                             
              100                                      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.0 E():   33 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (17-39:22-44) 
 
                    10        20        30        40        50      
2MEPSP      EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGL                                    
                                                                    
gi|753 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.0 E():   33 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (17-39:22-44) 
 
                    10        20        30        40        50      
2MEPSP      EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGL                                    
                                                                    
gi|198 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.0  bits: 19.9 E():   33 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (51-77:13-38) 
 
               30        40        50        60        70        80 
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 19.6 E():   36 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (3-30:210-237) 
 
                                           10        20        30   
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2MEPSP                             EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
             40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                                        
gi|226 V                                                
     240                                                
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 46; 44.4% identity (55.6% similar) in 18 aa overlap (63-78:42-59) 
 
             40        50        60        70          80           
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGL           
                                     :  :   :  :.:: :.:             
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.4  bits: 19.9 E():   36 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (3-38:267-298) 
 
                                           10        20        30   
2MEPSP                             EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
             40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
       : .  :                                           
gi|663 TAAAGGYKA                                        
            300                                         
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (34-69:40-74) 
 
            10        20        30        40        50        60    
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
            70        80                                            
2MEPSP FLGTDCPPVRVNGIGGL                                            
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.4 E():   38 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (5-32:54-81) 
 
                                         10        20        30     
2MEPSP                           EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
           40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                                      
gi|598 EEKKEEKEEEKEESDEDMGFGLFD                       
            90       100                              
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>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (5-28:61-84) 
 
                                         10        20        30     
2MEPSP                           EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
           40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                                      
gi|288 ADGDGMLGLDEFAVLVKQ                             
              100                                     
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.0  bits: 19.0 E():   38 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (34-69:47-81) 
 
            10        20        30        40        50        60    
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
            70        80                                            
2MEPSP FLGTDCPPVRVNGIGGL                                            
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (37-65:184-213) 
 
         10        20        30        40        50          60     
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
           70        80                                             
2MEPSP LGTDCPPVRVNGIGGL                                             
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (37-65:184-213) 
 
         10        20        30        40        50          60     
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
           70        80                                             
2MEPSP LGTDCPPVRVNGIGGL                                             
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 50; 23.4% identity (53.2% similar) in 47 aa overlap (23-69:351-397) 
 
                       10        20        30        40        50   
2MEPSP         EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
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                                     :  .:.:.. . . .    : .   ::.:  
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
             60        70        80 
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGL 
        : . .. . :  :. :            
gi|113 QLTMNAGVLTCSPGAPC            
              390                   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (4-33:5-32) 
 
                10        20        30        40        50          
2MEPSP  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
           :  : .::. :  .. .:... :: ::.::                           
gi|300 MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTANVPP 
               10          20        30        40        50         
 
      60        70        80                                        
2MEPSP DVDCFLGTDCPPVRVNGIGGL                                        
                                                                    
gi|300 ADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFVLHF 
       60        70        80        90       100       110         
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (4-33:5-32) 
 
                10        20        30        40        50          
2MEPSP  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
           :  : .::. :  .. .:... :: ::.::                           
gi|300 MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTANVPP 
               10          20        30        40        50         
 
      60        70        80                                        
2MEPSP DVDCFLGTDCPPVRVNGIGGL                                        
                                                                    
gi|300 ADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFVLHF 
       60        70        80        90       100       110         
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.4  bits: 19.0 E():   41 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (39-63:59-82) 
 
       10        20        30        40        50        60         
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
       70        80                                                 
2MEPSP CPPVRVNGIGGL                                                 
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.4  bits: 19.0 E():   41 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (39-63:59-82) 
 
       10        20        30        40        50        60         
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
       70        80                                                 
2MEPSP CPPVRVNGIGGL                                                 
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gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.9 E():   41 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (4-46:5-47) 
 
                10        20        30        40        50          
2MEPSP  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
           :. : :::. : .:  . . :. :. . :: .  ..:     :              
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPATPAAVP 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP DVDCFLGTDCPPVRVNGIGGL                                        
                                                                    
gi|249 SGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLASGYAD 
               70        80        90       100       110       120 
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.5  bits: 19.6 E():   46 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (9-36:7-33) 
 
               10        20        30        40        50        60 
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 
               :..:..:   : .: : . : :. :..:                         
gi|198   MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPEKAQLLESFTSKGAT 
                 10        20         30        40        50        
 
               70        80                                         
2MEPSP VDCFLGTDCPPVRVNGIGGL                                         
                                                                    
gi|198 LVQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFGNDVD 
        60        70        80        90       100       110        
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (36-65:361-385) 
 
          10        20        30        40        50        60      
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
          70        80 
2MEPSP GTDCPPVRVNGIGGL 
                       
gi|284 ELIRSLFGLP      
         390           
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.1  bits: 18.0 E():   48 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (13-32:67-86) 
 
                                 10        20        30        40   
2MEPSP                   EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
             50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                              
gi|833 EKEESDEDMGFGLFD                        
        100       110                         
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.1  bits: 18.0 E():   48 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (13-32:67-86) 
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                                 10        20        30        40   
2MEPSP                   EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
             50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                              
gi|668 EKEESDEDMGFGLFD                        
        100       110                         
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 43; 42.9% identity (47.6% similar) in 21 aa overlap (61-77:35-55) 
 
               40        50        60            70        80       
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGL       
                                     : ::     :   ::.  :::          
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 43; 42.9% identity (47.6% similar) in 21 aa overlap (61-77:35-55) 
 
               40        50        60            70        80       
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGL       
                                     : ::     :   ::.  :::          
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 43; 42.9% identity (47.6% similar) in 21 aa overlap (61-77:35-55) 
 
               40        50        60            70        80       
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGL       
                                     : ::     :   ::.  :::          
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.8  bits: 15.3 E():   50 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (26-40:2-16) 
 
               10        20        30        40        50        60 
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 
                                :. ::. . . : .:                     
gi|320                         YTTEGGTKSEAEDVIPE                    
                                       10                           
 
               70        80 
2MEPSP VDCFLGTDCPPVRVNGIGGL 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 17.7 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:69-88) 
 
                         10        20        30        40        50 
2MEPSP           EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
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gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
               60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                      
gi|105 T                              
                                      
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.3  bits: 18.3 E():   54 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (26-58:28-60) 
 
                 10        20        30        40        50         
2MEPSP   EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP ADVDCFLGTDCPPVRVNGIGGL                                       
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.3 E():   56 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (4-55:5-62) 
 
                10        20        30              40        50    
2MEPSP  EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV------PRMRERPIGDLVVG 
           :  : :::  : .:  . . :. :. . :: .  :.      : .... . :. :: 
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAAGKITPTQEQKLMEDINVG 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGL                                  
       .:                                                           
gi|119 FKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDATYKAAVG 
               70        80        90       100       110       120 
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.0 E():   58 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (15-58:17-60) 
 
                 10        20        30        40        50         
2MEPSP   EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : :  ::..:...  :..    .. :... . :  ..  ... : 
gi|130 MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEPG 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP ADVDCFLGTDCPPVRVNGIGGL                                       
                                                                    
gi|130 HLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.1  bits: 19.6 E():   62 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (23-78:315-368) 
 
                       10        20        30        40        50   
2MEPSP         EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
             60        70        80                                 
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGL                                 
       .::  :...: . ::.    .: :.:                                   
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
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            350       360       370       380       390       400   
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (36-65:240-264) 
 
          10        20        30        40        50        60      
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
          70        80 
2MEPSP GTDCPPVRVNGIGGL 
                       
gi|225 ELIRSWFGLP      
          270          
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (3-38:238-273) 
 
                                           10        20        30   
2MEPSP                             EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
             40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
       : .  :                                           
gi|313 TAAAGGYKV                                        
       270                                              
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.3 E():   64 
Smith-Waterman score: 47; 27.6% identity (75.9% similar) in 29 aa overlap (2-30:38-66) 
 
                                            10        20        30  
2MEPSP                              EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
                                     :::...: : :..    .. ...:....:  
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGA 
        10        20        30        40        50        60        
 
              40        50        60        70        80            
2MEPSP ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL            
                                                                    
gi|190 GGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTT 
        70        80        90       100       110       120        
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (44-62:40-58) 
 
            20        30        40        50        60        70    
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
            80                                                      
2MEPSP VNGIGGL                                                      
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (9-55:346-393) 
 
                                     10        20         30        
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2MEPSP                       EDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
        40        50        60        70        80                  
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL                  
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (51-70:84-104) 
 
               30        40        50         60        70          
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
      80                                      
2MEPSP L                                      
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (9-55:346-393) 
 
                                     10        20         30        
2MEPSP                       EDAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
        40        50        60        70        80                  
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL                  
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.5  bits: 18.3 E():   67 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (16-40:121-145) 
 
                              10        20        30        40      
2MEPSP                EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
          50        60        70        80       
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL       
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.2  bits: 18.9 E():   69 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (12-38:276-298) 
 
                                  10        20        30        40  
2MEPSP                    EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
              50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
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>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (22-50:11-42) 
 
               10        20        30           40        50        
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQL 
                            :... ::    ...:::   ::..  . :...        
gi|116            MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNG 
                          10        20        30        40          
 
        60        70        80                                      
2MEPSP GADVDCFLGTDCPPVRVNGIGGL                                      
                                                                    
gi|116 GPGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATP 
      50        60        70        80        90       100          
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (22-38:112-128) 
 
                        10        20        30        40        50  
2MEPSP          EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
              60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGL 
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (17-63:80-121) 
 
                             10        20        30        40       
2MEPSP               EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
         50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
        : ... :  . :: ::                  
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY      
          110       120       130         
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (15-59:17-61) 
 
                 10        20        30        40        50         
2MEPSP   EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : ...  .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP ADVDCFLGTDCPPVRVNGIGGL                                       
       :                                                            
gi|622 ALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.8  bits: 19.3 E():   73 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (46-78:319-348) 
 
          20        30        40        50        60         70     
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
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           80                                          
2MEPSP NGIGGL                                          
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.6  bits: 18.6 E():   75 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (21-40:232-251) 
 
                         10        20        30        40        50 
2MEPSP           EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
               60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                      
gi|898 AK                             
                                      
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 43; 25.5% identity (56.9% similar) in 51 aa overlap (19-68:8-54) 
 
               10        20        30        40        50        60 
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 
                         :: .     .::... :.:    . .: ....  :.. .  : 
gi|184            MSRKSGSRSSSKRSKKSGGGSN-VFD---MFTQRQVAEFKEGFQLMDRD 
                          10        20            30        40      
 
                70        80                                        
2MEPSP VDCFLG-TDCPPVRVNGIGGL                                        
        :  .: ::                                                    
gi|184 KDGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVV 
          50        60        70        80        90       100      
 
>>gi|239735|gb|AAB20453.1| Car b I=major allergen [Carpi  (40 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.3  bits: 15.9 E():   78 
Smith-Waterman score: 42; 32.1% identity (60.7% similar) in 28 aa overlap (23-47:11-38) 
 
               10        20        30           40        50        
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQL 
                             ... ::    .:::::   .:..  . :           
gi|239             GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAIXK         
                           10        20        30        40         
 
        60        70        80 
2MEPSP GADVDCFLGTDCPPVRVNGIGGL 
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 18.9 E():   82 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (47-63:7-23) 
 
         20        30        40        50        60        70       
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
         80                                                         
2MEPSP IGGL                                                         
                                                                    
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 18.9 E():   82 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (47-63:7-23) 
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         20        30        40        50        60        70       
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
         80                                                         
2MEPSP IGGL                                                         
                                                                    
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|239734|gb|AAB20452.1| Bet v I=major allergen [Betul  (43 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.7  bits: 15.9 E():   84 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (22-38:10-26) 
 
               10        20        30        40        50        60 
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 
                            :... ::    ...:::                       
gi|239             GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAIXXVEN      
                           10        20        30        40         
 
               70        80 
2MEPSP VDCFLGTDCPPVRVNGIGGL 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 41; 36.0% identity (64.0% similar) in 25 aa overlap (2-26:11-35) 
 
                        10        20        30        40        50  
2MEPSP          EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                 : .:. . :: . :...   ::: :                          
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGL                                
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 41; 32.1% identity (60.7% similar) in 28 aa overlap (51-75:91-118) 
 
               30        40        50         60          70        
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK-QLGADVD--CFLGTDCPPVRVNGI 
                                     . :.: .: :.:   : . :  ::. ..   
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
        80           
2MEPSP GGL           
                     
gi|249 CSKIQSTIFRGYY 
              130    
 
>>gi|1311513|gb|AAB36012.1| mAb 8B6-reactive major aller  (30 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.2  bits: 15.2 E():   89 
Smith-Waterman score: 34; 41.7% identity (75.0% similar) in 12 aa overlap (65-76:7-18) 
 
           40        50        60        70        80         
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL         
                                     .:.  ::. :.:             
gi|131                         GTTGTVVGALMPPLFVQGKEKEXPPSXKXG 
                                       10        20        30 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.1 E():   90 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (32-62:5-35) 
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              10        20        30        40        50        60  
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|416                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
              70        80                                          
2MEPSP DCFLGTDCPPVRVNGIGGL                                          
       :                                                            
gi|416 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.1 E():   90 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (32-62:5-35) 
 
              10        20        30        40        50        60  
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|461                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
              70        80                                          
2MEPSP DCFLGTDCPPVRVNGIGGL                                          
       :                                                            
gi|461 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.9 E():   91 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (49-65:181-197) 
 
       20        30        40        50        60        70         
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
       80                                                           
2MEPSP GL                                                           
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (32-62:5-35) 
 
              10        20        30        40        50        60  
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.         :. . :...: :. 
gi|117                           MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDA 
                                         10        20        30     
 
              70        80                                          
2MEPSP DCFLGTDCPPVRVNGIGGL                                          
       :                                                            
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.0  bits: 17.7 E():   92 
Smith-Waterman score: 42; 27.1% identity (50.8% similar) in 59 aa overlap (5-62:115-167) 
 
                                         10         20        30    
2MEPSP                           EDAKEEVQLFLGNAGIAM-RSLTAAVTAAGGNAT 
                                     .::: .   ::. . :..  . .   .:   
gi|158 ATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSLRPANPL 
           90       100       110       120       130       140     
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            40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
         .  ::     :.   .. :::: .: :                   
gi|158 GYFKDVPL----PV--CAALLKQLDSDDDDDQ                
          150             160       170                
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.9 E():   93 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (23-78:312-365) 
 
                       10        20        30        40        50   
2MEPSP         EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
             290       300       310       320       330        340 
 
             60        70        80                                 
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGL                                 
       .::  :...: . ::.    .: :.:                                   
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTT 
               350       360       370       380       390          
 
>>gi|320546|pir||B45786 major pollen allergen Bet v II -  (51 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.4  bits: 15.9 E():   99 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (22-38:10-26) 
 
               10        20        30        40        50        60 
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 
                            :... ::    ...:::                       
gi|320             SVFNYETETTSVIPAAMLFKAFILDGDKLFPKVAPQXQSIVXNXYRVY 
                           10        20        30        40         
 
               70        80 
2MEPSP VDCFLGTDCPPVRVNGIGGL 
                            
gi|320 XPK                  
       50                   
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.4  bits: 15.9 E():   99 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (22-38:10-26) 
 
               10        20        30        40        50        60 
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 
                            :... ::    ...:::                       
gi|320             GVFNYEAETTSVIPAAWLWKXFILDGDNLFPKVAPQAXTSVENIYERG 
                           10        20        30        40         
 
               70        80 
2MEPSP VDCFLGTDCPPVRVNGIGGL 
                            
gi|320 GWG                  
       50                   
 
>>gi|298736|gb|AAB25850.1| isoallergen {N-terminal} [bir  (51 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.4  bits: 15.9 E():   99 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (22-38:10-26) 
 
               10        20        30        40        50        60 
2MEPSP EDAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD 
                            :... ::    ...:::                       
gi|298             GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAITSVENIYERY 
                           10        20        30        40         
 
               70        80 
2MEPSP VDCFLGTDCPPVRVNGIGGL 
                            
gi|298 GXG                  
       50                   
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:33 2011 done: Tue Apr 19 10:57:33 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 89  - 168 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     2     0:= 
  28     1     0:= 
  30     3     2:* 
  32    22     8:==*===== 
  34    22    22:=======* 
  36    40    44:==============* 
  38    75    73:========================* 
  40    63   102:=====================            * 
  42   128   125:=========================================*= 
  44   134   138:=============================================* 
  46   126   140:==========================================    * 
  48   115   134:=======================================     * 
  50   121   122:========================================* 
  52    86   108:=============================      * 
  54    70    92:========================      * 
  56   140    77:=========================*===================== 
  58    76    63:====================*===== 
  60    41    51:==============  * 
  62    23    41:========     * 
  64    51    33:==========*====== 
  66    13    26:=====   * 
  68    15    20:===== * 
  70    11    16:==== * 
  72    12    12:===* 
  74    14    10:===*= 
  76     9     8:==* 
  78    11     6:=*== 
  80    16     5:=*==== 
  82    17     3:*===== 
  84     5     3:*= 
  86     8     2:*== 
  88     4     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     2     1:*         :*= 
  98     2     0:=         *== 
 100     2     0:=         *== 
 102     0     0:          * 
 104     3     0:=         *=== 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
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 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.63310.00358; mu= 8.2570 0.184 
 mean_var=34.5506 9.308, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.218196 
 Kolmogorov-Smirnov  statistic: 0.0681 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 24.3    0.62 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   63 24.3     0.7 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 24.0    0.77 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 24.0    0.77 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 23.4     1.2 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 23.1     1.5 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.7     1.7 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 22.7     1.9 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 24.0     2.2 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 22.4     2.3 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   56 22.1     2.9 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 22.1     2.9 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 23.0       4 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.5     4.4 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   54 21.5     4.6 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   54 21.5       6 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.3     6.4 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 20.9     6.9 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 20.9     6.9 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 22.1     7.6 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 21.2     7.7 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.8     7.8 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 22.1     8.3 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 22.1     8.3 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   51 20.5     8.4 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.5     8.6 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.5     8.6 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.4     9.6 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.4     9.9 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.2      11 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.2      11 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.5      11 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.5      12 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.1      13 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.5      14 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.2      14 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   50 20.2      14 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.2      14 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.8      14 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.2      15 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.8      15 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.2      15 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.2      15 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.2      15 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.2      15 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.2      15 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.1      15 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.1      15 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 20.2      16 
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gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   50 20.2      16 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.6      16 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.9      16 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.8      17 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.8      18 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.8      19 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   47 19.3      20 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.5      20 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.8      21 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.6      21 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   52 20.8      21 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.5      22 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.5      22 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.5      22 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.8      23 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.5      24 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   51 20.5      24 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   46 19.0      25 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.8      25 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.3      26 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   50 20.2      29 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 19.0      30 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.3      30 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   45 18.6      31 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   45 18.6      31 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.9      34 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 19.0      34 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 19.0      34 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.6      36 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.9      36 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 19.0      37 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.3      38 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 19.0      38 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.3      39 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.2      39 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.2      39 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.2      39 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.6      40 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.6      40 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.9      41 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 19.0      41 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 19.0      41 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 15.5      45 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.6      46 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.9      48 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 18.0      49 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 18.0      49 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   43 18.0      51 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.0      51 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   43 18.0      51 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 15.2      52 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.3      54 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.7      54 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.3      56 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 18.0      59 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.6      62 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.9      63 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   47 19.3      64 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.9      64 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.9      66 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.6      66 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.6      66 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 18.0      67 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.3      68 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.9      69 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 18.0      71 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.7      72 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.3      73 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.7      73 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.7      73 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.6      75 
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gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 18.0      78 
gi|239735|gb|AAB20453.1| Car b I=major allergen [C (  40)   36 15.8      80 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.9      82 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.9      82 
gi|239734|gb|AAB20452.1| Bet v I=major allergen [B (  43)   36 15.8      86 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   41 17.4      89 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.4      90 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 18.9      91 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   40 17.1      91 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   40 17.1      91 
gi|1311513|gb|AAB36012.1| mAb 8B6-reactive major a (  30)   34 15.2      92 
gi|1588669|prf||2209273A Zm13                      ( 170)   42 17.7      93 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 18.9      93 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.1      93 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 106.2  bits: 24.3 E(): 0.62 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (3-27:61-85) 
 
                                           10        20        30   
2MEPSP                             DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
             40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                                        
gi|145 DEDGDGMIGVDEFVTLVKA                              
              100                                       
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 105.2  bits: 24.3 E():  0.7 
Smith-Waterman score: 63; 41.7% identity (66.7% similar) in 24 aa overlap (55-75:48-71) 
 
           30        40        50        60           70        80  
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLP  
                                     :: ...:  :   : :: :...::       
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 104.5  bits: 24.0 E(): 0.77 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (3-58:60-104) 
 
                                           10        20        30   
2MEPSP                             DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
             40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
       .. ::     ..  :: ..:. ...:                       
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG                   
                90        100                           
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 104.5  bits: 24.0 E(): 0.77 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (3-58:60-104) 
 
                                           10        20        30   
2MEPSP                             DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
             40        50        60        70        80 
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2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
       .. ::     ..  :: ..:. ...:                       
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG                   
                90        100                           
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 101.1  bits: 23.4 E():  1.2 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (3-50:60-106) 
 
                                           10        20        30   
2MEPSP                             DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
             40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
        : ::  ..  . . :::                               
gi|208 DV-DGDGKIGIEEFTDLVRSK                            
      90        100                                     
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 99.3  bits: 23.1 E():  1.5 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (3-27:61-85) 
 
                                           10        20        30   
2MEPSP                             DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
             40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                                        
gi|145 DSDGDGKIGVDEFAAMVKA                              
              100                                       
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 98.2  bits: 22.7 E():  1.7 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (55-75:24-46) 
 
           30        40        50        60          70        80   
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLP   
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 97.6  bits: 22.7 E():  1.9 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (3-27:61-85) 
 
                                           10        20        30   
2MEPSP                             DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
             40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                                        
gi|222 DSDGDGKIGAEEFAALVTA                              
              100                                       
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  62  Z-score: 96.3  bits: 24.0 E():  2.2 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (8-65:8-62) 
 
               10        20        30        40        50        60 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3046

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
              ::.:..:   . .. : .: .:  ::::     . .   . .. ..: ::  : 
gi|324 MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSKVIENFKALG--V 
               10        20         30        40        50          
 
               70        80                                         
2MEPSP DCFLGTDCPPVRVNGIGGLP                                         
       .  ::                                                        
gi|324 NFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDV 
        60        70        80        90       100       110        
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 95.9  bits: 22.4 E():  2.3 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (3-27:61-85) 
 
                                           10        20        30   
2MEPSP                             DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
             40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                                        
gi|179 DSDGDGKIGVDEFAALVKA                              
              100                                       
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 94.2  bits: 22.1 E():  2.9 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (3-27:61-85) 
 
                                           10        20        30   
2MEPSP                             DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|288 FKACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
             40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                                        
gi|288 DSDGDGKIGVDEFAAMIKG                              
              100                                       
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 94.2  bits: 22.1 E():  2.9 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (3-27:61-85) 
 
                                           10        20        30   
2MEPSP                             DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
             40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                                        
gi|294 DSDGDGKIGIDEFAAMIKG                              
              100                                       
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 91.6  bits: 23.0 E():    4 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (2-37:252-287) 
 
                                            10        20        30  
2MEPSP                              DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
             230       240       250       260       270       280  
 
              40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
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       : .  :                                            
gi|144 TAAAGGYKV                                         
             290                                         
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 91.0  bits: 21.5 E():  4.4 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (3-25:59-81) 
 
                                           10        20        30   
2MEPSP                             DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
             40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                                        
gi|288 DADGDGMLGLDEFAVLVKQ                              
       90       100                                     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 90.6  bits: 21.5 E():  4.6 
Smith-Waterman score: 54; 30.5% identity (52.5% similar) in 59 aa overlap (3-61:60-107) 
 
                                           10        20        30   
2MEPSP                             DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA----- 
      30        40        50        60        70        80          
 
             40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
       ..  :         ::  .:. ..:: ::                    
gi|131 FLKAGDSD------GDGKIGVDEFGALVDKWGAKG              
           90             100       110                 
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.5  bits: 21.5 E():    6 
Smith-Waterman score: 54; 42.9% identity (64.3% similar) in 14 aa overlap (62-75:66-79) 
 
              40        50        60        70        80            
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP            
                                     ::  .:: :..  :                 
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  54 init1:  54 opt:  63  Z-score: 88.0  bits: 24.3 E():  6.4 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (43-79:943-974) 
 
             20        30        40        50        60        70   
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
             80                                                     
2MEPSP VNGIGGLP                                                     
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.4  bits: 20.9 E():  6.9 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (4-27:62-85) 
 
                                          10        20        30    
2MEPSP                            DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
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                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
            40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                                       
gi|249 ADGDGMIGIDEFAVLVKQ                              
             100                                       
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.4  bits: 20.9 E():  6.9 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (4-27:62-85) 
 
                                          10        20        30    
2MEPSP                            DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
            40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                                       
gi|209 ADGDGMIGIDEFAVLVKQ                              
             100                                       
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.6  bits: 22.1 E():  7.6 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (2-37:248-283) 
 
                                            10        20        30  
2MEPSP                              DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
              40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
       : .  :                                            
gi|239 TAATGGYKV                                         
       280                                               
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 86.5  bits: 21.2 E():  7.7 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (11-54:87-141) 
 
                                   10        20        30           
2MEPSP                     DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
                40        50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
           .. ::: . . :: . ..: .                           
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT                
        120       130       140       150                  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.4  bits: 20.8 E():  7.8 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (48-64:98-114) 
 
        20        30        40        50        60        70        
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
        80 
2MEPSP GLP 
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>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.0  bits: 22.1 E():  8.3 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (2-37:274-309) 
 
                                            10        20        30  
2MEPSP                              DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
              40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
       : .  :                                            
gi|398 TAATGGYKV                                         
           310                                           
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.0  bits: 22.1 E():  8.3 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (2-37:274-309) 
 
                                            10        20        30  
2MEPSP                              DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
              40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
       : .  :                                            
gi|330 TAATGGYKV                                         
           310                                           
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.5 E():  8.4 
Smith-Waterman score: 51; 40.0% identity (68.0% similar) in 25 aa overlap (3-27:59-83) 
 
                                           10        20        30   
2MEPSP                             DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.:. : : :      
gi|777 FKACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAG 
       30        40        50        60        70        80         
 
             40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                                        
gi|777 DSDGDGKIGVDEFAAMVKH                              
       90       100                                     
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.5 E():  8.6 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (4-27:62-85) 
 
                                          10        20        30    
2MEPSP                            DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
            40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                                       
gi|288 ADGDGMIGIDEFAVWVKQ                              
             100                                       
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.7  bits: 20.5 E():  8.6 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (3-27:61-85) 
 
                                           10        20        30   
2MEPSP                             DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
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gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
             40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                                        
gi|207 DSDGDGKIGVEEFQALVKA                              
              100                                       
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 84.8  bits: 22.4 E():  9.6 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (35-77:262-299) 
 
           10        20        30        40        50        60     
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
           70        80                                             
2MEPSP GTDCPPVRVNGIGGLP                                             
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.6  bits: 22.4 E():  9.9 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (55-75:383-405) 
 
           30        40        50        60          70        80   
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLP   
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.0  bits: 20.2 E():   11 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (3-25:61-83) 
 
                                           10        20        30   
2MEPSP                             DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
             40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                                        
gi|145 DSDGDGKIGVDEFGAMIKA                              
              100                                       
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.0  bits: 20.2 E():   11 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (3-25:61-83) 
 
                                           10        20        30   
2MEPSP                             DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
             40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                                        
gi|148 DSDGDGKIGVDEFGAMIKA                              
              100                                       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
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 initn:  54 init1:  54 opt:  54  Z-score: 83.8  bits: 21.5 E():   11 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (2-37:227-262) 
 
                                            10        20        30  
2MEPSP                              DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
              40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
       : .  :                                            
gi|180 TAAAGGYKV                                         
        260                                              
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 82.9  bits: 20.5 E():   12 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (62-80:42-62) 
 
              40        50        60          70        80          
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLP          
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (38-64:454-481) 
 
        10        20        30        40         50        60       
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
         70        80 
2MEPSP DCPPVRVNGIGGLP 
                      
gi|424 IKKLFGLSH      
           490        
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 82.0  bits: 20.5 E():   14 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (17-32:142-161) 
 
                             10        20            30        40   
2MEPSP               DAKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
             50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                              
gi|249 GYKV                                   
                                              
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (11-37:251-277) 
 
                                   10        20        30        40 
2MEPSP                     DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
               50        60        70        80 
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2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.7  bits: 20.2 E():   14 
Smith-Waterman score: 50; 42.9% identity (57.1% similar) in 14 aa overlap (62-75:66-79) 
 
              40        50        60        70        80            
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP            
                                     ::   :: :..  :                 
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (11-37:252-278) 
 
                                   10        20        30        40 
2MEPSP                     DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
               50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 81.6  bits: 20.8 E():   14 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (48-64:202-218) 
 
        20        30        40        50        60        70        
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
        80 
2MEPSP GLP 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (11-37:255-281) 
 
                                   10        20        30        40 
2MEPSP                     DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
               50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.5  bits: 20.8 E():   15 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (48-64:205-221) 
 
        20        30        40        50        60        70        
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
        80 
2MEPSP GLP 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (13-37:260-284) 
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                                 10        20        30        40   
2MEPSP                   DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (13-37:260-284) 
 
                                 10        20        30        40   
2MEPSP                   DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (13-37:260-284) 
 
                                 10        20        30        40   
2MEPSP                   DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (13-37:260-284) 
 
                                 10        20        30        40   
2MEPSP                   DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (13-37:260-284) 
 
                                 10        20        30        40   
2MEPSP                   DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (13-37:260-284) 
 
                                 10        20        30        40   
2MEPSP                   DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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             50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (13-37:260-284) 
 
                                 10        20        30        40   
2MEPSP                   DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (13-37:260-284) 
 
                                 10        20        30        40   
2MEPSP                   DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (13-37:260-284) 
 
                                 10        20        30        40   
2MEPSP                   DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (11-37:258-284) 
 
                                   10        20        30        40 
2MEPSP                     DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
               50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (13-37:260-284) 
 
                                 10        20        30        40   
2MEPSP                   DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (13-37:260-284) 
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                                 10        20        30        40   
2MEPSP                   DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (13-37:260-284) 
 
                                 10        20        30        40   
2MEPSP                   DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (13-37:260-284) 
 
                                 10        20        30        40   
2MEPSP                   DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (13-37:260-284) 
 
                                 10        20        30        40   
2MEPSP                   DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.4  bits: 21.2 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (11-37:261-287) 
 
                                   10        20        30        40 
2MEPSP                     DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
               50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 81.3  bits: 22.1 E():   15 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (36-68:341-374) 
 
          10        20        30         40        50        60     
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
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           70        80                                             
2MEPSP GTDCPPVRVNGIGGLP                                             
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.3  bits: 21.1 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (11-37:266-292) 
 
                                   10        20        30        40 
2MEPSP                     DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
               50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 81.0  bits: 20.2 E():   16 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (37-79:104-146) 
 
         10        20        30        40        50             60  
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
              70        80              
2MEPSP CFLGTDCPPVRVNGIGGLP              
        : ..: :     ::::.               
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH 
            140           150       160 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.8  bits: 20.2 E():   16 
Smith-Waterman score: 50; 42.9% identity (57.1% similar) in 14 aa overlap (62-75:66-79) 
 
              40        50        60        70        80            
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP            
                                     ::   :: :..  :                 
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 19.6 E():   16 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (3-27:61-85) 
 
                                           10        20        30   
2MEPSP                             DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
             40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                                        
gi|207 DSDGDGKIGVEEFQALVKA                              
              100                                       
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 80.6  bits: 19.9 E():   16 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (47-69:12-38) 
 
         20        30        40        50            60        70   
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
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                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
             80                                                     
2MEPSP VNGIGGLP                                                     
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.1  bits: 20.8 E():   17 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (2-37:238-273) 
 
                                            10        20        30  
2MEPSP                              DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
              40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
       : .  :                                            
gi|313 TAATGGYKV                                         
       270                                               
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.9  bits: 20.8 E():   18 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (2-37:246-281) 
 
                                            10        20        30  
2MEPSP                              DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
              40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
       : .  :                                            
gi|295 TAATGGYKV                                         
         280                                             
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 79.6  bits: 21.8 E():   19 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (36-68:341-374) 
 
          10        20        30         40        50        60     
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
           70        80                                             
2MEPSP GTDCPPVRVNGIGGLP                                             
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.9  bits: 19.3 E():   20 
Smith-Waterman score: 47; 41.0% identity (53.8% similar) in 39 aa overlap (3-37:61-96) 
 
                                           10        20             
2MEPSP                             DAKEEVQLFLGNAGIAMRSLTAAVTA----AG 
                                     .::..::: :     :.:: . :     :: 
gi|193 FHKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAG 
               40        50        60        70        80        90 
 
       30        40        50        60        70        80 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
        :   : ::                                            
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gi|193 DN---VGDGKIGIDEFNHLVKH                               
                 100                                        
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 78.9  bits: 21.5 E():   20 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (48-65:295-313) 
 
        20        30        40        50         60        70       
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
         80                                                         
2MEPSP GGLP                                                         
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.7  bits: 16.8 E():   21 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (25-39:2-16) 
 
               10        20        30        40        50        60 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                               :. ::. . : : .:                      
gi|320                        YTTEGGTKSEVEDVIPEGWK                  
                                      10        20                  
 
               70        80 
2MEPSP DCFLGTDCPPVRVNGIGGLP 
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (39-71:78-105) 
 
       10        20        30        40        50         60        
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
        70        80                            
2MEPSP CPPVRVNGIGGLP                            
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 78.6  bits: 20.8 E():   21 
Smith-Waterman score: 52; 33.3% identity (63.3% similar) in 30 aa overlap (50-79:174-202) 
 
      20        30        40        50        60        70          
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
      80                                                            
2MEPSP P                                                            
                                                                    
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 20.5 E():   22 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (2-37:238-273) 
 
                                            10        20        30  
2MEPSP                              DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
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gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
              40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
       : .  :                                            
gi|313 TAATGGYKV                                         
       270                                               
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 20.5 E():   22 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (2-37:238-273) 
 
                                            10        20        30  
2MEPSP                              DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
              40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
       : .  :                                            
gi|313 TAATGGYKV                                         
       270                                               
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 20.5 E():   22 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (2-37:238-273) 
 
                                            10        20        30  
2MEPSP                              DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
              40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
       : .  :                                            
gi|168 TAATGGYKV                                         
       270                                               
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.9  bits: 20.8 E():   23 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (29-77:94-133) 
 
                 10        20        30        40        50         
2MEPSP   DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
       60        70        80                                       
2MEPSP DVDCFLGTDCPPVRVNGIGGLP                                       
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.6  bits: 20.5 E():   24 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (13-37:280-304) 
 
                                 10        20        30        40   
2MEPSP                   DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
             50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
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 initn:  39 init1:  39 opt:  51  Z-score: 77.6  bits: 20.5 E():   24 
Smith-Waterman score: 51; 28.0% identity (58.0% similar) in 50 aa overlap (8-57:8-56) 
 
               10        20        30        40        50        60 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
              :..:..:   . .. : .: .:. :..:     . .   : ::  .: ::    
gi|107 MAHKSKILIIGGTGYIGKFIVEA-SAKSGHPTFALVRESTVSDPVKGKLVEKFKGLGVTL 
               10        20         30        40        50          
 
               70        80                                         
2MEPSP DCFLGTDCPPVRVNGIGGLP                                         
                                                                    
gi|107 LHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGNDVDR 
      60        70        80        90       100       110          
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (3-21:61-79) 
 
                                           10        20        30   
2MEPSP                             DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.::            
gi|179 FAKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAG 
               40        50        60        70        80        90 
 
             40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                                        
gi|179 DSDGDGKIGVDEFTALVKA                              
              100                                       
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.2  bits: 20.8 E():   25 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (36-64:185-214) 
 
          10        20        30        40          50        60    
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
            70        80                                            
2MEPSP LGTDCPPVRVNGIGGLP                                            
       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.0  bits: 18.3 E():   26 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (62-71:38-47) 
 
              40        50        60        70        80            
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP            
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.3  bits: 20.2 E():   29 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (22-77:211-264) 
 
                        10        20        30        40        50  
2MEPSP          DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
              60        70        80                          
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2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLP                          
       .::  :...: . ::.    .: :.:                             
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.0 E():   30 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (63-72:48-57) 
 
             40        50        60        70        80             
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP             
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (21-46:11-39) 
 
               10        20        30           40        50        
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLG 
                           :... ::    .:::::   .:..  . :            
gi|226           MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGG 
                         10        20        30        40        50 
 
        60        70        80                                      
2MEPSP ADVDCFLGTDCPPVRVNGIGGLP                                      
                                                                    
gi|226 PGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPG 
               60        70        80        90       100       110 
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.5  bits: 18.6 E():   31 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (3-27:61-85) 
 
                                           10        20        30   
2MEPSP                             DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|145 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
             40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                                        
gi|145 DSDGDGAIGVDEWAVLVKA                              
              100                                       
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.5  bits: 18.6 E():   31 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (3-27:61-85) 
 
                                           10        20        30   
2MEPSP                             DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|148 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
             40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                                        
gi|148 DSDGDGAIGVEEWAVLVKA                              
              100                                       
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (50-76:13-38) 
 
      20        30        40        50        60        70          
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2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
      80                                                            
2MEPSP P                                                            
                                                                    
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 19.0 E():   34 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (16-38:22-44) 
 
                     10        20        30        40        50     
2MEPSP       DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLP                                   
                                                                    
gi|753 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 19.0 E():   34 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (16-38:22-44) 
 
                     10        20        30        40        50     
2MEPSP       DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLP                                   
                                                                    
gi|198 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 19.6 E():   36 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (2-29:210-237) 
 
                                            10        20        30  
2MEPSP                              DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
              40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                                         
gi|226 V                                                 
     240                                                 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.3  bits: 19.9 E():   36 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (2-37:267-298) 
 
                                            10        20        30  
2MEPSP                              DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
              40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
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       : .  :                                            
gi|663 TAAAGGYKA                                         
            300                                          
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (33-68:40-74) 
 
             10        20        30        40        50        60   
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
             70        80                                           
2MEPSP FLGTDCPPVRVNGIGGLP                                           
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.3 E():   38 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (4-31:54-81) 
 
                                          10        20        30    
2MEPSP                            DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
            40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                                       
gi|598 EEKKEEKEEEKEESDEDMGFGLFD                        
            90       100                               
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.9  bits: 19.0 E():   38 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (33-68:47-81) 
 
             10        20        30        40        50        60   
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
             70        80                                           
2MEPSP FLGTDCPPVRVNGIGGLP                                           
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.3 E():   39 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (4-27:61-84) 
 
                                          10        20        30    
2MEPSP                            DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
            40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                                       
gi|288 ADGDGMLGLDEFAVLVKQ                              
              100                                      
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.9  bits: 20.2 E():   39 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (36-64:184-213) 
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          10        20        30        40          50        60    
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
            70        80                                            
2MEPSP LGTDCPPVRVNGIGGLP                                            
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.9  bits: 20.2 E():   39 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (36-64:184-213) 
 
          10        20        30        40          50        60    
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
            70        80                                            
2MEPSP LGTDCPPVRVNGIGGLP                                            
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.9  bits: 20.2 E():   39 
Smith-Waterman score: 50; 23.4% identity (53.2% similar) in 47 aa overlap (22-68:351-397) 
 
                        10        20        30        40        50  
2MEPSP          DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :  .:.:.. . . .    : .   ::.:  
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
              60        70        80 
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLP 
        : . .. . :  :. :             
gi|113 QLTMNAGVLTCSPGAPC             
              390                    
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.7  bits: 18.6 E():   40 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (3-32:5-32) 
 
                 10        20        30        40        50         
2MEPSP   DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
           :  : .::. :  .. .:... :: ::.::                           
gi|300 MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTANVPP 
               10          20        30        40        50         
 
       60        70        80                                       
2MEPSP DVDCFLGTDCPPVRVNGIGGLP                                       
                                                                    
gi|300 ADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFVLHF 
       60        70        80        90       100       110         
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.7  bits: 18.6 E():   40 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (3-32:5-32) 
 
                 10        20        30        40        50         
2MEPSP   DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
           :  : .::. :  .. .:... :: ::.::                           
gi|300 MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTANVPP 
               10          20        30        40        50         
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       60        70        80                                       
2MEPSP DVDCFLGTDCPPVRVNGIGGLP                                       
                                                                    
gi|300 ADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFVLHF 
       60        70        80        90       100       110         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.9 E():   41 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (3-45:5-47) 
 
                 10        20        30        40        50         
2MEPSP   DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
           :. : :::. : .:  . . :. :. . :: .  ..:     :              
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPATPAAVP 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP DVDCFLGTDCPPVRVNGIGGLP                                       
                                                                    
gi|249 SGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLASGYAD 
               70        80        90       100       110       120 
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.4  bits: 19.0 E():   41 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (38-62:59-82) 
 
        10        20        30        40        50        60        
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
        70        80                                                
2MEPSP CPPVRVNGIGGLP                                                
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.4  bits: 19.0 E():   41 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (38-62:59-82) 
 
        10        20        30        40        50        60        
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
        70        80                                                
2MEPSP CPPVRVNGIGGLP                                                
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 72.7  bits: 15.5 E():   45 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (67-80:5-18) 
 
         40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :: :   . :  :: 
gi|244                           IGNEDCTPWMSTLITPLP 
                                         10         
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.5  bits: 19.6 E():   46 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (8-35:7-33) 
 
               10        20        30        40        50        60 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
              :..:..:   : .: : . : :. :..:                          
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gi|198  MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPEKAQLLESFTSKGATL 
                10        20         30        40        50         
 
               70        80                                         
2MEPSP DCFLGTDCPPVRVNGIGGLP                                         
                                                                    
gi|198 VQGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFGNDVDK 
       60        70        80        90       100       110         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (35-64:361-385) 
 
           10        20        30        40        50        60     
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
           70        80 
2MEPSP GTDCPPVRVNGIGGLP 
                        
gi|284 ELIRSLFGLP       
         390            
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.0  bits: 18.0 E():   49 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (12-31:67-86) 
 
                                  10        20        30        40  
2MEPSP                    DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
              50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                               
gi|833 EKEESDEDMGFGLFD                         
        100       110                          
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.0  bits: 18.0 E():   49 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (12-31:67-86) 
 
                                  10        20        30        40  
2MEPSP                    DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
              50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                               
gi|668 EKEESDEDMGFGLFD                         
        100       110                          
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.7  bits: 18.0 E():   51 
Smith-Waterman score: 43; 42.9% identity (47.6% similar) in 21 aa overlap (60-76:35-55) 
 
      30        40        50        60            70        80      
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLP      
                                     : ::     :   ::.  :::          
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
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 initn:  39 init1:  39 opt:  43  Z-score: 71.7  bits: 18.0 E():   51 
Smith-Waterman score: 43; 42.9% identity (47.6% similar) in 21 aa overlap (60-76:35-55) 
 
      30        40        50        60            70        80      
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLP      
                                     : ::     :   ::.  :::          
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.7  bits: 18.0 E():   51 
Smith-Waterman score: 43; 42.9% identity (47.6% similar) in 21 aa overlap (60-76:35-55) 
 
      30        40        50        60            70        80      
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLP      
                                     : ::     :   ::.  :::          
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.5  bits: 15.2 E():   52 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (25-39:2-16) 
 
               10        20        30        40        50        60 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                               :. ::. . . : .:                      
gi|320                        YTTEGGTKSEAEDVIPE                     
                                      10                            
 
               70        80 
2MEPSP DCFLGTDCPPVRVNGIGGLP 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (25-57:28-60) 
 
                  10        20        30        40        50        
2MEPSP    DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP ADVDCFLGTDCPPVRVNGIGGLP                                      
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 17.7 E():   54 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:69-88) 
 
                          10        20        30        40          
2MEPSP            DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
      50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                       
gi|105 T                               
                                       
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
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 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.3 E():   56 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (3-54:5-62) 
 
                 10        20        30              40        50   
2MEPSP   DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV------PRMRERPIGDLVVG 
           :  : :::  : .:  . . :. :. . :: .  :.      : .... . :. :: 
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAAGKITPTQEQKLMEDINVG 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLP                                 
       .:                                                           
gi|119 FKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDATYKAAVG 
               70        80        90       100       110       120 
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.0 E():   59 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (14-57:17-60) 
 
                  10        20        30        40        50        
2MEPSP    DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : :  ::..:...  :..    .. :... . :  ..  ... : 
gi|130 MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEPG 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP ADVDCFLGTDCPPVRVNGIGGLP                                      
                                                                    
gi|130 HLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.2  bits: 19.6 E():   62 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (22-77:315-368) 
 
                        10        20        30        40        50  
2MEPSP          DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
              60        70        80                                
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLP                                
       .::  :...: . ::.    .: :.:                                   
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (35-64:240-264) 
 
           10        20        30        40        50        60     
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
           70        80 
2MEPSP GTDCPPVRVNGIGGLP 
                        
gi|225 ELIRSWFGLP       
          270           
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.3 E():   64 
Smith-Waterman score: 47; 27.6% identity (75.9% similar) in 29 aa overlap (1-29:38-66) 
 
                                             10        20        30 
2MEPSP                               DAKEEVQLFLGNAGIAMRSLTAAVTAAGGN 
                                     :::...: : :..    .. ...:....:  
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGA 
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        10        20        30        40        50        60        
 
               40        50        60        70        80           
2MEPSP ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP           
                                                                    
gi|190 GGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTT 
        70        80        90       100       110       120        
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (2-37:238-273) 
 
                                            10        20        30  
2MEPSP                              DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
              40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
       : .  :                                            
gi|313 TAAAGGYKV                                         
       270                                               
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (43-61:40-58) 
 
             20        30        40        50        60        70   
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
             80                                                     
2MEPSP VNGIGGLP                                                     
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.7  bits: 19.6 E():   66 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (8-54:346-393) 
 
                                      10        20         30       
2MEPSP                        DAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
         40        50        60        70        80                 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP                 
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (8-54:346-393) 
 
                                      10        20         30       
2MEPSP                        DAKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
         40        50        60        70        80                 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP                 
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
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>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.6  bits: 18.0 E():   67 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (50-69:84-104) 
 
      20        30        40        50         60        70         
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
       80                                     
2MEPSP LP                                     
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.4  bits: 18.3 E():   68 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (15-39:121-145) 
 
                               10        20        30        40     
2MEPSP                 DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
           50        60        70        80      
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP      
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.2  bits: 18.9 E():   69 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (11-37:276-298) 
 
                                   10        20        30        40 
2MEPSP                     DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
               50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (21-49:11-42) 
 
               10        20        30           40        50        
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLG 
                           :... ::    ...:::   ::..  . :...         
gi|116           MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGG 
                         10        20        30        40        50 
 
        60        70        80                                      
2MEPSP ADVDCFLGTDCPPVRVNGIGGLP                                      
                                                                    
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPD 
               60        70        80        90       100       110 
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.7 E():   72 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (21-37:112-128) 
 
                         10        20        30        40        50 
2MEPSP           DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
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               60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.9  bits: 19.3 E():   73 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (45-77:319-348) 
 
           20        30        40        50        60         70    
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
            80                                         
2MEPSP NGIGGLP                                         
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.7 E():   73 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (16-62:80-121) 
 
                              10        20        30        40      
2MEPSP                DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
          50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
        : ... :  . :: ::                   
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY       
          110       120       130          
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.7 E():   73 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (14-58:17-61) 
 
                  10        20        30        40        50        
2MEPSP    DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : ...  .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP ADVDCFLGTDCPPVRVNGIGGLP                                      
       :                                                            
gi|622 ALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.6  bits: 18.6 E():   75 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (20-39:232-251) 
 
                          10        20        30        40          
2MEPSP            DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
      50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                       
gi|898 AK                              
                                       
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.3  bits: 18.0 E():   78 
Smith-Waterman score: 43; 25.5% identity (56.9% similar) in 51 aa overlap (18-67:8-54) 
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               10        20        30        40        50        60 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                        :: .     .::... :.:    . .: ....  :.. .  :  
gi|184           MSRKSGSRSSSKRSKKSGGGSN-VFD---MFTQRQVAEFKEGFQLMDRDK 
                         10        20            30        40       
 
                70        80                                        
2MEPSP DCFLG-TDCPPVRVNGIGGLP                                        
       :  .: ::                                                     
gi|184 DGVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVA 
         50        60        70        80        90       100       
 
>>gi|239735|gb|AAB20453.1| Car b I=major allergen [Carpi  (40 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.1  bits: 15.8 E():   80 
Smith-Waterman score: 42; 32.1% identity (60.7% similar) in 28 aa overlap (22-46:11-38) 
 
               10        20        30           40        50        
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLG 
                            ... ::    .:::::   .:..  . :            
gi|239            GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAIXK          
                          10        20        30        40          
 
        60        70        80 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLP 
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 18.9 E():   82 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (46-62:7-23) 
 
          20        30        40        50        60        70      
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
          80                                                        
2MEPSP IGGLP                                                        
                                                                    
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 18.9 E():   82 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (46-62:7-23) 
 
          20        30        40        50        60        70      
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
          80                                                        
2MEPSP IGGLP                                                        
                                                                    
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|239734|gb|AAB20452.1| Bet v I=major allergen [Betul  (43 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.6  bits: 15.8 E():   86 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (21-37:10-26) 
 
               10        20        30        40        50        60 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                           :... ::    ...:::                        
gi|239            GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAIXXVEN       
                          10        20        30        40          
 
               70        80 
2MEPSP DCFLGTDCPPVRVNGIGGLP 
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>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.4 E():   89 
Smith-Waterman score: 41; 36.0% identity (64.0% similar) in 25 aa overlap (1-25:11-35) 
 
                         10        20        30        40        50 
2MEPSP           DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                 : .:. . :: . :...   ::: :                          
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLP                               
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 41; 32.1% identity (60.7% similar) in 28 aa overlap (50-74:91-118) 
 
      20        30        40        50         60          70       
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK-QLGADVD--CFLGTDCPPVRVNGI 
                                     . :.: .: :.:   : . :  ::. ..   
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
         80          
2MEPSP GGLP          
                     
gi|249 CSKIQSTIFRGYY 
              130    
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 18.9 E():   91 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (48-64:181-197) 
 
        20        30        40        50        60        70        
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
        80                                                          
2MEPSP GLP                                                          
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   91 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (31-61:5-35) 
 
               10        20        30        40        50        60 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
gi|461                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
               70        80                                         
2MEPSP DCFLGTDCPPVRVNGIGGLP                                         
       :                                                            
gi|461 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   91 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (31-61:5-35) 
 
               10        20        30        40        50        60 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.        .:. . : ..: :. 
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gi|416                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
               70        80                                         
2MEPSP DCFLGTDCPPVRVNGIGGLP                                         
       :                                                            
gi|416 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|1311513|gb|AAB36012.1| mAb 8B6-reactive major aller  (30 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.0  bits: 15.2 E():   92 
Smith-Waterman score: 34; 41.7% identity (75.0% similar) in 12 aa overlap (64-75:7-18) 
 
            40        50        60        70        80        
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP        
                                     .:.  ::. :.:             
gi|131                         GTTGTVVGALMPPLFVQGKEKEXPPSXKXG 
                                       10        20        30 
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.9  bits: 17.7 E():   93 
Smith-Waterman score: 42; 27.1% identity (50.8% similar) in 59 aa overlap (4-61:115-167) 
 
                                          10         20        30   
2MEPSP                            DAKEEVQLFLGNAGIAM-RSLTAAVTAAGGNAT 
                                     .::: .   ::. . :..  . .   .:   
gi|158 ATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSLRPANPL 
           90       100       110       120       130       140     
 
             40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
         .  ::     :.   .. :::: .: :                    
gi|158 GYFKDVPL----PV--CAALLKQLDSDDDDDQ                 
          150             160       170                 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.9 E():   93 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (22-77:312-365) 
 
                        10        20        30        40        50  
2MEPSP          DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
             290       300       310       320       330        340 
 
              60        70        80                                
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLP                                
       .::  :...: . ::.    .: :.:                                   
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTT 
               350       360       370       380       390          
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (31-61:5-35) 
 
               10        20        30        40        50        60 
2MEPSP DAKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                                     :.:.: :.         :. . :...: :. 
gi|117                           MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDA 
                                         10        20        30     
 
               70        80                                         
2MEPSP DCFLGTDCPPVRVNGIGGLP                                         
       :                                                            
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
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 Scomplib [35.04] 
 start: Tue Apr 19 10:57:33 2011 done: Tue Apr 19 10:57:33 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 90  - 169 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     0     2:* 
  32    20     8:==*==== 
  34    24    22:=======* 
  36    37    44:============= * 
  38    71    73:========================* 
  40    70   102:========================         * 
  42   126   125:=========================================* 
  44   127   138:===========================================  * 
  46   139   140:==============================================* 
  48   115   134:=======================================     * 
  50   124   122:========================================*= 
  52    86   108:=============================      * 
  54    66    92:======================        * 
  56   160    77:=========================*============================ 
  58    59    63:====================* 
  60    43    51:=============== * 
  62    20    41:=======      * 
  64    42    33:==========*=== 
  66    15    26:=====   * 
  68    17    20:======* 
  70    13    16:=====* 
  72    11    12:===* 
  74    12    10:===* 
  76    11     8:==*= 
  78    13     6:=*=== 
  80    26     5:=*======= 
  82     8     3:*== 
  84     8     3:*== 
  86     7     2:*== 
  88     2     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     3     0:=         *=== 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.45200.00374; mu= 9.2720 0.193 
 mean_var=35.4863 9.358, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
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 Lambda= 0.215300 
 Kolmogorov-Smirnov  statistic: 0.0687 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 24.1    0.71 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   63 24.1     0.8 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 23.8    0.87 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 23.8    0.87 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 23.2     1.4 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 22.9     1.7 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.6     1.9 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 22.6     2.1 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 23.9     2.4 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 22.3     2.6 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   56 21.9     3.2 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 21.9     3.2 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   59 22.9     4.3 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.3     4.9 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   54 21.3     5.1 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.3     6.5 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   54 21.3     6.6 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 20.7     7.6 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 20.7     7.6 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   56 22.0     8.1 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 21.0     8.4 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.7     8.6 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   56 22.0     8.8 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   56 22.0     8.8 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   51 20.4     9.3 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.4     9.4 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.4     9.4 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 20.1     9.8 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 20.1     9.9 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.3      10 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   51 20.4      10 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.3      10 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.4      12 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.1      12 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.1      12 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   50 20.1      13 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.4      13 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.0      14 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.4      15 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.1      15 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.1      15 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.1      15 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.8      15 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.0      15 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.1      15 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.1      15 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.1      15 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   50 20.1      15 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.8      16 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.1      16 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.1      16 
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gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 20.1      17 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   50 20.1      17 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.8      18 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.5      18 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.8      18 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   52 20.8      19 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.7      19 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.4      21 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   52 20.8      22 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   47 19.2      22 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   51 20.5      23 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   51 20.5      23 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   51 20.5      23 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.5      23 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.8      23 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.8      24 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.6      24 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.5      25 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   51 20.5      25 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.8      26 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   46 18.8      27 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.2      29 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.8      29 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.8      29 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.8      29 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   50 20.1      30 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.2      32 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.9      32 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   45 18.5      34 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   45 18.5      34 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.8      35 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.9      36 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.9      36 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   48 19.5      38 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   49 19.8      38 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.9      39 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.2      40 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.2      40 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.2      40 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.9      41 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.2      41 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.2      42 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.5      42 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.5      42 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.8      42 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.9      44 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.9      44 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.5      48 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.9      49 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 15.3      52 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.9      53 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.9      53 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.2      57 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.2      58 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.6      58 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 15.0      60 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 17.9      62 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.5      63 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.9      65 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.9      66 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.5      67 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.5      67 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.6      67 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.9      68 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.6      68 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.9      70 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.3      71 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.9      71 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.2      74 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.9      74 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.6      76 
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gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.6      77 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.6      77 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.6      78 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 17.9      82 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.3      83 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.3      83 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.9      84 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.9      84 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   45 18.6      86 
gi|239735|gb|AAB20453.1| Car b I=major allergen [C (  40)   36 15.7      88 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 18.9      92 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 18.9      94 
gi|239734|gb|AAB20452.1| Bet v I=major allergen [B (  43)   36 15.7      94 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.3      95 
gi|1588669|prf||2209273A Zm13                      ( 170)   42 17.6      97 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   40 17.0      97 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   40 17.0      97 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.0      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 105.1  bits: 24.1 E(): 0.71 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (2-26:61-85) 
 
                                            10        20        30  
2MEPSP                              AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
              40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                         
gi|145 DEDGDGMIGVDEFVTLVKA                               
              100                                        
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 104.2  bits: 24.1 E():  0.8 
Smith-Waterman score: 63; 41.7% identity (66.7% similar) in 24 aa overlap (54-74:48-71) 
 
            30        40        50        60           70        80 
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::       
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 103.5  bits: 23.8 E(): 0.87 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (2-57:60-104) 
 
                                            10        20        30  
2MEPSP                              AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
              40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
       .. ::     ..  :: ..:. ...:                        
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG                    
                90        100                            
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 103.5  bits: 23.8 E(): 0.87 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (2-57:60-104) 
 
                                            10        20        30  
2MEPSP                              AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
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gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
              40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
       .. ::     ..  :: ..:. ...:                        
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG                    
                90        100                            
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 100.1  bits: 23.2 E():  1.4 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (2-49:60-106) 
 
                                            10        20        30  
2MEPSP                              AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
              40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
        : ::  ..  . . :::                                
gi|208 DV-DGDGKIGIEEFTDLVRSK                             
      90        100                                      
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 98.4  bits: 22.9 E():  1.7 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (2-26:61-85) 
 
                                            10        20        30  
2MEPSP                              AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
              40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                         
gi|145 DSDGDGKIGVDEFAAMVKA                               
              100                                        
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 97.3  bits: 22.6 E():  1.9 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (54-74:24-46) 
 
            30        40        50        60          70        80  
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPG  
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 96.7  bits: 22.6 E():  2.1 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (2-26:61-85) 
 
                                            10        20        30  
2MEPSP                              AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
              40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                         
gi|222 DSDGDGKIGAEEFAALVTA                               
              100                                        
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
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 initn:  42 init1:  42 opt:  62  Z-score: 95.7  bits: 23.9 E():  2.4 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (7-64:8-62) 
 
                10        20        30        40        50          
2MEPSP  AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
              ::.:..:   . .. : .: .:  ::::     . .   . .. ..: ::  : 
gi|324 MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSKVIENFKALG--V 
               10        20         30        40        50          
 
      60        70        80                                        
2MEPSP DCFLGTDCPPVRVNGIGGLPG                                        
       .  ::                                                        
gi|324 NFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDV 
        60        70        80        90       100       110        
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 95.1  bits: 22.3 E():  2.6 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (2-26:61-85) 
 
                                            10        20        30  
2MEPSP                              AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
              40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                         
gi|179 DSDGDGKIGVDEFAALVKA                               
              100                                        
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 93.4  bits: 21.9 E():  3.2 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (2-26:61-85) 
 
                                            10        20        30  
2MEPSP                              AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|288 FKACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
              40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                         
gi|288 DSDGDGKIGVDEFAAMIKG                               
              100                                        
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 93.4  bits: 21.9 E():  3.2 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (2-26:61-85) 
 
                                            10        20        30  
2MEPSP                              AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
              40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                         
gi|294 DSDGDGKIGIDEFAAMIKG                               
              100                                        
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 91.1  bits: 22.9 E():  4.3 
Smith-Waterman score: 59; 38.9% identity (58.3% similar) in 36 aa overlap (1-36:252-287) 
 
                                             10        20        30 
2MEPSP                               AKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :..:  . :::..:: : : 
gi|144 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAA 
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             230       240       250       260       270       280  
 
               40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
       : .  :                                             
gi|144 TAAAGGYKV                                          
             290                                          
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 90.2  bits: 21.3 E():  4.9 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (2-24:59-81) 
 
                                            10        20        30  
2MEPSP                              AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
              40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                         
gi|288 DADGDGMLGLDEFAVLVKQ                               
       90       100                                      
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 89.8  bits: 21.3 E():  5.1 
Smith-Waterman score: 54; 30.5% identity (52.5% similar) in 59 aa overlap (2-60:60-107) 
 
                                            10        20        30  
2MEPSP                              AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA----- 
      30        40        50        60        70        80          
 
              40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
       ..  :         ::  .:. ..:: ::                     
gi|131 FLKAGDSD------GDGKIGVDEFGALVDKWGAKG               
           90             100       110                  
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  54 init1:  54 opt:  63  Z-score: 87.9  bits: 24.3 E():  6.5 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (42-78:943-974) 
 
              20        30        40        50        60        70  
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
              80                                                    
2MEPSP VNGIGGLPG                                                    
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 87.8  bits: 21.3 E():  6.6 
Smith-Waterman score: 54; 42.9% identity (64.3% similar) in 14 aa overlap (61-74:66-79) 
 
               40        50        60        70        80           
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG           
                                     ::  .:: :..  :                 
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.7  bits: 20.7 E():  7.6 
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Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (3-26:62-85) 
 
                                           10        20        30   
2MEPSP                             AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
             40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                        
gi|249 ADGDGMIGIDEFAVLVKQ                               
             100                                        
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.7  bits: 20.7 E():  7.6 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (3-26:62-85) 
 
                                           10        20        30   
2MEPSP                             AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
             40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                        
gi|209 ADGDGMIGIDEFAVLVKQ                               
             100                                        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.2  bits: 22.0 E():  8.1 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (1-36:248-283) 
 
                                             10        20        30 
2MEPSP                               AKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|239 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
       220       230       240       250       260       270        
 
               40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
       : .  :                                             
gi|239 TAATGGYKV                                          
       280                                                
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 85.9  bits: 21.0 E():  8.4 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (10-53:87-141) 
 
                                    10        20        30          
2MEPSP                      AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
                 40        50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
           .. ::: . . :: . ..: .                            
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT                 
        120       130       140       150                   
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.7  bits: 20.7 E():  8.6 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (47-63:98-114) 
 
         20        30        40        50        60        70       
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
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         80 
2MEPSP GLPG 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.5  bits: 22.0 E():  8.8 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (1-36:274-309) 
 
                                             10        20        30 
2MEPSP                               AKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|398 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
               40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
       : .  :                                             
gi|398 TAATGGYKV                                          
           310                                            
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.5  bits: 22.0 E():  8.8 
Smith-Waterman score: 56; 41.7% identity (52.8% similar) in 36 aa overlap (1-36:274-309) 
 
                                             10        20        30 
2MEPSP                               AKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::: :: : : 
gi|330 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAA 
           250       260       270       280       290       300    
 
               40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
       : .  :                                             
gi|330 TAATGGYKV                                          
           310                                            
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.1  bits: 20.4 E():  9.3 
Smith-Waterman score: 51; 40.0% identity (68.0% similar) in 25 aa overlap (2-26:59-83) 
 
                                            10        20        30  
2MEPSP                              AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.:. : : :      
gi|777 FKACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAG 
       30        40        50        60        70        80         
 
              40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                         
gi|777 DSDGDGKIGVDEFAAMVKH                               
       90       100                                      
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.4 E():  9.4 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (3-26:62-85) 
 
                                           10        20        30   
2MEPSP                             AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
             40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                        
gi|288 ADGDGMIGIDEFAVWVKQ                               
             100                                        
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 20.4 E():  9.4 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (2-26:61-85) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3084

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
                                            10        20        30  
2MEPSP                              AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
              40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                         
gi|207 DSDGDGKIGVEEFQALVKA                               
              100                                        
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 84.7  bits: 20.1 E():  9.8 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (43-80:32-71) 
 
             20        30        40        50        60          70 
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
               80                     
2MEPSP RVNGIGGLPG                     
         :. ..:::                     
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK 
              70        80        90  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 84.6  bits: 20.1 E():  9.9 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (43-80:33-72) 
 
             20        30        40        50        60          70 
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
               80                     
2MEPSP RVNGIGGLPG                     
         :. ..:::                     
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK 
             70        80        90   
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 84.5  bits: 22.3 E():   10 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (34-76:262-299) 
 
            10        20        30        40        50        60    
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
            70        80                                            
2MEPSP GTDCPPVRVNGIGGLPG                                            
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 84.5  bits: 20.4 E():   10 
Smith-Waterman score: 51; 21.9% identity (52.1% similar) in 73 aa overlap (10-80:30-97) 
 
                                   10        20        30        40 
2MEPSP                     AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                    :.:. ..      : ..:.      .:.    
gi|547 MAYSAMTKLALVVALCMVVSVPIAQAITCGQASSSLAPCIPYVRGGGAVPPACCNGI--- 
               10        20        30        40        50           
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3085

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

               50        60          70        80                   
2MEPSP RERPIGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPG                   
         : ...:.    .  :  .:.  :... : :  :. ..:::                   
gi|547 --RNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCAT 
          60        70        80        90       100       110      
 
gi|547 VK 
          
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.3  bits: 22.3 E():   10 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (54-74:383-405) 
 
            30        40        50        60          70        80  
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPG  
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 83.4  bits: 21.4 E():   12 
Smith-Waterman score: 54; 38.9% identity (55.6% similar) in 36 aa overlap (1-36:227-262) 
 
                                             10        20        30 
2MEPSP                               AKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :::..:: : : 
gi|180 AVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAA 
        200       210       220       230       240       250       
 
               40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
       : .  :                                             
gi|180 TAAAGGYKV                                          
        260                                               
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.3  bits: 20.1 E():   12 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (2-24:61-83) 
 
                                            10        20        30  
2MEPSP                              AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
              40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                         
gi|145 DSDGDGKIGVDEFGAMIKA                               
              100                                        
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.3  bits: 20.1 E():   12 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (2-24:61-83) 
 
                                            10        20        30  
2MEPSP                              AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
              40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                         
gi|148 DSDGDGKIGVDEFGAMIKA                               
              100                                        
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
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 initn:  45 init1:  45 opt:  50  Z-score: 82.8  bits: 20.1 E():   13 
Smith-Waterman score: 50; 22.4% identity (52.6% similar) in 76 aa overlap (7-80:27-97) 
 
                                   10        20        30        40 
2MEPSP                     AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                 :  :...  .    : : ..:.      .:.    
gi|671 MACSAMTKLALVVALCMVVSVPIAQALTCGQVSSNLAPCIAYVRGGGAVPPACCNGI--- 
               10        20        30        40        50           
 
               50        60          70        80                   
2MEPSP RERPIGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPG                   
         : :..:.    .  .  .:.  :... : : .:. ..:::                   
gi|671 --RNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISPSTNCAT 
          60        70        80        90       100       110      
 
gi|671 VK 
          
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 82.3  bits: 20.4 E():   13 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (61-79:42-62) 
 
               40        50        60          70        80         
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPG         
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.1  bits: 22.0 E():   14 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (37-63:454-481) 
 
         10        20        30        40         50        60      
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
          70        80 
2MEPSP DCPPVRVNGIGGLPG 
                       
gi|424 IKKLFGLSH       
           490         
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 81.4  bits: 20.4 E():   15 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (16-31:142-161) 
 
                              10        20            30        40  
2MEPSP                AKEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
              50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                               
gi|249 GYKV                                    
                                               
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.3  bits: 21.1 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (10-36:251-277) 
 
                                    10        20        30          
2MEPSP                      AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
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              230       240       250       260       270       280 
 
      40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.3  bits: 21.1 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (10-36:252-278) 
 
                                    10        20        30          
2MEPSP                      AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
      40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.2  bits: 21.1 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (10-36:255-281) 
 
                                    10        20        30          
2MEPSP                      AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
      40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 81.2  bits: 20.8 E():   15 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (47-63:202-218) 
 
         20        30        40        50        60        70       
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
         80 
2MEPSP GLPG 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 81.1  bits: 22.0 E():   15 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (35-67:341-374) 
 
           10        20        30         40        50        60    
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
            70        80                                            
2MEPSP GTDCPPVRVNGIGGLPG                                            
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (12-36:260-284) 
 
                                  10        20        30        40  
2MEPSP                    AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              50        60        70        80 
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2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (12-36:260-284) 
 
                                  10        20        30        40  
2MEPSP                    AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (12-36:260-284) 
 
                                  10        20        30        40  
2MEPSP                    AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (12-36:260-284) 
 
                                  10        20        30        40  
2MEPSP                    AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (12-36:260-284) 
 
                                  10        20        30        40  
2MEPSP                    AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (12-36:260-284) 
 
                                  10        20        30        40  
2MEPSP                    AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (12-36:260-284) 
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                                  10        20        30        40  
2MEPSP                    AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (12-36:260-284) 
 
                                  10        20        30        40  
2MEPSP                    AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (12-36:260-284) 
 
                                  10        20        30        40  
2MEPSP                    AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (10-36:258-284) 
 
                                    10        20        30          
2MEPSP                      AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
      40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (12-36:260-284) 
 
                                  10        20        30        40  
2MEPSP                    AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (12-36:260-284) 
 
                                  10        20        30        40  
2MEPSP                    AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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              50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (12-36:260-284) 
 
                                  10        20        30        40  
2MEPSP                    AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (12-36:260-284) 
 
                                  10        20        30        40  
2MEPSP                    AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (12-36:260-284) 
 
                                  10        20        30        40  
2MEPSP                    AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.1  bits: 20.1 E():   15 
Smith-Waterman score: 50; 42.9% identity (57.1% similar) in 14 aa overlap (61-74:66-79) 
 
               40        50        60        70        80           
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG           
                                     ::   :: :..  :                 
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.1  bits: 20.8 E():   16 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (47-63:205-221) 
 
         20        30        40        50        60        70       
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
         80 
2MEPSP GLPG 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.0  bits: 21.1 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (10-36:261-287) 
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                                    10        20        30          
2MEPSP                      AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
      40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 21.1 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (10-36:266-292) 
 
                                    10        20        30          
2MEPSP                      AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
      40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (36-78:104-146) 
 
          10        20        30        40        50             60 
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
               70        80             
2MEPSP CFLGTDCPPVRVNGIGGLPG             
        : ..: :     ::::.               
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH 
            140           150       160 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.3  bits: 20.1 E():   17 
Smith-Waterman score: 50; 42.9% identity (57.1% similar) in 14 aa overlap (61-74:66-79) 
 
               40        50        60        70        80           
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG           
                                     ::   :: :..  :                 
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 80.0  bits: 19.8 E():   18 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (46-68:12-38) 
 
          20        30        40        50            60        70  
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
              80                                                    
2MEPSP VNGIGGLPG                                                    
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.5 E():   18 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (2-26:61-85) 
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                                            10        20        30  
2MEPSP                              AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
              40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                         
gi|207 DSDGDGKIGVEEFQALVKA                               
              100                                        
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 52; 41.7% identity (50.0% similar) in 36 aa overlap (1-36:238-273) 
 
                                             10        20        30 
2MEPSP                               AKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
               40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
       : .  :                                             
gi|313 TAATGGYKV                                          
       270                                                
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 52; 38.9% identity (52.8% similar) in 36 aa overlap (1-36:246-281) 
 
                                             10        20        30 
2MEPSP                               AKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : : 
gi|295 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAA 
         220       230       240       250       260       270      
 
               40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
       : .  :                                             
gi|295 TAATGGYKV                                          
         280                                              
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 79.4  bits: 21.7 E():   19 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (35-67:341-374) 
 
           10        20        30         40        50        60    
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
            70        80                                            
2MEPSP GTDCPPVRVNGIGGLPG                                            
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 78.7  bits: 21.4 E():   21 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (47-64:295-313) 
 
         20        30        40        50         60        70      
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
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          80                                                        
2MEPSP GGLPG                                                        
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 78.3  bits: 20.8 E():   22 
Smith-Waterman score: 52; 33.3% identity (63.3% similar) in 30 aa overlap (49-78:174-202) 
 
       20        30        40        50        60        70         
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
       80                                                           
2MEPSP PG                                                           
                                                                    
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.3  bits: 19.2 E():   22 
Smith-Waterman score: 47; 41.0% identity (53.8% similar) in 39 aa overlap (2-36:61-96) 
 
                                            10        20            
2MEPSP                              AKEEVQLFLGNAGIAMRSLTAAVTA----AG 
                                     .::..::: :     :.:: . :     :: 
gi|193 FHKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAG 
               40        50        60        70        80        90 
 
        30        40        50        60        70        80 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
        :   : ::                                             
gi|193 DN---VGDGKIGIDEFNHLVKH                                
                 100                                         
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.0  bits: 20.5 E():   23 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (1-36:238-273) 
 
                                             10        20        30 
2MEPSP                               AKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
               40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
       : .  :                                             
gi|313 TAATGGYKV                                          
       270                                                
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.0  bits: 20.5 E():   23 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (1-36:238-273) 
 
                                             10        20        30 
2MEPSP                               AKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
               40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
       : .  :                                             
gi|313 TAATGGYKV                                          
       270                                                
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 78.0  bits: 20.5 E():   23 
Smith-Waterman score: 51; 41.7% identity (50.0% similar) in 36 aa overlap (1-36:238-273) 
 
                                             10        20        30 
2MEPSP                               AKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :  :  . :::: :: : : 
gi|168 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAA 
       210       220       230       240       250       260        
 
               40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
       : .  :                                             
gi|168 TAATGGYKV                                          
       270                                                
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 78.0  bits: 19.5 E():   23 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (38-70:78-105) 
 
        10        20        30        40         50        60       
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
         70        80                           
2MEPSP CPPVRVNGIGGLPG                           
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.9  bits: 18.8 E():   23 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (43-80:32-71) 
 
             20        30        40        50        60          70 
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
               80                     
2MEPSP RVNGIGGLPG                     
         :. ..:::                     
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK 
              70        80        90  
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.6  bits: 20.8 E():   24 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (28-76:94-133) 
 
                  10        20        30        40        50        
2MEPSP    AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
        60        70        80                                      
2MEPSP DVDCFLGTDCPPVRVNGIGGLPG                                      
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 77.5  bits: 16.6 E():   24 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (24-38:2-16) 
 
               10        20        30        40        50        60 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 
                              :. ::. . : : .:                       
gi|320                       YTTEGGTKSEVEDVIPEGWK                   
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                                     10        20                   
 
               70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPG 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.2  bits: 20.5 E():   25 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (12-36:280-304) 
 
                                  10        20        30        40  
2MEPSP                    AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
              50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 77.2  bits: 20.5 E():   25 
Smith-Waterman score: 51; 28.0% identity (58.0% similar) in 50 aa overlap (7-56:8-56) 
 
                10        20        30        40        50          
2MEPSP  AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
              :..:..:   . .. : .: .:. :..:     . .   : ::  .: ::    
gi|107 MAHKSKILIIGGTGYIGKFIVEA-SAKSGHPTFALVRESTVSDPVKGKLVEKFKGLGVTL 
               10        20         30        40        50          
 
      60        70        80                                        
2MEPSP DCFLGTDCPPVRVNGIGGLPG                                        
                                                                    
gi|107 LHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGNDVDR 
      60        70        80        90       100       110          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.0  bits: 20.8 E():   26 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (35-63:185-214) 
 
           10        20        30        40          50        60   
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
             70        80                                           
2MEPSP LGTDCPPVRVNGIGGLPG                                           
       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.6  bits: 18.8 E():   27 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (2-20:61-79) 
 
                                            10        20        30  
2MEPSP                              AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.::            
gi|179 FAKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAG 
               40        50        60        70        80        90 
 
              40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                         
gi|179 DSDGDGKIGVDEFTALVKA                               
              100                                        
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.2  bits: 18.2 E():   29 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (61-70:38-47) 
 
               40        50        60        70        80           
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2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG           
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.2  bits: 18.8 E():   29 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (59-80:35-60) 
 
       30        40        50        60            70        80     
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPG     
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.2  bits: 18.8 E():   29 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (59-80:35-60) 
 
       30        40        50        60            70        80     
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPG     
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.2  bits: 18.8 E():   29 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (59-80:35-60) 
 
       30        40        50        60            70        80     
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPG     
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (21-76:211-264) 
 
                         10        20        30        40        50 
2MEPSP           AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
               60        70        80                         
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPG                         
       .::  :...: . ::.    .: :.:                             
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (20-45:11-39) 
 
               10        20        30           40        50        
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGA 
                          :... ::    .:::::   .:..  . :             
gi|226          MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGP 
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                        10        20        30        40        50  
 
        60        70        80                                      
2MEPSP DVDCFLGTDCPPVRVNGIGGLPG                                      
                                                                    
gi|226 GTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGG 
              60        70        80        90       100       110  
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 18.9 E():   32 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (62-71:48-57) 
 
              40        50        60        70        80            
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG            
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.9  bits: 18.5 E():   34 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (2-26:61-85) 
 
                                            10        20        30  
2MEPSP                              AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|145 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
              40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                         
gi|145 DSDGDGAIGVDEWAVLVKA                               
              100                                        
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.9  bits: 18.5 E():   34 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (2-26:61-85) 
 
                                            10        20        30  
2MEPSP                              AKEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|148 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
              40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                         
gi|148 DSDGDGAIGVEEWAVLVKA                               
              100                                        
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (49-75:13-38) 
 
       20        30        40        50        60        70         
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
       80                                                           
2MEPSP PG                                                           
                                                                    
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.5  bits: 18.9 E():   36 
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Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (15-37:22-44) 
 
                      10        20        30        40        50    
2MEPSP        AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPG                                  
                                                                    
gi|753 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.5  bits: 18.9 E():   36 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (15-37:22-44) 
 
                      10        20        30        40        50    
2MEPSP        AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPG                                  
                                                                    
gi|198 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 19.5 E():   38 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (1-28:210-237) 
 
                                             10        20        30 
2MEPSP                               AKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :.. .:   . .: :  .  ::.:::::   
gi|226 AYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYK 
     180       190       200       210       220       230          
 
               40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                          
gi|226 V                                                  
     240                                                  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 49; 38.9% identity (58.3% similar) in 36 aa overlap (1-36:267-298) 
 
                                             10        20        30 
2MEPSP                               AKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     ::  .    : : .:    :.:.:::.:.: 
gi|663 TVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGA 
        240       250       260       270       280           290   
 
               40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
       : .  :                                             
gi|663 TAAAGGYKA                                          
            300                                           
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.7  bits: 18.9 E():   39 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (32-67:40-74) 
 
              10        20        30        40        50        60  
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
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              70        80                                          
2MEPSP FLGTDCPPVRVNGIGGLPG                                          
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.6  bits: 20.2 E():   40 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (35-63:184-213) 
 
           10        20        30        40          50        60   
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
             70        80                                           
2MEPSP LGTDCPPVRVNGIGGLPG                                           
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.6  bits: 20.2 E():   40 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (35-63:184-213) 
 
           10        20        30        40          50        60   
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
             70        80                                           
2MEPSP LGTDCPPVRVNGIGGLPG                                           
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.6  bits: 20.2 E():   40 
Smith-Waterman score: 50; 23.4% identity (53.2% similar) in 47 aa overlap (21-67:351-397) 
 
                         10        20        30        40        50 
2MEPSP           AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :  .:.:.. . . .    : .   ::.:  
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
               60        70        80 
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
        : . .. . :  :. :              
gi|113 QLTMNAGVLTCSPGAPC              
              390                     
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.4  bits: 18.9 E():   41 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (32-67:47-81) 
 
              10        20        30        40        50        60  
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
              70        80                                          
2MEPSP FLGTDCPPVRVNGIGGLPG                                          
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
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>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.2 E():   41 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (3-30:54-81) 
 
                                           10        20        30   
2MEPSP                             AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
             40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                        
gi|598 EEKKEEKEEEKEESDEDMGFGLFD                         
            90       100                                
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.3  bits: 18.2 E():   42 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (3-26:61-84) 
 
                                           10        20        30   
2MEPSP                             AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
             40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                        
gi|288 ADGDGMLGLDEFAVLVKQ                               
              100                                       
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (2-31:5-32) 
 
                  10        20        30        40        50        
2MEPSP    AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
           :  : .::. :  .. .:... :: ::.::                           
gi|300 MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTANVPP 
               10          20        30        40        50         
 
        60        70        80                                      
2MEPSP DVDCFLGTDCPPVRVNGIGGLPG                                      
                                                                    
gi|300 ADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFVLHF 
       60        70        80        90       100       110         
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (2-31:5-32) 
 
                  10        20        30        40        50        
2MEPSP    AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
           :  : .::. :  .. .:... :: ::.::                           
gi|300 MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTANVPP 
               10          20        30        40        50         
 
        60        70        80                                      
2MEPSP DVDCFLGTDCPPVRVNGIGGLPG                                      
                                                                    
gi|300 ADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFVLHF 
       60        70        80        90       100       110         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 19.8 E():   42 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (2-44:5-47) 
 
                  10        20        30        40        50        
2MEPSP    AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
           :. : :::. : .:  . . :. :. . :: .  ..:     :              
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gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPATPAAVP 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP DVDCFLGTDCPPVRVNGIGGLPG                                      
                                                                    
gi|249 SGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLASGYAD 
               70        80        90       100       110       120 
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.9  bits: 18.9 E():   44 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (37-61:59-82) 
 
         10        20        30        40        50        60       
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
         70        80                                               
2MEPSP CPPVRVNGIGGLPG                                               
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.9  bits: 18.9 E():   44 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (37-61:59-82) 
 
         10        20        30        40        50        60       
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
         70        80                                               
2MEPSP CPPVRVNGIGGLPG                                               
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (7-34:7-33) 
 
               10        20        30        40        50        60 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 
             :..:..:   : .: : . : :. :..:                           
gi|198 MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPEKAQLLESFTSKGATLV 
               10        20         30        40        50          
 
               70        80                                         
2MEPSP CFLGTDCPPVRVNGIGGLPG                                         
                                                                    
gi|198 QGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFGNDVDKH 
      60        70        80        90       100       110          
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.0  bits: 19.9 E():   49 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (34-63:361-385) 
 
            10        20        30        40        50        60    
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
            70        80 
2MEPSP GTDCPPVRVNGIGGLPG 
                         
gi|284 ELIRSLFGLP        

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3102

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

         390             
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.6  bits: 15.3 E():   52 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (66-79:5-18) 
 
          40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                     :: :   . :  ::  
gi|244                           IGNEDCTPWMSTLITPLP  
                                         10          
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (11-30:67-86) 
 
                                   10        20        30        40 
2MEPSP                     AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
               50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                
gi|833 EKEESDEDMGFGLFD                          
        100       110                           
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (11-30:67-86) 
 
                                   10        20        30        40 
2MEPSP                     AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
               50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                                
gi|668 EKEESDEDMGFGLFD                          
        100       110                           
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (24-56:28-60) 
 
                   10        20        30        40        50       
2MEPSP     AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPG                                     
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.2 E():   58 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (2-53:5-62) 
 
                  10        20        30              40        50  
2MEPSP    AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV------PRMRERPIGDLVVG 
           :  : :::  : .:  . . :. :. . :: .  :.      : .... . :. :: 
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAAGKITPTQEQKLMEDINVG 
               10        20        30        40        50        60 
 
              60        70        80                                
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2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPG                                
       .:                                                           
gi|119 FKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDATYKAAVG 
               70        80        90       100       110       120 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.6  bits: 17.6 E():   58 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:69-88) 
 
                           10        20        30        40         
2MEPSP             AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
       50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                        
gi|105 T                                
                                        
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.3  bits: 15.0 E():   60 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (24-38:2-16) 
 
               10        20        30        40        50        60 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 
                              :. ::. . . : .:                       
gi|320                       YTTEGGTKSEAEDVIPE                      
                                     10                             
 
               70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPG 
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (13-56:17-60) 
 
                   10        20        30        40        50       
2MEPSP     AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : :  ::..:...  :..    .. :... . :  ..  ... : 
gi|130 MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEPG 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPG                                     
                                                                    
gi|130 HLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (21-76:315-368) 
 
                         10        20        30        40        50 
2MEPSP           AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
               60        70        80                               
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPG                               
       .::  :...: . ::.    .: :.:                                   
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.9 E():   65 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (34-63:240-264) 
 
            10        20        30        40        50        60    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3104

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
            70        80 
2MEPSP GTDCPPVRVNGIGGLPG 
                         
gi|225 ELIRSWFGLP        
          270            
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 46; 36.1% identity (52.8% similar) in 36 aa overlap (1-36:238-273) 
 
                                             10        20        30 
2MEPSP                               AKEEVQLFLGNAGIAMRSLTAAVTAAGGNA 
                                     :  :.:     :. :  . :.:: :: : . 
gi|313 AVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAT 
       210       220       230       240       250       260        
 
               40        50        60        70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
       : .  :                                             
gi|313 TAAAGGYKV                                          
       270                                                
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.6  bits: 19.5 E():   67 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (7-53:346-393) 
 
                                       10        20         30      
2MEPSP                         AKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
          40        50        60        70        80                
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG                
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.5  bits: 19.5 E():   67 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (7-53:346-393) 
 
                                       10        20         30      
2MEPSP                         AKEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
          40        50        60        70        80                
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG                
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.5  bits: 17.6 E():   67 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (59-80:35-60) 
 
       30        40        50        60            70        80     
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPG     
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
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>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (42-60:40-58) 
 
              20        30        40        50        60        70  
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
              80                                                    
2MEPSP VNGIGGLPG                                                    
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 17.6 E():   68 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (68-80:48-60) 
 
        40        50        60        70        80                  
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG                  
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.9 E():   70 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (49-68:84-104) 
 
       20        30        40        50         60        70        
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
        80                                    
2MEPSP LPG                                    
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.0  bits: 18.3 E():   71 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (14-38:121-145) 
 
                                10        20        30        40    
2MEPSP                  AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
            50        60        70        80     
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG     
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.0  bits: 18.9 E():   71 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (10-36:276-298) 
 
                                    10        20        30          
2MEPSP                      AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
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      40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (44-76:319-348) 
 
            20        30        40        50        60         70   
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
             80                                        
2MEPSP NGIGGLPG                                        
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (20-48:11-42) 
 
               10        20        30           40        50        
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGA 
                          :... ::    ...:::   ::..  . :...          
gi|116          MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGP 
                        10        20        30        40        50  
 
        60        70        80                                      
2MEPSP DVDCFLGTDCPPVRVNGIGGLPG                                      
                                                                    
gi|116 GTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDG 
              60        70        80        90       100       110  
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (20-36:112-128) 
 
                          10        20        30        40          
2MEPSP            AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
      50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (13-57:17-61) 
 
                   10        20        30        40        50       
2MEPSP     AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : ...  .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPG                                     
       :                                                            
gi|622 ALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (15-61:80-121) 
 
                               10        20        30        40     
2MEPSP                 AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
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                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
           50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
        : ... :  . :: ::                    
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY        
          110       120       130           
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (19-38:232-251) 
 
                           10        20        30        40         
2MEPSP             AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
       50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                        
gi|898 AK                               
                                        
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 43; 25.5% identity (56.9% similar) in 51 aa overlap (17-66:8-54) 
 
               10        20        30        40        50        60 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 
                       :: .     .::... :.:    . .: ....  :.. .  : : 
gi|184          MSRKSGSRSSSKRSKKSGGGSN-VFD---MFTQRQVAEFKEGFQLMDRDKD 
                        10        20            30        40        
 
                70        80                                        
2MEPSP CFLG-TDCPPVRVNGIGGLPG                                        
         .: ::                                                      
gi|184 GVIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAK 
        50        60        70        80        90       100        
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 17.3 E():   83 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (49-80:58-95) 
 
       20        30        40        50            60          70   
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
             80                     
2MEPSP NGIGGLPG                     
       :. .::::                     
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK 
        90       100       110      
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 17.3 E():   83 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (49-80:58-95) 
 
       20        30        40        50            60          70   
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
             80                     
2MEPSP NGIGGLPG                     
       :. .::::                     
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gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK 
        90       100       110      
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.9 E():   84 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (45-61:7-23) 
 
           20        30        40        50        60        70     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
           80                                                       
2MEPSP IGGLPG                                                       
                                                                    
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.9 E():   84 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (45-61:7-23) 
 
           20        30        40        50        60        70     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
           80                                                       
2MEPSP IGGLPG                                                       
                                                                    
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.5  bits: 18.6 E():   86 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 24 aa overlap (57-80:25-48) 
 
         30        40        50        60        70        80       
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG       
                                     :..  . :. :     .:.::  :       
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGGEGGCVDLGS 
                     10        20        30        40        50     
 
gi|275 IISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQT 
           60        70        80        90       100       110     
 
>>gi|239735|gb|AAB20453.1| Car b I=major allergen [Carpi  (40 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.3  bits: 15.7 E():   88 
Smith-Waterman score: 42; 32.1% identity (60.7% similar) in 28 aa overlap (21-45:11-38) 
 
               10        20        30           40        50        
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGA 
                           ... ::    .:::::   .:..  . :             
gi|239           GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAIXK           
                         10        20        30        40           
 
        60        70        80 
2MEPSP DVDCFLGTDCPPVRVNGIGGLPG 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.9 E():   92 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (47-63:181-197) 
 
         20        30        40        50        60        70       
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
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         80                                                         
2MEPSP GLPG                                                         
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (21-76:312-365) 
 
                         10        20        30        40        50 
2MEPSP           AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
             290       300       310       320       330        340 
 
               60        70        80                               
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPG                               
       .::  :...: . ::.    .: :.:                                   
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTT 
               350       360       370       380       390          
 
>>gi|239734|gb|AAB20452.1| Bet v I=major allergen [Betul  (43 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.8  bits: 15.7 E():   94 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (20-36:10-26) 
 
               10        20        30        40        50        60 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 
                          :... ::    ...:::                         
gi|239           GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAIXXVEN        
                         10        20        30        40           
 
               70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPG 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 41; 32.1% identity (60.7% similar) in 28 aa overlap (49-73:91-118) 
 
       20        30        40        50         60          70      
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK-QLGADVD--CFLGTDCPPVRVNGI 
                                     . :.: .: :.:   : . :  ::. ..   
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
          80         
2MEPSP GGLPG         
                     
gi|249 CSKIQSTIFRGYY 
              130    
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.6  bits: 17.6 E():   97 
Smith-Waterman score: 42; 27.1% identity (50.8% similar) in 59 aa overlap (3-60:115-167) 
 
                                           10         20        30  
2MEPSP                             AKEEVQLFLGNAGIAM-RSLTAAVTAAGGNAT 
                                     .::: .   ::. . :..  . .   .:   
gi|158 ATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSLRPANPL 
           90       100       110       120       130       140     
 
              40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
         .  ::     :.   .. :::: .: :                     
gi|158 GYFKDVPL----PV--CAALLKQLDSDDDDDQ                  
          150             160       170                  
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   97 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (30-60:5-35) 
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               10        20        30        40        50        60 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 
                                    :.:.: :.        .:. . : ..: :.: 
gi|461                          MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDAD 
                                        10        20        30      
 
               70        80                                         
2MEPSP CFLGTDCPPVRVNGIGGLPG                                         
                                                                    
gi|461 EDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEE 
          40        50        60        70        80        90      
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   97 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (30-60:5-35) 
 
               10        20        30        40        50        60 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 
                                    :.:.: :.        .:. . : ..: :.: 
gi|416                          MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDAD 
                                        10        20        30      
 
               70        80                                         
2MEPSP CFLGTDCPPVRVNGIGGLPG                                         
                                                                    
gi|416 EDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEE 
          40        50        60        70        80        90      
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (30-60:5-35) 
 
               10        20        30        40        50        60 
2MEPSP AKEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 
                                    :.:.: :.         :. . :...: :.: 
gi|117                          MKYMAAYLLLGLAGNSSPSAEDIKTVLSSVGIDAD 
                                        10        20        30      
 
               70        80                                         
2MEPSP CFLGTDCPPVRVNGIGGLPG                                         
                                                                    
gi|117 EERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKE 
          40        50        60        70        80        90      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:33 2011 done: Tue Apr 19 10:57:33 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 9  - 88 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
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  32     3     8:= * 
  34     1    22:=      * 
  36    27    44:=========     * 
  38    47    73:================        * 
  40    97   102:=================================* 
  42   102   125:==================================       * 
  44   150   138:=============================================*==== 
  46   135   140:============================================= * 
  48   167   134:============================================*=========== 
  50   156   122:========================================*=========== 
  52   129   108:===================================*======= 
  54   105    92:==============================*==== 
  56    66    77:======================   * 
  58    69    63:====================*== 
  60    56    51:================*== 
  62    22    41:========     * 
  64    34    33:==========*= 
  66    16    26:======  * 
  68     8    20:===   * 
  70    12    16:==== * 
  72    13    12:===*= 
  74     6    10:== * 
  76    18     8:==*=== 
  78     4     6:=* 
  80    22     5:=*====== 
  82     4     3:*= 
  84     5     3:*= 
  86     7     2:*== 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     2     0:=         *== 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.39670.00296; mu= 2.7306 0.155 
 mean_var=37.724211.138, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.208816 
 Kolmogorov-Smirnov  statistic: 0.0644 (N=28) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 25.2       1 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 25.2       1 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 23.7     1.7 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   56 22.3     4.2 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 21.7     5.2 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 20.8     8.4 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 20.8     8.4 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 20.8     8.4 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 20.8     8.4 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 20.8     8.4 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 20.8     8.4 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 20.8     8.5 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 20.8     8.8 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 20.8     9.6 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 20.8     9.6 
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gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 20.8     9.6 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 20.8     9.6 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   51 20.8      11 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.8      13 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   55 21.8      14 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   53 21.3      14 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 19.9      16 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 19.9      16 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 19.9      16 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 19.9      16 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 19.9      17 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   49 20.2      17 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   49 20.2      17 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   55 21.8      17 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 19.9      17 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 19.9      18 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 19.9      18 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 19.9      18 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 19.9      18 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 19.9      18 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 20.4      18 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.5      20 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 19.8      22 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   52 20.9      23 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   53 21.2      26 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.2      26 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   53 21.2      26 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   53 21.2      26 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   53 21.2      26 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   53 21.2      26 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   53 21.2      26 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   53 21.2      26 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   53 21.2      26 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   53 21.2      26 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   53 21.2      26 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   53 21.2      26 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   53 21.2      26 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   53 21.2      26 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 20.9      27 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 20.9      27 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.6      29 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.3      30 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   47 19.5      32 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 19.5      32 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 16.0      35 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.5      37 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 19.8      38 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   48 19.8      38 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.3      40 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.3      41 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.3      41 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.2      42 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.2      42 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.2      42 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   49 20.0      43 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.5      46 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.5      46 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.5      46 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.4      48 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.4      49 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.4      49 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 21.8      52 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 19.7      53 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 20.0      57 
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gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   49 19.9      60 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   49 19.9      60 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 19.9      61 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.1      61 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.1      65 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   32 15.4      65 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 14.9      67 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.5      68 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   40 17.5      68 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.5      72 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.4      75 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.4      75 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 19.6      76 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.1      80 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.1      80 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.1      80 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.3      82 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.3      82 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 18.8      90 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 17.7      91 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   43 18.3      92 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.1      92 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   40 17.5      94 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   45 18.8      94 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   36 16.4      95 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 18.8      95 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   44 18.5      98 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   36 16.4      98 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 102.3  bits: 25.2 E():    1 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (19-61:3-45) 
 
               10        20        30        40         50          
2MEPSP LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSV 
                         :.: .:::.::. :..:.  : . :  : .  :  : .: .: 
gi|668                 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTV 
                               10        20         30        40    
 
      60        70        80                                        
2MEPSP EADKAAKRAVVVGCGGKFPVE                                        
        :                                                           
gi|668 YATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGV 
            50        60        70        80        90       100    
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 102.3  bits: 25.2 E():    1 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (19-61:3-45) 
 
               10        20        30        40         50          
2MEPSP LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSV 
                         :.: .:::.::. :..:.  : . :  : .  :  : .: .: 
gi|833                 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTV 
                               10        20         30        40    
 
      60        70        80                                        
2MEPSP EADKAAKRAVVVGCGGKFPVE                                        
        :                                                           
gi|833 YATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGV 
            50        60        70        80        90       100    
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 98.2  bits: 23.7 E():  1.7 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (37-66:33-62) 
 
         10        20        30        40        50        60       
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
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         70        80                                               
2MEPSP RAVVVGCGGKFPVE                                               
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 91.2  bits: 22.3 E():  4.2 
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (15-74:114-176) 
 
                               10        20        30           40  
2MEPSP                 LQPIKEISGTVKLPGSKSLSNRILLLAALS---EGTTVVDNLLN 
                                     : .. ...... .:..   .:  :: . .  
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA 
            90       100       110       120       130       140    
 
              50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE 
       .:  . ..  ...:: :  . ..  :  .:.::       
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL     
           150       160       170             
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 89.7  bits: 21.7 E():  5.2 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (48-73:75-101) 
 
        20        30        40        50         60        70       
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
         80                                       
2MEPSP FPVE                                       
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:9-26) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:9-26) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:9-26) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
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gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:9-26) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:9-26) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:9-26) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.8  bits: 20.8 E():  8.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:10-27) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.5  bits: 20.8 E():  8.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:15-32) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
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>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 20.8 E():  9.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:25-42) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.9  bits: 20.8 E():  9.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:25-42) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.8 E():  9.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:26-43) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.8  bits: 20.8 E():  9.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:26-43) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.6  bits: 20.8 E():   11 
Smith-Waterman score: 51; 27.3% identity (54.5% similar) in 66 aa overlap (11-76:34-99) 
 
                                   10        20        30        40 
2MEPSP                     LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .:: ..:. ..: ::  . : : .   
gi|532 KAGDSFPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSAN 
            10        20        30        40        50        60    
 
               50        60        70        80                     
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE                     
       .  .    :  ::. :..  :  : . : :..  ::                         
gi|532 HVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIG 
            70        80        90       100       110       120    
 
gi|532 WADEEGRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
           130       140       150       160        
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>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.5  bits: 21.8 E():   13 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (39-67:246-275) 
 
       10        20        30        40         50        60        
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
        70        80                                                
2MEPSP AVVVGCGGKFPVE                                                
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.0  bits: 21.8 E():   14 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (30-80:161-217) 
 
                10        20        30         40        50         
2MEPSP  LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
          60          70        80                                  
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVE                                  
       ::...:  :.    .. .  . .: .:                                  
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 81.6  bits: 21.3 E():   14 
Smith-Waterman score: 53; 33.3% identity (79.2% similar) in 24 aa overlap (1-23:150-173) 
 
                                             10         20          
2MEPSP                               LQPIKEISGTVKLP-GSKSLSNRILLLAAL 
                                     ..:: : .:..:.: : ... ..:       
gi|119 GATPEAKFDSFVAAFTEALRIIAGVLKVHAVKPITEETGAAKIPAGEQQIIDKIDAAFKV 
     120       130       140       150       160       170          
 
      30        40        50        60        70        80          
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE          
                                                                    
gi|119 AATAANAAPANDKFTVFEAAFNNAIKESTGGAYDTYKSIPSLEAAVKQAYAATIAAAPEV 
     180       190       200       210       220       230          
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:9-26) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:9-26) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
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gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:9-26) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:9-26) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:9-26) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:9-26) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:9-26) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:9-26) 
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               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:9-26) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:9-26) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:18-35) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.3  bits: 20.2 E():   17 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (11-76:35-100) 
 
                                   10        20        30        40 
2MEPSP                     LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|668 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
               50        60        70        80                     
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE                     
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|668 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|668 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.3  bits: 20.2 E():   17 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (11-76:35-100) 
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                                   10        20        30        40 
2MEPSP                     LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|276 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
               50        60        70        80                     
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE                     
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|276 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|276 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (30-80:191-247) 
 
                10        20        30         40        50         
2MEPSP  LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
          60          70        80                                  
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVE                                  
       ::...:  :.    .. .  . .: .:                                  
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.2  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:22-39) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:26-43) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:26-43) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
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>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:26-43) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:26-43) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:26-43) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:26-43) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 79.7  bits: 20.4 E():   18 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (3-37:58-94) 
 
                                           10        20         30  
2MEPSP                             LQPIKEISGTVKLPGSKSLSNRILL-LAALSE 
                                     :: .  : ... :: ...: ..  :. .:. 
gi|144 NMANQMVDQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISR 
        30        40        50        60        70        80        
 
               40        50        60        70        80           
2MEPSP -GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
        : . .:                                                      
gi|144 RGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDIDMKLKLKLD 
        90       100       110       120       130       140        
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 79.2  bits: 17.5 E():   20 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (58-70:5-17) 
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        30        40        50        60        70        80    
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE    
                                     .: :: .:: :::              
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI 
                                         10        20        30 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.3  bits: 19.8 E():   22 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:55-72) 
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.9  bits: 20.9 E():   23 
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (12-34:241-263) 
 
                                  10        20        30        40  
2MEPSP                    LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :. . :::. . .:: .:. :::        
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY 
              220       230       240       250       260       270 
 
              50        60        70        80                      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE                      
                                                                    
gi|215 TAEETAKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE 
              280       290       300       310       320       330 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.0  bits: 21.2 E():   26 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (39-63:201-228) 
 
       10        20        30        40        50           60      
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          70        80                                              
2MEPSP KRAVVVGCGGKFPVE                                              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.0  bits: 21.2 E():   26 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (39-63:201-228) 
 
       10        20        30        40        50           60      
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          70        80                                              
2MEPSP KRAVVVGCGGKFPVE                                              
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.0  bits: 21.2 E():   26 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (39-63:201-228) 
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       10        20        30        40        50           60      
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          70        80                                              
2MEPSP KRAVVVGCGGKFPVE                                              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.0  bits: 21.2 E():   26 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (39-63:201-228) 
 
       10        20        30        40        50           60      
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          70        80                                              
2MEPSP KRAVVVGCGGKFPVE                                              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.0  bits: 21.2 E():   26 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (39-63:201-228) 
 
       10        20        30        40        50           60      
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          70        80                                              
2MEPSP KRAVVVGCGGKFPVE                                              
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.0  bits: 21.2 E():   26 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (39-63:201-228) 
 
       10        20        30        40        50           60      
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          70        80                                              
2MEPSP KRAVVVGCGGKFPVE                                              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.0  bits: 21.2 E():   26 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (39-63:201-228) 
 
       10        20        30        40        50           60      
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
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          70        80                                              
2MEPSP KRAVVVGCGGKFPVE                                              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.0  bits: 21.2 E():   26 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (39-63:201-228) 
 
       10        20        30        40        50           60      
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          70        80                                              
2MEPSP KRAVVVGCGGKFPVE                                              
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.0  bits: 21.2 E():   26 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (39-63:201-228) 
 
       10        20        30        40        50           60      
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          70        80                                              
2MEPSP KRAVVVGCGGKFPVE                                              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS 
              240       250       260       270       280       290 
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.0  bits: 21.2 E():   26 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (39-63:201-228) 
 
       10        20        30        40        50           60      
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          70        80                                              
2MEPSP KRAVVVGCGGKFPVE                                              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.0  bits: 21.2 E():   26 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (39-63:201-228) 
 
       10        20        30        40        50           60      
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|117 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          70        80                                              
2MEPSP KRAVVVGCGGKFPVE                                              
                                                                    
gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  39 init1:  39 opt:  53  Z-score: 77.0  bits: 21.2 E():   26 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (39-63:201-228) 
 
       10        20        30        40        50           60      
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          70        80                                              
2MEPSP KRAVVVGCGGKFPVE                                              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.0  bits: 21.2 E():   26 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (39-63:201-228) 
 
       10        20        30        40        50           60      
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          70        80                                              
2MEPSP KRAVVVGCGGKFPVE                                              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.0  bits: 21.2 E():   26 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (39-63:201-228) 
 
       10        20        30        40        50           60      
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
          70        80                                              
2MEPSP KRAVVVGCGGKFPVE                                              
                                                                    
gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.8  bits: 20.9 E():   27 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (34-65:88-122) 
 
            10        20        30        40           50        60 
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
               70        80                                         
2MEPSP ADKAAKRAVVVGCGGKFPVE                                         
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 76.7  bits: 20.9 E():   27 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (34-65:88-122) 
 
            10        20        30        40           50        60 
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
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        60        70        80        90       100       110        
 
               70        80                                         
2MEPSP ADKAAKRAVVVGCGGKFPVE                                         
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.1  bits: 20.6 E():   29 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (30-56:72-98) 
 
                10        20        30        40        50          
2MEPSP  LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
 
      60        70        80                                        
2MEPSP EADKAAKRAVVVGCGGKFPVE                                        
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.8  bits: 16.3 E():   30 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (59-72:3-16) 
 
       30        40        50        60        70        80 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE 
                                     :.: .::.  : ::         
gi|463                             DFVDAHNAARAQVGVGPVHWT    
                                           10        20     
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.4  bits: 19.5 E():   32 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (29-48:113-132) 
 
                 10        20        30        40        50         
2MEPSP   LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS 
                                     ..::.: .::..:  ..  :           
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
       60        70        80                                       
2MEPSP VEADKAAKRAVVVGCGGKFPVE                                       
                                                                    
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.3  bits: 19.5 E():   32 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (37-66:33-62) 
 
         10        20        30        40        50        60       
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
         70        80                                               
2MEPSP RAVVVGCGGKFPVE                                               
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 74.6  bits: 16.0 E():   35 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (72-80:4-12) 
 
              50        60        70        80         
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2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE         
                                     ::...: .:         
gi|544                            APPGCSNHFNLETVFGNFVK 
                                          10        20 
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.5 E():   37 
Smith-Waterman score: 47; 28.8% identity (53.8% similar) in 52 aa overlap (3-53:26-74) 
 
                                      10        20         30       
2MEPSP                        LQPIKEISGTVKLPGSKSLSNRIL-LLAALSEGTTVV 
                                :.   :. .   .. : .. :  ::   : :.    
gi|136 MNKKLLMNFFIVSPLLLATTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS--- 
               10        20        30        40        50           
 
         40        50        60        70        80                 
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE                 
       :.. ::: .   ::..:                                            
gi|136 DTFTNSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSE 
        60        70        80        90       100       110        
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.1  bits: 19.8 E():   38 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (43-67:195-217) 
 
             20        30        40        50        60        70   
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
             80                                                     
2MEPSP CGGKFPVE                                                     
                                                                    
gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 48; 23.9% identity (67.4% similar) in 46 aa overlap (1-42:144-189) 
 
                                             10         20          
2MEPSP                               LQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|330 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
           120       130       140       150       160       170    
 
         30        40        50        60        70        80       
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE       
       :: . .:. .:.....                                             
gi|330 AATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYA 
           180       190       200       210       220       230    
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.5  bits: 20.3 E():   40 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (36-65:90-122) 
 
          10        20        30        40           50        60   
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
             70        80                                           
2MEPSP KAAKRAVVVGCGGKFPVE                                           
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.5  bits: 20.3 E():   41 
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Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (21-65:70-122) 
 
                         10        20        30             40      
2MEPSP           LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
             50        60        70        80                       
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE                       
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.5  bits: 20.3 E():   41 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (21-65:70-122) 
 
                         10        20        30             40      
2MEPSP           LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
             50        60        70        80                       
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE                       
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 19.2 E():   42 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (55-70:172-187) 
 
           30        40        50        60        70        80     
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE     
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 19.2 E():   42 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (55-70:173-188) 
 
           30        40        50        60        70        80     
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE     
                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 19.2 E():   42 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (55-70:173-188) 
 
           30        40        50        60        70        80     
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE     
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.0  bits: 20.0 E():   43 
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Smith-Waterman score: 49; 29.3% identity (61.0% similar) in 41 aa overlap (1-41:268-308) 
 
                                             10        20        30 
2MEPSP                               LQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ::: :. . .:   . :.:.  .. .:... 
gi|148 WIGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVG 
       240       250       260       270       280       290        
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
         : : .:  :                                                  
gi|148 ALTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGD 
       300       310       320       330       340       350        
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (1-38:134-175) 
 
                                             10         20          
2MEPSP                               LQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|481 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
           110       120       130       140       150       160    
 
         30        40        50        60        70        80       
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE       
       :: . .:. .:.                                                 
gi|481 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEV 
           170       180       190       200       210       220    
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (1-38:135-176) 
 
                                             10         20          
2MEPSP                               LQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|168 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
          110       120       130       140       150       160     
 
         30        40        50        60        70        80       
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE       
       :: . .:. .:.                                                 
gi|168 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQV 
          170       180       190       200       210       220     
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.4  bits: 19.5 E():   46 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (1-38:138-179) 
 
                                             10         20          
2MEPSP                               LQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|285 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
       110       120       130       140       150       160        
 
         30        40        50        60        70        80       
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE       
       :: . .:. .:.                                                 
gi|285 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQV 
       170       180       190       200       210       220        
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.1  bits: 19.4 E():   48 
Smith-Waterman score: 47; 26.2% identity (64.3% similar) in 42 aa overlap (1-38:149-190) 
 
                                             10         20          
2MEPSP                               LQPIKEISGTVKLP-GSKSLSNRI---LLL 
                                     ..:. :  : .:.: :  .. ..:   . . 
gi|330 GATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKV 
      120       130       140       150       160       170         
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         30        40        50        60        70        80       
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE       
       :: . .:. .:.                                                 
gi|330 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQV 
      180       190       200       210       220       230         
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (18-54:3-39) 
 
               10        20        30        40        50        60 
2MEPSP LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 
                        : :: .:::::.  .  ..   ...::    ...: :       
gi|219                MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCR 
                              10        20        30        40      
 
               70        80                                         
2MEPSP ADKAAKRAVVVGCGGKFPVE                                         
                                                                    
gi|219 DYVEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGC 
          50        60        70        80        90       100      
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (18-54:3-39) 
 
               10        20        30        40        50        60 
2MEPSP LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVE 
                        : :: .:::::.  .  ..   ...::    ...: :       
gi|195                MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCR 
                              10        20        30        40      
 
               70        80                                         
2MEPSP ADKAAKRAVVVGCGGKFPVE                                         
                                                                    
gi|195 DYVEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGC 
          50        60        70        80        90       100      
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 71.6  bits: 21.8 E():   52 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (30-70:452-496) 
 
                10        20        30            40        50      
2MEPSP  LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
          60        70        80                                    
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVE                                    
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (26-75:214-267) 
 
                    10        20        30        40        50      
2MEPSP      LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
          60              70        80                              
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVE                              
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
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>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (16-65:428-476) 
 
                              10        20        30        40      
2MEPSP                LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
          50        60        70        80      
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE      
       .. .:. .  :.. :  . :                     
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG 
        460       470       480       490       
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 49; 29.3% identity (61.0% similar) in 41 aa overlap (1-41:398-438) 
 
                                             10        20        30 
2MEPSP                               LQPIKEISGTVKLPGSKSLSNRILLLAALS 
                                     ::: :. . .:   . :.:.  .. .:... 
gi|601 WIGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVG 
       370       380       390       400       410       420        
 
               40        50        60        70        80           
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE           
         : : .:  :                                                  
gi|601 ALTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGD 
       430       440       450       460       470       480        
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (3-43:342-382) 
 
                                           10         20        30  
2MEPSP                             LQPIKEISGTVKLP-GSKSLSNRILLLAALSE 
                                     :    :...  : :..: :.:   .::::  
gi|572 ASENQQRSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAAIAALS- 
             320       330       340       350       360       370  
 
              40        50        60        70        80            
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE            
       :. ....  .::                                                 
gi|572 GVLTAEKKQSSEGGSPVRSNRSSPVRSSRSSPVRSADSGPTENDLSTAEVQDSEKASEPK 
              380       390       400       410       420       430 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 70.2  bits: 19.9 E():   61 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (41-71:378-406) 
 
               20        30        40        50        60        70 
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
               80                                                   
2MEPSP VGCGGKFPVE                                                   
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.1 E():   61 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (55-79:16-40) 
 
           30        40        50        60        70        80     
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE     
                                     : :. .:....: :..:  ::.. :      
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gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (52-80:38-66) 
 
              30        40        50        60        70        80  
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE  
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.7  bits: 15.4 E():   65 
Smith-Waterman score: 32; 28.6% identity (64.3% similar) in 14 aa overlap (1-14:11-24) 
 
                         10        20        30        40        50 
2MEPSP           LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG 
                 . :.: ..:  . :                                     
gi|183 GPXGKVVHIIMPPLKFVKGEESEP                                     
               10        20                                         
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.5  bits: 14.9 E():   67 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (55-62:10-17) 
 
           30        40        50        60        70        80 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE 
                                     :::: .:.                   
gi|856                      ANPTFGFTPLGLSSDAN                   
                                    10                          
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.5 E():   68 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (25-41:46-62) 
 
                     10        20        30        40        50     
2MEPSP       LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
           60        70        80          
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVE          
                                           
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
          80        90       100       110 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 69.4  bits: 17.5 E():   68 
Smith-Waterman score: 40; 33.3% identity (86.7% similar) in 15 aa overlap (38-52:5-19) 
 
        10        20        30        40        50        60        
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     ..:..::..  .::.                
gi|225                           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMV 
                                         10        20        30     
 
        70        80                                                
2MEPSP AVVVGCGGKFPVE                                                
                                                                    
gi|225 GLKKKSPEDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDG 
           40        50        60        70        80        90     
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>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 17.5 E():   72 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (45-54:55-64) 
 
           20        30        40        50        60        70     
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
           80                           
2MEPSP GKFPVE                           
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (36-64:90-121) 
 
          10        20        30        40           50        60   
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
             70        80                                           
2MEPSP KAAKRAVVVGCGGKFPVE                                           
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (36-64:90-121) 
 
          10        20        30        40           50        60   
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
             70        80                                           
2MEPSP KAAKRAVVVGCGGKFPVE                                           
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (38-71:381-414) 
 
        10        20        30        40        50        60        
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
        70        80                                                
2MEPSP AVVVGCGGKFPVE                                                
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (17-53:246-282) 
 
                             10        20        30         40      
2MEPSP               LQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
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gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
          50        60        70        80                          
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE                          
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (17-53:246-282) 
 
                             10        20        30         40      
2MEPSP               LQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
          50        60        70        80                          
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE                          
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (17-53:246-282) 
 
                             10        20        30         40      
2MEPSP               LQPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
          50        60        70        80                          
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE                          
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (35-66:71-102) 
 
           10        20        30        40        50        60     
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
           70        80                                             
2MEPSP AKRAVVVGCGGKFPVE                                             
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (56-72:11-27) 
 
          30        40        50        60        70        80      
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE      
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
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 initn:  39 init1:  39 opt:  45  Z-score: 67.2  bits: 18.8 E():   90 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (50-72:150-174) 
 
      20        30        40        50        60          70        
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
        80                                                          
2MEPSP PVE                                                          
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.0  bits: 17.7 E():   91 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (48-74:146-170) 
 
        20        30        40        50        60        70        
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
        80 
2MEPSP PVE 
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.0  bits: 18.3 E():   92 
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (12-74:133-189) 
 
                                  10        20        30        40  
2MEPSP                    LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :.: . :: .  .  . ... . . : . . 
gi|253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEK 
            110       120       130       140       150       160   
 
              50        60        70        80                      
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE                      
        . :    : .. :.:..       :...::::                            
gi|253 YQPVGPK-GNVKELALAIF-----DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP 
             170       180            190       200       210       
 
gi|253 VYKTGNSPGEKCIKKDETFKNLCFAQEPINPNEHNL 
        220       230       240       250   
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.0  bits: 19.1 E():   92 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (36-68:91-126) 
 
          10        20        30        40           50        60   
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
             70        80                                           
2MEPSP KAAKRAVVVGCGGKFPVE                                           
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (12-21:86-95) 
 
                                  10        20        30        40  
2MEPSP                    LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     . :::..: :                     
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK 
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          60        70        80        90       100       110      
 
              50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE 
                                               
gi|126 IVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL        
         120       130       140               
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (20-78:193-252) 
 
                          10        20        30        40          
2MEPSP            LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 
                                     :. .. ..  : :.:. .::. ..   ..: 
gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL 
            170       180       190       200       210       220   
 
      50        60        70             80                         
2MEPSP GALRTLGLSVEADKAAKRAVVVG-----CGGKFPVE                         
       :       .   ::. : .:. .     :: ..:                           
gi|195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSS 
                230       240       250       260       270         
 
gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG 
      280       290       300       310       320       330         
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.7  bits: 16.4 E():   95 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (48-75:18-44) 
 
        20        30        40        50        60        70        
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124              GTRRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                            10        20         30        40       
 
        80                       
2MEPSP PVE                       
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 46; 18.3% identity (56.3% similar) in 71 aa overlap (10-80:168-236) 
 
                                    10        20        30          
2MEPSP                      LQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNL 
                                     ::  ::..  .. : .  ..:.:.:....  
gi|495 HAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHV--GISKGVTITNTK 
       140       150       160       170       180         190      
 
      40        50        60        70        80                    
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVE                    
       . . :    .:        .... .  ... .:  :..  :                    
gi|495 IATGDDCISIGPGSQNVTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNG 
         200       210       220       230       240       250      
 
gi|495 VRVKTWPNSPPGAATDLTFQDLTMNNVQNPVILDQEYCPYGQCSRQAPSRIKLSNINFNN 
         260       270       280       290       300       310      
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.5  bits: 18.5 E():   98 
Smith-Waterman score: 44; 33.3% identity (52.4% similar) in 42 aa overlap (37-78:221-255) 
 
         10        20        30        40        50        60       
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
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         70        80                                               
2MEPSP RAVVVGCGGKFPVE                                               
       . :.  : .: :                                                 
gi|118 EKVLNDCKSKEPSNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAYS 
           250       260       270       280       290       300    
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.5  bits: 16.4 E():   98 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (48-75:20-46) 
 
        20        30        40        50        60        70        
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124            GTSFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                          10        20         30        40         
 
        80                       
2MEPSP PVE                       
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
       50        60        70    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:23 2011 done: Tue Apr 19 10:57:23 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 91  - 170 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     1     2:* 
  32    16     8:==*=== 
  34    26    22:=======*= 
  36    35    44:============  * 
  38    59    73:====================    * 
  40    76   102:==========================       * 
  42   121   125:=========================================* 
  44   146   138:=============================================*=== 
  46   122   140:=========================================     * 
  48   112   134:======================================      * 
  50   120   122:========================================* 
  52    95   108:================================   * 
  54    65    92:======================        * 
  56   164    77:=========================*============================= 
  58    63    63:====================* 
  60    42    51:==============  * 
  62    20    41:=======      * 
  64    40    33:==========*=== 
  66    18    26:======  * 
  68    20    20:======* 
  70    10    16:==== * 
  72    12    12:===* 
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  74    17    10:===*== 
  76    13     8:==*== 
  78     7     6:=*= 
  80    28     5:=*======== 
  82     8     3:*== 
  84    11     3:*=== 
  86     4     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     3     1:*         :*== 
  96     2     1:*         :*= 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     2     0:=         *== 
 104     2     0:=         *== 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.50830.00375; mu= 8.9648 0.193 
 mean_var=36.5545 9.520, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.212131 
 Kolmogorov-Smirnov  statistic: 0.0761 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   63 24.0    0.78 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   63 24.0    0.88 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   62 23.7    0.96 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   62 23.7    0.96 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   60 23.1     1.5 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   59 22.8     1.8 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.5     2.1 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   58 22.5     2.3 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.8     2.4 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 23.7     2.6 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   57 22.2     2.8 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   56 21.8     3.5 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   56 21.8     3.5 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   54 21.2     5.2 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   54 21.2     5.5 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.6     5.7 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.1     7.1 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   57 22.2     7.1 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 20.6     8.1 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 20.6     8.1 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 20.9       9 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.6     9.1 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 21.0     9.6 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   51 20.3     9.8 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.3      10 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   51 20.3      10 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 20.0      10 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 20.0      10 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   51 20.3      11 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.2      11 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.2      11 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   50 20.0      12 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   50 20.0      12 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   50 20.0      13 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   54 21.3      13 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.3      14 
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gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   54 21.3      14 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   54 21.3      14 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 21.9      15 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.3      15 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.3      16 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.0      16 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.0      16 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.0      16 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.7      16 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.0      16 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.0      16 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.0      16 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.7      16 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 21.9      16 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.0      17 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.0      17 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 20.0      18 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.7      19 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   48 19.4      19 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   52 20.7      19 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.6      20 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.7      21 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.3      22 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   47 19.1      23 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.4      24 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.8      24 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.5      25 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.7      26 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.4      27 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   51 20.4      27 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.7      28 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   46 18.8      29 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.1      30 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.1      30 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   50 20.1      31 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.4      32 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.4      32 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.4      32 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.8      33 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.1      33 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   45 18.5      35 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   45 18.5      35 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   49 19.8      37 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   49 19.8      37 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.8      37 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   49 19.8      37 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.8      37 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.8      37 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.8      37 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.0      39 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.8      41 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.1      42 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.1      42 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.1      42 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.8      42 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.2      43 
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gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.2      43 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   45 18.5      44 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   45 18.5      44 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 19.8      44 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.8      45 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.8      45 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.5      50 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.8      51 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 15.3      52 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.9      54 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.9      54 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.2      59 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   46 18.8      60 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.6      60 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.2      60 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.2      61 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 15.0      61 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 17.9      64 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.5      66 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.8      68 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.6      69 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.5      70 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.6      70 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.5      70 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.8      70 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.9      72 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   46 18.8      73 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.2      73 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.8      74 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.5      76 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.9      77 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.2      77 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.6      78 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.6      79 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.6      79 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.5      80 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 17.9      84 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.3      85 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.3      85 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.9      87 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.9      87 
gi|239735|gb|AAB20453.1| Car b I=major allergen [C (  40)   36 15.7      89 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   45 18.5      89 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 18.9      95 
gi|239734|gb|AAB20452.1| Bet v I=major allergen [B (  43)   36 15.7      95 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.3      97 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 18.9      97 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   40 16.9      99 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   40 16.9      99 
gi|1588669|prf||2209273A Zm13                      ( 170)   42 17.6      99 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  63 init1:  63 opt:  63  Z-score: 104.4  bits: 24.0 E(): 0.78 
Smith-Waterman score: 63; 48.0% identity (72.0% similar) in 25 aa overlap (1-25:61-85) 
 
                                             10        20        30 
2MEPSP                               KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: . : . : :::: : :      
gi|145 FKACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAG 
               40        50        60        70        80        90 
 
               40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                          
gi|145 DEDGDGMIGVDEFVTLVKA                                
              100                                         
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 103.5  bits: 24.0 E(): 0.88 
Smith-Waterman score: 63; 41.7% identity (66.7% similar) in 24 aa overlap (53-73:48-71) 
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             30        40        50          60         70          
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::       
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
      80                                              
2MEPSP G                                              
                                                      
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 102.8  bits: 23.7 E(): 0.96 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (1-56:60-104) 
 
                                             10        20        30 
2MEPSP                               KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|288 FAKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
               40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
       .. ::     ..  :: ..:. ...:                         
gi|288 FLADG-----DKD-GDGMIGVDEFAAMIKG                     
                90        100                             
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  58 init1:  58 opt:  62  Z-score: 102.8  bits: 23.7 E(): 0.96 
Smith-Waterman score: 62; 30.4% identity (60.7% similar) in 56 aa overlap (1-56:60-104) 
 
                                             10        20        30 
2MEPSP                               KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|182 FAKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA----- 
      30        40        50        60        70        80          
 
               40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
       .. ::     ..  :: ..:. ...:                         
gi|182 FLADG-----DKD-GDGMIGVDEFAAMIKG                     
                90        100                             
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 99.4  bits: 23.1 E():  1.5 
Smith-Waterman score: 60; 35.4% identity (60.4% similar) in 48 aa overlap (1-48:60-106) 
 
                                             10        20        30 
2MEPSP                               KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.::   ::   .:  
gi|208 FGACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAG 
      30        40        50        60        70        80          
 
               40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
        : ::  ..  . . :::                                 
gi|208 DV-DGDGKIGIEEFTDLVRSK                              
      90        100                                       
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 97.8  bits: 22.8 E():  1.8 
Smith-Waterman score: 59; 44.0% identity (72.0% similar) in 25 aa overlap (1-25:61-85) 
 
                                             10        20        30 
2MEPSP                               KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: : . . :.:. : : :      
gi|145 FKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
               40        50        60        70        80 
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2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                          
gi|145 DSDGDGKIGVDEFAAMVKA                                
              100                                         
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 96.7  bits: 22.5 E():  2.1 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (53-73:24-46) 
 
             30        40        50          60        70        80 
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 96.1  bits: 22.5 E():  2.3 
Smith-Waterman score: 58; 48.0% identity (64.0% similar) in 25 aa overlap (1-25:61-85) 
 
                                             10        20        30 
2MEPSP                               KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   : : :: : : :      
gi|222 FKSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAG 
               40        50        60        70        80        90 
 
               40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                          
gi|222 DSDGDGKIGAEEFAALVTA                                
              100                                         
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 95.5  bits: 22.8 E():  2.4 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (60-80:66-87) 
 
      30        40        50        60        70         80         
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGG         
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  62  Z-score: 95.0  bits: 23.7 E():  2.6 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (6-63:8-62) 
 
                 10        20        30        40        50         
2MEPSP   KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
              ::.:..:   . .. : .: .:  ::::     . .   . .. ..: ::  : 
gi|324 MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSKVIENFKALG--V 
               10        20         30        40        50          
 
       60        70        80                                       
2MEPSP DCFLGTDCPPVRVNGIGGLPGG                                       
       .  ::                                                        
gi|324 NFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDV 
        60        70        80        90       100       110        
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.5  bits: 22.2 E():  2.8 
Smith-Waterman score: 57; 44.0% identity (72.0% similar) in 25 aa overlap (1-25:61-85) 
 
                                             10        20        30 
2MEPSP                               KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : : :      
gi|179 FAKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAG 
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               40        50        60        70        80        90 
 
               40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                          
gi|179 DSDGDGKIGVDEFAALVKA                                
              100                                         
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 92.8  bits: 21.8 E():  3.5 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (1-25:61-85) 
 
                                             10        20        30 
2MEPSP                               KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|288 FKACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
               40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                          
gi|288 DSDGDGKIGVDEFAAMIKG                                
              100                                         
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 92.8  bits: 21.8 E():  3.5 
Smith-Waterman score: 56; 44.0% identity (68.0% similar) in 25 aa overlap (1-25:61-85) 
 
                                             10        20        30 
2MEPSP                               KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     .::..::: :   . :.:. : : :      
gi|294 FKACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAG 
               40        50        60        70        80        90 
 
               40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                          
gi|294 DSDGDGKIGIDEFAAMIKG                                
              100                                         
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 89.6  bits: 21.2 E():  5.2 
Smith-Waterman score: 54; 43.5% identity (73.9% similar) in 23 aa overlap (1-23:59-81) 
 
                                             10        20        30 
2MEPSP                               KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:: : :        
gi|288 FAKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAG 
       30        40        50        60        70        80         
 
               40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                          
gi|288 DADGDGMLGLDEFAVLVKQ                                
       90       100                                       
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 89.2  bits: 21.2 E():  5.5 
Smith-Waterman score: 54; 30.5% identity (52.5% similar) in 59 aa overlap (1-59:60-107) 
 
                                             10        20        30 
2MEPSP                               KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::   .  .:.:: : : :      
gi|131 YAKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA----- 
      30        40        50        60        70        80          
 
               40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
       ..  :         ::  .:. ..:: ::                      
gi|131 FLKAGDSD------GDGKIGVDEFGALVDKWGAKG                
           90             100       110                   
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>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 88.9  bits: 21.6 E():  5.7 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (60-80:66-87) 
 
      30        40        50        60        70         80         
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGG         
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  54 init1:  54 opt:  63  Z-score: 87.2  bits: 24.1 E():  7.1 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (41-77:943-974) 
 
               20        30        40        50        60        70 
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
               80                                                   
2MEPSP VNGIGGLPGG                                                   
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.2  bits: 22.2 E():  7.1 
Smith-Waterman score: 57; 39.4% identity (60.6% similar) in 33 aa overlap (3-35:255-287) 
 
                                           10        20        30   
2MEPSP                             KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :.:     :..:  . :::..:: : :: . 
gi|144 QAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAATAA 
          230       240       250       260       270       280     
 
             40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
         :                                              
gi|144 AGGYKV                                           
          290                                           
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.2  bits: 20.6 E():  8.1 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (2-25:62-85) 
 
                                            10        20        30  
2MEPSP                              KEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
              40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                         
gi|249 ADGDGMIGIDEFAVLVKQ                                
             100                                         
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.2  bits: 20.6 E():  8.1 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (2-25:62-85) 
 
                                            10        20        30  
2MEPSP                              KEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
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              40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                         
gi|209 ADGDGMIGIDEFAVLVKQ                                
             100                                         
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 85.4  bits: 20.9 E():    9 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (9-52:87-141) 
 
                                     10        20        30         
2MEPSP                       KEEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
                  40        50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
           .. ::: . . :: . ..: .                             
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT                  
        120       130       140       150                    
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.2  bits: 20.6 E():  9.1 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (46-62:98-114) 
 
          20        30        40        50        60        70      
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
          80 
2MEPSP GLPGG 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.8  bits: 21.0 E():  9.6 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (60-80:66-87) 
 
      30        40        50        60        70         80         
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGG         
                                     ::   :: :..  :   : : :         
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.3 E():  9.8 
Smith-Waterman score: 51; 40.0% identity (68.0% similar) in 25 aa overlap (1-25:59-83) 
 
                                             10        20        30 
2MEPSP                               KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.:. : : :      
gi|777 FKACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAG 
       30        40        50        60        70        80         
 
               40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                          
gi|777 DSDGDGKIGVDEFAAMVKH                                
       90       100                                       
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.5  bits: 20.3 E():   10 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (2-25:62-85) 
 
                                            10        20        30  
2MEPSP                              KEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
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                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
              40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                         
gi|288 ADGDGMIGIDEFAVWVKQ                                
             100                                         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.5  bits: 20.3 E():   10 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (1-25:61-85) 
 
                                             10        20        30 
2MEPSP                               KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     :.:. ::: :   . :.:. : :.:      
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
               40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                          
gi|207 DSDGDGKIGVEEFQALVKA                                
              100                                         
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 84.2  bits: 20.0 E():   10 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (42-79:32-71) 
 
              20        30        40        50        60            
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
      70        80                    
2MEPSP RVNGIGGLPGG                    
         :. ..:::                     
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK 
              70        80        90  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 84.2  bits: 20.0 E():   10 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (42-79:33-72) 
 
              20        30        40        50        60            
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
      70        80                    
2MEPSP RVNGIGGLPGG                    
         :. ..:::                     
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK 
             70        80        90   
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 84.0  bits: 20.3 E():   11 
Smith-Waterman score: 51; 21.9% identity (52.1% similar) in 73 aa overlap (9-79:30-97) 
 
                                    10        20        30          
2MEPSP                      KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                    :.:. ..      : ..:.      .:.    
gi|547 MAYSAMTKLALVVALCMVVSVPIAQAITCGQASSSLAPCIPYVRGGGAVPPACCNGI--- 
               10        20        30        40        50           
 
      40        50        60          70        80                  
2MEPSP RERPIGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGG                  
         : ...:.    .  :  .:.  :... : :  :. ..:::                   
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gi|547 --RNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCAT 
          60        70        80        90       100       110      
 
gi|547 VK 
          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 84.0  bits: 22.2 E():   11 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (33-75:262-299) 
 
             10        20        30        40        50        60   
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
             70        80                                           
2MEPSP GTDCPPVRVNGIGGLPGG                                           
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 83.7  bits: 22.2 E():   11 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (53-73:383-405) 
 
             30        40        50          60        70        80 
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.9  bits: 20.0 E():   12 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (1-23:61-83) 
 
                                             10        20        30 
2MEPSP                               KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|145 FTKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
               40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                          
gi|145 DSDGDGKIGVDEFGAMIKA                                
              100                                         
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.9  bits: 20.0 E():   12 
Smith-Waterman score: 50; 39.1% identity (73.9% similar) in 23 aa overlap (1-23:61-83) 
 
                                             10        20        30 
2MEPSP                               KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: : . . :.:. : :        
gi|148 FTKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAG 
               40        50        60        70        80        90 
 
               40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                          
gi|148 DSDGDGKIGVDEFGAMIKA                                
              100                                         
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 82.4  bits: 20.0 E():   13 
Smith-Waterman score: 50; 22.4% identity (52.6% similar) in 76 aa overlap (6-79:27-97) 
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                                    10        20        30          
2MEPSP                      KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                 :  :...  .    : : ..:.      .:.    
gi|671 MACSAMTKLALVVALCMVVSVPIAQALTCGQVSSNLAPCIAYVRGGGAVPPACCNGI--- 
               10        20        30        40        50           
 
      40        50        60          70        80                  
2MEPSP RERPIGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGG                  
         : :..:.    .  .  .:.  :... : : .:. ..:::                   
gi|671 --RNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISPSTNCAT 
          60        70        80        90       100       110      
 
gi|671 VK 
          
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 82.3  bits: 21.3 E():   13 
Smith-Waterman score: 54; 42.4% identity (54.5% similar) in 33 aa overlap (3-35:251-283) 
 
                                           10        20        30   
2MEPSP                             KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :.:     :. :  . :::: :: : :: . 
gi|239 QAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAA 
              230       240       250       260       270       280 
 
             40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
         :                                              
gi|239 TGGYKV                                           
                                                        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.8  bits: 20.3 E():   14 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (60-78:42-62) 
 
      30        40        50        60          70        80        
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGG        
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.7  bits: 21.3 E():   14 
Smith-Waterman score: 54; 42.4% identity (54.5% similar) in 33 aa overlap (3-35:277-309) 
 
                                           10        20        30   
2MEPSP                             KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :.:     :. :  . :::: :: : :: . 
gi|330 QAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAA 
        250       260       270       280       290       300       
 
             40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
         :                                              
gi|330 TGGYKV                                           
        310                                             
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.7  bits: 21.3 E():   14 
Smith-Waterman score: 54; 42.4% identity (54.5% similar) in 33 aa overlap (3-35:277-309) 
 
                                           10        20        30   
2MEPSP                             KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :.:     :. :  . :::: :: : :: . 
gi|398 QAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAA 
        250       260       270       280       290       300       
 
             40        50        60        70        80 
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2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
         :                                              
gi|398 TGGYKV                                           
        310                                             
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 81.6  bits: 21.9 E():   15 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (36-62:454-481) 
 
          10        20        30        40         50        60     
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
           70        80 
2MEPSP DCPPVRVNGIGGLPGG 
                        
gi|424 IKKLFGLSH        
           490          
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 81.1  bits: 21.3 E():   15 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (48-80:174-206) 
 
        20        30        40        50        60        70        
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
         80                                                         
2MEPSP -PGG                                                         
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 81.0  bits: 20.3 E():   16 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (15-30:142-161) 
 
                               10        20            30        40 
2MEPSP                 KEEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
               50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                
gi|249 GYKV                                     
                                                
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.8  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (9-35:251-277) 
 
                                     10        20        30         
2MEPSP                       KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
       40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.8  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (9-35:252-278) 
 
                                     10        20        30         
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2MEPSP                       KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
       40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.7  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (9-35:255-281) 
 
                                     10        20        30         
2MEPSP                       KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
       40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.7  bits: 20.7 E():   16 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (46-62:202-218) 
 
          20        30        40        50        60        70      
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
          80 
2MEPSP GLPGG 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (11-35:260-284) 
 
                                   10        20        30        40 
2MEPSP                     KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (11-35:260-284) 
 
                                   10        20        30        40 
2MEPSP                     KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (11-35:260-284) 
 
                                   10        20        30        40 
2MEPSP                     KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               50        60        70        80 
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2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (11-35:260-284) 
 
                                   10        20        30        40 
2MEPSP                     KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (11-35:260-284) 
 
                                   10        20        30        40 
2MEPSP                     KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (11-35:260-284) 
 
                                   10        20        30        40 
2MEPSP                     KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (11-35:260-284) 
 
                                   10        20        30        40 
2MEPSP                     KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (11-35:260-284) 
 
                                   10        20        30        40 
2MEPSP                     KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (11-35:260-284) 
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                                   10        20        30        40 
2MEPSP                     KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (11-35:260-284) 
 
                                   10        20        30        40 
2MEPSP                     KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (11-35:260-284) 
 
                                   10        20        30        40 
2MEPSP                     KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (9-35:258-284) 
 
                                     10        20        30         
2MEPSP                       KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
       40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (11-35:260-284) 
 
                                   10        20        30        40 
2MEPSP                     KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (11-35:260-284) 
 
                                   10        20        30        40 
2MEPSP                     KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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               50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (11-35:260-284) 
 
                                   10        20        30        40 
2MEPSP                     KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.6  bits: 20.7 E():   16 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (46-62:205-221) 
 
          20        30        40        50        60        70      
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
          80 
2MEPSP GLPGG 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 80.6  bits: 21.9 E():   16 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (34-66:341-374) 
 
            10        20        30         40        50        60   
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
             70        80                                           
2MEPSP GTDCPPVRVNGIGGLPGG                                           
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (9-35:261-287) 
 
                                     10        20        30         
2MEPSP                       KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
       40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.4  bits: 21.0 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (9-35:266-292) 
 
                                     10        20        30         
2MEPSP                       KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
       40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3154

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (35-77:104-146) 
 
           10        20        30        40        50               
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
      60        70        80            
2MEPSP CFLGTDCPPVRVNGIGGLPGG            
        : ..: :     ::::.               
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH 
            140           150       160 
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (45-67:12-38) 
 
           20        30        40        50            60        70 
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
               80                                                   
2MEPSP VNGIGGLPGG                                                   
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 19.4 E():   19 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (1-25:61-85) 
 
                                             10        20        30 
2MEPSP                               KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:. ::: :   . : :. : :.:      
gi|207 FQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAG 
               40        50        60        70        80        90 
 
               40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                          
gi|207 DSDGDGKIGVEEFQALVKA                                
              100                                         
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.6  bits: 20.7 E():   19 
Smith-Waterman score: 52; 39.4% identity (57.6% similar) in 33 aa overlap (3-35:230-262) 
 
                                           10        20        30   
2MEPSP                             KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :.:     :. :  . :::..:: : :: . 
gi|180 QAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAATAA 
     200       210       220       230       240       250          
 
             40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
         :                                              
gi|180 AGGYKV                                           
     260                                                
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 78.9  bits: 21.6 E():   20 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (34-66:341-374) 
 
            10        20        30         40        50        60   
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
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gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
             70        80                                           
2MEPSP GTDCPPVRVNGIGGLPGG                                           
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (73-80:119-126) 
 
             50        60        70        80                       
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG                       
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
gi|144 EEVD 
      150   
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 78.2  bits: 21.3 E():   22 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (46-63:295-313) 
 
          20        30        40        50         60        70     
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
           80                                                       
2MEPSP GGLPGG                                                       
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.9  bits: 19.1 E():   23 
Smith-Waterman score: 47; 41.0% identity (53.8% similar) in 39 aa overlap (1-35:61-96) 
 
                                             10        20           
2MEPSP                               KEEVQLFLGNAGIAMRSLTAAVTA----AG 
                                     .::..::: :     :.:: . :     :: 
gi|193 FHKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAG 
               40        50        60        70        80        90 
 
         30        40        50        60        70        80 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
        :   : ::                                              
gi|193 DN---VGDGKIGIDEFNHLVKH                                 
                 100                                          
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 77.7  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (37-69:78-105) 
 
         10        20        30        40         50        60      
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
          70        80                          
2MEPSP CPPVRVNGIGGLPGG                          
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
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 initn:  39 init1:  39 opt:  46  Z-score: 77.6  bits: 18.8 E():   24 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (42-79:32-71) 
 
              20        30        40        50        60            
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
      70        80                    
2MEPSP RVNGIGGLPGG                    
         :. ..:::                     
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK 
              70        80        90  
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 77.3  bits: 16.5 E():   25 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (23-37:2-16) 
 
               10        20        30        40        50        60 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                             :. ::. . : : .:                        
gi|320                      YTTEGGTKSEVEDVIPEGWK                    
                                    10        20                    
 
               70        80 
2MEPSP FLGTDCPPVRVNGIGGLPGG 
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (27-75:94-133) 
 
                   10        20        30        40        50       
2MEPSP     KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
         60        70        80                                     
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGG                                     
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.8  bits: 20.4 E():   27 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (11-35:280-304) 
 
                                   10        20        30        40 
2MEPSP                     KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
               50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 76.8  bits: 20.4 E():   27 
Smith-Waterman score: 51; 28.0% identity (58.0% similar) in 50 aa overlap (6-55:8-56) 
 
                 10        20        30        40        50         
2MEPSP   KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
              :..:..:   . .. : .: .:. :..:     . .   : ::  .: ::    
gi|107 MAHKSKILIIGGTGYIGKFIVEA-SAKSGHPTFALVRESTVSDPVKGKLVEKFKGLGVTL 
               10        20         30        40        50          
 
       60        70        80                                       
2MEPSP DCFLGTDCPPVRVNGIGGLPGG                                       
                                                                    
gi|107 LHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGNDVDR 
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      60        70        80        90       100       110          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.5  bits: 20.7 E():   28 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (34-62:185-214) 
 
            10        20        30        40          50        60  
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
              70        80                                          
2MEPSP LGTDCPPVRVNGIGGLPGG                                          
       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.3  bits: 18.8 E():   29 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (1-19:61-79) 
 
                                             10        20        30 
2MEPSP                               KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..::: :   . :.::            
gi|179 FAKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAG 
               40        50        60        70        80        90 
 
               40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                          
gi|179 DSDGDGKIGVDEFTALVKA                                
              100                                         
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.0  bits: 18.1 E():   30 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (60-69:38-47) 
 
      30        40        50        60        70        80          
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG          
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.9  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (58-79:35-60) 
 
        30        40        50        60            70        80    
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGG    
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.9  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (58-79:35-60) 
 
        30        40        50        60            70        80    
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGG    
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
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           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.9  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (58-79:35-60) 
 
        30        40        50        60            70        80    
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGG    
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.7  bits: 20.1 E():   30 
Smith-Waterman score: 50; 39.4% identity (54.5% similar) in 33 aa overlap (3-35:249-281) 
 
                                           10        20        30   
2MEPSP                             KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :.:     :. :  . :.:: :: : :: . 
gi|295 QAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAATAA 
      220       230       240       250       260       270         
 
             40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
         :                                              
gi|295 TGGYKV                                           
      280                                               
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.5  bits: 20.1 E():   31 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (20-75:211-264) 
 
                          10        20        30        40          
2MEPSP            KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
      50        60        70        80                        
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGG                        
       .::  :...: . ::.    .: :.:                             
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.4  bits: 21.4 E():   32 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (40-80:55-104) 
 
      10        20        30        40        50             60     
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
               70        80                                         
2MEPSP FLGTDCPPVRVNGIGGLPGG                                         
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.4  bits: 21.4 E():   32 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (40-80:55-104) 
 
      10        20        30        40        50             60     
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
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           30        40        50        60        70        80     
 
               70        80                                         
2MEPSP FLGTDCPPVRVNGIGGLPGG                                         
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.4  bits: 21.4 E():   32 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (40-80:55-104) 
 
      10        20        30        40        50             60     
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
               70        80                                         
2MEPSP FLGTDCPPVRVNGIGGLPGG                                         
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 18.8 E():   33 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (61-70:48-57) 
 
               40        50        60        70        80           
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG           
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (19-44:11-39) 
 
               10        20        30           40        50        
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGAD 
                         :... ::    .:::::   .:..  . :              
gi|226         MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPG 
                       10        20        30        40        50   
 
        60        70        80                                      
2MEPSP VDCFLGTDCPPVRVNGIGGLPGG                                      
                                                                    
gi|226 TIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGG 
             60        70        80        90       100       110   
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.6  bits: 18.5 E():   35 
Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (1-25:61-85) 
 
                                             10        20        30 
2MEPSP                               KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|145 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
               40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                          
gi|145 DSDGDGAIGVDEWAVLVKA                                
              100                                         
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.6  bits: 18.5 E():   35 
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Smith-Waterman score: 45; 40.0% identity (64.0% similar) in 25 aa overlap (1-25:61-85) 
 
                                             10        20        30 
2MEPSP                               KEEVQLFLGNAGIAMRSLTAAVTAAGGNAT 
                                     ..:..:::     . :.:: : : :      
gi|148 FAKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAG 
               40        50        60        70        80        90 
 
               40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                          
gi|148 DSDGDGAIGVEEWAVLVKA                                
              100                                         
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (14-35:252-273) 
 
                                10        20        30        40    
2MEPSP                  KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
            50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (14-35:252-273) 
 
                                10        20        30        40    
2MEPSP                  KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
            50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (14-35:252-273) 
 
                                10        20        30        40    
2MEPSP                  KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
            50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (14-35:252-273) 
 
                                10        20        30        40    
2MEPSP                  KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|168 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
            50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (48-74:13-38) 
 
        20        30        40        50        60        70        
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2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
        80                                                          
2MEPSP PGG                                                          
                                                                    
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (14-36:22-44) 
 
                       10        20        30        40        50   
2MEPSP         KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGG                                 
                                                                    
gi|198 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (14-36:22-44) 
 
                       10        20        30        40        50   
2MEPSP         KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGG                                 
                                                                    
gi|753 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 73.7  bits: 21.0 E():   39 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (40-80:55-104) 
 
      10        20        30        40        50             60     
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
               70        80                                         
2MEPSP FLGTDCPPVRVNGIGGLPGG                                         
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (31-66:40-74) 
 
               10        20        30        40        50        60 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
               70        80                                         
2MEPSP FLGTDCPPVRVNGIGGLPGG                                         
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        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.3  bits: 20.1 E():   42 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (34-62:184-213) 
 
            10        20        30        40          50        60  
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
              70        80                                          
2MEPSP LGTDCPPVRVNGIGGLPGG                                          
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.3  bits: 20.1 E():   42 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (34-62:184-213) 
 
            10        20        30        40          50        60  
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
              70        80                                          
2MEPSP LGTDCPPVRVNGIGGLPGG                                          
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.3  bits: 20.1 E():   42 
Smith-Waterman score: 50; 23.4% identity (53.2% similar) in 47 aa overlap (20-66:351-397) 
 
                          10        20        30        40          
2MEPSP            KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :  .:.:.. . . .    : .   ::.:  
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
      50        60        70        80 
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
        : . .. . :  :. :               
gi|113 QLTMNAGVLTCSPGAPC               
              390                      
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.1  bits: 18.8 E():   42 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (31-66:47-81) 
 
               10        20        30        40        50        60 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
               70        80                                         
2MEPSP FLGTDCPPVRVNGIGGLPGG                                         
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.1  bits: 18.2 E():   43 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (2-29:54-81) 
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                                            10        20        30  
2MEPSP                              KEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
              40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                         
gi|598 EEKKEEKEEEKEESDEDMGFGLFD                          
            90       100                                 
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.0  bits: 18.2 E():   43 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (2-25:61-84) 
 
                                            10        20        30  
2MEPSP                              KEEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
              40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                         
gi|288 ADGDGMLGLDEFAVLVKQ                                
              100                                        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.9  bits: 18.5 E():   44 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (1-30:5-32) 
 
                   10        20        30        40        50       
2MEPSP     KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
           :  : .::. :  .. .:... :: ::.::                           
gi|300 MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTANVPP 
               10          20        30        40        50         
 
         60        70        80                                     
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGG                                     
                                                                    
gi|300 ADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFVLHF 
       60        70        80        90       100       110         
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.9  bits: 18.5 E():   44 
Smith-Waterman score: 45; 40.0% identity (70.0% similar) in 30 aa overlap (1-30:5-32) 
 
                   10        20        30        40        50       
2MEPSP     KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
           :  : .::. :  .. .:... :: ::.::                           
gi|300 MAAHKFMVAMFLAVA--VVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTANVPP 
               10          20        30        40        50         
 
         60        70        80                                     
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGG                                     
                                                                    
gi|300 ADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFVLHF 
       60        70        80        90       100       110         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.8 E():   44 
Smith-Waterman score: 49; 30.2% identity (55.8% similar) in 43 aa overlap (1-43:5-47) 
 
                   10        20        30        40        50       
2MEPSP     KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
           :. : :::. : .:  . . :. :. . :: .  ..:     :              
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPATPAAVP 
               10        20        30        40        50        60 
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         60        70        80                                     
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGG                                     
                                                                    
gi|249 SGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLASGYAD 
               70        80        90       100       110       120 
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.6  bits: 18.8 E():   45 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (36-60:59-82) 
 
          10        20        30        40        50        60      
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
          70        80                                              
2MEPSP CPPVRVNGIGGLPGG                                              
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.6  bits: 18.8 E():   45 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (36-60:59-82) 
 
          10        20        30        40        50        60      
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
          70        80                                              
2MEPSP CPPVRVNGIGGLPGG                                              
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.9  bits: 19.5 E():   50 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (6-33:7-33) 
 
                10        20        30        40        50          
2MEPSP  KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 
             :..:..:   : .: : . : :. :..:                           
gi|198 MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPEKAQLLESFTSKGATLV 
               10        20         30        40        50          
 
      60        70        80                                        
2MEPSP CFLGTDCPPVRVNGIGGLPGG                                        
                                                                    
gi|198 QGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFGNDVDKH 
      60        70        80        90       100       110          
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.6  bits: 19.8 E():   51 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (33-62:361-385) 
 
             10        20        30        40        50        60   
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
             70        80 
2MEPSP GTDCPPVRVNGIGGLPGG 
                          
gi|284 ELIRSLFGLP         
         390              
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
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 initn:  35 init1:  35 opt:  35  Z-score: 71.5  bits: 15.3 E():   52 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (65-78:5-18) 
 
           40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     :: :   . :  ::   
gi|244                           IGNEDCTPWMSTLITPLP   
                                         10           
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (10-29:67-86) 
 
                                    10        20        30          
2MEPSP                      KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
      40        50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                 
gi|833 EKEESDEDMGFGLFD                           
        100       110                            
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (10-29:67-86) 
 
                                    10        20        30          
2MEPSP                      KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
      40        50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                                 
gi|668 EKEESDEDMGFGLFD                           
        100       110                            
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (23-55:28-60) 
 
                    10        20        30        40        50      
2MEPSP      KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGG                                    
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 18.8 E():   60 
Smith-Waterman score: 46; 56.2% identity (68.8% similar) in 16 aa overlap (12-27:222-237) 
 
                                  10        20        30        40  
2MEPSP                    KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  .  ::.:::::               
gi|226 KYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV            
             200       210       220       230       240            
 
              50        60        70        80 
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 17.6 E():   60 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:69-88) 
 
                            10        20        30        40        
2MEPSP              KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
        50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                         
gi|105 T                                 
                                         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 47; 44.4% identity (66.7% similar) in 27 aa overlap (9-35:276-298) 
 
                                     10        20        30         
2MEPSP                       KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.:.:: .  :    
gi|663 YAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGATAAAGGYKA 
         250       260       270       280           290       300  
 
       40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.2 E():   61 
Smith-Waterman score: 52; 29.3% identity (55.2% similar) in 58 aa overlap (1-52:5-62) 
 
                   10        20        30              40        50 
2MEPSP     KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGV------PRMRERPIGDLVVG 
           :  : :::  : .:  . . :. :. . :: .  :.      : .... . :. :: 
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAPATPAAAGAAAGKITPTQEQKLMEDINVG 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGG                               
       .:                                                           
gi|119 FKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDATYKAAVG 
               70        80        90       100       110       120 
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.3  bits: 15.0 E():   61 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (23-37:2-16) 
 
               10        20        30        40        50        60 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                             :. ::. . . : .:                        
gi|320                      YTTEGGTKSEAEDVIPE                       
                                    10                              
 
               70        80 
2MEPSP FLGTDCPPVRVNGIGGLPGG 
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (12-55:17-60) 
 
                    10        20        30        40        50      
2MEPSP      KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : :  ::..:...  :..    .. :... . :  ..  ... : 
gi|130 MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEPG 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGG                                    
                                                                    
gi|130 HLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
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               70        80        90       100       110       120 
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.7  bits: 19.5 E():   66 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (20-75:315-368) 
 
                          10        20        30        40          
2MEPSP            KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
      50        60        70        80                              
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGG                              
       .::  :...: . ::.    .: :.:                                   
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (33-62:240-264) 
 
             10        20        30        40        50        60   
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
             70        80 
2MEPSP GTDCPPVRVNGIGGLPGG 
                          
gi|225 ELIRSWFGLP         
          270             
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.3  bits: 17.6 E():   69 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (58-79:35-60) 
 
        30        40        50        60            70        80    
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGG    
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.2  bits: 19.5 E():   70 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (6-52:346-393) 
 
                                        10        20         30     
2MEPSP                          KEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
           40        50        60        70        80               
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG               
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.6 E():   70 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (67-79:48-60) 
 
         40        50        60        70        80                 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG                 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
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        20        30        40        50        60        70        
 
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.2  bits: 19.5 E():   70 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (6-52:346-393) 
 
                                        10        20         30     
2MEPSP                          KEEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
           40        50        60        70        80               
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG               
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (41-59:40-58) 
 
               20        30        40        50        60        70 
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
               80                                                   
2MEPSP VNGIGGLPGG                                                   
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.9 E():   72 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (48-67:84-104) 
 
        20        30        40        50         60        70       
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
         80                                   
2MEPSP LPGG                                   
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 46; 32.0% identity (52.0% similar) in 25 aa overlap (56-80:25-49) 
 
          30        40        50        60        70        80      
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG      
                                     :..  . :. :     .: ::  ::      
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGGGGEDGGIDLGS 
                     10        20        30        40        50     
 
gi|145 IISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQT 
           60        70        80        90       100       110     
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.8  bits: 18.2 E():   73 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (13-37:121-145) 
 
                                 10        20        30        40   
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2MEPSP                   KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
             50        60        70        80    
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG    
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (9-35:276-298) 
 
                                     10        20        30         
2MEPSP                       KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
       40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.5  bits: 19.5 E():   76 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (26-80:80-134) 
 
                    10        20        30        40        50      
2MEPSP      KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
          60        70        80                                    
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGG                                    
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (19-47:11-42) 
 
               10        20        30           40        50        
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGAD 
                         :... ::    ...:::   ::..  . :...           
gi|116         MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPG 
                       10        20        30        40        50   
 
        60        70        80                                      
2MEPSP VDCFLGTDCPPVRVNGIGGLPGG                                      
                                                                    
gi|116 TIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGG 
             60        70        80        90       100       110   
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (43-75:319-348) 
 
             20        30        40        50        60         70  
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
              80                                       
2MEPSP NGIGGLPGG                                       
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
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>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (19-35:112-128) 
 
                           10        20        30        40         
2MEPSP             KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
       50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (12-56:17-61) 
 
                    10        20        30        40        50      
2MEPSP      KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : ...  .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGG                                    
       :                                                            
gi|622 ALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (14-60:80-121) 
 
                                10        20        30        40    
2MEPSP                  KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
            50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
        : ... :  . :: ::                     
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY         
          110       120       130            
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (18-37:232-251) 
 
                            10        20        30        40        
2MEPSP              KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
        50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                         
gi|898 AK                                
                                         
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.7  bits: 17.9 E():   84 
Smith-Waterman score: 43; 25.5% identity (56.9% similar) in 51 aa overlap (16-65:8-54) 
 
               10        20        30        40        50        60 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                      :: .     .::... :.:    . .: ....  :.. .  : :  
gi|184         MSRKSGSRSSSKRSKKSGGGSN-VFD---MFTQRQVAEFKEGFQLMDRDKDG 
                       10        20            30        40         
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                70        80                                        
2MEPSP FLG-TDCPPVRVNGIGGLPGG                                        
        .: ::                                                       
gi|184 VIGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKA 
       50        60        70        80        90       100         
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.3 E():   85 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (48-79:58-95) 
 
        20        30        40        50            60          70  
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
              80                    
2MEPSP NGIGGLPGG                    
       :. .::::                     
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK 
        90       100       110      
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.3 E():   85 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (48-79:58-95) 
 
        20        30        40        50            60          70  
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
              80                    
2MEPSP NGIGGLPGG                    
       :. .::::                     
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK 
        90       100       110      
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.9 E():   87 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (44-60:7-23) 
 
            20        30        40        50        60        70    
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
            80                                                      
2MEPSP IGGLPGG                                                      
                                                                    
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.9 E():   87 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (44-60:7-23) 
 
            20        30        40        50        60        70    
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
            80                                                      
2MEPSP IGGLPGG                                                      
                                                                    
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
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>>gi|239735|gb|AAB20453.1| Car b I=major allergen [Carpi  (40 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.2  bits: 15.7 E():   89 
Smith-Waterman score: 42; 32.1% identity (60.7% similar) in 28 aa overlap (20-44:11-38) 
 
               10        20        30           40        50        
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGAD 
                          ... ::    .:::::   .:..  . :              
gi|239          GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAIXK            
                        10        20        30        40            
 
        60        70        80 
2MEPSP VDCFLGTDCPPVRVNGIGGLPGG 
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.5 E():   89 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 24 aa overlap (56-79:25-48) 
 
          30        40        50        60        70        80      
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG      
                                     :..  . :. :     .:.::  :       
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGGEGGCVDLGS 
                     10        20        30        40        50     
 
gi|275 IISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQT 
           60        70        80        90       100       110     
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (46-62:181-197) 
 
          20        30        40        50        60        70      
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
          80                                                        
2MEPSP GLPGG                                                        
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|239734|gb|AAB20452.1| Bet v I=major allergen [Betul  (43 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.7  bits: 15.7 E():   95 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (19-35:10-26) 
 
               10        20        30        40        50        60 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                         :... ::    ...:::                          
gi|239          GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAIXXVEN         
                        10        20        30        40            
 
               70        80 
2MEPSP FLGTDCPPVRVNGIGGLPGG 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.3 E():   97 
Smith-Waterman score: 41; 32.1% identity (60.7% similar) in 28 aa overlap (48-72:91-118) 
 
        20        30        40        50           60        70     
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK-QLGADVD--CFLGTDCPPVRVNGI 
                                     . :.: .: :.:   : . :  ::. ..   
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
           80        
2MEPSP GGLPGG        
                     
gi|249 CSKIQSTIFRGYY 
              130    
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>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 18.9 E():   97 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (20-75:312-365) 
 
                          10        20        30        40          
2MEPSP            KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
             290       300       310       320       330        340 
 
      50        60        70        80                              
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGG                              
       .::  :...: . ::.    .: :.:                                   
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTT 
               350       360       370       380       390          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 16.9 E():   99 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (29-59:5-35) 
 
               10        20        30        40        50        60 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                   :.:.: :.        .:. . : ..: :.:  
gi|416                         MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADE 
                                       10        20        30       
 
               70        80                                         
2MEPSP FLGTDCPPVRVNGIGGLPGG                                         
                                                                    
gi|416 DRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEK 
         40        50        60        70        80        90       
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 16.9 E():   99 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (29-59:5-35) 
 
               10        20        30        40        50        60 
2MEPSP KEEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                   :.:.: :.        .:. . : ..: :.:  
gi|461                         MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADE 
                                       10        20        30       
 
               70        80                                         
2MEPSP FLGTDCPPVRVNGIGGLPGG                                         
                                                                    
gi|461 DRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEK 
         40        50        60        70        80        90       
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.3  bits: 17.6 E():   99 
Smith-Waterman score: 42; 27.1% identity (50.8% similar) in 59 aa overlap (2-59:115-167) 
 
                                            10         20        30 
2MEPSP                              KEEVQLFLGNAGIAM-RSLTAAVTAAGGNAT 
                                     .::: .   ::. . :..  . .   .:   
gi|158 ATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSLRPANPL 
           90       100       110       120       130       140     
 
               40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
         .  ::     :.   .. :::: .: :                      
gi|158 GYFKDVPL----PV--CAALLKQLDSDDDDDQ                   
          150             160       170                   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:33 2011 done: Tue Apr 19 10:57:34 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
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Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 92  - 171 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     3     0:= 
  30     1     2:* 
  32    16     8:==*=== 
  34    29    22:=======*== 
  36    31    44:===========   * 
  38    52    73:==================      * 
  40    80   102:===========================      * 
  42   114   125:======================================   * 
  44   156   138:=============================================*====== 
  46   121   140:=========================================     * 
  48   109   134:=====================================       * 
  50   119   122:========================================* 
  52    94   108:================================   * 
  54    67    92:=======================       * 
  56   164    77:=========================*============================= 
  58    64    63:====================*= 
  60    45    51:=============== * 
  62    19    41:=======      * 
  64    42    33:==========*=== 
  66    17    26:======  * 
  68    21    20:======* 
  70    12    16:==== * 
  72    12    12:===* 
  74    17    10:===*== 
  76    12     8:==*= 
  78     7     6:=*= 
  80    29     5:=*======== 
  82     7     3:*== 
  84     9     3:*== 
  86     4     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 
  94     3     1:*         :*== 
  96     2     1:*         :*= 
  98     1     0:=         *= 
 100     2     0:=         *== 
 102     1     0:=         *= 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.54400.00377; mu= 8.7327 0.195 
 mean_var=36.7565 9.569, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.211547 
 Kolmogorov-Smirnov  statistic: 0.0788 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
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Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   63 24.0    0.88 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   62 23.7    0.97 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   61 23.4     1.2 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   61 23.4     1.2 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   59 22.8     1.8 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.4     2.1 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   58 22.5     2.3 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.8     2.4 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 23.7     2.6 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   57 22.1     2.8 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   56 21.8     3.5 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   55 21.5     4.3 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   55 21.5     4.3 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.6     5.7 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   53 20.9     6.4 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   53 20.9     6.8 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   57 22.2     7.2 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.1     7.2 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   52 20.6     8.1 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   52 20.6     8.1 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 20.9       9 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.6     9.1 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.9     9.7 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   51 20.3      10 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 20.0      10 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 20.0      10 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   51 20.3      11 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.2      11 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.2      11 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   50 20.0      12 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   50 20.0      13 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   54 21.3      13 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.3      14 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   54 21.3      15 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   54 21.3      15 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 21.9      15 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   49 19.7      15 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   49 19.7      15 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.3      15 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.3      16 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.0      16 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.0      16 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.0      16 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.7      16 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.0      16 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.0      16 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.0      16 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.0      16 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.7      16 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.0      17 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 21.9      17 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.0      17 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 20.0      18 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.7      19 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   52 20.7      19 
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gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.6      21 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.7      21 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.3      22 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.4      24 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.8      24 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.6      24 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.7      26 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.4      27 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   51 20.4      27 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.7      28 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   46 18.8      28 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   46 18.8      28 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.2      29 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.1      31 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   50 20.1      31 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.3      32 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.3      32 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.3      32 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.8      33 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.1      33 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 18.5      35 
gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   45 18.5      35 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   49 19.8      37 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.8      37 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   49 19.8      37 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   49 19.8      37 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.8      37 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.8      37 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.8      37 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.0      40 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.8      41 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.1      42 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.1      42 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.1      42 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.8      42 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   44 18.2      42 
gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full ( 108)   44 18.2      43 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   44 18.2      43 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   44 18.2      43 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.8      45 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.8      45 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.5      50 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 15.3      51 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.8      51 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   44 18.2      54 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   44 18.2      54 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.9      54 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.9      54 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.2      59 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 15.0      60 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.6      60 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   46 18.8      60 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.2      60 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.2      61 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 17.9      64 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.5      66 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.8      68 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.6      69 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.6      69 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.5      70 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.5      70 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.8      70 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.9      72 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   46 18.8      73 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.2      73 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.8      74 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.5      76 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.9      76 
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gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.2      77 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.6      78 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.6      79 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.6      79 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.5      80 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 17.9      84 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.3      84 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.3      84 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.9      87 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.9      87 
gi|239735|gb|AAB20453.1| Car b I=major allergen [C (  40)   36 15.7      88 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   45 18.5      89 
gi|239734|gb|AAB20452.1| Bet v I=major allergen [B (  43)   36 15.7      94 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 18.9      96 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.3      97 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 18.9      98 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   40 17.0      99 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   40 17.0      99 
gi|1588669|prf||2209273A Zm13                      ( 170)   42 17.6      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 103.4  bits: 24.0 E(): 0.88 
Smith-Waterman score: 63; 41.7% identity (66.7% similar) in 24 aa overlap (52-72:48-71) 
 
              30        40        50          60         70         
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::       
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
       80                                             
2MEPSP GK                                             
                                                      
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  62 init1:  62 opt:  62  Z-score: 102.7  bits: 23.7 E(): 0.97 
Smith-Waterman score: 62; 50.0% identity (70.8% similar) in 24 aa overlap (1-24:62-85) 
 
                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .:..::: . : . : :::: : :       
gi|145 KACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAGD 
              40        50        60        70        80        90  
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                                          
gi|145 EDGDGMIGVDEFVTLVKA                                 
             100                                          
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  57 init1:  57 opt:  61  Z-score: 101.1  bits: 23.4 E():  1.2 
Smith-Waterman score: 61; 30.9% identity (60.0% similar) in 55 aa overlap (1-55:61-104) 
 
                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .:..::: : . . :.:: : : :     . 
gi|288 AKVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA-----F 
               40        50        60        70        80           
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
       . ::     ..  :: ..:. ...:                          
gi|288 LADG-----DKD-GDGMIGVDEFAAMIKG                      
               90        100                              
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  57 init1:  57 opt:  61  Z-score: 101.1  bits: 23.4 E():  1.2 
Smith-Waterman score: 61; 30.9% identity (60.0% similar) in 55 aa overlap (1-55:61-104) 
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                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .:..::: : . . :.:: : : :     . 
gi|182 AKVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA-----F 
               40        50        60        70        80           
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
       . ::     ..  :: ..:. ...:                          
gi|182 LADG-----DKD-GDGMIGVDEFAAMIKG                      
               90        100                              
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  52 init1:  52 opt:  59  Z-score: 97.8  bits: 22.8 E():  1.8 
Smith-Waterman score: 59; 36.2% identity (59.6% similar) in 47 aa overlap (1-47:61-106) 
 
                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .:..::: : . . :.::   ::   .:   
gi|208 GACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGD 
               40        50        60        70        80        90 
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
       : ::  ..  . . :::                                  
gi|208 V-DGDGKIGIEEFTDLVRSK                               
               100                                        
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 96.7  bits: 22.4 E():  2.1 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (52-72:24-46) 
 
              30        40        50          60        70          
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
      80                                                
2MEPSP K                                                
                                                        
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 96.1  bits: 22.5 E():  2.3 
Smith-Waterman score: 58; 45.8% identity (70.8% similar) in 24 aa overlap (1-24:62-85) 
 
                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: : . . :.:. : : :       
gi|145 KSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAGD 
              40        50        60        70        80        90  
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                                          
gi|145 SDGDGKIGVDEFAAMVKA                                 
             100                                          
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 95.5  bits: 22.8 E():  2.4 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (59-79:66-87) 
 
       30        40        50        60        70         80        
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGK        
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
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gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  62  Z-score: 94.9  bits: 23.7 E():  2.6 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (5-62:8-62) 
 
                  10        20        30        40        50        
2MEPSP    EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
              ::.:..:   . .. : .: .:  ::::     . .   . .. ..: ::  : 
gi|324 MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSKVIENFKALG--V 
               10        20         30        40        50          
 
        60        70        80                                      
2MEPSP DCFLGTDCPPVRVNGIGGLPGGK                                      
       .  ::                                                        
gi|324 NFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDV 
        60        70        80        90       100       110        
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.5  bits: 22.1 E():  2.8 
Smith-Waterman score: 57; 50.0% identity (62.5% similar) in 24 aa overlap (1-24:62-85) 
 
                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .:..::: :   : : :: : : :       
gi|222 KSCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAGD 
              40        50        60        70        80        90  
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                                          
gi|222 SDGDGKIGAEEFAALVTA                                 
             100                                          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 92.8  bits: 21.8 E():  3.5 
Smith-Waterman score: 56; 45.8% identity (70.8% similar) in 24 aa overlap (1-24:62-85) 
 
                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .:..::: : . . :.:: : : :       
gi|179 AKVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                                          
gi|179 SDGDGKIGVDEFAALVKA                                 
             100                                          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 91.2  bits: 21.5 E():  4.3 
Smith-Waterman score: 55; 45.8% identity (66.7% similar) in 24 aa overlap (1-24:62-85) 
 
                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :   . :.:. : : :       
gi|288 KACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAGD 
              40        50        60        70        80        90  
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                                          
gi|288 SDGDGKIGVDEFAAMIKG                                 
             100                                          
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 91.2  bits: 21.5 E():  4.3 
Smith-Waterman score: 55; 45.8% identity (66.7% similar) in 24 aa overlap (1-24:62-85) 
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                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :   . :.:. : : :       
gi|294 KACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAGD 
              40        50        60        70        80        90  
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                                          
gi|294 SDGDGKIGIDEFAAMIKG                                 
             100                                          
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 88.9  bits: 21.6 E():  5.7 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (59-79:66-87) 
 
       30        40        50        60        70         80        
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGK        
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 88.0  bits: 20.9 E():  6.4 
Smith-Waterman score: 53; 45.5% identity (72.7% similar) in 22 aa overlap (1-22:60-81) 
 
                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .:..::: : . . :.:: : :         
gi|288 AKXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAGD 
      30        40        50        60        70        80          
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                                          
gi|288 ADGDGMLGLDEFAVLVKQ                                 
      90       100                                        
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 87.6  bits: 20.9 E():  6.8 
Smith-Waterman score: 53; 31.0% identity (51.7% similar) in 58 aa overlap (1-58:61-107) 
 
                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .:..:::   .  .:.:: : : :     . 
gi|131 AKVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA-----F 
               40        50        60        70        80           
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
       .  :         ::  .:. ..:: ::                       
gi|131 LKAGDSD------GDGKIGVDEFGALVDKWGAKG                 
          90             100       110                    
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.1  bits: 22.2 E():  7.2 
Smith-Waterman score: 57; 39.4% identity (60.6% similar) in 33 aa overlap (2-34:255-287) 
 
                                            10        20        30  
2MEPSP                              EEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :.:     :..:  . :::..:: : :: . 
gi|144 QAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAATAA 
          230       240       250       260       270       280     
 
              40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
         :                                               
gi|144 AGGYKV                                            
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          290                                            
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  54 init1:  54 opt:  63  Z-score: 87.0  bits: 24.1 E():  7.2 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (40-76:943-974) 
 
      10        20        30        40        50        60          
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
      70        80                                                  
2MEPSP VNGIGGLPGGK                                                  
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.2  bits: 20.6 E():  8.1 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (1-24:62-85) 
 
                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|249 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                                          
gi|249 ADGDGMIGIDEFAVLVKQ                                 
             100                                          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.2  bits: 20.6 E():  8.1 
Smith-Waterman score: 52; 50.0% identity (58.3% similar) in 24 aa overlap (1-24:62-85) 
 
                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|209 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                                          
gi|209 ADGDGMIGIDEFAVLVKQ                                 
             100                                          
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 85.4  bits: 20.9 E():    9 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (8-51:87-141) 
 
                                      10        20        30        
2MEPSP                        EEVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
                   40        50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
           .. ::: . . :: . ..: .                              
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT                   
        120       130       140       150                     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.2  bits: 20.6 E():  9.1 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (45-61:98-114) 
 
           20        30        40        50        60        70     
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2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
           80 
2MEPSP GLPGGK 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.8  bits: 20.9 E():  9.7 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (59-80:66-88) 
 
       30        40        50        60        70         80        
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGK        
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.6  bits: 20.3 E():   10 
Smith-Waterman score: 51; 50.0% identity (58.3% similar) in 24 aa overlap (1-24:62-85) 
 
                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :     : :: : : :       
gi|288 HTIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                                          
gi|288 ADGDGMIGIDEFAVWVKQ                                 
             100                                          
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 84.3  bits: 20.0 E():   10 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (41-78:32-71) 
 
               20        30        40        50        60           
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
       70        80                   
2MEPSP RVNGIGGLPGGK                   
         :. ..:::                     
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK 
              70        80        90  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 84.2  bits: 20.0 E():   10 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (41-78:33-72) 
 
               20        30        40        50        60           
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
       70        80                   
2MEPSP RVNGIGGLPGGK                   
         :. ..:::                     
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK 
             70        80        90   
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 84.0  bits: 20.3 E():   11 
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Smith-Waterman score: 51; 21.9% identity (52.1% similar) in 73 aa overlap (8-78:30-97) 
 
                                     10        20        30         
2MEPSP                       EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                    :.:. ..      : ..:.      .:.    
gi|547 MAYSAMTKLALVVALCMVVSVPIAQAITCGQASSSLAPCIPYVRGGGAVPPACCNGI--- 
               10        20        30        40        50           
 
       40        50        60          70        80                 
2MEPSP RERPIGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGK                 
         : ...:.    .  :  .:.  :... : :  :. ..:::                   
gi|547 --RNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCAT 
          60        70        80        90       100       110      
 
gi|547 VK 
          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 83.9  bits: 22.2 E():   11 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (32-74:262-299) 
 
              10        20        30        40        50        60  
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
              70        80                                          
2MEPSP GTDCPPVRVNGIGGLPGGK                                          
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 83.7  bits: 22.2 E():   11 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (52-72:383-405) 
 
              30        40        50          60        70          
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
      80                                                
2MEPSP K                                                
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.0  bits: 20.0 E():   12 
Smith-Waterman score: 50; 41.7% identity (66.7% similar) in 24 aa overlap (1-24:60-83) 
 
                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .:..::: :   . :.:. : : :       
gi|777 KACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGD 
      30        40        50        60        70        80          
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                                          
gi|777 SDGDGKIGVDEFAAMVKH                                 
      90       100                                        
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 82.4  bits: 20.0 E():   13 
Smith-Waterman score: 50; 22.4% identity (52.6% similar) in 76 aa overlap (5-78:27-97) 
 
                                     10        20        30         
2MEPSP                       EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
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                                 :  :...  .    : : ..:.      .:.    
gi|671 MACSAMTKLALVVALCMVVSVPIAQALTCGQVSSNLAPCIAYVRGGGAVPPACCNGI--- 
               10        20        30        40        50           
 
       40        50        60          70        80                 
2MEPSP RERPIGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGK                 
         : :..:.    .  .  .:.  :... : : .:. ..:::                   
gi|671 --RNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISPSTNCAT 
          60        70        80        90       100       110      
 
gi|671 VK 
          
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 82.3  bits: 21.3 E():   13 
Smith-Waterman score: 54; 42.4% identity (54.5% similar) in 33 aa overlap (2-34:251-283) 
 
                                            10        20        30  
2MEPSP                              EEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :.:     :. :  . :::: :: : :: . 
gi|239 QAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAA 
              230       240       250       260       270       280 
 
              40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
         :                                               
gi|239 TGGYKV                                            
                                                         
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.8  bits: 20.3 E():   14 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (59-77:42-62) 
 
       30        40        50        60          70        80       
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGK       
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.6  bits: 21.3 E():   15 
Smith-Waterman score: 54; 42.4% identity (54.5% similar) in 33 aa overlap (2-34:277-309) 
 
                                            10        20        30  
2MEPSP                              EEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :.:     :. :  . :::: :: : :: . 
gi|398 QAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAA 
        250       260       270       280       290       300       
 
              40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
         :                                               
gi|398 TGGYKV                                            
        310                                              
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.6  bits: 21.3 E():   15 
Smith-Waterman score: 54; 42.4% identity (54.5% similar) in 33 aa overlap (2-34:277-309) 
 
                                            10        20        30  
2MEPSP                              EEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :.:     :. :  . :::: :: : :: . 
gi|330 QAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAA 
        250       260       270       280       290       300       
 
              40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
         :                                               
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gi|330 TGGYKV                                            
        310                                              
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 81.5  bits: 21.9 E():   15 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (35-61:454-481) 
 
           10        20        30        40         50        60    
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
            70        80 
2MEPSP DCPPVRVNGIGGLPGGK 
                         
gi|424 IKKLFGLSH         
           490           
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.3  bits: 19.7 E():   15 
Smith-Waterman score: 49; 40.9% identity (72.7% similar) in 22 aa overlap (1-22:62-83) 
 
                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .:..::: : . . :.:. : :         
gi|148 TKVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGD 
              40        50        60        70        80        90  
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                                          
gi|148 SDGDGKIGVDEFGAMIKA                                 
             100                                          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.3  bits: 19.7 E():   15 
Smith-Waterman score: 49; 40.9% identity (72.7% similar) in 22 aa overlap (1-22:62-83) 
 
                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .:..::: : . . :.:. : :         
gi|145 TKVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGD 
              40        50        60        70        80        90  
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                                          
gi|145 SDGDGKIGVDEFGAMIKA                                 
             100                                          
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 81.1  bits: 21.3 E():   15 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (47-79:174-206) 
 
         20        30        40        50        60        70       
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
          80                                                        
2MEPSP -PGGK                                                        
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 81.0  bits: 20.3 E():   16 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (14-29:142-161) 
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                                10        20            30          
2MEPSP                  EEVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
      40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                                 
gi|249 GYKV                                      
                                                 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.8  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (8-34:251-277) 
 
                                      10        20        30        
2MEPSP                        EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
        40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.8  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (8-34:252-278) 
 
                                      10        20        30        
2MEPSP                        EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
        40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.7  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (8-34:255-281) 
 
                                      10        20        30        
2MEPSP                        EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
        40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.7  bits: 20.7 E():   16 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (45-61:202-218) 
 
           20        30        40        50        60        70     
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
           80 
2MEPSP GLPGGK 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (10-34:260-284) 
 
                                    10        20        30          
2MEPSP                      EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
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gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (10-34:260-284) 
 
                                    10        20        30          
2MEPSP                      EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (10-34:260-284) 
 
                                    10        20        30          
2MEPSP                      EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (10-34:260-284) 
 
                                    10        20        30          
2MEPSP                      EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (10-34:260-284) 
 
                                    10        20        30          
2MEPSP                      EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (10-34:260-284) 
 
                                    10        20        30          
2MEPSP                      EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
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>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (10-34:260-284) 
 
                                    10        20        30          
2MEPSP                      EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (10-34:260-284) 
 
                                    10        20        30          
2MEPSP                      EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (10-34:260-284) 
 
                                    10        20        30          
2MEPSP                      EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (10-34:260-284) 
 
                                    10        20        30          
2MEPSP                      EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (10-34:260-284) 
 
                                    10        20        30          
2MEPSP                      EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (10-34:260-284) 
 
                                    10        20        30          
2MEPSP                      EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
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                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (8-34:258-284) 
 
                                      10        20        30        
2MEPSP                        EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
        40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (10-34:260-284) 
 
                                    10        20        30          
2MEPSP                      EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (10-34:260-284) 
 
                                    10        20        30          
2MEPSP                      EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
      40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.6  bits: 20.7 E():   16 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (45-61:205-221) 
 
           20        30        40        50        60        70     
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
           80 
2MEPSP GLPGGK 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (8-34:261-287) 
 
                                      10        20        30        
2MEPSP                        EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
        40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
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>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 80.5  bits: 21.9 E():   17 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (33-65:341-374) 
 
             10        20        30         40        50        60  
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
              70        80                                          
2MEPSP GTDCPPVRVNGIGGLPGGK                                          
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.4  bits: 21.0 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (8-34:266-292) 
 
                                      10        20        30        
2MEPSP                        EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
        40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (34-76:104-146) 
 
            10        20        30        40             50         
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
       60        70        80           
2MEPSP CFLGTDCPPVRVNGIGGLPGGK           
        : ..: :     ::::.               
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH 
            140           150       160 
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (44-66:12-38) 
 
            20        30        40        50            60          
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
      70        80                                                  
2MEPSP VNGIGGLPGGK                                                  
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.5  bits: 20.7 E():   19 
Smith-Waterman score: 52; 39.4% identity (57.6% similar) in 33 aa overlap (2-34:230-262) 
 
                                            10        20        30  
2MEPSP                              EEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :.:     :. :  . :::..:: : :: . 
gi|180 QAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAATAA 
     200       210       220       230       240       250          
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              40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
         :                                               
gi|180 AGGYKV                                            
     260                                                 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 78.9  bits: 21.6 E():   21 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (33-65:341-374) 
 
             10        20        30         40        50        60  
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
              70        80                                          
2MEPSP GTDCPPVRVNGIGGLPGGK                                          
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (72-79:119-126) 
 
              50        60        70        80                      
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK                      
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
gi|144 EEVD 
      150   
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 78.1  bits: 21.3 E():   22 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (45-62:295-313) 
 
           20        30        40         50        60        70    
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
            80                                                      
2MEPSP GGLPGGK                                                      
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 77.7  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (36-68:78-105) 
 
          10        20        30        40         50        60     
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
           70        80                         
2MEPSP CPPVRVNGIGGLPGGK                         
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.7  bits: 18.8 E():   24 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (41-78:32-71) 
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               20        30        40        50        60           
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
       70        80                   
2MEPSP RVNGIGGLPGGK                   
         :. ..:::                     
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK 
              70        80        90  
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 77.5  bits: 16.6 E():   24 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (22-36:2-16) 
 
               10        20        30        40        50        60 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                            :. ::. . : : .:                         
gi|320                     YTTEGGTKSEVEDVIPEGWK                     
                                   10        20                     
 
               70        80 
2MEPSP LGTDCPPVRVNGIGGLPGGK 
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (26-74:94-133) 
 
                    10        20        30        40        50      
2MEPSP      EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
          60        70        80                                    
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGK                                    
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.8  bits: 20.4 E():   27 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (10-34:280-304) 
 
                                    10        20        30          
2MEPSP                      EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
      40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 76.8  bits: 20.4 E():   27 
Smith-Waterman score: 51; 28.0% identity (58.0% similar) in 50 aa overlap (5-54:8-56) 
 
                  10        20        30        40        50        
2MEPSP    EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
              :..:..:   . .. : .: .:. :..:     . .   : ::  .: ::    
gi|107 MAHKSKILIIGGTGYIGKFIVEA-SAKSGHPTFALVRESTVSDPVKGKLVEKFKGLGVTL 
               10        20         30        40        50          
 
        60        70        80                                      
2MEPSP DCFLGTDCPPVRVNGIGGLPGGK                                      
                                                                    
gi|107 LHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGNDVDR 
      60        70        80        90       100       110          
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>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.5  bits: 20.7 E():   28 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (33-61:185-214) 
 
             10        20        30        40          50        60 
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
               70        80                                         
2MEPSP LGTDCPPVRVNGIGGLPGGK                                         
       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.3  bits: 18.8 E():   28 
Smith-Waterman score: 46; 42.1% identity (52.6% similar) in 38 aa overlap (1-34:62-96) 
 
                                             10        20           
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTA----AGG 
                                     ::..::: :     :.:: . :     ::  
gi|193 HKVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGD 
              40        50        60        70        80        90  
 
         30        40        50        60        70        80 
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
       :   : ::                                               
gi|193 N---VGDGKIGIDEFNHLVKH                                  
                100                                           
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.3  bits: 18.8 E():   28 
Smith-Waterman score: 46; 41.7% identity (62.5% similar) in 24 aa overlap (1-24:62-85) 
 
                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .:. ::: :   . : :. : :.:       
gi|207 QKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGD 
              40        50        60        70        80        90  
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                                          
gi|207 SDGDGKIGVEEFQALVKA                                 
             100                                          
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.0  bits: 18.2 E():   29 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (59-68:38-47) 
 
       30        40        50        60        70        80         
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK         
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.9  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (57-78:35-60) 
 
         30        40        50        60            70        80   
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGK   
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
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gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.9  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (57-78:35-60) 
 
         30        40        50        60            70        80   
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGK   
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.9  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (57-78:35-60) 
 
         30        40        50        60            70        80   
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGK   
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 50; 39.4% identity (54.5% similar) in 33 aa overlap (2-34:249-281) 
 
                                            10        20        30  
2MEPSP                              EEVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :.:     :. :  . :.:: :: : :: . 
gi|295 QAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAATAA 
      220       230       240       250       260       270         
 
              40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
         :                                               
gi|295 TGGYKV                                            
      280                                                
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.5  bits: 20.1 E():   31 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (19-74:211-264) 
 
                           10        20        30        40         
2MEPSP             EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
       50        60        70        80                       
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK                       
       .::  :...: . ::.    .: :.:                             
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.3  bits: 21.3 E():   32 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (39-79:55-104) 
 
       10        20        30        40        50                   
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
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      60        70        80                                        
2MEPSP FLGTDCPPVRVNGIGGLPGGK                                        
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.3  bits: 21.3 E():   32 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (39-79:55-104) 
 
       10        20        30        40        50                   
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
      60        70        80                                        
2MEPSP FLGTDCPPVRVNGIGGLPGGK                                        
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.3  bits: 21.3 E():   32 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (39-79:55-104) 
 
       10        20        30        40        50                   
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
      60        70        80                                        
2MEPSP FLGTDCPPVRVNGIGGLPGGK                                        
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 18.8 E():   33 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (60-69:48-57) 
 
      30        40        50        60        70        80          
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK          
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (18-43:11-39) 
 
               10        20        30           40        50        
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADV 
                        :... ::    .:::::   .:..  . :               
gi|226        MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGT 
                      10        20        30        40        50    
 
        60        70        80                                      
2MEPSP DCFLGTDCPPVRVNGIGGLPGGK                                      
                                                                    
gi|226 IKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGS 
            60        70        80        90       100       110    
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.7  bits: 18.5 E():   35 
Smith-Waterman score: 45; 41.7% identity (66.7% similar) in 24 aa overlap (1-24:62-85) 
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                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .:. ::: :   . :.:. : :.:       
gi|207 QKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGD 
              40        50        60        70        80        90  
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                                          
gi|207 SDGDGKIGVEEFQALVKA                                 
             100                                          
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.7  bits: 18.5 E():   35 
Smith-Waterman score: 45; 44.4% identity (72.2% similar) in 18 aa overlap (1-18:62-79) 
 
                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .:..::: :   . :.::             
gi|179 AKVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAGD 
              40        50        60        70        80        90  
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                                          
gi|179 SDGDGKIGVDEFTALVKA                                 
             100                                          
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (13-34:252-273) 
 
                                 10        20        30        40   
2MEPSP                   EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
             50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (13-34:252-273) 
 
                                 10        20        30        40   
2MEPSP                   EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
             50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (13-34:252-273) 
 
                                 10        20        30        40   
2MEPSP                   EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
             50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (13-34:252-273) 
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                                 10        20        30        40   
2MEPSP                   EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|168 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
             50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (47-73:13-38) 
 
         20        30        40        50        60        70       
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
         80                                                         
2MEPSP PGGK                                                         
                                                                    
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (13-35:22-44) 
 
                        10        20        30        40        50  
2MEPSP          EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGK                                
                                                                    
gi|753 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (13-35:22-44) 
 
                        10        20        30        40        50  
2MEPSP          EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGK                                
                                                                    
gi|198 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 73.6  bits: 21.0 E():   40 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (39-79:55-104) 
 
       10        20        30        40        50                   
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
      60        70        80                                        
2MEPSP FLGTDCPPVRVNGIGGLPGGK                                        
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
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           90       100       110       120       130       140     
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (30-65:40-74) 
 
                10        20        30        40        50          
2MEPSP  EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
      60        70        80                                        
2MEPSP FLGTDCPPVRVNGIGGLPGGK                                        
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.2  bits: 20.1 E():   42 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (33-61:184-213) 
 
             10        20        30        40          50        60 
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
               70        80                                         
2MEPSP LGTDCPPVRVNGIGGLPGGK                                         
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.2  bits: 20.1 E():   42 
Smith-Waterman score: 50; 23.4% identity (53.2% similar) in 47 aa overlap (19-65:351-397) 
 
                           10        20        30        40         
2MEPSP             EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :  .:.:.. . . .    : .   ::.:  
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
       50        60        70        80 
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
        : . .. . :  :. :                
gi|113 QLTMNAGVLTCSPGAPC                
              390                       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.2  bits: 20.1 E():   42 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (33-61:184-213) 
 
             10        20        30        40          50        60 
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
               70        80                                         
2MEPSP LGTDCPPVRVNGIGGLPGGK                                         
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (30-65:47-81) 
 
                10        20        30        40        50          
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2MEPSP  EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
      60        70        80                                        
2MEPSP FLGTDCPPVRVNGIGGLPGGK                                        
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.1  bits: 18.2 E():   42 
Smith-Waterman score: 44; 32.1% identity (71.4% similar) in 28 aa overlap (1-28:54-81) 
 
                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .... .: :.: :  . ..: .:::. :   
gi|598 ADKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPA 
            30        40        50        60        70        80    
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                                          
gi|598 EEKKEEKEEEKEESDEDMGFGLFD                           
            90       100                                  
 
>>gi|288559139|sp|P86431.1|PRVB1_ONCMY RecName: Full=Par  (108 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.1  bits: 18.2 E():   43 
Smith-Waterman score: 44; 45.8% identity (54.2% similar) in 24 aa overlap (1-24:61-84) 
 
                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     ::..::: :       :: : : :       
gi|288 HTLGFASKXXDDVKKXXXVLDQDASGFLEVEELKLFLQNFCPKXXXLTDAETKAFLKAGD 
               40        50        60        70        80        90 
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                                          
gi|288 ADGDGMLGLDEFAVLVKQ                                 
              100                                         
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.0  bits: 18.2 E():   43 
Smith-Waterman score: 44; 41.7% identity (62.5% similar) in 24 aa overlap (1-24:62-85) 
 
                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .:..:::     . :.:: : : :       
gi|148 AKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                                          
gi|148 SDGDGAIGVEEWAVLVKA                                 
             100                                          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.0  bits: 18.2 E():   43 
Smith-Waterman score: 44; 41.7% identity (62.5% similar) in 24 aa overlap (1-24:62-85) 
 
                                             10        20        30 
2MEPSP                               EEVQLFLGNAGIAMRSLTAAVTAAGGNATY 
                                     .:..:::     . :.:: : : :       
gi|145 AKCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGD 
              40        50        60        70        80        90  
 
               40        50        60        70        80 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
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gi|145 SDGDGAIGVDEWAVLVKA                                 
             100                                          
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.6  bits: 18.8 E():   45 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (35-59:59-82) 
 
           10        20        30        40        50        60     
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
           70        80                                             
2MEPSP CPPVRVNGIGGLPGGK                                             
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.6  bits: 18.8 E():   45 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (35-59:59-82) 
 
           10        20        30        40        50        60     
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
           70        80                                             
2MEPSP CPPVRVNGIGGLPGGK                                             
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.9  bits: 19.5 E():   50 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (5-32:7-33) 
 
                 10        20        30        40        50         
2MEPSP   EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 
             :..:..:   : .: : . : :. :..:                           
gi|198 MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPEKAQLLESFTSKGATLV 
               10        20         30        40        50          
 
       60        70        80                                       
2MEPSP CFLGTDCPPVRVNGIGGLPGGK                                       
                                                                    
gi|198 QGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFGNDVDKH 
      60        70        80        90       100       110          
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.7  bits: 15.3 E():   51 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (64-77:5-18) 
 
            40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                     :: :   . :  ::    
gi|244                           IGNEDCTPWMSTLITPLP    
                                         10            
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.6  bits: 19.8 E():   51 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (32-61:361-385) 
 
              10        20        30        40        50        60  
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
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              70        80 
2MEPSP GTDCPPVRVNGIGGLPGGK 
                           
gi|284 ELIRSLFGLP          
         390               
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 44; 40.7% identity (70.4% similar) in 27 aa overlap (3-29:8-32) 
 
                    10        20        30        40        50      
2MEPSP      EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
              : .::. : .   .:... :: ::.::                           
gi|300 MAAHKFMVAMFLAVAVVL--GLATSPTAEGGKATTEEQKLIEDINASFRAAMATTANVPP 
               10          20        30        40        50         
 
          60        70        80                                    
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGK                                    
                                                                    
gi|300 ADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFVLHF 
       60        70        80        90       100       110         
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 44; 40.7% identity (70.4% similar) in 27 aa overlap (3-29:8-32) 
 
                    10        20        30        40        50      
2MEPSP      EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
              : .::. : .   .:... :: ::.::                           
gi|300 MAAHKFMVAMFLAVAVVL--GLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTANVPP 
               10          20        30        40        50         
 
          60        70        80                                    
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGK                                    
                                                                    
gi|300 ADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFVLHF 
       60        70        80        90       100       110         
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (9-28:67-86) 
 
                                     10        20        30         
2MEPSP                       EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
       40        50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                                  
gi|833 EKEESDEDMGFGLFD                            
        100       110                             
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (9-28:67-86) 
 
                                     10        20        30         
2MEPSP                       EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
       40        50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                                  
gi|668 EKEESDEDMGFGLFD                            
        100       110                             
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>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (22-54:28-60) 
 
                     10        20        30        40        50     
2MEPSP       EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGK                                   
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.4  bits: 15.0 E():   60 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (22-36:2-16) 
 
               10        20        30        40        50        60 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                            :. ::. . . : .:                         
gi|320                     YTTEGGTKSEAEDVIPE                        
                                   10                               
 
               70        80 
2MEPSP LGTDCPPVRVNGIGGLPGGK 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 17.6 E():   60 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:69-88) 
 
                             10        20        30        40       
2MEPSP               EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
         50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                          
gi|105 T                                  
                                          
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 18.8 E():   60 
Smith-Waterman score: 46; 56.2% identity (68.8% similar) in 16 aa overlap (11-26:222-237) 
 
                                   10        20        30        40 
2MEPSP                     EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  .  ::.:::::               
gi|226 KYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV            
             200       210       220       230       240            
 
               50        60        70        80 
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 70.3  bits: 19.2 E():   60 
Smith-Waterman score: 47; 44.4% identity (66.7% similar) in 27 aa overlap (8-34:276-298) 
 
                                      10        20        30        
2MEPSP                        EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.:.:: .  :    
gi|663 YAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGATAAAGGYKA 
         250       260       270       280           290       300  
 
        40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
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>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.2 E():   61 
Smith-Waterman score: 49; 30.4% identity (60.9% similar) in 46 aa overlap (6-51:24-62) 
 
                                 10        20        30        40   
2MEPSP                   EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                              . ..:: :  .  ::. ::.:. :      : ....  
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAPAT-PAAAGAAAGKIT------PTQEQKL 
               10        20        30         40              50    
 
             50        60        70        80                       
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK                       
       . :. ::.:                                                    
gi|119 MEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDA 
            60        70        80        90       100       110    
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (11-54:17-60) 
 
                     10        20        30        40        50     
2MEPSP       EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : :  ::..:...  :..    .. :... . :  ..  ... : 
gi|130 MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEPG 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGK                                   
                                                                    
gi|130 HLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.6  bits: 19.5 E():   66 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (19-74:315-368) 
 
                           10        20        30        40         
2MEPSP             EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
       50        60        70        80                             
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK                             
       .::  :...: . ::.    .: :.:                                   
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (32-61:240-264) 
 
              10        20        30        40        50        60  
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
              70        80 
2MEPSP GTDCPPVRVNGIGGLPGGK 
                           
gi|225 ELIRSWFGLP          
          270              
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.3  bits: 17.6 E():   69 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (57-78:35-60) 
 
         30        40        50        60            70        80   
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGK   
                                     : ::  . .:   ::.  :::  . :     
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gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.6 E():   69 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (66-78:48-60) 
 
          40        50        60        70        80                
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK                
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.2  bits: 19.5 E():   70 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (5-51:346-393) 
 
                                         10        20         30    
2MEPSP                           EEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
            40        50        60        70        80              
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK              
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.1  bits: 19.5 E():   70 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (5-51:346-393) 
 
                                         10        20         30    
2MEPSP                           EEVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
            40        50        60        70        80              
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK              
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (40-58:40-58) 
 
      10        20        30        40        50        60          
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
      70        80                                                  
2MEPSP VNGIGGLPGGK                                                  
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.9 E():   72 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (47-66:84-104) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3205

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

         20        30        40         50        60        70      
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
          80                                  
2MEPSP LPGGK                                  
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 46; 32.0% identity (52.0% similar) in 25 aa overlap (55-79:25-49) 
 
           30        40        50        60        70        80     
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK     
                                     :..  . :. :     .: ::  ::      
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGGGGEDGGIDLGS 
                     10        20        30        40        50     
 
gi|145 IISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQT 
           60        70        80        90       100       110     
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.8  bits: 18.2 E():   73 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (12-36:121-145) 
 
                                  10        20        30        40  
2MEPSP                    EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
              50        60        70        80   
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK   
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (8-34:276-298) 
 
                                      10        20        30        
2MEPSP                        EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
        40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.5  bits: 19.5 E():   76 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (25-79:80-134) 
 
                     10        20        30        40        50     
2MEPSP       EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
           60        70        80                                   
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGK                                   
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
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 initn:  37 init1:  37 opt:  43  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (18-46:11-42) 
 
               10        20        30           40        50        
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADV 
                        :... ::    ...:::   ::..  . :...            
gi|116        MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGT 
                      10        20        30        40        50    
 
        60        70        80                                      
2MEPSP DCFLGTDCPPVRVNGIGGLPGGK                                      
                                                                    
gi|116 IKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGC 
            60        70        80        90       100       110    
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (42-74:319-348) 
 
              20        30        40        50        60         70 
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
               80                                      
2MEPSP NGIGGLPGGK                                      
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (18-34:112-128) 
 
                            10        20        30        40        
2MEPSP              EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (11-55:17-61) 
 
                     10        20        30        40        50     
2MEPSP       EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : ...  .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGK                                   
       :                                                            
gi|622 ALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (13-59:80-121) 
 
                                 10        20        30        40   
2MEPSP                   EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
             50        60        70        80 
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2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
        : ... :  . :: ::                      
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY          
          110       120       130             
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (17-36:232-251) 
 
                             10        20        30        40       
2MEPSP               EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
         50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                          
gi|898 AK                                 
                                          
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.7  bits: 17.9 E():   84 
Smith-Waterman score: 43; 25.5% identity (56.9% similar) in 51 aa overlap (15-64:8-54) 
 
               10        20        30        40        50        60 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                     :: .     .::... :.:    . .: ....  :.. .  : :   
gi|184        MSRKSGSRSSSKRSKKSGGGSN-VFD---MFTQRQVAEFKEGFQLMDRDKDGV 
                      10        20            30        40          
 
                70        80                                        
2MEPSP LG-TDCPPVRVNGIGGLPGGK                                        
       .: ::                                                        
gi|184 IGKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAF 
      50        60        70        80        90       100          
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.3 E():   84 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (47-78:58-95) 
 
         20        30        40        50            60          70 
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
               80                   
2MEPSP NGIGGLPGGK                   
       :. .::::                     
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK 
        90       100       110      
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.3 E():   84 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (47-78:58-95) 
 
         20        30        40        50            60          70 
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
               80                   
2MEPSP NGIGGLPGGK                   
       :. .::::                     
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK 
        90       100       110      
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.9 E():   87 
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Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (43-59:7-23) 
 
             20        30        40        50        60        70   
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
             80                                                     
2MEPSP IGGLPGGK                                                     
                                                                    
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.9 E():   87 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (43-59:7-23) 
 
             20        30        40        50        60        70   
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
             80                                                     
2MEPSP IGGLPGGK                                                     
                                                                    
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|239735|gb|AAB20453.1| Car b I=major allergen [Carpi  (40 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.3  bits: 15.7 E():   88 
Smith-Waterman score: 42; 32.1% identity (60.7% similar) in 28 aa overlap (19-43:11-38) 
 
               10        20        30           40        50        
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADV 
                         ... ::    .:::::   .:..  . :               
gi|239         GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAIXK             
                       10        20        30        40             
 
        60        70        80 
2MEPSP DCFLGTDCPPVRVNGIGGLPGGK 
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.5 E():   89 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 24 aa overlap (55-78:25-48) 
 
           30        40        50        60        70        80     
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK     
                                     :..  . :. :     .:.::  :       
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGGEGGCVDLGS 
                     10        20        30        40        50     
 
gi|275 IISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQT 
           60        70        80        90       100       110     
 
>>gi|239734|gb|AAB20452.1| Bet v I=major allergen [Betul  (43 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.8  bits: 15.7 E():   94 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (18-34:10-26) 
 
               10        20        30        40        50        60 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                        :... ::    ...:::                           
gi|239         GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAIXXVEN          
                       10        20        30        40             
 
               70        80 
2MEPSP LGTDCPPVRVNGIGGLPGGK 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 18.9 E():   96 
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Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (45-61:181-197) 
 
           20        30        40        50        60        70     
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
           80                                                       
2MEPSP GLPGGK                                                       
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.3 E():   97 
Smith-Waterman score: 41; 32.1% identity (60.7% similar) in 28 aa overlap (47-71:91-118) 
 
         20        30        40        50           60        70    
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK-QLGADVD--CFLGTDCPPVRVNGI 
                                     . :.: .: :.:   : . :  ::. ..   
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
            80       
2MEPSP GGLPGGK       
                     
gi|249 CSKIQSTIFRGYY 
              130    
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 18.9 E():   98 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (19-74:312-365) 
 
                           10        20        30        40         
2MEPSP             EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
             290       300       310       320       330        340 
 
       50        60        70        80                             
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK                             
       .::  :...: . ::.    .: :.:                                   
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTT 
               350       360       370       380       390          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (28-58:5-35) 
 
               10        20        30        40        50        60 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                  :.:.: :.        .:. . : ..: :.:   
gi|416                        MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADED 
                                      10        20        30        
 
               70        80                                         
2MEPSP LGTDCPPVRVNGIGGLPGGK                                         
                                                                    
gi|416 RLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKE 
        40        50        60        70        80        90        
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (28-58:5-35) 
 
               10        20        30        40        50        60 
2MEPSP EEVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF 
                                  :.:.: :.        .:. . : ..: :.:   
gi|461                        MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADED 
                                      10        20        30        
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               70        80                                         
2MEPSP LGTDCPPVRVNGIGGLPGGK                                         
                                                                    
gi|461 RLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKE 
        40        50        60        70        80        90        
 
>>gi|1588669|prf||2209273A Zm13                           (170 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.4  bits: 17.6 E():   99 
Smith-Waterman score: 42; 27.1% identity (50.8% similar) in 59 aa overlap (1-58:115-167) 
 
                                             10         20          
2MEPSP                               EEVQLFLGNAGIAM-RSLTAAVTAAGGNAT 
                                     .::: .   ::. . :..  . .   .:   
gi|158 ATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSLRPANPL 
           90       100       110       120       130       140     
 
      30        40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
         .  ::     :.   .. :::: .: :                       
gi|158 GYFKDVPL----PV--CAALLKQLDSDDDDDQ                    
          150             160       170                    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:34 2011 done: Tue Apr 19 10:57:34 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 93  - 172 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     1     2:* 
  32    13     8:==*== 
  34    32    22:=======*=== 
  36    30    44:==========    * 
  38    56    73:===================     * 
  40    79   102:===========================      * 
  42   108   125:====================================     * 
  44   152   138:=============================================*===== 
  46   124   140:==========================================    * 
  48   110   134:=====================================       * 
  50   117   122:======================================= * 
  52    87   108:=============================      * 
  54    82    92:============================  * 
  56   159    77:=========================*=========================== 
  58    65    63:====================*= 
  60    46    51:================* 
  62    21    41:=======      * 
  64    42    33:==========*=== 
  66    16    26:======  * 
  68    22    20:======*= 
  70    18    16:=====* 
  72    10    12:===* 
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  74    15    10:===*= 
  76    11     8:==*= 
  78    10     6:=*== 
  80    30     5:=*======== 
  82     6     3:*= 
  84    10     3:*=== 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     3     1:*         :*== 
  96     2     1:*         :*= 
  98     2     0:=         *== 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.57520.00379; mu= 8.5474 0.196 
 mean_var=36.9404 9.603, 0's: 2 Z-trim: 2  B-trim: 137 in 2/42 
 Lambda= 0.211020 
 Kolmogorov-Smirnov  statistic: 0.0775 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   63 24.0    0.89 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   60 23.1     1.5 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   59 22.7     1.8 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   59 22.7     1.8 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.4     2.1 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.8     2.5 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 23.7     2.7 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   57 22.1     2.8 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   55 21.5     4.3 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   54 21.2     5.3 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.5     5.7 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   57 22.2     7.2 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.1     7.4 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   52 20.6     8.1 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 20.9       9 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.6     9.2 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.9     9.7 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   51 20.3     9.8 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   51 20.3      10 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 20.0      10 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 20.0      10 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   51 20.3      11 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.2      11 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.2      11 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   50 20.0      13 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   54 21.3      13 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.3      14 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   54 21.3      15 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   54 21.3      15 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 21.9      15 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   49 19.7      15 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   49 19.7      15 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.3      16 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.3      16 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 21.0      16 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.0      16 
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gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.7      16 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 21.0      16 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 21.0      17 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 21.0      17 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 21.0      17 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.7      17 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.0      17 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 21.9      17 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 21.0      17 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 20.0      18 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   48 19.4      18 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.7      19 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   52 20.7      19 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.6      21 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.7      21 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.3      23 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 19.1      23 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 19.1      23 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   47 19.1      23 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.1      23 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.8      24 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.4      24 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.6      24 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.7      26 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.4      27 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   51 20.4      27 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.7      28 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.2      29 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.1      31 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   50 20.1      32 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.3      33 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.3      33 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.3      33 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.8      33 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 19.1      33 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   45 18.5      35 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   49 19.8      37 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   49 19.8      37 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.8      37 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   49 19.8      37 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.8      37 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.8      37 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.8      37 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.0      40 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.8      41 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.1      42 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.1      42 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.1      42 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.8      42 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   44 18.2      43 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.8      45 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.8      45 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.5      50 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 15.4      50 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.8      52 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   43 17.9      52 
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gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus  ( 109)   43 17.9      53 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   43 17.9      53 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   44 18.2      54 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   44 18.2      54 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.9      54 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.9      54 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 15.0      59 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.2      59 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   47 19.1      59 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.6      60 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   46 18.8      60 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.1      61 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.1      61 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 17.9      64 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   42 17.6      65 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   42 17.6      65 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.5      66 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.8      68 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.6      69 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.6      69 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.5      70 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.8      71 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.5      71 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.9      72 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   46 18.8      73 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.2      73 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.8      75 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.9      76 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.5      77 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.6      78 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.2      78 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.6      79 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   42 17.6      79 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.5      81 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 17.9      84 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.3      84 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.3      84 
gi|239735|gb|AAB20453.1| Car b I=major allergen [C (  40)   36 15.7      87 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.8      87 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.8      87 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   35 15.4      92 
gi|239734|gb|AAB20452.1| Bet v I=major allergen [B (  43)   36 15.7      93 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 18.9      96 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.3      97 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 18.9      98 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   40 17.0      98 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   40 17.0      98 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   40 17.0      98 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 103.4  bits: 24.0 E(): 0.89 
Smith-Waterman score: 63; 41.7% identity (66.7% similar) in 24 aa overlap (51-71:48-71) 
 
               30        40        50          60         70        
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::       
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
        80                                            
2MEPSP GKV                                            
                                                      
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 99.3  bits: 23.1 E():  1.5 
Smith-Waterman score: 60; 52.2% identity (69.6% similar) in 23 aa overlap (1-23:63-85) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
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                                     :..::: . : . : :::: : :        
gi|145 ACGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAGDE 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                                          
gi|145 DGDGMIGVDEFVTLVKA                                  
            100                                           
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  55 init1:  55 opt:  59  Z-score: 97.8  bits: 22.7 E():  1.8 
Smith-Waterman score: 59; 31.5% identity (59.3% similar) in 54 aa overlap (1-54:62-104) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :..::: : . . :.:: : : :     .. 
gi|288 KVGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA-----FL 
              40        50        60        70        80            
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
        ::     ..  :: ..:. ...:                           
gi|288 ADG-----DKD-GDGMIGVDEFAAMIKG                       
              90        100                               
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  55 init1:  55 opt:  59  Z-score: 97.8  bits: 22.7 E():  1.8 
Smith-Waterman score: 59; 31.5% identity (59.3% similar) in 54 aa overlap (1-54:62-104) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :..::: : . . :.:: : : :     .. 
gi|182 KVGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA-----FL 
              40        50        60        70        80            
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
        ::     ..  :: ..:. ...:                           
gi|182 ADG-----DKD-GDGMIGVDEFAAMIKG                       
              90        100                               
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 96.6  bits: 22.4 E():  2.1 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (51-71:24-46) 
 
               30        40        50          60        70         
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
       80                                               
2MEPSP KV                                               
                                                        
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 95.4  bits: 22.8 E():  2.5 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (58-78:66-87) 
 
        30        40        50        60        70         80       
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKV       
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
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>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  62  Z-score: 94.8  bits: 23.7 E():  2.7 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (4-61:8-62) 
 
                   10        20        30        40        50       
2MEPSP     EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
              ::.:..:   . .. : .: .:  ::::     . .   . .. ..: ::  : 
gi|324 MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSKVIENFKALG--V 
               10        20         30        40        50          
 
         60        70        80                                     
2MEPSP DCFLGTDCPPVRVNGIGGLPGGKV                                     
       .  ::                                                        
gi|324 NFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDV 
        60        70        80        90       100       110        
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 94.4  bits: 22.1 E():  2.8 
Smith-Waterman score: 57; 37.0% identity (58.7% similar) in 46 aa overlap (1-46:62-106) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :..::: : . . :.::   ::   .:  : 
gi|208 ACGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDV 
              40        50        60        70        80        90  
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
        ::  ..  . . :::                                   
gi|208 -DGDGKIGIEEFTDLVRSK                                
              100                                         
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 91.1  bits: 21.5 E():  4.3 
Smith-Waterman score: 55; 52.2% identity (60.9% similar) in 23 aa overlap (1-23:63-85) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :..::: :   : : :: : : :        
gi|222 SCGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAGDS 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                                          
gi|222 DGDGKIGAEEFAALVTA                                  
            100                                           
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 89.5  bits: 21.2 E():  5.3 
Smith-Waterman score: 54; 47.8% identity (69.6% similar) in 23 aa overlap (1-23:63-85) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :..::: : . . :.:: : : :        
gi|179 KVGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDS 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                                          
gi|179 DGDGKIGVDEFAALVKA                                  
            100                                           
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 88.9  bits: 21.5 E():  5.7 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (58-78:66-87) 
 
        30        40        50        60        70         80       
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKV       
                                     ::   :: :..  :   : : :         
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gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.0  bits: 22.2 E():  7.2 
Smith-Waterman score: 57; 39.4% identity (60.6% similar) in 33 aa overlap (1-33:255-287) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :.:     :..:  . :::..:: : :: . 
gi|144 QAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAATAA 
          230       240       250       260       270       280     
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
         :                                                
gi|144 AGGYKV                                             
          290                                             
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  54 init1:  54 opt:  63  Z-score: 86.9  bits: 24.1 E():  7.4 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (39-75:943-974) 
 
       10        20        30        40        50        60         
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
       70        80                                                 
2MEPSP VNGIGGLPGGKV                                                 
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.2  bits: 20.6 E():  8.1 
Smith-Waterman score: 52; 43.5% identity (69.6% similar) in 23 aa overlap (1-23:63-85) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :..::: : . . :.:. : : :        
gi|145 SCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAGDS 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                                          
gi|145 DGDGKIGVDEFAAMVKA                                  
            100                                           
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 85.3  bits: 20.9 E():    9 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (7-50:87-141) 
 
                                       10        20                 
2MEPSP                         EVQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
          30        40        50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
           .. ::: . . :: . ..: .                               
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT                    
        120       130       140       150                      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
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 initn:  52 init1:  52 opt:  52  Z-score: 85.2  bits: 20.6 E():  9.2 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (44-60:98-114) 
 
            20        30        40        50        60        70    
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
            80 
2MEPSP GLPGGKV 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.7  bits: 20.9 E():  9.7 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (58-79:66-88) 
 
        30        40        50        60        70         80       
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKV       
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.7  bits: 20.3 E():  9.8 
Smith-Waterman score: 51; 47.6% identity (71.4% similar) in 21 aa overlap (1-21:61-81) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :..::: : . . :.:: : :          
gi|288 KXXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAGDA 
               40        50        60        70        80        90 
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                                          
gi|288 DGDGMLGLDEFAVLVKQ                                  
              100                                         
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 84.3  bits: 20.3 E():   10 
Smith-Waterman score: 51; 31.6% identity (50.9% similar) in 57 aa overlap (1-57:62-107) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :..:::   .  .:.:: : : :     .. 
gi|131 KVGLDAFSADELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKA-----FL 
              40        50        60        70        80            
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
         :         ::  .:. ..:: ::                        
gi|131 KAGDSD------GDGKIGVDEFGALVDKWGAKG                  
         90             100       110                     
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 84.2  bits: 20.0 E():   10 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (40-77:32-71) 
 
      10        20        30        40        50          60        
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
        70        80                  
2MEPSP RVNGIGGLPGGKV                  
         :. ..:::                     
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK 
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              70        80        90  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 84.2  bits: 20.0 E():   10 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (40-77:33-72) 
 
      10        20        30        40        50          60        
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
        70        80                  
2MEPSP RVNGIGGLPGGKV                  
         :. ..:::                     
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK 
             70        80        90   
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 84.0  bits: 20.3 E():   11 
Smith-Waterman score: 51; 21.9% identity (52.1% similar) in 73 aa overlap (7-77:30-97) 
 
                                      10        20        30        
2MEPSP                        EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                    :.:. ..      : ..:.      .:.    
gi|547 MAYSAMTKLALVVALCMVVSVPIAQAITCGQASSSLAPCIPYVRGGGAVPPACCNGI--- 
               10        20        30        40        50           
 
        40        50          60        70        80                
2MEPSP RERPIGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKV                
         : ...:.    .  :  .:.  :... : :  :. ..:::                   
gi|547 --RNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCAT 
          60        70        80        90       100       110      
 
gi|547 VK 
          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 83.8  bits: 22.2 E():   11 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (31-73:262-299) 
 
               10        20        30        40        50        60 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
               70        80                                         
2MEPSP GTDCPPVRVNGIGGLPGGKV                                         
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 83.6  bits: 22.2 E():   11 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (51-71:383-405) 
 
               30        40        50          60        70         
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
       80                                               
2MEPSP KV                                               
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 82.4  bits: 20.0 E():   13 
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Smith-Waterman score: 50; 22.4% identity (52.6% similar) in 76 aa overlap (4-77:27-97) 
 
                                      10        20        30        
2MEPSP                        EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                 :  :...  .    : : ..:.      .:.    
gi|671 MACSAMTKLALVVALCMVVSVPIAQALTCGQVSSNLAPCIAYVRGGGAVPPACCNGI--- 
               10        20        30        40        50           
 
        40        50          60        70        80                
2MEPSP RERPIGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKV                
         : :..:.    .  .  .:.  :... : : .:. ..:::                   
gi|671 --RNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISPSTNCAT 
          60        70        80        90       100       110      
 
gi|671 VK 
          
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 82.2  bits: 21.3 E():   13 
Smith-Waterman score: 54; 42.4% identity (54.5% similar) in 33 aa overlap (1-33:251-283) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :.:     :. :  . :::: :: : :: . 
gi|239 QAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAA 
              230       240       250       260       270       280 
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
         :                                                
gi|239 TGGYKV                                             
                                                          
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.8  bits: 20.3 E():   14 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (58-76:42-62) 
 
        30        40        50        60          70        80      
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKV      
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.6  bits: 21.3 E():   15 
Smith-Waterman score: 54; 42.4% identity (54.5% similar) in 33 aa overlap (1-33:277-309) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :.:     :. :  . :::: :: : :: . 
gi|398 QAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAA 
        250       260       270       280       290       300       
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
         :                                                
gi|398 TGGYKV                                             
        310                                               
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.6  bits: 21.3 E():   15 
Smith-Waterman score: 54; 42.4% identity (54.5% similar) in 33 aa overlap (1-33:277-309) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :.:     :. :  . :::: :: : :: . 
gi|330 QAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAA 
        250       260       270       280       290       300       
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               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
         :                                                
gi|330 TGGYKV                                             
        310                                               
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 81.4  bits: 21.9 E():   15 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (34-60:454-481) 
 
            10        20        30        40         50        60   
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
             70        80 
2MEPSP DCPPVRVNGIGGLPGGKV 
                          
gi|424 IKKLFGLSH          
           490            
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.2  bits: 19.7 E():   15 
Smith-Waterman score: 49; 43.5% identity (65.2% similar) in 23 aa overlap (1-23:63-85) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :..::: :   . :.:. : : :        
gi|294 ACGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAGDS 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                                          
gi|294 DGDGKIGIDEFAAMIKG                                  
            100                                           
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.2  bits: 19.7 E():   15 
Smith-Waterman score: 49; 43.5% identity (65.2% similar) in 23 aa overlap (1-23:63-85) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :..::: :   . :.:. : : :        
gi|288 ACGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAGDS 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                                          
gi|288 DGDGKIGVDEFAAMIKG                                  
            100                                           
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 81.0  bits: 21.3 E():   16 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (46-78:174-206) 
 
          20        30        40        50        60        70      
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
           80                                                       
2MEPSP -PGGKV                                                       
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
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>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 81.0  bits: 20.3 E():   16 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (13-28:142-161) 
 
                                 10        20            30         
2MEPSP                   EVQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
       40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                                  
gi|249 GYKV                                       
                                                  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.7  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (7-33:251-277) 
 
                                       10        20        30       
2MEPSP                         EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
         40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.7  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (7-33:252-278) 
 
                                       10        20        30       
2MEPSP                         EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
         40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.6  bits: 20.7 E():   16 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (44-60:202-218) 
 
            20        30        40        50        60        70    
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
            80 
2MEPSP GLPGGKV 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (7-33:255-281) 
 
                                       10        20        30       
2MEPSP                         EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
         40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (9-33:260-284) 
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                                     10        20        30         
2MEPSP                       EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (9-33:260-284) 
 
                                     10        20        30         
2MEPSP                       EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (9-33:260-284) 
 
                                     10        20        30         
2MEPSP                       EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (9-33:260-284) 
 
                                     10        20        30         
2MEPSP                       EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (9-33:260-284) 
 
                                     10        20        30         
2MEPSP                       EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (9-33:260-284) 
 
                                     10        20        30         
2MEPSP                       EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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       40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (9-33:260-284) 
 
                                     10        20        30         
2MEPSP                       EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (9-33:260-284) 
 
                                     10        20        30         
2MEPSP                       EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (9-33:260-284) 
 
                                     10        20        30         
2MEPSP                       EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (9-33:260-284) 
 
                                     10        20        30         
2MEPSP                       EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (9-33:260-284) 
 
                                     10        20        30         
2MEPSP                       EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
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Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (9-33:260-284) 
 
                                     10        20        30         
2MEPSP                       EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (9-33:260-284) 
 
                                     10        20        30         
2MEPSP                       EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (9-33:260-284) 
 
                                     10        20        30         
2MEPSP                       EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
       40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (7-33:258-284) 
 
                                       10        20        30       
2MEPSP                         EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
         40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.5  bits: 20.7 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (44-60:205-221) 
 
            20        30        40        50        60        70    
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
            80 
2MEPSP GLPGGKV 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (7-33:261-287) 
 
                                       10        20        30       
2MEPSP                         EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
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              240       250       260       270       280       290 
 
         40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 80.4  bits: 21.9 E():   17 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (32-64:341-374) 
 
              10        20        30         40        50        60 
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
               70        80                                         
2MEPSP GTDCPPVRVNGIGGLPGGKV                                         
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.3  bits: 21.0 E():   17 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (7-33:266-292) 
 
                                       10        20        30       
2MEPSP                         EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
         40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (33-75:104-146) 
 
             10        20        30        40             50        
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
        60        70        80          
2MEPSP CFLGTDCPPVRVNGIGGLPGGKV          
        : ..: :     ::::.               
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH 
            140           150       160 
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.7  bits: 19.4 E():   18 
Smith-Waterman score: 48; 43.5% identity (65.2% similar) in 23 aa overlap (1-23:61-83) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :..::: :   . :.:. : : :        
gi|777 ACGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDS 
               40        50        60        70        80        90 
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                                          
gi|777 DGDGKIGVDEFAAMVKH                                  
              100                                         
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (43-65:12-38) 
 
             20        30        40        50            60         
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2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
       70        80                                                 
2MEPSP VNGIGGLPGGKV                                                 
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.5  bits: 20.7 E():   19 
Smith-Waterman score: 52; 39.4% identity (57.6% similar) in 33 aa overlap (1-33:230-262) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :.:     :. :  . :::..:: : :: . 
gi|180 QAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAATAA 
     200       210       220       230       240       250          
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
         :                                                
gi|180 AGGYKV                                             
     260                                                  
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 78.8  bits: 21.6 E():   21 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (32-64:341-374) 
 
              10        20        30         40        50        60 
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
               70        80                                         
2MEPSP GTDCPPVRVNGIGGLPGGKV                                         
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (71-78:119-126) 
 
               50        60        70        80                     
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV                     
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
gi|144 EEVD 
      150   
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 78.1  bits: 21.3 E():   23 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (44-61:295-313) 
 
            20        30        40         50        60        70   
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
             80                                                     
2MEPSP GGLPGGKV                                                     
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
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>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.0  bits: 19.1 E():   23 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (35-63:73-101) 
 
           10        20        30        40        50        60     
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
           70        80 
2MEPSP PPVRVNGIGGLPGGKV 
                        
gi|209 FAVLVKQ          
                        
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.0  bits: 19.1 E():   23 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (35-63:73-101) 
 
           10        20        30        40        50        60     
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
           70        80 
2MEPSP PPVRVNGIGGLPGGKV 
                        
gi|249 FAVLVKQ          
                        
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.0  bits: 19.1 E():   23 
Smith-Waterman score: 47; 42.9% identity (71.4% similar) in 21 aa overlap (1-21:63-83) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :..::: : . . :.:. : :          
gi|148 KVGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDS 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                                          
gi|148 DGDGKIGVDEFGAMIKA                                  
            100                                           
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.0  bits: 19.1 E():   23 
Smith-Waterman score: 47; 42.9% identity (71.4% similar) in 21 aa overlap (1-21:63-83) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :..::: : . . :.:. : :          
gi|145 KVGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDS 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                                          
gi|145 DGDGKIGVDEFGAMIKA                                  
            100                                           
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.7  bits: 18.8 E():   24 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (40-77:32-71) 
 
      10        20        30        40        50          60        
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
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                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
        70        80                  
2MEPSP RVNGIGGLPGGKV                  
         :. ..:::                     
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK 
              70        80        90  
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 77.7  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (35-67:78-105) 
 
           10        20        30        40         50        60    
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
            70        80                        
2MEPSP CPPVRVNGIGGLPGGKV                        
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 77.6  bits: 16.6 E():   24 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (21-35:2-16) 
 
               10        20        30        40        50        60 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                           :. ::. . : : .:                          
gi|320                    YTTEGGTKSEVEDVIPEGWK                      
                                  10        20                      
 
               70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKV 
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.0  bits: 20.7 E():   26 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (25-73:94-133) 
 
                     10        20        30        40        50     
2MEPSP       EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
           60        70        80                                   
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKV                                   
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.7  bits: 20.4 E():   27 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (9-33:280-304) 
 
                                     10        20        30         
2MEPSP                       EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
       40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 76.7  bits: 20.4 E():   27 
Smith-Waterman score: 51; 28.0% identity (58.0% similar) in 50 aa overlap (4-53:8-56) 
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                   10        20        30        40        50       
2MEPSP     EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
              :..:..:   . .. : .: .:. :..:     . .   : ::  .: ::    
gi|107 MAHKSKILIIGGTGYIGKFIVEA-SAKSGHPTFALVRESTVSDPVKGKLVEKFKGLGVTL 
               10        20         30        40        50          
 
         60        70        80                                     
2MEPSP DCFLGTDCPPVRVNGIGGLPGGKV                                     
                                                                    
gi|107 LHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGNDVDR 
      60        70        80        90       100       110          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.4  bits: 20.7 E():   28 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (32-60:185-214) 
 
              10        20        30        40          50          
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
      60        70        80                                        
2MEPSP LGTDCPPVRVNGIGGLPGGKV                                        
       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.0  bits: 18.2 E():   29 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (58-67:38-47) 
 
        30        40        50        60        70        80        
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV        
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.9  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (56-77:35-60) 
 
          30        40        50            60        70        80  
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKV  
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.9  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (56-77:35-60) 
 
          30        40        50            60        70        80  
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKV  
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.9  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (56-77:35-60) 
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          30        40        50            60        70        80  
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKV  
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 50; 39.4% identity (54.5% similar) in 33 aa overlap (1-33:249-281) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :.:     :. :  . :.:: :: : :: . 
gi|295 QAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAATAA 
      220       230       240       250       260       270         
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
         :                                                
gi|295 TGGYKV                                             
      280                                                 
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.5  bits: 20.1 E():   32 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (18-73:211-264) 
 
                            10        20        30        40        
2MEPSP              EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
        50        60        70        80                      
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV                      
       .::  :...: . ::.    .: :.:                             
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.2  bits: 21.3 E():   33 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (38-78:55-104) 
 
        10        20        30        40        50                  
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
       60        70        80                                       
2MEPSP FLGTDCPPVRVNGIGGLPGGKV                                       
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.2  bits: 21.3 E():   33 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (38-78:55-104) 
 
        10        20        30        40        50                  
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
       60        70        80                                       
2MEPSP FLGTDCPPVRVNGIGGLPGGKV                                       
       .::     : :::  .. ::                                         
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gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.2  bits: 21.3 E():   33 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (38-78:55-104) 
 
        10        20        30        40        50                  
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
       60        70        80                                       
2MEPSP FLGTDCPPVRVNGIGGLPGGKV                                       
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 18.8 E():   33 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (59-68:48-57) 
 
       30        40        50        60        70        80         
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV         
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (17-42:11-39) 
 
               10        20        30           40        50        
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVD 
                       :... ::    .:::::   .:..  . :                
gi|226       MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTI 
                     10        20        30        40        50     
 
        60        70        80                                      
2MEPSP CFLGTDCPPVRVNGIGGLPGGKV                                      
                                                                    
gi|226 KNITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSI 
           60        70        80        90       100       110     
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.7  bits: 18.5 E():   35 
Smith-Waterman score: 45; 47.8% identity (56.5% similar) in 23 aa overlap (1-23:63-85) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :..::: :     : :: : : :        
gi|288 TIGFASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGDA 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                                          
gi|288 DGDGMIGIDEFAVWVKQ                                  
            100                                           
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (12-33:252-273) 
 
                                  10        20        30        40  
2MEPSP                    EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
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gi|313 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
              50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (12-33:252-273) 
 
                                  10        20        30        40  
2MEPSP                    EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
              50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (12-33:252-273) 
 
                                  10        20        30        40  
2MEPSP                    EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
              50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (12-33:252-273) 
 
                                  10        20        30        40  
2MEPSP                    EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|168 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
              50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (46-72:13-38) 
 
          20        30        40        50        60        70      
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
          80                                                        
2MEPSP PGGKV                                                        
                                                                    
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (12-34:22-44) 
 
                         10        20        30        40        50 
2MEPSP           EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3233

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

               60        70        80                               
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKV                               
                                                                    
gi|753 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (12-34:22-44) 
 
                         10        20        30        40        50 
2MEPSP           EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKV                               
                                                                    
gi|198 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 73.5  bits: 21.0 E():   40 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (38-78:55-104) 
 
        10        20        30        40        50                  
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
       60        70        80                                       
2MEPSP FLGTDCPPVRVNGIGGLPGGKV                                       
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (29-64:40-74) 
 
                 10        20        30        40        50         
2MEPSP   EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
       60        70        80                                       
2MEPSP FLGTDCPPVRVNGIGGLPGGKV                                       
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.2  bits: 20.1 E():   42 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (32-60:184-213) 
 
              10        20        30        40          50          
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
      60        70        80                                        
2MEPSP LGTDCPPVRVNGIGGLPGGKV                                        
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
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 initn:  50 init1:  50 opt:  50  Z-score: 73.2  bits: 20.1 E():   42 
Smith-Waterman score: 50; 23.4% identity (53.2% similar) in 47 aa overlap (18-64:351-397) 
 
                            10        20        30        40        
2MEPSP              EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :  .:.:.. . . .    : .   ::.:  
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
        50        60        70        80 
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
        : . .. . :  :. :                 
gi|113 QLTMNAGVLTCSPGAPC                 
              390                        
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.2  bits: 20.1 E():   42 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (32-60:184-213) 
 
              10        20        30        40          50          
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
      60        70        80                                        
2MEPSP LGTDCPPVRVNGIGGLPGGKV                                        
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.1  bits: 18.8 E():   42 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (29-64:47-81) 
 
                 10        20        30        40        50         
2MEPSP   EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
       60        70        80                                       
2MEPSP FLGTDCPPVRVNGIGGLPGGKV                                       
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.0  bits: 18.2 E():   43 
Smith-Waterman score: 44; 43.5% identity (60.9% similar) in 23 aa overlap (1-23:63-85) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :. ::: :   . : :. : :.:        
gi|207 KVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDS 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                                          
gi|207 DGDGKIGVEEFQALVKA                                  
            100                                           
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.6  bits: 18.8 E():   45 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (34-58:59-82) 
 
            10        20        30        40        50        60    
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
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       30        40        50        60        70        80         
 
            70        80                                            
2MEPSP CPPVRVNGIGGLPGGKV                                            
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.6  bits: 18.8 E():   45 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (34-58:59-82) 
 
            10        20        30        40        50        60    
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
            70        80                                            
2MEPSP CPPVRVNGIGGLPGGKV                                            
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.8  bits: 19.5 E():   50 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (4-31:7-33) 
 
                  10        20        30        40        50        
2MEPSP    EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 
             :..:..:   : .: : . : :. :..:                           
gi|198 MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPEKAQLLESFTSKGATLV 
               10        20         30        40        50          
 
        60        70        80                                      
2MEPSP CFLGTDCPPVRVNGIGGLPGGKV                                      
                                                                    
gi|198 QGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFGNDVDKH 
      60        70        80        90       100       110          
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.8  bits: 15.4 E():   50 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (63-76:5-18) 
 
             40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                     :: :   . :  ::     
gi|244                           IGNEDCTPWMSTLITPLP     
                                         10             
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.6  bits: 19.8 E():   52 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (31-60:361-385) 
 
               10        20        30        40        50        60 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
               70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKV 
                            
gi|284 ELIRSLFGLP           
         390                
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 43; 33.3% identity (70.4% similar) in 27 aa overlap (1-27:55-81) 
 
                                             10        20        30 
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2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     ... .: :.: :  . ..: .:::. :    
gi|598 DKIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPAE 
           30        40        50        60        70        80     
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                                          
gi|598 EKKEEKEEEKEESDEDMGFGLFD                            
           90       100                                   
 
>>gi|17977827|emb|CAC83659.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 43; 47.1% identity (70.6% similar) in 17 aa overlap (1-17:63-79) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :..::: :   . :.::              
gi|179 KVGLTSKSADDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAGARALTDGETKTFLKAGDS 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                                          
gi|179 DGDGKIGVDEFTALVKA                                  
            100                                           
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 43; 43.5% identity (65.2% similar) in 23 aa overlap (1-23:63-85) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :. ::: :   . :.:. : :.:        
gi|207 KVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDS 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                                          
gi|207 DGDGKIGVEEFQALVKA                                  
            100                                           
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 44; 40.7% identity (70.4% similar) in 27 aa overlap (2-28:8-32) 
 
                     10        20        30        40        50     
2MEPSP       EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
              : .::. : .   .:... :: ::.::                           
gi|300 MAAHKFMVAMFLAVAVVL--GLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTANVPP 
               10          20        30        40        50         
 
           60        70        80                                   
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKV                                   
                                                                    
gi|300 ADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFVLHF 
       60        70        80        90       100       110         
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 44; 40.7% identity (70.4% similar) in 27 aa overlap (2-28:8-32) 
 
                     10        20        30        40        50     
2MEPSP       EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
              : .::. : .   .:... :: ::.::                           
gi|300 MAAHKFMVAMFLAVAVVL--GLATSPTAEGGKATTEEQKLIEDINASFRAAMATTANVPP 
               10          20        30        40        50         
 
           60        70        80                                   
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKV                                   
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gi|300 ADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFVLHF 
       60        70        80        90       100       110         
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (8-27:67-86) 
 
                                      10        20        30        
2MEPSP                        EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
        40        50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                                   
gi|833 EKEESDEDMGFGLFD                             
        100       110                              
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (8-27:67-86) 
 
                                      10        20        30        
2MEPSP                        EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
        40        50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                                   
gi|668 EKEESDEDMGFGLFD                             
        100       110                              
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.6  bits: 15.0 E():   59 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (21-35:2-16) 
 
               10        20        30        40        50        60 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                           :. ::. . . : .:                          
gi|320                    YTTEGGTKSEAEDVIPE                         
                                  10                                
 
               70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKV 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (21-53:28-60) 
 
                      10        20        30        40        50    
2MEPSP        EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKV                                  
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 33.3% identity (55.6% similar) in 27 aa overlap (54-80:25-50) 
 
            30        40        50        60        70        80    
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV    
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                                     :..  . :. :     .:.::  :: :    
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLG 
                     10        20        30        40         50    
 
gi|275 SIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 17.6 E():   60 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:69-88) 
 
                              10        20        30        40      
2MEPSP                EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
          50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                           
gi|105 T                                   
                                           
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 18.8 E():   60 
Smith-Waterman score: 46; 56.2% identity (68.8% similar) in 16 aa overlap (10-25:222-237) 
 
                                    10        20        30          
2MEPSP                      EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  .  ::.:::::               
gi|226 KYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV            
             200       210       220       230       240            
 
      40        50        60        70        80 
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 44.4% identity (66.7% similar) in 27 aa overlap (7-33:276-298) 
 
                                       10        20        30       
2MEPSP                         EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.:.:: .  :    
gi|663 YAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGATAAAGGYKA 
         250       260       270       280           290       300  
 
         40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 49; 30.4% identity (60.9% similar) in 46 aa overlap (5-50:24-62) 
 
                                  10        20        30        40  
2MEPSP                    EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                              . ..:: :  .  ::. ::.:. :      : ....  
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAPAT-PAAAGAAAGKIT------PTQEQKL 
               10        20        30         40              50    
 
              50        60        70        80                      
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV                      
       . :. ::.:                                                    
gi|119 MEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDA 
            60        70        80        90       100       110    
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (10-53:17-60) 
 
                      10        20        30        40        50    
2MEPSP        EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
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                       : :  ::..:...  :..    .. :... . :  ..  ... : 
gi|130 MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEPG 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKV                                  
                                                                    
gi|130 HLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 17.6 E():   65 
Smith-Waterman score: 42; 43.5% identity (60.9% similar) in 23 aa overlap (1-23:63-85) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :..:::     . :.:: : : :        
gi|145 KCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDS 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                                          
gi|145 DGDGAIGVDEWAVLVKA                                  
            100                                           
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 17.6 E():   65 
Smith-Waterman score: 42; 43.5% identity (60.9% similar) in 23 aa overlap (1-23:63-85) 
 
                                             10        20        30 
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTAAGGNATYV 
                                     :..:::     . :.:: : : :        
gi|148 KCGLSGKSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDS 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                                          
gi|148 DGDGAIGVEEWAVLVKA                                  
            100                                           
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.6  bits: 19.5 E():   66 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (18-73:315-368) 
 
                            10        20        30        40        
2MEPSP              EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
        50        60        70        80                            
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV                            
       .::  :...: . ::.    .: :.:                                   
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (31-60:240-264) 
 
               10        20        30        40        50        60 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
               70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKV 
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gi|225 ELIRSWFGLP           
          270               
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.3  bits: 17.6 E():   69 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (56-77:35-60) 
 
          30        40        50          60          70        80  
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKV  
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.6 E():   69 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (65-77:48-60) 
 
           40        50        60        70        80               
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV               
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.1  bits: 19.5 E():   70 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (4-50:346-393) 
 
                                          10        20         30   
2MEPSP                            EVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
             40        50        60        70        80             
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV             
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (39-57:40-58) 
 
       10        20        30        40        50        60         
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
       70        80                                                 
2MEPSP VNGIGGLPGGKV                                                 
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 69.1  bits: 19.5 E():   71 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (4-50:346-393) 
 
                                          10        20         30   
2MEPSP                            EVQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
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             40        50        60        70        80             
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV             
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.9 E():   72 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (46-65:84-104) 
 
          20        30        40         50        60        70     
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
           80                                 
2MEPSP LPGGKV                                 
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 46; 32.0% identity (52.0% similar) in 25 aa overlap (54-78:25-49) 
 
            30        40        50        60        70        80    
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV    
                                     :..  . :. :     .: ::  ::      
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGGGGEDGGIDLGS 
                     10        20        30        40        50     
 
gi|145 IISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQT 
           60        70        80        90       100       110     
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.8  bits: 18.2 E():   73 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (11-35:121-145) 
 
                                   10        20        30        40 
2MEPSP                     EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
               50        60        70        80  
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV  
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.7  bits: 18.8 E():   75 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (7-33:276-298) 
 
                                       10        20        30       
2MEPSP                         EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
         40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (17-45:11-42) 
 
               10        20        30           40        50        
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVD 
                       :... ::    ...:::   ::..  . :...             
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gi|116       MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTI 
                     10        20        30        40        50     
 
        60        70        80                                      
2MEPSP CFLGTDCPPVRVNGIGGLPGGKV                                      
                                                                    
gi|116 KKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCV 
           60        70        80        90       100       110     
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.4  bits: 19.5 E():   77 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (24-78:80-134) 
 
                      10        20        30        40        50    
2MEPSP        EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
            60        70        80                                  
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKV                                  
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (17-33:112-128) 
 
                             10        20        30        40       
2MEPSP               EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
         50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 19.2 E():   78 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (41-73:319-348) 
 
               20        30        40        50        60           
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
      70        80                                     
2MEPSP NGIGGLPGGKV                                     
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (12-58:80-121) 
 
                                  10        20        30        40  
2MEPSP                    EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
              50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
        : ... :  . :: ::                       
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY           
          110       120       130              
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 20.0% identity (62.2% similar) in 45 aa overlap (10-54:17-61) 
 
                      10        20        30        40        50    
2MEPSP        EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : ...  .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKV                                  
       :                                                            
gi|622 ALAPTGLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (16-35:232-251) 
 
                              10        20        30        40      
2MEPSP                EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
          50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                           
gi|898 AK                                  
                                           
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.7  bits: 17.9 E():   84 
Smith-Waterman score: 43; 25.5% identity (56.9% similar) in 51 aa overlap (14-63:8-54) 
 
               10        20        30        40        50        60 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                    :: .     .::... :.:    . .: ....  :.. .  : :  . 
gi|184       MSRKSGSRSSSKRSKKSGGGSN-VFD---MFTQRQVAEFKEGFQLMDRDKDGVI 
                     10        20            30        40        50 
 
                70        80                                        
2MEPSP G-TDCPPVRVNGIGGLPGGKV                                        
       : ::                                                         
gi|184 GKTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFL 
               60        70        80        90       100       110 
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.3 E():   84 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (46-77:58-95) 
 
          20        30        40        50              60          
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
      70        80                  
2MEPSP NGIGGLPGGKV                  
       :. .::::                     
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK 
        90       100       110      
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.3 E():   84 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (46-77:58-95) 
 
          20        30        40        50              60          
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
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        30        40        50        60        70        80        
 
      70        80                  
2MEPSP NGIGGLPGGKV                  
       :. .::::                     
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK 
        90       100       110      
 
>>gi|239735|gb|AAB20453.1| Car b I=major allergen [Carpi  (40 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.4  bits: 15.7 E():   87 
Smith-Waterman score: 42; 32.1% identity (60.7% similar) in 28 aa overlap (18-42:11-38) 
 
               10        20        30           40        50        
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVD 
                        ... ::    .:::::   .:..  . :                
gi|239        GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAIXK              
                      10        20        30        40              
 
        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKV 
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.8 E():   87 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (42-58:7-23) 
 
              20        30        40        50        60        70  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
              80                                                    
2MEPSP IGGLPGGKV                                                    
                                                                    
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.8 E():   87 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (42-58:7-23) 
 
              20        30        40        50        60        70  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
              80                                                    
2MEPSP IGGLPGGKV                                                    
                                                                    
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.0  bits: 15.4 E():   92 
Smith-Waterman score: 35; 55.6% identity (66.7% similar) in 9 aa overlap (72-80:2-10) 
 
              50        60        70        80                      
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV                      
                                     ::  :: :.                      
gi|691                              AIGDKPGPKITATYXXKWLEAKATFYGSNPR 
                                            10        20        30  
 
gi|691 GAA 
           
 
>>gi|239734|gb|AAB20452.1| Bet v I=major allergen [Betul  (43 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.9  bits: 15.7 E():   93 
Smith-Waterman score: 36; 35.3% identity (70.6% similar) in 17 aa overlap (17-33:10-26) 
 
               10        20        30        40        50        60 
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2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                       :... ::    ...:::                            
gi|239        GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAIXXVEN           
                      10        20        30        40              
 
               70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKV 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 18.9 E():   96 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (44-60:181-197) 
 
            20        30        40        50        60        70    
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
            80                                                      
2MEPSP GLPGGKV                                                      
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.3 E():   97 
Smith-Waterman score: 41; 32.1% identity (60.7% similar) in 28 aa overlap (46-70:91-118) 
 
          20        30        40        50           60        70   
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK-QLGADVD--CFLGTDCPPVRVNGI 
                                     . :.: .: :.:   : . :  ::. ..   
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
             80      
2MEPSP GGLPGGKV      
                     
gi|249 CSKIQSTIFRGYY 
              130    
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 18.9 E():   98 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (18-73:312-365) 
 
                            10        20        30        40        
2MEPSP              EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
             290       300       310       320       330        340 
 
        50        60        70        80                            
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV                            
       .::  :...: . ::.    .: :.:                                   
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTT 
               350       360       370       380       390          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   98 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (27-57:5-35) 
 
               10        20        30        40        50        60 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                 :.:.: :.        .:. . : ..: :.:    
gi|416                       MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR 
                                     10        20        30         
 
               70        80                                         
2MEPSP GTDCPPVRVNGIGGLPGGKV                                         
                                                                    
gi|416 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
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>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   98 
Smith-Waterman score: 40; 29.0% identity (58.1% similar) in 31 aa overlap (27-57:5-35) 
 
               10        20        30        40        50        60 
2MEPSP EVQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                 :.:.: :.        .:. . : ..: :.:    
gi|461                       MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR 
                                     10        20        30         
 
               70        80                                         
2MEPSP GTDCPPVRVNGIGGLPGGKV                                         
                                                                    
gi|461 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.4  bits: 17.0 E():   98 
Smith-Waterman score: 40; 40.5% identity (51.4% similar) in 37 aa overlap (1-33:63-96) 
 
                                             10        20           
2MEPSP                               EVQLFLGNAGIAMRSLTAAVTA----AGGN 
                                     :..::: :     :.:: . :     :: : 
gi|193 KVGMSGKSADELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDN 
             40        50        60        70        80        90   
 
         30        40        50        60        70        80 
2MEPSP ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
          : ::                                                
gi|193 ---VGDGKIGIDEFNHLVKH                                   
               100                                            
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:34 2011 done: Tue Apr 19 10:57:34 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 94  - 173 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     3     0:= 
  30     1     2:* 
  32     5     8:==* 
  34    30    22:=======*== 
  36    48    44:==============*= 
  38    35    73:============            * 
  40    82   102:============================     * 
  42   115   125:=======================================  * 
  44   154   138:=============================================*====== 
  46   129   140:===========================================   * 
  48   125   134:==========================================  * 
  50   117   122:======================================= * 
  52    82   108:============================       * 
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  54    80    92:===========================   * 
  56   158    77:=========================*=========================== 
  58    74    63:====================*==== 
  60    32    51:===========     * 
  62    32    41:===========  * 
  64    44    33:==========*==== 
  66    17    26:======  * 
  68    21    20:======* 
  70    10    16:==== * 
  72    17    12:===*== 
  74    15    10:===*= 
  76     9     8:==* 
  78    28     6:=*======== 
  80     8     5:=*= 
  82     8     3:*== 
  84     2     3:* 
  86     4     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.15580.00377; mu= 10.8354 0.195 
 mean_var=40.644210.539, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.201175 
 Kolmogorov-Smirnov  statistic: 0.0694 (N=28) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   63 23.4     1.3 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 21.9       3 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.3     3.4 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 23.4     3.4 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   54 20.8     7.2 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.2     7.5 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.0     8.1 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   53 20.5     8.7 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   53 20.5     8.7 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 20.6      12 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.2      12 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.6      12 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.0      13 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.0      13 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   51 19.9      13 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.6      14 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   51 19.9      14 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.6      14 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.0      16 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 21.7      17 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   50 19.6      17 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.0      18 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.1      18 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 21.8      19 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.7      19 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.7      19 
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gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.0      19 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.7      19 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   49 19.3      19 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   53 20.7      19 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.7      20 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.7      20 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.7      20 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.7      20 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.4      20 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.4      20 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.7      20 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   53 20.8      21 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   53 20.8      21 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 19.7      22 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.5      23 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.4      23 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   48 19.1      24 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.2      25 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.4      26 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 18.8      29 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 18.8      29 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.5      29 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.1      29 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.4      30 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.2      31 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   51 20.2      31 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.5      31 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.2      35 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.2      35 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.2      35 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.0      35 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   46 18.5      35 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   50 19.9      36 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.5      36 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.5      37 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.5      37 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.5      37 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.8      38 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.9      40 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.5      40 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.6      41 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   49 19.6      42 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.6      42 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   49 19.6      42 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   49 19.6      42 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.6      42 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.0      42 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   45 18.2      42 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   49 19.6      43 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.5      45 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.5      45 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 19.9      46 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 19.9      46 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 19.9      46 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.6      49 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.6      50 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   45 18.2      51 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.6      53 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.6      53 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3249

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.3      56 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.6      56 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   44 17.9      64 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   44 17.9      64 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   43 17.6      64 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   43 17.6      64 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.6      65 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.6      65 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   47 19.0      66 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.0      67 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.0      67 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   46 18.7      68 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.0      69 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.9      71 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.4      71 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.3      72 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.4      75 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.4      75 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 17.6      75 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.7      75 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   42 17.3      77 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.7      78 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   46 18.7      80 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.4      80 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.7      81 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.3      81 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.3      82 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.5      82 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.1      83 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.0      83 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.7      84 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.7      88 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.4      89 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.4      90 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.4      92 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.8      93 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.8      93 
gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 ( 107)   41 17.0      93 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   41 17.0      95 
gi|148356693|emb|CAM56786.1| parvalbumin beta [Gad ( 109)   41 17.0      95 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 17.7      95 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.0      99 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.0      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 100.5  bits: 23.4 E():  1.3 
Smith-Waterman score: 63; 41.7% identity (66.7% similar) in 24 aa overlap (50-70:48-71) 
 
      20        30        40        50           60        70       
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::       
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
         80                                           
2MEPSP GKVK                                           
                                                      
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 93.9  bits: 21.9 E():    3 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (50-70:24-46) 
 
      20        30        40        50          60        70        
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
        80                                              
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2MEPSP KVK                                              
                                                        
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 93.0  bits: 22.3 E():  3.4 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (57-77:66-87) 
 
         30        40        50        60        70         80      
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVK      
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  62  Z-score: 92.9  bits: 23.4 E():  3.4 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (3-60:8-62) 
 
                    10        20        30        40        50      
2MEPSP      VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
              ::.:..:   . .. : .: .:  ::::     . .   . .. ..: ::  : 
gi|324 MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSKVIENFKALG--V 
               10        20         30        40        50          
 
          60        70        80                                    
2MEPSP DCFLGTDCPPVRVNGIGGLPGGKVK                                    
       .  ::                                                        
gi|324 NFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDV 
        60        70        80        90       100       110        
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 87.1  bits: 20.8 E():  7.2 
Smith-Waterman score: 54; 50.0% identity (68.2% similar) in 22 aa overlap (1-22:64-85) 
 
                                             10        20        30 
2MEPSP                               VQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
                                     ..::: . : . : :::: : :         
gi|145 CGLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAGDED 
            40        50        60        70        80        90    
 
               40        50        60        70        80 
2MEPSP DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
                                                          
gi|145 GDGMIGVDEFVTLVKA                                   
           100                                            
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 86.7  bits: 21.2 E():  7.5 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (57-77:66-87) 
 
         30        40        50        60        70         80      
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVK      
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  54 init1:  54 opt:  63  Z-score: 86.2  bits: 24.0 E():  8.1 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (38-74:943-974) 
 
        10        20        30        40        50        60        
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
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            920       930       940       950            960        
 
        70        80                                                
2MEPSP VNGIGGLPGGKVK                                                
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 85.6  bits: 20.5 E():  8.7 
Smith-Waterman score: 53; 30.2% identity (58.5% similar) in 53 aa overlap (1-53:63-104) 
 
                                             10        20        30 
2MEPSP                               VQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
                                     ..::: : . . :.:: : : :     ..  
gi|288 VGLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA-----FLA 
             40        50        60        70        80             
 
               40        50        60        70        80 
2MEPSP DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
       ::     ..  :: ..:. ...:                            
gi|288 DG-----DKD-GDGMIGVDEFAAMIKG                        
             90        100                                
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 85.6  bits: 20.5 E():  8.7 
Smith-Waterman score: 53; 30.2% identity (58.5% similar) in 53 aa overlap (1-53:63-104) 
 
                                             10        20        30 
2MEPSP                               VQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
                                     ..::: : . . :.:: : : :     ..  
gi|182 VGLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA-----FLA 
             40        50        60        70        80             
 
               40        50        60        70        80 
2MEPSP DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
       ::     ..  :: ..:. ...:                            
gi|182 DG-----DKD-GDGMIGVDEFAAMIKG                        
             90        100                                
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 83.4  bits: 20.6 E():   12 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (6-49:87-141) 
 
                                        10        20                
2MEPSP                          VQLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
           30        40        50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
           .. ::: . . :: . ..: .                                
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT                     
        120       130       140       150                       
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.1  bits: 20.2 E():   12 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (43-59:98-114) 
 
             20        30        40        50        60        70   
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
             80 
2MEPSP GLPGGKVK 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 20.6 E():   12 
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Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (57-78:66-88) 
 
         30        40        50        60        70         80      
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVK      
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 82.6  bits: 22.0 E():   13 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (30-72:262-299) 
 
                10        20        30        40        50          
2MEPSP  VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
      60        70        80                                        
2MEPSP GTDCPPVRVNGIGGLPGGKVK                                        
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 82.4  bits: 22.0 E():   13 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (50-70:383-405) 
 
      20        30        40        50          60        70        
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
        80                                              
2MEPSP KVK                                              
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 82.4  bits: 19.9 E():   13 
Smith-Waterman score: 51; 35.6% identity (57.8% similar) in 45 aa overlap (1-45:63-106) 
 
                                             10        20        30 
2MEPSP                               VQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
                                     ..::: : . . :.::   ::   .:  :  
gi|208 CGLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDV- 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
       ::  ..  . . :::                                    
gi|208 DGDGKIGIEEFTDLVRSK                                 
             100                                          
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.0  bits: 19.6 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (39-76:32-71) 
 
       10        20        30        40        50          60       
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
         70        80                 
2MEPSP RVNGIGGLPGGKVK                 
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         :. ..:::                     
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK 
              70        80        90  
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 82.0  bits: 19.9 E():   14 
Smith-Waterman score: 51; 21.9% identity (52.1% similar) in 73 aa overlap (6-76:30-97) 
 
                                       10        20        30       
2MEPSP                         VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                    :.:. ..      : ..:.      .:.    
gi|547 MAYSAMTKLALVVALCMVVSVPIAQAITCGQASSSLAPCIPYVRGGGAVPPACCNGI--- 
               10        20        30        40        50           
 
         40        50          60        70        80               
2MEPSP RERPIGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK               
         : ...:.    .  :  .:.  :... : :  :. ..:::                   
gi|547 --RNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCAT 
          60        70        80        90       100       110      
 
gi|547 VK 
          
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.0  bits: 19.6 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (39-76:33-72) 
 
       10        20        30        40        50          60       
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
         70        80                 
2MEPSP RVNGIGGLPGGKVK                 
         :. ..:::                     
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK 
             70        80        90   
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.7  bits: 21.0 E():   16 
Smith-Waterman score: 54; 44.0% identity (68.0% similar) in 25 aa overlap (8-32:263-287) 
 
                                      10        20        30        
2MEPSP                        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :..:  . :::..:: : :: .  :      
gi|144 AAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAATAAAGGYKV   
            240       250       260       270       280       290   
 
        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 80.4  bits: 21.7 E():   17 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (33-59:454-481) 
 
             10        20        30        40         50        60  
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
              70        80 
2MEPSP DCPPVRVNGIGGLPGGKVK 
                           
gi|424 IKKLFGLSH           
           490             
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 80.4  bits: 19.6 E():   17 
Smith-Waterman score: 50; 22.4% identity (52.6% similar) in 76 aa overlap (3-76:27-97) 
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                                       10        20        30       
2MEPSP                         VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                 :  :...  .    : : ..:.      .:.    
gi|671 MACSAMTKLALVVALCMVVSVPIAQALTCGQVSSNLAPCIAYVRGGGAVPPACCNGI--- 
               10        20        30        40        50           
 
         40        50          60        70        80               
2MEPSP RERPIGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK               
         : :..:.    .  .  .:.  :... : : .:. ..:::                   
gi|671 --RNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISPSTNCAT 
          60        70        80        90       100       110      
 
gi|671 VK 
          
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (57-75:42-62) 
 
         30        40        50        60          70        80     
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVK     
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 79.8  bits: 21.1 E():   18 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (45-77:174-206) 
 
           20        30        40        50        60        70     
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
            80                                                      
2MEPSP -PGGKVK                                                      
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 79.6  bits: 21.8 E():   19 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (31-63:341-374) 
 
               10        20        30         40        50          
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
      60        70        80                                        
2MEPSP GTDCPPVRVNGIGGLPGGKVK                                        
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.4  bits: 20.7 E():   19 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (6-32:251-277) 
 
                                        10        20        30      
2MEPSP                          VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
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          40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.4  bits: 20.7 E():   19 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (6-32:252-278) 
 
                                        10        20        30      
2MEPSP                          VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
          40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 79.3  bits: 20.0 E():   19 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (12-27:142-161) 
 
                                  10            20        30        
2MEPSP                    VQLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
                                                   
gi|249 GYKV                                        
                                                   
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (6-32:255-281) 
 
                                        10        20        30      
2MEPSP                          VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
          40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.3  bits: 19.3 E():   19 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:64-85) 
 
                                             10        20        30 
2MEPSP                               VQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
                                     ..::: :   : : :: : : :         
gi|222 CGLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAGDSD 
            40        50        60        70        80        90    
 
               40        50        60        70        80 
2MEPSP DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
                                                          
gi|222 GDGKIGAEEFAALVTA                                   
           100                                            
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (8-32:259-283) 
 
                                      10        20        30        
2MEPSP                        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|239 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
      230       240       250       260       270       280         
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3256

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (8-32:260-284) 
 
                                      10        20        30        
2MEPSP                        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (8-32:260-284) 
 
                                      10        20        30        
2MEPSP                        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (8-32:260-284) 
 
                                      10        20        30        
2MEPSP                        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (8-32:260-284) 
 
                                      10        20        30        
2MEPSP                        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (8-32:260-284) 
 
                                      10        20        30        
2MEPSP                        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (8-32:260-284) 
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                                      10        20        30        
2MEPSP                        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (8-32:260-284) 
 
                                      10        20        30        
2MEPSP                        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (8-32:260-284) 
 
                                      10        20        30        
2MEPSP                        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (8-32:260-284) 
 
                                      10        20        30        
2MEPSP                        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (8-32:260-284) 
 
                                      10        20        30        
2MEPSP                        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (8-32:260-284) 
 
                                      10        20        30        
2MEPSP                        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (8-32:260-284) 
 
                                      10        20        30        
2MEPSP                        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (8-32:260-284) 
 
                                      10        20        30        
2MEPSP                        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (6-32:258-284) 
 
                                        10        20        30      
2MEPSP                          VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
          40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (8-32:260-284) 
 
                                      10        20        30        
2MEPSP                        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (6-32:261-287) 
 
                                        10        20        30      
2MEPSP                          VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
          40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 79.2  bits: 20.4 E():   20 
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Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (43-59:202-218) 
 
             20        30        40        50        60        70   
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
             80 
2MEPSP GLPGGKVK 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.1  bits: 20.4 E():   20 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (43-59:205-221) 
 
             20        30        40        50        60        70   
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
             80 
2MEPSP GLPGGKVK 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (6-32:266-292) 
 
                                        10        20        30      
2MEPSP                          VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
          40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.7  bits: 20.8 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (8-32:285-309) 
 
                                      10        20        30        
2MEPSP                        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|330 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
          260       270       280       290       300       310     
 
        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.7  bits: 20.8 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (8-32:285-309) 
 
                                      10        20        30        
2MEPSP                        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|398 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
          260       270       280       290       300       310     
 
        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (32-74:104-146) 
 
              10        20        30        40             50       
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
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            80        90       100        110       120       130   
 
         60        70        80         
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVK         
        : ..: :     ::::.               
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH 
            140           150       160 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 78.0  bits: 21.5 E():   23 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (31-63:341-374) 
 
               10        20        30         40        50          
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
      60        70        80                                        
2MEPSP GTDCPPVRVNGIGGLPGGKVK                                        
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 77.8  bits: 19.4 E():   23 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (42-64:12-38) 
 
              20        30        40        50            60        
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
        70        80                                                
2MEPSP VNGIGGLPGGKVK                                                
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.7  bits: 19.1 E():   24 
Smith-Waterman score: 48; 45.5% identity (68.2% similar) in 22 aa overlap (1-22:64-85) 
 
                                             10        20        30 
2MEPSP                               VQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
                                     ..::: : . . :.:: : : :         
gi|179 VGLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSD 
            40        50        60        70        80        90    
 
               40        50        60        70        80 
2MEPSP DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
                                                          
gi|179 GDGKIGVDEFAALVKA                                   
           100                                            
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 77.2  bits: 21.2 E():   25 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (43-60:295-313) 
 
             20        30        40         50        60        70  
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
              80                                                    
2MEPSP GGLPGGKVK                                                    
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
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>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.1  bits: 19.4 E():   26 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (70-77:119-126) 
 
      40        50        60        70        80                    
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK                    
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
gi|144 EEVD 
      150   
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (34-62:73-101) 
 
            10        20        30        40        50        60    
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
            70        80 
2MEPSP PPVRVNGIGGLPGGKVK 
                         
gi|209 FAVLVKQ           
                         
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (34-62:73-101) 
 
            10        20        30        40        50        60    
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
            70        80 
2MEPSP PPVRVNGIGGLPGGKVK 
                         
gi|249 FAVLVKQ           
                         
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.1  bits: 20.5 E():   29 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (24-72:94-133) 
 
                      10        20        30        40        50    
2MEPSP        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
            60        70        80                                  
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVK                                  
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.0  bits: 19.1 E():   29 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (34-66:78-105) 
 
            10        20        30        40         50        60   
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
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             70        80                       
2MEPSP CPPVRVNGIGGLPGGKVK                       
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.8  bits: 18.4 E():   30 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (39-76:32-71) 
 
       10        20        30        40        50          60       
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
         70        80                 
2MEPSP RVNGIGGLPGGKVK                 
         :. ..:::                     
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK 
              70        80        90  
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.7  bits: 20.2 E():   31 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (8-32:280-304) 
 
                                      10        20        30        
2MEPSP                        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 75.6  bits: 20.2 E():   31 
Smith-Waterman score: 51; 28.0% identity (58.0% similar) in 50 aa overlap (3-52:8-56) 
 
                    10        20        30        40        50      
2MEPSP      VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
              :..:..:   . .. : .: .:. :..:     . .   : ::  .: ::    
gi|107 MAHKSKILIIGGTGYIGKFIVEA-SAKSGHPTFALVRESTVSDPVKGKLVEKFKGLGVTL 
               10        20         30        40        50          
 
          60        70        80                                    
2MEPSP DCFLGTDCPPVRVNGIGGLPGGKVK                                    
                                                                    
gi|107 LHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGNDVDR 
      60        70        80        90       100       110          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 75.5  bits: 20.5 E():   31 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (31-59:185-214) 
 
               10        20        30        40          50         
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
       60        70        80                                       
2MEPSP LGTDCPPVRVNGIGGLPGGKVK                                       
       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.8  bits: 21.2 E():   35 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (37-77:55-104) 
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         10        20        30        40        50                 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
        60        70        80                                      
2MEPSP FLGTDCPPVRVNGIGGLPGGKVK                                      
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.8  bits: 21.2 E():   35 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (37-77:55-104) 
 
         10        20        30        40        50                 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
        60        70        80                                      
2MEPSP FLGTDCPPVRVNGIGGLPGGKVK                                      
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.8  bits: 21.2 E():   35 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (37-77:55-104) 
 
         10        20        30        40        50                 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
        60        70        80                                      
2MEPSP FLGTDCPPVRVNGIGGLPGGKVK                                      
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 74.6  bits: 16.0 E():   35 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (20-34:2-16) 
 
               10        20        30        40        50        60 
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                          :. ::. . : : .:                           
gi|320                   YTTEGGTKSEVEDVIPEGWK                       
                                 10        20                       
 
               70        80 
2MEPSP TDCPPVRVNGIGGLPGGKVK 
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 18.5 E():   35 
Smith-Waterman score: 46; 40.9% identity (68.2% similar) in 22 aa overlap (1-22:64-85) 
 
                                             10        20        30 
2MEPSP                               VQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
                                     ..::: : . . :.:. : : :         
gi|145 CGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAGDSD 
            40        50        60        70        80        90    
 
               40        50        60        70        80 
2MEPSP DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
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gi|145 GDGKIGVDEFAAMVKA                                   
           100                                            
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 74.4  bits: 19.9 E():   36 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (17-72:211-264) 
 
                             10        20        30        40       
2MEPSP               VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
         50        60        70        80                     
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK                     
       .::  :...: . ::.    .: :.:                             
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 18.5 E():   36 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (42-56:93-107) 
 
              20        30        40        50        60        70  
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
              80 
2MEPSP GGLPGGKVK 
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.2  bits: 18.5 E():   37 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (55-76:35-60) 
 
           30        40        50            60        70        80 
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.2  bits: 18.5 E():   37 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (55-76:35-60) 
 
           30        40        50            60        70        80 
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.2  bits: 18.5 E():   37 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (55-76:35-60) 
 
           30        40        50            60        70        80 
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
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>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 17.8 E():   38 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (57-66:38-47) 
 
         30        40        50        60        70        80       
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK       
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.6  bits: 18.9 E():   40 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (16-41:11-39) 
 
               10        20        30           40        50        
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDC 
                      :... ::    .:::::   .:..  . :                 
gi|226      MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIK 
                    10        20        30        40        50      
 
        60        70        80                                      
2MEPSP FLGTDCPPVRVNGIGGLPGGKVK                                      
                                                                    
gi|226 NITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSIL 
          60        70        80        90       100       110      
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 18.5 E():   40 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (58-67:48-57) 
 
        30        40        50        60        70        80        
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK        
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.6 E():   41 
Smith-Waterman score: 49; 44.0% identity (64.0% similar) in 25 aa overlap (8-32:238-262) 
 
                                      10        20        30        
2MEPSP                        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::..:: : :: .  :      
gi|180 AAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAATAAAGGYKV   
       210       220       230       240       250       260        
 
        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (11-32:252-273) 
 
                                   10        20        30        40 
2MEPSP                     VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
               50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (11-32:252-273) 
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                                   10        20        30        40 
2MEPSP                     VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
               50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (11-32:252-273) 
 
                                   10        20        30        40 
2MEPSP                     VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
               50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (11-32:252-273) 
 
                                   10        20        30        40 
2MEPSP                     VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|168 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
               50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (45-71:13-38) 
 
           20        30        40        50        60        70     
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
           80                                                       
2MEPSP PGGKVK                                                       
                                                                    
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 73.2  bits: 21.0 E():   42 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (37-77:55-104) 
 
         10        20        30        40        50                 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
        60        70        80                                      
2MEPSP FLGTDCPPVRVNGIGGLPGGKVK                                      
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.1  bits: 18.2 E():   42 
Smith-Waterman score: 45; 45.0% identity (70.0% similar) in 20 aa overlap (1-20:62-81) 
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                                             10        20        30 
2MEPSP                               VQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
                                     ..::: : . . :.:: : :           
gi|288 XXXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAGDAD 
              40        50        60        70        80        90  
 
               40        50        60        70        80 
2MEPSP DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
                                                          
gi|288 GDGMLGLDEFAVLVKQ                                   
             100                                          
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.0  bits: 19.6 E():   43 
Smith-Waterman score: 49; 44.0% identity (60.0% similar) in 25 aa overlap (8-32:257-281) 
 
                                      10        20        30        
2MEPSP                        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :.:: :: : :: .  :      
gi|295 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAATAATGGYKV   
        230       240       250       260       270       280       
 
        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (11-33:22-44) 
 
                          10        20        30        40          
2MEPSP            VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVK                              
                                                                    
gi|753 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (11-33:22-44) 
 
                          10        20        30        40          
2MEPSP            VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVK                              
                                                                    
gi|198 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.4  bits: 19.9 E():   46 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (31-59:184-213) 
 
               10        20        30        40          50         
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
       60        70        80                                       
2MEPSP LGTDCPPVRVNGIGGLPGGKVK                                       
       :                                                            
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gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.4  bits: 19.9 E():   46 
Smith-Waterman score: 50; 23.4% identity (53.2% similar) in 47 aa overlap (17-63:351-397) 
 
                             10        20        30        40       
2MEPSP               VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :  .:.:.. . . .    : .   ::.:  
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
         50        60        70        80 
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
        : . .. . :  :. :                  
gi|113 QLTMNAGVLTCSPGAPC                  
              390                         
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.4  bits: 19.9 E():   46 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (31-59:184-213) 
 
               10        20        30        40          50         
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
       60        70        80                                       
2MEPSP LGTDCPPVRVNGIGGLPGGKVK                                       
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (28-63:40-74) 
 
                  10        20        30        40        50        
2MEPSP    VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
        60        70        80                                      
2MEPSP FLGTDCPPVRVNGIGGLPGGKVK                                      
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.8  bits: 18.6 E():   50 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (28-63:47-81) 
 
                  10        20        30        40        50        
2MEPSP    VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
        60        70        80                                      
2MEPSP FLGTDCPPVRVNGIGGLPGGKVK                                      
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 45; 19.4% identity (54.2% similar) in 72 aa overlap (9-80:17-86) 
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                       10        20        30        40        50   
2MEPSP         VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : ...  .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVK                                 
       : .    :     ..   : : ::. ..                                 
gi|622 ALAPT--GLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCN 
                 70        80        90       100       110         
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.4  bits: 18.6 E():   53 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (33-57:59-82) 
 
             10        20        30        40        50        60   
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
             70        80                                           
2MEPSP CPPVRVNGIGGLPGGKVK                                           
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.4  bits: 18.6 E():   53 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (33-57:59-82) 
 
             10        20        30        40        50        60   
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
             70        80                                           
2MEPSP CPPVRVNGIGGLPGGKVK                                           
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.0  bits: 19.3 E():   56 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (3-30:7-33) 
 
                   10        20        30        40        50       
2MEPSP     VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 
             :..:..:   : .: : . : :. :..:                           
gi|198 MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPEKAQLLESFTSKGATLV 
               10        20         30        40        50          
 
         60        70        80                                     
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVK                                     
                                                                    
gi|198 QGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFGNDVDKH 
      60        70        80        90       100       110          
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 70.9  bits: 19.6 E():   56 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (30-59:361-385) 
 
                10        20        30        40        50          
2MEPSP  VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
      60        70        80 
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2MEPSP GTDCPPVRVNGIGGLPGGKVK 
                             
gi|284 ELIRSLFGLP            
         390                 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 40.7% identity (70.4% similar) in 27 aa overlap (1-27:8-32) 
 
                      10        20        30        40        50    
2MEPSP        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
              : .::. : .   .:... :: ::.::                           
gi|300 MAAHKFMVAMFLAVAVVL--GLATSPTAEGGKATTEEQKLIEDINASFRAAMATTANVPP 
               10          20        30        40        50         
 
            60        70        80                                  
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVK                                  
                                                                    
gi|300 ADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFVLHF 
       60        70        80        90       100       110         
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 40.7% identity (70.4% similar) in 27 aa overlap (1-27:8-32) 
 
                      10        20        30        40        50    
2MEPSP        VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
              : .::. : .   .:... :: ::.::                           
gi|300 MAAHKFMVAMFLAVAVVL--GLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTANVPP 
               10          20        30        40        50         
 
            60        70        80                                  
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVK                                  
                                                                    
gi|300 ADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFVLHF 
       60        70        80        90       100       110         
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (1-22:64-85) 
 
                                             10        20        30 
2MEPSP                               VQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
                                     ..::: :   . :.:. : : :         
gi|294 CGLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAGDSD 
            40        50        60        70        80        90    
 
               40        50        60        70        80 
2MEPSP DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
                                                          
gi|294 GDGKIGIDEFAAMIKG                                   
           100                                            
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (1-22:64-85) 
 
                                             10        20        30 
2MEPSP                               VQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
                                     ..::: :   . :.:. : : :         
gi|288 CGLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAGDSD 
            40        50        60        70        80        90    
 
               40        50        60        70        80 
2MEPSP DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
                                                          
gi|288 GDGKIGVDEFAAMIKG                                   
           100                                            
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.6 E():   65 
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Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (7-26:67-86) 
 
                                       10        20        30       
2MEPSP                         VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
         40        50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
                                                    
gi|833 EKEESDEDMGFGLFD                              
        100       110                               
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (7-26:67-86) 
 
                                       10        20        30       
2MEPSP                         VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
         40        50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
                                                    
gi|668 EKEESDEDMGFGLFD                              
        100       110                               
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.7  bits: 19.0 E():   66 
Smith-Waterman score: 47; 33.3% identity (55.6% similar) in 27 aa overlap (53-79:25-50) 
 
             30        40        50        60        70        80   
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK   
                                     :..  . :. :     .:.::  :: :    
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLG 
                     10        20        30        40         50    
 
gi|275 SIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 47; 44.4% identity (66.7% similar) in 27 aa overlap (6-32:276-298) 
 
                                        10        20        30      
2MEPSP                          VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.:.:: .  :    
gi|663 YAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGATAAAGGYKA 
         250       260       270       280           290       300  
 
          40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 49; 30.4% identity (60.9% similar) in 46 aa overlap (4-49:24-62) 
 
                                   10        20        30        40 
2MEPSP                     VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                              . ..:: :  .  ::. ::.:. :      : ....  
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAPAT-PAAAGAAAGKIT------PTQEQKL 
               10        20        30         40              50    
 
               50        60        70        80                     
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK                     
       . :. ::.:                                                    
gi|119 MEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDA 
            60        70        80        90       100       110    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3272

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.7 E():   68 
Smith-Waterman score: 46; 56.2% identity (68.8% similar) in 16 aa overlap (9-24:222-237) 
 
                                     10        20        30         
2MEPSP                       VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  .  ::.:::::               
gi|226 KYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV            
             200       210       220       230       240            
 
       40        50        60        70        80 
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (20-52:28-60) 
 
                       10        20        30        40        50   
2MEPSP         VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVK                                 
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.1  bits: 14.9 E():   71 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (62-75:5-18) 
 
              40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
                                     :: :   . :  ::      
gi|244                           IGNEDCTPWMSTLITPLP      
                                         10              
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.0  bits: 19.4 E():   71 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (17-72:315-368) 
 
                             10        20        30        40       
2MEPSP               VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
         50        60        70        80                           
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK                           
       .::  :...: . ::.    .: :.:                                   
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.3 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:69-88) 
 
                               10        20        30        40     
2MEPSP                 VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
           50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
                                            
gi|105 T                                    
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>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (3-49:346-393) 
 
                                           10        20         30  
2MEPSP                             VQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
              40        50        60        70        80            
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK            
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (3-49:346-393) 
 
                                           10        20         30  
2MEPSP                             VQLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
              40        50        60        70        80            
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK            
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (9-52:17-60) 
 
                       10        20        30        40        50   
2MEPSP         VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : :  ::..:...  :..    .. :... . :  ..  ... : 
gi|130 MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEPG 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVK                                 
                                                                    
gi|130 HLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (30-59:240-264) 
 
                10        20        30        40        50          
2MEPSP  VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
      60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVK 
                             
gi|225 ELIRSWFGLP            
          270                
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.3 E():   77 
Smith-Waterman score: 42; 40.9% identity (63.6% similar) in 22 aa overlap (1-22:62-83) 
 
                                             10        20        30 
2MEPSP                               VQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
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                                     ..::: :   . :.:. : : :         
gi|777 CGLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSD 
              40        50        60        70        80        90  
 
               40        50        60        70        80 
2MEPSP DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
                                                          
gi|777 GDGKIGVDEFAAMVKH                                   
             100                                          
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (38-56:40-58) 
 
        10        20        30        40        50        60        
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
        70        80                                                
2MEPSP VNGIGGLPGGKVK                                                
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 46; 32.0% identity (52.0% similar) in 25 aa overlap (53-77:25-49) 
 
             30        40        50        60        70        80   
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK   
                                     :..  . :. :     .: ::  ::      
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGGGGEDGGIDLGS 
                     10        20        30        40        50     
 
gi|145 IISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQT 
           60        70        80        90       100       110     
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.1  bits: 19.4 E():   80 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (23-77:80-134) 
 
                       10        20        30        40        50   
2MEPSP         VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
             60        70        80                                 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVK                                 
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (6-32:276-298) 
 
                                        10        20        30      
2MEPSP                          VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
          40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (55-76:35-60) 
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           30        40        50          60          70        80 
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (64-76:48-60) 
 
            40        50        60        70        80              
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK              
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.9  bits: 14.5 E():   82 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (20-34:2-16) 
 
               10        20        30        40        50        60 
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                          :. ::. . . : .:                           
gi|320                   YTTEGGTKSEAEDVIPE                          
                                 10                                 
 
               70        80 
2MEPSP TDCPPVRVNGIGGLPGGKVK 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (40-72:319-348) 
 
      10        20        30        40        50        60          
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
       70        80                                    
2MEPSP NGIGGLPGGKVK                                    
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.8  bits: 18.0 E():   83 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (10-34:121-145) 
 
                                    10        20        30          
2MEPSP                      VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
      40        50        60        70        80 
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
                                                 
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV 
              160       170       180       190  
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (45-64:84-104) 
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           20        30        40         50        60        70    
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
            80                                
2MEPSP LPGGKVK                                
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.4  bits: 17.7 E():   88 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (16-44:11-42) 
 
               10        20        30           40        50        
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDC 
                      :... ::    ...:::   ::..  . :...              
gi|116      MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIK 
                    10        20        30        40        50      
 
        60        70        80                                      
2MEPSP FLGTDCPPVRVNGIGGLPGGKVK                                      
                                                                    
gi|116 KINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVL 
          60        70        80        90       100       110      
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.4 E():   89 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (15-34:232-251) 
 
                               10        20        30        40     
2MEPSP                 VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
           50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
                                            
gi|898 AK                                   
                                            
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (16-32:112-128) 
 
                              10        20        30        40      
2MEPSP                VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
          50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (11-57:80-121) 
 
                                   10        20        30        40 
2MEPSP                     VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
               50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
        : ... :  . :: ::                        
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gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY            
          110       120       130               
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (41-57:7-23) 
 
               20        30        40        50        60        70 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
               80                                                   
2MEPSP IGGLPGGKVK                                                   
                                                                    
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (41-57:7-23) 
 
               20        30        40        50        60        70 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
               80                                                   
2MEPSP IGGLPGGKVK                                                   
                                                                    
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|59894749|gb|AAX11194.1| 60S acidic ribosomal P1 pho  (107 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.0 E():   93 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (1-26:56-81) 
 
                                             10        20        30 
2MEPSP                               VQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
                                     .. .: :.: :  . ..: .:::. :     
gi|598 KIQTILGAAKVQEVEPIWATIFAKALEGKDIKEILTNVGSAGPATAGAPAAAGAAAPAEE 
          30        40        50        60        70        80      
 
               40        50        60        70        80 
2MEPSP DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
                                                          
gi|598 KKEEKEEEKEESDEDMGFGLFD                             
          90       100                                    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 41; 40.0% identity (70.0% similar) in 20 aa overlap (1-20:64-83) 
 
                                             10        20        30 
2MEPSP                               VQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
                                     ..::: : . . :.:. : :           
gi|145 VGLAAKSPADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSD 
            40        50        60        70        80        90    
 
               40        50        60        70        80 
2MEPSP DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
                                                          
gi|145 GDGKIGVDEFGAMIKA                                   
           100                                            
 
>>gi|148356693|emb|CAM56786.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 41; 40.0% identity (70.0% similar) in 20 aa overlap (1-20:64-83) 
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                                             10        20        30 
2MEPSP                               VQLFLGNAGIAMRSLTAAVTAAGGNATYVL 
                                     ..::: : . . :.:. : :           
gi|148 VGLAAKSSADIKKVFEIIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSD 
            40        50        60        70        80        90    
 
               40        50        60        70        80 
2MEPSP DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
                                                          
gi|148 GDGKIGVDEFGAMIKA                                   
           100                                            
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.7  bits: 17.7 E():   95 
Smith-Waterman score: 43; 25.5% identity (56.9% similar) in 51 aa overlap (13-62:8-54) 
 
               10        20        30        40        50        60 
2MEPSP VQLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG 
                   :: .     .::... :.:    . .: ....  :.. .  : :  .: 
gi|184      MSRKSGSRSSSKRSKKSGGGSN-VFD---MFTQRQVAEFKEGFQLMDRDKDGVIG 
                    10        20            30        40        50  
 
                70        80                                        
2MEPSP -TDCPPVRVNGIGGLPGGKVK                                        
        ::                                                          
gi|184 KTDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLA 
              60        70        80        90       100       110  
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (45-76:58-95) 
 
           20        30        40        50              60         
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
       70        80                 
2MEPSP NGIGGLPGGKVK                 
       :. .::::                     
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK 
        90       100       110      
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (45-76:58-95) 
 
           20        30        40        50              60         
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
       70        80                 
2MEPSP NGIGGLPGGKVK                 
       :. .::::                     
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK 
        90       100       110      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:34 2011 done: Tue Apr 19 10:57:34 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
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FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 95  - 174 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     2     2:* 
  32    10     8:==*= 
  34    32    22:=======*=== 
  36    43    44:==============* 
  38    39    73:=============           * 
  40    80   102:===========================      * 
  42   126   125:=========================================* 
  44   144   138:=============================================*== 
  46   123   140:=========================================     * 
  48   121   134:=========================================   * 
  50   115   122:======================================= * 
  52    97   108:=================================  * 
  54    74    92:=========================     * 
  56   161    77:=========================*============================ 
  58    65    63:====================*= 
  60    28    51:==========      * 
  62    43    41:=============*= 
  64    45    33:==========*==== 
  66    15    26:=====   * 
  68    20    20:======* 
  70     8    16:===  * 
  72    18    12:===*== 
  74    13    10:===*= 
  76    11     8:==*= 
  78    31     6:=*========= 
  80     6     5:=* 
  82     9     3:*== 
  84     2     3:* 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.12000.00377; mu= 11.1588 0.195 
 mean_var=40.287110.424, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.202065 
 Kolmogorov-Smirnov  statistic: 0.0681 (N=28) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
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The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   63 23.4     1.3 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 21.9       3 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.3     3.4 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 23.4     3.4 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.1     7.6 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.0       8 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   53 20.5     8.9 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   52 20.2      11 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   52 20.2      11 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 20.6      12 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.2      12 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.6      12 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.0      13 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.0      13 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.6      14 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   51 19.9      14 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.6      14 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   50 19.6      16 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.0      16 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 21.7      17 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   50 19.6      17 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.0      18 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.7      18 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.0      18 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 21.8      19 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.7      19 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.7      19 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.7      20 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.0      20 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   53 20.7      20 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.7      20 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.7      20 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.7      20 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.4      20 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.4      20 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.7      20 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   53 20.7      21 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   53 20.7      21 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 19.7      22 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.5      23 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.4      24 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   48 19.0      24 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.1      25 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.4      26 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 18.7      29 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 18.7      29 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   47 18.7      29 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.5      29 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.1      30 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   51 20.1      30 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.4      31 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.2      31 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   51 20.2      31 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.5      32 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.2      35 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.2      35 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.2      35 
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gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.0      36 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   50 19.8      36 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.5      37 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.5      38 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.5      38 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.5      38 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.8      39 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.8      40 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.5      41 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.5      41 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 20.9      42 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   49 19.5      42 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   49 19.5      42 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.5      42 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   49 19.5      42 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.5      43 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   49 19.6      43 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   45 18.2      44 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.5      45 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.5      45 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 19.9      47 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 19.9      47 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 19.9      47 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.5      49 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.5      51 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   45 18.2      52 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   44 17.9      53 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.6      54 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.6      54 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.3      56 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.6      57 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.6      66 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.6      66 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.0      68 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.0      68 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   46 18.6      69 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 17.9      70 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.3      72 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.8      73 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.3      74 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.4      75 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.4      76 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.7      76 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 17.6      77 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.7      79 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.3      80 
gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber j ( 109)   42 17.3      80 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.3      80 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   46 18.7      81 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.4      81 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.7      82 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.3      83 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.3      84 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.0      84 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.0      85 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.6      85 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.5      85 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.7      89 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.4      90 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.3      92 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.3      93 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.7      94 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.7      94 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   41 17.0      95 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 17.7      97 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 100.4  bits: 23.4 E():  1.3 
Smith-Waterman score: 63; 41.7% identity (66.7% similar) in 24 aa overlap (49-69:48-71) 
 
       20        30        40        50           60        70      
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2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::       
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
          80                                          
2MEPSP GKVKL                                          
                                                      
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 93.8  bits: 21.9 E():    3 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (49-69:24-46) 
 
       20        30        40        50          60        70       
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
         80                                             
2MEPSP KVKL                                             
                                                        
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 93.0  bits: 22.3 E():  3.4 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (56-76:66-87) 
 
          30        40        50        60        70         80     
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKL     
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  62  Z-score: 92.9  bits: 23.4 E():  3.4 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (2-59:8-62) 
 
                     10        20        30        40        50     
2MEPSP       QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
              ::.:..:   . .. : .: .:  ::::     . .   . .. ..: ::  : 
gi|324 MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSKVIENFKALG--V 
               10        20         30        40        50          
 
           60        70        80                                   
2MEPSP DCFLGTDCPPVRVNGIGGLPGGKVKL                                   
       .  ::                                                        
gi|324 NFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDV 
        60        70        80        90       100       110        
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 86.7  bits: 21.1 E():  7.6 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (56-76:66-87) 
 
          30        40        50        60        70         80     
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKL     
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  54 init1:  54 opt:  63  Z-score: 86.2  bits: 24.0 E():    8 
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Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (37-73:943-974) 
 
         10        20        30        40        50        60       
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
         70        80                                               
2MEPSP VNGIGGLPGGKVKL                                               
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 85.5  bits: 20.5 E():  8.9 
Smith-Waterman score: 53; 52.4% identity (66.7% similar) in 21 aa overlap (1-21:65-85) 
 
                                             10        20        30 
2MEPSP                               QLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                                     .::: . : . : :::: : :          
gi|145 GLAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAGDEDG 
           40        50        60        70        80        90     
 
               40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                                          
gi|145 DGMIGVDEFVTLVKA                                    
          100                                             
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 84.0  bits: 20.2 E():   11 
Smith-Waterman score: 52; 30.8% identity (57.7% similar) in 52 aa overlap (1-52:64-104) 
 
                                             10        20        30 
2MEPSP                               QLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                                     .::: : . . :.:: : : :     .. : 
gi|288 GLAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA-----FLAD 
            40        50        60        70        80              
 
               40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
       :     ..  :: ..:. ...:                             
gi|288 G-----DKD-GDGMIGVDEFAAMIKG                         
            90        100                                 
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 84.0  bits: 20.2 E():   11 
Smith-Waterman score: 52; 30.8% identity (57.7% similar) in 52 aa overlap (1-52:64-104) 
 
                                             10        20        30 
2MEPSP                               QLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                                     .::: : . . :.:: : : :     .. : 
gi|182 GLASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA-----FLAD 
            40        50        60        70        80              
 
               40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
       :     ..  :: ..:. ...:                             
gi|182 G-----DKD-GDGMIGVDEFAAMIKG                         
            90        100                                 
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 83.3  bits: 20.6 E():   12 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (5-48:87-141) 
 
                                         10        20               
2MEPSP                           QLFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
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            30        40        50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
           .. ::: . . :: . ..: .                                 
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT                      
        120       130       140       150                        
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.1  bits: 20.2 E():   12 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (42-58:98-114) 
 
              20        30        40        50        60        70  
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
              80 
2MEPSP GLPGGKVKL 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 20.6 E():   12 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (56-77:66-88) 
 
          30        40        50        60        70         80     
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKL     
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 82.6  bits: 22.0 E():   13 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (29-71:262-299) 
 
                 10        20        30        40        50         
2MEPSP   QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
       60        70        80                                       
2MEPSP GTDCPPVRVNGIGGLPGGKVKL                                       
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 82.4  bits: 22.0 E():   13 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (49-69:383-405) 
 
       20        30        40        50          60        70       
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
         80                                             
2MEPSP KVKL                                             
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.9  bits: 19.6 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (38-75:32-71) 
 
        10        20        30        40        50          60      
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
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                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
          70        80                
2MEPSP RVNGIGGLPGGKVKL                
         :. ..:::                     
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK 
              70        80        90  
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 81.9  bits: 19.9 E():   14 
Smith-Waterman score: 51; 21.9% identity (52.1% similar) in 73 aa overlap (5-75:30-97) 
 
                                        10        20        30      
2MEPSP                          QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                    :.:. ..      : ..:.      .:.    
gi|547 MAYSAMTKLALVVALCMVVSVPIAQAITCGQASSSLAPCIPYVRGGGAVPPACCNGI--- 
               10        20        30        40        50           
 
          40        50          60        70        80              
2MEPSP RERPIGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVKL              
         : ...:.    .  :  .:.  :... : :  :. ..:::                   
gi|547 --RNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCAT 
          60        70        80        90       100       110      
 
gi|547 VK 
          
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.8  bits: 19.6 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (38-75:33-72) 
 
        10        20        30        40        50          60      
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
          70        80                
2MEPSP RVNGIGGLPGGKVKL                
         :. ..:::                     
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK 
             70        80        90   
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 80.7  bits: 19.6 E():   16 
Smith-Waterman score: 50; 36.4% identity (56.8% similar) in 44 aa overlap (1-44:64-106) 
 
                                             10        20        30 
2MEPSP                               QLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                                     .::: : . . :.::   ::   .:  : : 
gi|208 GLAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDV-D 
            40        50        60        70        80        90    
 
               40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
       :  ..  . . :::                                     
gi|208 GDGKIGIEEFTDLVRSK                                  
            100                                           
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.7  bits: 21.0 E():   16 
Smith-Waterman score: 54; 44.0% identity (68.0% similar) in 25 aa overlap (7-31:263-287) 
 
                                       10        20        30       
2MEPSP                         QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :..:  . :::..:: : :: .  :      
gi|144 AAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAATAAAGGYKV   
            240       250       260       270       280       290   
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         40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 80.4  bits: 21.7 E():   17 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (32-58:454-481) 
 
              10        20        30         40        50        60 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
               70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKL 
                            
gi|424 IKKLFGLSH            
           490              
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 80.3  bits: 19.6 E():   17 
Smith-Waterman score: 50; 22.4% identity (52.6% similar) in 76 aa overlap (2-75:27-97) 
 
                                        10        20        30      
2MEPSP                          QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                 :  :...  .    : : ..:.      .:.    
gi|671 MACSAMTKLALVVALCMVVSVPIAQALTCGQVSSNLAPCIAYVRGGGAVPPACCNGI--- 
               10        20        30        40        50           
 
          40        50          60        70        80              
2MEPSP RERPIGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVKL              
         : :..:.    .  .  .:.  :... : : .:. ..:::                   
gi|671 --RNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISPSTNCAT 
          60        70        80        90       100       110      
 
gi|671 VK 
          
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (56-74:42-62) 
 
          30        40        50        60          70        80    
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKL    
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 79.8  bits: 20.7 E():   18 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (45-80:134-164) 
 
           20        30        40        50        60        70     
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
           80                                                       
2MEPSP GGKVKL                                                       
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 79.8  bits: 21.0 E():   18 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (44-76:174-206) 
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            20        30        40        50        60        70    
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
             80                                                     
2MEPSP -PGGKVKL                                                     
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 79.5  bits: 21.8 E():   19 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (30-62:341-374) 
 
                10        20        30         40        50         
2MEPSP  QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
       60        70        80                                       
2MEPSP GTDCPPVRVNGIGGLPGGKVKL                                       
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (5-31:251-277) 
 
                                         10        20        30     
2MEPSP                           QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
           40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (5-31:252-278) 
 
                                         10        20        30     
2MEPSP                           QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
           40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.7 E():   20 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (5-31:255-281) 
 
                                         10        20        30     
2MEPSP                           QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
           40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 79.2  bits: 20.0 E():   20 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (11-26:142-161) 
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                                   10            20        30       
2MEPSP                     QLFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
         40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                                    
gi|249 GYKV                                         
                                                    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (7-31:259-283) 
 
                                       10        20        30       
2MEPSP                         QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|239 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
      230       240       250       260       270       280         
 
         40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (7-31:260-284) 
 
                                       10        20        30       
2MEPSP                         QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (7-31:260-284) 
 
                                       10        20        30       
2MEPSP                         QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (7-31:260-284) 
 
                                       10        20        30       
2MEPSP                         QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (7-31:260-284) 
 
                                       10        20        30       
2MEPSP                         QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
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gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (7-31:260-284) 
 
                                       10        20        30       
2MEPSP                         QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (7-31:260-284) 
 
                                       10        20        30       
2MEPSP                         QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (7-31:260-284) 
 
                                       10        20        30       
2MEPSP                         QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (7-31:260-284) 
 
                                       10        20        30       
2MEPSP                         QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (7-31:260-284) 
 
                                       10        20        30       
2MEPSP                         QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
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>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (7-31:260-284) 
 
                                       10        20        30       
2MEPSP                         QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (7-31:260-284) 
 
                                       10        20        30       
2MEPSP                         QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (7-31:260-284) 
 
                                       10        20        30       
2MEPSP                         QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (7-31:260-284) 
 
                                       10        20        30       
2MEPSP                         QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (7-31:260-284) 
 
                                       10        20        30       
2MEPSP                         QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
         40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (5-31:258-284) 
 
                                         10        20        30     
2MEPSP                           QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
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                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
           40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (5-31:261-287) 
 
                                         10        20        30     
2MEPSP                           QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
           40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 79.1  bits: 20.4 E():   20 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (42-58:202-218) 
 
              20        30        40        50        60        70  
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
              80 
2MEPSP GLPGGKVKL 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.0  bits: 20.4 E():   20 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (42-58:205-221) 
 
              20        30        40        50        60        70  
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
              80 
2MEPSP GLPGGKVKL 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.0  bits: 20.7 E():   20 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (5-31:266-292) 
 
                                         10        20        30     
2MEPSP                           QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
           40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.6  bits: 20.7 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (7-31:285-309) 
 
                                       10        20        30       
2MEPSP                         QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|330 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
          260       270       280       290       300       310     
 
         40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
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>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.6  bits: 20.7 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (7-31:285-309) 
 
                                       10        20        30       
2MEPSP                         QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|398 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
          260       270       280       290       300       310     
 
         40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (31-73:104-146) 
 
               10        20        30        40             50      
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
          60        70        80        
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKL        
        : ..: :     ::::.               
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH 
            140           150       160 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 78.0  bits: 21.5 E():   23 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (30-62:341-374) 
 
                10        20        30         40        50         
2MEPSP  QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
       60        70        80                                       
2MEPSP GTDCPPVRVNGIGGLPGGKVKL                                       
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 77.7  bits: 19.4 E():   24 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (41-63:12-38) 
 
               20        30        40        50            60       
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
         70        80                                               
2MEPSP VNGIGGLPGGKVKL                                               
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.6  bits: 19.0 E():   24 
Smith-Waterman score: 48; 52.4% identity (57.1% similar) in 21 aa overlap (1-21:65-85) 
 
                                             10        20        30 
2MEPSP                               QLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                                     .::: :   : : :: : : :          
gi|222 GLAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAGDSDG 
           40        50        60        70        80        90     
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               40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                                          
gi|222 DGKIGAEEFAALVTA                                    
          100                                             
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 77.2  bits: 21.1 E():   25 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (42-59:295-313) 
 
              20        30        40         50        60        70 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
               80                                                   
2MEPSP GGLPGGKVKL                                                   
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 19.4 E():   26 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (69-76:119-126) 
 
       40        50        60        70        80                   
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL                   
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
gi|144 EEVD 
      150   
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.0  bits: 18.7 E():   29 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (33-61:73-101) 
 
             10        20        30        40        50        60   
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
             70        80 
2MEPSP PPVRVNGIGGLPGGKVKL 
                          
gi|209 FAVLVKQ            
                          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.0  bits: 18.7 E():   29 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (33-61:73-101) 
 
             10        20        30        40        50        60   
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
             70        80 
2MEPSP PPVRVNGIGGLPGGKVKL 
                          
gi|249 FAVLVKQ            
                          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.0  bits: 18.7 E():   29 
Smith-Waterman score: 47; 47.6% identity (66.7% similar) in 21 aa overlap (1-21:65-85) 
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                                             10        20        30 
2MEPSP                               QLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                                     .::: : . . :.:: : : :          
gi|179 GLSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDG 
           40        50        60        70        80        90     
 
               40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                                          
gi|179 DGKIGVDEFAALVKA                                    
          100                                             
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.0  bits: 20.5 E():   29 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (23-71:94-133) 
 
                       10        20        30        40        50   
2MEPSP         QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
             60        70        80                                 
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKL                                 
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (33-65:78-105) 
 
             10        20        30        40         50        60  
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
              70        80                      
2MEPSP CPPVRVNGIGGLPGGKVKL                      
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 51; 34.5% identity (55.2% similar) in 29 aa overlap (52-80:25-52) 
 
              30        40        50        60        70        80  
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL  
                                     :..  . :. :     .:.::  :: : :  
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLG 
                     10        20        30        40         50    
 
gi|275 SIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.6  bits: 18.4 E():   31 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (38-75:32-71) 
 
        10        20        30        40        50          60      
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
          70        80                
2MEPSP RVNGIGGLPGGKVKL                
         :. ..:::                     
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gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK 
              70        80        90  
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.6  bits: 20.2 E():   31 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (7-31:280-304) 
 
                                       10        20        30       
2MEPSP                         QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
         40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 75.6  bits: 20.2 E():   31 
Smith-Waterman score: 51; 28.0% identity (58.0% similar) in 50 aa overlap (2-51:8-56) 
 
                     10        20        30        40        50     
2MEPSP       QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
              :..:..:   . .. : .: .:. :..:     . .   : ::  .: ::    
gi|107 MAHKSKILIIGGTGYIGKFIVEA-SAKSGHPTFALVRESTVSDPVKGKLVEKFKGLGVTL 
               10        20         30        40        50          
 
           60        70        80                                   
2MEPSP DCFLGTDCPPVRVNGIGGLPGGKVKL                                   
                                                                    
gi|107 LHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGNDVDR 
      60        70        80        90       100       110          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 75.5  bits: 20.5 E():   32 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (30-58:185-214) 
 
                10        20        30        40          50        
2MEPSP  QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
        60        70        80                                      
2MEPSP LGTDCPPVRVNGIGGLPGGKVKL                                      
       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.7  bits: 21.2 E():   35 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (36-76:55-104) 
 
          10        20        30        40             50           
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
         60        70        80                                     
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKL                                     
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.7  bits: 21.2 E():   35 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (36-76:55-104) 
 
          10        20        30        40             50           
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
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gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
         60        70        80                                     
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKL                                     
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.7  bits: 21.2 E():   35 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (36-76:55-104) 
 
          10        20        30        40             50           
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
         60        70        80                                     
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKL                                     
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 74.4  bits: 16.0 E():   36 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (19-33:2-16) 
 
               10        20        30        40        50        60 
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                         :. ::. . : : .:                            
gi|320                  YTTEGGTKSEVEDVIPEGWK                        
                                10        20                        
 
               70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKL 
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 74.3  bits: 19.8 E():   36 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (16-71:211-264) 
 
                              10        20        30        40      
2MEPSP                QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
          50        60        70        80                    
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL                    
       .::  :...: . ::.    .: :.:                             
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 18.5 E():   37 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (41-55:93-107) 
 
               20        30        40        50        60        70 
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
               80 
2MEPSP GGLPGGKVKL 
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.1  bits: 18.5 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (54-75:35-60) 
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            30        40        50            60        70          
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
      80                                                   
2MEPSP L                                                   
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.1  bits: 18.5 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (54-75:35-60) 
 
            30        40        50            60        70          
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
      80                                                   
2MEPSP L                                                   
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.1  bits: 18.5 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (54-75:35-60) 
 
            30        40        50            60        70          
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
      80                                                   
2MEPSP L                                                   
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 17.8 E():   39 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (56-65:38-47) 
 
          30        40        50        60        70        80      
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL      
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.5  bits: 18.8 E():   40 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (15-40:11-39) 
 
               10        20        30           40        50        
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCF 
                     :... ::    .:::::   .:..  . :                  
gi|226     MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKN 
                   10        20        30        40        50       
 
        60        70        80                                      
2MEPSP LGTDCPPVRVNGIGGLPGGKVKL                                      
                                                                    
gi|226 ITFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILK 
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         60        70        80        90       100       110       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.5 E():   41 
Smith-Waterman score: 49; 44.0% identity (64.0% similar) in 25 aa overlap (7-31:238-262) 
 
                                       10        20        30       
2MEPSP                         QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::..:: : :: .  :      
gi|180 AAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAATAAAGGYKV   
       210       220       230       240       250       260        
 
         40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.4  bits: 18.5 E():   41 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (57-66:48-57) 
 
         30        40        50        60        70        80       
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL       
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 73.2  bits: 20.9 E():   42 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (36-76:55-104) 
 
          10        20        30        40             50           
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
         60        70        80                                     
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKL                                     
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 19.5 E():   42 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (10-31:252-273) 
 
                                    10        20        30          
2MEPSP                      QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
      40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 19.5 E():   42 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (10-31:252-273) 
 
                                    10        20        30          
2MEPSP                      QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|168 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
      40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 19.5 E():   42 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (10-31:252-273) 
 
                                    10        20        30          
2MEPSP                      QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
      40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 19.5 E():   42 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (10-31:252-273) 
 
                                    10        20        30          
2MEPSP                      QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
      40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.1  bits: 19.5 E():   43 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (44-70:13-38) 
 
            20        30        40        50        60        70    
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
            80                                                      
2MEPSP PGGKVKL                                                      
                                                                    
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.0  bits: 19.6 E():   43 
Smith-Waterman score: 49; 44.0% identity (60.0% similar) in 25 aa overlap (7-31:257-281) 
 
                                       10        20        30       
2MEPSP                         QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :.:: :: : :: .  :      
gi|295 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAATAATGGYKV   
        230       240       250       260       270       280       
 
         40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 45; 42.9% identity (66.7% similar) in 21 aa overlap (1-21:65-85) 
 
                                             10        20        30 
2MEPSP                               QLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                                     .::: : . . :.:. : : :          
gi|145 GLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAGDSDG 
           40        50        60        70        80        90     
 
               40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                                          
gi|145 DGKIGVDEFAAMVKA                                    
          100                                             
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 18.5 E():   45 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (10-32:22-44) 
 
                           10        20        30        40         
2MEPSP             QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL                             
                                                                    
gi|753 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 18.5 E():   45 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (10-32:22-44) 
 
                           10        20        30        40         
2MEPSP             QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL                             
                                                                    
gi|198 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.4  bits: 19.9 E():   47 
Smith-Waterman score: 50; 23.4% identity (53.2% similar) in 47 aa overlap (16-62:351-397) 
 
                              10        20        30        40      
2MEPSP                QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :  .:.:.. . . .    : .   ::.:  
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
          50        60        70        80 
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
        : . .. . :  :. :                   
gi|113 QLTMNAGVLTCSPGAPC                   
              390                          
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.4  bits: 19.9 E():   47 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (30-58:184-213) 
 
                10        20        30        40          50        
2MEPSP  QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
        60        70        80                                      
2MEPSP LGTDCPPVRVNGIGGLPGGKVKL                                      
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.4  bits: 19.9 E():   47 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (30-58:184-213) 
 
                10        20        30        40          50        
2MEPSP  QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3301

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

           160       170       180       190       200        210   
 
        60        70        80                                      
2MEPSP LGTDCPPVRVNGIGGLPGGKVKL                                      
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (27-62:40-74) 
 
                   10        20        30        40        50       
2MEPSP     QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
         60        70        80                                     
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKL                                     
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (27-62:47-81) 
 
                   10        20        30        40        50       
2MEPSP     QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
         60        70        80                                     
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKL                                     
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.6  bits: 18.2 E():   52 
Smith-Waterman score: 45; 19.4% identity (54.2% similar) in 72 aa overlap (8-79:17-86) 
 
                        10        20        30        40        50  
2MEPSP          QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : ...  .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKL                                
       : .    :     ..   : : ::. ..                                 
gi|622 ALAPT--GLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCN 
                 70        80        90       100       110         
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 44; 47.4% identity (68.4% similar) in 19 aa overlap (1-19:63-81) 
 
                                             10        20        30 
2MEPSP                               QLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                                     .::: : . . :.:: : :            
gi|288 XXXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAGDADG 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                                          
gi|288 DGMLGLDEFAVLVKQ                                    
            100                                           
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>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.3  bits: 18.6 E():   54 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (32-56:59-82) 
 
              10        20        30        40        50        60  
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
              70        80                                          
2MEPSP CPPVRVNGIGGLPGGKVKL                                          
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.3  bits: 18.6 E():   54 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (32-56:59-82) 
 
              10        20        30        40        50        60  
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
              70        80                                          
2MEPSP CPPVRVNGIGGLPGGKVKL                                          
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 70.9  bits: 19.3 E():   56 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (2-29:7-33) 
 
                    10        20        30        40        50      
2MEPSP      QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 
             :..:..:   : .: : . : :. :..:                           
gi|198 MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPEKAQLLESFTSKGATLV 
               10        20         30        40        50          
 
          60        70        80                                    
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKL                                    
                                                                    
gi|198 QGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFGNDVDKH 
      60        70        80        90       100       110          
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 70.8  bits: 19.6 E():   57 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (29-58:361-385) 
 
                 10        20        30        40        50         
2MEPSP   QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
       60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKL 
                              
gi|284 ELIRSLFGLP             
         390                  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (6-25:67-86) 
 
                                        10        20        30      
2MEPSP                          QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
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                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
          40        50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                                     
gi|668 EKEESDEDMGFGLFD                               
        100       110                                
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (6-25:67-86) 
 
                                        10        20        30      
2MEPSP                          QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
          40        50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                                     
gi|833 EKEESDEDMGFGLFD                               
        100       110                                
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 47; 44.4% identity (66.7% similar) in 27 aa overlap (5-31:276-298) 
 
                                         10        20        30     
2MEPSP                           QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.:.:: .  :    
gi|663 YAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGATAAAGGYKA 
         250       260       270       280           290       300  
 
           40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 49; 30.4% identity (60.9% similar) in 46 aa overlap (3-48:24-62) 
 
                                    10        20        30          
2MEPSP                      QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                              . ..:: :  .  ::. ::.:. :      : ....  
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAPAT-PAAAGAAAGKIT------PTQEQKL 
               10        20        30         40              50    
 
      40        50        60        70        80                    
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL                    
       . :. ::.:                                                    
gi|119 MEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDA 
            60        70        80        90       100       110    
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.6 E():   69 
Smith-Waterman score: 46; 56.2% identity (68.8% similar) in 16 aa overlap (8-23:222-237) 
 
                                      10        20        30        
2MEPSP                        QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  .  ::.:::::               
gi|226 KYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV            
             200       210       220       230       240            
 
        40        50        60        70        80 
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 17.9 E():   70 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (19-51:28-60) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3304

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
                        10        20        30        40        50  
2MEPSP          QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKL                                
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.0  bits: 19.3 E():   72 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (16-71:315-368) 
 
                              10        20        30        40      
2MEPSP                QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
          50        60        70        80                          
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL                          
       .::  :...: . ::.    .: :.:                                   
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.8  bits: 14.8 E():   73 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (61-74:5-18) 
 
               40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     :: :   . :  ::       
gi|244                           IGNEDCTPWMSTLITPLP       
                                         10               
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.3 E():   74 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:69-88) 
 
                                10        20        30        40    
2MEPSP                  QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
            50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                             
gi|105 T                                     
                                             
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (2-48:346-393) 
 
                                            10        20         30 
2MEPSP                              QLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
               40        50        60        70        80           
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL           
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
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>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.5  bits: 19.4 E():   76 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (2-48:346-393) 
 
                                            10        20         30 
2MEPSP                              QLFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
               40        50        60        70        80           
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL           
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (29-58:240-264) 
 
                 10        20        30        40        50         
2MEPSP   QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
       60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKL 
                              
gi|225 ELIRSWFGLP             
          270                 
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (8-51:17-60) 
 
                        10        20        30        40        50  
2MEPSP          QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : :  ::..:...  :..    .. :... . :  ..  ... : 
gi|130 MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEPG 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKL                                
                                                                    
gi|130 HLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (37-55:40-58) 
 
         10        20        30        40        50        60       
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
         70        80                                               
2MEPSP VNGIGGLPGGKVKL                                               
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 42; 42.9% identity (61.9% similar) in 21 aa overlap (1-21:65-85) 
 
                                             10        20        30 
2MEPSP                               QLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                                     .::: :   . :.:. : : :          
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gi|288 GLSGKSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKAGARALSDAETKAFLKAGDSDG 
           40        50        60        70        80        90     
 
               40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                                          
gi|288 DGKIGVDEFAAMIKG                                    
          100                                             
 
>>gi|29420793|dbj|BAC66618.1| parvalbumin [Scomber japon  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 42; 42.9% identity (61.9% similar) in 21 aa overlap (1-21:65-85) 
 
                                             10        20        30 
2MEPSP                               QLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                                     .::: :   . :.:. : : :          
gi|294 GLSGKSTDEVKKAFAIIDQDKSGFIEEEELKLFLQNFKAGARALSDAETKAFLKAGDSDG 
           40        50        60        70        80        90     
 
               40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                                          
gi|294 DGKIGIDEFAAMIKG                                    
          100                                             
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (72-80:36-44) 
 
              50        60        70        80                      
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL                      
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 46; 32.0% identity (52.0% similar) in 25 aa overlap (52-76:25-49) 
 
              30        40        50        60        70        80  
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL  
                                     :..  . :. :     .: ::  ::      
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGGGGEDGGIDLGS 
                     10        20        30        40        50     
 
gi|145 IISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQT 
           60        70        80        90       100       110     
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (22-76:80-134) 
 
                        10        20        30        40        50  
2MEPSP          QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
              60        70        80                                
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKL                                
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.8  bits: 18.7 E():   82 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (5-31:276-298) 
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                                         10        20        30     
2MEPSP                           QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
           40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.8  bits: 17.3 E():   83 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (54-75:35-60) 
 
            30        40        50          60          70          
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
      80                                                   
2MEPSP L                                                   
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 17.3 E():   84 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (63-75:48-60) 
 
             40        50        60        70        80             
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL             
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (39-71:319-348) 
 
       10        20        30        40        50        60         
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
        70        80                                   
2MEPSP NGIGGLPGGKVKL                                   
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.6  bits: 18.0 E():   85 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (9-33:121-145) 
 
                                     10        20        30         
2MEPSP                       QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
       40        50        60        70        80 
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                                  
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV  
              160       170       180       190   
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
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 initn:  39 init1:  39 opt:  43  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (44-63:84-104) 
 
            20        30        40         50        60        70   
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
             80                               
2MEPSP LPGGKVKL                               
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.6  bits: 14.5 E():   85 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (19-33:2-16) 
 
               10        20        30        40        50        60 
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                         :. ::. . . : .:                            
gi|320                  YTTEGGTKSEAEDVIPE                           
                                10                                  
 
               70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKL 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (15-43:11-42) 
 
               10        20        30           40        50        
2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCF 
                     :... ::    ...:::   ::..  . :...               
gi|116     MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKK 
                   10        20        30        40        50       
 
        60        70        80                                      
2MEPSP LGTDCPPVRVNGIGGLPGGKVKL                                      
                                                                    
gi|116 INFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLK 
         60        70        80        90       100       110       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.1  bits: 18.4 E():   90 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (14-33:232-251) 
 
                                10        20        30        40    
2MEPSP                  QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
            50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                             
gi|898 AK                                    
                                             
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.3 E():   92 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (15-31:112-128) 
 
                               10        20        30        40     
2MEPSP                 QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
           50        60        70        80 
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2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   93 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (10-56:80-121) 
 
                                    10        20        30          
2MEPSP                      QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
      40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
        : ... :  . :: ::                         
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY             
          110       120       130                
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 18.7 E():   94 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (40-56:7-23) 
 
      10        20        30        40        50        60          
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
      70        80                                                  
2MEPSP IGGLPGGKVKL                                                  
                                                                    
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 18.7 E():   94 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (40-56:7-23) 
 
      10        20        30        40        50        60          
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
      70        80                                                  
2MEPSP IGGLPGGKVKL                                                  
                                                                    
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 41; 42.9% identity (61.9% similar) in 21 aa overlap (1-21:63-83) 
 
                                             10        20        30 
2MEPSP                               QLFLGNAGIAMRSLTAAVTAAGGNATYVLD 
                                     .::: :   . :.:. : : :          
gi|777 GLAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDG 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                                          
gi|777 DGKIGVDEFAAMVKH                                    
            100                                           
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.6  bits: 17.7 E():   97 
Smith-Waterman score: 43; 25.5% identity (56.9% similar) in 51 aa overlap (12-61:8-54) 
 
               10        20        30        40        50           
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2MEPSP QLFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG- 
                  :: .     .::... :.:    . .: ....  :.. .  : :  .:  
gi|184     MSRKSGSRSSSKRSKKSGGGSN-VFD---MFTQRQVAEFKEGFQLMDRDKDGVIGK 
                   10        20            30        40        50   
 
      60        70        80                                        
2MEPSP TDCPPVRVNGIGGLPGGKVKL                                        
       ::                                                           
gi|184 TDLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAF 
             60        70        80        90       100       110   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:34 2011 done: Tue Apr 19 10:57:34 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 96  - 175 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     1     2:* 
  32    11     8:==*= 
  34    33    22:=======*=== 
  36    44    44:==============* 
  38    45    73:===============         * 
  40    78   102:==========================       * 
  42   129   125:=========================================*= 
  44   137   138:=============================================* 
  46   123   140:=========================================     * 
  48   119   134:========================================    * 
  50   111   122:=====================================   * 
  52    96   108:================================   * 
  54    79    92:===========================   * 
  56   163    77:=========================*============================= 
  58    63    63:====================* 
  60    29    51:==========      * 
  62    42    41:=============* 
  64    47    33:==========*===== 
  66    12    26:====    * 
  68    21    20:======* 
  70     9    16:===  * 
  72    16    12:===*== 
  74    14    10:===*= 
  76    11     8:==*= 
  78    27     6:=*======= 
  80    11     5:=*== 
  82     8     3:*== 
  84     1     3:* 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     0     1:*         :* 
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  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.05040.00378; mu= 11.5744 0.195 
 mean_var=39.792110.188, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.203318 
 Kolmogorov-Smirnov  statistic: 0.0674 (N=28) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   63 23.5     1.3 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 21.9       3 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   62 23.4     3.3 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.3     3.3 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.2     7.5 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.0     7.7 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 20.6      12 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.2      12 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.6      12 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.0      12 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.0      13 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   51 19.9      13 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.6      14 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   51 19.9      14 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.6      14 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   50 19.6      16 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   50 19.6      16 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.0      16 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 21.8      16 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   50 19.6      17 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.0      18 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.7      18 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.1      18 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 21.8      18 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.7      19 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.7      19 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.7      19 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   53 20.7      19 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.0      19 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.7      19 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.7      19 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.7      19 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.7      19 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.7      19 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.7      19 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.7      19 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.7      19 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.7      19 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.7      19 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.7      19 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.7      19 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.7      19 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.7      19 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.7      19 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.7      19 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.4      20 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.8      20 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.4      20 
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gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   53 20.8      21 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   53 20.8      21 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 19.7      22 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.5      22 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.4      24 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   48 19.0      24 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.2      25 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.4      26 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.5      29 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 18.7      29 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 18.7      29 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   51 20.2      30 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.1      30 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.2      31 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   51 20.2      31 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.5      31 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.4      31 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.3      34 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.3      34 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.3      34 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   50 19.9      36 
gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xip ( 109)   46 18.4      36 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.0      37 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.5      37 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.5      38 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.5      38 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.5      38 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.8      39 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.8      40 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.6      41 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.5      41 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.0      41 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   49 19.6      42 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   49 19.6      42 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.6      42 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   49 19.6      42 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.6      42 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   49 19.6      43 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   45 18.2      44 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.5      45 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.5      45 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 19.9      46 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 19.9      46 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 19.9      46 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.5      49 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.6      51 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   45 18.2      52 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.6      54 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.6      54 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.3      56 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.7      56 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   43 17.6      65 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.6      66 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.6      66 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.0      67 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 19.0      67 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   46 18.6      68 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 17.9      70 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.4      71 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.2      74 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   48 19.4      74 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.4      75 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.8      75 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.7      76 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 17.6      77 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.7      78 
gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full ( 107)   42 17.3      79 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.4      80 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   46 18.7      80 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.3      80 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.7      82 
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gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.1      83 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.3      83 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.3      84 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.0      84 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.7      85 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.5      88 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.7      89 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.4      89 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.3      92 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.7      93 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.7      93 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.3      94 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 17.7      97 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 100.6  bits: 23.5 E():  1.3 
Smith-Waterman score: 63; 41.7% identity (66.7% similar) in 24 aa overlap (48-68:48-71) 
 
        20        30        40        50           60        70     
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::       
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
           80                                         
2MEPSP GKVKLS                                         
                                                      
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 94.0  bits: 21.9 E():    3 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (48-68:24-46) 
 
        20        30        40        50          60        70      
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
          80                                            
2MEPSP KVKLS                                            
                                                        
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  62  Z-score: 93.1  bits: 23.4 E():  3.3 
Smith-Waterman score: 62; 29.3% identity (56.9% similar) in 58 aa overlap (1-58:8-62) 
 
                      10        20        30        40        50    
2MEPSP        LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
              ::.:..:   . .. : .: .:  ::::     . .   . .. ..: ::  : 
gi|324 MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSKVIENFKALG--V 
               10        20         30        40        50          
 
            60        70        80                                  
2MEPSP DCFLGTDCPPVRVNGIGGLPGGKVKLS                                  
       .  ::                                                        
gi|324 NFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDV 
        60        70        80        90       100       110        
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 93.1  bits: 22.3 E():  3.3 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (55-75:66-87) 
 
           30        40        50        60        70         80    
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLS    
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
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gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 86.8  bits: 21.2 E():  7.5 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (55-75:66-87) 
 
           30        40        50        60        70         80    
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLS    
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 86.6  bits: 24.0 E():  7.7 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (36-72:943-974) 
 
          10        20        30        40        50        60      
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
          70        80                                              
2MEPSP VNGIGGLPGGKVKLS                                              
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 83.4  bits: 20.6 E():   12 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (4-47:87-141) 
 
                                          10        20              
2MEPSP                            LFLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
             30        40        50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
           .. ::: . . :: . ..: .                                  
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT                       
        120       130       140       150                         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.1  bits: 20.2 E():   12 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (41-57:98-114) 
 
               20        30        40        50        60        70 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
               80 
2MEPSP GLPGGKVKLS 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 20.6 E():   12 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (55-76:66-88) 
 
           30        40        50        60        70         80    
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLS    
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
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gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 82.8  bits: 22.0 E():   12 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (28-70:262-299) 
 
                  10        20        30        40        50        
2MEPSP    LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
        60        70        80                                      
2MEPSP GTDCPPVRVNGIGGLPGGKVKLS                                      
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 82.6  bits: 22.0 E():   13 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (48-68:383-405) 
 
        20        30        40        50          60        70      
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
          80                                            
2MEPSP KVKLS                                            
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 82.4  bits: 19.9 E():   13 
Smith-Waterman score: 51; 55.0% identity (65.0% similar) in 20 aa overlap (1-20:66-85) 
 
                                             10        20        30 
2MEPSP                               LFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::: . : . : :::: : :           
gi|145 LAAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAGDEDGD 
          40        50        60        70        80        90      
 
               40        50        60        70        80 
2MEPSP VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                                          
gi|145 GMIGVDEFVTLVKA                                     
         100                                              
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.0  bits: 19.6 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (37-74:32-71) 
 
         10        20        30        40        50          60     
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
           70        80               
2MEPSP RVNGIGGLPGGKVKLS               
         :. ..:::                     
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK 
              70        80        90  
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 81.9  bits: 19.9 E():   14 
Smith-Waterman score: 51; 21.9% identity (52.1% similar) in 73 aa overlap (4-74:30-97) 
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                                         10        20        30     
2MEPSP                           LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                    :.:. ..      : ..:.      .:.    
gi|547 MAYSAMTKLALVVALCMVVSVPIAQAITCGQASSSLAPCIPYVRGGGAVPPACCNGI--- 
               10        20        30        40        50           
 
           40        50          60        70        80             
2MEPSP RERPIGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVKLS             
         : ...:.    .  :  .:.  :... : :  :. ..:::                   
gi|547 --RNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCAT 
          60        70        80        90       100       110      
 
gi|547 VK 
          
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.9  bits: 19.6 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (37-74:33-72) 
 
         10        20        30        40        50          60     
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
           70        80               
2MEPSP RVNGIGGLPGGKVKLS               
         :. ..:::                     
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK 
             70        80        90   
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 80.9  bits: 19.6 E():   16 
Smith-Waterman score: 50; 31.4% identity (56.9% similar) in 51 aa overlap (1-51:65-104) 
 
                                             10        20        30 
2MEPSP                               LFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::: : . . :.:: : : :     .. :: 
gi|288 LAGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA-----FLADG 
           40        50        60        70        80               
 
               40        50        60        70        80 
2MEPSP VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
            ..  :: ..:. ...:                              
gi|288 -----DKD-GDGMIGVDEFAAMIKG                          
           90        100                                  
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 80.9  bits: 19.6 E():   16 
Smith-Waterman score: 50; 31.4% identity (56.9% similar) in 51 aa overlap (1-51:65-104) 
 
                                             10        20        30 
2MEPSP                               LFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::: : . . :.:: : : :     .. :: 
gi|182 LASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA-----FLADG 
           40        50        60        70        80               
 
               40        50        60        70        80 
2MEPSP VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
            ..  :: ..:. ...:                              
gi|182 -----DKD-GDGMIGVDEFAAMIKG                          
           90        100                                  
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.8  bits: 21.0 E():   16 
Smith-Waterman score: 54; 44.0% identity (68.0% similar) in 25 aa overlap (6-30:263-287) 
 
                                        10        20        30      
2MEPSP                          LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :..:  . :::..:: : :: .  :      
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gi|144 AAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAATAAAGGYKV   
            240       250       260       270       280       290   
 
          40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (31-57:454-481) 
 
               10        20        30         40        50          
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
      60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLS 
                             
gi|424 IKKLFGLSH             
           490               
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 80.3  bits: 19.6 E():   17 
Smith-Waterman score: 50; 22.4% identity (52.6% similar) in 76 aa overlap (1-74:27-97) 
 
                                         10        20        30     
2MEPSP                           LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                 :  :...  .    : : ..:.      .:.    
gi|671 MACSAMTKLALVVALCMVVSVPIAQALTCGQVSSNLAPCIAYVRGGGAVPPACCNGI--- 
               10        20        30        40        50           
 
           40        50          60        70        80             
2MEPSP RERPIGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVKLS             
         : :..:.    .  .  .:.  :... : : .:. ..:::                   
gi|671 --RNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISPSTNCAT 
          60        70        80        90       100       110      
 
gi|671 VK 
          
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (55-73:42-62) 
 
           30        40        50        60          70        80   
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLS   
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 79.9  bits: 20.7 E():   18 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (44-79:134-164) 
 
            20        30        40        50        60        70    
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
            80                                                      
2MEPSP GGKVKLS                                                      
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
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 initn:  48 init1:  48 opt:  54  Z-score: 79.9  bits: 21.1 E():   18 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (43-75:174-206) 
 
             20        30        40        50        60        70   
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
              80                                                    
2MEPSP -PGGKVKLS                                                    
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 79.8  bits: 21.8 E():   18 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (29-61:341-374) 
 
                 10        20        30         40        50        
2MEPSP   LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
        60        70        80                                      
2MEPSP GTDCPPVRVNGIGGLPGGKVKLS                                      
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.5  bits: 20.7 E():   19 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (4-30:251-277) 
 
                                          10        20        30    
2MEPSP                            LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
            40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.5  bits: 20.7 E():   19 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (4-30:252-278) 
 
                                          10        20        30    
2MEPSP                            LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
            40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.4  bits: 20.7 E():   19 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (4-30:255-281) 
 
                                          10        20        30    
2MEPSP                            LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
            40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
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 initn:  53 init1:  53 opt:  53  Z-score: 79.4  bits: 20.7 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (6-30:259-283) 
 
                                        10        20        30      
2MEPSP                          LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|239 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
      230       240       250       260       270       280         
 
          40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 79.3  bits: 20.0 E():   19 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (10-25:142-161) 
 
                                    10            20        30      
2MEPSP                      LFLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
          40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                                     
gi|249 GYKV                                          
                                                     
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (6-30:260-284) 
 
                                        10        20        30      
2MEPSP                          LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (6-30:260-284) 
 
                                        10        20        30      
2MEPSP                          LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (6-30:260-284) 
 
                                        10        20        30      
2MEPSP                          LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (6-30:260-284) 
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                                        10        20        30      
2MEPSP                          LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (6-30:260-284) 
 
                                        10        20        30      
2MEPSP                          LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (6-30:260-284) 
 
                                        10        20        30      
2MEPSP                          LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (6-30:260-284) 
 
                                        10        20        30      
2MEPSP                          LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (6-30:260-284) 
 
                                        10        20        30      
2MEPSP                          LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (6-30:260-284) 
 
                                        10        20        30      
2MEPSP                          LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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          40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (6-30:260-284) 
 
                                        10        20        30      
2MEPSP                          LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (6-30:260-284) 
 
                                        10        20        30      
2MEPSP                          LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (6-30:260-284) 
 
                                        10        20        30      
2MEPSP                          LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (6-30:260-284) 
 
                                        10        20        30      
2MEPSP                          LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (6-30:260-284) 
 
                                        10        20        30      
2MEPSP                          LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
          40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (4-30:258-284) 
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                                          10        20        30    
2MEPSP                            LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
            40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (4-30:261-287) 
 
                                          10        20        30    
2MEPSP                            LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
            40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 79.2  bits: 20.4 E():   20 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (41-57:202-218) 
 
               20        30        40        50        60        70 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
               80 
2MEPSP GLPGGKVKLS 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.2  bits: 20.8 E():   20 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (4-30:266-292) 
 
                                          10        20        30    
2MEPSP                            LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
            40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.1  bits: 20.4 E():   20 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (41-57:205-221) 
 
               20        30        40        50        60        70 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
               80 
2MEPSP GLPGGKVKLS 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.8  bits: 20.8 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (6-30:285-309) 
 
                                        10        20        30      
2MEPSP                          LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|330 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
          260       270       280       290       300       310     
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          40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.8  bits: 20.8 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (6-30:285-309) 
 
                                        10        20        30      
2MEPSP                          LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|398 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
          260       270       280       290       300       310     
 
          40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (30-72:104-146) 
 
                10        20        30        40             50     
2MEPSP  LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
           60        70        80       
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLS       
        : ..: :     ::::.               
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH 
            140           150       160 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 78.2  bits: 21.5 E():   22 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (29-61:341-374) 
 
                 10        20        30         40        50        
2MEPSP   LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
        60        70        80                                      
2MEPSP GTDCPPVRVNGIGGLPGGKVKLS                                      
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 77.8  bits: 19.4 E():   24 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (40-62:12-38) 
 
      10        20        30        40        50            60      
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
          70        80                                              
2MEPSP VNGIGGLPGGKVKLS                                              
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.6  bits: 19.0 E():   24 
Smith-Waterman score: 48; 37.2% identity (55.8% similar) in 43 aa overlap (1-43:65-106) 
 
                                             10        20        30 
2MEPSP                               LFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
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                                     ::: : . . :.::   ::   .:  : :: 
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDV-DG 
           40        50        60        70        80        90     
 
               40        50        60        70        80 
2MEPSP VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
         ..  . . :::                                      
gi|208 DGKIGIEEFTDLVRSK                                   
           100                                            
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 77.4  bits: 21.2 E():   25 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (41-58:295-313) 
 
               20        30        40         50        60          
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
      70        80                                                  
2MEPSP GGLPGGKVKLS                                                  
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.1  bits: 19.4 E():   26 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (68-75:119-126) 
 
        40        50        60        70        80                  
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS                  
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
gi|144 EEVD 
      150   
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.2  bits: 20.5 E():   29 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (22-70:94-133) 
 
                        10        20        30        40        50  
2MEPSP          LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
              60        70        80                                
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLS                                
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.0  bits: 18.7 E():   29 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (32-60:73-101) 
 
              10        20        30        40        50        60  
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
              70        80 
2MEPSP PPVRVNGIGGLPGGKVKLS 
                           
gi|209 FAVLVKQ             
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>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.0  bits: 18.7 E():   29 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (32-60:73-101) 
 
              10        20        30        40        50        60  
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
              70        80 
2MEPSP PPVRVNGIGGLPGGKVKLS 
                           
gi|249 FAVLVKQ             
                           
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 76.0  bits: 20.2 E():   30 
Smith-Waterman score: 51; 34.5% identity (55.2% similar) in 29 aa overlap (51-79:25-52) 
 
               30        40        50        60        70        80 
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .:.::  :: : :  
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLG 
                     10        20        30        40         50    
 
gi|275 SIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.0  bits: 19.1 E():   30 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (32-64:78-105) 
 
              10        20        30        40         50        60 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
               70        80                     
2MEPSP CPPVRVNGIGGLPGGKVKLS                     
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.7  bits: 20.2 E():   31 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (6-30:280-304) 
 
                                        10        20        30      
2MEPSP                          LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
          40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 75.7  bits: 20.2 E():   31 
Smith-Waterman score: 51; 28.0% identity (58.0% similar) in 50 aa overlap (1-50:8-56) 
 
                      10        20        30        40        50    
2MEPSP        LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
              :..:..:   . .. : .: .:. :..:     . .   : ::  .: ::    
gi|107 MAHKSKILIIGGTGYIGKFIVEA-SAKSGHPTFALVRESTVSDPVKGKLVEKFKGLGVTL 
               10        20         30        40        50          
 
            60        70        80                                  
2MEPSP DCFLGTDCPPVRVNGIGGLPGGKVKLS                                  
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gi|107 LHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGNDVDR 
      60        70        80        90       100       110          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 75.6  bits: 20.5 E():   31 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (29-57:185-214) 
 
                 10        20        30        40          50       
2MEPSP   LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
         60        70        80                                     
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLS                                     
       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.6  bits: 18.4 E():   31 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (37-74:32-71) 
 
         10        20        30        40        50          60     
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
           70        80               
2MEPSP RVNGIGGLPGGKVKLS               
         :. ..:::                     
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK 
              70        80        90  
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.0  bits: 21.3 E():   34 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (35-75:55-104) 
 
           10        20        30        40             50          
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
          60        70        80                                    
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLS                                    
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.0  bits: 21.3 E():   34 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (35-75:55-104) 
 
           10        20        30        40             50          
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
          60        70        80                                    
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLS                                    
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.0  bits: 21.3 E():   34 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (35-75:55-104) 
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           10        20        30        40             50          
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
          60        70        80                                    
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLS                                    
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 74.5  bits: 19.9 E():   36 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (15-70:211-264) 
 
                               10        20        30        40     
2MEPSP                 LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
           50        60        70        80                   
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS                   
       .::  :...: . ::.    .: :.:                             
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|222352960|emb|CAR48256.1| beta-parvalbumin [Xiphias  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.5  bits: 18.4 E():   36 
Smith-Waterman score: 46; 55.0% identity (55.0% similar) in 20 aa overlap (1-20:66-85) 
 
                                             10        20        30 
2MEPSP                               LFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::: :   : : :: : : :           
gi|222 LAAKSTDDVKKAFAIIDQDKSGFIEEDELKLFLQNFKAAARPLTDAETEAFLKAGDSDGD 
          40        50        60        70        80        90      
 
               40        50        60        70        80 
2MEPSP VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                                          
gi|222 GKIGAEEFAALVTA                                     
         100                                              
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 74.2  bits: 16.0 E():   37 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (18-32:2-16) 
 
               10        20        30        40        50        60 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                        :. ::. . : : .:                             
gi|320                 YTTEGGTKSEVEDVIPEGWK                         
                               10        20                         
 
               70        80 
2MEPSP CPPVRVNGIGGLPGGKVKLS 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 18.5 E():   37 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (40-54:93-107) 
 
      10        20        30        40        50        60          
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
      70        80 
2MEPSP GGLPGGKVKLS 
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
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 initn:  42 init1:  42 opt:  46  Z-score: 74.1  bits: 18.5 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (53-74:35-60) 
 
             30        40        50            60        70         
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       80                                                  
2MEPSP LS                                                  
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.1  bits: 18.5 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (53-74:35-60) 
 
             30        40        50            60        70         
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       80                                                  
2MEPSP LS                                                  
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.1  bits: 18.5 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (53-74:35-60) 
 
             30        40        50            60        70         
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       80                                                  
2MEPSP LS                                                  
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 17.8 E():   39 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (55-64:38-47) 
 
           30        40        50        60        70        80     
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS     
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (14-39:11-39) 
 
               10        20        30           40        50        
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFL 
                    :... ::    .:::::   .:..  . :                   
gi|226    MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNI 
                  10        20        30        40        50        
 
        60        70        80                                      
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2MEPSP GTDCPPVRVNGIGGLPGGKVKLS                                      
                                                                    
gi|226 TFGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKI 
        60        70        80        90       100       110        
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.6 E():   41 
Smith-Waterman score: 49; 44.0% identity (64.0% similar) in 25 aa overlap (6-30:238-262) 
 
                                        10        20        30      
2MEPSP                          LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::..:: : :: .  :      
gi|180 AAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAATAAAGGYKV   
       210       220       230       240       250       260        
 
          40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.4  bits: 18.5 E():   41 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (56-65:48-57) 
 
          30        40        50        60        70        80      
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS      
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 73.4  bits: 21.0 E():   41 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (35-75:55-104) 
 
           10        20        30        40             50          
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
          60        70        80                                    
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLS                                    
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (9-30:252-273) 
 
                                     10        20        30         
2MEPSP                       LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|168 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
       40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (9-30:252-273) 
 
                                     10        20        30         
2MEPSP                       LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
       40        50        60        70        80 
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2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (9-30:252-273) 
 
                                     10        20        30         
2MEPSP                       LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
       40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (9-30:252-273) 
 
                                     10        20        30         
2MEPSP                       LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
       40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (43-69:13-38) 
 
             20        30        40        50        60        70   
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
             80                                                     
2MEPSP PGGKVKLS                                                     
                                                                    
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 19.6 E():   43 
Smith-Waterman score: 49; 44.0% identity (60.0% similar) in 25 aa overlap (6-30:257-281) 
 
                                        10        20        30      
2MEPSP                          LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :.:: :: : :: .  :      
gi|295 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAATAATGGYKV   
        230       240       250       260       270       280       
 
          40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 45; 50.0% identity (65.0% similar) in 20 aa overlap (1-20:66-85) 
 
                                             10        20        30 
2MEPSP                               LFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::: : . . :.:: : : :           
gi|179 LSAKTPDDIKKAFAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGD 
          40        50        60        70        80        90      
 
               40        50        60        70        80 
2MEPSP VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                                          
gi|179 GKIGVDEFAALVKA                                     
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         100                                              
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 18.5 E():   45 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (9-31:22-44) 
 
                            10        20        30        40        
2MEPSP              LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS                            
                                                                    
gi|753 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 18.5 E():   45 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (9-31:22-44) 
 
                            10        20        30        40        
2MEPSP              LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS                            
                                                                    
gi|198 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (29-57:184-213) 
 
                 10        20        30        40          50       
2MEPSP   LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
         60        70        80                                     
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLS                                     
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 50; 23.4% identity (53.2% similar) in 47 aa overlap (15-61:351-397) 
 
                               10        20        30        40     
2MEPSP                 LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :  .:.:.. . . .    : .   ::.:  
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
           50        60        70        80 
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
        : . .. . :  :. :                    
gi|113 QLTMNAGVLTCSPGAPC                    
              390                           
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (29-57:184-213) 
 
                 10        20        30        40          50       
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2MEPSP   LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
         60        70        80                                     
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLS                                     
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (26-61:40-74) 
 
                    10        20        30        40        50      
2MEPSP      LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
          60        70        80                                    
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLS                                    
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.7  bits: 18.6 E():   51 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (26-61:47-81) 
 
                    10        20        30        40        50      
2MEPSP      LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
          60        70        80                                    
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLS                                    
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.6  bits: 18.2 E():   52 
Smith-Waterman score: 45; 19.4% identity (54.2% similar) in 72 aa overlap (7-78:17-86) 
 
                         10        20        30        40        50 
2MEPSP           LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : ...  .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLS                               
       : .    :     ..   : : ::. ..                                 
gi|622 ALAPT--GLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCN 
                 70        80        90       100       110         
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.3  bits: 18.6 E():   54 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (31-55:59-82) 
 
               10        20        30        40        50        60 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
               70        80                                         
2MEPSP CPPVRVNGIGGLPGGKVKLS                                         
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gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.3  bits: 18.6 E():   54 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (31-55:59-82) 
 
               10        20        30        40        50        60 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
               70        80                                         
2MEPSP CPPVRVNGIGGLPGGKVKLS                                         
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.0  bits: 19.3 E():   56 
Smith-Waterman score: 48; 35.7% identity (67.9% similar) in 28 aa overlap (1-28:7-33) 
 
                     10        20        30        40        50     
2MEPSP       LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD 
             :..:..:   : .: : . : :. :..:                           
gi|198 MGGSRVLIIGGTGYIGRHVTNA-SLAQGHPTFLLVREITPSNPEKAQLLESFTSKGATLV 
               10        20         30        40        50          
 
           60        70        80                                   
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLS                                   
                                                                    
gi|198 QGSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFGNDVDKH 
      60        70        80        90       100       110          
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 70.9  bits: 19.7 E():   56 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (28-57:361-385) 
 
                  10        20        30        40        50        
2MEPSP    LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLS 
                               
gi|284 ELIRSLFGLP              
         390                   
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 17.6 E():   65 
Smith-Waterman score: 43; 45.0% identity (65.0% similar) in 20 aa overlap (1-20:66-85) 
 
                                             10        20        30 
2MEPSP                               LFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::: : . . :.:. : : :           
gi|145 LAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALSDAETKAFLKAGDSDGD 
          40        50        60        70        80        90      
 
               40        50        60        70        80 
2MEPSP VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                                          
gi|145 GKIGVDEFAAMVKA                                     
         100                                              
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (5-24:67-86) 
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                                         10        20        30     
2MEPSP                           LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
           40        50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                                      
gi|833 EKEESDEDMGFGLFD                                
        100       110                                 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (5-24:67-86) 
 
                                         10        20        30     
2MEPSP                           LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
           40        50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                                      
gi|668 EKEESDEDMGFGLFD                                
        100       110                                 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 47; 44.4% identity (66.7% similar) in 27 aa overlap (4-30:276-298) 
 
                                          10        20        30    
2MEPSP                            LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.:.:: .  :    
gi|663 YAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGATAAAGGYKA 
         250       260       270       280           290       300  
 
            40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 49; 30.4% identity (60.9% similar) in 46 aa overlap (2-47:24-62) 
 
                                     10        20        30         
2MEPSP                       LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                              . ..:: :  .  ::. ::.:. :      : ....  
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAPAT-PAAAGAAAGKIT------PTQEQKL 
               10        20        30         40              50    
 
       40        50        60        70        80                   
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS                   
       . :. ::.:                                                    
gi|119 MEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDA 
            60        70        80        90       100       110    
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.6 E():   68 
Smith-Waterman score: 46; 56.2% identity (68.8% similar) in 16 aa overlap (7-22:222-237) 
 
                                       10        20        30       
2MEPSP                         LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  .  ::.:::::               
gi|226 KYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV            
             200       210       220       230       240            
 
         40        50        60        70        80 
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
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>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 17.9 E():   70 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (18-50:28-60) 
 
                         10        20        30        40        50 
2MEPSP           LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLS                               
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.1  bits: 19.4 E():   71 
Smith-Waterman score: 50; 30.4% identity (53.6% similar) in 56 aa overlap (15-70:315-368) 
 
                               10        20        30        40     
2MEPSP                 LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
           50        60        70        80                         
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS                         
       .::  :...: . ::.    .: :.:                                   
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.2 E():   74 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:69-88) 
 
                                 10        20        30        40   
2MEPSP                   LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
             50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                              
gi|105 T                                      
                                              
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.7  bits: 19.4 E():   74 
Smith-Waterman score: 48; 29.2% identity (60.4% similar) in 48 aa overlap (1-47:346-393) 
 
                                             10        20           
2MEPSP                               LFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ... ::  : : : ...:   
gi|144 DGQIVGDDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
      30        40        50        60        70        80          
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS          
          . ..  :.:.::::.                                           
gi|144 RSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTA 
         380       390       400       410       420       430      
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.7  bits: 19.4 E():   75 
Smith-Waterman score: 48; 29.2% identity (62.5% similar) in 48 aa overlap (1-47:346-393) 
 
                                             10        20           
2MEPSP                               LFLGNAGIAMRSLTAAVTAAG-GNATYVLD 
                                     : ... :   ....::  : : : ...:   
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gi|145 DFQIVGDDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSH 
         320       330       340       350       360       370      
 
      30        40        50        60        70        80          
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS          
          . ..  :.:.::::.                                           
gi|145 RSGETEDVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTA 
         380       390       400       410       420       430      
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.6  bits: 14.8 E():   75 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (60-73:5-18) 
 
      30        40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :: :   . :  ::        
gi|244                           IGNEDCTPWMSTLITPLP        
                                         10                
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (28-57:240-264) 
 
                  10        20        30        40        50        
2MEPSP    LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLS 
                               
gi|225 ELIRSWFGLP              
          270                  
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (7-50:17-60) 
 
                         10        20        30        40        50 
2MEPSP           LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : :  ::..:...  :..    .. :... . :  ..  ... : 
gi|130 MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEPG 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLS                               
                                                                    
gi|130 HLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (36-54:40-58) 
 
          10        20        30        40        50        60      
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
          70        80                                              
2MEPSP VNGIGGLPGGKVKLS                                              
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|288559140|sp|P86432.1|PRVB2_ONCMY RecName: Full=Par  (107 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 42; 50.0% identity (66.7% similar) in 18 aa overlap (1-18:64-81) 
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                                             10        20        30 
2MEPSP                               LFLGNAGIAMRSLTAAVTAAGGNATYVLDG 
                                     ::: : . . :.:: : :             
gi|288 XXXXSPDDLKKXXXXLDQDKSGFLEEDELKLFLQNFSASARALTDAETKXXXXAGDADGD 
            40        50        60        70        80        90    
 
               40        50        60        70        80 
2MEPSP VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                                          
gi|288 GMLGLDEFAVLVKQ                                     
           100                                            
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.1  bits: 19.4 E():   80 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (21-75:80-134) 
 
                         10        20        30        40        50 
2MEPSP           LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
               60        70        80                               
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLS                               
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 46; 32.0% identity (52.0% similar) in 25 aa overlap (51-75:25-49) 
 
               30        40        50        60        70        80 
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .: ::  ::      
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGGGGEDGGIDLGS 
                     10        20        30        40        50     
 
gi|145 IISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQT 
           60        70        80        90       100       110     
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (71-79:36-44) 
 
               50        60        70        80                     
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS                     
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (4-30:276-298) 
 
                                          10        20        30    
2MEPSP                            LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
            40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (38-70:319-348) 
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        10        20        30        40        50         60       
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
         70        80                                  
2MEPSP NGIGGLPGGKVKLS                                  
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.8  bits: 17.3 E():   83 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (53-74:35-60) 
 
             30        40        50          60          70         
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       80                                                  
2MEPSP LS                                                  
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 17.3 E():   84 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (62-74:48-60) 
 
              40        50        60        70        80            
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS            
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.7  bits: 18.0 E():   84 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (8-32:121-145) 
 
                                      10        20        30        
2MEPSP                        LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
        40        50        60        70        80 
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                                   
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV   
              160       170       180       190    
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (43-62:84-104) 
 
             20        30        40         50        60        70  
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
              80                              
2MEPSP LPGGKVKLS                              
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
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           120       130       140       150  
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.4  bits: 14.5 E():   88 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (18-32:2-16) 
 
               10        20        30        40        50        60 
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                        :. ::. . . : .:                             
gi|320                 YTTEGGTKSEAEDVIPE                            
                               10                                   
 
               70        80 
2MEPSP CPPVRVNGIGGLPGGKVKLS 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (14-42:11-42) 
 
               10        20        30           40        50        
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFL 
                    :... ::    ...:::   ::..  . :...                
gi|116    MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKI 
                  10        20        30        40        50        
 
        60        70        80                                      
2MEPSP GTDCPPVRVNGIGGLPGGKVKLS                                      
                                                                    
gi|116 NFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKI 
        60        70        80        90       100       110        
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (13-32:232-251) 
 
                                 10        20        30        40   
2MEPSP                   LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
             50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                              
gi|898 AK                                     
                                              
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.3 E():   92 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (14-30:112-128) 
 
                                10        20        30        40    
2MEPSP                  LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
            50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.7 E():   93 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (39-55:7-23) 
 
       10        20        30        40        50        60         
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
       70        80                                                 
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2MEPSP IGGLPGGKVKLS                                                 
                                                                    
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.7 E():   93 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (39-55:7-23) 
 
       10        20        30        40        50        60         
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
       70        80                                                 
2MEPSP IGGLPGGKVKLS                                                 
                                                                    
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (9-55:80-121) 
 
                                     10        20        30         
2MEPSP                       LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
       40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
        : ... :  . :: ::                          
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY              
          110       120       130                 
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.6  bits: 17.7 E():   97 
Smith-Waterman score: 43; 25.5% identity (56.9% similar) in 51 aa overlap (11-60:8-54) 
 
               10        20        30        40        50           
2MEPSP LFLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-T 
                 :: .     .::... :.:    . .: ....  :.. .  : :  .: : 
gi|184    MSRKSGSRSSSKRSKKSGGGSN-VFD---MFTQRQVAEFKEGFQLMDRDKDGVIGKT 
                  10        20            30        40        50    
 
      60        70        80                                        
2MEPSP DCPPVRVNGIGGLPGGKVKLS                                        
       :                                                            
gi|184 DLRGTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFA 
            60        70        80        90       100       110    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:34 2011 done: Tue Apr 19 10:57:34 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 97  - 176 - 80 aa 
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Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     4     2:*= 
  32    17     8:==*=== 
  34    29    22:=======*== 
  36    47    44:==============*= 
  38    51    73:=================       * 
  40    85   102:=============================    * 
  42   132   125:=========================================*== 
  44   119   138:========================================     * 
  46   147   140:==============================================*== 
  48    99   134:=================================           * 
  50   121   122:========================================* 
  52    92   108:===============================    * 
  54   124    92:==============================*=========== 
  56   121    77:=========================*=============== 
  58    49    63:=================   * 
  60    33    51:===========     * 
  62    49    41:=============*=== 
  64    32    33:==========* 
  66    24    26:========* 
  68    12    20:====  * 
  70     7    16:===  * 
  72    20    12:===*=== 
  74    12    10:===* 
  76     7     8:==* 
  78    33     6:=*========= 
  80     7     5:=*= 
  82     5     3:*= 
  84     1     3:* 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.70660.00393; mu= 13.6026 0.204 
 mean_var=40.716710.624, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.200996 
 Kolmogorov-Smirnov  statistic: 0.0487 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   63 23.2     1.5 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 21.7     3.5 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.2     3.8 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   57 21.5     5.2 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   57 21.6     5.4 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   57 21.6     5.4 
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gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.1     7.5 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.0     8.4 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   57 21.8     9.7 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.0      13 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 20.4      13 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.0      13 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.1      14 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.5      14 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   51 19.8      16 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.4      16 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.4      16 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 21.7      17 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.0      17 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   54 21.0      17 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   51 19.8      17 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 21.8      19 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.0      19 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.6      19 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 19.9      20 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.7      20 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.7      20 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.7      20 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   53 20.7      20 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.7      21 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.7      21 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.7      21 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.7      21 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.7      21 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.7      21 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.7      21 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.7      21 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.7      21 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.7      21 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.7      21 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.7      21 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.7      21 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.7      21 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.7      21 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.7      21 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.7      21 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.3      21 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.9      21 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.3      21 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   53 20.7      22 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   53 20.7      22 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.5      23 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.2      23 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 19.6      24 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.2      25 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 20.8      26 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.2      26 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.3      28 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.5      30 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   51 20.1      31 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.5      32 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.1      32 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 18.9      33 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 18.6      33 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 18.6      33 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.3      33 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.3      33 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.3      33 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.2      35 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   47 18.7      40 
gi|14531018|gb|AAK63088.1| parvalbumin [Theragra c ( 109)   46 18.3      40 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.0      41 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.3      42 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.3      42 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.3      42 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.3      42 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.5      43 
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gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.7      44 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   49 19.5      44 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   49 19.5      44 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.5      44 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   49 19.5      44 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.5      44 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.5      45 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   49 19.5      45 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.3      45 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.6      47 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 19.9      47 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 19.9      47 
gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full= ( 108)   45 18.0      49 
gi|288557440|emb|CAX32967.1| parvalbumin [Salvelin ( 108)   45 18.0      49 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.4      50 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.4      50 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.4      54 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.4      55 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   45 18.1      57 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.6      57 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.5      58 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.5      58 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   47 18.9      64 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   44 17.8      69 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 18.9      70 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.9      70 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   46 18.6      72 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.3      72 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.4      74 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.4      74 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 17.8      76 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.6      79 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.4      80 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.6      81 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.1      83 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   46 18.6      84 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.0      84 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 17.5      84 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.6      85 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   46 18.7      86 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.1      89 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 17.9      90 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   47 19.1      92 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   47 19.1      92 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.1      92 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.5      93 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.1      93 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.3      94 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.4      95 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.7      96 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.7      96 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.5      96 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 99.5  bits: 23.2 E():  1.5 
Smith-Waterman score: 63; 41.7% identity (66.7% similar) in 24 aa overlap (47-67:48-71) 
 
         20        30        40        50           60        70    
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::       
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
            80                                        
2MEPSP GKVKLSG                                        
                                                      
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 92.8  bits: 21.7 E():  3.5 
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Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (47-67:24-46) 
 
         20        30        40        50          60        70     
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
           80                                           
2MEPSP KVKLSG                                           
                                                        
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 92.2  bits: 22.2 E():  3.8 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (54-74:66-87) 
 
            30        40        50        60         70        80   
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSG   
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 89.7  bits: 21.5 E():  5.2 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (13-80:22-98) 
 
                        10        20        30        40            
2MEPSP          FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|190 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
      50               60        70        80                       
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSG                       
       : .  :::          : : . :  :  :  .: .:                       
gi|190 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|190 RLGDYPVEQGF 
              130  
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 89.4  bits: 21.6 E():  5.4 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (13-80:22-98) 
 
                        10        20        30        40            
2MEPSP          FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|105 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
      50               60        70        80                       
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSG                       
       : .  :::          : : . :  :  :  .: .:                       
gi|105 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|105 RLGDYLIDQGYWVPSSNS 
              130         
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 89.3  bits: 21.6 E():  5.4 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (13-80:22-98) 
 
                        10        20        30        40            
2MEPSP          FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
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                            .::. .  :..     . :... . :. .:  ... :   
gi|100 MSWQAYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
      50               60        70        80                       
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSG                       
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYYVGSHHHHHH 
              130       140  
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 86.8  bits: 24.1 E():  7.5 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (35-71:943-974) 
 
           10        20        30        40        50        60     
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
           70        80                                             
2MEPSP VNGIGGLPGGKVKLSG                                             
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 85.9  bits: 21.0 E():  8.4 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (54-74:66-87) 
 
            30        40        50        60         70        80   
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSG   
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 84.7  bits: 21.8 E():  9.7 
Smith-Waterman score: 57; 28.1% identity (56.1% similar) in 57 aa overlap (1-57:9-62) 
 
                       10        20        30        40        50   
2MEPSP         FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
               :.:..:   . .. : .: .:  ::::     . .   . .. ..: ::  : 
gi|324 MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSKVIENFKALG--V 
               10        20         30        40        50          
 
             60        70        80                                 
2MEPSP DCFLGTDCPPVRVNGIGGLPGGKVKLSG                                 
       .  ::                                                        
gi|324 NFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDV 
        60        70        80        90       100       110        
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 82.6  bits: 22.0 E():   13 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (27-69:262-299) 
 
                   10        20        30        40        50       
2MEPSP     FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
         60        70        80                                     
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSG                                     
        .:   .:. . :                                                
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gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 82.6  bits: 20.4 E():   13 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (3-46:87-141) 
 
                                           10        20             
2MEPSP                             FLGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
              30        40        50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
           .. ::: . . :: . ..: .                                   
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT                        
        120       130       140       150                          
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 82.4  bits: 22.0 E():   13 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (47-67:383-405) 
 
         20        30        40        50          60        70     
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
           80                                           
2MEPSP KVKLSG                                           
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.2  bits: 20.1 E():   14 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (40-56:98-114) 
 
      10        20        30        40        50        60          
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
      70        80 
2MEPSP GLPGGKVKLSG 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.1  bits: 20.5 E():   14 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (54-75:66-88) 
 
            30        40        50        60         70        80   
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSG   
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 80.9  bits: 19.8 E():   16 
Smith-Waterman score: 51; 21.9% identity (52.1% similar) in 73 aa overlap (3-73:30-97) 
 
                                          10        20        30    
2MEPSP                            FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                    :.:. ..      : ..:.      .:.    
gi|547 MAYSAMTKLALVVALCMVVSVPIAQAITCGQASSSLAPCIPYVRGGGAVPPACCNGI--- 
               10        20        30        40        50           
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            40        50          60        70        80            
2MEPSP RERPIGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVKLSG            
         : ...:.    .  :  .:.  :... : :  :. ..:::                   
gi|547 --RNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCAT 
          60        70        80        90       100       110      
 
gi|547 VK 
          
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.8  bits: 19.4 E():   16 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (36-73:32-71) 
 
          10        20        30        40        50          60    
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
            70        80              
2MEPSP RVNGIGGLPGGKVKLSG              
         :. ..:::                     
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK 
              70        80        90  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.8  bits: 19.4 E():   16 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (36-73:33-72) 
 
          10        20        30        40        50          60    
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
            70        80              
2MEPSP RVNGIGGLPGGKVKLSG              
         :. ..:::                     
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK 
             70        80        90   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 80.4  bits: 21.7 E():   17 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (30-56:454-481) 
 
                10        20        30         40        50         
2MEPSP  FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
       60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSG 
                              
gi|424 IKKLFGLSH              
           490                
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.4  bits: 21.0 E():   17 
Smith-Waterman score: 54; 44.0% identity (68.0% similar) in 25 aa overlap (5-29:263-287) 
 
                                         10        20        30     
2MEPSP                           FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :..:  . :::..:: : :: .  :      
gi|144 AAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAATAAAGGYKV   
            240       250       260       270       280       290   
 
           40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
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 initn:  44 init1:  44 opt:  54  Z-score: 80.3  bits: 21.0 E():   17 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (14-80:211-275) 
 
                                10        20        30        40    
2MEPSP                  FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
            50        60        70        80                  
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG                  
       .::  :...: . ::.    .: :.:.   :  : .:                  
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 51; 19.7% identity (48.7% similar) in 76 aa overlap (14-80:23-98) 
 
                        10        20        30        40            
2MEPSP          FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                             ::...  :..    .. :... . .. ..  . . :   
gi|264 MSWQAYVDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTL 
               10        20        30        40        50        60 
 
      50               60        70        80                       
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSG                       
       : .  :.:          : : . :  :  :  .: .:                       
gi|264 APTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVE 
               70        80        90       100       110       120 
 
gi|264 RLGDYLIEQGF 
              130  
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 79.7  bits: 21.8 E():   19 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (28-60:341-374) 
 
                  10        20        30         40        50       
2MEPSP    FLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
         60        70        80                                     
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSG                                     
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 79.5  bits: 21.0 E():   19 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (42-74:174-206) 
 
              20        30        40        50        60        70  
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
               80                                                   
2MEPSP -PGGKVKLSG                                                   
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 79.4  bits: 20.6 E():   19 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (43-78:134-164) 
 
             20        30        40        50        60        70   
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2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
             80                                                     
2MEPSP GGKVKLSG                                                     
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (54-72:42-62) 
 
            30        40        50        60          70        80  
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSG  
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.0  bits: 20.7 E():   20 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (3-29:251-277) 
 
                                           10        20        30   
2MEPSP                             FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
             40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.0  bits: 20.7 E():   20 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (3-29:252-278) 
 
                                           10        20        30   
2MEPSP                             FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
             40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (3-29:255-281) 
 
                                           10        20        30   
2MEPSP                             FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
             40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (5-29:259-283) 
 
                                         10        20        30     
2MEPSP                           FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|239 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
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      230       240       250       260       270       280         
 
           40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (5-29:260-284) 
 
                                         10        20        30     
2MEPSP                           FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (5-29:260-284) 
 
                                         10        20        30     
2MEPSP                           FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (5-29:260-284) 
 
                                         10        20        30     
2MEPSP                           FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (5-29:260-284) 
 
                                         10        20        30     
2MEPSP                           FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   21 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (3-29:258-284) 
 
                                           10        20        30   
2MEPSP                             FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
             40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
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 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (5-29:260-284) 
 
                                         10        20        30     
2MEPSP                           FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (5-29:260-284) 
 
                                         10        20        30     
2MEPSP                           FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (5-29:260-284) 
 
                                         10        20        30     
2MEPSP                           FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (5-29:260-284) 
 
                                         10        20        30     
2MEPSP                           FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (5-29:260-284) 
 
                                         10        20        30     
2MEPSP                           FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (5-29:260-284) 
 
                                         10        20        30     
2MEPSP                           FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
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gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (5-29:260-284) 
 
                                         10        20        30     
2MEPSP                           FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (5-29:260-284) 
 
                                         10        20        30     
2MEPSP                           FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (5-29:260-284) 
 
                                         10        20        30     
2MEPSP                           FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (5-29:260-284) 
 
                                         10        20        30     
2MEPSP                           FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
           40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.8  bits: 20.7 E():   21 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (3-29:261-287) 
 
                                           10        20        30   
2MEPSP                             FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
             40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
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>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.7  bits: 20.7 E():   21 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (3-29:266-292) 
 
                                           10        20        30   
2MEPSP                             FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
             40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 78.6  bits: 20.3 E():   21 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (40-56:202-218) 
 
      10        20        30        40        50        60          
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
      70        80 
2MEPSP GLPGGKVKLSG 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 78.6  bits: 19.9 E():   21 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (9-24:142-161) 
 
                                     10            20        30     
2MEPSP                       FLGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
           40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
                                                      
gi|249 GYKV                                           
                                                      
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.6  bits: 20.3 E():   21 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (40-56:205-221) 
 
      10        20        30        40        50        60          
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
      70        80 
2MEPSP GLPGGKVKLSG 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.4  bits: 20.7 E():   22 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (5-29:285-309) 
 
                                         10        20        30     
2MEPSP                           FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|330 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
          260       270       280       290       300       310     
 
           40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.4  bits: 20.7 E():   22 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (5-29:285-309) 
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                                         10        20        30     
2MEPSP                           FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|398 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
          260       270       280       290       300       310     
 
           40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 78.1  bits: 21.5 E():   23 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (28-60:341-374) 
 
                  10        20        30         40        50       
2MEPSP    FLGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
         60        70        80                                     
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSG                                     
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 77.8  bits: 19.2 E():   23 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (36-73:58-97) 
 
          10        20        30        40        50          60    
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
            70        80              
2MEPSP RVNGIGGLPGGKVKLSG              
        .:. ..:::                     
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK 
        90       100       110        
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (29-71:104-146) 
 
                 10        20        30        40             50    
2MEPSP   FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
            60        70        80      
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSG      
        : ..: :     ::::.               
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH 
            140           150       160 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (40-57:295-313) 
 
      10        20        30        40         50        60         
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
       70        80                                                 
2MEPSP GGLPGGKVKLSG                                                 
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gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 77.0  bits: 20.8 E():   26 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (63-80:167-184) 
 
             40        50        60        70        80             
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG             
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 76.9  bits: 19.2 E():   26 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (39-61:12-38) 
 
       10        20        30        40        50            60     
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
           70        80                                             
2MEPSP VNGIGGLPGGKVKLSG                                             
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (67-74:119-126) 
 
         40        50        60        70        80                 
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG                 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
gi|144 EEVD 
      150   
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (21-69:94-133) 
 
                         10        20        30        40        50 
2MEPSP           FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
               60        70        80                               
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSG                               
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 75.6  bits: 20.1 E():   31 
Smith-Waterman score: 51; 34.5% identity (55.2% similar) in 29 aa overlap (50-78:25-52) 
 
      20        30        40        50        60        70          
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .:.::  :: : :  
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLG 
                     10        20        30        40         50    
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      80                                                            
2MEPSP G                                                            
                                                                    
gi|275 SIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 75.4  bits: 20.5 E():   32 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (28-56:185-214) 
 
                  10        20        30        40          50      
2MEPSP    FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
          60        70        80                                    
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSG                                    
       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.3  bits: 20.1 E():   32 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (5-29:280-304) 
 
                                         10        20        30     
2MEPSP                           FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
           40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.2  bits: 18.9 E():   33 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (31-63:78-105) 
 
               10        20        30        40         50          
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
      60        70        80                    
2MEPSP CPPVRVNGIGGLPGGKVKLSG                    
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.1  bits: 18.6 E():   33 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (31-59:73-101) 
 
               10        20        30        40        50        60 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
               70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSG 
                            
gi|209 FAVLVKQ              
                            
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.1  bits: 18.6 E():   33 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (31-59:73-101) 
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               10        20        30        40        50        60 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
               70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSG 
                            
gi|249 FAVLVKQ              
                            
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.0  bits: 21.3 E():   33 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (34-74:55-104) 
 
            10        20        30        40             50         
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
           60        70        80                                   
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSG                                   
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.0  bits: 21.3 E():   33 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (34-74:55-104) 
 
            10        20        30        40             50         
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
           60        70        80                                   
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSG                                   
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.0  bits: 21.3 E():   33 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (34-74:55-104) 
 
            10        20        30        40             50         
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
           60        70        80                                   
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSG                                   
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.6  bits: 18.2 E():   35 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (36-73:32-71) 
 
          10        20        30        40        50          60    
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
            70        80              
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2MEPSP RVNGIGGLPGGKVKLSG              
         :. ..:::                     
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK 
              70        80        90  
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.6  bits: 18.7 E():   40 
Smith-Waterman score: 47; 22.1% identity (46.8% similar) in 77 aa overlap (13-80:22-98) 
 
                        10        20        30        40            
2MEPSP          FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... .  . .:  ... :   
gi|100 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
      50               60        70        80                       
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSG                       
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYCGSHHHHHH 
              130       140 
 
>>gi|14531018|gb|AAK63088.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 18.3 E():   40 
Smith-Waterman score: 46; 52.6% identity (63.2% similar) in 19 aa overlap (1-19:67-85) 
 
                                             10        20        30 
2MEPSP                               FLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                                     :: . : . : :::: : :            
gi|145 AAKSHEEVKKAFFVIDQDQSGFIEEDELKLFLQTFGAGARELTAAETKAFLAAGDEDGDG 
         40        50        60        70        80        90       
 
               40        50        60        70        80 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
                                                          
gi|145 MIGVDEFVTLVKA                                      
        100                                               
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 73.5  bits: 21.0 E():   41 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (34-74:55-104) 
 
            10        20        30        40             50         
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
           60        70        80                                   
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSG                                   
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 18.3 E():   42 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (39-53:93-107) 
 
       10        20        30        40        50        60         
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
       70        80 
2MEPSP GGLPGGKVKLSG 
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.2  bits: 18.3 E():   42 
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Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (52-73:35-60) 
 
              30        40        50            60        70        
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        80                                                 
2MEPSP LSG                                                 
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.2  bits: 18.3 E():   42 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (52-73:35-60) 
 
              30        40        50            60        70        
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        80                                                 
2MEPSP LSG                                                 
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.2  bits: 18.3 E():   42 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (52-73:35-60) 
 
              30        40        50            60        70        
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        80                                                 
2MEPSP LSG                                                 
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 19.5 E():   43 
Smith-Waterman score: 49; 44.0% identity (64.0% similar) in 25 aa overlap (5-29:238-262) 
 
                                         10        20        30     
2MEPSP                           FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::..:: : :: .  :      
gi|180 AAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAATAAAGGYKV   
       210       220       230       240       250       260        
 
           40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (13-38:11-39) 
 
               10        20           30        40        50        
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLG 
                   :... ::    .:::::   .:..  . :                    
gi|226   MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNIT 
                 10        20        30        40        50         
 
        60        70        80                                      
2MEPSP TDCPPVRVNGIGGLPGGKVKLSG                                      
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gi|226 FGEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (8-29:252-273) 
 
                                      10        20        30        
2MEPSP                        FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
        40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (8-29:252-273) 
 
                                      10        20        30        
2MEPSP                        FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
        40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (8-29:252-273) 
 
                                      10        20        30        
2MEPSP                        FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
        40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (8-29:252-273) 
 
                                      10        20        30        
2MEPSP                        FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|168 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
        40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (42-68:13-38) 
 
              20        30        40        50        60        70  
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
              80                                                    
2MEPSP PGGKVKLSG                                                    
                                                                    
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
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>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 17.5 E():   45 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (54-63:38-47) 
 
            30        40        50        60        70        80    
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG    
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 49; 44.0% identity (60.0% similar) in 25 aa overlap (5-29:257-281) 
 
                                         10        20        30     
2MEPSP                           FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :.:: :: : :: .  :      
gi|295 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAATAATGGYKV   
        230       240       250       260       270       280       
 
           40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 18.3 E():   45 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (55-64:48-57) 
 
           30        40        50        60        70        80     
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG     
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.4  bits: 15.6 E():   47 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (17-31:2-16) 
 
               10        20        30        40        50        60 
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                       :. ::. . : : .:                              
gi|320                YTTEGGTKSEVEDVIPEGWK                          
                              10        20                          
 
               70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSG 
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (28-56:184-213) 
 
                  10        20        30        40          50      
2MEPSP    FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
          60        70        80                                    
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSG                                    
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.3  bits: 19.9 E():   47 
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Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (28-56:184-213) 
 
                  10        20        30        40          50      
2MEPSP    FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
          60        70        80                                    
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSG                                    
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|18281421|sp|Q91483.3|PRVB2_SALSA RecName: Full=Parv  (108 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.0  bits: 18.0 E():   49 
Smith-Waterman score: 45; 30.0% identity (56.0% similar) in 50 aa overlap (1-50:66-104) 
 
                                             10        20        30 
2MEPSP                               FLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                                     :: : . . :.:: : : :     .. ::  
gi|182 ASKSSDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA-----FLADG- 
          40        50        60        70        80                
 
               40        50        60        70        80 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
           ..  :: ..:. ...:                               
gi|182 ----DKD-GDGMIGVDEFAAMIKG                           
          90        100                                   
 
>>gi|288557440|emb|CAX32967.1| parvalbumin [Salvelinus f  (108 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.0  bits: 18.0 E():   49 
Smith-Waterman score: 45; 30.0% identity (56.0% similar) in 50 aa overlap (1-50:66-104) 
 
                                             10        20        30 
2MEPSP                               FLGNAGIAMRSLTAAVTAAGGNATYVLDGV 
                                     :: : . . :.:: : : :     .. ::  
gi|288 AGKSNDDVKKAFYVIDQDKSGFIEEDELKLFLQNFSASARALTDAETKA-----FLADG- 
          40        50        60        70        80                
 
               40        50        60        70        80 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
           ..  :: ..:. ...:                               
gi|288 ----DKD-GDGMIGVDEFAAMIKG                           
          90        100                                   
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.9  bits: 18.4 E():   50 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (8-30:22-44) 
 
                             10        20        30        40       
2MEPSP               FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG                           
                                                                    
gi|753 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.9  bits: 18.4 E():   50 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (8-30:22-44) 
 
                             10        20        30        40       
2MEPSP               FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
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         50        60        70        80                           
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG                           
                                                                    
gi|198 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (25-60:40-74) 
 
                     10        20        30        40        50     
2MEPSP       FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
           60        70        80                                   
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSG                                   
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (25-60:47-81) 
 
                     10        20        30        40        50     
2MEPSP       FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
           60        70        80                                   
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSG                                   
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 45; 19.4% identity (54.2% similar) in 72 aa overlap (6-77:17-86) 
 
                          10        20        30        40          
2MEPSP            FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : ...  .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG                              
       : .    :     ..   : : ::. ..                                 
gi|622 ALAPT--GLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCN 
                 70        80        90       100       110         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 70.7  bits: 19.6 E():   57 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (27-56:361-385) 
 
                   10        20        30        40        50       
2MEPSP     FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
         60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSG 
                                
gi|284 ELIRSLFGLP               
         390                    
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>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.7  bits: 18.5 E():   58 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (30-54:59-82) 
 
                10        20        30        40        50          
2MEPSP  FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
      60        70        80                                        
2MEPSP CPPVRVNGIGGLPGGKVKLSG                                        
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.7  bits: 18.5 E():   58 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (30-54:59-82) 
 
                10        20        30        40        50          
2MEPSP  FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
      60        70        80                                        
2MEPSP CPPVRVNGIGGLPGGKVKLSG                                        
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 47; 24.4% identity (56.1% similar) in 41 aa overlap (40-80:106-140) 
 
      10        20        30        40        50        60          
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
      70        80                                                  
2MEPSP GLPGGKVKLSG                                                  
        . :::. . :                                                  
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 44; 21.8% identity (50.0% similar) in 78 aa overlap (13-80:22-98) 
 
                        10        20        30        40            
2MEPSP          FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..    .. :... . .. .:  . . :   
gi|582 MSWQVYVDEHLMCEIEGNHLTSAAIIGQDGSVWAQSQNFPQLKPEEVAGIVGDFADPGTL 
               10        20        30        40        50        60 
 
      50               60        70         80                      
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGK-VKLSG                      
       : .  ..:          : . . :  : :::  :: .:                      
gi|582 APTGLYIGGTKYMVIQGEPGAVIRGKKG-PGGATVKKTGMALVIGIYDEPMTPGQCNMIV 
               70        80         90       100       110          
 
gi|582 ERLGDYLIDQGL 
     120       130  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 47; 44.4% identity (66.7% similar) in 27 aa overlap (3-29:276-298) 
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                                           10        20        30   
2MEPSP                             FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.:.:: .  :    
gi|663 YAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGATAAAGGYKA 
         250       260       270       280           290       300  
 
             40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.1  bits: 18.9 E():   70 
Smith-Waterman score: 49; 30.4% identity (60.9% similar) in 46 aa overlap (1-46:24-62) 
 
                                      10        20        30        
2MEPSP                        FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                              . ..:: :  .  ::. ::.:. :      : ....  
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAPAT-PAAAGAAAGKIT------PTQEQKL 
               10        20        30         40              50    
 
        40        50        60        70        80                  
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG                  
       . :. ::.:                                                    
gi|119 MEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDA 
            60        70        80        90       100       110    
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 18.6 E():   72 
Smith-Waterman score: 46; 56.2% identity (68.8% similar) in 16 aa overlap (6-21:222-237) 
 
                                        10        20        30      
2MEPSP                          FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  .  ::.:::::               
gi|226 KYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV            
             200       210       220       230       240            
 
          40        50        60        70        80 
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 68.9  bits: 19.3 E():   72 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (14-80:315-379) 
 
                                10        20        30        40    
2MEPSP                  FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
            50        60        70        80                        
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG                        
       .::  :...: . ::.    .: :.:.   :  : .:                        
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
gi|581 GKLIYNGSGK 
            410   
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (4-23:67-86) 
 
                                          10        20        30    
2MEPSP                            FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
            40        50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
                                                       
gi|833 EKEESDEDMGFGLFD                                 
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        100       110                                  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (4-23:67-86) 
 
                                          10        20        30    
2MEPSP                            FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
            40        50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
                                                       
gi|668 EKEESDEDMGFGLFD                                 
        100       110                                  
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (17-49:28-60) 
 
                          10        20        30        40          
2MEPSP            FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG                              
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (27-56:240-264) 
 
                   10        20        30        40        50       
2MEPSP     FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
         60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSG 
                                
gi|225 ELIRSWFGLP               
          270                   
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.0  bits: 19.4 E():   80 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (20-74:80-134) 
 
                          10        20        30        40          
2MEPSP            FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
      50        60        70        80                              
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG                              
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (35-53:40-58) 
 
           10        20        30        40        50        60     
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2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
           70        80                                             
2MEPSP VNGIGGLPGGKVKLSG                                             
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.1 E():   83 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:69-88) 
 
                                  10        20        30        40  
2MEPSP                    FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
              50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
                                               
gi|105 T                                       
                                               
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 32.0% identity (52.0% similar) in 25 aa overlap (50-74:25-49) 
 
      20        30        40        50        60        70          
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .: ::  ::      
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGGGGEDGGIDLGS 
                     10        20        30        40        50     
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|145 IISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQT 
           60        70        80        90       100       110     
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (37-69:319-348) 
 
         10        20        30        40        50         60      
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
          70        80                                 
2MEPSP NGIGGLPGGKVKLSG                                 
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (6-49:17-60) 
 
                          10        20        30        40          
2MEPSP            FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : :  ::..:...  :..    .. :... . :  ..  ... : 
gi|130 MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEPG 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG                              
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gi|130 HLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (3-29:276-298) 
 
                                           10        20        30   
2MEPSP                             FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
             40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.5  bits: 18.7 E():   86 
Smith-Waterman score: 46; 27.1% identity (56.2% similar) in 48 aa overlap (2-49:10-56) 
 
                       10        20        30        40        50   
2MEPSP         FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                .:..:   . .. : .: .:. :..:     . .   : ::  .: ::    
gi|107 MAHKSKILIIGGTGYIGKFIVEA-SAKSGHPTFALVRESTVSDPVKGKLVEKFKGLGVTL 
               10        20         30        40        50          
 
             60        70        80                                 
2MEPSP DCFLGTDCPPVRVNGIGGLPGGKVKLSG                                 
                                                                    
gi|107 LHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGNDVDR 
      60        70        80        90       100       110          
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.1 E():   89 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (70-78:36-44) 
 
      40        50        60        70        80                    
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG                    
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.1  bits: 17.9 E():   90 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (7-31:121-145) 
 
                                       10        20        30       
2MEPSP                         FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
         40        50        60        70        80 
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
                                                    
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV    
              160       170       180       190     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 67.0  bits: 19.1 E():   92 
Smith-Waterman score: 47; 31.0% identity (59.5% similar) in 42 aa overlap (6-46:352-393) 
 
                                        10        20         30     
2MEPSP                          FLGNAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                                     :   ... ::  : : : ...:     . . 
gi|144 DDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSHRSGETE 
             330       340       350       360       370       380  
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           40        50        60        70        80            
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG            
       .  :.:.::::.                                              
gi|144 DVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTAVNL 
             390       400       410       420       430         
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 67.0  bits: 19.1 E():   92 
Smith-Waterman score: 47; 31.0% identity (61.9% similar) in 42 aa overlap (6-46:352-393) 
 
                                        10        20         30     
2MEPSP                          FLGNAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                                     :   ....::  : : : ...:     . . 
gi|145 DDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSHRSGETE 
             330       340       350       360       370       380  
 
           40        50        60        70        80              
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG              
       .  :.:.::::.                                                
gi|145 DVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTAINLYL 
             390       400       410       420       430       440 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.9  bits: 17.1 E():   92 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (52-73:35-60) 
 
              30        40        50            60        70        
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        80                                                 
2MEPSP LSG                                                 
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (42-61:84-104) 
 
              20        30        40         50        60        70 
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
               80                             
2MEPSP LPGGKVKLSG                             
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (61-73:48-60) 
 
               40        50        60        70        80           
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG           
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (12-31:232-251) 
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                                  10        20        30        40  
2MEPSP                    FLGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
              50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
                                               
gi|898 AK                                      
                                               
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.7  bits: 14.4 E():   95 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (59-72:5-18) 
 
       30        40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
                                     :: :   . :  ::         
gi|244                           IGNEDCTPWMSTLITPLP         
                                         10                 
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 18.7 E():   96 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (38-54:7-23) 
 
        10        20        30        40        50        60        
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
        70        80                                                
2MEPSP IGGLPGGKVKLSG                                                
                                                                    
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 18.7 E():   96 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (38-54:7-23) 
 
        10        20        30        40        50        60        
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
        70        80                                                
2MEPSP IGGLPGGKVKLSG                                                
                                                                    
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (13-41:11-42) 
 
               10        20           30        40        50        
2MEPSP FLGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLG 
                   :... ::    ...:::   ::..  . :...                 
gi|116   MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKIN 
                 10        20        30        40        50         
 
        60        70        80                                      
2MEPSP TDCPPVRVNGIGGLPGGKVKLSG                                      
                                                                    
gi|116 FPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:34 2011 done: Tue Apr 19 10:57:34 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 98  - 177 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     3     2:* 
  32    14     8:==*== 
  34    37    22:=======*===== 
  36    49    44:==============*== 
  38    41    73:==============          * 
  40    84   102:============================     * 
  42   116   125:=======================================  * 
  44   130   138:============================================ * 
  46   142   140:==============================================*= 
  48   120   134:========================================    * 
  50   112   122:======================================  * 
  52   100   108:================================== * 
  54    94    92:==============================*= 
  56   143    77:=========================*====================== 
  58    55    63:=================== * 
  60    34    51:============    * 
  62    47    41:=============*== 
  64    29    33:==========* 
  66    23    26:========* 
  68    13    20:===== * 
  70     7    16:===  * 
  72    21    12:===*=== 
  74    10    10:===* 
  76     9     8:==* 
  78    33     6:=*========= 
  80     7     5:=*= 
  82     5     3:*= 
  84     0     3:* 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
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>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.86360.00391; mu= 12.6912 0.203 
 mean_var=40.612910.694, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.201253 
 Kolmogorov-Smirnov  statistic: 0.0446 (N=27) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   63 23.3     1.4 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 21.8     3.3 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.2     3.6 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   57 21.6       5 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   57 21.6     5.2 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   57 21.6     5.3 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.0     7.8 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.0     8.1 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 20.5      12 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.0      13 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.1      13 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.0      13 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.5      13 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   51 19.8      15 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.4      15 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.4      15 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   51 19.8      17 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.0      17 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   54 21.0      17 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 21.7      17 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 21.8      19 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.0      19 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.6      19 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 19.9      19 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.7      20 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.7      20 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.7      20 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   53 20.7      20 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.7      20 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.7      20 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.7      20 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.7      20 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.9      21 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.7      21 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.3      21 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.3      21 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   53 20.7      22 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   53 20.7      22 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.2      23 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.5      23 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 19.6      24 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   52 20.4      25 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.1      25 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.3      25 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 20.8      26 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.3      28 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.5      30 
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gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.0      32 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 18.6      32 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 18.6      32 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.1      32 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.5      32 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.3      34 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.3      34 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.3      34 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.3      34 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   47 18.7      39 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.3      40 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.3      41 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.3      41 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.3      41 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.0      42 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.5      42 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.8      43 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.6      43 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.7      43 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.5      44 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   49 19.5      44 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   49 19.5      44 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   49 19.5      44 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.5      44 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.4      44 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   49 19.5      45 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 19.9      47 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 19.9      47 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.0      47 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.0      47 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   49 19.5      48 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.4      48 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.4      48 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.5      52 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.5      54 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   45 18.1      55 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.5      57 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.5      57 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.6      58 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   47 18.9      63 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   44 17.8      66 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 18.9      69 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.9      70 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   46 18.6      71 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.5      71 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.5      71 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.3      72 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 17.9      74 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.6      79 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.1      80 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.6      81 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.4      81 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   43 17.5      82 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   46 18.7      83 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.7      84 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.0      85 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   46 18.7      86 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.2      86 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.6      86 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 17.9      88 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.2      89 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.2      90 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.6      90 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   47 19.1      92 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   47 19.1      92 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.3      93 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.6      94 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.7      96 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.7      96 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.2      98 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.2      99 
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>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 99.8  bits: 23.3 E():  1.4 
Smith-Waterman score: 63; 41.7% identity (66.7% similar) in 24 aa overlap (46-66:48-71) 
 
          20        30        40        50           60        70   
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::       
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
             80                                       
2MEPSP GKVKLSGS                                       
                                                      
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 93.1  bits: 21.8 E():  3.3 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (46-66:24-46) 
 
          20        30        40        50          60        70    
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
            80                                          
2MEPSP KVKLSGS                                          
                                                        
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 92.4  bits: 22.2 E():  3.6 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (53-73:66-87) 
 
             30        40        50        60         70        80  
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGS  
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.0  bits: 21.6 E():    5 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (12-79:22-98) 
 
                         10        20        30        40           
2MEPSP           LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|190 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
       50               60        70        80                      
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGS                      
       : .  :::          : : . :  :  :  .: .:                       
gi|190 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|190 RLGDYPVEQGF 
              130  
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 89.7  bits: 21.6 E():  5.2 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (12-79:22-98) 
 
                         10        20        30        40           
2MEPSP           LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
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                            .::. .  :..     . :... . :. .:  ... :   
gi|105 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
       50               60        70        80                      
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGS                      
       : .  :::          : : . :  :  :  .: .:                       
gi|105 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|105 RLGDYLIDQGYWVPSSNS 
              130         
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 89.5  bits: 21.6 E():  5.3 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (12-79:22-98) 
 
                         10        20        30        40           
2MEPSP           LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|100 MSWQAYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
       50               60        70        80                      
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGS                      
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYYVGSHHHHHH 
              130       140  
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 86.5  bits: 24.0 E():  7.8 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (34-70:943-974) 
 
            10        20        30        40        50        60    
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
            70        80                                            
2MEPSP VNGIGGLPGGKVKLSGS                                            
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 86.1  bits: 21.0 E():  8.1 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (53-73:66-87) 
 
             30        40        50        60         70        80  
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGS  
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 82.8  bits: 20.5 E():   12 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (2-45:87-141) 
 
                                            10        20            
2MEPSP                              LGNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
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               30        40        50        60        70        80 
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
           .. ::: . . :: . ..: .                                    
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT                         
        120       130       140       150                           
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 82.5  bits: 22.0 E():   13 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (26-68:262-299) 
 
                    10        20        30        40        50      
2MEPSP      LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
          60        70        80                                    
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGS                                    
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.5  bits: 20.1 E():   13 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (39-55:98-114) 
 
       10        20        30        40        50        60         
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
       70        80 
2MEPSP GLPGGKVKLSGS 
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 82.4  bits: 22.0 E():   13 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (46-66:383-405) 
 
          20        30        40        50          60        70    
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
            80                                          
2MEPSP KVKLSGS                                          
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.3  bits: 20.5 E():   13 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (53-74:66-88) 
 
             30        40        50        60         70        80  
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGS  
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 81.2  bits: 19.8 E():   15 
Smith-Waterman score: 51; 21.9% identity (52.1% similar) in 73 aa overlap (2-72:30-97) 
 
                                           10        20        30   
2MEPSP                             LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                    :.:. ..      : ..:.      .:.    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3377

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|547 MAYSAMTKLALVVALCMVVSVPIAQAITCGQASSSLAPCIPYVRGGGAVPPACCNGI--- 
               10        20        30        40        50           
 
             40        50          60        70        80           
2MEPSP RERPIGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVKLSGS           
         : ...:.    .  :  .:.  :... : :  :. ..:::                   
gi|547 --RNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCAT 
          60        70        80        90       100       110      
 
gi|547 VK 
          
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.2  bits: 19.4 E():   15 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (35-72:32-71) 
 
           10        20        30        40        50          60   
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
             70        80             
2MEPSP RVNGIGGLPGGKVKLSGS             
         :. ..:::                     
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK 
              70        80        90  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.1  bits: 19.4 E():   15 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (35-72:33-72) 
 
           10        20        30        40        50          60   
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
             70        80             
2MEPSP RVNGIGGLPGGKVKLSGS             
         :. ..:::                     
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK 
             70        80        90   
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 80.6  bits: 19.8 E():   17 
Smith-Waterman score: 51; 19.7% identity (48.7% similar) in 76 aa overlap (13-79:23-98) 
 
                         10        20        30        40           
2MEPSP           LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                             ::...  :..    .. :... . .. ..  . . :   
gi|264 MSWQAYVDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTL 
               10        20        30        40        50        60 
 
       50               60        70        80                      
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGS                      
       : .  :.:          : : . :  :  :  .: .:                       
gi|264 APTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVE 
               70        80        90       100       110       120 
 
gi|264 RLGDYLIEQGF 
              130  
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.4  bits: 21.0 E():   17 
Smith-Waterman score: 54; 44.0% identity (68.0% similar) in 25 aa overlap (4-28:263-287) 
 
                                          10        20        30    
2MEPSP                            LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :..:  . :::..:: : :: .  :      
gi|144 AAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAATAAAGGYKV   
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            240       250       260       270       280       290   
 
            40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 80.4  bits: 21.0 E():   17 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (13-79:211-275) 
 
                                 10        20        30        40   
2MEPSP                   LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
             50        60        70        80                 
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS                 
       .::  :...: . ::.    .: :.:.   :  : .:                  
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 80.4  bits: 21.7 E():   17 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (29-55:454-481) 
 
                 10        20        30         40        50        
2MEPSP   LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
        60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGS 
                               
gi|424 IKKLFGLSH               
           490                 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 79.6  bits: 21.8 E():   19 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (27-59:341-374) 
 
                   10        20        30         40        50      
2MEPSP     LGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
          60        70        80                                    
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGS                                    
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 79.6  bits: 21.0 E():   19 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (41-73:174-206) 
 
               20        30        40        50        60        70 
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
                80                                                  
2MEPSP -PGGKVKLSGS                                                  
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 79.5  bits: 20.6 E():   19 
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Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (42-77:134-164) 
 
              20        30        40        50        60        70  
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
              80                                                    
2MEPSP GGKVKLSGS                                                    
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (53-71:42-62) 
 
             30        40        50        60          70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (2-28:251-277) 
 
                                            10        20        30  
2MEPSP                              LGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
              40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (2-28:252-278) 
 
                                            10        20        30  
2MEPSP                              LGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
              40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.0  bits: 20.7 E():   20 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (2-28:255-281) 
 
                                            10        20        30  
2MEPSP                              LGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
              40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.0  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (4-28:259-283) 
 
                                          10        20        30    
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2MEPSP                            LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|239 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
      230       240       250       260       270       280         
 
            40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (4-28:260-284) 
 
                                          10        20        30    
2MEPSP                            LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (4-28:260-284) 
 
                                          10        20        30    
2MEPSP                            LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (4-28:260-284) 
 
                                          10        20        30    
2MEPSP                            LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (4-28:260-284) 
 
                                          10        20        30    
2MEPSP                            LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (4-28:260-284) 
 
                                          10        20        30    
2MEPSP                            LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            40        50        60        70        80 
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2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (2-28:258-284) 
 
                                            10        20        30  
2MEPSP                              LGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
              40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (4-28:260-284) 
 
                                          10        20        30    
2MEPSP                            LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (4-28:260-284) 
 
                                          10        20        30    
2MEPSP                            LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (4-28:260-284) 
 
                                          10        20        30    
2MEPSP                            LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (4-28:260-284) 
 
                                          10        20        30    
2MEPSP                            LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (4-28:260-284) 
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                                          10        20        30    
2MEPSP                            LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (4-28:260-284) 
 
                                          10        20        30    
2MEPSP                            LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (4-28:260-284) 
 
                                          10        20        30    
2MEPSP                            LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (4-28:260-284) 
 
                                          10        20        30    
2MEPSP                            LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (4-28:260-284) 
 
                                          10        20        30    
2MEPSP                            LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
            40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (2-28:261-287) 
 
                                            10        20        30  
2MEPSP                              LGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3383

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

              40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 78.8  bits: 19.9 E():   21 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (8-23:142-161) 
 
                                      10            20        30    
2MEPSP                        LGNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
            40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                                       
gi|249 GYKV                                            
                                                       
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.8  bits: 20.7 E():   21 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (2-28:266-292) 
 
                                            10        20        30  
2MEPSP                              LGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
              40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (39-55:202-218) 
 
       10        20        30        40        50        60         
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
       70        80 
2MEPSP GLPGGKVKLSGS 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.7  bits: 20.3 E():   21 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (39-55:205-221) 
 
       10        20        30        40        50        60         
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
       70        80 
2MEPSP GLPGGKVKLSGS 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.4  bits: 20.7 E():   22 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (4-28:285-309) 
 
                                          10        20        30    
2MEPSP                            LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|330 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
          260       270       280       290       300       310     
 
            40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
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>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.4  bits: 20.7 E():   22 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (4-28:285-309) 
 
                                          10        20        30    
2MEPSP                            LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|398 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
          260       270       280       290       300       310     
 
            40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 78.1  bits: 19.2 E():   23 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (35-72:58-97) 
 
           10        20        30        40        50          60   
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
             70        80             
2MEPSP RVNGIGGLPGGKVKLSGS             
        .:. ..:::                     
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK 
        90       100       110        
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 78.0  bits: 21.5 E():   23 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (27-59:341-374) 
 
                   10        20        30         40        50      
2MEPSP     LGNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
          60        70        80                                    
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGS                                    
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (28-70:104-146) 
 
                  10        20        30        40             50   
2MEPSP    LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
             60        70        80     
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGS     
        : ..: :     ::::.               
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH 
            140           150       160 
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 52; 37.5% identity (56.2% similar) in 32 aa overlap (49-80:25-54) 
 
       20        30        40        50        60        70         
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .:.::  :: : :  
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDL- 
                     10        20        30        40         50    
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       80                                                           
2MEPSP GS                                                           
       ::                                                           
gi|275 GSIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFG 
             60        70        80        90       100       110   
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 77.2  bits: 21.1 E():   25 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (39-56:295-313) 
 
       10        20        30        40         50        60        
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
        70        80                                                
2MEPSP GGLPGGKVKLSGS                                                
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 77.2  bits: 19.3 E():   25 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (38-60:12-38) 
 
        10        20        30        40            50        60    
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
            70        80                                            
2MEPSP VNGIGGLPGGKVKLSGS                                            
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 77.0  bits: 20.8 E():   26 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (62-79:167-184) 
 
              40        50        60        70        80            
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS            
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.5  bits: 19.3 E():   28 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (66-73:119-126) 
 
          40        50        60        70        80                
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS                
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
gi|144 EEVD 
      150   
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (20-68:94-133) 
 
                          10        20        30        40          
2MEPSP            LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
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gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
      50        60        70        80                              
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS                              
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.4  bits: 19.0 E():   32 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (30-62:78-105) 
 
                10        20        30        40         50         
2MEPSP  LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
       60        70        80                   
2MEPSP CPPVRVNGIGGLPGGKVKLSGS                   
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.4  bits: 18.6 E():   32 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (30-58:73-101) 
 
                10        20        30        40        50          
2MEPSP  LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
      60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGS 
                             
gi|209 FAVLVKQ               
                             
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.4  bits: 18.6 E():   32 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (30-58:73-101) 
 
                10        20        30        40        50          
2MEPSP  LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
      60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGS 
                             
gi|249 FAVLVKQ               
                             
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.4  bits: 20.1 E():   32 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (4-28:280-304) 
 
                                          10        20        30    
2MEPSP                            LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
            40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
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 initn:  45 init1:  45 opt:  52  Z-score: 75.4  bits: 20.5 E():   32 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (27-55:185-214) 
 
                   10        20        30        40          50     
2MEPSP     LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
           60        70        80                                   
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGS                                   
       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.9  bits: 18.3 E():   34 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (35-72:32-71) 
 
           10        20        30        40        50          60   
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
             70        80             
2MEPSP RVNGIGGLPGGKVKLSGS             
         :. ..:::                     
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK 
              70        80        90  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.9  bits: 21.3 E():   34 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (33-73:55-104) 
 
             10        20        30        40             50        
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
            60        70        80                                  
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGS                                  
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.9  bits: 21.3 E():   34 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (33-73:55-104) 
 
             10        20        30        40             50        
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
            60        70        80                                  
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGS                                  
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.9  bits: 21.3 E():   34 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (33-73:55-104) 
 
             10        20        30        40             50        
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
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           30        40        50        60        70        80     
 
            60        70        80                                  
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGS                                  
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.9  bits: 18.7 E():   39 
Smith-Waterman score: 47; 22.1% identity (46.8% similar) in 77 aa overlap (12-79:22-98) 
 
                         10        20        30        40           
2MEPSP           LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... .  . .:  ... :   
gi|100 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
       50               60        70        80                      
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGS                      
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYCGSHHHHHH 
              130       140 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 18.3 E():   40 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (38-52:93-107) 
 
        10        20        30        40        50        60        
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
        70        80 
2MEPSP GGLPGGKVKLSGS 
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.5  bits: 18.3 E():   41 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (51-72:35-60) 
 
               30        40        50            60        70       
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         80                                                
2MEPSP LSGS                                                
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.5  bits: 18.3 E():   41 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (51-72:35-60) 
 
               30        40        50            60        70       
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         80                                                
2MEPSP LSGS                                                
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
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>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.5  bits: 18.3 E():   41 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (51-72:35-60) 
 
               30        40        50            60        70       
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         80                                                
2MEPSP LSGS                                                
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 73.3  bits: 21.0 E():   42 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (33-73:55-104) 
 
             10        20        30        40             50        
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
            60        70        80                                  
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGS                                  
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 19.5 E():   42 
Smith-Waterman score: 49; 44.0% identity (64.0% similar) in 25 aa overlap (4-28:238-262) 
 
                                          10        20        30    
2MEPSP                            LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::..:: : :: .  :      
gi|180 AAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAATAAAGGYKV   
       210       220       230       240       250       260        
 
            40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.1  bits: 15.8 E():   43 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (16-30:2-16) 
 
               10        20        30        40        50        60 
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                      :. ::. . : : .:                               
gi|320               YTTEGGTKSEVEDVIPEGWK                           
                             10        20                           
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.1  bits: 17.6 E():   43 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (53-62:38-47) 
 
             30        40        50        60        70        80   
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS   
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.1  bits: 18.7 E():   43 
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Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (12-37:11-39) 
 
               10        20           30        40        50        
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGT 
                  :... ::    .:::::   .:..  . :                     
gi|226  MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITF 
                10        20        30        40        50          
 
        60        70        80                                      
2MEPSP DCPPVRVNGIGGLPGGKVKLSGS                                      
                                                                    
gi|226 GEGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISS 
      60        70        80        90       100       110          
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (7-28:252-273) 
 
                                       10        20        30       
2MEPSP                         LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
         40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (7-28:252-273) 
 
                                       10        20        30       
2MEPSP                         LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
         40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (7-28:252-273) 
 
                                       10        20        30       
2MEPSP                         LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
         40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (7-28:252-273) 
 
                                       10        20        30       
2MEPSP                         LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|168 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
         40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (41-67:13-38) 
 
               20        30        40        50        60        70 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3391

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
               80                                                   
2MEPSP PGGKVKLSGS                                                   
                                                                    
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.9  bits: 18.4 E():   44 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (54-63:48-57) 
 
            30        40        50        60        70        80    
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS    
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 49; 44.0% identity (60.0% similar) in 25 aa overlap (4-28:257-281) 
 
                                          10        20        30    
2MEPSP                            LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :.:: :: : :: .  :      
gi|295 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAATAATGGYKV   
        230       240       250       260       270       280       
 
            40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (27-55:184-213) 
 
                   10        20        30        40          50     
2MEPSP     LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
           60        70        80                                   
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGS                                   
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (27-55:184-213) 
 
                   10        20        30        40          50     
2MEPSP     LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
           60        70        80                                   
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGS                                   
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.3  bits: 18.0 E():   47 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3392

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (16-80:19-83) 
 
                  10        20        30        40        50        
2MEPSP    LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
           60        70        80                           
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGS                           
       :..    :  .: ::  :: .  .:.                           
gi|461 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.3  bits: 18.0 E():   47 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (16-80:19-83) 
 
                  10        20        30        40        50        
2MEPSP    LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
           60        70        80                           
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGS                           
       :..    :  .: ::  :: .  .:.                           
gi|416 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 49; 26.8% identity (55.4% similar) in 56 aa overlap (1-56:10-62) 
 
                        10        20        30        40        50  
2MEPSP          LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                .:..:   . .. : .: .:  ::::     . .   . .. ..: ::  : 
gi|324 MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSKVIENFKALG--V 
               10        20         30        40        50          
 
              60        70        80                                
2MEPSP DCFLGTDCPPVRVNGIGGLPGGKVKLSGS                                
       .  ::                                                        
gi|324 NFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDV 
        60        70        80        90       100       110        
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 18.4 E():   48 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (7-29:22-44) 
 
                              10        20        30        40      
2MEPSP                LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS                          
                                                                    
gi|753 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 18.4 E():   48 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (7-29:22-44) 
 
                              10        20        30        40      
2MEPSP                LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
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          50        60        70        80                          
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS                          
                                                                    
gi|198 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (24-59:40-74) 
 
                      10        20        30        40        50    
2MEPSP        LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
            60        70        80                                  
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGS                                  
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.3  bits: 18.5 E():   54 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (24-59:47-81) 
 
                      10        20        30        40        50    
2MEPSP        LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
            60        70        80                                  
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGS                                  
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.0  bits: 18.1 E():   55 
Smith-Waterman score: 45; 19.4% identity (54.2% similar) in 72 aa overlap (5-76:17-86) 
 
                           10        20        30        40         
2MEPSP             LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : ...  .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS                             
       : .    :     ..   : : ::. ..                                 
gi|622 ALAPT--GLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCN 
                 70        80        90       100       110         
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.9  bits: 18.5 E():   57 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (29-53:59-82) 
 
                 10        20        30        40        50         
2MEPSP   LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
       60        70        80                                       
2MEPSP CPPVRVNGIGGLPGGKVKLSGS                                       
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
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>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.9  bits: 18.5 E():   57 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (29-53:59-82) 
 
                 10        20        30        40        50         
2MEPSP   LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
       60        70        80                                       
2MEPSP CPPVRVNGIGGLPGGKVKLSGS                                       
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (26-55:361-385) 
 
                    10        20        30        40        50      
2MEPSP      LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
          60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGS 
                                 
gi|284 ELIRSLFGLP                
         390                     
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 47; 24.4% identity (56.1% similar) in 41 aa overlap (39-79:106-140) 
 
       10        20        30        40        50        60         
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
       70        80                                                 
2MEPSP GLPGGKVKLSGS                                                 
        . :::. . :                                                  
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 44; 21.8% identity (50.0% similar) in 78 aa overlap (12-79:22-98) 
 
                         10        20        30        40           
2MEPSP           LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..    .. :... . .. .:  . . :   
gi|582 MSWQVYVDEHLMCEIEGNHLTSAAIIGQDGSVWAQSQNFPQLKPEEVAGIVGDFADPGTL 
               10        20        30        40        50        60 
 
       50               60        70         80                     
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGK-VKLSGS                     
       : .  ..:          : . . :  : :::  :: .:                      
gi|582 APTGLYIGGTKYMVIQGEPGAVIRGKKG-PGGATVKKTGMALVIGIYDEPMTPGQCNMIV 
               70        80         90       100       110          
 
gi|582 ERLGDYLIDQGL 
     120       130  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.2  bits: 18.9 E():   69 
Smith-Waterman score: 47; 44.4% identity (66.7% similar) in 27 aa overlap (2-28:276-298) 
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                                            10        20        30  
2MEPSP                              LGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.:.:: .  :    
gi|663 YAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGATAAAGGYKA 
         250       260       270       280           290       300  
 
              40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 47; 32.6% identity (60.5% similar) in 43 aa overlap (3-45:27-62) 
 
                                       10        20        30       
2MEPSP                         LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                 .:: :  .  ::. ::.:. :      : ....  
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAP-ATPAAAGAAAGKIT------PTQEQKL 
               10        20        30         40              50    
 
         40        50        60        70        80                 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS                 
       . :. ::.:                                                    
gi|119 MEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDA 
            60        70        80        90       100       110    
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 18.6 E():   71 
Smith-Waterman score: 46; 56.2% identity (68.8% similar) in 16 aa overlap (5-20:222-237) 
 
                                         10        20        30     
2MEPSP                           LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  .  ::.:::::               
gi|226 KYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV            
             200       210       220       230       240            
 
           40        50        60        70        80 
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.5 E():   71 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (3-22:67-86) 
 
                                           10        20        30   
2MEPSP                             LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
             40        50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                                        
gi|833 EKEESDEDMGFGLFD                                  
        100       110                                   
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.5 E():   71 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (3-22:67-86) 
 
                                           10        20        30   
2MEPSP                             LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
             40        50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                                        
gi|668 EKEESDEDMGFGLFD                                  
        100       110                                   
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3396

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  46 init1:  46 opt:  48  Z-score: 68.9  bits: 19.3 E():   72 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (13-79:315-379) 
 
                                 10        20        30        40   
2MEPSP                   LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
             50        60        70        80                       
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS                       
       .::  :...: . ::.    .: :.:.   :  : .:                        
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
gi|581 GKLIYNGSGK 
            410   
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (16-48:28-60) 
 
                           10        20        30        40         
2MEPSP             LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS                             
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (26-55:240-264) 
 
                    10        20        30        40        50      
2MEPSP      LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
          60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGS 
                                 
gi|225 ELIRSWFGLP                
          270                    
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.1 E():   80 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (11-30:69-88) 
 
                                   10        20        30        40 
2MEPSP                     LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
               50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                                
gi|105 T                                        
                                                
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (34-52:40-58) 
 
            10        20        30        40        50        60    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3397

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
            70        80                                            
2MEPSP VNGIGGLPGGKVKLSGS                                            
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (19-73:80-134) 
 
                           10        20        30        40         
2MEPSP             LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
       50        60        70        80                             
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS                             
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 43; 20.5% identity (61.4% similar) in 44 aa overlap (5-48:17-60) 
 
                           10        20        30        40         
2MEPSP             LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : :  ::..:...  :..    .. :... . :  ..  ... : 
gi|130 MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEPG 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS                             
                                                                    
gi|130 HLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 46; 32.0% identity (52.0% similar) in 25 aa overlap (49-73:25-49) 
 
       20        30        40        50        60        70         
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .: ::  ::      
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGGGGEDGGIDLGS 
                     10        20        30        40        50     
 
       80                                                           
2MEPSP GS                                                           
                                                                    
gi|145 IISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQT 
           60        70        80        90       100       110     
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.7  bits: 18.7 E():   84 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (2-28:276-298) 
 
                                            10        20        30  
2MEPSP                              LGNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
              40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
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>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (36-68:319-348) 
 
          10        20        30        40        50         60     
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
           70        80                                
2MEPSP NGIGGLPGGKVKLSGS                                
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.5  bits: 18.7 E():   86 
Smith-Waterman score: 46; 27.1% identity (56.2% similar) in 48 aa overlap (1-48:10-56) 
 
                        10        20        30        40        50  
2MEPSP          LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                .:..:   . .. : .: .:. :..:     . .   : ::  .: ::    
gi|107 MAHKSKILIIGGTGYIGKFIVEA-SAKSGHPTFALVRESTVSDPVKGKLVEKFKGLGVTL 
               10        20         30        40        50          
 
              60        70        80                                
2MEPSP DCFLGTDCPPVRVNGIGGLPGGKVKLSGS                                
                                                                    
gi|107 LHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGNDVDR 
      60        70        80        90       100       110          
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (69-77:36-44) 
 
       40        50        60        70        80                   
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS                   
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.5  bits: 14.6 E():   86 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (58-71:5-18) 
 
        30        40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :: :   . :  ::          
gi|244                           IGNEDCTPWMSTLITPLP          
                                         10                  
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.3  bits: 17.9 E():   88 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (6-30:121-145) 
 
                                        10        20        30      
2MEPSP                          LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
          40        50        60        70        80 
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                                     
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV     
              160       170       180       190      
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>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.2  bits: 17.2 E():   89 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (51-72:35-60) 
 
               30        40        50            60        70       
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         80                                                
2MEPSP LSGS                                                
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.2 E():   90 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (60-72:48-60) 
 
      30        40        50        60        70        80          
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS          
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (41-60:84-104) 
 
               20        30        40         50        60          
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
      70        80                            
2MEPSP LPGGKVKLSGS                            
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 67.0  bits: 19.1 E():   92 
Smith-Waterman score: 47; 31.0% identity (59.5% similar) in 42 aa overlap (5-45:352-393) 
 
                                         10         20        30    
2MEPSP                           LGNAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                                     :   ... ::  : : : ...:     . . 
gi|144 DDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSHRSGETE 
             330       340       350       360       370       380  
 
            40        50        60        70        80           
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS           
       .  :.:.::::.                                              
gi|144 DVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTAVNL 
             390       400       410       420       430         
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 66.9  bits: 19.1 E():   92 
Smith-Waterman score: 47; 31.0% identity (61.9% similar) in 42 aa overlap (5-45:352-393) 
 
                                         10         20        30    
2MEPSP                           LGNAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                                     :   ....::  : : : ...:     . . 
gi|145 DDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSHRSGETE 
             330       340       350       360       370       380  
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            40        50        60        70        80             
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS             
       .  :.:.::::.                                                
gi|145 DVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTAINLYL 
             390       400       410       420       430       440 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (11-30:232-251) 
 
                                   10        20        30        40 
2MEPSP                     LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
               50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                                
gi|898 AK                                       
                                                
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (12-40:11-42) 
 
               10        20           30        40        50        
2MEPSP LGNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGT 
                  :... ::    ...:::   ::..  . :...                  
gi|116  MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINF 
                10        20        30        40        50          
 
        60        70        80                                      
2MEPSP DCPPVRVNGIGGLPGGKVKLSGS                                      
                                                                    
gi|116 PEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISN 
      60        70        80        90       100       110          
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 18.7 E():   96 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (37-53:7-23) 
 
         10        20        30        40        50        60       
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
         70        80                                               
2MEPSP IGGLPGGKVKLSGS                                               
                                                                    
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 18.7 E():   96 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (37-53:7-23) 
 
         10        20        30        40        50        60       
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
         70        80                                               
2MEPSP IGGLPGGKVKLSGS                                               
                                                                    
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
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>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 17.2 E():   98 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (12-28:112-128) 
 
                                  10        20        30        40  
2MEPSP                    LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
              50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.2 E():   99 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (7-53:80-121) 
 
                                       10        20        30       
2MEPSP                         LGNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
         40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
        : ... :  . :: ::                            
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY                
          110       120       130                   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:34 2011 done: Tue Apr 19 10:57:34 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 99  - 178 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     2     2:* 
  32    13     8:==*== 
  34    38    22:=======*===== 
  36    51    44:==============*== 
  38    43    73:===============         * 
  40    79   102:===========================      * 
  42   111   125:=====================================    * 
  44   134   138:=============================================* 
  46   141   140:==============================================* 
  48   128   134:=========================================== * 
  50   110   122:=====================================   * 
  52   100   108:================================== * 
  54   101    92:==============================*=== 
  56   141    77:=========================*===================== 
  58    51    63:=================   * 
  60    31    51:===========     * 
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  62    48    41:=============*== 
  64    30    33:==========* 
  66    17    26:======  * 
  68    14    20:===== * 
  70     6    16:==   * 
  72    23    12:===*==== 
  74    12    10:===* 
  76     7     8:==* 
  78    33     6:=*========= 
  80     7     5:=*= 
  82     6     3:*= 
  84     1     3:* 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.91120.00391; mu= 12.4520 0.203 
 mean_var=41.047010.807, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.200186 
 Kolmogorov-Smirnov  statistic: 0.0433 (N=28) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   63 23.3     1.5 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 21.8     3.4 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.2     3.7 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   57 21.5     5.1 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   57 21.6     5.3 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   57 21.6     5.4 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 23.9     8.1 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.0     8.3 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   57 21.8     9.6 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   54 20.8      12 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   53 20.4      13 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.1      13 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 21.9      13 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.5      14 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 21.9      14 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   51 19.8      15 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.4      15 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.4      16 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   51 19.8      17 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 20.9      17 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   54 20.9      17 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 21.7      17 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.0      19 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 21.7      19 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.6      19 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 19.9      19 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   53 20.6      20 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 20.6      21 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   53 20.6      21 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   53 20.6      21 
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gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.6      21 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.6      21 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.6      21 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   53 20.6      21 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.6      21 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.6      21 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.6      21 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.6      21 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.6      21 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.6      21 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.6      21 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.6      21 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.6      21 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.6      21 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.6      21 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 20.6      21 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.9      21 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.3      21 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   53 20.6      21 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.3      21 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   53 20.7      22 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   53 20.7      22 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.2      23 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.4      24 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   52 20.3      24 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 19.6      24 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.2      26 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.1      26 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 20.7      27 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.3      28 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.4      31 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 18.6      32 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 18.6      32 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.0      32 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.1      33 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.5      33 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.3      34 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.2      35 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.2      35 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.2      35 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   47 18.7      39 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.3      41 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.3      41 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.3      41 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.3      41 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.8      42 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 20.9      43 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.6      43 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.5      43 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.7      44 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.4      45 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.5      45 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   49 19.5      45 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   49 19.5      45 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   49 19.5      45 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.5      45 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   49 19.5      46 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   46 18.4      46 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   49 19.5      47 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 19.9      48 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.0      48 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.0      48 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 19.9      49 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 19.9      49 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.4      49 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.4      49 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.4      53 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.4      54 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   45 18.1      56 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.5      57 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.5      57 
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gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.6      59 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   44 17.8      67 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 18.9      71 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   47 18.9      71 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   47 18.9      72 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.5      72 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.5      72 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   46 18.6      72 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.3      74 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 17.8      75 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.6      80 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.1      80 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.6      82 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.4      83 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.6      86 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.6      86 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.2      87 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 17.9      90 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.2      90 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.2      91 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.5      91 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   47 19.0      94 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.3      94 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   47 19.0      94 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.6      95 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.7      98 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.7      98 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.2      99 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.3   1e 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 99.5  bits: 23.3 E():  1.5 
Smith-Waterman score: 63; 41.7% identity (66.7% similar) in 24 aa overlap (45-65:48-71) 
 
           20        30        40        50           60        70  
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::       
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
              80                                      
2MEPSP GKVKLSGSI                                      
                                                      
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 92.9  bits: 21.8 E():  3.4 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (45-65:24-46) 
 
           20        30        40        50          60        70   
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
             80                                         
2MEPSP KVKLSGSI                                         
                                                        
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (52-72:66-87) 
 
              30        40        50        60         70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
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gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 89.8  bits: 21.5 E():  5.1 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (11-78:22-98) 
 
                          10        20        30        40          
2MEPSP            GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|190 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
        50               60        70        80                     
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSI                     
       : .  :::          : : . :  :  :  .: .:                       
gi|190 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|190 RLGDYPVEQGF 
              130  
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 89.5  bits: 21.6 E():  5.3 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (11-78:22-98) 
 
                          10        20        30        40          
2MEPSP            GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|105 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
        50               60        70        80                     
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSI                     
       : .  :::          : : . :  :  :  .: .:                       
gi|105 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|105 RLGDYLIDQGYWVPSSNS 
              130         
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 89.3  bits: 21.6 E():  5.4 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (11-78:22-98) 
 
                          10        20        30        40          
2MEPSP            GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|100 MSWQAYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
        50               60        70        80                     
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSI                     
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYYVGSHHHHHH 
              130       140  
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 86.2  bits: 23.9 E():  8.1 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (33-69:943-974) 
 
             10        20        30        40        50        60   
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
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             70        80                                           
2MEPSP VNGIGGLPGGKVKLSGSI                                           
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 85.9  bits: 21.0 E():  8.3 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (52-72:66-87) 
 
              30        40        50        60         70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  57  Z-score: 84.8  bits: 21.8 E():  9.6 
Smith-Waterman score: 57; 39.4% identity (57.6% similar) in 33 aa overlap (48-80:25-55) 
 
        20        30        40        50        60        70        
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .:.::  :: : :  
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDL- 
                     10        20        30        40         50    
 
        80                                                          
2MEPSP GSI                                                          
       :::                                                          
gi|275 GSIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFG 
             60        70        80        90       100       110   
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 82.9  bits: 20.8 E():   12 
Smith-Waterman score: 54; 37.3% identity (51.0% similar) in 51 aa overlap (41-80:27-75) 
 
               20        30        40        50              60     
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VR 
                                     .:   ::.::  .::    .:  ::    : 
gi|124     ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFR 
                   10        20        30          40        50     
 
                70        80                                        
2MEPSP VN---GIGGLPGGKVKLSGSI                                        
        :   : .: :   . :::.:                                        
gi|124 YNSDVGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLE 
           60        70        80        90       100       110     
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 82.6  bits: 20.4 E():   13 
Smith-Waterman score: 53; 25.5% identity (50.9% similar) in 55 aa overlap (1-44:87-141) 
 
                                             10        20           
2MEPSP                               GNAGIAMRSLTAAVTAAGGNATY------- 
                                     :. :  .::. ::. ..::            
gi|336 LECVGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKD 
         60        70        80        90       100       110       
 
                30        40        50        60        70          
2MEPSP ----VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
           .. ::: . . :: . ..: .                                    
gi|336 VMKLLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT                         
        120       130       140       150                           
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.3  bits: 20.1 E():   13 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (38-54:98-114) 
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        10        20        30        40        50        60        
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
        70        80 
2MEPSP GLPGGKVKLSGSI 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 82.3  bits: 21.9 E():   13 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (25-67:262-299) 
 
                     10        20        30        40        50     
2MEPSP       GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
           60        70        80                                   
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSI                                   
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.2  bits: 20.5 E():   14 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (52-73:66-88) 
 
              30        40        50        60         70        80 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 82.1  bits: 21.9 E():   14 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (45-65:383-405) 
 
           20        30        40        50          60        70   
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
             80                                         
2MEPSP KVKLSGSI                                         
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 81.1  bits: 19.8 E():   15 
Smith-Waterman score: 51; 21.9% identity (52.1% similar) in 73 aa overlap (1-71:30-97) 
 
                                            10        20        30  
2MEPSP                              GNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                    :.:. ..      : ..:.      .:.    
gi|547 MAYSAMTKLALVVALCMVVSVPIAQAITCGQASSSLAPCIPYVRGGGAVPPACCNGI--- 
               10        20        30        40        50           
 
              40        50          60        70        80          
2MEPSP RERPIGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVKLSGSI          
         : ...:.    .  :  .:.  :... : :  :. ..:::                   
gi|547 --RNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCAT 
          60        70        80        90       100       110      
 
gi|547 VK 
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>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.1  bits: 19.4 E():   15 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (34-71:32-71) 
 
            10        20        30        40        50          60  
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
              70        80            
2MEPSP RVNGIGGLPGGKVKLSGSI            
         :. ..:::                     
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK 
              70        80        90  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.0  bits: 19.4 E():   16 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (34-71:33-72) 
 
            10        20        30        40        50          60  
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
              70        80            
2MEPSP RVNGIGGLPGGKVKLSGSI            
         :. ..:::                     
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK 
             70        80        90   
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 80.4  bits: 19.8 E():   17 
Smith-Waterman score: 51; 19.7% identity (48.7% similar) in 76 aa overlap (12-78:23-98) 
 
                          10        20        30        40          
2MEPSP            GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                             ::...  :..    .. :... . .. ..  . . :   
gi|264 MSWQAYVDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTL 
               10        20        30        40        50        60 
 
        50               60        70        80                     
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSI                     
       : .  :.:          : : . :  :  :  .: .:                       
gi|264 APTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVE 
               70        80        90       100       110       120 
 
gi|264 RLGDYLIEQGF 
              130  
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.2  bits: 20.9 E():   17 
Smith-Waterman score: 54; 44.0% identity (68.0% similar) in 25 aa overlap (3-27:263-287) 
 
                                           10        20        30   
2MEPSP                             GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :..:  . :::..:: : :: .  :      
gi|144 AAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAATAAAGGYKV   
            240       250       260       270       280       290   
 
             40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 80.2  bits: 20.9 E():   17 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (12-78:211-275) 
 
                                  10        20        30        40  
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2MEPSP                    GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
              50        60        70        80                
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI                
       .::  :...: . ::.    .: :.:.   :  : .:                  
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 80.1  bits: 21.7 E():   17 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (28-54:454-481) 
 
                  10        20        30         40        50       
2MEPSP    GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
         60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSI 
                                
gi|424 IKKLFGLSH                
           490                  
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 79.4  bits: 21.0 E():   19 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (40-72:174-206) 
 
      10        20        30        40        50        60          
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
       70        80                                                 
2MEPSP -PGGKVKLSGSI                                                 
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 79.3  bits: 21.7 E():   19 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (26-58:341-374) 
 
                    10        20         30        40        50     
2MEPSP      GNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
           60        70        80                                   
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSI                                   
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 79.3  bits: 20.6 E():   19 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (41-76:134-164) 
 
               20        30        40        50        60        70 
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
               80                                                   
2MEPSP GGKVKLSGSI                                                   
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        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (52-70:42-62) 
 
              30        40        50          60        70          
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
      80                                                            
2MEPSP I                                                            
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.6 E():   20 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (1-27:251-277) 
 
                                             10        20        30 
2MEPSP                               GNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|481 AEVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
              230       240       250       260       270       280 
 
               40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.9  bits: 20.6 E():   21 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (1-27:252-278) 
 
                                             10        20        30 
2MEPSP                               GNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|168 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             230       240       250       260       270       280  
 
               40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (1-27:255-281) 
 
                                             10        20        30 
2MEPSP                               GNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|285 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
          230       240       250       260       270       280     
 
               40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (3-27:259-283) 
 
                                           10        20        30   
2MEPSP                             GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|239 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
      230       240       250       260       270       280         
 
             40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3411

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (3-27:260-284) 
 
                                           10        20        30   
2MEPSP                             GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (3-27:260-284) 
 
                                           10        20        30   
2MEPSP                             GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (3-27:260-284) 
 
                                           10        20        30   
2MEPSP                             GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (1-27:258-284) 
 
                                             10        20        30 
2MEPSP                               GNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
       230       240       250       260       270       280        
 
               40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (3-27:260-284) 
 
                                           10        20        30   
2MEPSP                             GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (3-27:260-284) 
 
                                           10        20        30   
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2MEPSP                             GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (3-27:260-284) 
 
                                           10        20        30   
2MEPSP                             GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (3-27:260-284) 
 
                                           10        20        30   
2MEPSP                             GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (3-27:260-284) 
 
                                           10        20        30   
2MEPSP                             GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (3-27:260-284) 
 
                                           10        20        30   
2MEPSP                             GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (3-27:260-284) 
 
                                           10        20        30   
2MEPSP                             GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             40        50        60        70        80 
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2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (3-27:260-284) 
 
                                           10        20        30   
2MEPSP                             GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (3-27:260-284) 
 
                                           10        20        30   
2MEPSP                             GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (3-27:260-284) 
 
                                           10        20        30   
2MEPSP                             GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (3-27:260-284) 
 
                                           10        20        30   
2MEPSP                             GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
             40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (1-27:261-287) 
 
                                             10        20        30 
2MEPSP                               GNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              240       250       260       270       280       290 
 
               40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 78.6  bits: 19.9 E():   21 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (7-22:142-161) 
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                                       10            20        30   
2MEPSP                         GNAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
             40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                                        
gi|249 GYKV                                             
                                                        
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 78.6  bits: 20.3 E():   21 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (38-54:202-218) 
 
        10        20        30        40        50        60        
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
        70        80 
2MEPSP GLPGGKVKLSGSI 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 53; 40.7% identity (63.0% similar) in 27 aa overlap (1-27:266-292) 
 
                                             10        20        30 
2MEPSP                               GNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:  . :.:. ::.: :: .  :    
gi|330 PQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
         240       250       260       270       280       290      
 
               40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.5  bits: 20.3 E():   21 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (38-54:205-221) 
 
        10        20        30        40        50        60        
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
        70        80 
2MEPSP GLPGGKVKLSGSI 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.2  bits: 20.7 E():   22 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (3-27:285-309) 
 
                                           10        20        30   
2MEPSP                             GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|330 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
          260       270       280       290       300       310     
 
             40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.2  bits: 20.7 E():   22 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (3-27:285-309) 
 
                                           10        20        30   
2MEPSP                             GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
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gi|398 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
          260       270       280       290       300       310     
 
             40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 78.0  bits: 19.2 E():   23 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (34-71:58-97) 
 
            10        20        30        40        50          60  
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
              70        80            
2MEPSP RVNGIGGLPGGKVKLSGSI            
        .:. ..:::                     
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK 
        90       100       110        
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 77.8  bits: 21.4 E():   24 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (26-58:341-374) 
 
                    10        20         30        40        50     
2MEPSP      GNAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
           60        70        80                                   
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSI                                   
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  47 init1:  47 opt:  52  Z-score: 77.6  bits: 20.3 E():   24 
Smith-Waterman score: 52; 25.6% identity (58.1% similar) in 43 aa overlap (38-80:106-142) 
 
        10        20        30        40        50        60        
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
        70        80                                                
2MEPSP GLPGGKVKLSGSI                                                
        . :::. . :.:                                                
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (27-69:104-146) 
 
                   10        20        30        40             50  
2MEPSP     GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
              60        70        80    
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSI    
        : ..: :     ::::.               
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH 
            140           150       160 
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
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 initn:  40 init1:  40 opt:  49  Z-score: 77.1  bits: 19.2 E():   26 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (37-59:12-38) 
 
         10        20        30        40            50        60   
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
             70        80                                           
2MEPSP VNGIGGLPGGKVKLSGSI                                           
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 77.0  bits: 21.1 E():   26 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (38-55:295-313) 
 
        10        20        30        40         50        60       
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
         70        80                                               
2MEPSP GGLPGGKVKLSGSI                                               
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (61-78:167-184) 
 
               40        50        60        70        80           
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI           
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.4  bits: 19.3 E():   28 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (65-72:119-126) 
 
           40        50        60        70        80               
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI               
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
gi|144 EEVD 
      150   
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 75.7  bits: 20.4 E():   31 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (19-67:94-133) 
 
                           10        20        30        40         
2MEPSP             GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
       50        60        70        80                             
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI                             
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
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      120           130       140       150       160       170     
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.3  bits: 18.6 E():   32 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (29-57:73-101) 
 
                 10        20        30        40        50         
2MEPSP   GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
       60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSI 
                              
gi|249 FAVLVKQ                
                              
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.3  bits: 18.6 E():   32 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (29-57:73-101) 
 
                 10        20        30        40        50         
2MEPSP   GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
       60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSI 
                              
gi|209 FAVLVKQ                
                              
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.3  bits: 19.0 E():   32 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (29-61:78-105) 
 
                 10        20        30        40         50        
2MEPSP   GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
        60        70        80                  
2MEPSP CPPVRVNGIGGLPGGKVKLSGSI                  
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.2  bits: 20.1 E():   33 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (3-27:280-304) 
 
                                           10        20        30   
2MEPSP                             GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
             40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 75.2  bits: 20.5 E():   33 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (26-54:185-214) 
 
                    10        20        30          40        50    
2MEPSP      GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
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          160       170       180       190       200       210     
 
            60        70        80                                  
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSI                                  
       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.8  bits: 18.3 E():   34 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (34-71:32-71) 
 
            10        20        30        40        50          60  
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
              70        80            
2MEPSP RVNGIGGLPGGKVKLSGSI            
         :. ..:::                     
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK 
              70        80        90  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.6  bits: 21.2 E():   35 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (32-72:55-104) 
 
              10        20        30        40             50       
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
             60        70        80                                 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSI                                 
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.6  bits: 21.2 E():   35 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (32-72:55-104) 
 
              10        20        30        40             50       
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
             60        70        80                                 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSI                                 
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.6  bits: 21.2 E():   35 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (32-72:55-104) 
 
              10        20        30        40             50       
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
             60        70        80                                 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSI                                 
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
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>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 47; 22.1% identity (46.8% similar) in 77 aa overlap (11-78:22-98) 
 
                          10        20        30        40          
2MEPSP            GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... .  . .:  ... :   
gi|100 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
        50               60        70        80                     
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSI                     
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYCGSHHHHHH 
              130       140 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 18.3 E():   41 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (37-51:93-107) 
 
         10        20        30        40        50        60       
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
         70        80 
2MEPSP GGLPGGKVKLSGSI 
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.4  bits: 18.3 E():   41 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (50-71:35-60) 
 
      20        30        40        50            60        70      
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
          80                                               
2MEPSP LSGSI                                               
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.4  bits: 18.3 E():   41 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (50-71:35-60) 
 
      20        30        40        50            60        70      
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
          80                                               
2MEPSP LSGSI                                               
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.4  bits: 18.3 E():   41 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (50-71:35-60) 
 
      20        30        40        50            60        70      
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
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                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
          80                                               
2MEPSP LSGSI                                               
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.1  bits: 15.8 E():   42 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (15-29:2-16) 
 
               10        20        30        40        50        60 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                     :. ::. . : : .:                                
gi|320              YTTEGGTKSEVEDVIPEGWK                            
                            10        20                            
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 73.1  bits: 20.9 E():   43 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (32-72:55-104) 
 
              10        20        30        40             50       
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
             60        70        80                                 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSI                                 
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.0  bits: 17.6 E():   43 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (52-61:38-47) 
 
              30        40        50        60        70        80  
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI  
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 49; 44.0% identity (64.0% similar) in 25 aa overlap (3-27:238-262) 
 
                                           10        20        30   
2MEPSP                             GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::..:: : :: .  :      
gi|180 AAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAATAAAGGYKV   
       210       220       230       240       250       260        
 
             40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (11-36:11-39) 
 
               10        20           30        40        50        
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                 :... ::    .:::::   .:..  . :                      
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
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        60        70        80                                      
2MEPSP CPPVRVNGIGGLPGGKVKLSGSI                                      
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (53-62:48-57) 
 
             30        40        50        60        70        80   
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI   
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (6-27:252-273) 
 
                                        10        20        30      
2MEPSP                          GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
          40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (6-27:252-273) 
 
                                        10        20        30      
2MEPSP                          GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
          40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (6-27:252-273) 
 
                                        10        20        30      
2MEPSP                          GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
          40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (6-27:252-273) 
 
                                        10        20        30      
2MEPSP                          GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|168 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
          40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
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>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (40-66:13-38) 
 
      10        20        30        40        50        60          
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
      70        80                                                  
2MEPSP PGGKVKLSGSI                                                  
                                                                    
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 49; 44.0% identity (60.0% similar) in 25 aa overlap (3-27:257-281) 
 
                                           10        20        30   
2MEPSP                             GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :.:: :: : :: .  :      
gi|295 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAATAATGGYKV   
        230       240       250       260       270       280       
 
             40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.5  bits: 18.4 E():   46 
Smith-Waterman score: 46; 25.3% identity (54.4% similar) in 79 aa overlap (4-80:17-94) 
 
                            10        20        30        40        
2MEPSP              GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : :  ::..:...  :..    .. :... . :  ..  ... : 
gi|130 MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEPG 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP --ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI                          
         : .   ::     :  .  :..  :: : ::.:                          
gi|130 HLAPTGLHLGGIKYMVIQGEAGAVIRGK-KGSGGITIKKTGQALVFGIYEEPVTPGQCNM 
               70        80         90       100       110          
 
gi|130 VVERLGDYLIDQGL 
     120       130    
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.3  bits: 19.5 E():   47 
Smith-Waterman score: 49; 33.3% identity (54.5% similar) in 33 aa overlap (48-80:25-55) 
 
        20        30        40        50        60        70        
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :   . .: ::   : . :  
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDL- 
                     10        20        30         40        50    
 
        80                                                          
2MEPSP GSI                                                          
       :::                                                          
gi|145 GSIISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFG 
             60        70        80        90       100       110   
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (35-67:319-348) 
 
           10        20        30        40        50         60    
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
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                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
            70        80                               
2MEPSP NGIGGLPGGKVKLSGSI                               
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.2  bits: 18.0 E():   48 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (15-79:19-83) 
 
                   10        20        30        40        50       
2MEPSP     GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
            60        70        80                          
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSI                          
       :..    :  .: ::  :: .  .:.                           
gi|416 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.2  bits: 18.0 E():   48 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (15-79:19-83) 
 
                   10        20        30        40        50       
2MEPSP     GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
            60        70        80                          
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSI                          
       :..    :  .: ::  :: .  .:.                           
gi|461 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.1  bits: 19.9 E():   49 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (26-54:184-213) 
 
                    10        20        30          40        50    
2MEPSP      GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
            60        70        80                                  
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSI                                  
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.1  bits: 19.9 E():   49 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (26-54:184-213) 
 
                    10        20        30          40        50    
2MEPSP      GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
            60        70        80                                  
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSI                                  
       :                                                            
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gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (6-28:22-44) 
 
                               10        20        30        40     
2MEPSP                 GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI                         
                                                                    
gi|753 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (6-28:22-44) 
 
                               10        20        30        40     
2MEPSP                 GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI                         
                                                                    
gi|198 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (23-58:40-74) 
 
                       10        20        30        40        50   
2MEPSP         GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
             60        70        80                                 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSI                                 
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (23-58:47-81) 
 
                       10        20        30        40        50   
2MEPSP         GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
             60        70        80                                 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSI                                 
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.9  bits: 18.1 E():   56 
Smith-Waterman score: 45; 19.4% identity (54.2% similar) in 72 aa overlap (4-75:17-86) 
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                            10        20        30        40        
2MEPSP              GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : ...  .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI                            
       : .    :     ..   : : ::. ..                                 
gi|622 ALAPT--GLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCN 
                 70        80        90       100       110         
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.7  bits: 18.5 E():   57 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (28-52:59-82) 
 
                  10        20        30        40        50        
2MEPSP    GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
        60        70        80                                      
2MEPSP CPPVRVNGIGGLPGGKVKLSGSI                                      
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.7  bits: 18.5 E():   57 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (28-52:59-82) 
 
                  10        20        30        40        50        
2MEPSP    GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
        60        70        80                                      
2MEPSP CPPVRVNGIGGLPGGKVKLSGSI                                      
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 70.5  bits: 19.6 E():   59 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (25-54:361-385) 
 
                     10        20        30        40        50     
2MEPSP       GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
           60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSI 
                                  
gi|284 ELIRSLFGLP                 
         390                      
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.5  bits: 17.8 E():   67 
Smith-Waterman score: 44; 21.8% identity (50.0% similar) in 78 aa overlap (11-78:22-98) 
 
                          10        20        30        40          
2MEPSP            GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..    .. :... . .. .:  . . :   
gi|582 MSWQVYVDEHLMCEIEGNHLTSAAIIGQDGSVWAQSQNFPQLKPEEVAGIVGDFADPGTL 
               10        20        30        40        50        60 
 
        50               60        70         80                    
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2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGK-VKLSGSI                    
       : .  ..:          : . . :  : :::  :: .:                      
gi|582 APTGLYIGGTKYMVIQGEPGAVIRGKKG-PGGATVKKTGMALVIGIYDEPMTPGQCNMIV 
               70        80         90       100       110          
 
gi|582 ERLGDYLIDQGL 
     120       130  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.1  bits: 18.9 E():   71 
Smith-Waterman score: 47; 44.4% identity (66.7% similar) in 27 aa overlap (1-27:276-298) 
 
                                             10        20        30 
2MEPSP                               GNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
                                     : : .:    :.:.:::.:.:: .  :    
gi|663 YAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVA----TGAATAAAGGATAAAGGYKA 
         250       260       270       280           290       300  
 
               40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.0  bits: 18.9 E():   71 
Smith-Waterman score: 47; 32.6% identity (60.5% similar) in 43 aa overlap (2-44:27-62) 
 
                                        10        20        30      
2MEPSP                          GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                 .:: :  .  ::. ::.:. :      : ....  
gi|119 MAVQKYTVALFLTVALVAGPAASYAADAGYAP-ATPAAAGAAAGKIT------PTQEQKL 
               10        20        30         40              50    
 
          40        50        60        70        80                
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI                
       . :. ::.:                                                    
gi|119 MEDINVGFKAAVAAAAGAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDA 
            60        70        80        90       100       110    
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 68.9  bits: 18.9 E():   72 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (1-55:11-62) 
 
                         10        20        30        40        50 
2MEPSP           GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADV 
                 :..:   . .. : .: .:  ::::     . .   . .. ..: ::  : 
gi|324 MASKSQILFIGGTGYIGKFIVEA-SAKAGYPTYVLVREASLSDPAKSKVIENFKALG--V 
               10        20         30        40        50          
 
               60        70        80                               
2MEPSP DCFLGTDCPPVRVNGIGGLPGGKVKLSGSI                               
       .  ::                                                        
gi|324 NFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDV 
        60        70        80        90       100       110        
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.5 E():   72 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (2-21:67-86) 
 
                                            10        20        30  
2MEPSP                              GNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
              40        50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                                         
gi|668 EKEESDEDMGFGLFD                                   
        100       110                                    
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.5 E():   72 
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Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (2-21:67-86) 
 
                                            10        20        30  
2MEPSP                              GNAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
              40        50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                                         
gi|833 EKEESDEDMGFGLFD                                   
        100       110                                    
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 18.6 E():   72 
Smith-Waterman score: 46; 56.2% identity (68.8% similar) in 16 aa overlap (4-19:222-237) 
 
                                          10        20        30    
2MEPSP                            GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  .  ::.:::::               
gi|226 KYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV            
             200       210       220       230       240            
 
            40        50        60        70        80 
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 68.7  bits: 19.3 E():   74 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (12-78:315-379) 
 
                                  10        20        30        40  
2MEPSP                    GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
              50        60        70        80                      
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI                      
       .::  :...: . ::.    .: :.:.   :  : .:                        
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
gi|581 GKLIYNGSGK 
            410   
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (15-47:28-60) 
 
                            10        20        30        40        
2MEPSP              GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI                            
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (25-54:240-264) 
 
                     10        20        30        40        50     
2MEPSP       GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
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           60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSI 
                                  
gi|225 ELIRSWFGLP                 
          270                     
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.1 E():   80 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (10-29:69-88) 
 
                                    10        20        30          
2MEPSP                      GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
      40        50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                                 
gi|105 T                                         
                                                 
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (33-51:40-58) 
 
             10        20        30        40        50        60   
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
             70        80                                           
2MEPSP VNGIGGLPGGKVKLSGSI                                           
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (18-72:80-134) 
 
                            10        20        30        40        
2MEPSP              GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
        50        60        70        80                            
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI                            
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.5  bits: 14.6 E():   86 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (57-70:5-18) 
 
         30        40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                     :: :   . :  ::           
gi|244                           IGNEDCTPWMSTLITPLP           
                                         10                   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.5  bits: 18.6 E():   86 
Smith-Waterman score: 46; 44.4% identity (63.0% similar) in 27 aa overlap (1-27:276-298) 
 
                                             10        20        30 
2MEPSP                               GNAGIAMRSLTAAVTAAGGNATYVLDGVPR 
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                                     : : .:    :.:.:::.: :: .  :    
gi|441 YAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVA----TGAATAAAGAATAAAGGYKA 
         250       260       270       280           290       300  
 
               40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (68-76:36-44) 
 
        40        50        60        70        80                  
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI                  
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.2  bits: 17.9 E():   90 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (5-29:121-145) 
 
                                         10        20        30     
2MEPSP                           GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
           40        50        60        70        80 
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                                      
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV      
              160       170       180       190       
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.2  bits: 17.2 E():   90 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (50-71:35-60) 
 
      20        30        40        50            60        70      
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
          80                                               
2MEPSP LSGSI                                               
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 17.2 E():   91 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (59-71:48-60) 
 
       30        40        50        60        70        80         
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI         
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (40-59:84-104) 
 
      10        20        30        40         50        60         
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
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                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
       70        80                           
2MEPSP LPGGKVKLSGSI                           
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 66.8  bits: 19.0 E():   94 
Smith-Waterman score: 47; 31.0% identity (59.5% similar) in 42 aa overlap (4-44:352-393) 
 
                                          10         20        30   
2MEPSP                            GNAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                                     :   ... ::  : : : ...:     . . 
gi|144 DDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSHRSGETE 
             330       340       350       360       370       380  
 
             40        50        60        70        80          
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI          
       .  :.:.::::.                                              
gi|144 DVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTAVNL 
             390       400       410       420       430         
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (10-29:232-251) 
 
                                    10        20        30          
2MEPSP                      GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
      40        50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                                 
gi|898 AK                                        
                                                 
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 66.8  bits: 19.0 E():   94 
Smith-Waterman score: 47; 31.0% identity (61.9% similar) in 42 aa overlap (4-44:352-393) 
 
                                          10         20        30   
2MEPSP                            GNAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                                     :   ....::  : : : ...:     . . 
gi|145 DDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSHRSGETE 
             330       340       350       360       370       380  
 
             40        50        60        70        80            
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI            
       .  :.:.::::.                                                
gi|145 DVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTAINLYL 
             390       400       410       420       430       440 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (11-39:11-42) 
 
               10        20           30        40        50        
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                 :... ::    ...:::   ::..  . :...                   
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP CPPVRVNGIGGLPGGKVKLSGSI                                      
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gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (36-52:7-23) 
 
          10        20        30        40        50        60      
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
          70        80                                              
2MEPSP IGGLPGGKVKLSGSI                                              
                                                                    
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (36-52:7-23) 
 
          10        20        30        40        50        60      
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
          70        80                                              
2MEPSP IGGLPGGKVKLSGSI                                              
                                                                    
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (11-27:112-128) 
 
                                   10        20        30        40 
2MEPSP                     GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
               50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.3  bits: 14.3 E(): 1e 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (15-29:2-16) 
 
               10        20        30        40        50        60 
2MEPSP GNAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPP 
                     :. ::. . . : .:                                
gi|320              YTTEGGTKSEAEDVIPE                               
                            10                                      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:34 2011 done: Tue Apr 19 10:57:34 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3432

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 100  - 179 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     3     2:* 
  32    12     8:==*= 
  34    38    22:=======*===== 
  36    49    44:==============*== 
  38    44    73:===============         * 
  40    74   102:=========================        * 
  42   113   125:======================================   * 
  44   130   138:============================================ * 
  46   144   140:==============================================*= 
  48   140   134:============================================*== 
  50   114   122:======================================  * 
  52    94   108:================================   * 
  54    75    92:=========================     * 
  56   156    77:=========================*========================== 
  58    56    63:=================== * 
  60    37    51:=============   * 
  62    40    41:=============* 
  64    33    33:==========* 
  66    18    26:======  * 
  68    18    20:======* 
  70     8    16:===  * 
  72    18    12:===*== 
  74    13    10:===*= 
  76    10     8:==*= 
  78    25     6:=*======= 
  80     8     5:=*= 
  82     7     3:*== 
  84     0     3:* 
  86     3     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.97670.00387; mu= 12.0167 0.201 
 mean_var=40.315010.564, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.201995 
 Kolmogorov-Smirnov  statistic: 0.0513 (N=27) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   63 23.4     1.3 
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gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 21.9     3.2 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.3     3.5 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   57 21.6     4.8 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   57 21.7       5 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   57 21.7       5 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   58 22.2     7.5 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.0     7.8 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.1     7.8 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   54 20.9      12 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.2      12 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.0      13 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.5      13 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.0      13 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.5      15 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.5      15 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   54 21.0      15 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   51 19.9      16 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.0      16 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   54 21.0      17 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 21.7      17 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.6      18 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.0      18 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.0      18 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.7      18 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 21.8      19 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   53 20.7      20 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.7      20 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.0      20 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.3      20 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.4      20 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   53 20.7      21 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   53 20.7      21 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.3      22 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.5      23 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 19.7      23 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.3      24 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.2      25 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 20.8      26 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.4      27 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   48 19.0      29 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.5      30 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 18.7      31 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 18.7      31 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.0      31 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.1      31 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.5      32 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.3      32 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.3      34 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.3      34 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.3      34 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   50 19.8      37 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   47 18.8      37 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.4      38 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.4      39 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.4      39 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.4      39 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.9      39 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.7      41 
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gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.8      42 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.5      42 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.0      42 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.4      42 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   49 19.5      43 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.5      43 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   49 19.5      43 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   49 19.5      43 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.5      43 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   49 19.5      44 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.1      46 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.1      46 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 19.9      46 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.5      47 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.5      47 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 19.9      47 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 19.9      47 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.5      51 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.5      52 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   45 18.2      53 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.5      55 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.5      55 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.6      57 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   45 18.2      59 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   44 17.9      64 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   43 17.5      69 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   43 17.5      69 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   46 18.6      70 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.3      72 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 17.9      72 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.2      77 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.7      77 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 18.7      79 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   46 18.7      79 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.7      80 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   46 18.7      80 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.7      80 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   46 18.7      80 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   46 18.7      81 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.4      81 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   46 18.7      82 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.2      83 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   46 18.7      83 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.2      86 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.0      86 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.2      87 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.6      88 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.3      91 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.6      92 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   47 19.1      92 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   47 19.1      92 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.4      93 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.7      95 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.7      95 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.3      95 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.3      96 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 17.7      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 100.2  bits: 23.4 E():  1.3 
Smith-Waterman score: 63; 41.7% identity (66.7% similar) in 24 aa overlap (44-64:48-71) 
 
            20        30        40        50           60        70 
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::       
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
               80                                     
2MEPSP GKVKLSGSIS                                     
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gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 93.5  bits: 21.9 E():  3.2 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (44-64:24-46) 
 
            20        30        40        50          60        70  
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
              80                                        
2MEPSP KVKLSGSIS                                        
                                                        
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 92.7  bits: 22.3 E():  3.5 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (51-71:66-87) 
 
               30        40        50        60         70          
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
      80                                                    
2MEPSP S                                                    
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.3  bits: 21.6 E():  4.8 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (10-77:22-98) 
 
                           10        20        30        40         
2MEPSP             NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|190 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
         50               60        70        80                    
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSIS                    
       : .  :::          : : . :  :  :  .: .:                       
gi|190 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|190 RLGDYPVEQGF 
              130  
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.0  bits: 21.7 E():    5 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (10-77:22-98) 
 
                           10        20        30        40         
2MEPSP             NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|105 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
         50               60        70        80                    
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSIS                    
       : .  :::          : : . :  :  :  .: .:                       
gi|105 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|105 RLGDYLIDQGYWVPSSNS 
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              130         
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 89.9  bits: 21.7 E():    5 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (10-77:22-98) 
 
                           10        20        30        40         
2MEPSP             NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|100 MSWQAYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
         50               60        70        80                    
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSIS                    
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYYVGSHHHHHH 
              130       140  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  58  Z-score: 86.8  bits: 22.2 E():  7.5 
Smith-Waterman score: 58; 35.3% identity (58.8% similar) in 34 aa overlap (47-80:25-57) 
 
         20        30        40        50        60        70       
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .:.::  :: : :. 
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLG 
                     10        20        30        40         50    
 
         80                                                         
2MEPSP GSIS                                                         
       . ::                                                         
gi|275 SIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 86.5  bits: 24.0 E():  7.8 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (32-68:943-974) 
 
              10        20        30        40        50        60  
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
              70        80                                          
2MEPSP VNGIGGLPGGKVKLSGSIS                                          
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 86.4  bits: 21.1 E():  7.8 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (51-71:66-87) 
 
               30        40        50        60         70          
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
      80                                                    
2MEPSP S                                                    
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 83.3  bits: 20.9 E():   12 
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Smith-Waterman score: 54; 37.3% identity (51.0% similar) in 51 aa overlap (40-79:27-75) 
 
      10        20        30        40        50                60  
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VR 
                                     .:   ::.::  .::    .:  ::    : 
gi|124     ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFR 
                   10        20        30          40        50     
 
                 70        80                                       
2MEPSP VN---GIGGLPGGKVKLSGSIS                                       
        :   : .: :   . :::.:                                        
gi|124 YNSDVGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLE 
           60        70        80        90       100       110     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.8  bits: 20.2 E():   12 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (37-53:98-114) 
 
         10        20        30        40        50        60       
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
         70        80 
2MEPSP GLPGGKVKLSGSIS 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 82.6  bits: 22.0 E():   13 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (24-66:262-299) 
 
                      10        20        30        40        50    
2MEPSP        NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
            60        70        80                                  
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSIS                                  
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 20.5 E():   13 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (51-72:66-88) 
 
               30        40        50        60         70          
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
      80                                                            
2MEPSP S                                                            
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 82.4  bits: 22.0 E():   13 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (44-64:383-405) 
 
            20        30        40        50          60        70  
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
              80                                        
2MEPSP KVKLSGSIS                                        
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gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.6  bits: 19.5 E():   15 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (33-70:32-71) 
 
             10        20        30        40        50          60 
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
               70        80           
2MEPSP RVNGIGGLPGGKVKLSGSIS           
         :. ..:::                     
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK 
              70        80        90  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.5  bits: 19.5 E():   15 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (33-70:33-72) 
 
             10        20        30        40        50          60 
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
               70        80           
2MEPSP RVNGIGGLPGGKVKLSGSIS           
         :. ..:::                     
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK 
             70        80        90   
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 81.2  bits: 21.0 E():   15 
Smith-Waterman score: 54; 25.0% identity (59.1% similar) in 44 aa overlap (37-80:106-143) 
 
         10        20        30        40        50        60       
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
         70        80                                               
2MEPSP GLPGGKVKLSGSIS                                               
        . :::. . :.:.                                               
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 51; 19.7% identity (48.7% similar) in 76 aa overlap (11-77:23-98) 
 
                           10        20        30        40         
2MEPSP             NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                             ::...  :..    .. :... . .. ..  . . :   
gi|264 MSWQAYVDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTL 
               10        20        30        40        50        60 
 
         50               60        70        80                    
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSIS                    
       : .  :.:          : : . :  :  :  .: .:                       
gi|264 APTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVE 
               70        80        90       100       110       120 
 
gi|264 RLGDYLIEQGF 
              130  
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>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 54; 44.0% identity (68.0% similar) in 25 aa overlap (2-26:263-287) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :..:  . :::..:: : :: .  :      
gi|144 AAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAATAAAGGYKV   
            240       250       260       270       280       290   
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 80.6  bits: 21.0 E():   17 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (11-77:211-275) 
 
                                   10        20        30        40 
2MEPSP                     NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
               50        60        70        80               
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS               
       .::  :...: . ::.    .: :.:.   :  : .:                  
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 80.5  bits: 21.7 E():   17 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (27-53:454-481) 
 
                   10        20        30         40        50      
2MEPSP     NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
          60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSIS 
                                 
gi|424 IKKLFGLSH                 
           490                   
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.0  bits: 19.6 E():   18 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (33-70:58-97) 
 
             10        20        30        40        50          60 
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
               70        80           
2MEPSP RVNGIGGLPGGKVKLSGSIS           
         :. ..:::                     
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK 
        90       100       110        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 79.7  bits: 20.0 E():   18 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (51-69:42-62) 
 
               30        40        50          60        70         
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
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       80                                                           
2MEPSP IS                                                           
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 79.7  bits: 21.0 E():   18 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (39-71:174-206) 
 
       10        20        30        40        50        60         
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
        70        80                                                
2MEPSP -PGGKVKLSGSIS                                                
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 79.7  bits: 20.7 E():   18 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (40-75:134-164) 
 
      10        20        30        40        50        60          
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
      70        80                                                  
2MEPSP GGKVKLSGSIS                                                  
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 79.6  bits: 21.8 E():   19 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (25-57:341-374) 
 
                     10        20         30        40        50    
2MEPSP       NAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
            60        70        80                                  
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSIS                                  
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (2-26:259-283) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|239 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
      230       240       250       260       270       280         
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (2-26:260-284) 
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                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (2-26:260-284) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (2-26:260-284) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (2-26:260-284) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (2-26:260-284) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (2-26:260-284) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
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              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (2-26:260-284) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (2-26:260-284) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (2-26:260-284) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (2-26:260-284) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (2-26:260-284) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (2-26:260-284) 
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                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (2-26:260-284) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (2-26:260-284) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 79.0  bits: 20.0 E():   20 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (6-21:142-161) 
 
                                        10            20        30  
2MEPSP                          NAGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                                         
gi|249 GYKV                                              
                                                         
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 79.0  bits: 20.3 E():   20 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (37-53:202-218) 
 
         10        20        30        40        50        60       
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
         70        80 
2MEPSP GLPGGKVKLSGSIS 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.9  bits: 20.4 E():   20 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (37-53:205-221) 
 
         10        20        30        40        50        60       
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
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                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
         70        80 
2MEPSP GLPGGKVKLSGSIS 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.6  bits: 20.7 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (2-26:285-309) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|330 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
          260       270       280       290       300       310     
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.6  bits: 20.7 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (2-26:285-309) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|398 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
          260       270       280       290       300       310     
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 78.4  bits: 19.3 E():   22 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (33-70:58-97) 
 
             10        20        30        40        50          60 
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
               70        80           
2MEPSP RVNGIGGLPGGKVKLSGSIS           
        .:. ..:::                     
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK 
        90       100       110        
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 78.0  bits: 21.5 E():   23 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (25-57:341-374) 
 
                     10        20         30        40        50    
2MEPSP       NAGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
            60        70        80                                  
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSIS                                  
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (26-68:104-146) 
 
                    10        20        30        40             50 
2MEPSP      NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
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                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
               60        70        80   
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSIS   
        : ..: :     ::::.               
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH 
            140           150       160 
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 77.5  bits: 19.3 E():   24 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (36-58:12-38) 
 
          10        20        30        40            50        60  
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
              70        80                                          
2MEPSP VNGIGGLPGGKVKLSGSIS                                          
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 77.2  bits: 21.2 E():   25 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (37-54:295-313) 
 
         10        20        30        40         50        60      
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
          70        80                                              
2MEPSP GGLPGGKVKLSGSIS                                              
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 77.1  bits: 20.8 E():   26 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (60-77:167-184) 
 
      30        40        50        60        70        80          
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS          
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (64-71:119-126) 
 
            40        50        60        70        80              
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS              
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
gi|144 EEVD 
      150   
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.0  bits: 19.0 E():   29 
Smith-Waterman score: 48; 25.0% identity (55.0% similar) in 80 aa overlap (3-80:17-95) 
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                             10        20        30        40       
2MEPSP               NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : :  ::..:...  :..    .. :... . :  ..  ... : 
gi|130 MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEPG 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP --ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS                         
         : .   ::     :  .  :..  :: : ::.:.                         
gi|130 HLAPTGLHLGGIKYMVIQGEAGAVIRGK-KGSGGITIKKTGQALVFGIYEEPVTPGQCNM 
               70        80         90       100       110          
 
gi|130 VVERLGDYLIDQGL 
     120       130    
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.0  bits: 20.5 E():   30 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (18-66:94-133) 
 
                            10        20        30        40        
2MEPSP              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
        50        60        70        80                            
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS                            
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (28-56:73-101) 
 
                  10        20        30        40        50        
2MEPSP    NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSIS 
                               
gi|209 FAVLVKQ                 
                               
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (28-56:73-101) 
 
                  10        20        30        40        50        
2MEPSP    NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSIS 
                               
gi|249 FAVLVKQ                 
                               
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.7  bits: 19.0 E():   31 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (28-60:78-105) 
 
                  10        20        30         40        50       
2MEPSP    NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
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gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
         60        70        80                 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSIS                 
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.5  bits: 20.1 E():   31 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (2-26:280-304) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 75.5  bits: 20.5 E():   32 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (25-53:185-214) 
 
                     10        20        30          40        50   
2MEPSP       NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
             60        70        80                                 
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSIS                                 
       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.3  bits: 18.3 E():   32 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (33-70:32-71) 
 
             10        20        30        40        50          60 
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
               70        80           
2MEPSP RVNGIGGLPGGKVKLSGSIS           
         :. ..:::                     
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK 
              70        80        90  
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.9  bits: 21.3 E():   34 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (31-71:55-104) 
 
               10        20        30        40             50      
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
              60        70        80                                
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSIS                                
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
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 initn:  48 init1:  48 opt:  54  Z-score: 74.9  bits: 21.3 E():   34 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (31-71:55-104) 
 
               10        20        30        40             50      
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
              60        70        80                                
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSIS                                
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.9  bits: 21.3 E():   34 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (31-71:55-104) 
 
               10        20        30        40             50      
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
              60        70        80                                
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSIS                                
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 50; 29.4% identity (55.9% similar) in 34 aa overlap (47-80:25-57) 
 
         20        30        40        50        60        70       
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :   . .: ::   : . :. 
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLG 
                     10        20        30         40        50    
 
         80                                                         
2MEPSP GSIS                                                         
       . ::                                                         
gi|145 SIISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 47; 22.1% identity (46.8% similar) in 77 aa overlap (10-77:22-98) 
 
                           10        20        30        40         
2MEPSP             NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... .  . .:  ... :   
gi|100 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
         50               60        70        80                    
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSIS                    
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYCGSHHHHHH 
              130       140 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 18.4 E():   38 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (36-50:93-107) 
 
          10        20        30        40        50        60      
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2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
          70        80 
2MEPSP GGLPGGKVKLSGSIS 
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.8  bits: 18.4 E():   39 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (49-70:35-60) 
 
       20        30        40        50            60        70     
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
           80                                              
2MEPSP LSGSIS                                              
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.8  bits: 18.4 E():   39 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (49-70:35-60) 
 
       20        30        40        50            60        70     
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
           80                                              
2MEPSP LSGSIS                                              
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.8  bits: 18.4 E():   39 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (49-70:35-60) 
 
       20        30        40        50            60        70     
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
           80                                              
2MEPSP LSGSIS                                              
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.7  bits: 15.9 E():   39 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (14-28:2-16) 
 
               10        20        30        40        50        60 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                    :. ::. . : : .:                                 
gi|320             YTTEGGTKSEVEDVIPEGWK                             
                           10        20                             
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 17.7 E():   41 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (51-60:38-47) 
 
               30        40        50        60        70        80 
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2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
gi|114 CNKNCT 
        70    
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (10-35:11-39) 
 
                10        20           30        40        50       
2MEPSP  NAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                 :... ::    .:::::   .:..  . :                      
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP CPPVRVNGIGGLPGGKVKLSGSIS                                     
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.5 E():   42 
Smith-Waterman score: 49; 44.0% identity (64.0% similar) in 25 aa overlap (2-26:238-262) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::..:: : :: .  :      
gi|180 AAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAATAAAGGYKV   
       210       220       230       240       250       260        
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 73.3  bits: 21.0 E():   42 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (31-71:55-104) 
 
               10        20        30        40             50      
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
              60        70        80                                
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSIS                                
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 18.4 E():   42 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (52-61:48-57) 
 
              30        40        50        60        70        80  
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS  
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (5-26:252-273) 
 
                                         10        20        30     
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2MEPSP                           NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
           40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (5-26:252-273) 
 
                                         10        20        30     
2MEPSP                           NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
           40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (5-26:252-273) 
 
                                         10        20        30     
2MEPSP                           NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
           40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (5-26:252-273) 
 
                                         10        20        30     
2MEPSP                           NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|168 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
           40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (39-65:13-38) 
 
       10        20        30        40        50        60         
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
       70        80                                                 
2MEPSP PGGKVKLSGSIS                                                 
                                                                    
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 49; 44.0% identity (60.0% similar) in 25 aa overlap (2-26:257-281) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :.:: :: : :: .  :      
gi|295 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAATAATGGYKV   
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        230       240       250       260       270       280       
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.6  bits: 18.1 E():   46 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (14-78:19-83) 
 
                    10        20        30        40        50      
2MEPSP      NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
             60        70        80                         
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSIS                         
       :..    :  .: ::  :: .  .:.                           
gi|416 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.6  bits: 18.1 E():   46 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (14-78:19-83) 
 
                    10        20        30        40        50      
2MEPSP      NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
             60        70        80                         
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSIS                         
       :..    :  .: ::  :: .  .:.                           
gi|461 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 72.4  bits: 19.9 E():   46 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (34-66:319-348) 
 
            10        20        30        40        50         60   
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
             70        80                              
2MEPSP NGIGGLPGGKVKLSGSIS                              
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 18.5 E():   47 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (5-27:22-44) 
 
                                10        20        30        40    
2MEPSP                  NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS                        
                                                                    
gi|753 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 18.5 E():   47 
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Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (5-27:22-44) 
 
                                10        20        30        40    
2MEPSP                  NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS                        
                                                                    
gi|198 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (25-53:184-213) 
 
                     10        20        30          40        50   
2MEPSP       NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
             60        70        80                                 
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSIS                                 
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (25-53:184-213) 
 
                     10        20        30          40        50   
2MEPSP       NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
             60        70        80                                 
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSIS                                 
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (22-57:40-74) 
 
                        10        20        30        40        50  
2MEPSP          NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
              60        70        80                                
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSIS                                
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (22-57:47-81) 
 
                        10        20        30        40        50  
2MEPSP          NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
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              60        70        80                                
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSIS                                
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.3  bits: 18.2 E():   53 
Smith-Waterman score: 45; 19.4% identity (54.2% similar) in 72 aa overlap (3-74:17-86) 
 
                             10        20        30        40       
2MEPSP               NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : ...  .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS                           
       : .    :     ..   : : ::. ..                                 
gi|622 ALAPT--GLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCN 
                 70        80        90       100       110         
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.1  bits: 18.5 E():   55 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (27-51:59-82) 
 
                   10        20        30        40        50       
2MEPSP     NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
         60        70        80                                     
2MEPSP CPPVRVNGIGGLPGGKVKLSGSIS                                     
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.1  bits: 18.5 E():   55 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (27-51:59-82) 
 
                   10        20        30        40        50       
2MEPSP     NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
         60        70        80                                     
2MEPSP CPPVRVNGIGGLPGGKVKLSGSIS                                     
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 70.8  bits: 19.6 E():   57 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (24-53:361-385) 
 
                      10        20        30        40        50    
2MEPSP        NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
            60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                   
gi|284 ELIRSLFGLP                  
         390                       
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>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 45; 25.0% identity (50.0% similar) in 52 aa overlap (3-43:90-141) 
 
                                           10        20             
2MEPSP                             NAGIAMRSLTAAVTAAGGNATY---------- 
                                     :  .::. ::. ..::               
gi|336 VGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKDVMK 
      60        70        80        90       100       110          
 
              30        40        50        60        70        80 
2MEPSP -VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
        .. ::: . . :: . ..: .                                      
gi|336 LLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT                           
     120       130       140       150                             
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 44; 21.8% identity (50.0% similar) in 78 aa overlap (10-77:22-98) 
 
                           10        20        30        40         
2MEPSP             NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..    .. :... . .. .:  . . :   
gi|582 MSWQVYVDEHLMCEIEGNHLTSAAIIGQDGSVWAQSQNFPQLKPEEVAGIVGDFADPGTL 
               10        20        30        40        50        60 
 
         50               60        70         80                   
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGK-VKLSGSIS                   
       : .  ..:          : . . :  : :::  :: .:                      
gi|582 APTGLYIGGTKYMVIQGEPGAVIRGKKG-PGGATVKKTGMALVIGIYDEPMTPGQCNMIV 
               70        80         90       100       110          
 
gi|582 ERLGDYLIDQGL 
     120       130  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.5 E():   69 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (1-20:67-86) 
 
                                             10        20        30 
2MEPSP                               NAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
               40        50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                                          
gi|833 EKEESDEDMGFGLFD                                    
        100       110                                     
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.5 E():   69 
Smith-Waterman score: 43; 45.0% identity (70.0% similar) in 20 aa overlap (1-20:67-86) 
 
                                             10        20        30 
2MEPSP                               NAGIAMRSLTAAVTAAGGNATYVLDGVPRM 
                                     ..: :  . .:: .:::: :           
gi|668 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEE 
         40        50        60        70        80        90       
 
               40        50        60        70        80 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                                          
gi|668 EKEESDEDMGFGLFD                                    
        100       110                                     
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 18.6 E():   70 
Smith-Waterman score: 46; 56.2% identity (68.8% similar) in 16 aa overlap (3-18:222-237) 
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                                           10        20        30   
2MEPSP                             NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  .  ::.:::::               
gi|226 KYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV            
             200       210       220       230       240            
 
             40        50        60        70        80 
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.0  bits: 19.3 E():   72 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (11-77:315-379) 
 
                                   10        20        30        40 
2MEPSP                     NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
               50        60        70        80                     
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS                     
       .::  :...: . ::.    .: :.:.   :  : .:                        
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
gi|581 GKLIYNGSGK 
            410   
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 17.9 E():   72 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (14-46:28-60) 
 
                             10        20        30        40       
2MEPSP               NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS                           
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.2 E():   77 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:69-88) 
 
                                     10        20        30         
2MEPSP                       NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
       40        50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                                  
gi|105 T                                          
                                                  
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (24-53:240-264) 
 
                      10        20        30        40        50    
2MEPSP        NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
            60        70        80 
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2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                   
gi|225 ELIRSWFGLP                  
          270                      
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (2-26:253-277) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     : .:  . :.:. ::.: :: .  :      
gi|481 VKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV   
            230       240       250       260       270       280   
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (2-26:254-278) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     : .:  . :.:. ::.: :: .  :      
gi|168 VKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV   
           230       240       250       260       270       280    
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (32-50:40-58) 
 
              10        20        30        40        50        60  
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
              70        80                                          
2MEPSP VNGIGGLPGGKVKLSGSIS                                          
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (2-26:257-281) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     : .:  . :.:. ::.: :: .  :      
gi|285 VKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV   
        230       240       250       260       270       280       
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.1  bits: 14.7 E():   80 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (56-69:5-18) 
 
          30        40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :: :   . :  ::            
gi|244                           IGNEDCTPWMSTLITPLP            
                                         10                    
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (2-26:260-284) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     : .:  . :.:. ::.: :: .  :      
gi|330 VKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV   
     230       240       250       260       270       280          
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (2-26:263-287) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     : .:  . :.:. ::.: :: .  :      
gi|330 VKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV   
            240       250       260       270       280       290   
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (17-71:80-134) 
 
                             10        20        30        40       
2MEPSP               NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
         50        60        70        80                           
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS                           
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (2-26:268-292) 
 
                                            10        20        30  
2MEPSP                              NAGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     : .:  . :.:. ::.: :: .  :      
gi|330 VKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV   
       240       250       260       270       280       290        
 
              40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (67-75:36-44) 
 
         40        50        60        70        80                 
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS                 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 46; 52.9% identity (82.4% similar) in 17 aa overlap (10-26:282-298) 
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                                    10        20        30          
2MEPSP                      NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:.:::.:.:: .  :              
gi|663 ALTKAITAMSQAQKVAKPAAAAATGAATVATGAATAAAGGATAAAGGYKA           
             260       270       280       290       300            
 
      40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (49-70:35-60) 
 
       20        30        40        50            60        70     
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
           80                                              
2MEPSP LSGSIS                                              
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.5  bits: 18.0 E():   86 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (4-28:121-145) 
 
                                          10        20        30    
2MEPSP                            NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
            40        50        60        70        80 
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                                       
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV       
              160       170       180       190        
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.2 E():   87 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (58-70:48-60) 
 
        30        40        50        60        70        80        
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS        
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.4  bits: 17.6 E():   88 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (39-58:84-104) 
 
       10        20        30        40         50        60        
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
        70        80                          
2MEPSP LPGGKVKLSGSIS                          
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.3 E():   91 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (9-28:232-251) 
 
                                     10        20        30         
2MEPSP                       NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
       40        50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                                  
gi|898 AK                                         
                                                  
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (10-38:11-42) 
 
                10        20           30        40        50       
2MEPSP  NAGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                 :... ::    ...:::   ::..  . :...                   
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP CPPVRVNGIGGLPGGKVKLSGSIS                                     
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 67.0  bits: 19.1 E():   92 
Smith-Waterman score: 47; 31.0% identity (59.5% similar) in 42 aa overlap (3-43:352-393) 
 
                                           10         20        30  
2MEPSP                             NAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                                     :   ... ::  : : : ...:     . . 
gi|144 DDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSHRSGETE 
             330       340       350       360       370       380  
 
              40        50        60        70        80         
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS         
       .  :.:.::::.                                              
gi|144 DVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTAVNL 
             390       400       410       420       430         
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 67.0  bits: 19.1 E():   92 
Smith-Waterman score: 47; 31.0% identity (61.9% similar) in 42 aa overlap (3-43:352-393) 
 
                                           10         20        30  
2MEPSP                             NAGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                                     :   ....::  : : : ...:     . . 
gi|145 DDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSHRSGETE 
             330       340       350       360       370       380  
 
              40        50        60        70        80           
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS           
       .  :.:.::::.                                                
gi|145 DVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTAINLYL 
             390       400       410       420       430       440 
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.9  bits: 14.4 E():   93 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (14-28:2-16) 
 
               10        20        30        40        50        60 
2MEPSP NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPV 
                    :. ::. . . : .:                                 
gi|320             YTTEGGTKSEAEDVIPE                                
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                           10                                       
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 18.7 E():   95 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (35-51:7-23) 
 
           10        20        30        40        50        60     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
           70        80                                             
2MEPSP IGGLPGGKVKLSGSIS                                             
                                                                    
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 18.7 E():   95 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (35-51:7-23) 
 
           10        20        30        40        50        60     
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
           70        80                                             
2MEPSP IGGLPGGKVKLSGSIS                                             
                                                                    
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (10-26:112-128) 
 
                                    10        20        30          
2MEPSP                      NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
      40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 17.3 E():   96 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (5-51:80-121) 
 
                                         10        20        30     
2MEPSP                           NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
           40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
        : ... :  . :: ::                              
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY                  
          110       120       130                     
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.4  bits: 17.7 E():   99 
Smith-Waterman score: 43; 25.5% identity (56.9% similar) in 51 aa overlap (7-56:8-54) 
 
                10        20        30        40        50          
2MEPSP  NAGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCP 
              :: .     .::... :.:    . .: ....  :.. .  : :  .: ::   
gi|184 MSRKSGSRSSSKRSKKSGGGSN-VFD---MFTQRQVAEFKEGFQLMDRDKDGVIGKTDLR 
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               10        20            30        40        50       
 
       60        70        80                                       
2MEPSP PVRVNGIGGLPGGKVKLSGSIS                                       
                                                                    
gi|184 GTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFADEE 
         60        70        80        90       100       110       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:34 2011 done: Tue Apr 19 10:57:34 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 10  - 89 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     1     2:* 
  32     3     8:= * 
  34    14    22:=====  * 
  36    36    44:============  * 
  38    64    73:======================  * 
  40    93   102:===============================  * 
  42    98   125:=================================        * 
  44   138   138:=============================================* 
  46   112   140:======================================        * 
  48   155   134:============================================*======= 
  50   146   122:========================================*======== 
  52   129   108:===================================*======= 
  54   106    92:==============================*===== 
  56    69    77:=======================  * 
  58    71    63:====================*=== 
  60    68    51:================*====== 
  62    27    41:=========    * 
  64    27    33:========= * 
  66    27    26:========* 
  68    14    20:===== * 
  70    11    16:==== * 
  72    11    12:===* 
  74    10    10:===* 
  76     4     8:==* 
  78     5     6:=* 
  80     3     5:=* 
  82    15     3:*==== 
  84    12     3:*=== 
  86     1     2:* 
  88    12     2:*===       inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
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 104     0     0:          * 
 106     2     0:=         *== 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.36810.0028; mu= 2.7848 0.147 
 mean_var=31.930510.107, 0's: 2 Z-trim: 4  B-trim: 117 in 1/43 
 Lambda= 0.226972 
 Kolmogorov-Smirnov  statistic: 0.0621 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|66847146|gb|EAL87477.1| allergen Asp F4 [Asperg ( 322)   66 26.0    0.56 
gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=A ( 322)   66 26.0    0.56 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   61 24.5    0.99 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   56 22.9     2.6 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   54 22.4     3.2 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   51 21.4     5.5 
gi|21725592|emb|CAD38377.1| unnamed protein produc ( 129)   51 21.4     5.5 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   51 21.4     5.5 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   51 21.4     5.5 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   51 21.4     5.5 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   51 21.4     5.5 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   51 21.4     5.6 
gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 ( 135)   51 21.4     5.8 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   51 21.4     6.4 
gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145)   51 21.4     6.4 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   51 21.4     6.4 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   51 21.4     6.4 
gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me ( 167)   51 21.3     7.6 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 22.4     8.8 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   55 22.4     9.3 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   51 21.3     9.5 
gi|21725590|emb|CAD38376.1| unnamed protein produc ( 129)   48 20.4      11 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   48 20.4      11 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   48 20.4      11 
gi|21725582|emb|CAD38372.1| unnamed protein produc ( 129)   48 20.4      11 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   48 20.4      11 
gi|21725586|emb|CAD38374.1| unnamed protein produc ( 129)   48 20.4      11 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   48 20.4      11 
gi|21725584|emb|CAD38373.1| unnamed protein produc ( 129)   48 20.4      11 
gi|21725588|emb|CAD38375.1| unnamed protein produc ( 129)   48 20.4      11 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   48 20.4      11 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   48 20.4      12 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   49 20.7      12 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   49 20.7      12 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   55 22.3      12 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   48 20.4      12 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   52 21.5      12 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   48 20.4      13 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 20.4      13 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   48 20.4      13 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   48 20.4      13 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   48 20.4      13 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   48 20.4      13 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 20.9      13 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   39 17.9      14 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   48 20.3      16 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   52 21.4      17 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   53 21.6      19 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   52 21.4      19 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   52 21.4      19 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 21.1      21 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3464

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   35 16.7      23 
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor  ( 204)   47 20.0      24 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   34 16.4      27 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.9      28 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   48 20.2      28 
gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)   50 20.7      30 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   50 20.7      31 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   50 20.7      31 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   46 19.6      32 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   46 19.6      32 
gi|18772|emb|CAA45778.1| trypsin inhibitor subtype ( 217)   46 19.6      32 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.8      36 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.8      38 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.8      38 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.2      39 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 20.1      41 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   41 18.2      43 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 19.5      43 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   46 19.5      44 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   49 20.3      44 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   46 19.5      44 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   46 19.5      46 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   49 20.3      47 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.3      48 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   42 18.4      48 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   42 18.4      51 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   42 18.4      53 
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= (  17)   30 15.2      54 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   40 17.9      54 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   40 17.8      58 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   47 19.7      59 
gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)   47 19.7      59 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   48 20.0      61 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   46 19.4      64 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   46 19.4      64 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   46 19.4      64 
gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)   43 18.6      66 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 18.6      66 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   45 19.1      73 
gi|21886603|emb|CAC84116.1| peptidylprolyl isomera ( 173)   41 18.0      74 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.4      75 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   43 18.6      75 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   40 17.8      77 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   45 19.1      77 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 19.1      77 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   36 16.7      78 
gi|118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321)   44 18.8      80 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   36 16.7      81 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   30 15.1      81 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.6      83 
gi|38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)   42 18.3      83 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   36 16.7      87 
gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Ph ( 167)   40 17.7      89 
gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumi ( 250)   42 18.3      92 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   36 16.6      93 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   43 18.5      94 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   39 17.4      94 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   44 18.8      96 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.0      97 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   39 17.4      99 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   44 18.8   1e 
 
>>gi|66847146|gb|EAL87477.1| allergen Asp F4 [Aspergillu  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 107.0  bits: 26.0 E(): 0.56 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (18-60:3-45) 
 
               10        20        30        40         50          
2MEPSP QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVE 
                        :.: .:::.::. :..:.  : . :  : .  :  : .: .:  
gi|668                MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVY 
                              10        20         30        40     
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      60        70        80                                        
2MEPSP ADKAAKRAVVVGCGGKFPVED                                        
       :                                                            
gi|668 ATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVS 
           50        60        70        80        90       100     
 
>>gi|83300369|sp|O60024.2|ALL4_ASPFU RecName: Full=Aller  (322 aa) 
 initn:  57 init1:  57 opt:  66  Z-score: 107.0  bits: 26.0 E(): 0.56 
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (18-60:3-45) 
 
               10        20        30        40         50          
2MEPSP QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVE 
                        :.: .:::.::. :..:.  : . :  : .  :  : .: .:  
gi|833                MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVY 
                              10        20         30        40     
 
      60        70        80                                        
2MEPSP ADKAAKRAVVVGCGGKFPVED                                        
       :                                                            
gi|833 ATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVS 
           50        60        70        80        90       100     
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 102.5  bits: 24.5 E(): 0.99 
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (36-65:33-62) 
 
          10        20        30        40        50        60      
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  : ..:.:...: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK 
             10        20        30        40        50        60   
 
          70        80                                              
2MEPSP RAVVVGCGGKFPVED                                              
                                                                    
gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV 
             70        80        90       100       110       120   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 94.9  bits: 22.9 E():  2.6 
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (14-73:114-176) 
 
                                10        20           30        40 
2MEPSP                  QPIKEISGTVKLPGSKSLSNRILLLAALS---EGTTVVDNLLN 
                                     : .. ...... .:..   .:  :: . .  
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA 
            90       100       110       120       130       140    
 
               50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
       .:  . ..  ...:: :  . ..  :  .:.::        
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL      
           150       160       170              
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 93.3  bits: 22.4 E():  3.2 
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (47-72:75-101) 
 
         20        30        40        50         60        70      
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK 
                                     : :.. . ::...  :::.   :  ::    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
          80                                      
2MEPSP FPVED                                      
                                                  
gi|250 VMDRAVASLPAVCNQYIPNTNGTDGVCYWLSYYQPPRQMSSR 
          110       120       130       140       
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>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.2  bits: 21.4 E():  5.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:9-26) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|214                       SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725592|emb|CAD38377.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.2  bits: 21.4 E():  5.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:9-26) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.2  bits: 21.4 E():  5.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:9-26) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|760                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.2  bits: 21.4 E():  5.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:9-26) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|157                       SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.2  bits: 21.4 E():  5.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:9-26) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|256                       DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                     10        20        30         
 
gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.2  bits: 21.4 E():  5.5 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:9-26) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3467

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 89.1  bits: 21.4 E():  5.6 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:10-27) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|110                      RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                                    10        20        30          
 
gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
      40        50        60        70        80        90          
 
>>gi|3941386|gb|AAC82350.1| group 2 allergen Eur m 2 010  (135 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.7  bits: 21.4 E():  5.8 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:15-32) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|394                 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                               10        20        30        40     
 
gi|394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           50        60        70        80        90       100     
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.0  bits: 21.4 E():  6.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:25-42) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|164       MYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                     10        20        30        40        50     
 
gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
           60        70        80        90       100       110     
 
>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite   (145 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.0  bits: 21.4 E():  6.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:25-42) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|144       MYKILCLSLLVAAVAADQVDIKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLE 
                     10        20        30        40        50     
 
gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA 
           60        70        80        90       100       110     
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.0  bits: 21.4 E():  6.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:26-43) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|135      MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
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>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.0  bits: 21.4 E():  6.4 
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:26-43) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|996      MMYKILCLSLLVAAVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE 
                    10        20        30        40        50      
 
gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|5326864|gb|AAD42074.1|AF144753_1 peroxisomal membra  (167 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.7  bits: 21.3 E():  7.6 
Smith-Waterman score: 51; 27.3% identity (54.5% similar) in 66 aa overlap (10-75:34-99) 
 
                                    10        20        30          
2MEPSP                      QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .:: ..:. ..: ::  . : : .   
gi|532 KAGDSFPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPVCSAN 
            10        20        30        40        50        60    
 
      40        50        60        70        80                    
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED                    
       .  .    :  ::. :..  :  : . : :..  ::                         
gi|532 HVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIG 
            70        80        90       100       110       120    
 
gi|532 WADEEGRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
           130       140       150       160        
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 85.5  bits: 22.4 E():  8.8 
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (38-66:246-275) 
 
        10        20        30        40         50        60       
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM-LGALRTLGLSVEADKAAKR 
                                     ::...:.::.  : : :..... .:.. .: 
gi|113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR 
         220       230       240       250       260       270      
 
         70        80                                               
2MEPSP AVVVGCGGKFPVED                                               
                                                                    
gi|113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTGTGNAE 
         280       290       300       310       320       330      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 85.0  bits: 22.4 E():  9.3 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (29-79:161-217) 
 
                 10        20        30         40           50     
2MEPSP   QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              140       150       160       170       180       190 
 
           60          70        80                                 
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVED                                 
       ::...:  :.    .. .  . .: .:                                  
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              200       210       220       230       240       250 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 84.9  bits: 21.3 E():  9.5 
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (28-80:113-176) 
 
                  10        20        30        40         50       
2MEPSP    QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL 
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                                     ..::.: .::..: :. :..    ..     
gi|549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTSADNFVNVSNMVKMWEDEVKDYQY 
             90       100       110       120       130       140   
 
         60                  70        80                           
2MEPSP SVEADKAAK----------RAVVVGCGGKFPVED                           
       .   .:  :          ..  .:::..  .::                           
gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK 
            150       160       170       180       190       200   
 
>>gi|21725590|emb|CAD38376.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.8  bits: 20.4 E():   11 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:9-26) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.8  bits: 20.4 E():   11 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:9-26) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.8  bits: 20.4 E():   11 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:9-26) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|179                       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                                     10        20        30         
 
gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725582|emb|CAD38372.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.8  bits: 20.4 E():   11 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:9-26) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.8  bits: 20.4 E():   11 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:9-26) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
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gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725586|emb|CAD38374.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.8  bits: 20.4 E():   11 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:9-26) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.8  bits: 20.4 E():   11 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:9-26) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725584|emb|CAD38373.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.8  bits: 20.4 E():   11 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:9-26) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725588|emb|CAD38375.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.8  bits: 20.4 E():   11 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:9-26) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIGRGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.8  bits: 20.4 E():   11 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:9-26) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|217                       DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLE 
                                     10        20        30         
 
gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA 
       40        50        60        70        80        90         
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.2  bits: 20.4 E():   12 
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Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:18-35) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|217              SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                            10        20        30        40        
 
gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
        50        60        70        80        90       100        
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.1  bits: 20.7 E():   12 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (10-75:35-100) 
 
                                    10        20        30          
2MEPSP                      QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|668 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
      40        50        60        70        80                    
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED                    
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|668 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|668 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.1  bits: 20.7 E():   12 
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (10-75:35-100) 
 
                                    10        20        30          
2MEPSP                      QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL 
                                     ..  .::  ... ..: ::  . : : .   
gi|276 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR 
           10        20        30        40        50        60     
 
      40        50        60        70        80                    
2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED                    
       .  .    :  .:. :..: :  : . : :..  ::                         
gi|276 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG 
           70        80        90       100       110       120     
 
gi|276 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
          130       140       150       160         
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 83.1  bits: 22.3 E():   12 
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (29-79:191-247) 
 
                 10        20        30         40           50     
2MEPSP   QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL 
                                     :...:: . .:.:: . : ..:   ...   
gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ 
              170       180       190       200       210       220 
 
           60          70        80                                 
2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVED                                 
       ::...:  :.    .. .  . .: .:                                  
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI 
              230       240       250       260       270       280 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.9  bits: 20.4 E():   12 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:22-39) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
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                                     :..  :...: :: :. :             
gi|546          GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                        10        20        30        40        50  
 
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  47 init1:  47 opt:  52  Z-score: 82.8  bits: 21.5 E():   12 
Smith-Waterman score: 52; 34.8% identity (78.3% similar) in 23 aa overlap (1-22:151-173) 
 
                                             10         20          
2MEPSP                               QPIKEISGTVKLP-GSKSLSNRILLLAALS 
                                     .:: : .:..:.: : ... ..:        
gi|119 ATPEAKFDSFVAAFTEALRIIAGVLKVHAVKPITEETGAAKIPAGEQQIIDKIDAAFKVA 
              130       140       150       160       170       180 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                                                    
gi|119 ATAANAAPANDKFTVFEAAFNNAIKESTGGAYDTYKSIPSLEAAVKQAYAATIAAAPEVK 
              190       200       210       220       230       240 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.7  bits: 20.4 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:26-43) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|864      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.7  bits: 20.4 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:26-43) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE 
                    10        20        30        40        50      
 
gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.7  bits: 20.4 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:26-43) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.7  bits: 20.4 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:26-43) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|256      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
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gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.7  bits: 20.4 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:26-43) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|218      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.7  bits: 20.4 E():   13 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:26-43) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|558      MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                    10        20        30        40        50      
 
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 82.5  bits: 20.9 E():   13 
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (2-36:58-94) 
 
                                            10        20         30 
2MEPSP                              QPIKEISGTVKLPGSKSLSNRILL-LAALSE 
                                     :: .  : ... :: ...: ..  :. .:. 
gi|144 NMANQMVDQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISR 
        30        40        50        60        70        80        
 
                40        50        60        70        80          
2MEPSP -GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
        : . .:                                                      
gi|144 RGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDIDMKLKLKLD 
        90       100       110       120       130       140        
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 81.8  bits: 17.9 E():   14 
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (57-69:5-17) 
 
         30        40        50        60        70        80   
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED   
                                     .: :: .:: :::              
gi|323                           INLKAVIADPVAKTAVVQAGATLGEVYYXI 
                                         10        20        30 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.3 E():   16 
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:55-72) 
 
      30        40        50        60        70        80          
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED          
                                     :..  :...: :: :. :             
gi|156 CGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
           30        40        50        60        70        80     
 
gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
           90       100       110       120       130       140     
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.5  bits: 21.4 E():   17 
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Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (11-33:241-263) 
 
                                   10        20        30        40 
2MEPSP                     QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :. . :::. . .:: .:. :::        
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY 
              220       230       240       250       260       270 
 
               50        60        70        80                     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED                     
                                                                    
gi|215 TAEETAKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE 
              280       290       300       310       320       330 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 79.6  bits: 21.6 E():   19 
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (38-62:201-228) 
 
        10        20        30        40           50        60     
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA 
                                     :.:: . : ..:   ... .:.:. : .   
gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS 
              180       190       200       210       220       230 
 
           70        80                                             
2MEPSP KRAVVVGCGGKFPVED                                             
                                                                    
gi|248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS 
              240       250       260       270       280       290 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 79.3  bits: 21.4 E():   19 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (33-64:88-122) 
 
             10        20        30        40           50          
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANAILGVSMA 
        60        70        80        90       100       110        
 
      60        70        80                                        
2MEPSP ADKAAKRAVVVGCGGKFPVED                                        
         :::                                                        
gi|144 IAKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP 
       120       130       140       150       160       170        
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 79.3  bits: 21.4 E():   19 
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (33-64:88-122) 
 
             10        20        30        40           50          
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE 
                                     ..:: .::. :    .  :::   ::.:.  
gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA 
        60        70        80        90       100       110        
 
      60        70        80                                        
2MEPSP ADKAAKRAVVVGCGGKFPVED                                        
         :::                                                        
gi|145 IAKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF 
       120       130       140       150       160       170        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 21.1 E():   21 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (29-55:72-98) 
 
                 10        20        30        40        50         
2MEPSP   QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     :.:  ..: . .: .. :.   : .::    
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF 
              50        60        70        80        90       100  
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       60        70        80                                       
2MEPSP EADKAAKRAVVVGCGGKFPVED                                       
                                                                    
gi|513 KHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP 
             110       120       130       140       150       160  
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.1  bits: 16.7 E():   23 
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (58-71:3-16) 
 
        30        40        50        60        70        80 
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     :.: .::.  : ::          
gi|463                             DFVDAHNAARAQVGVGPVHWT     
                                           10        20      
 
>>gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor KTi2  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.7  bits: 20.0 E():   24 
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (36-65:33-62) 
 
          10        20        30        40        50        60      
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :. :..  ..::: ..:  . ..:.....: 
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK 
             10        20        30        40        50        60   
 
          70        80                                              
2MEPSP RAVVVGCGGKFPVED                                              
                                                                    
gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV 
             70        80        90       100       110       120   
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 76.8  bits: 16.4 E():   27 
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (71-79:4-12) 
 
               50        60        70        80        
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED        
                                     ::...: .:         
gi|544                            APPGCSNHFNLETVFGNFVK 
                                          10        20 
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.4  bits: 19.9 E():   28 
Smith-Waterman score: 47; 28.8% identity (53.8% similar) in 52 aa overlap (2-52:26-74) 
 
                                       10        20         30      
2MEPSP                         QPIKEISGTVKLPGSKSLSNRIL-LLAALSEGTTVV 
                                :.   :. .   .. : .. :  ::   : :.    
gi|136 MNKKLLMNFFIVSPLLLATTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS--- 
               10        20        30        40        50           
 
          40        50        60        70        80                
2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED                
       :.. ::: .   ::..:                                            
gi|136 DTFTNSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSE 
        60        70        80        90       100       110        
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (42-66:195-217) 
 
              20        30        40        50        60        70  
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG 
                                     :..: . . ..::  :.. :.:..:      
gi|219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--SIQNDQASQREDSYE 
          170       180       190       200         210       220   
 
              80                                                    
2MEPSP CGGKFPVED                                                    
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gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA 
            230       240       250       260       270       280   
 
>>gi|74664773|sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas  (438 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.8  bits: 20.7 E():   30 
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (35-64:90-122) 
 
           10        20        30        40           50        60  
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:.    
gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA 
      60        70        80        90       100       110          
 
              70        80                                          
2MEPSP KAAKRAVVVGCGGKFPVED                                          
       :::                                                          
gi|746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF 
     120       130       140       150       160       170          
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.7  bits: 20.7 E():   31 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (20-64:70-122) 
 
                          10        20        30             40     
2MEPSP            QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
              50        60        70        80                      
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED                      
          .  .::   ::.:. . :::                                      
gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.7  bits: 20.7 E():   31 
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (20-64:70-122) 
 
                          10        20        30             40     
2MEPSP            QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-----VDNLLNSED- 
                                     :.:.  : ..:.  :     :: .::. :  
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG 
      40        50        60        70        80        90          
 
              50        60        70        80                      
2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED                      
          .  .::   ::.:. . :::                                      
gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH 
     100       110       120       130       140       150          
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.6 E():   32 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (54-69:172-187) 
 
            30        40        50        60        70        80    
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED    
                                     .:.:.. : ...: ::               
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
             150       160       170       180       190       200  
 
gi|256 KESLAKKNHGLSRSE 
             210       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.6 E():   32 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (54-69:173-188) 
 
            30        40        50        60        70        80    
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED    
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                                     .:.:.. : ...: ::               
gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|18772|emb|CAA45778.1| trypsin inhibitor subtype B [  (217 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.6 E():   32 
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (54-69:173-188) 
 
            30        40        50        60        70        80    
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED    
                                     .:.:.. : ...: ::               
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD 
            150       160       170       180       190       200   
 
gi|187 KESLAKKNHGLSRSE 
            210        
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 47; 24.4% identity (66.7% similar) in 45 aa overlap (1-41:145-189) 
 
                                             10         20          
2MEPSP                               QPIKEISGTVKLP-GSKSLSNRI---LLLA 
                                     .:. :  : .:.: :  .. ..:   . .: 
gi|330 ATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVA 
          120       130       140       150       160       170     
 
         30        40        50        60        70        80       
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED       
       : . .:. .:.....                                              
gi|330 ATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAV 
          180       190       200       210       220       230     
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (17-53:3-39) 
 
               10        20        30        40        50        60 
2MEPSP QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 
                       : :: .:::::.  .  ..   ...::    ...: :        
gi|195               MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRD 
                             10        20        30        40       
 
               70        80                                         
2MEPSP DKAAKRAVVVGCGGKFPVED                                         
                                                                    
gi|195 YVEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCP 
         50        60        70        80        90       100       
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (17-53:3-39) 
 
               10        20        30        40        50        60 
2MEPSP QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 
                       : :: .:::::.  .  ..   ...::    ...: :        
gi|219               MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRD 
                             10        20        30        40       
 
               70        80                                         
2MEPSP DKAAKRAVVVGCGGKFPVED                                         
                                                                    
gi|219 YVEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCP 
         50        60        70        80        90       100       
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 73.7  bits: 22.2 E():   39 
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (29-69:452-496) 
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                 10        20        30            40        50     
2MEPSP   QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL 
                                     ::  :.:   .:: .:.. :  :..:.  . 
gi|203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI 
             430       440       450       460       470       480  
 
           60        70        80                                   
2MEPSP GLSVEADKAAKRAVVVGCGGKFPVED                                   
         :..:. : . :.:                                              
gi|203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD 
             490       500       510       520       530       540  
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.5  bits: 20.1 E():   41 
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (25-74:214-267) 
 
                     10        20        30        40        50     
2MEPSP       QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL 
                                     :.. ... .::  ::.. :  :. :.:  . 
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV--LLGGIDSSYYTGSLNWV 
           190       200       210       220         230       240  
 
           60              70        80                             
2MEPSP GLSVEA------DKAAKRAVVVGCGGKFPVED                             
        .:::.      :. .  . ...:.:                                   
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD 
             250       260       270       280       290       300  
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 73.0  bits: 18.2 E():   43 
Smith-Waterman score: 41; 29.5% identity (59.1% similar) in 44 aa overlap (37-80:5-43) 
 
         10        20        30        40        50        60       
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     ..:..::..  .::.     ..:. .  :  
gi|225                           MAMTDVLSAEDIKKAVGAFS----AAESFNYKKF 
                                         10        20            30 
 
         70        80                                               
2MEPSP AVVVGCGGKFPVED                                               
         .::   : : ::                                               
gi|225 FEMVGLKKKSP-EDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAA 
               40         50        60        70        80          
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.9  bits: 19.5 E():   43 
Smith-Waterman score: 46; 26.8% identity (63.4% similar) in 41 aa overlap (1-37:135-175) 
 
                                             10         20          
2MEPSP                               QPIKEISGTVKLP-GSKSLSNRI---LLLA 
                                     .:. :  : .:.: :  .. ..:   . .: 
gi|481 ATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVA 
          110       120       130       140       150       160     
 
         30        40        50        60        70        80       
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED       
       : . .:. .:.                                                  
gi|481 ATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVK 
          170       180       190       200       210       220     
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 46; 26.8% identity (63.4% similar) in 41 aa overlap (1-37:136-176) 
 
                                             10         20          
2MEPSP                               QPIKEISGTVKLP-GSKSLSNRI---LLLA 
                                     .:. :  : .:.: :  .. ..:   . .: 
gi|168 ATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVA 
         110       120       130       140       150       160      
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         30        40        50        60        70        80       
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED       
       : . .:. .:.                                                  
gi|168 ATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVK 
         170       180       190       200       210       220      
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 72.8  bits: 20.3 E():   44 
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (15-64:428-476) 
 
                               10        20        30        40     
2MEPSP                 QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV 
                                     .:.:.. : .  ::. ::. : :  :.    
gi|108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH 
       400       410       420       430       440        450       
 
           50        60        70        80     
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED     
       .. .:. .  :.. :  . :                     
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG 
        460       470       480       490       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 46; 26.8% identity (63.4% similar) in 41 aa overlap (1-37:139-179) 
 
                                             10         20          
2MEPSP                               QPIKEISGTVKLP-GSKSLSNRI---LLLA 
                                     .:. :  : .:.: :  .. ..:   . .: 
gi|285 ATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVA 
      110       120       130       140       150       160         
 
         30        40        50        60        70        80       
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED       
       : . .:. .:.                                                  
gi|285 ATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVK 
      170       180       190       200       210       220         
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 46; 26.8% identity (63.4% similar) in 41 aa overlap (1-37:150-190) 
 
                                             10         20          
2MEPSP                               QPIKEISGTVKLP-GSKSLSNRI---LLLA 
                                     .:. :  : .:.: :  .. ..:   . .: 
gi|330 ATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVA 
     120       130       140       150       160       170          
 
         30        40        50        60        70        80       
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED       
       : . .:. .:.                                                  
gi|330 ATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVK 
     180       190       200       210       220       230          
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (2-42:342-382) 
 
                                            10         20        30 
2MEPSP                              QPIKEISGTVKLP-GSKSLSNRILLLAALSE 
                                     :    :...  : :..: :.:   .::::  
gi|572 ASENQQRSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAAIAALS- 
             320       330       340       350       360       370  
 
               40        50        60        70        80           
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED           
       :. ....  .::                                                 
gi|572 GVLTAEKKQSSEGGSPVRSNRSSPVRSSRSSPVRSADSGPTENDLSTAEVQDSEKASEPK 
              380       390       400       410       420       430 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
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 initn:  43 init1:  43 opt:  49  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (40-70:378-406) 
 
      10        20        30        40        50        60          
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     : .:.. ..  :: ::::.:  .  . :.  
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI--LRWLGLSAEYGNLYRNALF 
       350       360       370       380         390       400      
 
      70        80                                                  
2MEPSP VGCGGKFPVED                                                  
       :                                                            
gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE 
         410       420       430       440       450       460      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.1  bits: 18.4 E():   48 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (54-78:16-40) 
 
            30        40        50        60        70        80    
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED    
                                     : :. .:....: :..:  ::.. :      
gi|753                MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT 
                              10        20        30        40      
 
gi|753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK 
          50        60        70        80        90       100      
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.4 E():   51 
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (51-79:38-66) 
 
               30        40        50        60        70        80 
2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     ::::: . : .   .  . .   :.  .:  
gi|219 KEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDADGSGELEF 
        10        20        30        40        50        60        
 
gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDDKLTEDELD 
        70        80        90       100       110       120        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (46-80:48-86) 
 
          20        30        40        50        60             70 
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-----KAAKRAVVV 
                                     : .  ::. :.. ::      .  .:::   
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG 
        20        30        40        50         60        70       
 
               80                                                   
2MEPSP GCGGKFPVED                                                   
        :  .::  :                                                   
gi|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV 
         80        90       100       110       120       130       
 
>>gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full=Majo  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 71.2  bits: 15.2 E():   54 
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (54-61:10-17) 
 
            30        40        50        60        70        80 
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                     :::: .:.                    
gi|856                      ANPTFGFTPLGLSSDAN                    
                                    10                           
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (24-40:46-62) 
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                      10        20        30        40        50    
2MEPSP        QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT 
                                     :.:   ::  : : :::              
gi|135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA 
          20        30        40        50        60        70      
 
            60        70        80         
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVED         
                                           
gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
          80        90       100       110 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.7  bits: 17.8 E():   58 
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (44-53:55-64) 
 
            20        30        40        50        60        70    
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG 
                                     :. .::::::                     
gi|161 ISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKAAAGSLRG 
           30        40        50        60        70        80     
 
            80                          
2MEPSP GKFPVED                          
                                        
gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
           90       100       110       
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.5  bits: 19.7 E():   59 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (35-63:90-121) 
 
           10        20        30        40           50        60  
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
              70        80                                          
2MEPSP KAAKRAVVVGCGGKFPVED                                          
       ::                                                           
gi|139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.5  bits: 19.7 E():   59 
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (35-63:90-121) 
 
           10        20        30        40           50        60  
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     ::..::. :    .  :::   ::.:. .  
gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA 
      60        70        80        90       100       110          
 
              70        80                                          
2MEPSP KAAKRAVVVGCGGKFPVED                                          
       ::                                                           
gi|832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF 
     120       130       140       150       160       170          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.3  bits: 20.0 E():   61 
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (37-70:381-414) 
 
         10        20        30        40        50        60       
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR 
                                     .: ......  :  :: ::::.:  .  .  
gi|213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN 
              360       370       380       390       400       410 
 
         70        80                                               
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2MEPSP AVVVGCGGKFPVED                                               
       :. :                                                         
gi|213 ALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE 
              420       430       440       450       460       470 
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.9  bits: 19.4 E():   64 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (16-52:246-282) 
 
                              10        20        30         40     
2MEPSP                QPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
           50        60        70        80                         
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED                         
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.9  bits: 19.4 E():   64 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (16-52:246-282) 
 
                              10        20        30         40     
2MEPSP                QPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
           50        60        70        80                         
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED                         
           : ::                                                     
gi|158 AKW-GPLRWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.9  bits: 19.4 E():   64 
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (16-52:246-282) 
 
                              10        20        30         40     
2MEPSP                QPIKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV 
                                     :::. . .:: .:. :: .  :.  ..:.. 
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA 
         220       230       240       250       260       270      
 
           50        60        70        80                         
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED                         
           : ::                                                     
gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA 
          280       290       300       310       320       330     
 
>>gi|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.6 E():   66 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (34-65:71-102) 
 
            10        20        30        40        50        60    
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD 
               50        60        70        80        90       100 
 
            70        80                                            
2MEPSP AKRAVVVGCGGKFPVED                                            
       .:                                                           
gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.6 E():   66 
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Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (55-71:11-27) 
 
           30        40        50        60        70        80     
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED     
                                     :::.  .  : :. .::              
gi|383                     MGFTDFVSDAGLSLANNYLATRSYIVGHAPSQADVVTYKA 
                                   10        20        30        40 
 
gi|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE 
               50        60        70        80        90       100 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.8  bits: 19.1 E():   73 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (49-71:150-174) 
 
       20        30        40        50        60          70       
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD 
     120       130       140       150       160       170          
 
         80                                                         
2MEPSP PVED                                                         
                                                                    
gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     180       190       200       210       220       230          
 
>>gi|21886603|emb|CAC84116.1| peptidylprolyl isomerase (  (173 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 68.7  bits: 18.0 E():   74 
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (47-73:146-170) 
 
         20        30        40        50        60        70       
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .. :.. .: :  . ...: .::. ::    
gi|218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLDIVKAIEKVGSS--SGRTSKPVVVADCGQLS 
         120       130       140       150         160       170    
 
         80 
2MEPSP PVED 
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.7  bits: 19.4 E():   75 
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (35-67:91-126) 
 
           10        20        30        40           50        60  
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD 
                                     .:..: : :    .  :::   ::.:. :  
gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA 
               70        80        90       100       110       120 
 
              70        80                                          
2MEPSP KAAKRAVVVGCGGKFPVED                                          
       .::  :                                                       
gi|232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST 
              130       140       150       160       170       180 
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.6  bits: 18.6 E():   75 
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (11-73:133-189) 
 
                                   10        20        30        40 
2MEPSP                     QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     :.: . :: .  .  . ... . . : . . 
gi|253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEK 
            110       120       130       140       150       160   
 
               50        60        70        80                     
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED                     
        . :    : .. :.:..       :...::::                            
gi|253 YQPVGPK-GNVKELALAIF-----DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP 
             170       180            190       200       210       
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gi|253 VYKTGNSPGEKCIKKDETFKNLCFAQEPINPNEHNL 
        220       230       240       250   
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.8 E():   77 
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (11-20:86-95) 
 
                                   10        20        30        40 
2MEPSP                     QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN 
                                     . :::..: :                     
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK 
          60        70        80        90       100       110      
 
               50        60        70        80 
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED 
                                                
gi|126 IVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL         
         120       130       140                
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.4  bits: 19.1 E():   77 
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (19-77:193-252) 
 
                           10        20        30        40         
2MEPSP             QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML 
                                     :. .. ..  : :.:. .::. ..   ..: 
gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL 
            170       180       190       200       210       220   
 
       50        60        70             80                        
2MEPSP GALRTLGLSVEADKAAKRAVVVG-----CGGKFPVED                        
       :       .   ::. : .:. .     :: ..:                           
gi|195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSS 
                230       240       250       260       270         
 
gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG 
      280       290       300       310       320       330         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 19.1 E():   77 
Smith-Waterman score: 46; 18.3% identity (56.3% similar) in 71 aa overlap (9-79:168-236) 
 
                                     10        20        30         
2MEPSP                       QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNL 
                                     ::  ::..  .. : .  ..:.:.:....  
gi|495 HAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHV--GISKGVTITNTK 
       140       150       160       170       180         190      
 
       40        50        60        70        80                   
2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED                   
       . . :    .:        .... .  ... .:  :..  :                    
gi|495 IATGDDCISIGPGSQNVTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNG 
         200       210       220       230       240       250      
 
gi|495 VRVKTWPNSPPGAATDLTFQDLTMNNVQNPVILDQEYCPYGQCSRQAPSRIKLSNINFNN 
         260       270       280       290       300       310      
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.3  bits: 16.7 E():   78 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (47-74:18-44) 
 
         20        30        40        50        60        70       
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124              GTRRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                            10        20         30        40       
 
         80                      
2MEPSP PVED                      
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gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70  
 
>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A  (321 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 44; 33.3% identity (52.4% similar) in 42 aa overlap (36-77:221-255) 
 
          10        20        30        40        50        60      
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK 
                                     :: :. :.:.      : . : :. :  :  
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK------RDFKL-VNKDTKAL 
              200       210       220       230              240    
 
          70        80                                              
2MEPSP RAVVVGCGGKFPVED                                              
       . :.  : .: :                                                 
gi|118 EKVLNDCKSKEPSNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAYS 
           250       260       270       280       290       300    
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.0  bits: 16.7 E():   81 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (47-74:20-46) 
 
         20        30        40        50        60        70       
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|124            GTSFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                          10        20         30        40         
 
         80                      
2MEPSP PVED                      
                                 
gi|124 FIDFDEFISFCNANPGLMKDVAKVF 
       50        60        70    
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.0  bits: 15.1 E():   81 
Smith-Waterman score: 30; 33.3% identity (66.7% similar) in 12 aa overlap (2-13:13-24) 
 
                          10        20        30        40          
2MEPSP            QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG 
                   :.: ..:  . :                                     
gi|183 GPXGKVVHIIMPPLKFVKGEESEP                                     
               10        20                                         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 44; 23.7% identity (55.9% similar) in 59 aa overlap (2-59:15-73) 
 
                            10        20         30        40       
2MEPSP              QPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHY 
                     :: ....  .     ::. . .  :. : :  ..:..:    . .  
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKLETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQD 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED                           
       .:  ::  :..:.                                                
gi|225 LLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMDYLANDA 
               70        80        90       100       110       120 
 
>>gi|38258932|sp|P82615|LATH_HORSE Latherin precursor (D  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 18.3 E():   83 
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (34-65:71-102) 
 
            10        20        30        40        50        60    
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA 
                                     .:  ::.  :..  :   : : ::.: .   
gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD 
               50        60        70        80        90       100 
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            70        80                                            
2MEPSP AKRAVVVGCGGKFPVED                                            
       .:                                                           
gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI 
              110       120       130       140       150       160 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.4  bits: 16.7 E():   87 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (47-74:25-51) 
 
         20        30        40        50        60        70       
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|144       MADDMERIFKRFDTNGDGKISLSELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                     10        20        30         40        50    
 
         80                      
2MEPSP PVED                      
                                 
gi|144 FIDFNEFISFCNANPGLMKDVAKVF 
            60        70         
 
>>gi|24418862|sp|P00630.3|PA2_APIME RecName: Full=Phosph  (167 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 40; 32.0% identity (68.0% similar) in 25 aa overlap (18-42:5-29) 
 
               10        20        30        40        50        60 
2MEPSP QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA 
                        :.. .::: . :.:  . : . ..:                   
gi|244              MQVVLGSLFLLLLSTSHGWQIRDRIGDNELEERIIYPGTLWCGHGNK 
                            10        20        30        40        
 
               70        80                                         
2MEPSP DKAAKRAVVVGCGGKFPVED                                         
                                                                    
gi|244 SSGPNELGRFKHTDACCRTHDMCPDVMSAGESKHGLTNTASHTRLSCDCDDKFYDCLKNS 
        50        60        70        80        90       100        
 
>>gi|664852|gb|AAB07620.1| Asp FII [Aspergillus fumigatu  (250 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.3 E():   92 
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (16-41:93-118) 
 
                              10        20        30        40      
2MEPSP                QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH 
                                     .: ..:  :..  :.: ::. .  :.     
gi|664 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS 
             70        80        90       100       110       120   
 
          50        60        70        80                          
2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED                          
                                                                    
gi|664 DLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEAFEYFALEAYAFDIAAP 
            130       140       150       160       170       180   
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.9  bits: 16.6 E():   93 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (47-74:29-55) 
 
         20        30        40        50        60        70       
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF 
                                     .  :::::: :. ::.. .  . .   :   
gi|187   KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLG-STSADEVQRMMAEIDTDGDG 
                 10        20        30         40        50        
 
         80                      
2MEPSP PVED                      
                                 
gi|187 FIDFDEFISFCNANPGLMKDVAKVF 
        60        70        80   
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
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 initn:  40 init1:  40 opt:  43  Z-score: 66.8  bits: 18.5 E():   94 
Smith-Waterman score: 43; 35.0% identity (70.0% similar) in 20 aa overlap (40-59:113-132) 
 
      10        20        30        40        50        60          
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV 
                                     ...:: .:::     :.:..           
gi|249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGSIQGFSMDDASVGSVSSE 
             90       100       110       120       130       140   
 
      70        80                                                  
2MEPSP VGCGGKFPVED                                                  
                                                                    
gi|249 FHVIESAIEVITYIGEEVKVIPAGEVEVINKVKAAFSTAATAADEAPANDKFTVFVSSFN 
            150       160       170       180       190       200   
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 39; 34.8% identity (78.3% similar) in 23 aa overlap (56-78:18-40) 
 
          30        40        50        60        70        80      
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED      
                                     :. .:....: :..:  ::.. :        
gi|198              MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLA 
                            10        20        30        40        
 
gi|198 GTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHP 
        50        60        70        80        90       100        
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.7  bits: 18.8 E():   96 
Smith-Waterman score: 44; 25.9% identity (53.7% similar) in 54 aa overlap (29-77:203-252) 
 
                 10        20        30        40        50         
2MEPSP   QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV 
                                     : :.:. .::. ..   ..::       .  
gi|117 ALTLRTATNIWIDHNSFSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGH----DDAY 
            180       190       200       210       220             
 
       60        70             80                                  
2MEPSP EADKAAKRAVVVG-----CGGKFPVED                                  
         ::. : .:. .     :: ..:                                     
gi|117 SDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSSNPTILSEGNS 
      230       240       250       260       270       280         
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 66.5  bits: 19.0 E():   97 
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (49-71:290-314) 
 
       20        30        40        50        60          70       
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF 
                                     :. ::: :.:.:  : . . ::..:      
gi|458 AEAHIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNAD 
     260       270       280       290       300       310          
 
         80                                                         
2MEPSP PVED                                                         
                                                                    
gi|458 ACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT 
     320       330       340       350       360       370          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 39; 28.9% identity (48.9% similar) in 45 aa overlap (21-65:39-83) 
 
                         10        20        30        40        50 
2MEPSP           QPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA 
                                     ::    ::   .  . : :..  :   : : 
gi|144 NDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDSKVDEKLDA 
       10        20        30        40        50        60         
 
               60        70        80                               
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2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVED                               
            :..: ::...                                              
gi|144 GDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMP 
       70        80        90       100       110       120         
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 18.8 E(): 1e 
Smith-Waterman score: 44; 27.5% identity (60.0% similar) in 40 aa overlap (1-40:269-308) 
 
                                             10        20        30 
2MEPSP                               QPIKEISGTVKLPGSKSLSNRILLLAALSE 
                                     :: :. . .:   . :.:.  .. .:...  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
               40        50        60        70        80           
2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVED           
        : : .:  :                                                   
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:23 2011 done: Tue Apr 19 10:57:23 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 101  - 180 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     2     2:* 
  32    11     8:==*= 
  34    35    22:=======*==== 
  36    53    44:==============*=== 
  38    49    73:=================       * 
  40    76   102:==========================       * 
  42   111   125:=====================================    * 
  44   118   138:========================================     * 
  46   155   140:==============================================*===== 
  48   135   134:============================================* 
  50   114   122:======================================  * 
  52    97   108:=================================  * 
  54    72    92:========================      * 
  56   158    77:=========================*=========================== 
  58    56    63:=================== * 
  60    37    51:=============   * 
  62    39    41:=============* 
  64    34    33:==========*= 
  66    16    26:======  * 
  68    21    20:======* 
  70     7    16:===  * 
  72    18    12:===*== 
  74    12    10:===* 
  76    11     8:==*= 
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  78    25     6:=*======= 
  80     8     5:=*= 
  82     7     3:*== 
  84     0     3:* 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.07110.00386; mu= 11.5355 0.201 
 mean_var=40.139910.522, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.202435 
 Kolmogorov-Smirnov  statistic: 0.0526 (N=28) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   63 23.4     1.3 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 21.9     3.1 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.3     3.4 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   57 21.7     4.7 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   57 21.7     4.9 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   57 21.7       5 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   59 22.5     6.1 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.1     7.7 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.0       8 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   54 20.9      12 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.2      12 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.6      13 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.0      13 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.0      13 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.5      14 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.5      14 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   54 21.0      15 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   51 19.9      16 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.0      16 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   54 21.0      17 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 21.7      17 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.6      17 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.0      18 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.7      18 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.0      19 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 21.7      19 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   53 20.7      20 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.0      20 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   53 20.7      20 
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gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   53 20.7      20 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.4      20 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.4      20 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   53 20.7      21 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   53 20.7      21 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.3      21 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 19.7      23 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.5      23 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.3      24 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.1      26 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 20.8      26 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.4      27 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   48 19.0      29 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.5      30 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 18.7      30 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 18.7      30 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.1      30 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   51 20.1      30 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   51 20.1      31 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.4      32 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.5      32 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.2      35 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.2      35 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.2      35 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   47 18.8      37 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.9      38 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.4      38 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.4      38 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.4      38 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.4      38 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.7      40 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.8      41 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.5      42 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.5      42 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 20.9      43 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   49 19.5      43 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.5      43 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   49 19.5      43 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   49 19.5      43 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.5      43 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   49 19.5      44 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.1      45 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.1      45 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.5      46 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.5      46 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 19.9      47 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 19.9      47 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 19.9      47 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.5      50 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.5      52 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   45 18.2      53 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.5      55 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.5      55 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.6      58 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   45 18.2      59 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   44 17.9      64 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   46 18.6      70 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 17.9      72 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.3      73 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.2      75 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.7      76 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.6      78 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 18.6      79 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   46 18.7      79 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.7      80 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   46 18.7      80 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   46 18.7      81 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   46 18.7      81 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3491

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.4      82 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.2      82 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   46 18.7      82 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   42 17.2      83 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   42 17.2      83 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   46 18.7      84 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.3      85 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.3      86 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.0      86 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.6      87 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.4      89 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.6      91 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.3      91 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   47 19.1      93 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   47 19.1      93 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.3      94 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.3      96 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.7      96 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.7      96 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 17.7      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 100.3  bits: 23.4 E():  1.3 
Smith-Waterman score: 63; 41.7% identity (66.7% similar) in 24 aa overlap (43-63:48-71) 
 
             20        30        40          50         60          
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::       
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
      70        80                                    
2MEPSP GKVKLSGSISS                                    
                                                      
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 93.7  bits: 21.9 E():  3.1 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (43-63:24-46) 
 
             20        30        40          50        60        70 
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
               80                                       
2MEPSP KVKLSGSISS                                       
                                                        
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 92.9  bits: 22.3 E():  3.4 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (50-70:66-87) 
 
      20        30        40        50        60         70         
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
       80                                                   
2MEPSP SS                                                   
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.4  bits: 21.7 E():  4.7 
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Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (9-76:22-98) 
 
                            10        20        30        40        
2MEPSP              AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|190 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
          50               60        70        80                   
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISS                   
       : .  :::          : : . :  :  :  .: .:                       
gi|190 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|190 RLGDYPVEQGF 
              130  
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.1  bits: 21.7 E():  4.9 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (9-76:22-98) 
 
                            10        20        30        40        
2MEPSP              AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|105 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
          50               60        70        80                   
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISS                   
       : .  :::          : : . :  :  :  .: .:                       
gi|105 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|105 RLGDYLIDQGYWVPSSNS 
              130         
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.0  bits: 21.7 E():    5 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (9-76:22-98) 
 
                            10        20        30        40        
2MEPSP              AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|100 MSWQAYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
          50               60        70        80                   
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISS                   
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYYVGSHHHHHH 
              130       140  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  59  Z-score: 88.4  bits: 22.5 E():  6.1 
Smith-Waterman score: 59; 40.0% identity (57.1% similar) in 35 aa overlap (46-80:25-57) 
 
          20        30        40        50        60        70      
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .:.::  :: : :  
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDL- 
                     10        20        30        40         50    
 
          80                                                        
2MEPSP GSISS                                                        
       ::: :                                                        
gi|275 GSIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFG 
             60        70        80        90       100       110   
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>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 86.5  bits: 21.1 E():  7.7 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (50-70:66-87) 
 
      20        30        40        50        60         70         
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
       80                                                   
2MEPSP SS                                                   
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 86.3  bits: 24.0 E():    8 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (31-67:943-974) 
 
               10        20        30        40        50        60 
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
               70        80                                         
2MEPSP VNGIGGLPGGKVKLSGSISS                                         
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 83.4  bits: 20.9 E():   12 
Smith-Waterman score: 54; 37.3% identity (51.0% similar) in 51 aa overlap (39-78:27-75) 
 
       10        20        30        40        50                60 
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VR 
                                     .:   ::.::  .::    .:  ::    : 
gi|124     ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFR 
                   10        20        30          40        50     
 
                  70        80                                      
2MEPSP VN---GIGGLPGGKVKLSGSISS                                      
        :   : .: :   . :::.:                                        
gi|124 YNSDVGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLE 
           60        70        80        90       100       110     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.9  bits: 20.2 E():   12 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (36-52:98-114) 
 
          10        20        30        40        50        60      
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
          70        80 
2MEPSP GLPGGKVKLSGSISS 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 20.6 E():   13 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (50-71:66-88) 
 
      20        30        40        50        60         70         
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
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       80                                                           
2MEPSP SS                                                           
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 82.6  bits: 22.0 E():   13 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (23-65:262-299) 
 
                       10        20        30        40        50   
2MEPSP         AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
             60        70        80                                 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISS                                 
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 82.4  bits: 22.0 E():   13 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (43-63:383-405) 
 
             20        30        40          50        60        70 
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
               80                                       
2MEPSP KVKLSGSISS                                       
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.7  bits: 19.5 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (32-69:32-71) 
 
              10        20        30        40        50            
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
      60        70        80          
2MEPSP RVNGIGGLPGGKVKLSGSISS          
         :. ..:::                     
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK 
              70        80        90  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.7  bits: 19.5 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (32-69:33-72) 
 
              10        20        30        40        50            
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
      60        70        80          
2MEPSP RVNGIGGLPGGKVKLSGSISS          
         :. ..:::                     
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK 
             70        80        90   
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
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 initn:  47 init1:  47 opt:  54  Z-score: 81.1  bits: 21.0 E():   15 
Smith-Waterman score: 54; 25.0% identity (59.1% similar) in 44 aa overlap (36-79:106-143) 
 
          10        20        30        40        50        60      
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
          70        80                                              
2MEPSP GLPGGKVKLSGSISS                                              
        . :::. . :.:.                                               
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 51; 19.7% identity (48.7% similar) in 76 aa overlap (10-76:23-98) 
 
                            10        20        30        40        
2MEPSP              AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                             ::...  :..    .. :... . .. ..  . . :   
gi|264 MSWQAYVDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTL 
               10        20        30        40        50        60 
 
          50               60        70        80                   
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISS                   
       : .  :.:          : : . :  :  :  .: .:                       
gi|264 APTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVE 
               70        80        90       100       110       120 
 
gi|264 RLGDYLIEQGF 
              130  
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 54; 44.0% identity (68.0% similar) in 25 aa overlap (1-25:263-287) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :..:  . :::..:: : :: .  :      
gi|144 AAPEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAATAAAGGYKV   
            240       250       260       270       280       290   
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (10-76:211-275) 
 
                                    10        20        30          
2MEPSP                      AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
      40        50        60        70        80              
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS              
       .::  :...: . ::.    .: :.:.   :  : .:                  
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 80.4  bits: 21.7 E():   17 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (26-52:454-481) 
 
                    10        20        30         40        50     
2MEPSP      AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
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           430       440       450       460       470       480    
 
           60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISS 
                                  
gi|424 IKKLFGLSH                  
           490                    
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.1  bits: 19.6 E():   17 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (32-69:58-97) 
 
              10        20        30        40        50            
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
      60        70        80          
2MEPSP RVNGIGGLPGGKVKLSGSISS          
         :. ..:::                     
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK 
        90       100       110        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (50-68:42-62) 
 
      20        30        40        50          60        70        
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
        80                                                          
2MEPSP ISS                                                          
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 79.7  bits: 20.7 E():   18 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (39-74:134-164) 
 
       10        20        30        40        50        60         
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
       70        80                                                 
2MEPSP GGKVKLSGSISS                                                 
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 79.7  bits: 21.0 E():   19 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (38-70:174-206) 
 
        10        20        30        40        50        60        
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
         70        80                                               
2MEPSP -PGGKVKLSGSISS                                               
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
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>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 79.5  bits: 21.7 E():   19 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (24-56:341-374) 
 
                      10        20         30        40        50   
2MEPSP        AGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
             60        70        80                                 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISS                                 
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (1-25:259-283) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|239 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
      230       240       250       260       270       280         
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 79.1  bits: 20.0 E():   20 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (5-20:142-161) 
 
                                         10            20        30 
2MEPSP                           AGIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                                          
gi|249 GYKV                                               
                                                          
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (1-25:260-284) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (1-25:260-284) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
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>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (1-25:260-284) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (1-25:260-284) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (1-25:260-284) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (1-25:260-284) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (1-25:260-284) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (1-25:260-284) 
 
                                             10        20        30 
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2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (1-25:260-284) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (1-25:260-284) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (1-25:260-284) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (1-25:260-284) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (1-25:260-284) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAPEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               40        50        60        70        80 
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2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (1-25:260-284) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|217 TAGEVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV   
     230       240       250       260       270       280          
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 79.0  bits: 20.4 E():   20 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (36-52:202-218) 
 
          10        20        30        40        50        60      
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
          70        80 
2MEPSP GLPGGKVKLSGSISS 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.9  bits: 20.4 E():   20 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (36-52:205-221) 
 
          10        20        30        40        50        60      
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
          70        80 
2MEPSP GLPGGKVKLSGSISS 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.5  bits: 20.7 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (1-25:285-309) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|330 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
          260       270       280       290       300       310     
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.5  bits: 20.7 E():   21 
Smith-Waterman score: 53; 48.0% identity (60.0% similar) in 25 aa overlap (1-25:285-309) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|398 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV   
          260       270       280       290       300       310     
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 78.5  bits: 19.3 E():   21 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (32-69:58-97) 
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              10        20        30        40        50            
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
      60        70        80          
2MEPSP RVNGIGGLPGGKVKLSGSISS          
        .:. ..:::                     
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK 
        90       100       110        
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 78.1  bits: 19.7 E():   23 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (25-67:104-146) 
 
                     10        20        30        40               
2MEPSP       AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
      50        60        70        80  
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISS  
        : ..: :     ::::.               
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH 
            140           150       160 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 77.9  bits: 21.5 E():   23 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (24-56:341-374) 
 
                      10        20         30        40        50   
2MEPSP        AGIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
             60        70        80                                 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISS                                 
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 77.6  bits: 19.3 E():   24 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (35-57:12-38) 
 
           10        20        30        40            50        60 
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP VNGIGGLPGGKVKLSGSISS                                         
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 77.1  bits: 21.1 E():   26 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (36-53:295-313) 
 
          10        20        30        40         50        60     
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
           70        80                                             
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2MEPSP GGLPGGKVKLSGSISS                                             
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 77.0  bits: 20.8 E():   26 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (59-76:167-184) 
 
       30        40        50        60        70        80         
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS         
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 19.4 E():   27 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (63-70:119-126) 
 
             40        50        60        70        80             
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS             
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
gi|144 EEVD 
      150   
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.1  bits: 19.0 E():   29 
Smith-Waterman score: 48; 25.0% identity (55.0% similar) in 80 aa overlap (2-79:17-95) 
 
                              10        20        30        40      
2MEPSP                AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : :  ::..:...  :..    .. :... . :  ..  ... : 
gi|130 MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEPG 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP --ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS                        
         : .   ::     :  .  :..  :: : ::.:.                         
gi|130 HLAPTGLHLGGIKYMVIQGEAGAVIRGK-KGSGGITIKKTGQALVFGIYEEPVTPGQCNM 
               70        80         90       100       110          
 
gi|130 VVERLGDYLIDQGL 
     120       130    
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (17-65:94-133) 
 
                             10        20        30        40       
2MEPSP               AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
         50        60        70        80                           
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS                           
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (27-55:73-101) 
 
                   10        20        30        40        50       
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2MEPSP     AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
         60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISS 
                                
gi|209 FAVLVKQ                  
                                
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (27-55:73-101) 
 
                   10        20        30        40        50       
2MEPSP     AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
         60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISS 
                                
gi|249 FAVLVKQ                  
                                
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.8  bits: 19.1 E():   30 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (27-59:78-105) 
 
                   10        20        30         40        50      
2MEPSP     AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
          60        70        80                
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISS                
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 75.7  bits: 20.1 E():   30 
Smith-Waterman score: 51; 34.3% identity (54.3% similar) in 35 aa overlap (46-80:25-57) 
 
          20        30        40        50        60        70      
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :   . .: ::   : . :  
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDL- 
                     10        20        30         40        50    
 
          80                                                        
2MEPSP GSISS                                                        
       ::: :                                                        
gi|145 GSIISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFG 
             60        70        80        90       100       110   
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.5  bits: 20.1 E():   31 
Smith-Waterman score: 51; 48.0% identity (60.0% similar) in 25 aa overlap (1-25:280-304) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::: :: : :: .  :      
gi|113 TAPAVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV   
     250       260       270       280       290       300          
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
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>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.4  bits: 18.4 E():   32 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (32-69:32-71) 
 
              10        20        30        40        50            
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
      60        70        80          
2MEPSP RVNGIGGLPGGKVKLSGSISS          
         :. ..:::                     
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK 
              70        80        90  
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 75.4  bits: 20.5 E():   32 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (24-52:185-214) 
 
                      10        20        30          40        50  
2MEPSP        AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
              60        70        80                                
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISS                                
       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.7  bits: 21.2 E():   35 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (30-70:55-104) 
 
                10        20        30        40             50     
2MEPSP  AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
               60        70        80                               
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISS                               
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.7  bits: 21.2 E():   35 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (30-70:55-104) 
 
                10        20        30        40             50     
2MEPSP  AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
               60        70        80                               
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISS                               
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.7  bits: 21.2 E():   35 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (30-70:55-104) 
 
                10        20        30        40             50     
2MEPSP  AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
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                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
               60        70        80                               
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISS                               
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 47; 22.1% identity (46.8% similar) in 77 aa overlap (9-76:22-98) 
 
                            10        20        30        40        
2MEPSP              AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... .  . .:  ... :   
gi|100 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
          50               60        70        80                   
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISS                   
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYCGSHHHHHH 
              130       140 
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 74.1  bits: 15.9 E():   38 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (13-27:2-16) 
 
               10        20        30        40        50        60 
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                   :. ::. . : : .:                                  
gi|320            YTTEGGTKSEVEDVIPEGWK                              
                          10        20                              
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (35-49:93-107) 
 
           10        20        30        40        50        60     
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
           70        80 
2MEPSP GGLPGGKVKLSGSISS 
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.9  bits: 18.4 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (48-69:35-60) 
 
        20        30        40        50            60        70    
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
            80                                             
2MEPSP LSGSISS                                             
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.9  bits: 18.4 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (48-69:35-60) 
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        20        30        40        50            60        70    
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
            80                                             
2MEPSP LSGSISS                                             
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.9  bits: 18.4 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (48-69:35-60) 
 
        20        30        40        50            60        70    
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
            80                                             
2MEPSP LSGSISS                                             
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 17.7 E():   40 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (50-59:38-47) 
 
      20        30        40        50        60        70          
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
      80      
2MEPSP S      
              
gi|114 CNKNCT 
        70    
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (9-34:11-39) 
 
                 10        20           30        40        50      
2MEPSP   AGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                 :... ::    .:::::   .:..  . :                      
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISS                                    
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.5 E():   42 
Smith-Waterman score: 49; 44.0% identity (64.0% similar) in 25 aa overlap (1-25:238-262) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :::..:: : :: .  :      
gi|180 AAPEVKYAVFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAATAAAGGYKV   
       210       220       230       240       250       260        
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3507

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (51-60:48-57) 
 
               30        40        50        60        70        80 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 73.1  bits: 20.9 E():   43 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (30-70:55-104) 
 
                10        20        30        40             50     
2MEPSP  AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
               60        70        80                               
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISS                               
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (4-25:252-273) 
 
                                          10        20        30    
2MEPSP                            AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
            40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (4-25:252-273) 
 
                                          10        20        30    
2MEPSP                            AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
            40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (4-25:252-273) 
 
                                          10        20        30    
2MEPSP                            AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
            40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
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>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (4-25:252-273) 
 
                                          10        20        30    
2MEPSP                            AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|168 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
            40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (38-64:13-38) 
 
        10        20        30        40        50        60        
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
        70        80                                                
2MEPSP PGGKVKLSGSISS                                                
                                                                    
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 44.0% identity (60.0% similar) in 25 aa overlap (1-25:257-281) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     :. :  . :.:: :: : :: .  :      
gi|295 TAPEVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAATAATGGYKV   
        230       240       250       260       270       280       
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.7  bits: 18.1 E():   45 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (13-77:19-83) 
 
                     10        20        30        40        50     
2MEPSP       AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
              60        70        80                        
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISS                        
       :..    :  .: ::  :: .  .:.                           
gi|416 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.7  bits: 18.1 E():   45 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (13-77:19-83) 
 
                     10        20        30        40        50     
2MEPSP       AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
              60        70        80                        
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISS                        
       :..    :  .: ::  :: .  .:.                           
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gi|461 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 18.5 E():   46 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (4-26:22-44) 
 
                                 10        20        30        40   
2MEPSP                   AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS                       
                                                                    
gi|753 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 18.5 E():   46 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (4-26:22-44) 
 
                                 10        20        30        40   
2MEPSP                   AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS                       
                                                                    
gi|198 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 72.4  bits: 19.9 E():   47 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (33-65:319-348) 
 
             10        20        30        40        50         60  
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
              70        80                             
2MEPSP NGIGGLPGGKVKLSGSISS                             
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (24-52:184-213) 
 
                      10        20        30          40        50  
2MEPSP        AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
              60        70        80                                
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISS                                
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (24-52:184-213) 
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                      10        20        30          40        50  
2MEPSP        AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
              60        70        80                                
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISS                                
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (21-56:40-74) 
 
                         10        20        30        40        50 
2MEPSP           AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
               60        70        80                               
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISS                               
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (21-56:47-81) 
 
                         10        20        30        40        50 
2MEPSP           AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
               60        70        80                               
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISS                               
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 45; 19.4% identity (54.2% similar) in 72 aa overlap (2-73:17-86) 
 
                              10        20        30        40      
2MEPSP                AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : ...  .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS                          
       : .    :     ..   : : ::. ..                                 
gi|622 ALAPT--GLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCN 
                 70        80        90       100       110         
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.1  bits: 18.5 E():   55 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (26-50:59-82) 
 
                    10        20        30        40        50      
2MEPSP      AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
          60        70        80                                    
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2MEPSP CPPVRVNGIGGLPGGKVKLSGSISS                                    
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.1  bits: 18.5 E():   55 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (26-50:59-82) 
 
                    10        20        30        40        50      
2MEPSP      AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
          60        70        80                                    
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISS                                    
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (23-52:361-385) 
 
                       10        20        30        40        50   
2MEPSP         AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
             60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                    
gi|284 ELIRSLFGLP                   
         390                        
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 45; 25.0% identity (50.0% similar) in 52 aa overlap (2-42:90-141) 
 
                                            10        20            
2MEPSP                              AGIAMRSLTAAVTAAGGNATY---------- 
                                     :  .::. ::. ..::               
gi|336 VGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKDVMK 
      60        70        80        90       100       110          
 
               30        40        50        60        70        80 
2MEPSP -VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
        .. ::: . . :: . ..: .                                       
gi|336 LLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT                            
     120       130       140       150                              
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 21.8% identity (50.0% similar) in 78 aa overlap (9-76:22-98) 
 
                            10        20        30        40        
2MEPSP              AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..    .. :... . .. .:  . . :   
gi|582 MSWQVYVDEHLMCEIEGNHLTSAAIIGQDGSVWAQSQNFPQLKPEEVAGIVGDFADPGTL 
               10        20        30        40        50        60 
 
          50               60        70         80                  
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGK-VKLSGSISS                  
       : .  ..:          : . . :  : :::  :: .:                      
gi|582 APTGLYIGGTKYMVIQGEPGAVIRGKKG-PGGATVKKTGMALVIGIYDEPMTPGQCNMIV 
               70        80         90       100       110          
 
gi|582 ERLGDYLIDQGL 
     120       130  
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>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 18.6 E():   70 
Smith-Waterman score: 46; 56.2% identity (68.8% similar) in 16 aa overlap (2-17:222-237) 
 
                                            10        20        30  
2MEPSP                              AGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  .  ::.:::::               
gi|226 KYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV            
             200       210       220       230       240            
 
              40        50        60        70        80 
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 17.9 E():   72 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (13-45:28-60) 
 
                              10        20        30        40      
2MEPSP                AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS                          
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 68.9  bits: 19.3 E():   73 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (10-76:315-379) 
 
                                    10        20        30          
2MEPSP                      AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
      40        50        60        70        80                    
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS                    
       .::  :...: . ::.    .: :.:.   :  : .:                        
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
gi|581 GKLIYNGSGK 
            410   
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 17.2 E():   75 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (8-27:69-88) 
 
                                      10        20        30        
2MEPSP                        AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
        40        50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                                   
gi|105 T                                           
                                                   
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.5  bits: 14.7 E():   76 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (55-68:5-18) 
 
           30        40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
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                                     :: :   . :  ::             
gi|244                           IGNEDCTPWMSTLITPLP             
                                         10                     
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (23-52:240-264) 
 
                       10        20        30        40        50   
2MEPSP         AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
             60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                    
gi|225 ELIRSWFGLP                   
          270                       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (1-25:253-277) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     : .:  . :.:. ::.: :: .  :      
gi|481 VKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV   
            230       240       250       260       270       280   
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (1-25:254-278) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     : .:  . :.:. ::.: :: .  :      
gi|168 VKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV   
           230       240       250       260       270       280    
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (31-49:40-58) 
 
               10        20        30        40        50        60 
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
               70        80                                         
2MEPSP VNGIGGLPGGKVKLSGSISS                                         
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (1-25:257-281) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     : .:  . :.:. ::.: :: .  :      
gi|285 VKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV   
        230       240       250       260       270       280       
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               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (1-25:260-284) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     : .:  . :.:. ::.: :: .  :      
gi|330 VKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV   
     230       240       250       260       270       280          
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (1-25:263-287) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     : .:  . :.:. ::.: :: .  :      
gi|330 VKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV   
            240       250       260       270       280       290   
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.9  bits: 19.4 E():   82 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (16-70:80-134) 
 
                              10        20        30        40      
2MEPSP                AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
          50        60        70        80                          
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS                          
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.2 E():   82 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (66-74:36-44) 
 
          40        50        60        70        80                
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS                
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (1-25:268-292) 
 
                                             10        20        30 
2MEPSP                               AGIAMRSLTAAVTAAGGNATYVLDGVPRMR 
                                     : .:  . :.:. ::.: :: .  :      
gi|330 VKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV   
       240       250       260       270       280       290        
 
               40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
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>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 42; 50.0% identity (66.7% similar) in 18 aa overlap (2-19:69-86) 
 
                                            10        20        30  
2MEPSP                              AGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  . .:: .:::: :             
gi|833 LNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEK 
       40        50        60        70        80        90         
 
              40        50        60        70        80 
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                                         
gi|833 EESDEDMGFGLFD                                     
      100       110                                      
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 42; 50.0% identity (66.7% similar) in 18 aa overlap (2-19:69-86) 
 
                                            10        20        30  
2MEPSP                              AGIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  . .:: .:::: :             
gi|668 LNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEK 
       40        50        60        70        80        90         
 
              40        50        60        70        80 
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                                         
gi|668 EESDEDMGFGLFD                                     
      100       110                                      
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.7 E():   84 
Smith-Waterman score: 46; 52.9% identity (82.4% similar) in 17 aa overlap (9-25:282-298) 
 
                                     10        20        30         
2MEPSP                       AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:.:::.:.:: .  :              
gi|663 ALTKAITAMSQAQKVAKPAAAAATGAATVATGAATAAAGGATAAAGGYKA           
             260       270       280       290       300            
 
       40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.6  bits: 17.3 E():   85 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (48-69:35-60) 
 
        20        30        40        50            60        70    
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
            80                                             
2MEPSP LSGSISS                                             
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.3 E():   86 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (57-69:48-60) 
 
         30        40        50        60        70        80       
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS       
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
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gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.5  bits: 18.0 E():   86 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (3-27:121-145) 
 
                                           10        20        30   
2MEPSP                             AGIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
             40        50        60        70        80 
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                                        
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV        
              160       170       180       190         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (38-57:84-104) 
 
        10        20        30        40         50        60       
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
         70        80                         
2MEPSP LPGGKVKLSGSISS                         
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.3  bits: 14.4 E():   89 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (13-27:2-16) 
 
               10        20        30        40        50        60 
2MEPSP AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                   :. ::. . . : .:                                  
gi|320            YTTEGGTKSEAEDVIPE                                 
                          10                                        
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (9-37:11-42) 
 
                 10        20           30        40        50      
2MEPSP   AGIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                 :... ::    ...:::   ::..  . :...                   
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISS                                    
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.3 E():   91 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (8-27:232-251) 
 
                                      10        20        30        
2MEPSP                        AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
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        40        50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                                   
gi|898 AK                                          
                                                   
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 47; 31.0% identity (59.5% similar) in 42 aa overlap (2-42:352-393) 
 
                                            10         20        30 
2MEPSP                              AGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                                     :   ... ::  : : : ...:     . . 
gi|144 DDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSHRSGETE 
             330       340       350       360       370       380  
 
               40        50        60        70        80        
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS        
       .  :.:.::::.                                              
gi|144 DVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTAVNL 
             390       400       410       420       430         
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 47; 31.0% identity (61.9% similar) in 42 aa overlap (2-42:352-393) 
 
                                            10         20        30 
2MEPSP                              AGIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                                     :   ....::  : : : ...:     . . 
gi|145 DDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSHRSGETE 
             330       340       350       360       370       380  
 
               40        50        60        70        80          
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS          
       .  :.:.::::.                                                
gi|145 DVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTAINLYL 
             390       400       410       420       430       440 
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (9-25:112-128) 
 
                                     10        20        30         
2MEPSP                       AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
       40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   96 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (4-50:80-121) 
 
                                          10        20        30    
2MEPSP                            AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
            40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
        : ... :  . :: ::                               
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY                   
          110       120       130                      
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 18.7 E():   96 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (34-50:7-23) 
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            10        20        30        40        50        60    
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
            70        80                                            
2MEPSP IGGLPGGKVKLSGSISS                                            
                                                                    
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 18.7 E():   96 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (34-50:7-23) 
 
            10        20        30        40        50        60    
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
            70        80                                            
2MEPSP IGGLPGGKVKLSGSISS                                            
                                                                    
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.4  bits: 17.7 E():   99 
Smith-Waterman score: 43; 25.5% identity (56.9% similar) in 51 aa overlap (6-55:8-54) 
 
                 10        20        30        40        50         
2MEPSP   AGIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCP 
              :: .     .::... :.:    . .: ....  :.. .  : :  .: ::   
gi|184 MSRKSGSRSSSKRSKKSGGGSN-VFD---MFTQRQVAEFKEGFQLMDRDKDGVIGKTDLR 
               10        20            30        40        50       
 
        60        70        80                                      
2MEPSP PVRVNGIGGLPGGKVKLSGSISS                                      
                                                                    
gi|184 GTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFADEE 
         60        70        80        90       100       110       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:35 2011 done: Tue Apr 19 10:57:35 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 102  - 181 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
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  30     2     2:* 
  32     9     8:==* 
  34    38    22:=======*===== 
  36    51    44:==============*== 
  38    52    73:==================      * 
  40    75   102:=========================        * 
  42   109   125:=====================================    * 
  44   119   138:========================================     * 
  46   147   140:==============================================*== 
  48   137   134:============================================*= 
  50   119   122:========================================* 
  52    98   108:=================================  * 
  54    71    92:========================      * 
  56   161    77:=========================*============================ 
  58    55    63:=================== * 
  60    34    51:============    * 
  62    45    41:=============*= 
  64    35    33:==========*= 
  66    18    26:======  * 
  68    17    20:======* 
  70     7    16:===  * 
  72    33    12:===*======= 
  74    12    10:===* 
  76    11     8:==*= 
  78     9     6:=*= 
  80     5     5:=* 
  82     8     3:*== 
  84     0     3:* 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     4     1:*= 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.07550.00385; mu= 11.5388 0.200 
 mean_var=39.735710.344, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.203462 
 Kolmogorov-Smirnov  statistic: 0.0533 (N=27) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   63 23.4     1.3 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 21.9       3 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.3     3.4 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   57 21.7     4.6 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   57 21.7     4.8 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   57 21.7     4.9 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   60 22.8     4.9 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.1     7.6 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.0     7.9 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   54 20.9      11 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.2      12 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.3      12 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.6      12 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.0      13 
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gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.0      13 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.6      14 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.6      14 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   51 19.9      15 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   54 21.0      16 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 21.7      17 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.6      17 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.0      18 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.7      18 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.1      18 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 21.8      19 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.0      20 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.4      20 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.4      20 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.3      21 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 19.7      22 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.5      23 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.4      24 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   52 20.4      25 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.1      25 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 20.8      26 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.4      26 
gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Pro ( 133)   48 19.1      29 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.5      30 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 18.7      30 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 18.7      30 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.1      30 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.4      31 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.5      32 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.2      35 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.2      35 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.2      35 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   47 18.8      37 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.0      37 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.4      38 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.4      38 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.4      38 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.4      38 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.7      39 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.8      41 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.5      42 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 20.9      42 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   49 19.5      43 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.5      43 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   49 19.5      43 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   49 19.5      43 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.5      43 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   49 19.5      44 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   49 19.5      44 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   49 19.5      44 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.1      45 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.1      45 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.5      46 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.5      46 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 19.9      46 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 19.9      47 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 19.9      47 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   49 19.6      47 
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gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   49 19.6      47 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.5      50 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.5      51 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   45 18.2      52 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.5      54 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.5      54 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.6      57 
gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric  ( 152)   45 18.2      58 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   44 17.9      63 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   46 18.6      69 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   47 19.0      69 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 17.9      71 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.3      72 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.2      75 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.8      76 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.7      77 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.7      79 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.3      82 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.4      82 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   42 17.3      82 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   42 17.3      82 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   46 18.7      83 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.3      85 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.3      85 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.0      86 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.6      86 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.6      86 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.4      88 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.6      91 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.3      91 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.4      92 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   47 19.1      92 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   47 19.1      93 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.3      94 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.3      95 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.7      95 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.7      95 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   45 18.4      97 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 17.7      98 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 100.5  bits: 23.4 E():  1.3 
Smith-Waterman score: 63; 41.7% identity (66.7% similar) in 24 aa overlap (42-62:48-71) 
 
              20        30        40          50         60         
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::       
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
       70        80                                   
2MEPSP GKVKLSGSISSQ                                   
                                                      
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 93.9  bits: 21.9 E():    3 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (42-62:24-46) 
 
              20        30        40          50        60          
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
      70        80                                      
2MEPSP KVKLSGSISSQ                                      
                                                        
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
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>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 93.0  bits: 22.3 E():  3.4 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (49-69:66-87) 
 
       20        30        40        50        60         70        
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
        80                                                  
2MEPSP SSQ                                                  
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.6  bits: 21.7 E():  4.6 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (8-75:22-98) 
 
                             10        20        30        40       
2MEPSP               GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|190 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
           50               60        70        80                  
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQ                  
       : .  :::          : : . :  :  :  .: .:                       
gi|190 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|190 RLGDYPVEQGF 
              130  
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.3  bits: 21.7 E():  4.8 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (8-75:22-98) 
 
                             10        20        30        40       
2MEPSP               GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|105 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
           50               60        70        80                  
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQ                  
       : .  :::          : : . :  :  :  .: .:                       
gi|105 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|105 RLGDYLIDQGYWVPSSNS 
              130         
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.1  bits: 21.7 E():  4.9 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (8-75:22-98) 
 
                             10        20        30        40       
2MEPSP               GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|100 MSWQAYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
           50               60        70        80                  
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQ                  
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
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gi|100 RLGDYLIDQGYYVGSHHHHHH 
              130       140  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 90.1  bits: 22.8 E():  4.9 
Smith-Waterman score: 60; 38.9% identity (58.3% similar) in 36 aa overlap (45-80:25-58) 
 
           20        30        40        50        60        70     
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .:.::  :: : :  
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDL- 
                     10        20        30        40         50    
 
           80                                                       
2MEPSP GSISSQ                                                       
       ::: :.                                                       
gi|275 GSIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFG 
             60        70        80        90       100       110   
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 86.7  bits: 21.1 E():  7.6 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (49-69:66-87) 
 
       20        30        40        50        60         70        
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
        80                                                  
2MEPSP SSQ                                                  
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 86.4  bits: 24.0 E():  7.9 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (30-66:943-974) 
 
                10        20        30        40        50          
2MEPSP  GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
      60        70        80                                        
2MEPSP VNGIGGLPGGKVKLSGSISSQ                                        
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 83.5  bits: 20.9 E():   11 
Smith-Waterman score: 54; 37.3% identity (51.0% similar) in 51 aa overlap (38-77:27-75) 
 
        10        20        30        40        50                  
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VR 
                                     .:   ::.::  .::    .:  ::    : 
gi|124     ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFR 
                   10        20        30          40        50     
 
      60           70        80                                     
2MEPSP VN---GIGGLPGGKVKLSGSISSQ                                     
        :   : .: :   . :::.:                                        
gi|124 YNSDVGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLE 
           60        70        80        90       100       110     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.0  bits: 20.2 E():   12 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (35-51:98-114) 
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           10        20        30        40        50        60     
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
           70        80 
2MEPSP GLPGGKVKLSGSISSQ 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 82.8  bits: 21.3 E():   12 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (35-80:106-145) 
 
           10        20        30        40        50        60     
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
           70        80                                             
2MEPSP GLPGGKVKLSGSISSQ                                             
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 20.6 E():   12 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (49-70:66-88) 
 
       20        30        40        50        60         70        
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
        80                                                          
2MEPSP SSQ                                                          
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 82.7  bits: 22.0 E():   13 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (22-64:262-299) 
 
                        10        20        30        40        50  
2MEPSP          GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
              60        70        80                                
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQ                                
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 82.5  bits: 22.0 E():   13 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (42-62:383-405) 
 
              20        30        40          50        60          
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
      70        80                                      
2MEPSP KVKLSGSISSQ                                      
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
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            420       430       440       450       460 
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.8  bits: 19.6 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (31-68:32-71) 
 
               10        20        30        40        50           
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
       60        70        80         
2MEPSP RVNGIGGLPGGKVKLSGSISSQ         
         :. ..:::                     
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK 
              70        80        90  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.8  bits: 19.6 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (31-68:33-72) 
 
               10        20        30        40        50           
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
       60        70        80         
2MEPSP RVNGIGGLPGGKVKLSGSISSQ         
         :. ..:::                     
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK 
             70        80        90   
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 51; 19.7% identity (48.7% similar) in 76 aa overlap (9-75:23-98) 
 
                             10        20        30        40       
2MEPSP               GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                             ::...  :..    .. :... . .. ..  . . :   
gi|264 MSWQAYVDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTL 
               10        20        30        40        50        60 
 
           50               60        70        80                  
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQ                  
       : .  :.:          : : . :  :  :  .: .:                       
gi|264 APTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVE 
               70        80        90       100       110       120 
 
gi|264 RLGDYLIEQGF 
              130  
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 80.7  bits: 21.0 E():   16 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (9-75:211-275) 
 
                                     10        20        30         
2MEPSP                       GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
       40        50        60        70        80             
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ             
       .::  :...: . ::.    .: :.:.   :  : .:                  
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 80.5  bits: 21.7 E():   17 
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Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (25-51:454-481) 
 
                     10        20        30         40        50    
2MEPSP       GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
            60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                   
gi|424 IKKLFGLSH                   
           490                     
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.2  bits: 19.6 E():   17 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (31-68:58-97) 
 
               10        20        30        40        50           
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
       60        70        80         
2MEPSP RVNGIGGLPGGKVKLSGSISSQ         
         :. ..:::                     
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK 
        90       100       110        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (49-67:42-62) 
 
       20        30        40        50          60        70       
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
         80                                                         
2MEPSP ISSQ                                                         
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 79.8  bits: 20.7 E():   18 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (38-73:134-164) 
 
        10        20        30        40        50        60        
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
        70        80                                                
2MEPSP GGKVKLSGSISSQ                                                
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 79.8  bits: 21.1 E():   18 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (37-69:174-206) 
 
         10        20        30        40        50        60       
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
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          70        80                                              
2MEPSP -PGGKVKLSGSISSQ                                              
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 79.6  bits: 21.8 E():   19 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (23-55:341-374) 
 
                       10        20         30        40        50  
2MEPSP         GIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
              60        70        80                                
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQ                                
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 79.2  bits: 20.0 E():   20 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (4-19:142-161) 
 
                                          10            20          
2MEPSP                            GIAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
      30        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                                           
gi|249 GYKV                                                
                                                           
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 79.1  bits: 20.4 E():   20 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (35-51:202-218) 
 
           10        20        30        40        50        60     
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
           70        80 
2MEPSP GLPGGKVKLSGSISSQ 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.0  bits: 20.4 E():   20 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (35-51:205-221) 
 
           10        20        30        40        50        60     
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
           70        80 
2MEPSP GLPGGKVKLSGSISSQ 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 78.6  bits: 19.3 E():   21 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (31-68:58-97) 
 
               10        20        30        40        50           
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
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                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
       60        70        80         
2MEPSP RVNGIGGLPGGKVKLSGSISSQ         
        .:. ..:::                     
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK 
        90       100       110        
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 78.2  bits: 19.7 E():   22 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (24-66:104-146) 
 
                      10        20        30             40         
2MEPSP        GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
       50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
        : ..: :     ::::.               
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH 
            140           150       160 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 78.0  bits: 21.5 E():   23 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (23-55:341-374) 
 
                       10        20         30        40        50  
2MEPSP         GIAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
              60        70        80                                
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQ                                
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 77.7  bits: 19.4 E():   24 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (34-56:12-38) 
 
            10        20        30        40            50          
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
      60        70        80                                        
2MEPSP VNGIGGLPGGKVKLSGSISSQ                                        
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 52; 33.3% identity (55.6% similar) in 36 aa overlap (45-80:25-58) 
 
           20        30        40        50        60        70     
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :   . .: ::   : . :  
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDL- 
                     10        20        30         40        50    
 
           80                                                       
2MEPSP GSISSQ                                                       
       ::: :.                                                       
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gi|145 GSIISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFG 
             60        70        80        90       100       110   
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 77.2  bits: 21.1 E():   25 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (35-52:295-313) 
 
           10        20        30         40        50        60    
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
            70        80                                            
2MEPSP GGLPGGKVKLSGSISSQ                                            
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 77.1  bits: 20.8 E():   26 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (58-75:167-184) 
 
        30        40        50        60        70        80        
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ        
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (62-69:119-126) 
 
              40        50        60        70        80            
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ            
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
gi|144 EEVD 
      150   
 
>>gi|130975|sp|P25816.1|PROF_BETVE RecName: Full=Profili  (133 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.2  bits: 19.1 E():   29 
Smith-Waterman score: 48; 25.0% identity (55.0% similar) in 80 aa overlap (1-78:17-95) 
 
                               10        20        30        40     
2MEPSP                 GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : :  ::..:...  :..    .. :... . :  ..  ... : 
gi|130 MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEPG 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP --ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ                       
         : .   ::     :  .  :..  :: : ::.:.                         
gi|130 HLAPTGLHLGGIKYMVIQGEAGAVIRGK-KGSGGITIKKTGQALVFGIYEEPVTPGQCNM 
               70        80         90       100       110          
 
gi|130 VVERLGDYLIDQGL 
     120       130    
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.0  bits: 20.5 E():   30 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (16-64:94-133) 
 
                              10        20        30        40      
2MEPSP                GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
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gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
          50        60        70        80                          
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ                          
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.9  bits: 18.7 E():   30 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (26-54:73-101) 
 
                    10        20        30        40        50      
2MEPSP      GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
          60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQ 
                                 
gi|249 FAVLVKQ                   
                                 
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.9  bits: 18.7 E():   30 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (26-54:73-101) 
 
                    10        20        30        40        50      
2MEPSP      GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
          60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQ 
                                 
gi|209 FAVLVKQ                   
                                 
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.8  bits: 19.1 E():   30 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (26-58:78-105) 
 
                    10        20        30         40        50     
2MEPSP      GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
           60        70        80               
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQ               
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.5  bits: 18.4 E():   31 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (31-68:32-71) 
 
               10        20        30        40        50           
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
       60        70        80         
2MEPSP RVNGIGGLPGGKVKLSGSISSQ         
         :. ..:::                     
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK 
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              70        80        90  
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 75.5  bits: 20.5 E():   32 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (23-51:185-214) 
 
                       10        20        30          40        50 
2MEPSP         GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
               60        70        80                               
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQ                               
       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.8  bits: 21.2 E():   35 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (29-69:55-104) 
 
                 10        20        30        40                   
2MEPSP   GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
      50        60        70        80                              
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ                              
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.8  bits: 21.2 E():   35 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (29-69:55-104) 
 
                 10        20        30        40                   
2MEPSP   GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
      50        60        70        80                              
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ                              
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.8  bits: 21.2 E():   35 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (29-69:55-104) 
 
                 10        20        30        40                   
2MEPSP   GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
      50        60        70        80                              
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ                              
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 47; 22.1% identity (46.8% similar) in 77 aa overlap (8-75:22-98) 
 
                             10        20        30        40       
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2MEPSP               GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... .  . .:  ... :   
gi|100 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
           50               60        70        80                  
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQ                  
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYCGSHHHHHH 
              130       140 
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 74.2  bits: 16.0 E():   37 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (12-26:2-16) 
 
               10        20        30        40        50        60 
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                  :. ::. . : : .:                                   
gi|320           YTTEGGTKSEVEDVIPEGWK                               
                         10        20                               
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 18.4 E():   38 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (34-48:93-107) 
 
            10        20        30        40        50        60    
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
            70        80 
2MEPSP GGLPGGKVKLSGSISSQ 
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (47-68:35-60) 
 
         20        30        40        50            60        70   
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
             80                                            
2MEPSP LSGSISSQ                                            
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (47-68:35-60) 
 
         20        30        40        50            60        70   
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
             80                                            
2MEPSP LSGSISSQ                                            
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.0  bits: 18.4 E():   38 
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Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (47-68:35-60) 
 
         20        30        40        50            60        70   
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
             80                                            
2MEPSP LSGSISSQ                                            
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 17.7 E():   39 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (49-58:38-47) 
 
       20        30        40        50        60        70         
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
       80     
2MEPSP SQ     
              
gi|114 CNKNCT 
        70    
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (8-33:11-39) 
 
                  10        20           30        40        50     
2MEPSP    GIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                 :... ::    .:::::   .:..  . :                      
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQ                                   
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 18.5 E():   42 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (50-59:48-57) 
 
      20        30        40        50        60        70          
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
      80                                                   
2MEPSP Q                                                   
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 73.2  bits: 20.9 E():   42 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (29-69:55-104) 
 
                 10        20        30        40                   
2MEPSP   GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3534

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
      50        60        70        80                              
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ                              
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 19.5 E():   43 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (3-24:252-273) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 19.5 E():   43 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (3-24:252-273) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 19.5 E():   43 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (3-24:252-273) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|168 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 19.5 E():   43 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (3-24:252-273) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.1  bits: 19.5 E():   43 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (37-63:13-38) 
 
         10        20        30        40        50        60       
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
         70        80                                               
2MEPSP PGGKVKLSGSISSQ                                               
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gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (3-24:262-283) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|239 EVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV      
             240       250       260       270       280            
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (3-24:263-284) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (3-24:263-284) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (3-24:263-284) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (3-24:263-284) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3536

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (3-24:263-284) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (3-24:263-284) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (3-24:263-284) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (3-24:263-284) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (3-24:263-284) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (3-24:263-284) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
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            240       250       260       270       280             
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (3-24:263-284) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (3-24:263-284) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (3-24:263-284) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (3-24:263-284) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 43.5% identity (65.2% similar) in 23 aa overlap (2-24:265-287) 
 
                                            10        20        30  
2MEPSP                              GIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     .:  . :::..:: : :: .  :        
gi|144 PEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAATAAAGGYKV     
          240       250       260       270       280       290     
 
              40        50        60        70        80 
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
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 initn:  41 init1:  41 opt:  45  Z-score: 72.8  bits: 18.1 E():   45 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (12-76:19-83) 
 
                      10        20        30        40        50    
2MEPSP        GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
               60        70        80                       
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQ                       
       :..    :  .: ::  :: .  .:.                           
gi|416 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.8  bits: 18.1 E():   45 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (12-76:19-83) 
 
                      10        20        30        40        50    
2MEPSP        GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
               60        70        80                       
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQ                       
       :..    :  .: ::  :: .  .:.                           
gi|461 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 18.5 E():   46 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (3-25:22-44) 
 
                                  10        20        30        40  
2MEPSP                    GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ                      
                                                                    
gi|198 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 18.5 E():   46 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (3-25:22-44) 
 
                                  10        20        30        40  
2MEPSP                    GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ                      
                                                                    
gi|753 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 72.4  bits: 19.9 E():   46 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (32-64:319-348) 
 
              10        20        30        40        50         60 
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
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      290       300       310       320         330         340     
 
               70        80                            
2MEPSP NGIGGLPGGKVKLSGSISSQ                            
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (23-51:184-213) 
 
                       10        20        30          40        50 
2MEPSP         GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
               60        70        80                               
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQ                               
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (23-51:184-213) 
 
                       10        20        30          40        50 
2MEPSP         GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
               60        70        80                               
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQ                               
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.3  bits: 19.6 E():   47 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (3-24:288-309) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|398 EVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV      
       260       270       280       290       300       310        
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.3  bits: 19.6 E():   47 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (3-24:288-309) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|330 EVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV      
       260       270       280       290       300       310        
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (20-55:40-74) 
 
                          10        20        30        40          
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2MEPSP            GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
      50        60        70        80                              
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ                              
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (20-55:47-81) 
 
                          10        20        30        40          
2MEPSP            GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
      50        60        70        80                              
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ                              
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 45; 19.4% identity (54.2% similar) in 72 aa overlap (1-72:17-86) 
 
                               10        20        30        40     
2MEPSP                 GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                       : ...  .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ                         
       : .    :     ..   : : ::. ..                                 
gi|622 ALAPT--GLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCN 
                 70        80        90       100       110         
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.2  bits: 18.5 E():   54 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (25-49:59-82) 
 
                     10        20        30        40        50     
2MEPSP       GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
           60        70        80                                   
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQ                                   
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.2  bits: 18.5 E():   54 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (25-49:59-82) 
 
                     10        20        30        40        50     
2MEPSP       GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
           60        70        80                                   
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQ                                   
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gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 70.8  bits: 19.6 E():   57 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (22-51:361-385) 
 
                        10        20        30        40        50  
2MEPSP          GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
              60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                     
gi|284 ELIRSLFGLP                    
         390                         
 
>>gi|3367714|emb|CAA08836.1| BDAI-1; Barley dimeric alph  (152 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.6  bits: 18.2 E():   58 
Smith-Waterman score: 45; 25.0% identity (50.0% similar) in 52 aa overlap (1-41:90-141) 
 
                                             10        20           
2MEPSP                               GIAMRSLTAAVTAAGGNATY---------- 
                                     :  .::. ::. ..::               
gi|336 VGNRVPEDVLRDCCQEVANISNEWCRCGDLGSMLRSVYAALGVGGGPEEVFPGCQKDVMK 
      60        70        80        90       100       110          
 
                30        40        50        60        70          
2MEPSP -VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
        .. ::: . . :: . ..: .                                       
gi|336 LLVAGVPALCNVPIPNEAAGTRGVCYWSASTDT                            
     120       130       140       150                              
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 21.8% identity (50.0% similar) in 78 aa overlap (8-75:22-98) 
 
                             10        20        30        40       
2MEPSP               GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..    .. :... . .. .:  . . :   
gi|582 MSWQVYVDEHLMCEIEGNHLTSAAIIGQDGSVWAQSQNFPQLKPEEVAGIVGDFADPGTL 
               10        20        30        40        50        60 
 
           50               60        70         80                 
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGK-VKLSGSISSQ                 
       : .  ..:          : . . :  : :::  :: .:                      
gi|582 APTGLYIGGTKYMVIQGEPGAVIRGKKG-PGGATVKKTGMALVIGIYDEPMTPGQCNMIV 
               70        80         90       100       110          
 
gi|582 ERLGDYLIDQGL 
     120       130  
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 18.6 E():   69 
Smith-Waterman score: 46; 56.2% identity (68.8% similar) in 16 aa overlap (1-16:222-237) 
 
                                             10        20        30 
2MEPSP                               GIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  .  ::.:::::               
gi|226 KYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV            
             200       210       220       230       240            
 
               40        50        60        70        80 
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.2  bits: 19.0 E():   69 
Smith-Waterman score: 47; 50.0% identity (59.1% similar) in 22 aa overlap (3-24:283-304) 
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                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|113 AVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV      
            260       270       280       290       300             
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (12-44:28-60) 
 
                               10        20        30        40     
2MEPSP                 GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ                         
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 68.9  bits: 19.3 E():   72 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (9-75:315-379) 
 
                                     10        20        30         
2MEPSP                       GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
       40        50        60        70        80                   
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ                   
       .::  :...: . ::.    .: :.:.   :  : .:                        
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
gi|581 GKLIYNGSGK 
            410   
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 17.2 E():   75 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:69-88) 
 
                                       10        20        30       
2MEPSP                         GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
         40        50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                                    
gi|105 T                                            
                                                    
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.5  bits: 14.8 E():   76 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (54-67:5-18) 
 
            30        40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                     :: :   . :  ::              
gi|244                           IGNEDCTPWMSTLITPLP              
                                         10                      
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>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (22-51:240-264) 
 
                        10        20        30        40        50  
2MEPSP          GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
              60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                     
gi|225 ELIRSWFGLP                    
          270                        
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 18.7 E():   79 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (30-48:40-58) 
 
                10        20        30        40        50          
2MEPSP  GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
      60        70        80                                        
2MEPSP VNGIGGLPGGKVKLSGSISSQ                                        
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (65-73:36-44) 
 
           40        50        60        70        80               
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ               
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.9  bits: 19.4 E():   82 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (15-69:80-134) 
 
                               10        20        30        40     
2MEPSP                 GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
           50        60        70        80                         
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ                         
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 42; 50.0% identity (66.7% similar) in 18 aa overlap (1-18:69-86) 
 
                                             10        20        30 
2MEPSP                               GIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  . .:: .:::: :             
gi|833 LNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEK 
       40        50        60        70        80        90         
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               40        50        60        70        80 
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                                          
gi|833 EESDEDMGFGLFD                                      
      100       110                                       
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 42; 50.0% identity (66.7% similar) in 18 aa overlap (1-18:69-86) 
 
                                             10        20        30 
2MEPSP                               GIAMRSLTAAVTAAGGNATYVLDGVPRMRE 
                                     : :  . .:: .:::: :             
gi|668 LNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEK 
       40        50        60        70        80        90         
 
               40        50        60        70        80 
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                                          
gi|668 EESDEDMGFGLFD                                      
      100       110                                       
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 46; 52.9% identity (82.4% similar) in 17 aa overlap (8-24:282-298) 
 
                                      10        20        30        
2MEPSP                        GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:.:::.:.:: .  :              
gi|663 ALTKAITAMSQAQKVAKPAAAAATGAATVATGAATAAAGGATAAAGGYKA           
             260       270       280       290       300            
 
        40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.6  bits: 17.3 E():   85 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (47-68:35-60) 
 
         20        30        40        50            60        70   
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
             80                                            
2MEPSP LSGSISSQ                                            
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 17.3 E():   85 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (56-68:48-60) 
 
          30        40        50        60        70        80      
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ      
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.5  bits: 18.0 E():   86 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (2-26:121-145) 
 
                                            10        20        30  
2MEPSP                              GIAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
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gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
              40        50        60        70        80 
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                                         
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV         
              160       170       180       190          
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (44-80:49-85) 
 
            20        30        40        50        60        70    
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
            80                                                      
2MEPSP SGSISSQ                                                      
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (37-56:84-104) 
 
         10        20        30         40        50        60      
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
          70        80                        
2MEPSP LPGGKVKLSGSISSQ                        
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.3  bits: 14.4 E():   88 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (12-26:2-16) 
 
               10        20        30        40        50        60 
2MEPSP GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                  :. ::. . . : .:                                   
gi|320           YTTEGGTKSEAEDVIPE                                  
                         10                                         
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (8-36:11-42) 
 
                  10        20           30        40        50     
2MEPSP    GIAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                 :... ::    ...:::   ::..  . :...                   
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQ                                   
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.1  bits: 18.3 E():   91 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (7-26:232-251) 
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                                       10        20        30       
2MEPSP                         GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
         40        50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                                    
gi|898 AK                                           
                                                    
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 45; 52.9% identity (70.6% similar) in 17 aa overlap (8-24:246-262) 
 
                                      10        20        30        
2MEPSP                        GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::..:: : :: .  :              
gi|180 VFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAATAAAGGYKV           
         220       230       240       250       260                
 
        40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 66.9  bits: 19.1 E():   92 
Smith-Waterman score: 47; 31.0% identity (59.5% similar) in 42 aa overlap (1-41:352-393) 
 
                                             10         20          
2MEPSP                               GIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                                     :   ... ::  : : : ...:     . . 
gi|144 DDLTVTNPEFIKKAIELKSCNALLLKVNQIGTITEAIQAAKDAFGAGWGVMVSHRSGETE 
             330       340       350       360       370       380  
 
      30        40        50        60        70        80       
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ       
       .  :.:.::::.                                              
gi|144 DVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEELGDNAVYAGNNFRTAVNL 
             390       400       410       420       430         
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 47; 31.0% identity (61.9% similar) in 42 aa overlap (1-41:352-393) 
 
                                             10         20          
2MEPSP                               GIAMRSLTAAVTAAG-GNATYVLDGVPRMR 
                                     :   ....::  : : : ...:     . . 
gi|145 DDLTVTNPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSHRSGETE 
             330       340       350       360       370       380  
 
      30        40        50        60        70        80         
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ         
       .  :.:.::::.                                                
gi|145 DVTIADIVVGLRSGQIKTNAPARSERLAKYNQILRIEEELGDKRLFAGNKFHTAINLYL 
             390       400       410       420       430       440 
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (8-24:112-128) 
 
                                      10        20        30        
2MEPSP                        GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
        40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (3-49:80-121) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
        : ... :  . :: ::                                
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY                    
          110       120       130                       
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 18.7 E():   95 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (33-49:7-23) 
 
             10        20        30        40        50        60   
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
             70        80                                           
2MEPSP IGGLPGGKVKLSGSISSQ                                           
                                                                    
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 18.7 E():   95 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (33-49:7-23) 
 
             10        20        30        40        50        60   
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
             70        80                                           
2MEPSP IGGLPGGKVKLSGSISSQ                                           
                                                                    
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.4 E():   97 
Smith-Waterman score: 45; 45.5% identity (59.1% similar) in 22 aa overlap (3-24:260-281) 
 
                                           10        20        30   
2MEPSP                             GIAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :.:: :: : :: .  :         
gi|295 EVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAATAATGGYKV      
     230       240       250       260       270       280          
 
             40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.4  bits: 17.7 E():   98 
Smith-Waterman score: 43; 25.5% identity (56.9% similar) in 51 aa overlap (5-54:8-54) 
 
                  10        20        30        40        50        
2MEPSP    GIAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCP 
              :: .     .::... :.:    . .: ....  :.. .  : :  .: ::   
gi|184 MSRKSGSRSSSKRSKKSGGGSN-VFD---MFTQRQVAEFKEGFQLMDRDKDGVIGKTDLR 
               10        20            30        40        50       
 
         60        70        80                                     
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2MEPSP PVRVNGIGGLPGGKVKLSGSISSQ                                     
                                                                    
gi|184 GTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFADEE 
         60        70        80        90       100       110       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:35 2011 done: Tue Apr 19 10:57:35 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 103  - 182 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     2     0:= 
  28     2     0:= 
  30     3     2:* 
  32    15     8:==*== 
  34    40    22:=======*====== 
  36    44    44:==============* 
  38    83    73:========================*=== 
  40    62   102:=====================            * 
  42    90   125:==============================           * 
  44   141   138:=============================================*= 
  46   146   140:==============================================*== 
  48   120   134:========================================    * 
  50   115   122:======================================= * 
  52    91   108:===============================    * 
  54   118    92:==============================*========= 
  56   129    77:=========================*================= 
  58    47    63:================    * 
  60    31    51:===========     * 
  62    51    41:=============*=== 
  64    28    33:==========* 
  66    21    26:======= * 
  68    15    20:===== * 
  70     6    16:==   * 
  72    37    12:===*========= 
  74    12    10:===* 
  76     9     8:==* 
  78     9     6:=*= 
  80     5     5:=* 
  82     8     3:*== 
  84     0     3:* 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     4     1:*= 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
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 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.09230.00385; mu= 11.7990 0.200 
 mean_var=38.6569 9.968, 0's: 2 Z-trim: 3  B-trim: 71 in 1/43 
 Lambda= 0.206282 
 Kolmogorov-Smirnov  statistic: 0.0426 (N=27) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   66 24.4    0.68 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 21.9       3 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.3     3.3 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   57 21.7     4.6 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   57 21.7     4.8 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   57 21.7     4.9 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   60 22.8     4.9 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.1     7.6 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.0       8 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   54 20.9      12 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.2      12 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.3      13 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.6      13 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.0      13 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.0      13 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.5      14 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.5      14 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   51 19.9      16 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   54 21.0      17 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 21.7      17 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.6      18 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.0      18 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.7      19 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.0      19 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 21.7      19 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.0      20 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.3      20 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.3      21 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.3      22 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 19.7      23 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.4      23 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.3      24 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   52 20.4      25 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.1      26 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 20.8      26 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.4      27 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.4      30 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 18.7      31 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 18.7      31 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.0      31 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.3      32 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.5      32 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.2      36 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.2      36 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.2      36 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   47 18.7      38 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.9      38 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.4      39 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.4      39 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.4      39 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.4      39 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.7      40 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.1      42 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.8      42 
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gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.4      43 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 20.9      44 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   49 19.5      44 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   49 19.5      44 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.5      44 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   49 19.5      44 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.5      44 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   49 19.5      45 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   49 19.5      46 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   49 19.5      46 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   49 19.5      46 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   49 19.5      46 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   49 19.5      46 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   49 19.5      46 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   49 19.5      46 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   49 19.5      46 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   49 19.5      46 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   49 19.5      46 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   49 19.5      46 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   49 19.5      46 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   49 19.5      46 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   49 19.5      46 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.1      46 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.1      46 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   49 19.5      46 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.5      47 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.5      47 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 19.9      48 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 19.9      49 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 19.9      49 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   49 19.5      49 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   49 19.5      49 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 18.8      51 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 18.8      51 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.5      52 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.5      53 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.5      56 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.5      56 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.6      59 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.5      64 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   44 17.8      65 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.6      69 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.6      69 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   47 18.9      72 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 17.9      74 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.3      75 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.2      77 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.2      77 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.2      78 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.7      78 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.6      80 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   43 17.5      81 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.6      83 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.2      85 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.3      85 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   46 18.6      87 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.2      88 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.2      88 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 17.9      89 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.6      90 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.6      90 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.4      91 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.6      94 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.6      94 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.3      95 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.3      95 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   46 18.6      96 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.2      98 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   42 17.2      99 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.7      99 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.7      99 
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>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 105.5  bits: 24.4 E(): 0.68 
Smith-Waterman score: 66; 31.8% identity (61.4% similar) in 44 aa overlap (41-80:48-91) 
 
               20        30        40          50         60        
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
         70        80                                 
2MEPSP G-KVKLSGSISSQY                                 
         ... : ...: :                                 
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 93.9  bits: 21.9 E():    3 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (41-61:24-46) 
 
               20        30        40          50        60         
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
       70        80                                     
2MEPSP KVKLSGSISSQY                                     
                                                        
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 93.1  bits: 22.3 E():  3.3 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (48-68:66-87) 
 
        20        30        40        50        60         70       
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
         80                                                 
2MEPSP SSQY                                                 
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.6  bits: 21.7 E():  4.6 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (7-74:22-98) 
 
                              10        20        30        40      
2MEPSP                IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|190 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
            50               60        70        80                 
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQY                 
       : .  :::          : : . :  :  :  .: .:                       
gi|190 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|190 RLGDYPVEQGF 
              130  
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.3  bits: 21.7 E():  4.8 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (7-74:22-98) 
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                              10        20        30        40      
2MEPSP                IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|105 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
            50               60        70        80                 
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQY                 
       : .  :::          : : . :  :  :  .: .:                       
gi|105 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|105 RLGDYLIDQGYWVPSSNS 
              130         
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.1  bits: 21.7 E():  4.9 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (7-74:22-98) 
 
                              10        20        30        40      
2MEPSP                IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|100 MSWQAYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
            50               60        70        80                 
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQY                 
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYYVGSHHHHHH 
              130       140  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 90.1  bits: 22.8 E():  4.9 
Smith-Waterman score: 60; 38.9% identity (58.3% similar) in 36 aa overlap (44-79:25-58) 
 
            20        30        40        50        60        70    
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .:.::  :: : :  
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDL- 
                     10        20        30        40         50    
 
            80                                                      
2MEPSP GSISSQY                                                      
       ::: :.                                                       
gi|275 GSIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFG 
             60        70        80        90       100       110   
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 86.6  bits: 21.1 E():  7.6 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (48-68:66-87) 
 
        20        30        40        50        60         70       
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
         80                                                 
2MEPSP SSQY                                                 
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 86.3  bits: 24.0 E():    8 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (29-65:943-974) 
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                 10        20        30        40        50         
2MEPSP   IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
       60        70        80                                       
2MEPSP VNGIGGLPGGKVKLSGSISSQY                                       
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 83.4  bits: 20.9 E():   12 
Smith-Waterman score: 54; 37.3% identity (51.0% similar) in 51 aa overlap (37-76:27-75) 
 
         10        20        30        40        50                 
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VR 
                                     .:   ::.::  .::    .:  ::    : 
gi|124     ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFR 
                   10        20        30          40        50     
 
       60           70        80                                    
2MEPSP VN---GIGGLPGGKVKLSGSISSQY                                    
        :   : .: :   . :::.:                                        
gi|124 YNSDVGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLE 
           60        70        80        90       100       110     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.9  bits: 20.2 E():   12 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (34-50:98-114) 
 
            10        20        30        40        50        60    
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
            70        80 
2MEPSP GLPGGKVKLSGSISSQY 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 82.7  bits: 21.3 E():   13 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (34-79:106-145) 
 
            10        20        30        40        50        60    
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
            70        80                                            
2MEPSP GLPGGKVKLSGSISSQY                                            
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 20.6 E():   13 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (48-69:66-88) 
 
        20        30        40        50        60         70       
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
         80                                                         
2MEPSP SSQY                                                         
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
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         100       110       120       130       140       150      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 82.5  bits: 22.0 E():   13 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (21-63:262-299) 
 
                         10        20        30        40        50 
2MEPSP           IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
               60        70        80                               
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQY                               
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 82.3  bits: 22.0 E():   13 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (41-61:383-405) 
 
               20        30        40          50        60         
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
       70        80                                     
2MEPSP KVKLSGSISSQY                                     
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.8  bits: 19.5 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (30-67:32-71) 
 
                10        20        30        40          50        
2MEPSP  IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
        60        70        80        
2MEPSP RVNGIGGLPGGKVKLSGSISSQY        
         :. ..:::                     
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK 
              70        80        90  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.7  bits: 19.5 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (30-67:33-72) 
 
                10        20        30        40          50        
2MEPSP  IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
        60        70        80        
2MEPSP RVNGIGGLPGGKVKLSGSISSQY        
         :. ..:::                     
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK 
             70        80        90   
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 51; 19.7% identity (48.7% similar) in 76 aa overlap (8-74:23-98) 
 
                              10        20        30        40      
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2MEPSP                IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                             ::...  :..    .. :... . .. ..  . . :   
gi|264 MSWQAYVDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTL 
               10        20        30        40        50        60 
 
            50               60        70        80                 
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQY                 
       : .  :.:          : : . :  :  :  .: .:                       
gi|264 APTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVE 
               70        80        90       100       110       120 
 
gi|264 RLGDYLIEQGF 
              130  
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (8-74:211-275) 
 
                                      10        20        30        
2MEPSP                        IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
        40        50        60        70        80            
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY            
       .::  :...: . ::.    .: :.:.   :  : .:                  
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 80.3  bits: 21.7 E():   17 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (24-50:454-481) 
 
                      10        20        30         40        50   
2MEPSP        IAMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
             60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                    
gi|424 IKKLFGLSH                    
           490                      
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.1  bits: 19.6 E():   18 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (30-67:58-97) 
 
                10        20        30        40          50        
2MEPSP  IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
        60        70        80        
2MEPSP RVNGIGGLPGGKVKLSGSISSQY        
         :. ..:::                     
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK 
        90       100       110        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (48-66:42-62) 
 
        20        30        40        50          60        70      
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
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          80                                                        
2MEPSP ISSQY                                                        
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 79.6  bits: 20.7 E():   19 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (37-72:134-164) 
 
         10        20        30        40        50        60       
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
         70        80                                               
2MEPSP GGKVKLSGSISSQY                                               
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 79.6  bits: 21.0 E():   19 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (36-68:174-206) 
 
          10        20        30        40        50        60      
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
           70        80                                             
2MEPSP -PGGKVKLSGSISSQY                                             
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 79.4  bits: 21.7 E():   19 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (22-54:341-374) 
 
                        10        20         30        40        50 
2MEPSP          IAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
               60        70        80                               
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQY                               
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 79.1  bits: 20.0 E():   20 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (3-18:142-161) 
 
                                           10            20         
2MEPSP                             IAMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
       30        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                                            
gi|249 GYKV                                                 
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>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 78.9  bits: 20.3 E():   20 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (34-50:202-218) 
 
            10        20        30        40        50        60    
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
            70        80 
2MEPSP GLPGGKVKLSGSISSQY 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (34-50:205-221) 
 
            10        20        30        40        50        60    
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
            70        80 
2MEPSP GLPGGKVKLSGSISSQY 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 78.5  bits: 19.3 E():   22 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (30-67:58-97) 
 
                10        20        30        40          50        
2MEPSP  IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
        60        70        80        
2MEPSP RVNGIGGLPGGKVKLSGSISSQY        
        .:. ..:::                     
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK 
        90       100       110        
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (23-65:104-146) 
 
                       10        20        30             40        
2MEPSP         IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
        50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
        : ..: :     ::::.                
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH  
            140           150       160  
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 77.8  bits: 21.4 E():   23 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (22-54:341-374) 
 
                        10        20         30        40        50 
2MEPSP          IAMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
               60        70        80                               
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQY                               
         .:                                                         
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gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 77.5  bits: 19.3 E():   24 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (33-55:12-38) 
 
             10        20        30        40            50         
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
       60        70        80                                       
2MEPSP VNGIGGLPGGKVKLSGSISSQY                                       
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 52; 33.3% identity (55.6% similar) in 36 aa overlap (44-79:25-58) 
 
            20        30        40        50        60        70    
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :   . .: ::   : . :  
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDL- 
                     10        20        30         40        50    
 
            80                                                      
2MEPSP GSISSQY                                                      
       ::: :.                                                       
gi|145 GSIISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFG 
             60        70        80        90       100       110   
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 77.0  bits: 21.1 E():   26 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (34-51:295-313) 
 
            10        20        30         40        50        60   
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
             70        80                                           
2MEPSP GGLPGGKVKLSGSISSQY                                           
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 76.9  bits: 20.8 E():   26 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (57-74:167-184) 
 
         30        40        50        60        70        80       
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY       
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (61-68:119-126) 
 
               40        50        60        70        80           
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY           
                                     : ::.:::                       
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gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
gi|144 EEVD 
      150   
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 75.8  bits: 20.4 E():   30 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (15-63:94-133) 
 
                               10        20        30        40     
2MEPSP                 IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
           50        60        70        80                         
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY                         
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (25-53:73-101) 
 
                     10        20        30        40        50     
2MEPSP       IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
           60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQY 
                                  
gi|249 FAVLVKQ                    
                                  
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (25-53:73-101) 
 
                     10        20        30        40        50     
2MEPSP       IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
           60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQY 
                                  
gi|209 FAVLVKQ                    
                                  
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.7  bits: 19.0 E():   31 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (25-57:78-105) 
 
                     10        20        30         40        50    
2MEPSP       IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
            60        70        80              
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQY              
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
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 initn:  39 init1:  39 opt:  46  Z-score: 75.3  bits: 18.3 E():   32 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (30-67:32-71) 
 
                10        20        30        40          50        
2MEPSP  IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
        60        70        80        
2MEPSP RVNGIGGLPGGKVKLSGSISSQY        
         :. ..:::                     
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK 
              70        80        90  
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 75.3  bits: 20.5 E():   32 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (22-50:185-214) 
 
                        10        20        30          40          
2MEPSP          IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
      50        60        70        80                              
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQY                              
       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.5  bits: 21.2 E():   36 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (28-68:55-104) 
 
                  10        20        30        40                  
2MEPSP    IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
       50        60        70        80                             
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY                             
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.5  bits: 21.2 E():   36 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (28-68:55-104) 
 
                  10        20        30        40                  
2MEPSP    IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
       50        60        70        80                             
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY                             
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.5  bits: 21.2 E():   36 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (28-68:55-104) 
 
                  10        20        30        40                  
2MEPSP    IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
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           30        40        50        60        70        80     
 
       50        60        70        80                             
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY                             
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 74.1  bits: 18.7 E():   38 
Smith-Waterman score: 47; 22.1% identity (46.8% similar) in 77 aa overlap (7-74:22-98) 
 
                              10        20        30        40      
2MEPSP                IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... .  . .:  ... :   
gi|100 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
            50               60        70        80                 
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQY                 
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYCGSHHHHHH 
              130       140 
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 74.0  bits: 15.9 E():   38 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (11-25:2-16) 
 
               10        20        30        40        50        60 
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                 :. ::. . : : .:                                    
gi|320          YTTEGGTKSEVEDVIPEGWK                                
                        10        20                                
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 18.4 E():   39 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (33-47:93-107) 
 
             10        20        30        40        50        60   
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
             70        80 
2MEPSP GGLPGGKVKLSGSISSQY 
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.8  bits: 18.4 E():   39 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (46-67:35-60) 
 
          20        30        40            50        60        70  
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
              80                                           
2MEPSP LSGSISSQY                                           
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.8  bits: 18.4 E():   39 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (46-67:35-60) 
 
          20        30        40            50        60        70  
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2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
              80                                           
2MEPSP LSGSISSQY                                           
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.8  bits: 18.4 E():   39 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (46-67:35-60) 
 
          20        30        40            50        60        70  
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
              80                                           
2MEPSP LSGSISSQY                                           
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 17.7 E():   40 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (48-57:38-47) 
 
        20        30        40        50        60        70        
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
        80    
2MEPSP SQY    
              
gi|114 CNKNCT 
        70    
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 73.2  bits: 19.1 E():   42 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (27-80:74-123) 
 
                   10        20        30        40        50       
2MEPSP     IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
          60        70        80                                    
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQY                                    
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (7-32:11-39) 
 
                   10        20           30        40        50    
2MEPSP     IAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                 :... ::    .:::::   .:..  . :                      
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQY                                  
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gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 18.4 E():   43 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (49-58:48-57) 
 
       20        30        40        50        60        70         
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
       80                                                  
2MEPSP QY                                                  
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 72.9  bits: 20.9 E():   44 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (28-68:55-104) 
 
                  10        20        30        40                  
2MEPSP    IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
       50        60        70        80                             
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY                             
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (2-23:252-273) 
 
                                            10        20        30  
2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
              40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (2-23:252-273) 
 
                                            10        20        30  
2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
              40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (2-23:252-273) 
 
                                            10        20        30  
2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3564

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
              40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (2-23:252-273) 
 
                                            10        20        30  
2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|168 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
              40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (36-62:13-38) 
 
          10        20        30        40        50        60      
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
          70        80                                              
2MEPSP PGGKVKLSGSISSQY                                              
                                                                    
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (2-23:262-283) 
 
                                            10        20        30  
2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|239 EVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV      
             240       250       260       270       280            
 
              40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (2-23:263-284) 
 
                                            10        20        30  
2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
              40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (2-23:263-284) 
 
                                            10        20        30  
2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
              40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
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>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (2-23:263-284) 
 
                                            10        20        30  
2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
              40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (2-23:263-284) 
 
                                            10        20        30  
2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
              40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (2-23:263-284) 
 
                                            10        20        30  
2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
              40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (2-23:263-284) 
 
                                            10        20        30  
2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
              40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (2-23:263-284) 
 
                                            10        20        30  
2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
              40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (2-23:263-284) 
 
                                            10        20        30  
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2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
              40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (2-23:263-284) 
 
                                            10        20        30  
2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
              40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (2-23:263-284) 
 
                                            10        20        30  
2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
              40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (2-23:263-284) 
 
                                            10        20        30  
2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
              40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (2-23:263-284) 
 
                                            10        20        30  
2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
              40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (2-23:263-284) 
 
                                            10        20        30  
2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
              40        50        60        70        80 
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2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (2-23:263-284) 
 
                                            10        20        30  
2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
              40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (11-75:19-83) 
 
                       10        20        30        40        50   
2MEPSP         IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
                60        70        80                      
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQY                      
       :..    :  .: ::  :: .  .:.                           
gi|416 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (11-75:19-83) 
 
                       10        20        30        40        50   
2MEPSP         IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
                60        70        80                      
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQY                      
       :..    :  .: ::  :: .  .:.                           
gi|461 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 49; 43.5% identity (65.2% similar) in 23 aa overlap (1-23:265-287) 
 
                                             10        20        30 
2MEPSP                               IAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     .:  . :::..:: : :: .  :        
gi|144 PEVKYAVFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAATAAAGGYKV     
          240       250       260       270       280       290     
 
               40        50        60        70        80 
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.5 E():   47 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (2-24:22-44) 
 
                                   10        20        30        40 
2MEPSP                     IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
               50        60        70        80                     
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2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY                     
                                                                    
gi|198 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.5 E():   47 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (2-24:22-44) 
 
                                   10        20        30        40 
2MEPSP                     IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY                     
                                                                    
gi|753 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (31-63:319-348) 
 
               10        20        30        40        50           
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
      60        70        80                           
2MEPSP NGIGGLPGGKVKLSGSISSQY                           
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.1  bits: 19.9 E():   49 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (22-50:184-213) 
 
                        10        20        30          40          
2MEPSP          IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
      50        60        70        80                              
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQY                              
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.1  bits: 19.9 E():   49 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (22-50:184-213) 
 
                        10        20        30          40          
2MEPSP          IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
      50        60        70        80                              
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQY                              
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.0  bits: 19.5 E():   49 
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Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (2-23:288-309) 
 
                                            10        20        30  
2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|398 EVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV      
       260       270       280       290       300       310        
 
              40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.0  bits: 19.5 E():   49 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (2-23:288-309) 
 
                                            10        20        30  
2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|330 EVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV      
       260       270       280       290       300       310        
 
              40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.6  bits: 18.8 E():   51 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (27-80:74-123) 
 
                   10        20        30        40        50       
2MEPSP     IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
          60        70        80                                    
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQY                                    
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.6  bits: 18.8 E():   51 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (27-80:74-123) 
 
                   10        20        30        40        50       
2MEPSP     IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
          60        70        80                                    
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQY                                    
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (19-54:40-74) 
 
                           10        20        30        40         
2MEPSP             IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
       50        60        70        80                             
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY                             
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
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>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.4  bits: 18.5 E():   53 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (19-54:47-81) 
 
                           10        20        30        40         
2MEPSP             IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
       50        60        70        80                             
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY                             
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.9  bits: 18.5 E():   56 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (24-48:59-82) 
 
                      10        20        30        40        50    
2MEPSP        IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
            60        70        80                                  
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQY                                  
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.9  bits: 18.5 E():   56 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (24-48:59-82) 
 
                      10        20        30        40        50    
2MEPSP        IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
            60        70        80                                  
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQY                                  
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 70.5  bits: 19.6 E():   59 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (21-50:361-385) 
 
                         10        20        30        40        50 
2MEPSP           IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
               60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                      
gi|284 ELIRSLFGLP                     
         390                          
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.8  bits: 18.5 E():   64 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (27-80:79-128) 
 
                   10        20        30        40        50       
2MEPSP     IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
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                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
          60        70        80                                    
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQY                                    
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 44; 21.8% identity (50.0% similar) in 78 aa overlap (7-74:22-98) 
 
                              10        20        30        40      
2MEPSP                IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..    .. :... . .. .:  . . :   
gi|582 MSWQVYVDEHLMCEIEGNHLTSAAIIGQDGSVWAQSQNFPQLKPEEVAGIVGDFADPGTL 
               10        20        30        40        50        60 
 
            50               60         70        80                
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGK-VKLSGSISSQY                
       : .  ..:          : . . :  : :::  :: .:                      
gi|582 APTGLYIGGTKYMVIQGEPGAVIRGKKG-PGGATVKKTGMALVIGIYDEPMTPGQCNMIV 
               70        80         90       100       110          
 
gi|582 ERLGDYLIDQGL 
     120       130  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.3  bits: 18.6 E():   69 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (27-80:97-146) 
 
                   10        20        30        40        50       
2MEPSP     IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
          60        70        80                                    
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQY                                    
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.3  bits: 18.6 E():   69 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (27-80:97-146) 
 
                   10        20        30        40        50       
2MEPSP     IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
          60        70        80                                    
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQY                                    
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.9  bits: 18.9 E():   72 
Smith-Waterman score: 47; 50.0% identity (59.1% similar) in 22 aa overlap (2-23:283-304) 
 
                                            10        20        30  
2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|113 AVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV      
            260       270       280       290       300             
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              40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (11-43:28-60) 
 
                                10        20        30        40    
2MEPSP                  IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY                        
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 68.6  bits: 19.3 E():   75 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (8-74:315-379) 
 
                                      10        20        30        
2MEPSP                        IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
        40        50        60        70        80                  
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY                  
       .::  :...: . ::.    .: :.:.   :  : .:                        
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
gi|581 GKLIYNGSGK 
            410   
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (27-80:74-123) 
 
                   10        20        30        40        50       
2MEPSP     IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
          60        70        80                                    
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQY                                    
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (27-80:74-123) 
 
                   10        20        30        40        50       
2MEPSP     IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
          60        70        80                                    
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQY                                    
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.2 E():   78 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:69-88) 
 
                                        10        20        30      
2MEPSP                          IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
          40        50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                                     
gi|105 T                                             
                                                     
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.3  bits: 14.7 E():   78 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (53-66:5-18) 
 
             30        40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :: :   . :  ::               
gi|244                           IGNEDCTPWMSTLITPLP               
                                         10                       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (21-50:240-264) 
 
                         10        20        30        40        50 
2MEPSP           IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
               60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                      
gi|225 ELIRSWFGLP                     
          270                         
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 43; 20.0% identity (53.8% similar) in 65 aa overlap (7-71:24-86) 
 
                                10        20        30        40    
2MEPSP                  IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                              .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY                        
       : .    :     ..   : : ::. ..                                 
gi|622 ALAPT--GLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCN 
                 70        80        90       100       110         
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (29-47:40-58) 
 
                 10        20        30        40        50         
2MEPSP   IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
       60        70        80                                       
2MEPSP VNGIGGLPGGKVKLSGSISSQY                                       
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
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      70        80        90       100       110       120          
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (64-72:36-44) 
 
            40        50        60        70        80              
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY              
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.6  bits: 19.3 E():   85 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (14-68:80-134) 
 
                                10        20        30        40    
2MEPSP                  IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
            50        60        70        80                        
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY                        
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.6 E():   87 
Smith-Waterman score: 46; 52.9% identity (82.4% similar) in 17 aa overlap (7-23:282-298) 
 
                                       10        20        30       
2MEPSP                         IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:.:::.:.:: .  :              
gi|663 ALTKAITAMSQAQKVAKPAAAAATGAATVATGAATAAAGGATAAAGGYKA           
             260       270       280       290       300            
 
         40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.3  bits: 17.2 E():   88 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (46-67:35-60) 
 
          20        30        40          50          60        70  
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
              80                                           
2MEPSP LSGSISSQY                                           
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.2 E():   88 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (55-67:48-60) 
 
           30        40        50        60        70        80     
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY     
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
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        80        90       100       110       
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.2  bits: 17.9 E():   89 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (1-25:121-145) 
 
                                             10        20        30 
2MEPSP                               IAMRSLTAAVTAAGGNATYVLDGVPRMRER 
                                     . ...   :::.  .. : ::...:      
gi|697 VFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGKTSVLNAIPVDVLA 
              100       110       120       130       140       150 
 
               40        50        60        70        80 
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                                          
gi|697 TAYDISKPEAFKLKNGRRQEIEVFRPFQSRDEKERERFSIV          
              160       170       180       190           
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (43-79:49-85) 
 
             20        30        40        50        60        70   
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
             80                                                     
2MEPSP SGSISSQY                                                     
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (36-55:84-104) 
 
          10        20        30         40        50        60     
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
           70        80                       
2MEPSP LPGGKVKLSGSISSQY                       
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.1  bits: 14.4 E():   91 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (11-25:2-16) 
 
               10        20        30        40        50        60 
2MEPSP IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVN 
                 :. ::. . . : .:                                    
gi|320          YTTEGGTKSEAEDVIPE                                   
                        10                                          
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (59-80:45-65) 
 
       30        40        50        60        70        80         
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY         
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
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            80        90       100       110       120       130    
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (7-35:11-42) 
 
                   10        20           30        40        50    
2MEPSP     IAMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                 :... ::    ...:::   ::..  . :...                   
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQY                                  
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 18.3 E():   95 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (6-25:232-251) 
 
                                        10        20        30      
2MEPSP                          IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
          40        50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                                     
gi|898 AK                                            
                                                     
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 18.3 E():   95 
Smith-Waterman score: 45; 52.9% identity (70.6% similar) in 17 aa overlap (7-23:246-262) 
 
                                       10        20        30       
2MEPSP                         IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::..:: : :: .  :              
gi|180 VFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAATAAAGGYKV           
         220       230       240       250       260                
 
         40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 18.6 E():   96 
Smith-Waterman score: 46; 23.1% identity (73.1% similar) in 26 aa overlap (55-80:175-200) 
 
           30        40        50        60        70        80     
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY     
                                     : ..   .:..:...:.:  .... :     
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (7-23:112-128) 
 
                                       10        20        30       
2MEPSP                         IAMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
         40        50        60        70        80 
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2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 43; 25.5% identity (55.3% similar) in 47 aa overlap (2-48:80-121) 
 
                                            10        20        30  
2MEPSP                              IAMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     : . ..::. . .:  . ..  ::.      
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK----K 
      50        60        70        80        90       100          
 
              40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
        : ... :  . :: ::                                 
gi|153 CG-ITTTLPPITADFDCSKIESTIFRGYY                     
          110       120       130                        
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.3  bits: 18.7 E():   99 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (32-48:7-23) 
 
              10        20        30        40        50        60  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
              70        80                                          
2MEPSP IGGLPGGKVKLSGSISSQY                                          
                                                                    
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.3  bits: 18.7 E():   99 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (32-48:7-23) 
 
              10        20        30        40        50        60  
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
              70        80                                          
2MEPSP IGGLPGGKVKLSGSISSQY                                          
                                                                    
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:35 2011 done: Tue Apr 19 10:57:35 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 104  - 183 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
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< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     5     2:*= 
  32    17     8:==*=== 
  34    36    22:=======*==== 
  36    50    44:==============*== 
  38    80    73:========================*== 
  40    63   102:=====================            * 
  42    89   125:==============================           * 
  44   138   138:=============================================* 
  46   150   140:==============================================*=== 
  48   119   134:========================================    * 
  50   112   122:======================================  * 
  52    87   108:=============================      * 
  54   115    92:==============================*======== 
  56   146    77:=========================*======================= 
  58    47    63:================    * 
  60    33    51:===========     * 
  62    43    41:=============*= 
  64    29    33:==========* 
  66    20    26:======= * 
  68    15    20:===== * 
  70     6    16:==   * 
  72    34    12:===*======== 
  74    13    10:===*= 
  76    10     8:==*= 
  78     9     6:=*= 
  80     5     5:=* 
  82     8     3:*== 
  84     0     3:* 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     4     1:*= 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.07940.00383; mu= 11.8536 0.199 
 mean_var=38.1461 9.858, 0's: 2 Z-trim: 3  B-trim: 71 in 1/43 
 Lambda= 0.207658 
 Kolmogorov-Smirnov  statistic: 0.0473 (N=27) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   66 24.4    0.65 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.0     2.9 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.4     3.2 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   57 21.8     4.4 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   57 21.8     4.6 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   57 21.8     4.7 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   60 22.8     4.7 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.2     7.4 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.0     7.7 
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gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   54 20.9      11 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.2      12 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.3      12 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.6      12 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.0      12 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.0      13 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.6      14 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.6      14 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   51 20.0      15 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   54 21.0      16 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 21.7      17 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.6      17 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.0      18 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.7      18 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.1      18 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 21.8      19 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.0      19 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.4      20 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.4      20 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.3      21 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 19.7      22 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.5      23 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.4      24 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   52 20.4      25 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.2      25 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 20.8      26 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.4      26 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.5      30 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 18.7      30 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 18.7      30 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.1      30 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.4      31 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.5      32 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.2      35 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.2      35 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.2      35 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   47 18.8      37 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.9      37 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.4      38 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.4      38 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.4      38 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.4      38 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.7      39 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.2      41 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.8      41 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.5      42 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 20.9      43 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   49 19.5      43 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   49 19.5      43 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.5      43 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   49 19.5      43 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.5      43 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   49 19.5      44 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   49 19.5      44 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.1      45 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.1      45 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   46 18.5      46 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   46 18.5      46 
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gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 19.9      47 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 19.9      48 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 19.9      48 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   49 19.5      48 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   49 19.5      48 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 18.9      50 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 18.9      50 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.5      50 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.5      52 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.5      55 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.5      55 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.6      58 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.6      63 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   44 17.9      64 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.6      67 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.6      67 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   47 18.9      71 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 17.9      73 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.3      74 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.3      76 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.3      76 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.2      76 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.7      77 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.6      79 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   43 17.6      80 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.6      81 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.2      83 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.3      84 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   46 18.6      85 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.2      86 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.2      87 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.6      88 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.6      88 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.4      90 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.6      92 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.6      93 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.3      93 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.3      94 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   46 18.7      94 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.3      96 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.7      98 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.7      98 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   45 18.3      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  66  Z-score: 105.9  bits: 24.4 E(): 0.65 
Smith-Waterman score: 66; 31.8% identity (61.4% similar) in 44 aa overlap (40-79:48-91) 
 
      10        20        30        40           50        60       
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
          70        80                                
2MEPSP G-KVKLSGSISSQYL                                
         ... : ...: :                                 
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 94.2  bits: 22.0 E():  2.9 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (40-60:24-46) 
 
      10        20        30        40          50        60        
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
        70        80                                    
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2MEPSP KVKLSGSISSQYL                                    
                                                        
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 93.4  bits: 22.4 E():  3.2 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (47-67:66-87) 
 
         20        30        40        50        60         70      
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
          80                                                
2MEPSP SSQYL                                                
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.9  bits: 21.8 E():  4.4 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (6-73:22-98) 
 
                               10        20        30        40     
2MEPSP                 AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|190 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
             50               60        70        80                
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYL                
       : .  :::          : : . :  :  :  .: .:                       
gi|190 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|190 RLGDYPVEQGF 
              130  
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.6  bits: 21.8 E():  4.6 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (6-73:22-98) 
 
                               10        20        30        40     
2MEPSP                 AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|105 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
             50               60        70        80                
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYL                
       : .  :::          : : . :  :  :  .: .:                       
gi|105 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|105 RLGDYLIDQGYWVPSSNS 
              130         
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.4  bits: 21.8 E():  4.7 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (6-73:22-98) 
 
                               10        20        30        40     
2MEPSP                 AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|100 MSWQAYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
             50               60        70        80                
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYL                
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       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYYVGSHHHHHH 
              130       140  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 90.4  bits: 22.8 E():  4.7 
Smith-Waterman score: 60; 38.9% identity (58.3% similar) in 36 aa overlap (43-78:25-58) 
 
             20        30        40        50        60        70   
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .:.::  :: : :  
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDL- 
                     10        20        30        40         50    
 
             80                                                     
2MEPSP GSISSQYL                                                     
       ::: :.                                                       
gi|275 GSIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFG 
             60        70        80        90       100       110   
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 86.9  bits: 21.2 E():  7.4 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (47-67:66-87) 
 
         20        30        40        50        60         70      
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
          80                                                
2MEPSP SSQYL                                                
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 86.6  bits: 24.0 E():  7.7 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (28-64:943-974) 
 
                  10        20        30        40        50        
2MEPSP    AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
        60        70        80                                      
2MEPSP VNGIGGLPGGKVKLSGSISSQYL                                      
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 83.7  bits: 20.9 E():   11 
Smith-Waterman score: 54; 37.3% identity (51.0% similar) in 51 aa overlap (36-75:27-75) 
 
          10        20        30        40        50                
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VR 
                                     .:   ::.::  .::    .:  ::    : 
gi|124     ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFR 
                   10        20        30          40        50     
 
           60        70        80                                   
2MEPSP VN---GIGGLPGGKVKLSGSISSQYL                                   
        :   : .: :   . :::.:                                        
gi|124 YNSDVGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLE 
           60        70        80        90       100       110     
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>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.2  bits: 20.2 E():   12 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (33-49:98-114) 
 
             10        20        30        40        50        60   
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
             70        80 
2MEPSP GLPGGKVKLSGSISSQYL 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 83.0  bits: 21.3 E():   12 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (33-78:106-145) 
 
             10        20        30        40        50        60   
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
             70        80                                           
2MEPSP GLPGGKVKLSGSISSQYL                                           
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 20.6 E():   12 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (47-68:66-88) 
 
         20        30        40        50        60         70      
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
          80                                                        
2MEPSP SSQYL                                                        
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 82.8  bits: 22.0 E():   12 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (20-62:262-299) 
 
                          10        20        30        40          
2MEPSP            AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
      50        60        70        80                              
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYL                              
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 82.6  bits: 22.0 E():   13 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (40-60:383-405) 
 
      10        20        30        40          50        60        
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
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        70        80                                    
2MEPSP KVKLSGSISSQYL                                    
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.0  bits: 19.6 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (29-66:32-71) 
 
                 10        20        30        40          50       
2MEPSP   AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
         60        70        80       
2MEPSP RVNGIGGLPGGKVKLSGSISSQYL       
         :. ..:::                     
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK 
              70        80        90  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.9  bits: 19.6 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (29-66:33-72) 
 
                 10        20        30        40          50       
2MEPSP   AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
         60        70        80       
2MEPSP RVNGIGGLPGGKVKLSGSISSQYL       
         :. ..:::                     
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK 
             70        80        90   
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.2  bits: 20.0 E():   15 
Smith-Waterman score: 51; 19.7% identity (48.7% similar) in 76 aa overlap (7-73:23-98) 
 
                               10        20        30        40     
2MEPSP                 AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                             ::...  :..    .. :... . .. ..  . . :   
gi|264 MSWQAYVDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTL 
               10        20        30        40        50        60 
 
             50               60        70        80                
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYL                
       : .  :.:          : : . :  :  :  .: .:                       
gi|264 APTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVE 
               70        80        90       100       110       120 
 
gi|264 RLGDYLIEQGF 
              130  
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 80.7  bits: 21.0 E():   16 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (7-73:211-275) 
 
                                       10        20        30       
2MEPSP                         AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
         40        50        60        70        80           
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL           
       .::  :...: . ::.    .: :.:.   :  : .:                  
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
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     240        250       260       270       280       290   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 80.5  bits: 21.7 E():   17 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (23-49:454-481) 
 
                       10        20        30         40        50  
2MEPSP         AMRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
              60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYL 
                                     
gi|424 IKKLFGLSH                     
           490                       
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.3  bits: 19.6 E():   17 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (29-66:58-97) 
 
                 10        20        30        40          50       
2MEPSP   AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
         60        70        80       
2MEPSP RVNGIGGLPGGKVKLSGSISSQYL       
         :. ..:::                     
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK 
        90       100       110        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (47-65:42-62) 
 
         20        30        40        50          60        70     
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
           80                                                       
2MEPSP ISSQYL                                                       
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 79.9  bits: 20.7 E():   18 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (36-71:134-164) 
 
          10        20        30        40        50        60      
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
          70        80                                              
2MEPSP GGKVKLSGSISSQYL                                              
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 79.8  bits: 21.1 E():   18 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (35-67:174-206) 
 
           10        20        30        40        50        60     
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2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
            70        80                                            
2MEPSP -PGGKVKLSGSISSQYL                                            
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 79.7  bits: 21.8 E():   19 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (21-53:341-374) 
 
                         10        20         30        40          
2MEPSP           AMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
      50        60        70        80                              
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYL                              
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 79.3  bits: 20.0 E():   19 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (2-17:142-161) 
 
                                                10        20        
2MEPSP                              AMRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
        30        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
                                                             
gi|249 GYKV                                                  
                                                             
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 79.1  bits: 20.4 E():   20 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (33-49:202-218) 
 
             10        20        30        40        50        60   
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
             70        80 
2MEPSP GLPGGKVKLSGSISSQYL 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.1  bits: 20.4 E():   20 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (33-49:205-221) 
 
             10        20        30        40        50        60   
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
             70        80 
2MEPSP GLPGGKVKLSGSISSQYL 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 78.7  bits: 19.3 E():   21 
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Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (29-66:58-97) 
 
                 10        20        30        40          50       
2MEPSP   AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
         60        70        80       
2MEPSP RVNGIGGLPGGKVKLSGSISSQYL       
        .:. ..:::                     
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK 
        90       100       110        
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 78.2  bits: 19.7 E():   22 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (22-64:104-146) 
 
                        10        20        30             40       
2MEPSP          AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
         50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
        : ..: :     ::::.                 
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH   
            140           150       160   
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 78.0  bits: 21.5 E():   23 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (21-53:341-374) 
 
                         10        20         30        40          
2MEPSP           AMRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
      50        60        70        80                              
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYL                              
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 77.7  bits: 19.4 E():   24 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (32-54:12-38) 
 
              10        20        30        40            50        
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
        60        70        80                                      
2MEPSP VNGIGGLPGGKVKLSGSISSQYL                                      
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 52; 33.3% identity (55.6% similar) in 36 aa overlap (43-78:25-58) 
 
             20        30        40        50        60        70   
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :   . .: ::   : . :  
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDL- 
                     10        20        30         40        50    
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             80                                                     
2MEPSP GSISSQYL                                                     
       ::: :.                                                       
gi|145 GSIISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFG 
             60        70        80        90       100       110   
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 77.2  bits: 21.2 E():   25 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (33-50:295-313) 
 
             10        20        30         40        50        60  
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
              70        80                                          
2MEPSP GGLPGGKVKLSGSISSQYL                                          
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 77.1  bits: 20.8 E():   26 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (56-73:167-184) 
 
          30        40        50        60        70        80      
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL      
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 19.4 E():   26 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (60-67:119-126) 
 
      30        40        50        60        70        80          
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL          
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
gi|144 EEVD 
      150   
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.0  bits: 20.5 E():   30 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (14-62:94-133) 
 
                                10        20        30        40    
2MEPSP                  AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
            50        60        70        80                        
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL                        
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.9  bits: 18.7 E():   30 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (24-52:73-101) 
 
                      10        20        30        40        50    
2MEPSP        AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
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                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
            60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYL 
                                   
gi|249 FAVLVKQ                     
                                   
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.9  bits: 18.7 E():   30 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (24-52:73-101) 
 
                      10        20        30        40        50    
2MEPSP        AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
            60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYL 
                                   
gi|209 FAVLVKQ                     
                                   
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.8  bits: 19.1 E():   30 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (24-56:78-105) 
 
                      10        20        30         40        50   
2MEPSP        AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
             60        70        80             
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYL             
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.5  bits: 18.4 E():   31 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (29-66:32-71) 
 
                 10        20        30        40          50       
2MEPSP   AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
         60        70        80       
2MEPSP RVNGIGGLPGGKVKLSGSISSQYL       
         :. ..:::                     
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK 
              70        80        90  
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 75.5  bits: 20.5 E():   32 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (21-49:185-214) 
 
                         10        20        30          40         
2MEPSP           AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
       50        60        70        80                             
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL                             
       :                                                            
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gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.7  bits: 21.2 E():   35 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (27-67:55-104) 
 
                   10        20        30        40                 
2MEPSP     AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
        50        60        70        80                            
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL                            
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.7  bits: 21.2 E():   35 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (27-67:55-104) 
 
                   10        20        30        40                 
2MEPSP     AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
        50        60        70        80                            
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL                            
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 74.7  bits: 21.2 E():   35 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (27-67:55-104) 
 
                   10        20        30        40                 
2MEPSP     AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
        50        60        70        80                            
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL                            
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 47; 22.1% identity (46.8% similar) in 77 aa overlap (6-73:22-98) 
 
                               10        20        30        40     
2MEPSP                 AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... .  . .:  ... :   
gi|100 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
             50               60        70        80                
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYL                
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYCGSHHHHHH 
              130       140 
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 74.2  bits: 15.9 E():   37 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (10-24:2-16) 
 
               10        20        30        40        50        60 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                :. ::. . : : .:                                     
gi|320         YTTEGGTKSEVEDVIPEGWK                                 
                       10        20                                 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 18.4 E():   38 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (32-46:93-107) 
 
              10        20        30        40        50        60  
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
              70        80 
2MEPSP GGLPGGKVKLSGSISSQYL 
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.9  bits: 18.4 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (45-66:35-60) 
 
           20        30        40            50        60        70 
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
               80                                          
2MEPSP LSGSISSQYL                                          
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.9  bits: 18.4 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (45-66:35-60) 
 
           20        30        40            50        60        70 
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
               80                                          
2MEPSP LSGSISSQYL                                          
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.9  bits: 18.4 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (45-66:35-60) 
 
           20        30        40            50        60        70 
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
               80                                          
2MEPSP LSGSISSQYL                                          
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 17.7 E():   39 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (47-56:38-47) 
 
         20        30        40        50        60        70       
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
         80   
2MEPSP SQYL   
              
gi|114 CNKNCT 
        70    
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 73.4  bits: 19.2 E():   41 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (26-79:74-123) 
 
                    10        20        30        40        50      
2MEPSP      AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
           60        70        80                                   
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYL                                   
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (6-31:11-39) 
 
                    10        20           30        40        50   
2MEPSP      AMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                 :... ::    .:::::   .:..  . :                      
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYL                                 
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (48-57:48-57) 
 
        20        30        40        50        60        70        
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
        80                                                 
2MEPSP QYL                                                 
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 73.1  bits: 20.9 E():   43 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (27-67:55-104) 
 
                   10        20        30        40                 
2MEPSP     AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
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           30        40        50        60        70        80     
 
        50        60        70        80                            
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL                            
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:252-273) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:252-273) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:252-273) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|313 EVKYTVFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:252-273) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|168 EVKYTVFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV      
             230       240       250       260       270            
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (35-61:13-38) 
 
           10        20        30        40        50        60     
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
           70        80                                             

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3594

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP PGGKVKLSGSISSQYL                                             
                                                                    
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:262-283) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|239 EVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV      
             240       250       260       270       280            
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:263-284) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:263-284) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:263-284) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:263-284) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:263-284) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:263-284) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:263-284) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:263-284) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:263-284) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:263-284) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
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gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:263-284) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:263-284) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:263-284) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:263-284) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|217 EVKYTVFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV      
            240       250       260       270       280             
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.7  bits: 18.1 E():   45 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (10-74:19-83) 
 
                        10        20        30        40            
2MEPSP          AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
      50         60        70        80                     
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQYL                     
       :..    :  .: ::  :: .  .:.                           
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gi|416 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.7  bits: 18.1 E():   45 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (10-74:19-83) 
 
                        10        20        30        40            
2MEPSP          AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
      50         60        70        80                     
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQYL                     
       :..    :  .: ::  :: .  .:.                           
gi|461 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 18.5 E():   46 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (1-23:22-44) 
 
                                    10        20        30          
2MEPSP                      AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL                    
                                                                    
gi|198 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 18.5 E():   46 
Smith-Waterman score: 46; 34.8% identity (82.6% similar) in 23 aa overlap (1-23:22-44) 
 
                                    10        20        30          
2MEPSP                      AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLK 
                            :.: . ::.....:..  ::.:.                 
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLL 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL                    
                                                                    
gi|753 VIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKL 
               70        80        90       100       110       120 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (30-62:319-348) 
 
                10        20        30        40        50          
2MEPSP  AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
       60        70        80                          
2MEPSP NGIGGLPGGKVKLSGSISSQYL                          
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (21-49:184-213) 
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                         10        20        30          40         
2MEPSP           AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
       50        60        70        80                             
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL                             
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (21-49:184-213) 
 
                         10        20        30          40         
2MEPSP           AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
       50        60        70        80                             
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL                             
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:288-309) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|398 EVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV      
       260       270       280       290       300       310        
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 49; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:288-309) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|330 EVKYTVFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV      
       260       270       280       290       300       310        
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.8  bits: 18.9 E():   50 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (26-79:74-123) 
 
                    10        20        30        40        50      
2MEPSP      AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
           60        70        80                                   
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYL                                   
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
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 initn:  41 init1:  41 opt:  47  Z-score: 71.8  bits: 18.9 E():   50 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (26-79:74-123) 
 
                    10        20        30        40        50      
2MEPSP      AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
           60        70        80                                   
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYL                                   
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (18-53:40-74) 
 
                            10        20        30        40        
2MEPSP              AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
        50        60        70        80                            
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL                            
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (18-53:47-81) 
 
                            10        20        30        40        
2MEPSP              AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
        50        60        70        80                            
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL                            
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.1  bits: 18.5 E():   55 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (23-47:59-82) 
 
                       10        20        30        40        50   
2MEPSP         AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
             60        70        80                                 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYL                                 
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.1  bits: 18.5 E():   55 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (23-47:59-82) 
 
                       10        20        30        40        50   
2MEPSP         AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
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       30        40        50        60        70        80         
 
             60        70        80                                 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYL                                 
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (20-49:361-385) 
 
                          10        20        30        40          
2MEPSP            AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
      50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
                                       
gi|284 ELIRSLFGLP                      
         390                           
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.0  bits: 18.6 E():   63 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (26-79:79-128) 
 
                    10        20        30        40        50      
2MEPSP      AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
           60        70        80                                   
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYL                                   
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 44; 21.8% identity (50.0% similar) in 78 aa overlap (6-73:22-98) 
 
                               10        20        30        40     
2MEPSP                 AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..    .. :... . .. .:  . . :   
gi|582 MSWQVYVDEHLMCEIEGNHLTSAAIIGQDGSVWAQSQNFPQLKPEEVAGIVGDFADPGTL 
               10        20        30        40        50        60 
 
             50               60         70        80               
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGK-VKLSGSISSQYL               
       : .  ..:          : . . :  : :::  :: .:                      
gi|582 APTGLYIGGTKYMVIQGEPGAVIRGKKG-PGGATVKKTGMALVIGIYDEPMTPGQCNMIV 
               70        80         90       100       110          
 
gi|582 ERLGDYLIDQGL 
     120       130  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (26-79:97-146) 
 
                    10        20        30        40        50      
2MEPSP      AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
           60        70        80                                   
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYL                                   
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        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (26-79:97-146) 
 
                    10        20        30        40        50      
2MEPSP      AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
           60        70        80                                   
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYL                                   
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.1  bits: 18.9 E():   71 
Smith-Waterman score: 47; 50.0% identity (59.1% similar) in 22 aa overlap (1-22:283-304) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :::: :: : :: .  :         
gi|113 AVKYTVFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV      
            260       270       280       290       300             
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 17.9 E():   73 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (10-42:28-60) 
 
                                 10        20        30        40   
2MEPSP                   AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL                       
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 68.8  bits: 19.3 E():   74 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (7-73:315-379) 
 
                                       10        20        30       
2MEPSP                         AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
         40        50        60        70        80                 
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL                 
       .::  :...: . ::.    .: :.:.   :  : .:                        
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
gi|581 GKLIYNGSGK 
            410   
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (26-79:74-123) 
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                    10        20        30        40        50      
2MEPSP      AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
           60        70        80                                   
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYL                                   
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (26-79:74-123) 
 
                    10        20        30        40        50      
2MEPSP      AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
           60        70        80                                   
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYL                                   
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.2 E():   76 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:69-88) 
 
                                         10        20        30     
2MEPSP                           AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
           40        50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
                                                      
gi|105 T                                              
                                                      
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.4  bits: 14.7 E():   77 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (52-65:5-18) 
 
              30        40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
                                     :: :   . :  ::                
gi|244                           IGNEDCTPWMSTLITPLP                
                                         10                        
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (20-49:240-264) 
 
                          10        20        30        40          
2MEPSP            AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
      50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
                                       
gi|225 ELIRSWFGLP                      
          270                          
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>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 43; 20.0% identity (53.8% similar) in 65 aa overlap (6-70:24-86) 
 
                                 10        20        30        40   
2MEPSP                   AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                              .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL                       
       : .    :     ..   : : ::. ..                                 
gi|622 ALAPT--GLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCN 
                 70        80        90       100       110         
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (28-46:40-58) 
 
                  10        20        30        40        50        
2MEPSP    AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
        60        70        80                                      
2MEPSP VNGIGGLPGGKVKLSGSISSQYL                                      
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (63-71:36-44) 
 
             40        50        60        70        80             
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL             
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.7  bits: 19.3 E():   84 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (13-67:80-134) 
 
                                 10        20        30        40   
2MEPSP                   AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
             50        60        70        80                       
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL                       
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 46; 52.9% identity (82.4% similar) in 17 aa overlap (6-22:282-298) 
 
                                        10        20        30      
2MEPSP                          AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:.:::.:.:: .  :              
gi|663 ALTKAITAMSQAQKVAKPAAAAATGAATVATGAATAAAGGATAAAGGYKA           
             260       270       280       290       300            
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          40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (45-66:35-60) 
 
           20        30        40          50          60        70 
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
               80                                          
2MEPSP LSGSISSQYL                                          
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (54-66:48-60) 
 
            30        40        50        60        70        80    
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL    
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.3  bits: 17.6 E():   88 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (35-54:84-104) 
 
           10        20        30         40        50        60    
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
            70        80                      
2MEPSP LPGGKVKLSGSISSQYL                      
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 17.6 E():   88 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (42-78:49-85) 
 
              20        30        40        50        60        70  
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
              80                                                    
2MEPSP SGSISSQYL                                                    
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.1  bits: 14.4 E():   90 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (10-24:2-16) 
 
               10        20        30        40        50        60 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                :. ::. . . : .:                                     
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gi|320         YTTEGGTKSEAEDVIPE                                    
                       10                                           
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.9  bits: 17.6 E():   92 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (58-79:45-65) 
 
        30        40        50        60        70        80        
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL        
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (6-34:11-42) 
 
                    10        20           30        40        50   
2MEPSP      AMRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                 :... ::    ...:::   ::..  . :...                   
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYL                                 
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:232-251) 
 
                                         10        20        30     
2MEPSP                           AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
           40        50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
                                                      
gi|898 AK                                             
                                                      
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 45; 52.9% identity (70.6% similar) in 17 aa overlap (6-22:246-262) 
 
                                        10        20        30      
2MEPSP                          AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::..:: : :: .  :              
gi|180 VFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAATAAAGGYKV           
         220       230       240       250       260                
 
          40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 18.7 E():   94 
Smith-Waterman score: 46; 23.1% identity (73.1% similar) in 26 aa overlap (54-79:175-200) 
 
            30        40        50        60        70        80    
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL    
                                     : ..   .:..:...:.:  .... :     
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
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gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 17.3 E():   96 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (6-22:112-128) 
 
                                        10        20        30      
2MEPSP                          AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
          40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (31-47:7-23) 
 
               10        20        30        40        50        60 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|115                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVF 
                                       10        20        30       
 
               70        80                                         
2MEPSP IGGLPGGKVKLSGSISSQYL                                         
                                                                    
gi|115 DKLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (31-47:7-23) 
 
               10        20        30        40        50        60 
2MEPSP AMRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG 
                                     :  : .:.:.: : .::              
gi|274                         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVF 
                                       10        20        30       
 
               70        80                                         
2MEPSP IGGLPGGKVKLSGSISSQYL                                         
                                                                    
gi|274 DQLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQT 
         40        50        60        70        80        90       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 45; 45.5% identity (59.1% similar) in 22 aa overlap (1-22:260-281) 
 
                                             10        20        30 
2MEPSP                               AMRSLTAAVTAAGGNATYVLDGVPRMRERP 
                                     :  . :.:: :: : :: .  :         
gi|295 EVKYTVFETALKKAITAMSEAQKAAKPAAAATATATSAVGAATGAATAATGGYKV      
     230       240       250       260       270       280          
 
               40        50        60        70        80 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:35 2011 done: Tue Apr 19 10:57:35 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
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# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 105  - 184 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     4     2:*= 
  32    15     8:==*== 
  34    38    22:=======*===== 
  36    50    44:==============*== 
  38    76    73:========================*= 
  40    63   102:=====================            * 
  42    91   125:===============================          * 
  44   139   138:=============================================*= 
  46   158   140:==============================================*====== 
  48   119   134:========================================    * 
  50   113   122:======================================  * 
  52    83   108:============================       * 
  54   115    92:==============================*======== 
  56   135    77:=========================*=================== 
  58    52    63:==================  * 
  60    37    51:=============   * 
  62    41    41:=============* 
  64    31    33:==========* 
  66    17    26:======  * 
  68    19    20:======* 
  70    26    16:=====*=== 
  72    11    12:===* 
  74    11    10:===* 
  76    12     8:==*= 
  78     5     6:=* 
  80    10     5:=*== 
  82     8     3:*== 
  84     0     3:* 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     4     1:*= 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.84970.00379; mu= 12.9863 0.197 
 mean_var=37.7621 9.703, 0's: 2 Z-trim: 3  B-trim: 71 in 1/43 
 Lambda= 0.208711 
 Kolmogorov-Smirnov  statistic: 0.0453 (N=28) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
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 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.4    0.33 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.0     2.8 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.4     3.1 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   57 21.8     4.3 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   60 22.9     4.4 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   57 21.8     4.5 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   57 21.8     4.6 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.2     6.8 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.2     7.2 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   54 21.0      11 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.1      12 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.4      12 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.3      12 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.1      12 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.6      12 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.6      14 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.6      14 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   51 20.0      15 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   54 21.1      15 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 21.9      15 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.6      17 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 21.9      17 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.2      17 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.8      17 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.0      17 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.1      19 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.4      19 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.4      19 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.3      21 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.6      21 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 19.7      22 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   52 20.5      23 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.3      23 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.4      23 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 20.9      24 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.4      26 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.6      28 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.6      30 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.1      30 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 18.7      30 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 18.7      30 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.4      32 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.4      32 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.4      32 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.4      32 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   47 18.8      36 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.4      38 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.4      38 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.4      38 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.4      38 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.1      39 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.2      40 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.7      40 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.8      40 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.8      40 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.6      41 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.5      41 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.0      44 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.0      45 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.0      45 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.1      45 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.1      45 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 18.9      49 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 18.9      49 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.5      49 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.5      51 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.6      54 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.6      54 
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gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.7      55 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.6      61 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   47 19.0      62 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   47 19.0      62 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   47 19.0      62 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   47 19.0      62 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   44 17.9      64 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   47 19.0      64 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.0      64 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.6      65 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.6      65 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 19.0      68 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   47 19.0      68 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   48 19.4      69 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 17.9      71 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.3      73 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.3      73 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.7      75 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.2      77 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.7      78 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.4      78 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   43 17.6      79 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   46 18.7      81 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.7      82 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.2      83 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.6      84 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.2      86 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.2      87 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.6      87 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.6      87 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   46 18.7      89 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.4      90 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.4      90 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.6      91 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.6      91 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.8      93 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.8      93 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.3      95 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   45 18.4      97 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   46 18.8      98 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.3      98 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 17.7      99 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   45 18.4      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 111.0  bits: 25.4 E(): 0.33 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (39-80:48-93) 
 
       10        20        30        40           50        60      
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
           70        80                               
2MEPSP G-KVKLSGSISSQYLS                               
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
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        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 94.3  bits: 22.0 E():  2.8 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (39-59:24-46) 
 
       10        20        30        40          50        60       
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
         70        80                                   
2MEPSP KVKLSGSISSQYLS                                   
                                                        
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 93.6  bits: 22.4 E():  3.1 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (46-66:66-87) 
 
          20        30        40        50        60         70     
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
           80                                               
2MEPSP SSQYLS                                               
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 91.1  bits: 21.8 E():  4.3 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (5-72:22-98) 
 
                                10        20        30        40    
2MEPSP                  MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|190 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
                     50        60        70        80               
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLS               
       : .  :::          : : . :  :  :  .: .:                       
gi|190 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|190 RLGDYPVEQGF 
              130  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 90.9  bits: 22.9 E():  4.4 
Smith-Waterman score: 60; 38.9% identity (58.3% similar) in 36 aa overlap (42-77:25-58) 
 
              20        30        40        50        60        70  
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .:.::  :: : :  
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDL- 
                     10        20        30        40         50    
 
              80                                                    
2MEPSP GSISSQYLS                                                    
       ::: :.                                                       
gi|275 GSIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFG 
             60        70        80        90       100       110   
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.8  bits: 21.8 E():  4.5 
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Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (5-72:22-98) 
 
                                10        20        30        40    
2MEPSP                  MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|105 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
                     50        60        70        80               
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLS               
       : .  :::          : : . :  :  :  .: .:                       
gi|105 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|105 RLGDYLIDQGYWVPSSNS 
              130         
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.6  bits: 21.8 E():  4.6 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (5-72:22-98) 
 
                                10        20        30        40    
2MEPSP                  MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|100 MSWQAYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
                     50        60        70        80               
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLS               
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYYVGSHHHHHH 
              130       140  
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 87.5  bits: 24.2 E():  6.8 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (27-63:943-974) 
 
                   10        20        30        40        50       
2MEPSP     MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
         60        70        80                                     
2MEPSP VNGIGGLPGGKVKLSGSISSQYLS                                     
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 87.1  bits: 21.2 E():  7.2 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (46-66:66-87) 
 
          20        30        40        50        60         70     
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
           80                                               
2MEPSP SSQYLS                                               
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 83.9  bits: 21.0 E():   11 
Smith-Waterman score: 54; 37.3% identity (51.0% similar) in 51 aa overlap (35-74:27-75) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3612

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
           10        20        30        40            50           
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VR 
                                     .:   ::.::  .::    .:  ::    : 
gi|124     ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFR 
                   10        20        30          40        50     
 
            60        70        80                                  
2MEPSP VN---GIGGLPGGKVKLSGSISSQYLS                                  
        :   : .: :   . :::.:                                        
gi|124 YNSDVGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLE 
           60        70        80        90       100       110     
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 83.4  bits: 22.1 E():   12 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (19-61:262-299) 
 
                           10        20        30        40         
2MEPSP             MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
       50        60        70        80                             
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS                             
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 83.4  bits: 21.4 E():   12 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (32-77:106-145) 
 
              10        20        30        40        50        60  
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
              70        80                                          
2MEPSP GLPGGKVKLSGSISSQYLS                                          
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (32-48:98-114) 
 
              10        20        30        40        50        60  
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
              70        80 
2MEPSP GLPGGKVKLSGSISSQYLS 
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 83.2  bits: 22.1 E():   12 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (39-59:383-405) 
 
       10        20        30        40          50        60       
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
         70        80                                   
2MEPSP KVKLSGSISSQYLS                                   
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gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.2  bits: 20.6 E():   12 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (46-67:66-88) 
 
          20        30        40        50        60         70     
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
           80                                                       
2MEPSP SSQYLS                                                       
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.0  bits: 19.6 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (28-65:32-71) 
 
                  10        20        30        40          50      
2MEPSP    MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
          60        70        80      
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLS      
         :. ..:::                     
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK 
              70        80        90  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.9  bits: 19.6 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (28-65:33-72) 
 
                  10        20        30        40          50      
2MEPSP    MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
          60        70        80      
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLS      
         :. ..:::                     
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK 
             70        80        90   
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 51; 19.7% identity (48.7% similar) in 76 aa overlap (6-72:23-98) 
 
                                10        20        30        40    
2MEPSP                  MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                             ::...  :..    .. :... . .. ..  . . :   
gi|264 MSWQAYVDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTL 
               10        20        30        40        50        60 
 
                     50        60        70        80               
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLS               
       : .  :.:          : : . :  :  :  .: .:                       
gi|264 APTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVE 
               70        80        90       100       110       120 
 
gi|264 RLGDYLIEQGF 
              130  
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
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 initn:  44 init1:  44 opt:  54  Z-score: 81.2  bits: 21.1 E():   15 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (6-72:211-275) 
 
                                        10        20        30      
2MEPSP                          MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
          40        50        60        70        80          
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS          
       .::  :...: . ::.    .: :.:.   :  : .:                  
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (22-48:454-481) 
 
                        10        20         30        40        50 
2MEPSP          MRSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
               60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                      
gi|424 IKKLFGLSH                      
           490                        
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.4  bits: 19.6 E():   17 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (28-65:58-97) 
 
                  10        20        30        40          50      
2MEPSP    MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
          60        70        80      
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLS      
         :. ..:::                     
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK 
        90       100       110        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 80.3  bits: 21.9 E():   17 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (20-52:341-374) 
 
                          10        20         30        40         
2MEPSP            MRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
       50        60        70        80                             
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS                             
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 80.3  bits: 21.2 E():   17 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (34-66:174-206) 
 
            10        20        30        40        50        60    
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
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           150       160       170        180       190       200   
 
             70        80                                           
2MEPSP -PGGKVKLSGSISSQYLS                                           
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 80.3  bits: 20.8 E():   17 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (35-70:134-164) 
 
           10        20        30        40        50        60     
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
           70        80                                             
2MEPSP GGKVKLSGSISSQYLS                                             
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.2  bits: 20.0 E():   17 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (46-64:42-62) 
 
          20        30        40        50          60        70    
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
            80                                                      
2MEPSP ISSQYLS                                                      
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 79.5  bits: 20.1 E():   19 
Smith-Waterman score: 51; 60.0% identity (75.0% similar) in 20 aa overlap (1-16:142-161) 
 
                                                 10        20       
2MEPSP                               MRSLTAAV----TAAGGNATYVLDGVPRMR 
                                     .::.:::.    ::::: ::           
gi|249 RAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAG 
             120       130       140       150       160       170  
 
         30        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                                              
gi|249 GYKV                                                   
                                                              
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 79.5  bits: 20.4 E():   19 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (32-48:202-218) 
 
              10        20        30        40        50        60  
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
              70        80 
2MEPSP GLPGGKVKLSGSISSQYLS 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.4  bits: 20.4 E():   19 
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Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (32-48:205-221) 
 
              10        20        30        40        50        60  
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
              70        80 
2MEPSP GLPGGKVKLSGSISSQYLS 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 78.8  bits: 19.3 E():   21 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (28-65:58-97) 
 
                  10        20        30        40          50      
2MEPSP    MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
          60        70        80      
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLS      
        .:. ..:::                     
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK 
        90       100       110        
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 78.7  bits: 21.6 E():   21 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (20-52:341-374) 
 
                          10        20         30        40         
2MEPSP            MRSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
       50        60        70        80                             
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS                             
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (21-63:104-146) 
 
                         10        20        30             40      
2MEPSP           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
          50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
        : ..: :     ::::.                  
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH    
            140           150       160    
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 77.9  bits: 20.5 E():   23 
Smith-Waterman score: 52; 33.3% identity (55.6% similar) in 36 aa overlap (42-77:25-58) 
 
              20        30        40        50        60        70  
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :   . .: ::   : . :  
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDL- 
                     10        20        30         40        50    
 
              80                                                    
2MEPSP GSISSQYLS                                                    
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       ::: :.                                                       
gi|145 GSIISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFG 
             60        70        80        90       100       110   
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (32-49:295-313) 
 
              10        20        30         40        50        60 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
               70        80                                         
2MEPSP GGLPGGKVKLSGSISSQYLS                                         
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 77.8  bits: 19.4 E():   23 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (31-53:12-38) 
 
               10        20        30        40            50       
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVR 
                                     :.:. : .:::.    :  :     ::    
gi|144                    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLI 
                                  10        20        30        40  
 
         60        70        80                                     
2MEPSP VNGIGGLPGGKVKLSGSISSQYLS                                     
                                                                    
gi|144 EAHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYP 
              50        60        70        80        90       100  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 77.6  bits: 20.9 E():   24 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (55-72:167-184) 
 
           30        40        50        60        70        80     
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS     
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.1  bits: 19.4 E():   26 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (59-66:119-126) 
 
       30        40        50        60        70        80         
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS         
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
gi|144 EEVD 
      150   
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (13-61:94-133) 
 
                                 10        20        30        40   
2MEPSP                   MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
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             50        60        70        80                       
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS                       
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.0  bits: 20.6 E():   30 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (20-48:185-214) 
 
                          10        20        30          40        
2MEPSP            MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
        50        60        70        80                            
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS                            
       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.0  bits: 19.1 E():   30 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (23-55:78-105) 
 
                       10        20        30         40        50  
2MEPSP         MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
              60        70        80            
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLS            
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.0  bits: 18.7 E():   30 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (23-51:73-101) 
 
                       10        20        30        40        50   
2MEPSP         MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
             60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                    
gi|249 FAVLVKQ                      
                                    
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.0  bits: 18.7 E():   30 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (23-51:73-101) 
 
                       10        20        30        40        50   
2MEPSP         MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
             60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                    
gi|209 FAVLVKQ                      
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>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.5  bits: 21.4 E():   32 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (26-66:55-104) 
 
                    10        20        30             40           
2MEPSP      MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
         50        60        70        80                           
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS                           
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.5  bits: 21.4 E():   32 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (26-66:55-104) 
 
                    10        20        30             40           
2MEPSP      MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
         50        60        70        80                           
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS                           
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.5  bits: 21.4 E():   32 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (26-66:55-104) 
 
                    10        20        30             40           
2MEPSP      MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
         50        60        70        80                           
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS                           
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.5  bits: 18.4 E():   32 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (28-65:32-71) 
 
                  10        20        30        40          50      
2MEPSP    MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
          60        70        80      
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLS      
         :. ..:::                     
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK 
              70        80        90  
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 47; 22.1% identity (46.8% similar) in 77 aa overlap (5-72:22-98) 
 
                                10        20        30        40    
2MEPSP                  MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... .  . .:  ... :   
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gi|100 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
                     50        60        70        80               
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLS               
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYCGSHHHHHH 
              130       140 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 18.4 E():   38 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (31-45:93-107) 
 
               10        20        30        40        50        60 
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
               70        80 
2MEPSP GGLPGGKVKLSGSISSQYLS 
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (44-65:35-60) 
 
            20        30        40            50        60          
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
      70        80                                         
2MEPSP LSGSISSQYLS                                         
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (44-65:35-60) 
 
            20        30        40            50        60          
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
      70        80                                         
2MEPSP LSGSISSQYLS                                         
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (44-65:35-60) 
 
            20        30        40            50        60          
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
      70        80                                         
2MEPSP LSGSISSQYLS                                         
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
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           70        80        90       100       110      
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 73.8  bits: 21.1 E():   39 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (26-66:55-104) 
 
                    10        20        30             40           
2MEPSP      MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
         50        60        70        80                           
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS                           
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 73.7  bits: 19.2 E():   40 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (25-78:74-123) 
 
                     10        20        30        40        50     
2MEPSP       MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
            60        70        80                                  
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLS                                  
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 17.7 E():   40 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (46-55:38-47) 
 
          20        30        40        50        60        70      
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
          80  
2MEPSP SQYLS  
              
gi|114 CNKNCT 
        70    
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.6  bits: 15.8 E():   40 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (9-23:2-16) 
 
               10        20        30        40        50        60 
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
               :. ::. . : : .:                                      
gi|320        YTTEGGTKSEVEDVIPEGWK                                  
                      10        20                                  
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (5-30:11-39) 
 
                     10        20           30        40        50  
2MEPSP       MRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                 :... ::    .:::::   .:..  . :                      
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
              60        70        80                                
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2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLS                                
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (34-60:13-38) 
 
            10        20        30        40        50        60    
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
            70        80                                            
2MEPSP PGGKVKLSGSISSQYLS                                            
                                                                    
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 18.5 E():   41 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (47-56:48-57) 
 
         20        30        40        50        60        70       
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
         80                                                
2MEPSP QYLS                                                
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (29-61:319-348) 
 
                 10        20        30        40        50         
2MEPSP   MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
        60        70        80                         
2MEPSP NGIGGLPGGKVKLSGSISSQYLS                         
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.7  bits: 20.0 E():   45 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (20-48:184-213) 
 
                          10        20        30          40        
2MEPSP            MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
        50        60        70        80                            
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS                            
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.7  bits: 20.0 E():   45 
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Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (20-48:184-213) 
 
                          10        20        30          40        
2MEPSP            MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
        50        60        70        80                            
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS                            
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.7  bits: 18.1 E():   45 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (9-73:19-83) 
 
                         10        20        30        40           
2MEPSP           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
       50         60        70        80                    
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLS                    
       :..    :  .: ::  :: .  .:.                           
gi|416 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.7  bits: 18.1 E():   45 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (9-73:19-83) 
 
                         10        20        30        40           
2MEPSP           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
       50         60        70        80                    
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLS                    
       :..    :  .: ::  :: .  .:.                           
gi|461 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.0  bits: 18.9 E():   49 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (25-78:74-123) 
 
                     10        20        30        40        50     
2MEPSP       MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
            60        70        80                                  
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLS                                  
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.0  bits: 18.9 E():   49 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (25-78:74-123) 
 
                     10        20        30        40        50     
2MEPSP       MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
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            60        70        80                                  
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLS                                  
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (17-52:40-74) 
 
                             10        20        30        40       
2MEPSP               MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
         50        60        70        80                           
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS                           
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (17-52:47-81) 
 
                             10        20        30        40       
2MEPSP               MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
         50        60        70        80                           
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS                           
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.3  bits: 18.6 E():   54 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (22-46:59-82) 
 
                        10        20        30        40        50  
2MEPSP          MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
              60        70        80                                
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLS                                
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.3  bits: 18.6 E():   54 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (22-46:59-82) 
 
                        10        20        30        40        50  
2MEPSP          MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
              60        70        80                                
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLS                                
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
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>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.1  bits: 19.7 E():   55 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (19-48:361-385) 
 
                           10        20        30        40         
2MEPSP             MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
       50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                        
gi|284 ELIRSLFGLP                       
         390                            
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.3  bits: 18.6 E():   61 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (25-78:79-128) 
 
                     10        20        30        40        50     
2MEPSP       MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
            60        70        80                                  
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLS                                  
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (5-21:257-273) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|313 VFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV           
        230       240       250       260       270                 
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (5-21:257-273) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|313 VFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV           
        230       240       250       260       270                 
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (5-21:257-273) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|313 VFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV           
        230       240       250       260       270                 
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
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>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (5-21:257-273) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|168 VFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV           
        230       240       250       260       270                 
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 21.8% identity (50.0% similar) in 78 aa overlap (5-72:22-98) 
 
                                10        20        30        40    
2MEPSP                  MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..    .. :... . .. .:  . . :   
gi|582 MSWQVYVDEHLMCEIEGNHLTSAAIIGQDGSVWAQSQNFPQLKPEEVAGIVGDFADPGTL 
               10        20        30        40        50        60 
 
                     50        60         70        80              
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGK-VKLSGSISSQYLS              
       : .  ..:          : . . :  : :::  :: .:                      
gi|582 APTGLYIGGTKYMVIQGEPGAVIRGKKG-PGGATVKKTGMALVIGIYDEPMTPGQCNMIV 
               70        80         90       100       110          
 
gi|582 ERLGDYLIDQGL 
     120       130  
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (5-21:267-283) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|239 VFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV           
        240       250       260       270       280                 
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (5-21:268-284) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (5-21:268-284) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
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>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (5-21:268-284) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (5-21:268-284) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (5-21:268-284) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (5-21:268-284) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (5-21:268-284) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (5-21:268-284) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
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                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (5-21:268-284) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (5-21:268-284) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (5-21:268-284) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (5-21:268-284) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (5-21:268-284) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
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>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (5-21:268-284) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.7  bits: 18.6 E():   65 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (25-78:97-146) 
 
                     10        20        30        40        50     
2MEPSP       MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
            60        70        80                                  
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLS                                  
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.7  bits: 18.6 E():   65 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (25-78:97-146) 
 
                     10        20        30        40        50     
2MEPSP       MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
            60        70        80                                  
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLS                                  
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (5-21:293-309) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|330 VFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV           
            270       280       290       300       310             
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (5-21:293-309) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|398 VFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV           
            270       280       290       300       310             
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
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>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.3  bits: 19.4 E():   69 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (6-72:315-379) 
 
                                        10        20        30      
2MEPSP                          MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
          40        50        60        70        80                
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS                
       .::  :...: . ::.    .: :.:.   :  : .:                        
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
gi|581 GKLIYNGSGK 
            410   
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (9-41:28-60) 
 
                                  10        20        30        40  
2MEPSP                    MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS                      
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (25-78:74-123) 
 
                     10        20        30        40        50     
2MEPSP       MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
            60        70        80                                  
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLS                                  
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (25-78:74-123) 
 
                     10        20        30        40        50     
2MEPSP       MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
            60        70        80                                  
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLS                                  
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (19-48:240-264) 
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                           10        20        30        40         
2MEPSP             MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
       50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                        
gi|225 ELIRSWFGLP                       
          270                           
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.2 E():   77 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:69-88) 
 
                                          10        20        30    
2MEPSP                            MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
            40        50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                                       
gi|105 T                                               
                                                       
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (27-45:40-58) 
 
                   10        20        30        40        50       
2MEPSP     MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
         60        70        80                                     
2MEPSP VNGIGGLPGGKVKLSGSISSQYLS                                     
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.3  bits: 19.4 E():   78 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (12-66:80-134) 
 
                                  10        20        30        40  
2MEPSP                    MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
              50        60        70        80                      
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS                      
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 43; 20.0% identity (53.8% similar) in 65 aa overlap (5-69:24-86) 
 
                                  10        20        30        40  
2MEPSP                    MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                              .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
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              50        60        70        80                      
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS                      
       : .    :     ..   : : ::. ..                                 
gi|622 ALAPT--GLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCN 
                 70        80        90       100       110         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 46; 52.9% identity (82.4% similar) in 17 aa overlap (5-21:282-298) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:.:::.:.:: .  :              
gi|663 ALTKAITAMSQAQKVAKPAAAAATGAATVATGAATAAAGGATAAAGGYKA           
             260       270       280       290       300            
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.7 E():   82 
Smith-Waterman score: 46; 58.8% identity (64.7% similar) in 17 aa overlap (5-21:288-304) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|113 VFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV           
       260       270       280       290       300                  
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (62-70:36-44) 
 
              40        50        60        70        80            
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS            
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.7  bits: 14.6 E():   84 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (51-64:5-18) 
 
               30        40        50        60        70        80 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     :: :   . :  ::                 
gi|244                           IGNEDCTPWMSTLITPLP                 
                                         10                         
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (44-65:35-60) 
 
            20        30        40          50          60          
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
      70        80                                         
2MEPSP LSGSISSQYLS                                         
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
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>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (53-65:48-60) 
 
             30        40        50        60        70        80   
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS   
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (41-77:49-85) 
 
               20        30        40        50        60        70 
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
               80                                                   
2MEPSP SGSISSQYLS                                                   
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (34-53:84-104) 
 
            10        20        30         40        50        60   
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
             70        80                     
2MEPSP LPGGKVKLSGSISSQYLS                     
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 18.7 E():   89 
Smith-Waterman score: 46; 23.1% identity (73.1% similar) in 26 aa overlap (53-78:175-200) 
 
             30        40        50        60        70        80   
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS   
                                     : ..   .:..:...:.:  .... :     
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:232-251) 
 
                                          10        20        30    
2MEPSP                            MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
            40        50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
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gi|898 AK                                              
                                                       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.1  bits: 18.4 E():   90 
Smith-Waterman score: 45; 52.9% identity (70.6% similar) in 17 aa overlap (5-21:246-262) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::..:: : :: .  :              
gi|180 VFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAATAAAGGYKV           
         220       230       240       250       260                
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (57-78:45-65) 
 
         30        40        50        60        70        80       
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS       
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (5-33:11-42) 
 
                     10        20           30        40        50  
2MEPSP       MRSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                 :... ::    ...:::   ::..  . :...                   
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLS                                
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (30-46:7-23) 
 
               10        20        30        40        50        60 
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                    :  : .:.:.: : .::               
gi|274                        MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFD 
                                      10        20        30        
 
               70        80                                         
2MEPSP GGLPGGKVKLSGSISSQYLS                                         
                                                                    
gi|274 QLKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQTD 
        40        50        60        70        80        90        
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (30-46:7-23) 
 
               10        20        30        40        50        60 
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                    :  : .:.:.: : .::               
gi|115                        MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFD 
                                      10        20        30        
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               70        80                                         
2MEPSP GGLPGGKVKLSGSISSQYLS                                         
                                                                    
gi|115 KLKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQTD 
        40        50        60        70        80        90        
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (5-21:112-128) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.4 E():   97 
Smith-Waterman score: 45; 52.9% identity (70.6% similar) in 17 aa overlap (5-21:271-287) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::..:: : :: .  :              
gi|144 VFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAATAAAGGYKV           
              250       260       270       280       290           
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 18.8 E():   98 
Smith-Waterman score: 46; 42.1% identity (68.4% similar) in 19 aa overlap (62-80:271-289) 
 
              40        50        60        70        80            
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS            
                                     :: ::.:: .  :. :. .            
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.4  bits: 14.3 E():   98 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (9-23:2-16) 
 
               10        20        30        40        50        60 
2MEPSP MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
               :. ::. . . : .:                                      
gi|320        YTTEGGTKSEAEDVIPE                                     
                      10                                            
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.4  bits: 17.7 E():   99 
Smith-Waterman score: 43; 25.5% identity (56.9% similar) in 51 aa overlap (2-51:8-54) 
 
                     10        20        30        40         50    
2MEPSP       MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCP 
              :: .     .::... :.:    . .: ....  :.. .  : :  .: ::   
gi|184 MSRKSGSRSSSKRSKKSGGGSN-VFD---MFTQRQVAEFKEGFQLMDRDKDGVIGKTDLR 
               10        20            30        40        50       
 
            60        70        80                                  
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLS                                  
                                                                    
gi|184 GTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFADEE 
         60        70        80        90       100       110       
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>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.3  bits: 18.4 E():   99 
Smith-Waterman score: 45; 52.9% identity (76.5% similar) in 17 aa overlap (5-21:282-298) 
 
                                         10        20        30     
2MEPSP                           MRSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:.:::.: :: .  :              
gi|441 ALTKAITAMTQAQKAGKPAAAAATGAATVATGAATAAAGAATAAAGGYKA           
             260       270       280       290       300            
 
           40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:35 2011 done: Tue Apr 19 10:57:35 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 106  - 185 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32    18     8:==*=== 
  34    36    22:=======*==== 
  36    46    44:==============*= 
  38    80    73:========================*== 
  40    65   102:======================           * 
  42    88   125:==============================           * 
  44   143   138:=============================================*== 
  46   158   140:==============================================*====== 
  48   119   134:========================================    * 
  50   112   122:======================================  * 
  52    87   108:=============================      * 
  54   100    92:==============================*=== 
  56   146    77:=========================*======================= 
  58    53    63:==================  * 
  60    38    51:=============   * 
  62    39    41:=============* 
  64    30    33:==========* 
  66    16    26:======  * 
  68    23    20:======*= 
  70    20    16:=====*= 
  72    12    12:===* 
  74    12    10:===* 
  76    12     8:==*= 
  78     7     6:=*= 
  80     9     5:=*= 
  82     8     3:*== 
  84     0     3:* 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     4     1:*= 
  92     1     1:*         :* 
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  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.00270.00365; mu= 12.1538 0.190 
 mean_var=38.1867 9.827, 0's: 2 Z-trim: 3  B-trim: 71 in 1/43 
 Lambda= 0.207548 
 Kolmogorov-Smirnov  statistic: 0.0419 (N=27) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.4    0.34 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.0     2.9 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.4     3.2 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   57 21.8     4.4 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   57 21.8     4.6 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   60 22.9     4.6 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   57 21.8     4.6 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.2     7.3 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.1     7.3 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   54 21.0      11 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.3      12 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.3      12 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.6      12 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.1      12 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.1      12 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.6      14 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.6      14 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   51 20.0      15 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   54 21.1      16 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 21.8      16 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.6      17 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.0      17 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.1      18 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.7      18 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 21.8      18 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.4      19 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.4      20 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   54 21.2      21 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.4      21 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   54 21.2      21 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 19.7      22 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.5      22 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.4      23 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   50 19.7      24 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   52 20.5      24 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.2      24 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 20.8      25 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.4      26 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.5      29 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 18.7      30 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 18.7      30 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.1      30 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.5      31 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.4      31 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.3      33 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.3      33 
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gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.3      33 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   47 18.8      36 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.4      37 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.9      38 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.4      38 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.4      38 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.4      38 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.7      39 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.2      40 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.8      40 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   50 19.9      40 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.0      41 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.5      41 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.6      42 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.1      44 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.1      44 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 19.9      46 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 19.9      46 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 19.9      46 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 18.9      49 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 18.9      49 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.5      50 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.5      51 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.6      54 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.6      54 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.6      56 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.6      62 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   47 19.0      63 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   47 19.0      63 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   47 19.0      63 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   47 19.0      63 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   44 17.9      63 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   47 19.0      65 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.0      65 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.0      65 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.0      65 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 19.0      65 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.0      65 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 19.0      65 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.0      65 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 19.0      65 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 19.0      65 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.0      65 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.0      65 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.0      65 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.0      65 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.0      65 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.6      66 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.6      66 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 19.0      70 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   47 19.0      70 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 17.9      71 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.3      74 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.3      74 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.2      76 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.7      77 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.7      78 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   43 17.6      79 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.7      79 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.4      81 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.0      82 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.2      82 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   46 18.7      83 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.7      84 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.3      85 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.3      86 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.6      87 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.6      87 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.6      91 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.4      91 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.6      91 
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gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.4      92 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.4      92 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.3      95 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.7      95 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.7      95 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   45 18.4      98 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   43 17.7      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 110.8  bits: 25.4 E(): 0.34 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (38-79:48-93) 
 
        10        20        30        40           50        60     
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
            70        80                              
2MEPSP G-KVKLSGSISSQYLSA                              
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 94.3  bits: 22.0 E():  2.9 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (38-58:24-46) 
 
        10        20        30        40          50        60      
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
          70        80                                  
2MEPSP KVKLSGSISSQYLSA                                  
                                                        
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 93.5  bits: 22.4 E():  3.2 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (45-65:66-87) 
 
           20        30        40        50        60         70    
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
            80                                              
2MEPSP SSQYLSA                                              
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 91.0  bits: 21.8 E():  4.4 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (4-71:22-98) 
 
                                 10        20        30        40   
2MEPSP                   RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|190 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
                      50        60        70        80              
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA              
       : .  :::          : : . :  :  :  .: .:                       
gi|190 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
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gi|190 RLGDYPVEQGF 
              130  
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.7  bits: 21.8 E():  4.6 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (4-71:22-98) 
 
                                 10        20        30        40   
2MEPSP                   RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|105 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
                      50        60        70        80              
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA              
       : .  :::          : : . :  :  :  .: .:                       
gi|105 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|105 RLGDYLIDQGYWVPSSNS 
              130         
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 90.6  bits: 22.9 E():  4.6 
Smith-Waterman score: 60; 38.9% identity (58.3% similar) in 36 aa overlap (41-76:25-58) 
 
               20        30        40        50        60        70 
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .:.::  :: : :  
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDL- 
                     10        20        30        40         50    
 
               80                                                   
2MEPSP GSISSQYLSA                                                   
       ::: :.                                                       
gi|275 GSIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFG 
             60        70        80        90       100       110   
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.5  bits: 21.8 E():  4.6 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (4-71:22-98) 
 
                                 10        20        30        40   
2MEPSP                   RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|100 MSWQAYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
                      50        60        70        80              
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA              
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYYVGSHHHHHH 
              130       140  
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 87.0  bits: 21.2 E():  7.3 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (45-65:66-87) 
 
           20        30        40        50        60         70    
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
            80                                              
2MEPSP SSQYLSA                                              
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gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 86.9  bits: 24.1 E():  7.3 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (26-62:943-974) 
 
                    10        20        30        40        50      
2MEPSP      RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
          60        70        80                                    
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSA                                    
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 83.8  bits: 21.0 E():   11 
Smith-Waterman score: 54; 37.3% identity (51.0% similar) in 51 aa overlap (34-73:27-75) 
 
            10        20        30        40            50          
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VR 
                                     .:   ::.::  .::    .:  ::    : 
gi|124     ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFR 
                   10        20        30          40        50     
 
             60        70        80                                 
2MEPSP VN---GIGGLPGGKVKLSGSISSQYLSA                                 
        :   : .: :   . :::.:                                        
gi|124 YNSDVGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLE 
           60        70        80        90       100       110     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (31-47:98-114) 
 
               10        20        30        40        50        60 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
               70        80 
2MEPSP GLPGGKVKLSGSISSQYLSA 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 83.2  bits: 21.3 E():   12 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (31-76:106-145) 
 
               10        20        30        40        50        60 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
               70        80                                         
2MEPSP GLPGGKVKLSGSISSQYLSA                                         
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.1  bits: 20.6 E():   12 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (45-66:66-88) 
 
           20        30        40        50        60         70    
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
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gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
            80                                                      
2MEPSP SSQYLSA                                                      
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 83.1  bits: 22.1 E():   12 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (18-60:262-299) 
 
                            10        20        30        40        
2MEPSP              RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
        50        60        70        80                            
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA                            
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 82.9  bits: 22.1 E():   12 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (38-58:383-405) 
 
        10        20        30        40          50        60      
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
          70        80                                  
2MEPSP KVKLSGSISSQYLSA                                  
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.0  bits: 19.6 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (27-64:32-71) 
 
                   10        20        30        40          50     
2MEPSP     RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
           60        70        80     
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSA     
         :. ..:::                     
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK 
              70        80        90  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.0  bits: 19.6 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (27-64:33-72) 
 
                   10        20        30        40          50     
2MEPSP     RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
           60        70        80     
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSA     
         :. ..:::                     
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK 
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             70        80        90   
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 51; 19.7% identity (48.7% similar) in 76 aa overlap (5-71:23-98) 
 
                                 10        20        30        40   
2MEPSP                   RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                             ::...  :..    .. :... . .. ..  . . :   
gi|264 MSWQAYVDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTL 
               10        20        30        40        50        60 
 
                      50        60        70        80              
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA              
       : .  :.:          : : . :  :  :  .: .:                       
gi|264 APTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVE 
               70        80        90       100       110       120 
 
gi|264 RLGDYLIEQGF 
              130  
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 80.9  bits: 21.1 E():   16 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (5-71:211-275) 
 
                                         10        20        30     
2MEPSP                           RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
           40        50        60        70        80         
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA         
       .::  :...: . ::.    .: :.:.   :  : .:                  
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 80.8  bits: 21.8 E():   16 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (21-47:454-481) 
 
                         10        20         30        40          
2MEPSP           RSLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
      50        60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                       
gi|424 IKKLFGLSH                       
           490                         
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.4  bits: 19.6 E():   17 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (27-64:58-97) 
 
                   10        20        30        40          50     
2MEPSP     RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
           60        70        80     
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSA     
         :. ..:::                     
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK 
        90       100       110        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.1  bits: 20.0 E():   17 
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Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (45-63:42-62) 
 
           20        30        40        50          60        70   
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
             80                                                     
2MEPSP ISSQYLSA                                                     
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 80.1  bits: 21.1 E():   18 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (33-65:174-206) 
 
             10        20        30        40        50        60   
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
              70        80                                          
2MEPSP -PGGKVKLSGSISSQYLSA                                          
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 80.1  bits: 20.7 E():   18 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (34-69:134-164) 
 
            10        20        30        40        50        60    
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
            70        80                                            
2MEPSP GGKVKLSGSISSQYLSA                                            
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 79.9  bits: 21.8 E():   18 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (19-51:341-374) 
 
                           10        20         30        40        
2MEPSP             RSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
        50        60        70        80                            
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA                            
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 79.3  bits: 20.4 E():   19 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (31-47:202-218) 
 
               10        20        30        40        50        60 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
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               70        80 
2MEPSP GLPGGKVKLSGSISSQYLSA 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.2  bits: 20.4 E():   20 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (31-47:205-221) 
 
               10        20        30        40        50        60 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
               70        80 
2MEPSP GLPGGKVKLSGSISSQYLSA 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 78.8  bits: 21.2 E():   21 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (5-71:312-376) 
 
                                         10        20        30     
2MEPSP                           RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
             290       300       310       320       330        340 
 
           40        50        60        70        80               
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA               
       .::  :...: . ::.    .: :.:.   :  : .:                        
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTT 
               350       360       370       380       390          
 
gi|238 GKLIY 
     400     
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 78.8  bits: 19.4 E():   21 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (27-64:58-97) 
 
                   10        20        30        40          50     
2MEPSP     RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
           60        70        80     
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSA     
        .:. ..:::                     
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK 
        90       100       110        
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 78.7  bits: 21.2 E():   21 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (5-71:315-379) 
 
                                         10        20        30     
2MEPSP                           RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
           40        50        60        70        80               
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA               
       .::  :...: . ::.    .: :.:.   :  : .:                        
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
gi|581 GKLIYNGSGK 
            410   
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>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (20-62:104-146) 
 
                          10        20        30             40     
2MEPSP            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
           50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
        : ..: :     ::::.                   
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH     
            140           150       160     
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 78.3  bits: 21.5 E():   22 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (19-51:341-374) 
 
                           10        20         30        40        
2MEPSP             RSLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
        50        60        70        80                            
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA                            
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 77.8  bits: 19.4 E():   23 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (30-52:12-38) 
 
               10        20        30        40            50       
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRV 
                                    :.:. : .:::.    :  :     ::     
gi|144                   IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIE 
                                 10        20        30        40   
 
         60        70        80                                     
2MEPSP NGIGGLPGGKVKLSGSISSQYLSA                                     
                                                                    
gi|144 AHGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPI 
             50        60        70        80        90       100   
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 77.8  bits: 19.7 E():   24 
Smith-Waterman score: 50; 63.2% identity (73.7% similar) in 19 aa overlap (1-15:143-161) 
 
                                                 10        20       
2MEPSP                               RSLTAAV----TAAGGNATYVLDGVPRMRE 
                                     ::.:::.    ::::: ::            
gi|249 APEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGG 
            120       130       140       150       160       170   
 
         30        40        50        60        70        80 
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                                              
gi|249 YKV                                                    
                                                              
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 77.6  bits: 20.5 E():   24 
Smith-Waterman score: 52; 33.3% identity (55.6% similar) in 36 aa overlap (41-76:25-58) 
 
               20        30        40        50        60        70 
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :   . .: ::   : . :  
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gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDL- 
                     10        20        30         40        50    
 
               80                                                   
2MEPSP GSISSQYLSA                                                   
       ::: :.                                                       
gi|145 GSIISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFG 
             60        70        80        90       100       110   
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 77.5  bits: 21.2 E():   24 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (31-48:295-313) 
 
               10        20        30         40        50          
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
      60        70        80                                        
2MEPSP GGLPGGKVKLSGSISSQYLSA                                        
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 77.3  bits: 20.8 E():   25 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (54-71:167-184) 
 
            30        40        50        60        70        80    
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA    
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.1  bits: 19.4 E():   26 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (58-65:119-126) 
 
        30        40        50        60        70        80        
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA        
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
gi|144 EEVD 
      150   
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.2  bits: 20.5 E():   29 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (12-60:94-133) 
 
                                  10        20        30        40  
2MEPSP                    RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
              50        60        70        80                      
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA                      
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.0  bits: 18.7 E():   30 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (22-50:73-101) 
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                        10        20        30        40        50  
2MEPSP          RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
              60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     
gi|209 FAVLVKQ                       
                                     
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.0  bits: 18.7 E():   30 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (22-50:73-101) 
 
                        10        20        30        40        50  
2MEPSP          RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
              60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     
gi|249 FAVLVKQ                       
                                     
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.0  bits: 19.1 E():   30 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (22-54:78-105) 
 
                        10        20        30         40        50 
2MEPSP          RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
               60        70        80           
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSA           
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 75.7  bits: 20.5 E():   31 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (19-47:185-214) 
 
                           10        20        30          40       
2MEPSP             RSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
         50        60        70        80                           
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA                           
       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.6  bits: 18.4 E():   31 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (27-64:32-71) 
 
                   10        20        30        40          50     
2MEPSP     RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
           60        70        80     
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2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSA     
         :. ..:::                     
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK 
              70        80        90  
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.0  bits: 21.3 E():   33 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (25-65:55-104) 
 
                     10        20        30             40          
2MEPSP       RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
          50        60        70        80                          
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA                          
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.0  bits: 21.3 E():   33 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (25-65:55-104) 
 
                     10        20        30             40          
2MEPSP       RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
          50        60        70        80                          
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA                          
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.0  bits: 21.3 E():   33 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (25-65:55-104) 
 
                     10        20        30             40          
2MEPSP       RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
          50        60        70        80                          
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA                          
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 47; 22.1% identity (46.8% similar) in 77 aa overlap (4-71:22-98) 
 
                                 10        20        30        40   
2MEPSP                   RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... .  . .:  ... :   
gi|100 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
                      50        60        70        80              
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA              
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYCGSHHHHHH 
              130       140 
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>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 18.4 E():   37 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (30-44:93-107) 
 
                10        20        30        40        50          
2MEPSP  RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
      60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSA 
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 74.0  bits: 15.9 E():   38 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (8-22:2-16) 
 
               10        20        30        40        50        60 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
              :. ::. . : : .:                                       
gi|320       YTTEGGTKSEVEDVIPEGWK                                   
                     10        20                                   
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (43-64:35-60) 
 
             20        30        40            50        60         
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       70        80                                        
2MEPSP LSGSISSQYLSA                                        
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (43-64:35-60) 
 
             20        30        40            50        60         
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       70        80                                        
2MEPSP LSGSISSQYLSA                                        
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (43-64:35-60) 
 
             20        30        40            50        60         
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       70        80                                        
2MEPSP LSGSISSQYLSA                                        
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
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>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 17.7 E():   39 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (45-54:38-47) 
 
           20        30        40        50        60        70     
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
           80 
2MEPSP SQYLSA 
              
gi|114 CNKNCT 
        70    
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 73.6  bits: 19.2 E():   40 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (24-77:74-123) 
 
                      10        20        30        40        50    
2MEPSP        RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
             60        70        80                                 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSA                                 
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.5  bits: 18.8 E():   40 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (4-29:11-39) 
 
                      10        20           30        40        50 
2MEPSP        RSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                 :... ::    .:::::   .:..  . :                      
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSA                               
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.5  bits: 19.9 E():   40 
Smith-Waterman score: 50; 24.1% identity (72.4% similar) in 29 aa overlap (52-80:175-203) 
 
              30        40        50        60        70        80  
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA  
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 73.4  bits: 21.0 E():   41 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (25-65:55-104) 
 
                     10        20        30             40          
2MEPSP       RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
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          50        60        70        80                          
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA                          
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 18.5 E():   41 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (46-55:48-57) 
 
          20        30        40        50        60        70      
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
          80                                               
2MEPSP QYLSA                                               
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (33-59:13-38) 
 
             10        20        30        40        50        60   
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
             70        80                                           
2MEPSP PGGKVKLSGSISSQYLSA                                           
                                                                    
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.8  bits: 18.1 E():   44 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (8-72:19-83) 
 
                          10        20        30        40          
2MEPSP            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
        50         60        70        80                   
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSA                   
       :..    :  .: ::  :: .  .:.                           
gi|461 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.8  bits: 18.1 E():   44 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (8-72:19-83) 
 
                          10        20        30        40          
2MEPSP            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
        50         60        70        80                   
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSA                   
       :..    :  .: ::  :: .  .:.                           
gi|416 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
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>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 72.6  bits: 19.9 E():   46 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (28-60:319-348) 
 
                  10        20        30        40         50       
2MEPSP    RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
         60        70        80                        
2MEPSP NGIGGLPGGKVKLSGSISSQYLSA                        
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (19-47:184-213) 
 
                           10        20        30          40       
2MEPSP             RSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
         50        60        70        80                           
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA                           
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (19-47:184-213) 
 
                           10        20        30          40       
2MEPSP             RSLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
         50        60        70        80                           
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA                           
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.9  bits: 18.9 E():   49 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (24-77:74-123) 
 
                      10        20        30        40        50    
2MEPSP        RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
             60        70        80                                 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSA                                 
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.9  bits: 18.9 E():   49 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (24-77:74-123) 
 
                      10        20        30        40        50    
2MEPSP        RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
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gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
             60        70        80                                 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSA                                 
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (16-51:40-74) 
 
                              10        20        30        40      
2MEPSP                RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
          50        60        70        80                          
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA                          
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (16-51:47-81) 
 
                              10        20        30        40      
2MEPSP                RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
          50        60        70        80                          
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA                          
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.2  bits: 18.6 E():   54 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (21-45:59-82) 
 
                         10        20        30        40        50 
2MEPSP           RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
               60        70        80                               
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSA                               
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.2  bits: 18.6 E():   54 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (21-45:59-82) 
 
                         10        20        30        40        50 
2MEPSP           RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
               60        70        80                               
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSA                               
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
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        90       100       110       120       130       140        
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 70.9  bits: 19.6 E():   56 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (18-47:361-385) 
 
                            10        20        30        40        
2MEPSP              RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                         
gi|284 ELIRSLFGLP                        
         390                             
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.2  bits: 18.6 E():   62 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (24-77:79-128) 
 
                      10        20        30        40        50    
2MEPSP        RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
             60        70        80                                 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSA                                 
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (4-20:257-273) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|313 VFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV           
        230       240       250       260       270                 
 
            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (4-20:257-273) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|313 VFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV           
        230       240       250       260       270                 
 
            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (4-20:257-273) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|168 VFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV           
        230       240       250       260       270                 
 
            40        50        60        70        80 
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2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (4-20:257-273) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|313 VFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV           
        230       240       250       260       270                 
 
            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 21.8% identity (50.0% similar) in 78 aa overlap (4-71:22-98) 
 
                                 10        20        30        40   
2MEPSP                   RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..    .. :... . .. .:  . . :   
gi|582 MSWQVYVDEHLMCEIEGNHLTSAAIIGQDGSVWAQSQNFPQLKPEEVAGIVGDFADPGTL 
               10        20        30        40        50        60 
 
                      50        60         70        80             
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGK-VKLSGSISSQYLSA             
       : .  ..:          : . . :  : :::  :: .:                      
gi|582 APTGLYIGGTKYMVIQGEPGAVIRGKKG-PGGATVKKTGMALVIGIYDEPMTPGQCNMIV 
               70        80         90       100       110          
 
gi|582 ERLGDYLIDQGL 
     120       130  
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.0 E():   65 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (4-20:267-283) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|239 VFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV           
        240       250       260       270       280                 
 
            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (4-20:268-284) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (4-20:268-284) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
            40        50        60        70        80 
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2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (4-20:268-284) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (4-20:268-284) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (4-20:268-284) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (4-20:268-284) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (4-20:268-284) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (4-20:268-284) 
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                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (4-20:268-284) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (4-20:268-284) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (4-20:268-284) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (4-20:268-284) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (4-20:268-284) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
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            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (4-20:268-284) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.6  bits: 18.6 E():   66 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (24-77:97-146) 
 
                      10        20        30        40        50    
2MEPSP        RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
             60        70        80                                 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSA                                 
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.6  bits: 18.6 E():   66 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (24-77:97-146) 
 
                      10        20        30        40        50    
2MEPSP        RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
             60        70        80                                 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSA                                 
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.2  bits: 19.0 E():   70 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (4-20:293-309) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|330 VFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV           
            270       280       290       300       310             
 
            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.2  bits: 19.0 E():   70 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (4-20:293-309) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|398 VFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV           
            270       280       290       300       310             
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            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (8-40:28-60) 
 
                                   10        20        30        40 
2MEPSP                     RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA                     
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (24-77:74-123) 
 
                      10        20        30        40        50    
2MEPSP        RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
             60        70        80                                 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSA                                 
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (24-77:74-123) 
 
                      10        20        30        40        50    
2MEPSP        RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
             60        70        80                                 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSA                                 
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.2 E():   76 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:69-88) 
 
                                           10        20        30   
2MEPSP                             RSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
             40        50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                                        
gi|105 T                                                
                                                        
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (18-47:240-264) 
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                            10        20        30        40        
2MEPSP              RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                         
gi|225 ELIRSWFGLP                        
          270                            
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.2  bits: 14.7 E():   78 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (50-63:5-18) 
 
      20        30        40        50        60        70          
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     :: :   . :  ::                 
gi|244                           IGNEDCTPWMSTLITPLP                 
                                         10                         
 
      80 
2MEPSP A 
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 43; 20.0% identity (53.8% similar) in 65 aa overlap (4-68:24-86) 
 
                                   10        20        30        40 
2MEPSP                     RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                              .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA                     
       : .    :     ..   : : ::. ..                                 
gi|622 ALAPT--GLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCN 
                 70        80        90       100       110         
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (26-44:40-58) 
 
                    10        20        30        40        50      
2MEPSP      RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
          60        70        80                                    
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSA                                    
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (11-65:80-134) 
 
                                   10        20        30        40 
2MEPSP                     RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
               50        60        70        80                     
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA                     
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
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     110       120       130       140       150       160          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.9  bits: 19.0 E():   82 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (61-80:271-290) 
 
               40        50        60        70        80           
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA           
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.2 E():   82 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (61-69:36-44) 
 
               40        50        60        70        80           
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA           
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 46; 52.9% identity (82.4% similar) in 17 aa overlap (4-20:282-298) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:.:::.:.:: .  :              
gi|663 ALTKAITAMSQAQKVAKPAAAAATGAATVATGAATAAAGGATAAAGGYKA           
             260       270       280       290       300            
 
            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.7 E():   84 
Smith-Waterman score: 46; 58.8% identity (64.7% similar) in 17 aa overlap (4-20:288-304) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|113 VFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV           
       260       270       280       290       300                  
 
            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.6  bits: 17.3 E():   85 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (43-64:35-60) 
 
             20        30        40          50          60         
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       70        80                                        
2MEPSP LSGSISSQYLSA                                        
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.3 E():   86 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (52-64:48-60) 
 
              30        40        50        60        70        80  
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA  
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (40-76:49-85) 
 
      10        20        30        40        50        60          
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
      70        80                                                  
2MEPSP SGSISSQYLSA                                                  
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (33-52:84-104) 
 
             10        20        30         40        50        60  
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
              70        80                    
2MEPSP LPGGKVKLSGSISSQYLSA                    
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (56-77:45-65) 
 
          30        40        50        60        70        80      
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA      
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:232-251) 
 
                                           10        20        30   
2MEPSP                             RSLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
             40        50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                                        
gi|898 AK                                               

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3664

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                                        
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (4-32:11-42) 
 
                      10        20           30        40        50 
2MEPSP        RSLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                 :... ::    ...:::   ::..  . :...                   
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSA                               
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 45; 52.9% identity (70.6% similar) in 17 aa overlap (4-20:246-262) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::..:: : :: .  :              
gi|180 VFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAATAAAGGYKV           
         220       230       240       250       260                
 
            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.0  bits: 14.4 E():   92 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (8-22:2-16) 
 
               10        20        30        40        50        60 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
              :. ::. . . : .:                                       
gi|320       YTTEGGTKSEAEDVIPE                                      
                     10                                             
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (4-20:112-128) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 18.7 E():   95 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (29-45:7-23) 
 
               10        20        30        40        50        60 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                   :  : .:.:.: : .::                
gi|274                       MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQ 
                                     10        20        30         
 
               70        80                                         
2MEPSP GLPGGKVKLSGSISSQYLSA                                         
                                                                    
gi|274 LKEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQTDK 
       40        50        60        70        80        90         
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 18.7 E():   95 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (29-45:7-23) 
 
               10        20        30        40        50        60 
2MEPSP RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                   :  : .:.:.: : .::                
gi|115                       MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDK 
                                     10        20        30         
 
               70        80                                         
2MEPSP GLPGGKVKLSGSISSQYLSA                                         
                                                                    
gi|115 LKDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQTDK 
       40        50        60        70        80        90         
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.4 E():   98 
Smith-Waterman score: 45; 52.9% identity (70.6% similar) in 17 aa overlap (4-20:271-287) 
 
                                          10        20        30    
2MEPSP                            RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::..:: : :: .  :              
gi|144 VFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAATAAAGGYKV           
              250       260       270       280       290           
 
            40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.4  bits: 17.7 E():   99 
Smith-Waterman score: 43; 25.5% identity (56.9% similar) in 51 aa overlap (1-50:8-54) 
 
                      10        20        30        40         50   
2MEPSP        RSLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG-TDCP 
              :: .     .::... :.:    . .: ....  :.. .  : :  .: ::   
gi|184 MSRKSGSRSSSKRSKKSGGGSN-VFD---MFTQRQVAEFKEGFQLMDRDKDGVIGKTDLR 
               10        20            30        40        50       
 
             60        70        80                                 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSA                                 
                                                                    
gi|184 GTFDEIGRIATDQELDEMLADAPAPINFTMLLNMFAERQTGESDDDDVVAKAFLAFADEE 
         60        70        80        90       100       110       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:35 2011 done: Tue Apr 19 10:57:35 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 107  - 186 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
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  32    16     8:==*=== 
  34    38    22:=======*===== 
  36    46    44:==============*= 
  38    80    73:========================*== 
  40    72   102:========================         * 
  42    84   125:============================             * 
  44   141   138:=============================================*= 
  46   160   140:==============================================*======= 
  48   116   134:=======================================     * 
  50   109   122:=====================================   * 
  52    86   108:=============================      * 
  54    98    92:==============================*== 
  56   145    77:=========================*======================= 
  58    63    63:====================* 
  60    38    51:=============   * 
  62    39    41:=============* 
  64    29    33:==========* 
  66    14    26:=====   * 
  68    18    20:======* 
  70    27    16:=====*=== 
  72    11    12:===* 
  74    13    10:===*= 
  76    11     8:==*= 
  78     7     6:=*= 
  80     9     5:=*= 
  82     8     3:*== 
  84     0     3:* 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     4     1:*= 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.91280.00377; mu= 12.5847 0.196 
 mean_var=38.0430 9.821, 0's: 2 Z-trim: 3  B-trim: 71 in 1/43 
 Lambda= 0.207940 
 Kolmogorov-Smirnov  statistic: 0.0453 (N=27) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.4    0.34 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.0     2.8 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.4     3.1 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   57 21.8     4.3 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   60 22.9     4.5 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   57 21.8     4.5 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   57 21.8     4.6 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.2       7 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.2     7.2 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   54 21.0      11 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.4      12 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.3      12 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.1      12 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.7      12 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.1      12 
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gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.6      14 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.6      14 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   51 20.0      15 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   54 21.1      15 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 21.8      15 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.7      17 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.1      17 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.8      17 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 21.9      17 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.0      17 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.4      19 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.4      19 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   54 21.2      20 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   54 21.2      20 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.4      21 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.6      21 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 19.7      22 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.4      23 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   52 20.5      23 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.2      24 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 20.9      24 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.4      25 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.6      28 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 18.7      29 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 18.7      29 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.1      29 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.6      30 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.4      31 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.4      32 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.4      32 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.4      32 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   47 18.8      36 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.5      37 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.5      38 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.5      38 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.5      38 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.9      39 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.1      39 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.7      39 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   50 19.9      40 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.2      40 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.8      40 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.5      41 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.6      41 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.0      44 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.1      44 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.1      44 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.0      45 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.0      45 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 18.9      49 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 18.9      49 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.5      49 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.6      51 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.6      53 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.6      53 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.7      55 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.6      61 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   47 19.0      62 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   47 19.0      62 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   47 19.0      62 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   47 19.0      62 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   44 17.9      63 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   47 19.0      64 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.0      64 
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gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.0      64 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   45 18.3      65 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.6      65 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.6      65 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 19.0      68 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   47 19.0      68 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 17.9      71 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.3      73 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.3      73 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.7      75 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.2      76 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.7      78 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   43 17.6      78 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.4      78 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.1      80 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.7      81 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   46 18.7      81 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.2      82 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.7      83 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.3      85 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.3      86 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.6      86 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.6      86 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.4      89 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.4      90 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.6      90 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.6      90 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.8      93 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.8      93 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.3      94 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.3      95 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   45 18.4      96 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   45 18.4      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 110.9  bits: 25.4 E(): 0.34 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (37-78:48-93) 
 
         10        20        30        40           50        60    
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
             70        80                             
2MEPSP G-KVKLSGSISSQYLSAL                             
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 94.4  bits: 22.0 E():  2.8 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (37-57:24-46) 
 
         10        20        30        40          50        60     
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
           70        80                                 
2MEPSP KVKLSGSISSQYLSAL                                 
                                                        
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
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>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 93.6  bits: 22.4 E():  3.1 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (44-64:66-87) 
 
            20        30        40        50         60        70   
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
             80                                             
2MEPSP SSQYLSAL                                             
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 91.1  bits: 21.8 E():  4.3 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (3-70:22-98) 
 
                                  10        20        30            
2MEPSP                    SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|190 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
      40               50        60        70        80             
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL             
       : .  :::          : : . :  :  :  .: .:                       
gi|190 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|190 RLGDYPVEQGF 
              130  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 90.8  bits: 22.9 E():  4.5 
Smith-Waterman score: 60; 38.9% identity (58.3% similar) in 36 aa overlap (40-75:25-58) 
 
      10        20        30        40        50        60          
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .:.::  :: : :  
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDL- 
                     10        20        30        40         50    
 
      70        80                                                  
2MEPSP GSISSQYLSAL                                                  
       ::: :.                                                       
gi|275 GSIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFG 
             60        70        80        90       100       110   
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.8  bits: 21.8 E():  4.5 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (3-70:22-98) 
 
                                  10        20        30            
2MEPSP                    SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|105 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
      40               50        60        70        80             
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL             
       : .  :::          : : . :  :  :  .: .:                       
gi|105 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|105 RLGDYLIDQGYWVPSSNS 
              130         
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
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 initn:  41 init1:  41 opt:  57  Z-score: 90.6  bits: 21.8 E():  4.6 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (3-70:22-98) 
 
                                  10        20        30            
2MEPSP                    SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|100 MSWQAYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
      40               50        60        70        80             
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL             
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYYVGSHHHHHH 
              130       140  
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 87.3  bits: 24.2 E():    7 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (25-61:943-974) 
 
                     10        20        30        40        50     
2MEPSP       SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
           60        70        80                                   
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSAL                                   
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 87.1  bits: 21.2 E():  7.2 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (44-64:66-87) 
 
            20        30        40        50         60        70   
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
             80                                             
2MEPSP SSQYLSAL                                             
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 83.9  bits: 21.0 E():   11 
Smith-Waterman score: 54; 37.3% identity (51.0% similar) in 51 aa overlap (33-72:27-75) 
 
             10        20        30        40              50       
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VR 
                                     .:   ::.::  .::    .:  ::    : 
gi|124     ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFR 
                   10        20        30          40        50     
 
              60        70        80                                
2MEPSP VN---GIGGLPGGKVKLSGSISSQYLSAL                                
        :   : .: :   . :::.:                                        
gi|124 YNSDVGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLE 
           60        70        80        90       100       110     
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 83.3  bits: 21.4 E():   12 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (30-75:106-145) 
 
                10        20        30        40        50          
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2MEPSP  SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
      60        70        80                                        
2MEPSP GLPGGKVKLSGSISSQYLSAL                                        
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (30-46:98-114) 
 
                10        20        30        40        50          
2MEPSP  SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
      60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSAL 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 83.3  bits: 22.1 E():   12 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (17-59:262-299) 
 
                             10        20        30        40       
2MEPSP               SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
         50        60        70        80                           
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL                           
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.2  bits: 20.7 E():   12 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (44-65:66-88) 
 
            20        30        40        50         60        70   
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
             80                                                     
2MEPSP SSQYLSAL                                                     
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 83.1  bits: 22.1 E():   12 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (37-57:383-405) 
 
         10        20        30        40          50        60     
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
           70        80                                 
2MEPSP KVKLSGSISSQYLSAL                                 
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
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>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.0  bits: 19.6 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (26-63:32-71) 
 
                    10        20        30        40          50    
2MEPSP      SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
            60        70        80    
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSAL    
         :. ..:::                     
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK 
              70        80        90  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.0  bits: 19.6 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (26-63:33-72) 
 
                    10        20        30        40          50    
2MEPSP      SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
            60        70        80    
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSAL    
         :. ..:::                     
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK 
             70        80        90   
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 51; 19.7% identity (48.7% similar) in 76 aa overlap (4-70:23-98) 
 
                                  10        20        30            
2MEPSP                    SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                             ::...  :..    .. :... . .. ..  . . :   
gi|264 MSWQAYVDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTL 
               10        20        30        40        50        60 
 
      40               50        60        70        80             
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL             
       : .  :.:          : : . :  :  :  .: .:                       
gi|264 APTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVE 
               70        80        90       100       110       120 
 
gi|264 RLGDYLIEQGF 
              130  
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (4-70:211-275) 
 
                                          10        20        30    
2MEPSP                            SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
            40        50        60        70        80        
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL        
       .::  :...: . ::.    .: :.:.   :  : .:                  
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 81.1  bits: 21.8 E():   15 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (20-46:454-481) 
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                          10        20         30        40         
2MEPSP            SLTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
       50        60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                        
gi|424 IKKLFGLSH                        
           490                          
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.5  bits: 19.7 E():   17 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (26-63:58-97) 
 
                    10        20        30        40          50    
2MEPSP      SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
            60        70        80    
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSAL    
         :. ..:::                     
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK 
        90       100       110        
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 80.3  bits: 21.1 E():   17 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (32-64:174-206) 
 
              10        20        30        40        50        60  
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
               70        80                                         
2MEPSP -PGGKVKLSGSISSQYLSAL                                         
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 80.2  bits: 20.8 E():   17 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (33-68:134-164) 
 
             10        20        30        40        50        60   
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
             70        80                                           
2MEPSP GGKVKLSGSISSQYLSAL                                           
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 80.2  bits: 21.9 E():   17 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (18-50:341-374) 
 
                            10        20         30        40       
2MEPSP              SLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
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         50        60        70        80                           
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL                           
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.2  bits: 20.0 E():   17 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (44-62:42-62) 
 
            20        30        40        50          60        70  
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
              80                                                    
2MEPSP ISSQYLSAL                                                    
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 79.5  bits: 20.4 E():   19 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (30-46:202-218) 
 
                10        20        30        40        50          
2MEPSP  SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
      60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSAL 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.4  bits: 20.4 E():   19 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (30-46:205-221) 
 
                10        20        30        40        50          
2MEPSP  SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
      60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSAL 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 79.1  bits: 21.2 E():   20 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (4-70:312-376) 
 
                                          10        20        30    
2MEPSP                            SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
             290       300       310       320       330        340 
 
            40        50        60        70        80              
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL              
       .::  :...: . ::.    .: :.:.   :  : .:                        
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTT 
               350       360       370       380       390          
 
gi|238 GKLIY 
     400     
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 79.0  bits: 21.2 E():   20 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (4-70:315-379) 
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                                          10        20        30    
2MEPSP                            SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
            40        50        60        70        80              
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL              
       .::  :...: . ::.    .: :.:.   :  : .:                        
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
gi|581 GKLIYNGSGK 
            410   
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 78.8  bits: 19.4 E():   21 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (26-63:58-97) 
 
                    10        20        30        40          50    
2MEPSP      SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
            60        70        80    
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSAL    
        .:. ..:::                     
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK 
        90       100       110        
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 78.6  bits: 21.6 E():   21 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (18-50:341-374) 
 
                            10        20         30        40       
2MEPSP              SLTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
         50        60        70        80                           
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL                           
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 78.5  bits: 19.7 E():   22 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (19-61:104-146) 
 
                           10        20        30             40    
2MEPSP             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
            50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
        : ..: :     ::::.                    
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH      
            140           150       160      
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 77.9  bits: 19.4 E():   23 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (29-51:12-38) 
 
               10        20        30        40            50       
2MEPSP SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVN 
                                   :.:. : .:::.    :  :     ::      
gi|144                  IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEA 
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                                10        20        30        40    
 
         60        70        80                                     
2MEPSP GIGGLPGGKVKLSGSISSQYLSAL                                     
                                                                    
gi|144 HGSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIV 
            50        60        70        80        90       100    
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 77.8  bits: 20.5 E():   23 
Smith-Waterman score: 52; 33.3% identity (55.6% similar) in 36 aa overlap (40-75:25-58) 
 
      10        20        30        40        50        60          
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :   . .: ::   : . :  
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDL- 
                     10        20        30         40        50    
 
      70        80                                                  
2MEPSP GSISSQYLSAL                                                  
       ::: :.                                                       
gi|145 GSIISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFG 
             60        70        80        90       100       110   
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 77.8  bits: 21.2 E():   24 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (30-47:295-313) 
 
                10        20        30         40        50         
2MEPSP  SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
       60        70        80                                       
2MEPSP GGLPGGKVKLSGSISSQYLSAL                                       
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 77.6  bits: 20.9 E():   24 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (53-70:167-184) 
 
             30        40        50        60        70        80   
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL   
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.2  bits: 19.4 E():   25 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (57-64:119-126) 
 
         30        40        50        60        70        80       
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL       
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
gi|144 EEVD 
      150   
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (11-59:94-133) 
 
                                   10        20        30        40 
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2MEPSP                     SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
               50        60        70        80                     
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL                     
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.0  bits: 18.7 E():   29 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (21-49:73-101) 
 
                         10        20        30        40        50 
2MEPSP           SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
               60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                      
gi|209 FAVLVKQ                        
                                      
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.0  bits: 18.7 E():   29 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (21-49:73-101) 
 
                         10        20        30        40        50 
2MEPSP           SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
               60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                      
gi|249 FAVLVKQ                        
                                      
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.0  bits: 19.1 E():   29 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (21-53:78-105) 
 
                         10        20        30         40          
2MEPSP           SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
      50        60        70        80          
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSAL          
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 75.9  bits: 20.6 E():   30 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (18-46:185-214) 
 
                            10        20        30          40      
2MEPSP              SLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
          50        60        70        80                          
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL                          
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       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.6  bits: 18.4 E():   31 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (26-63:32-71) 
 
                    10        20        30        40          50    
2MEPSP      SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
            60        70        80    
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSAL    
         :. ..:::                     
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK 
              70        80        90  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.4  bits: 21.4 E():   32 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (24-64:55-104) 
 
                      10        20        30             40         
2MEPSP        SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
           50        60        70        80                         
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL                         
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.4  bits: 21.4 E():   32 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (24-64:55-104) 
 
                      10        20        30             40         
2MEPSP        SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
           50        60        70        80                         
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL                         
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.4  bits: 21.4 E():   32 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (24-64:55-104) 
 
                      10        20        30             40         
2MEPSP        SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
           50        60        70        80                         
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL                         
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 47; 22.1% identity (46.8% similar) in 77 aa overlap (3-70:22-98) 
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                                  10        20        30            
2MEPSP                    SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... .  . .:  ... :   
gi|100 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
      40               50        60        70        80             
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL             
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYCGSHHHHHH 
              130       140 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 18.5 E():   37 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (29-43:93-107) 
 
                 10        20        30        40        50         
2MEPSP   SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
       60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSAL 
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.1  bits: 18.5 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (42-63:35-60) 
 
              20        30        40            50        60        
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        70        80                                       
2MEPSP LSGSISSQYLSAL                                       
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.1  bits: 18.5 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (42-63:35-60) 
 
              20        30        40            50        60        
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        70        80                                       
2MEPSP LSGSISSQYLSAL                                       
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.1  bits: 18.5 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (42-63:35-60) 
 
              20        30        40            50        60        
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
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        70        80                                       
2MEPSP LSGSISSQYLSAL                                       
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.8  bits: 15.9 E():   39 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (7-21:2-16) 
 
               10        20        30        40        50        60 
2MEPSP SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
             :. ::. . : : .:                                        
gi|320      YTTEGGTKSEVEDVIPEGWK                                    
                    10        20                                    
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 73.7  bits: 21.1 E():   39 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (24-64:55-104) 
 
                      10        20        30             40         
2MEPSP        SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
           50        60        70        80                         
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL                         
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 17.7 E():   39 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (44-53:38-47) 
 
            20        30        40        50        60        70    
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
            80 
2MEPSP SQYLSAL 
               
gi|114 CNKNCT  
        70     
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.7  bits: 19.9 E():   40 
Smith-Waterman score: 50; 24.1% identity (72.4% similar) in 29 aa overlap (51-79:175-203) 
 
               30        40        50        60        70        80 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 73.7  bits: 19.2 E():   40 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (23-76:74-123) 
 
                       10        20        30        40         50  
2MEPSP         SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
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              60        70        80                                
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSAL                                
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (3-28:11-39) 
 
                       10           20        30        40          
2MEPSP         SLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                 :... ::    .:::::   .:..  . :                      
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSAL                              
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.4  bits: 18.5 E():   41 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (45-54:48-57) 
 
           20        30        40        50        60        70     
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
           80                                              
2MEPSP QYLSAL                                              
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (32-58:13-38) 
 
              10        20        30        40        50        60  
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
              70        80                                          
2MEPSP PGGKVKLSGSISSQYLSAL                                          
                                                                    
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (27-59:319-348) 
 
                   10        20        30        40         50      
2MEPSP     SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
          60        70        80                       
2MEPSP NGIGGLPGGKVKLSGSISSQYLSAL                       
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
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 initn:  41 init1:  41 opt:  45  Z-score: 72.8  bits: 18.1 E():   44 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (7-71:19-83) 
 
                           10        20        30        40         
2MEPSP             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
          50        60        70        80                  
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSAL                  
       :..    :  .: ::  :: .  .:.                           
gi|461 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.8  bits: 18.1 E():   44 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (7-71:19-83) 
 
                           10        20        30        40         
2MEPSP             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
          50        60        70        80                  
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSAL                  
       :..    :  .: ::  :: .  .:.                           
gi|416 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.7  bits: 20.0 E():   45 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (18-46:184-213) 
 
                            10        20        30          40      
2MEPSP              SLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
          50        60        70        80                          
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL                          
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.7  bits: 20.0 E():   45 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (18-46:184-213) 
 
                            10        20        30          40      
2MEPSP              SLTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
          50        60        70        80                          
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL                          
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.1  bits: 18.9 E():   49 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (23-76:74-123) 
 
                       10        20        30        40         50  
2MEPSP         SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
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            50        60        70        80        90        100   
 
              60        70        80                                
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSAL                                
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.1  bits: 18.9 E():   49 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (23-76:74-123) 
 
                       10        20        30        40         50  
2MEPSP         SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
              60        70        80                                
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSAL                                
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (15-50:40-74) 
 
                               10        20        30        40     
2MEPSP                 SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
           50        60        70        80                         
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL                         
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.7  bits: 18.6 E():   51 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (15-50:47-81) 
 
                               10        20        30        40     
2MEPSP                 SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
           50        60        70        80                         
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL                         
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.3  bits: 18.6 E():   53 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (20-44:59-82) 
 
                          10        20        30        40          
2MEPSP            SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
      50        60        70        80                              
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSAL                              
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
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>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.3  bits: 18.6 E():   53 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (20-44:59-82) 
 
                          10        20        30        40          
2MEPSP            SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
      50        60        70        80                              
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSAL                              
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.1  bits: 19.7 E():   55 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (17-46:361-385) 
 
                             10        20        30        40       
2MEPSP               SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
         50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                          
gi|284 ELIRSLFGLP                         
         390                              
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.3  bits: 18.6 E():   61 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (23-76:79-128) 
 
                       10        20        30        40         50  
2MEPSP         SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
              60        70        80                                
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSAL                                
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (3-19:257-273) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|313 VFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV           
        230       240       250       260       270                 
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (3-19:257-273) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|313 VFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV           
        230       240       250       260       270                 
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             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (3-19:257-273) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|168 VFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV           
        230       240       250       260       270                 
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (3-19:257-273) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|313 VFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV           
        230       240       250       260       270                 
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 21.8% identity (50.0% similar) in 78 aa overlap (3-70:22-98) 
 
                                  10        20        30            
2MEPSP                    SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..    .. :... . .. .:  . . :   
gi|582 MSWQVYVDEHLMCEIEGNHLTSAAIIGQDGSVWAQSQNFPQLKPEEVAGIVGDFADPGTL 
               10        20        30        40        50        60 
 
      40               50        60         70        80            
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGK-VKLSGSISSQYLSAL            
       : .  ..:          : . . :  : :::  :: .:                      
gi|582 APTGLYIGGTKYMVIQGEPGAVIRGKKG-PGGATVKKTGMALVIGIYDEPMTPGQCNMIV 
               70        80         90       100       110          
 
gi|582 ERLGDYLIDQGL 
     120       130  
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (3-19:267-283) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|239 VFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV           
        240       250       260       270       280                 
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (3-19:268-284) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
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             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (3-19:268-284) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (3-19:268-284) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (3-19:268-284) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (3-19:268-284) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (3-19:268-284) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
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Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (3-19:268-284) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (3-19:268-284) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (3-19:268-284) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (3-19:268-284) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (3-19:268-284) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (3-19:268-284) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
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       240       250       260       270       280                  
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (3-19:268-284) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (3-19:268-284) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.3 E():   65 
Smith-Waterman score: 45; 80.0% identity (90.0% similar) in 10 aa overlap (5-14:152-161) 
 
                                         10        20        30     
2MEPSP                           SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                                     :.::::: ::                     
gi|249 EAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV       
             130       140       150       160       170            
 
           40        50        60        70        80 
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.8  bits: 18.6 E():   65 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (23-76:97-146) 
 
                       10        20        30        40         50  
2MEPSP         SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
              60        70        80                                
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSAL                                
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.8  bits: 18.6 E():   65 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (23-76:97-146) 
 
                       10        20        30        40         50  
2MEPSP         SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
              60        70        80                                
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2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSAL                                
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (3-19:293-309) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|330 VFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV           
            270       280       290       300       310             
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (3-19:293-309) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|398 VFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV           
            270       280       290       300       310             
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (7-39:28-60) 
 
                                    10        20        30          
2MEPSP                      SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL                    
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (23-76:74-123) 
 
                       10        20        30        40         50  
2MEPSP         SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
              60        70        80                                
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSAL                                
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (23-76:74-123) 
 
                       10        20        30        40         50  
2MEPSP         SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
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            50        60        70        80        90        100   
 
              60        70        80                                
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSAL                                
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (17-46:240-264) 
 
                             10        20        30        40       
2MEPSP               SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
         50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                          
gi|225 ELIRSWFGLP                         
          270                             
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.2 E():   76 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:69-88) 
 
                                            10        20        30  
2MEPSP                              SLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
              40        50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                                         
gi|105 T                                                 
                                                         
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (25-43:40-58) 
 
                     10        20        30        40        50     
2MEPSP       SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
           60        70        80                                   
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSAL                                   
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 43; 20.0% identity (53.8% similar) in 65 aa overlap (3-67:24-86) 
 
                                    10        20        30          
2MEPSP                      SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                              .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL                    
       : .    :     ..   : : ::. ..                                 
gi|622 ALAPT--GLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCN 
                 70        80        90       100       110         
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>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.3  bits: 19.4 E():   78 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (10-64:80-134) 
 
                                    10        20        30          
2MEPSP                      SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
      40        50        60        70        80                    
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL                    
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (60-79:271-290) 
 
      30        40        50        60        70        80          
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL          
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.0  bits: 14.7 E():   81 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (49-62:5-18) 
 
       20        30        40        50        60        70         
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     :: :   . :  ::                 
gi|244                           IGNEDCTPWMSTLITPLP                 
                                         10                         
 
       80 
2MEPSP AL 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 46; 52.9% identity (82.4% similar) in 17 aa overlap (3-19:282-298) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:.:::.:.:: .  :              
gi|663 ALTKAITAMSQAQKVAKPAAAAATGAATVATGAATAAAGGATAAAGGYKA           
             260       270       280       290       300            
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.2 E():   82 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (60-68:36-44) 
 
      30        40        50        60        70        80          
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL          
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.7 E():   83 
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Smith-Waterman score: 46; 58.8% identity (64.7% similar) in 17 aa overlap (3-19:288-304) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|113 VFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV           
       260       270       280       290       300                  
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.6  bits: 17.3 E():   85 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (42-63:35-60) 
 
              20        30        40            50        60        
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        70        80                                       
2MEPSP LSGSISSQYLSAL                                       
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.3 E():   86 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (51-63:48-60) 
 
               30        40        50        60        70        80 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (39-75:49-85) 
 
       10        20        30        40        50        60         
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
       70        80                                                 
2MEPSP SGSISSQYLSAL                                                 
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (32-51:84-104) 
 
              10        20        30         40        50        60 
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
               70        80                   
2MEPSP LPGGKVKLSGSISSQYLSAL                   
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3693

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:232-251) 
 
                                            10        20        30  
2MEPSP                              SLTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
              40        50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                                         
gi|898 AK                                                
                                                         
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 45; 52.9% identity (70.6% similar) in 17 aa overlap (3-19:246-262) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::..:: : :: .  :              
gi|180 VFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAATAAAGGYKV           
         220       230       240       250       260                
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (55-76:45-65) 
 
           30        40        50        60        70        80     
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL     
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (3-31:11-42) 
 
                       10           20        30        40          
2MEPSP         SLTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                 :... ::    ...:::   ::..  . :...                   
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSAL                              
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (28-44:7-23) 
 
               10        20        30        40        50        60 
2MEPSP SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                  :  : .:.:.: : .::                 
gi|274                      MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQL 
                                    10        20        30          
 
               70        80                                         
2MEPSP LPGGKVKLSGSISSQYLSAL                                         
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gi|274 KEKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQTDKH 
      40        50        60        70        80        90          
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (28-44:7-23) 
 
               10        20        30        40        50        60 
2MEPSP SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                  :  : .:.:.: : .::                 
gi|115                      MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKL 
                                    10        20        30          
 
               70        80                                         
2MEPSP LPGGKVKLSGSISSQYLSAL                                         
                                                                    
gi|115 KDKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQTDKH 
      40        50        60        70        80        90          
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (3-19:112-128) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.7  bits: 14.3 E():   95 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (7-21:2-16) 
 
               10        20        30        40        50        60 
2MEPSP SLTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
             :. ::. . . : .:                                        
gi|320      YTTEGGTKSEAEDVIPE                                       
                    10                                              
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.4 E():   96 
Smith-Waterman score: 45; 52.9% identity (70.6% similar) in 17 aa overlap (3-19:271-287) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::..:: : :: .  :              
gi|144 VFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAATAAAGGYKV           
              250       260       270       280       290           
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.3  bits: 18.4 E():   99 
Smith-Waterman score: 45; 52.9% identity (76.5% similar) in 17 aa overlap (3-19:282-298) 
 
                                           10        20        30   
2MEPSP                             SLTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:.:::.: :: .  :              
gi|441 ALTKAITAMTQAQKAGKPAAAAATGAATVATGAATAAAGAATAAAGGYKA           
             260       270       280       290       300            
 
             40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:35 2011 done: Tue Apr 19 10:57:35 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 108  - 187 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
  32    16     8:==*=== 
  34    37    22:=======*===== 
  36    50    44:==============*== 
  38    80    73:========================*== 
  40    73   102:=========================        * 
  42    78   125:==========================               * 
  44   135   138:=============================================* 
  46   168   140:==============================================*========= 
  48   113   134:======================================      * 
  50   112   122:======================================  * 
  52    83   108:============================       * 
  54   105    92:==============================*==== 
  56   142    77:=========================*====================== 
  58    63    63:====================* 
  60    38    51:=============   * 
  62    39    41:=============* 
  64    28    33:==========* 
  66    14    26:=====   * 
  68    18    20:======* 
  70    27    16:=====*=== 
  72    11    12:===* 
  74    12    10:===* 
  76    12     8:==*= 
  78     6     6:=* 
  80    10     5:=*== 
  82     8     3:*== 
  84     0     3:* 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3696

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Statistics:  Expectation_n fit: rho(ln(x))= 3.88090.00378; mu= 12.7521 0.196 
 mean_var=38.1520 9.819, 0's: 2 Z-trim: 3  B-trim: 71 in 1/43 
 Lambda= 0.207642 
 Kolmogorov-Smirnov  statistic: 0.0473 (N=28) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.4    0.34 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.0     2.9 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.5       3 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.4     3.2 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   57 21.8     4.4 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   57 21.8     4.5 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   57 21.8     4.6 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.2     6.9 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.2     7.2 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   54 21.0      11 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.4      12 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.1      12 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.3      12 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.6      12 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.1      12 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.6      14 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.6      14 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   51 20.0      15 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   54 21.1      15 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 21.8      15 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.1      16 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.6      17 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.1      17 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 21.9      17 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.8      17 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.0      17 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.4      19 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.4      19 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   54 21.2      20 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   54 21.2      20 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.3      21 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.6      21 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 19.7      22 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.4      23 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.2      24 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 20.9      24 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.4      26 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.6      28 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.1      30 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 18.7      30 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 18.7      30 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.6      30 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.4      32 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.4      32 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.4      32 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.4      32 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   47 18.8      36 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.4      37 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.4      38 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.4      38 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.4      38 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.1      39 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   50 19.9      40 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.9      40 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.2      40 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.7      40 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.8      40 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.6      41 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.5      41 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.0      44 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.1      45 
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gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.1      45 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.0      45 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.0      45 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 18.9      49 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 18.9      49 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.5      49 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.5      51 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.6      54 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.6      54 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.7      55 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.6      61 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   47 19.0      62 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   47 19.0      62 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   47 19.0      62 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   47 19.0      62 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   44 17.9      63 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   47 19.0      64 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.0      64 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   45 18.3      65 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.6      65 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.6      65 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 19.0      68 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   47 19.0      68 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 17.9      71 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.3      73 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.3      73 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.7      75 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.2      76 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.7      78 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.4      78 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   43 17.6      79 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.1      80 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   46 18.7      81 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.6      82 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.7      83 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.2      83 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.2      86 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.2      86 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.6      87 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.6      87 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.4      89 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.4      90 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.6      90 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.6      91 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.8      93 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.8      93 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.3      95 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.3      96 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   45 18.4      97 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   45 18.4      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 110.8  bits: 25.4 E(): 0.34 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (36-77:48-93) 
 
          10        20        30        40           50        60   
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
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gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
              70        80                            
2MEPSP G-KVKLSGSISSQYLSALL                            
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 94.3  bits: 22.0 E():  2.9 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (36-56:24-46) 
 
          10        20        30        40          50        60    
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
            70        80                                
2MEPSP KVKLSGSISSQYLSALL                                
                                                        
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 94.0  bits: 23.5 E():    3 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (39-80:25-65) 
 
       10        20        30        40        50        60         
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .:.::  :: : :. 
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLG 
                     10        20        30        40         50    
 
       70        80                                                 
2MEPSP GSISSQYLSALL                                                 
       . :: . .  .:                                                 
gi|275 SIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 93.5  bits: 22.4 E():  3.2 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (43-63:66-87) 
 
             20        30        40        50         60        70  
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
              80                                            
2MEPSP SSQYLSALL                                            
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 91.0  bits: 21.8 E():  4.4 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (2-69:22-98) 
 
                                   10        20        30           
2MEPSP                     LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|190 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
       40               50        60        70        80            
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL            
       : .  :::          : : . :  :  :  .: .:                       
gi|190 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
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               70        80        90       100       110       120 
 
gi|190 RLGDYPVEQGF 
              130  
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.7  bits: 21.8 E():  4.5 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (2-69:22-98) 
 
                                   10        20        30           
2MEPSP                     LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|105 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
       40               50        60        70        80            
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL            
       : .  :::          : : . :  :  :  .: .:                       
gi|105 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|105 RLGDYLIDQGYWVPSSNS 
              130         
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.5  bits: 21.8 E():  4.6 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (2-69:22-98) 
 
                                   10        20        30           
2MEPSP                     LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|100 MSWQAYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
       40               50        60        70        80            
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL            
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYYVGSHHHHHH 
              130       140  
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 87.4  bits: 24.2 E():  6.9 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (24-60:943-974) 
 
                      10        20        30        40        50    
2MEPSP        LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
            60        70        80                                  
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALL                                  
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 87.0  bits: 21.2 E():  7.2 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (43-63:66-87) 
 
             20        30        40        50         60        70  
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
              80                                            
2MEPSP SSQYLSALL                                            
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gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 83.9  bits: 21.0 E():   11 
Smith-Waterman score: 54; 37.3% identity (51.0% similar) in 51 aa overlap (32-71:27-75) 
 
              10        20        30        40              50      
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VR 
                                     .:   ::.::  .::    .:  ::    : 
gi|124     ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFR 
                   10        20        30          40        50     
 
               60        70        80                               
2MEPSP VN---GIGGLPGGKVKLSGSISSQYLSALL                               
        :   : .: :   . :::.:                                        
gi|124 YNSDVGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLE 
           60        70        80        90       100       110     
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 83.3  bits: 21.4 E():   12 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (29-74:106-145) 
 
                 10        20        30        40        50         
2MEPSP   LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
       60        70        80                                       
2MEPSP GLPGGKVKLSGSISSQYLSALL                                       
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 83.3  bits: 22.1 E():   12 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (16-58:262-299) 
 
                              10        20        30        40      
2MEPSP                LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
          50        60        70        80                          
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL                          
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (29-45:98-114) 
 
                 10        20        30        40        50         
2MEPSP   LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
       60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALL 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.1  bits: 20.6 E():   12 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (43-64:66-88) 
 
             20        30        40        50         60        70  
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
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                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
              80                                                    
2MEPSP SSQYLSALL                                                    
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 83.1  bits: 22.1 E():   12 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (36-56:383-405) 
 
          10        20        30        40          50        60    
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
            70        80                                
2MEPSP KVKLSGSISSQYLSALL                                
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.0  bits: 19.6 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (25-62:32-71) 
 
                     10        20        30        40          50   
2MEPSP       LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
             60        70        80   
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALL   
         :. ..:::                     
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK 
              70        80        90  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.9  bits: 19.6 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (25-62:33-72) 
 
                     10        20        30        40          50   
2MEPSP       LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
             60        70        80   
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALL   
         :. ..:::                     
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK 
             70        80        90   
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 51; 19.7% identity (48.7% similar) in 76 aa overlap (3-69:23-98) 
 
                                   10        20        30           
2MEPSP                     LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                             ::...  :..    .. :... . .. ..  . . :   
gi|264 MSWQAYVDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTL 
               10        20        30        40        50        60 
 
       40               50        60        70        80            
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL            
       : .  :.:          : : . :  :  :  .: .:                       
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gi|264 APTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVE 
               70        80        90       100       110       120 
 
gi|264 RLGDYLIEQGF 
              130  
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (3-69:211-275) 
 
                                           10        20        30   
2MEPSP                             LTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
             40        50        60        70        80       
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL       
       .::  :...: . ::.    .: :.:.   :  : .:                  
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 81.1  bits: 21.8 E():   15 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (19-45:454-481) 
 
                           10        20         30        40        
2MEPSP             LTAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
        50        60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                         
gi|424 IKKLFGLSH                         
           490                           
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 81.0  bits: 21.1 E():   16 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (39-80:25-65) 
 
       10        20        30        40        50        60         
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :   . .: ::   : . :. 
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLG 
                     10        20        30         40        50    
 
       70        80                                                 
2MEPSP GSISSQYLSALL                                                 
       . :: . .  .:                                                 
gi|145 SIISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.4  bits: 19.6 E():   17 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (25-62:58-97) 
 
                     10        20        30        40          50   
2MEPSP       LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
             60        70        80   
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALL   
         :. ..:::                     
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK 
        90       100       110        
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
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 initn:  48 init1:  48 opt:  54  Z-score: 80.2  bits: 21.1 E():   17 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (31-63:174-206) 
 
               10        20        30        40        50        60 
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
                70        80                                        
2MEPSP -PGGKVKLSGSISSQYLSALL                                        
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 80.2  bits: 21.9 E():   17 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (17-49:341-374) 
 
                             10        20         30        40      
2MEPSP               LTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
          50        60        70        80                          
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL                          
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 80.2  bits: 20.8 E():   17 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (32-67:134-164) 
 
              10        20        30        40        50        60  
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
              70        80                                          
2MEPSP GGKVKLSGSISSQYLSALL                                          
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.2  bits: 20.0 E():   17 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (43-61:42-62) 
 
             20        30        40        50          60        70 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
               80                                                   
2MEPSP ISSQYLSALL                                                   
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 79.4  bits: 20.4 E():   19 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (29-45:202-218) 
 
                 10        20        30        40        50         
2MEPSP   LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3704

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

             180       190       200       210       220            
 
       60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALL 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.3  bits: 20.4 E():   19 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (29-45:205-221) 
 
                 10        20        30        40        50         
2MEPSP   LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
       60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALL 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 79.1  bits: 21.2 E():   20 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (3-69:312-376) 
 
                                           10        20        30   
2MEPSP                             LTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
             290       300       310       320       330        340 
 
             40        50        60        70        80             
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL             
       .::  :...: . ::.    .: :.:.   :  : .:                        
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTT 
               350       360       370       380       390          
 
gi|238 GKLIY 
     400     
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 78.9  bits: 21.2 E():   20 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (3-69:315-379) 
 
                                           10        20        30   
2MEPSP                             LTAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
             40        50        60        70        80             
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL             
       .::  :...: . ::.    .: :.:.   :  : .:                        
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
gi|581 GKLIYNGSGK 
            410   
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 78.8  bits: 19.3 E():   21 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (25-62:58-97) 
 
                     10        20        30        40          50   
2MEPSP       LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
             60        70        80   
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALL   
        .:. ..:::                     
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK 
        90       100       110        
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>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 78.6  bits: 21.6 E():   21 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (17-49:341-374) 
 
                             10        20         30        40      
2MEPSP               LTAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
          50        60        70        80                          
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL                          
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (18-60:104-146) 
 
                            10        20        30             40   
2MEPSP              LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
             50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
        : ..: :     ::::.                     
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH       
            140           150       160       
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 77.8  bits: 19.4 E():   23 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (28-50:12-38) 
 
               10        20        30            40        50       
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNG 
                                  :.:. : .:::.    :  :     ::       
gi|144                 IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAH 
                               10        20        30        40     
 
         60        70        80                                     
2MEPSP IGGLPGGKVKLSGSISSQYLSALL                                     
                                                                    
gi|144 GSKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVK 
           50        60        70        80        90       100     
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 77.8  bits: 21.2 E():   24 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (29-46:295-313) 
 
                 10        20        30         40        50        
2MEPSP   LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
        60        70        80                                      
2MEPSP GGLPGGKVKLSGSISSQYLSALL                                      
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 77.6  bits: 20.9 E():   24 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (52-69:167-184) 
 
              30        40        50        60        70        80  
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL  
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                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.1  bits: 19.4 E():   26 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (56-63:119-126) 
 
          30        40        50        60        70        80      
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL      
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
gi|144 EEVD 
      150   
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (10-58:94-133) 
 
                                    10        20        30          
2MEPSP                      LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
      40        50        60        70        80                    
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL                    
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.0  bits: 19.1 E():   30 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (20-52:78-105) 
 
                          10        20        30         40         
2MEPSP            LTAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
       50        60        70        80         
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALL         
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.0  bits: 18.7 E():   30 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (20-48:73-101) 
 
                          10        20        30        40          
2MEPSP            LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
      50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                       
gi|209 FAVLVKQ                         
                                       
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.0  bits: 18.7 E():   30 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (20-48:73-101) 
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                          10        20        30        40          
2MEPSP            LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
      50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                       
gi|249 FAVLVKQ                         
                                       
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 75.9  bits: 20.6 E():   30 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (17-45:185-214) 
 
                             10        20        30          40     
2MEPSP               LTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
           50        60        70        80                         
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL                         
       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.5  bits: 18.4 E():   32 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (25-62:32-71) 
 
                     10        20        30        40          50   
2MEPSP       LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
             60        70        80   
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALL   
         :. ..:::                     
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK 
              70        80        90  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.4  bits: 21.4 E():   32 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (23-63:55-104) 
 
                       10        20        30             40        
2MEPSP         LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
            50        60        70        80                        
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL                        
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.4  bits: 21.4 E():   32 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (23-63:55-104) 
 
                       10        20        30             40        
2MEPSP         LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
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            50        60        70        80                        
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL                        
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.4  bits: 21.4 E():   32 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (23-63:55-104) 
 
                       10        20        30             40        
2MEPSP         LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
            50        60        70        80                        
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL                        
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 47; 22.1% identity (46.8% similar) in 77 aa overlap (2-69:22-98) 
 
                                   10        20        30           
2MEPSP                     LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... .  . .:  ... :   
gi|100 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
       40               50        60        70        80            
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL            
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYCGSHHHHHH 
              130       140 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 18.4 E():   37 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (28-42:93-107) 
 
                  10        20        30        40        50        
2MEPSP    LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALL 
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (41-62:35-60) 
 
               20        30        40            50        60       
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         70        80                                      
2MEPSP LSGSISSQYLSALL                                      
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
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 initn:  42 init1:  42 opt:  46  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (41-62:35-60) 
 
               20        30        40            50        60       
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         70        80                                      
2MEPSP LSGSISSQYLSALL                                      
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (41-62:35-60) 
 
               20        30        40            50        60       
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         70        80                                      
2MEPSP LSGSISSQYLSALL                                      
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 73.8  bits: 21.1 E():   39 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (23-63:55-104) 
 
                       10        20        30             40        
2MEPSP         LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
            50        60        70        80                        
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL                        
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.7  bits: 19.9 E():   40 
Smith-Waterman score: 50; 24.1% identity (72.4% similar) in 29 aa overlap (50-78:175-203) 
 
      20        30        40        50        60        70          
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
      80                                                            
2MEPSP L                                                            
                                                                    
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.7  bits: 15.9 E():   40 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (6-20:2-16) 
 
               10        20        30        40        50        60 
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
            :. ::. . : : .:                                         
gi|320     YTTEGGTKSEVEDVIPEGWK                                     
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                   10        20                                     
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 73.7  bits: 19.2 E():   40 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (22-75:74-123) 
 
                        10        20        30        40         50 
2MEPSP          LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
               60        70        80                               
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALL                               
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 17.7 E():   40 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (43-52:38-47) 
 
             20        30        40        50        60        70   
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
             80 
2MEPSP SQYLSALL 
                
gi|114 CNKNCT   
        70      
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (2-27:11-39) 
 
                        10           20        30        40         
2MEPSP          LTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                 :... ::    .:::::   .:..  . :                      
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALL                             
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (31-57:13-38) 
 
               10        20        30        40        50        60 
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ..:. . . . .:  : : :   :::.    
gi|309                   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETE 
                                 10         20        30        40  
 
               70        80                                         
2MEPSP PGGKVKLSGSISSQYLSALL                                         
                                                                    
gi|309 INEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDT 
              50        60        70        80        90       100  
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 18.5 E():   41 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (44-53:48-57) 
 
            20        30        40        50        60        70    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3711

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
            80                                             
2MEPSP QYLSALL                                             
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (26-58:319-348) 
 
                    10        20        30        40         50     
2MEPSP      LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
           60        70        80                      
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALL                      
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.7  bits: 18.1 E():   45 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (6-70:19-83) 
 
                            10        20        30        40        
2MEPSP              LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
           50        60        70        80                 
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALL                 
       :..    :  .: ::  :: .  .:.                           
gi|461 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.7  bits: 18.1 E():   45 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (6-70:19-83) 
 
                            10        20        30        40        
2MEPSP              LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
           50        60        70        80                 
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALL                 
       :..    :  .: ::  :: .  .:.                           
gi|416 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.7  bits: 20.0 E():   45 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (17-45:184-213) 
 
                             10        20        30          40     
2MEPSP               LTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
           50        60        70        80                         
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL                         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3712

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.7  bits: 20.0 E():   45 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (17-45:184-213) 
 
                             10        20        30          40     
2MEPSP               LTAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
           50        60        70        80                         
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL                         
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.0  bits: 18.9 E():   49 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (22-75:74-123) 
 
                        10        20        30        40         50 
2MEPSP          LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
               60        70        80                               
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALL                               
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.0  bits: 18.9 E():   49 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (22-75:74-123) 
 
                        10        20        30        40         50 
2MEPSP          LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
               60        70        80                               
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALL                               
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (14-49:40-74) 
 
                                10        20        30        40    
2MEPSP                  LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
            50        60        70        80                        
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL                        
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (14-49:47-81) 
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                                10        20        30        40    
2MEPSP                  LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
            50        60        70        80                        
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL                        
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.3  bits: 18.6 E():   54 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (19-43:59-82) 
 
                           10        20        30        40         
2MEPSP             LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
       50        60        70        80                             
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALL                             
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.3  bits: 18.6 E():   54 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (19-43:59-82) 
 
                           10        20        30        40         
2MEPSP             LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
       50        60        70        80                             
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALL                             
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.1  bits: 19.7 E():   55 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (16-45:361-385) 
 
                              10        20        30        40      
2MEPSP                LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
          50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                           
gi|284 ELIRSLFGLP                          
         390                               
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.3  bits: 18.6 E():   61 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (22-75:79-128) 
 
                        10        20        30        40         50 
2MEPSP          LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
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               60        70        80                               
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALL                               
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (2-18:257-273) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|313 VFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV           
        230       240       250       260       270                 
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (2-18:257-273) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|313 VFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV           
        230       240       250       260       270                 
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (2-18:257-273) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|168 VFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV           
        230       240       250       260       270                 
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (2-18:257-273) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|313 VFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV           
        230       240       250       260       270                 
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 21.8% identity (50.0% similar) in 78 aa overlap (2-69:22-98) 
 
                                   10        20        30           
2MEPSP                     LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..    .. :... . .. .:  . . :   
gi|582 MSWQVYVDEHLMCEIEGNHLTSAAIIGQDGSVWAQSQNFPQLKPEEVAGIVGDFADPGTL 
               10        20        30        40        50        60 
 
       40               50        60         70        80           
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGK-VKLSGSISSQYLSALL           
       : .  ..:          : . . :  : :::  :: .:                      
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gi|582 APTGLYIGGTKYMVIQGEPGAVIRGKKG-PGGATVKKTGMALVIGIYDEPMTPGQCNMIV 
               70        80         90       100       110          
 
gi|582 ERLGDYLIDQGL 
     120       130  
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (2-18:267-283) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|239 VFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV           
        240       250       260       270       280                 
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (2-18:268-284) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (2-18:268-284) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (2-18:268-284) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (2-18:268-284) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
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>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (2-18:268-284) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (2-18:268-284) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (2-18:268-284) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (2-18:268-284) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (2-18:268-284) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (2-18:268-284) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
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                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (2-18:268-284) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (2-18:268-284) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (2-18:268-284) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (2-18:268-284) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.3 E():   65 
Smith-Waterman score: 45; 80.0% identity (90.0% similar) in 10 aa overlap (4-13:152-161) 
 
                                          10        20        30    
2MEPSP                            LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                                     :.::::: ::                     
gi|249 EAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV       
             130       140       150       160       170            
 
            40        50        60        70        80 
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
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>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.7  bits: 18.6 E():   65 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (22-75:97-146) 
 
                        10        20        30        40         50 
2MEPSP          LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
               60        70        80                               
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALL                               
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.7  bits: 18.6 E():   65 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (22-75:97-146) 
 
                        10        20        30        40         50 
2MEPSP          LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
               60        70        80                               
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALL                               
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (2-18:293-309) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|330 VFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV           
            270       280       290       300       310             
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (2-18:293-309) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|398 VFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV           
            270       280       290       300       310             
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (6-38:28-60) 
 
                                     10        20        30         
2MEPSP                       LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL                   
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gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (22-75:74-123) 
 
                        10        20        30        40         50 
2MEPSP          LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
               60        70        80                               
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALL                               
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (22-75:74-123) 
 
                        10        20        30        40         50 
2MEPSP          LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
               60        70        80                               
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALL                               
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (16-45:240-264) 
 
                              10        20        30        40      
2MEPSP                LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
          50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                           
gi|225 ELIRSWFGLP                          
          270                              
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.2 E():   76 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:69-88) 
 
                                             10        20        30 
2MEPSP                               LTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     .:. .:. ::. :   : .:           
gi|105 KEKGSDTYEPLKHSWGAIWRKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYT 
       40        50        60        70        80        90         
 
               40        50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                                          
gi|105 T                                                  
                                                          
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (24-42:40-58) 
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                      10        20        30        40        50    
2MEPSP        LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
            60        70        80                                  
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALL                                  
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.3  bits: 19.4 E():   78 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (9-63:80-134) 
 
                                     10        20        30         
2MEPSP                       LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
       40        50        60        70        80                   
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL                   
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 43; 20.0% identity (53.8% similar) in 65 aa overlap (2-66:24-86) 
 
                                     10        20        30         
2MEPSP                       LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                              .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL                   
       : .    :     ..   : : ::. ..                                 
gi|622 ALAPT--GLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCN 
                 70        80        90       100       110         
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (59-78:271-290) 
 
       30        40        50        60        70        80         
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL         
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 46; 52.9% identity (82.4% similar) in 17 aa overlap (2-18:282-298) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:.:::.:.:: .  :              
gi|663 ALTKAITAMSQAQKVAKPAAAAATGAATVATGAATAAAGGATAAAGGYKA           
             260       270       280       290       300            
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
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>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.9  bits: 14.6 E():   82 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (48-61:5-18) 
 
        20        30        40        50        60        70        
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     :: :   . :  ::                 
gi|244                           IGNEDCTPWMSTLITPLP                 
                                         10                         
 
        80 
2MEPSP ALL 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 46; 58.8% identity (64.7% similar) in 17 aa overlap (2-18:288-304) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|113 VFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV           
       260       270       280       290       300                  
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (59-67:36-44) 
 
       30        40        50        60        70        80         
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL         
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (41-62:35-60) 
 
               20        30        40            50        60       
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         70        80                                      
2MEPSP LSGSISSQYLSALL                                      
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (50-62:48-60) 
 
      20        30        40        50        60        70          
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
      80                                       
2MEPSP L                                       
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
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>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (38-74:49-85) 
 
        10        20        30        40        50        60        
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
        70        80                                                
2MEPSP SGSISSQYLSALL                                                
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (31-50:84-104) 
 
               10        20        30         40        50          
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
      60        70        80                  
2MEPSP LPGGKVKLSGSISSQYLSALL                  
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:232-251) 
 
                                             10        20        30 
2MEPSP                               LTAAVTAAGGNATYVLDGVPRMRERPIGDL 
                                     ::. .:. ::. :   : .:           
gi|898 KEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLTVRLTTEGGTKTVYDDVIPANWKANTAYT 
             210       220       230       240       250       260  
 
               40        50        60        70        80 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                                          
gi|898 AK                                                 
                                                          
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 45; 52.9% identity (70.6% similar) in 17 aa overlap (2-18:246-262) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::..:: : :: .  :              
gi|180 VFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAATAAAGGYKV           
         220       230       240       250       260                
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (54-75:45-65) 
 
            30        40        50        60        70        80    
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL    
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
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gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (2-30:11-42) 
 
                        10           20        30        40         
2MEPSP          LTAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                 :... ::    ...:::   ::..  . :...                   
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALL                             
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (27-43:7-23) 
 
               10        20        30        40        50        60 
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                 :  : .:.:.: : .::                  
gi|274                     MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLK 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP PGGKVKLSGSISSQYLSALL                                         
                                                                    
gi|274 EKKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQTDKHP 
               50        60        70        80        90       100 
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (27-43:7-23) 
 
               10        20        30        40        50        60 
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                 :  : .:.:.: : .::                  
gi|115                     MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLK 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP PGGKVKLSGSISSQYLSALL                                         
                                                                    
gi|115 DKRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQTDKHP 
               50        60        70        80        90       100 
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (2-18:112-128) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.6  bits: 14.3 E():   96 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (6-20:2-16) 
 
               10        20        30        40        50        60 
2MEPSP LTAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
            :. ::. . . : .:                                         
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gi|320     YTTEGGTKSEAEDVIPE                                        
                   10                                               
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.4 E():   97 
Smith-Waterman score: 45; 52.9% identity (70.6% similar) in 17 aa overlap (2-18:271-287) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::..:: : :: .  :              
gi|144 VFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAATAAAGGYKV           
              250       260       270       280       290           
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.4 E():   99 
Smith-Waterman score: 45; 52.9% identity (76.5% similar) in 17 aa overlap (2-18:282-298) 
 
                                            10        20        30  
2MEPSP                              LTAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:.:::.: :: .  :              
gi|441 ALTKAITAMTQAQKAGKPAAAAATGAATVATGAATAAAGAATAAAGGYKA           
             260       270       280       290       300            
 
              40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:35 2011 done: Tue Apr 19 10:57:35 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 109  - 188 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
  32    15     8:==*== 
  34    35    22:=======*==== 
  36    50    44:==============*== 
  38    82    73:========================*=== 
  40    69   102:=======================          * 
  42    83   125:============================             * 
  44   135   138:=============================================* 
  46   166   140:==============================================*========= 
  48   115   134:=======================================     * 
  50   106   122:====================================    * 
  52    84   108:============================       * 
  54    94    92:==============================*= 
  56   160    77:=========================*============================ 
  58    63    63:====================* 
  60    46    51:================* 
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  62    28    41:==========   * 
  64    30    33:==========* 
  66    14    26:=====   * 
  68    16    20:======* 
  70    27    16:=====*=== 
  72    12    12:===* 
  74    12    10:===* 
  76    12     8:==*= 
  78     6     6:=* 
  80     9     5:=*= 
  82     8     3:*== 
  84     1     3:* 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.89520.00373; mu= 12.6183 0.194 
 mean_var=37.9507 9.742, 0's: 2 Z-trim: 3  B-trim: 71 in 1/43 
 Lambda= 0.208192 
 Kolmogorov-Smirnov  statistic: 0.0507 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.4    0.33 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.0     2.8 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.5     2.9 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.4     3.1 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   57 21.8     4.2 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   57 21.8     4.4 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   57 21.8     4.5 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.2     6.8 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.2     7.1 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   54 21.0      11 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.4      11 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.1      11 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.3      11 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.7      12 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.2      12 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.6      14 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.6      14 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   51 20.0      15 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   54 21.1      15 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 21.9      15 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.1      15 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.7      17 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.2      17 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 21.9      17 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.8      17 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.1      17 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.5      19 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.5      19 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   54 21.2      20 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   54 21.2      20 
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gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.4      20 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.6      21 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 19.8      21 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.4      23 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.3      23 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 20.9      24 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.5      25 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.6      27 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 18.8      29 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 18.8      29 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.1      29 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.6      29 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.4      31 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.4      31 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.4      31 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.4      31 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   47 18.8      35 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.5      37 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.5      37 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.5      37 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.5      37 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.1      39 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.9      39 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   50 20.0      39 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.8      39 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.2      39 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   47 18.9      39 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.5      40 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.6      41 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.0      44 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.2      44 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.2      44 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.0      44 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.0      44 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 18.9      48 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 18.9      48 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.6      48 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.6      50 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.6      53 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.6      53 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.7      54 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.6      60 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   47 19.0      61 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   47 19.0      61 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   47 19.0      61 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   47 19.0      61 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   44 17.9      62 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   47 19.0      63 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 19.0      63 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.0      63 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.0      63 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.0      63 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 19.0      63 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.0      63 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 19.0      63 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.0      63 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 19.0      63 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.0      63 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.0      63 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.0      63 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.0      63 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.0      63 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   45 18.3      64 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.7      64 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.7      64 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 19.0      67 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   47 19.0      67 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.0      70 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.3      72 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.3      72 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.7      74 
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gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.7      76 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.5      77 
gi|62249502|gb|AAX77687.1| profilin isoallergen 1  ( 133)   43 17.6      77 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.1      79 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   46 18.7      80 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.7      80 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.7      81 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.3      81 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.3      84 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.3      85 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.6      85 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.6      85 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.4      88 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.7      89 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   43 17.7      89 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.8      91 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.8      91 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   42 17.3      93 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.3      94 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   45 18.4      95 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   45 18.4      98 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 18.8      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 111.1  bits: 25.4 E(): 0.33 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (35-76:48-93) 
 
           10        20        30        40           50        60  
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
               70        80                           
2MEPSP G-KVKLSGSISSQYLSALLM                           
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 94.5  bits: 22.0 E():  2.8 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (35-55:24-46) 
 
           10        20        30        40          50        60   
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
             70        80                               
2MEPSP KVKLSGSISSQYLSALLM                               
                                                        
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 94.2  bits: 23.5 E():  2.9 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (38-79:25-65) 
 
        10        20        30        40        50        60        
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .:.::  :: : :. 
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLG 
                     10        20        30        40         50    
 
        70        80                                                
2MEPSP GSISSQYLSALLM                                                
       . :: . .  .:                                                 
gi|275 SIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
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>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 93.7  bits: 22.4 E():  3.1 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (42-62:66-87) 
 
              20        30        40        50         60        70 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
               80                                           
2MEPSP SSQYLSALLM                                           
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 91.2  bits: 21.8 E():  4.2 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (1-68:22-98) 
 
                                    10        20        30          
2MEPSP                      TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|190 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
        40               50        60        70        80           
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM           
       : .  :::          : : . :  :  :  .: .:                       
gi|190 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|190 RLGDYPVEQGF 
              130  
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.9  bits: 21.8 E():  4.4 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (1-68:22-98) 
 
                                    10        20        30          
2MEPSP                      TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|105 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
        40               50        60        70        80           
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM           
       : .  :::          : : . :  :  :  .: .:                       
gi|105 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|105 RLGDYLIDQGYWVPSSNS 
              130         
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.8  bits: 21.8 E():  4.5 
Smith-Waterman score: 57; 23.4% identity (48.1% similar) in 77 aa overlap (1-68:22-98) 
 
                                    10        20        30          
2MEPSP                      TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... . :. .:  ... :   
gi|100 MSWQAYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
        40               50        60        70        80           
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM           
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYYVGSHHHHHH 
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              130       140  
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 87.5  bits: 24.2 E():  6.8 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (23-59:943-974) 
 
                       10        20        30        40        50   
2MEPSP         TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
             60        70        80                                 
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLM                                 
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 87.2  bits: 21.2 E():  7.1 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (42-62:66-87) 
 
              20        30        40        50         60        70 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
               80                                           
2MEPSP SSQYLSALLM                                           
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 84.1  bits: 21.0 E():   11 
Smith-Waterman score: 54; 37.3% identity (51.0% similar) in 51 aa overlap (31-70:27-75) 
 
               10        20        30        40              50     
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VR 
                                     .:   ::.::  .::    .:  ::    : 
gi|124     ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFR 
                   10        20        30          40        50     
 
                60        70        80                              
2MEPSP VN---GIGGLPGGKVKLSGSISSQYLSALLM                              
        :   : .: :   . :::.:                                        
gi|124 YNSDVGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLE 
           60        70        80        90       100       110     
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 83.5  bits: 21.4 E():   11 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (28-73:106-145) 
 
                  10        20        30        40        50        
2MEPSP    TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
        60        70        80                                      
2MEPSP GLPGGKVKLSGSISSQYLSALLM                                      
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 83.5  bits: 22.1 E():   11 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (15-57:262-299) 
 
                               10        20        30        40     
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2MEPSP                 TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
           50        60        70        80                         
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM                         
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.4  bits: 20.3 E():   11 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (28-44:98-114) 
 
                  10        20        30        40        50        
2MEPSP    TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLM 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 20.7 E():   12 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (42-63:66-88) 
 
              20        30        40        50         60        70 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
               80                                                   
2MEPSP SSQYLSALLM                                                   
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 83.3  bits: 22.2 E():   12 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (35-55:383-405) 
 
           10        20        30        40          50        60   
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
             70        80                               
2MEPSP KVKLSGSISSQYLSALLM                               
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.2  bits: 19.6 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (24-61:32-71) 
 
                      10        20        30        40          50  
2MEPSP        TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
              60        70        80  
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLM  
         :. ..:::                     
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK 
              70        80        90  
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>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.1  bits: 19.6 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (24-61:33-72) 
 
                      10        20        30        40          50  
2MEPSP        TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
              60        70        80  
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLM  
         :. ..:::                     
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK 
             70        80        90   
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.5  bits: 20.0 E():   15 
Smith-Waterman score: 51; 19.7% identity (48.7% similar) in 76 aa overlap (2-68:23-98) 
 
                                    10        20        30          
2MEPSP                      TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                             ::...  :..    .. :... . .. ..  . . :   
gi|264 MSWQAYVDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTL 
               10        20        30        40        50        60 
 
        40               50        60        70        80           
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM           
       : .  :.:          : : . :  :  :  .: .:                       
gi|264 APTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVE 
               70        80        90       100       110       120 
 
gi|264 RLGDYLIEQGF 
              130  
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 81.3  bits: 21.1 E():   15 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (2-68:211-275) 
 
                                            10        20        30  
2MEPSP                              TAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
              40        50        60        70        80      
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM      
       .::  :...: . ::.    .: :.:.   :  : .:                  
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (18-44:454-481) 
 
                            10        20         30        40       
2MEPSP              TAAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
         50        60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                          
gi|424 IKKLFGLSH                          
           490                            
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 81.2  bits: 21.1 E():   15 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (38-79:25-65) 
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        10        20        30        40        50        60        
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :   . .: ::   : . :. 
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLG 
                     10        20        30         40        50    
 
        70        80                                                
2MEPSP GSISSQYLSALLM                                                
       . :: . .  .:                                                 
gi|145 SIISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.6  bits: 19.7 E():   17 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (24-61:58-97) 
 
                      10        20        30        40          50  
2MEPSP        TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
              60        70        80  
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLM  
         :. ..:::                     
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK 
        90       100       110        
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 80.4  bits: 21.2 E():   17 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (30-62:174-206) 
 
                10        20        30        40        50          
2MEPSP  TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
       60        70        80                                       
2MEPSP -PGGKVKLSGSISSQYLSALLM                                       
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 80.4  bits: 21.9 E():   17 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (16-48:341-374) 
 
                              10         20        30        40     
2MEPSP                TAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
           50        60        70        80                         
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM                         
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 80.4  bits: 20.8 E():   17 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (31-66:134-164) 
 
               10        20        30        40        50        60 
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
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               70        80                                         
2MEPSP GGKVKLSGSISSQYLSALLM                                         
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.3  bits: 20.1 E():   17 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (42-60:42-62) 
 
              20        30        40          50        60          
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
      70        80                                                  
2MEPSP ISSQYLSALLM                                                  
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 79.6  bits: 20.5 E():   19 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (28-44:202-218) 
 
                  10        20        30        40        50        
2MEPSP    TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLM 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.5  bits: 20.5 E():   19 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (28-44:205-221) 
 
                  10        20        30        40        50        
2MEPSP    TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLM 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 79.2  bits: 21.2 E():   20 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (2-68:312-376) 
 
                                            10        20        30  
2MEPSP                              TAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
             290       300       310       320       330        340 
 
              40        50        60        70        80            
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM            
       .::  :...: . ::.    .: :.:.   :  : .:                        
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTT 
               350       360       370       380       390          
 
gi|238 GKLIY 
     400     
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 79.1  bits: 21.2 E():   20 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (2-68:315-379) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3734

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                            10        20        30  
2MEPSP                              TAAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
              40        50        60        70        80            
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM            
       .::  :...: . ::.    .: :.:.   :  : .:                        
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
gi|581 GKLIYNGSGK 
            410   
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 78.9  bits: 19.4 E():   20 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (24-61:58-97) 
 
                      10        20        30        40          50  
2MEPSP        TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
              60        70        80  
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLM  
        .:. ..:::                     
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK 
        90       100       110        
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 78.8  bits: 21.6 E():   21 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (16-48:341-374) 
 
                              10         20        30        40     
2MEPSP                TAAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
           50        60        70        80                         
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM                         
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (17-59:104-146) 
 
                             10        20        30             40  
2MEPSP               TAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
              50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
        : ..: :     ::::.                      
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH        
            140           150       160        
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 78.0  bits: 19.4 E():   23 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (27-49:12-38) 
 
               10        20        30            40        50       
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGI 
                                 :.:. : .:::.    :  :     ::        
gi|144                IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHG 
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                              10        20        30        40      
 
         60        70        80                                     
2MEPSP GGLPGGKVKLSGSISSQYLSALLM                                     
                                                                    
gi|144 SKHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKC 
          50        60        70        80        90       100      
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (28-45:295-313) 
 
                  10        20        30         40        50       
2MEPSP    TAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
         60        70        80                                     
2MEPSP GGLPGGKVKLSGSISSQYLSALLM                                     
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 77.7  bits: 20.9 E():   24 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (51-68:167-184) 
 
               30        40        50        60        70        80 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (55-62:119-126) 
 
           30        40        50        60        70        80     
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM     
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
gi|144 EEVD 
      150   
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (9-57:94-133) 
 
                                     10        20        30         
2MEPSP                       TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
       40        50        60        70        80                   
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM                   
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (19-47:73-101) 
 
                           10        20        30        40         
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2MEPSP             TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
       50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                        
gi|209 FAVLVKQ                          
                                        
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (19-47:73-101) 
 
                           10        20        30        40         
2MEPSP             TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
       50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                        
gi|249 FAVLVKQ                          
                                        
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.1  bits: 19.1 E():   29 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (19-51:78-105) 
 
                           10        20        30         40        
2MEPSP             TAAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
        50        60        70        80        
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM        
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 76.1  bits: 20.6 E():   29 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (16-44:185-214) 
 
                              10        20          30        40    
2MEPSP                TAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
            50        60        70        80                        
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM                        
       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.7  bits: 18.4 E():   31 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (24-61:32-71) 
 
                      10        20        30        40          50  
2MEPSP        TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
              60        70        80  
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLM  
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         :. ..:::                     
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK 
              70        80        90  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.5  bits: 21.4 E():   31 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (22-62:55-104) 
 
                        10        20        30             40       
2MEPSP          TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
             50        60        70        80                       
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM                       
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.5  bits: 21.4 E():   31 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (22-62:55-104) 
 
                        10        20        30             40       
2MEPSP          TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
             50        60        70        80                       
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM                       
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.5  bits: 21.4 E():   31 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (22-62:55-104) 
 
                        10        20        30             40       
2MEPSP          TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
             50        60        70        80                       
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM                       
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 74.6  bits: 18.8 E():   35 
Smith-Waterman score: 47; 22.1% identity (46.8% similar) in 77 aa overlap (1-68:22-98) 
 
                                    10        20        30          
2MEPSP                      TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..     . :... .  . .:  ... :   
gi|100 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
        40               50        60        70        80           
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM           
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYCGSHHHHHH 
              130       140 
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>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 18.5 E():   37 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (27-41:93-107) 
 
                   10        20        30        40        50       
2MEPSP     TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
         60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.2  bits: 18.5 E():   37 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (40-61:35-60) 
 
      10        20        30        40            50        60      
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
          70        80                                     
2MEPSP LSGSISSQYLSALLM                                     
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.2  bits: 18.5 E():   37 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (40-61:35-60) 
 
      10        20        30        40            50        60      
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
          70        80                                     
2MEPSP LSGSISSQYLSALLM                                     
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.2  bits: 18.5 E():   37 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (40-61:35-60) 
 
      10        20        30        40            50        60      
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
          70        80                                     
2MEPSP LSGSISSQYLSALLM                                     
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 73.9  bits: 21.1 E():   39 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (22-62:55-104) 
 
                        10        20        30             40       
2MEPSP          TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
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             50        60        70        80                       
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM                       
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.9  bits: 15.9 E():   39 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (5-19:2-16) 
 
               10        20        30        40        50        60 
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
           :. ::. . : : .:                                          
gi|320    YTTEGGTKSEVEDVIPEGWK                                      
                  10        20                                      
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.8  bits: 20.0 E():   39 
Smith-Waterman score: 50; 24.1% identity (72.4% similar) in 29 aa overlap (49-77:175-203) 
 
       20        30        40        50        60        70         
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
       80                                                           
2MEPSP LM                                                           
                                                                    
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 17.8 E():   39 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (42-51:38-47) 
 
              20        30        40        50        60        70  
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
              80 
2MEPSP SQYLSALLM 
                 
gi|114 CNKNCT    
        70       
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 73.8  bits: 19.2 E():   39 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (21-74:74-123) 
 
                         10        20        30        40           
2MEPSP           TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
      50        60        70        80                              
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLM                              
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.7  bits: 18.9 E():   39 
Smith-Waterman score: 47; 34.5% identity (62.1% similar) in 29 aa overlap (1-26:11-39) 
 
                         10           20        30        40        
2MEPSP           TAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                 :... ::    .:::::   .:..  . :                      
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gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM                            
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 18.5 E():   40 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (43-52:48-57) 
 
             20        30        40        50        60        70   
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
             80                                            
2MEPSP QYLSALLM                                            
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.5  bits: 19.6 E():   41 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (30-56:13-38) 
 
               10        20        30        40        50        60 
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                    ..:. . . . .:  : : :   :::.     
gi|309                  MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEI 
                                10         20        30        40   
 
               70        80                                         
2MEPSP GGKVKLSGSISSQYLSALLM                                         
                                                                    
gi|309 NEFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTE 
             50        60        70        80        90       100   
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 72.9  bits: 20.0 E():   44 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (25-57:319-348) 
 
                     10        20        30        40         50    
2MEPSP       TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
            60        70        80                     
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLM                     
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (5-69:19-83) 
 
                             10        20        30        40       
2MEPSP               TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
            50        60        70        80                
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM                
       :..    :  .: ::  :: .  .:.                           
gi|461 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
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        60        70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (5-69:19-83) 
 
                             10        20        30        40       
2MEPSP               TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
            50        60        70        80                
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM                
       :..    :  .: ::  :: .  .:.                           
gi|416 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (16-44:184-213) 
 
                              10        20          30        40    
2MEPSP                TAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
            50        60        70        80                        
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM                        
       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (16-44:184-213) 
 
                              10        20          30        40    
2MEPSP                TAAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
            50        60        70        80                        
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM                        
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (21-74:74-123) 
 
                         10        20        30        40           
2MEPSP           TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
      50        60        70        80                              
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLM                              
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (21-74:74-123) 
 
                         10        20        30        40           
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2MEPSP           TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
      50        60        70        80                              
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLM                              
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (13-48:40-74) 
 
                                 10        20        30        40   
2MEPSP                   TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
             50        60        70        80                       
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM                       
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.9  bits: 18.6 E():   50 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (13-48:47-81) 
 
                                 10        20        30        40   
2MEPSP                   TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
             50        60        70        80                       
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM                       
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.4  bits: 18.6 E():   53 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (18-42:59-82) 
 
                            10        20        30        40        
2MEPSP              TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
        50        60        70        80                            
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM                            
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.4  bits: 18.6 E():   53 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (18-42:59-82) 
 
                            10        20        30        40        
2MEPSP              TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
        50        60        70        80                            
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM                            
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gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.3  bits: 19.7 E():   54 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (15-44:361-385) 
 
                               10        20        30        40     
2MEPSP                 TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
           50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                            
gi|284 ELIRSLFGLP                           
         390                                
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.4  bits: 18.6 E():   60 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (21-74:79-128) 
 
                         10        20        30        40           
2MEPSP           TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
      50        60        70        80                              
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLM                              
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (1-17:257-273) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|313 VFETALKKAITATSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV           
        230       240       250       260       270                 
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (1-17:257-273) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|313 VFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV           
        230       240       250       260       270                 
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (1-17:257-273) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|168 VFETALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV           
        230       240       250       260       270                 
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               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (1-17:257-273) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|313 VFETALKKAFTAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV           
        230       240       250       260       270                 
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 44; 21.8% identity (50.0% similar) in 78 aa overlap (1-68:22-98) 
 
                                    10        20        30          
2MEPSP                      TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                            .::. .  :..    .. :... . .. .:  . . :   
gi|582 MSWQVYVDEHLMCEIEGNHLTSAAIIGQDGSVWAQSQNFPQLKPEEVAGIVGDFADPGTL 
               10        20        30        40        50        60 
 
        40               50        60         70        80          
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGK-VKLSGSISSQYLSALLM          
       : .  ..:          : . . :  : :::  :: .:                      
gi|582 APTGLYIGGTKYMVIQGEPGAVIRGKKG-PGGATVKKTGMALVIGIYDEPMTPGQCNMIV 
               70        80         90       100       110          
 
gi|582 ERLGDYLIDQGL 
     120       130  
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (1-17:267-283) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|239 VFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV           
        240       250       260       270       280                 
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (1-17:268-284) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (1-17:268-284) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
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               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (1-17:268-284) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (1-17:268-284) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (1-17:268-284) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (1-17:268-284) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (1-17:268-284) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
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Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (1-17:268-284) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (1-17:268-284) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (1-17:268-284) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (1-17:268-284) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (1-17:268-284) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (1-17:268-284) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
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       240       250       260       270       280                  
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (1-17:268-284) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|217 VFETAEKKAITAMSEAKKAAKPAAAATATATAAVGAATGAATAATGGYKV           
       240       250       260       270       280                  
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.3 E():   64 
Smith-Waterman score: 45; 80.0% identity (90.0% similar) in 10 aa overlap (3-12:152-161) 
 
                                           10        20        30   
2MEPSP                             TAAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                                     :.::::: ::                     
gi|249 EAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV       
             130       140       150       160       170            
 
             40        50        60        70        80 
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.9  bits: 18.7 E():   64 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (21-74:97-146) 
 
                         10        20        30        40           
2MEPSP           TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
      50        60        70        80                              
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLM                              
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.9  bits: 18.7 E():   64 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (21-74:97-146) 
 
                         10        20        30        40           
2MEPSP           TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
      50        60        70        80                              
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLM                              
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (1-17:293-309) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|330 VFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV           
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            270       280       290       300       310             
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 47; 58.8% identity (64.7% similar) in 17 aa overlap (1-17:293-309) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|398 VFETALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKV           
            270       280       290       300       310             
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (5-37:28-60) 
 
                                      10        20        30        
2MEPSP                        TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM                  
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.9  bits: 18.3 E():   72 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (21-74:74-123) 
 
                         10        20        30        40           
2MEPSP           TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
      50        60        70        80                              
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLM                              
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.9  bits: 18.3 E():   72 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (21-74:74-123) 
 
                         10        20        30        40           
2MEPSP           TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
      50        60        70        80                              
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLM                              
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (15-44:240-264) 
 
                               10        20        30        40     
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2MEPSP                 TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
           50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                            
gi|225 ELIRSWFGLP                           
          270                               
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (23-41:40-58) 
 
                       10        20        30        40        50   
2MEPSP         TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
             60        70        80                                 
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLM                                 
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.4  bits: 19.5 E():   77 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (8-62:80-134) 
 
                                      10        20        30        
2MEPSP                        TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
        40        50        60        70        80                  
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM                  
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|62249502|gb|AAX77687.1| profilin isoallergen 1 [Amb  (133 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 20.0% identity (53.8% similar) in 65 aa overlap (1-65:24-86) 
 
                                      10        20        30        
2MEPSP                        TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                              .::. .. ::.    .. :...   :. ..  ... : 
gi|622 MSWQTYVDEHLMCDIEGTGQHLASAAIFGTDGNVWAKSSSFPEFKPDEINAIIKEFSEPG 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM                  
       : .    :     ..   : : ::. ..                                 
gi|622 ALAPT--GLFLAGAKYMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVNPGQCN 
                 70        80        90       100       110         
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (58-77:271-290) 
 
        30        40        50        60        70        80        
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM        
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3750

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 46; 52.9% identity (82.4% similar) in 17 aa overlap (1-17:282-298) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:.:::.:.:: .  :              
gi|663 ALTKAITAMSQAQKVAKPAAAAATGAATVATGAATAAAGGATAAAGGYKA           
             260       270       280       290       300            
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.1  bits: 14.7 E():   80 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (47-60:5-18) 
 
         20        30        40        50        60        70       
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     :: :   . :  ::                 
gi|244                           IGNEDCTPWMSTLITPLP                 
                                         10                         
 
         80 
2MEPSP ALLM 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 46; 58.8% identity (64.7% similar) in 17 aa overlap (1-17:288-304) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::: :: : :: .  :              
gi|113 VFETALKKAITAMSQAQKAAKPAAAATGTATAAVGAATGAATAAAGGYKV           
       260       270       280       290       300                  
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (58-66:36-44) 
 
        30        40        50        60        70        80        
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM        
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.7  bits: 17.3 E():   84 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (40-61:35-60) 
 
      10        20        30        40            50        60      
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
          70        80                                     
2MEPSP LSGSISSQYLSALLM                                     
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 17.3 E():   85 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3751

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (49-61:48-60) 
 
       20        30        40        50        60        70         
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
       80                                      
2MEPSP LM                                      
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (37-73:49-85) 
 
         10        20        30        40        50        60       
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
         70        80                                               
2MEPSP SGSISSQYLSALLM                                               
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (30-49:84-104) 
 
                10        20        30         40        50         
2MEPSP  TAAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
       60        70        80                 
2MEPSP LPGGKVKLSGSISSQYLSALLM                 
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 45; 52.9% identity (70.6% similar) in 17 aa overlap (1-17:246-262) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::..:: : :: .  :              
gi|180 VFEAALTKAITAMSEAQKVATPAAAATGAATAAASAATGAATAAAGGYKV           
         220       230       240       250       260                
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (53-74:45-65) 
 
             30        40        50        60        70        80   
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM   
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
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>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 43; 28.1% identity (65.6% similar) in 32 aa overlap (1-29:11-42) 
 
                         10           20        30        40        
2MEPSP           TAAVTAAGGNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                 :... ::    ...:::   ::..  . :...                   
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM                            
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.8 E():   91 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (26-42:7-23) 
 
               10        20        30        40        50        60 
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                :  : .:.:.: : .::                   
gi|274                    MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKE 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP GGKVKLSGSISSQYLSALLM                                         
                                                                    
gi|274 KKTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQTDKHPN 
              50        60        70        80        90       100  
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.8 E():   91 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (26-42:7-23) 
 
               10        20        30        40        50        60 
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                :  : .:.:.: : .::                   
gi|115                    MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKD 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP GGKVKLSGSISSQYLSALLM                                         
                                                                    
gi|115 KRTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQTDKHPN 
              50        60        70        80        90       100  
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 42; 52.9% identity (64.7% similar) in 17 aa overlap (1-17:112-128) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:: :: : :: .  :              
gi|539 VFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAATAAAGGYKA           
              90       100       110       120       130            
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.8  bits: 14.3 E():   94 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (5-19:2-16) 
 
               10        20        30        40        50        60 
2MEPSP TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
           :. ::. . . : .:                                          
gi|320    YTTEGGTKSEAEDVIPE                                         
                  10                                                
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>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 45; 52.9% identity (70.6% similar) in 17 aa overlap (1-17:271-287) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :::..:: : :: .  :              
gi|144 VFEAALTKAITAMSEAQKVATPAAVATGAATAAASAATGAATAAAGGYKV           
              250       260       270       280       290           
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.4 E():   98 
Smith-Waterman score: 45; 52.9% identity (76.5% similar) in 17 aa overlap (1-17:282-298) 
 
                                             10        20        30 
2MEPSP                               TAAVTAAGGNATYVLDGVPRMRERPIGDLV 
                                     :.:.:::.: :: .  :              
gi|441 ALTKAITAMTQAQKAGKPAAAAATGAATVATGAATAAAGAATAAAGGYKA           
             260       270       280       290       300            
 
               40        50        60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (28-44:181-197) 
 
                  10        20        30        40        50        
2MEPSP    TAAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
        60        70        80                                      
2MEPSP GLPGGKVKLSGSISSQYLSALLM                                      
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:35 2011 done: Tue Apr 19 10:57:35 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 110  - 189 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32    10     8:==*= 
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  34    35    22:=======*==== 
  36    42    44:==============* 
  38    53    73:==================      * 
  40    85   102:=============================    * 
  42    72   125:========================                 * 
  44   128   138:===========================================  * 
  46   180   140:==============================================*============= 
  48   152   134:============================================*====== 
  50   117   122:======================================= * 
  52   104   108:===================================* 
  54    81    92:===========================   * 
  56   128    77:=========================*================= 
  58    63    63:====================* 
  60    52    51:================*= 
  62    45    41:=============*= 
  64    32    33:==========* 
  66    17    26:======  * 
  68    14    20:===== * 
  70     8    16:===  * 
  72     8    12:===* 
  74    12    10:===* 
  76    13     8:==*== 
  78     5     6:=* 
  80    12     5:=*== 
  82     6     3:*= 
  84     6     3:*= 
  86     0     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.90070.00349; mu= 12.0273 0.182 
 mean_var=37.4546 9.177, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.209566 
 Kolmogorov-Smirnov  statistic: 0.0594 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.6    0.28 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.3     2.4 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.8     2.5 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.7     2.6 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   55 21.4     5.5 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   55 21.4     5.8 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.4     5.9 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   55 21.5     5.9 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.5     6.1 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   54 21.2     9.2 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.6     9.9 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.4     9.9 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.5     9.9 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.9      10 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.4      10 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.8      12 
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gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.8      12 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   51 20.2      13 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   54 21.3      13 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.1      13 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.3      13 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.9      14 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.4      15 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.1      15 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.0      15 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.3      15 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.7      16 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.7      16 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   54 21.4      17 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   54 21.4      17 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.6      18 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.8      18 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 20.0      18 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.6      20 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.5      20 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.1      21 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.7      22 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.8      24 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 19.0      25 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 19.0      25 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.3      25 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   52 20.8      25 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.6      27 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.6      27 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.6      27 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.6      27 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   51 20.5      28 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.7      32 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.7      32 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.7      32 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.7      32 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.1      34 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.3      34 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.0      34 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.4      34 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.7      35 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.8      35 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.2      38 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.4      38 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.4      38 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   50 20.2      39 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   50 20.2      39 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 19.1      42 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 19.1      42 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.8      42 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.8      44 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.8      46 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.8      46 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   45 18.4      47 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.9      47 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.8      52 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   45 18.5      56 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.9      56 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.9      56 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.1      61 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.5      63 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.5      63 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.9      65 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.9      67 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.7      68 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.3      69 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.9      70 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.5      71 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.5      74 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.5      74 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.8      75 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.8      75 
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gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.9      78 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.0      80 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.0      80 
gi|58263793|gb|AAW69549.1| profilin [Cucumis melo] ( 131)   42 17.5      82 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.5      83 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 19.0      87 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.2      91 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.2      91 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 112.4  bits: 25.6 E(): 0.28 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (34-75:48-93) 
 
            10        20        30        40           50        60 
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
                70        80                          
2MEPSP G-KVKLSGSISSQYLSALLMA                          
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 95.7  bits: 22.3 E():  2.4 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (34-54:24-46) 
 
            10        20        30        40          50        60  
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
              70        80                              
2MEPSP KVKLSGSISSQYLSALLMA                              
                                                        
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 95.4  bits: 23.8 E():  2.5 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (37-78:25-65) 
 
         10        20        30        40        50        60       
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .:.::  :: : :. 
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLG 
                     10        20        30        40         50    
 
         70        80                                               
2MEPSP GSISSQYLSALLMA                                               
       . :: . .  .:                                                 
gi|275 SIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 94.9  bits: 22.7 E():  2.6 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (41-61:66-87) 
 
               20        30        40        50         60          
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
      70        80                                          
2MEPSP SSQYLSALLMA                                          
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
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         100       110       120       130       140        
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  55  Z-score: 89.1  bits: 21.4 E():  5.5 
Smith-Waterman score: 55; 23.7% identity (47.4% similar) in 76 aa overlap (1-67:23-98) 
 
                                     10        20        30         
2MEPSP                       AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                             ::. .  :..     . :... . :. .:  ... :   
gi|190 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
         40               50        60        70        80          
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA          
       : .  :::          : : . :  :  :  .: .:                       
gi|190 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|190 RLGDYPVEQGF 
              130  
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  55  Z-score: 88.8  bits: 21.4 E():  5.8 
Smith-Waterman score: 55; 23.7% identity (47.4% similar) in 76 aa overlap (1-67:23-98) 
 
                                     10        20        30         
2MEPSP                       AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                             ::. .  :..     . :... . :. .:  ... :   
gi|105 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
         40               50        60        70        80          
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA          
       : .  :::          : : . :  :  :  .: .:                       
gi|105 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|105 RLGDYLIDQGYWVPSSNS 
              130         
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 88.7  bits: 24.4 E():  5.9 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (22-58:943-974) 
 
                        10        20        30        40        50  
2MEPSP          AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
              60        70        80                                
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMA                                
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  55  Z-score: 88.7  bits: 21.5 E():  5.9 
Smith-Waterman score: 55; 23.7% identity (47.4% similar) in 76 aa overlap (1-67:23-98) 
 
                                     10        20        30         
2MEPSP                       AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                             ::. .  :..     . :... . :. .:  ... :   
gi|100 MSWQAYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
         40               50        60        70        80          
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA          
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
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gi|100 RLGDYLIDQGYYVGSHHHHHH 
              130       140  
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 88.4  bits: 21.5 E():  6.1 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (41-61:66-87) 
 
               20        30        40        50         60          
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
      70        80                                          
2MEPSP SSQYLSALLMA                                          
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 85.2  bits: 21.2 E():  9.2 
Smith-Waterman score: 54; 37.3% identity (51.0% similar) in 51 aa overlap (30-69:27-75) 
 
               10        20        30        40                50   
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRV 
                                    .:   ::.::  .::    .:  ::    :  
gi|124    ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRY 
                  10        20        30          40        50      
 
                60        70        80                              
2MEPSP N---GIGGLPGGKVKLSGSISSQYLSALLMA                              
       :   : .: :   . :::.:                                         
gi|124 NSDVGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLET 
          60        70        80        90       100       110      
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 84.6  bits: 21.6 E():  9.9 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (27-72:106-145) 
 
                   10        20        30        40        50       
2MEPSP     AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
         60        70        80                                     
2MEPSP GLPGGKVKLSGSISSQYLSALLMA                                     
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 84.6  bits: 22.4 E():  9.9 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (14-56:262-299) 
 
                                10        20        30        40    
2MEPSP                  AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
            50        60        70        80                        
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                        
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.6  bits: 20.5 E():  9.9 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (27-43:98-114) 
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                   10        20        30        40        50       
2MEPSP     AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
         60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMA 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.4  bits: 20.9 E():   10 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (41-62:66-88) 
 
               20        30        40        50         60          
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
      70        80                                                  
2MEPSP SSQYLSALLMA                                                  
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.4  bits: 22.4 E():   10 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (34-54:383-405) 
 
            10        20        30        40          50        60  
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
              70        80                              
2MEPSP KVKLSGSISSQYLSALLMA                              
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.3  bits: 19.8 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (23-60:32-71) 
 
                       10        20        30        40          50 
2MEPSP         AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
               60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMA 
         :. ..:::                     
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK 
              70        80        90  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.2  bits: 19.8 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (23-60:33-72) 
 
                       10        20        30        40          50 
2MEPSP         AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
               60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMA 
         :. ..:::                     
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gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK 
             70        80        90   
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.6  bits: 20.2 E():   13 
Smith-Waterman score: 51; 19.7% identity (48.7% similar) in 76 aa overlap (1-67:23-98) 
 
                                     10        20        30         
2MEPSP                       AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                             ::...  :..    .. :... . .. ..  . . :   
gi|264 MSWQAYVDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTL 
               10        20        30        40        50        60 
 
         40               50        60        70        80          
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA          
       : .  :.:          : : . :  :  :  .: .:                       
gi|264 APTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVE 
               70        80        90       100       110       120 
 
gi|264 RLGDYLIEQGF 
              130  
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 82.4  bits: 21.3 E():   13 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (1-67:211-275) 
 
                                             10        20        30 
2MEPSP                               AAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
              190       200       210       220       230           
 
               40        50        60        70        80     
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA     
       .::  :...: . ::.    .: :.:.   :  : .:                  
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
     240        250       260       270       280       290   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.3  bits: 22.1 E():   13 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (17-43:454-481) 
 
                             10        20         30        40      
2MEPSP               AAVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
          50        60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 
                                           
gi|424 IKKLFGLSH                           
           490                             
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 82.3  bits: 21.3 E():   13 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (37-78:25-65) 
 
         10        20        30        40        50        60       
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :   . .: ::   : . :. 
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLG 
                     10        20        30         40        50    
 
         70        80                                               
2MEPSP GSISSQYLSALLMA                                               
       . :: . .  .:                                                 
gi|145 SIISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
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 initn:  42 init1:  42 opt:  50  Z-score: 81.7  bits: 19.9 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (23-60:58-97) 
 
                       10        20        30        40          50 
2MEPSP         AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
               60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMA 
         :. ..:::                     
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK 
        90       100       110        
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 81.5  bits: 21.4 E():   15 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (29-61:174-206) 
 
                 10        20        30        40        50         
2MEPSP   AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
        60        70        80                                      
2MEPSP -PGGKVKLSGSISSQYLSALLMA                                      
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 81.5  bits: 22.1 E():   15 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (15-47:341-374) 
 
                               10         20        30        40    
2MEPSP                 AAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
            50        60        70        80                        
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                        
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 81.5  bits: 21.0 E():   15 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (30-65:134-164) 
 
                10        20        30        40        50          
2MEPSP  AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
      60        70        80                                        
2MEPSP GGKVKLSGSISSQYLSALLMA                                        
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.5  bits: 20.3 E():   15 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (41-59:42-62) 
 
               20        30        40          50        60         
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
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              20        30        40        50        60        70  
 
       70        80                                                 
2MEPSP ISSQYLSALLMA                                                 
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.7  bits: 20.7 E():   16 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (27-43:202-218) 
 
                   10        20        30        40        50       
2MEPSP     AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
         60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMA 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.6  bits: 20.7 E():   16 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (27-43:205-221) 
 
                   10        20        30        40        50       
2MEPSP     AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
         60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMA 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 80.3  bits: 21.4 E():   17 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (1-67:312-376) 
 
                                             10        20        30 
2MEPSP                               AAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAP-GKDIT 
             290       300       310       320       330        340 
 
               40        50        60        70        80           
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA           
       .::  :...: . ::.    .: :.:.   :  : .:                        
gi|238 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTT 
               350       360       370       380       390          
 
gi|238 GKLIY 
     400     
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 80.2  bits: 21.4 E():   17 
Smith-Waterman score: 54; 29.9% identity (52.2% similar) in 67 aa overlap (1-67:315-379) 
 
                                             10        20        30 
2MEPSP                               AAVTAAGGNATYVLDGVPRMRERPIGDLVV 
                                     :: :   :.: .   :.      : :  .. 
gi|581 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTKDDGKADFSNYGAVVDVYAP-GKDIT 
          290       300       310       320       330        340    
 
               40        50        60        70        80           
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA           
       .::  :...: . ::.    .: :.:.   :  : .:                        
gi|581 SLKP-GGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTT 
            350       360       370       380       390       400   
 
gi|581 GKLIYNGSGK 
            410   
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>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 80.1  bits: 19.6 E():   18 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (23-60:58-97) 
 
                       10        20        30        40          50 
2MEPSP         AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
               60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMA 
        .:. ..:::                     
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK 
        90       100       110        
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 79.9  bits: 21.8 E():   18 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (15-47:341-374) 
 
                               10         20        30        40    
2MEPSP                 AAVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
            50        60        70        80                        
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                        
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 79.7  bits: 20.0 E():   18 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (16-58:104-146) 
 
                              10        20        30             40 
2MEPSP                AAVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
               50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 
        : ..: :     ::::.                       
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH         
            140           150       160         
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (26-48:12-38) 
 
               10        20        30            40        50       
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIG 
                                :.:. : .:::.    :  :     ::         
gi|144               IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGS 
                             10        20        30        40       
 
         60        70        80                                     
2MEPSP GLPGGKVKLSGSISSQYLSALLMA                                     
                                                                    
gi|144 KHGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCK 
         50        60        70        80        90       100       
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (27-44:295-313) 
 
                   10        20        30         40        50      
2MEPSP     AAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
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                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
          60        70        80                                    
2MEPSP GGLPGGKVKLSGSISSQYLSALLMA                                    
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.8  bits: 21.1 E():   21 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (50-67:167-184) 
 
      20        30        40        50        60        70          
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (54-61:119-126) 
 
            30        40        50        60        70        80    
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA    
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
gi|144 EEVD 
      150   
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.7  bits: 20.8 E():   24 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (8-56:94-133) 
 
                                      10        20        30        
2MEPSP                        AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
        40        50        60        70        80                  
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                  
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (18-46:73-101) 
 
                            10        20        30        40        
2MEPSP              AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 
                                         
gi|209 FAVLVKQ                           
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>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (18-46:73-101) 
 
                            10        20        30        40        
2MEPSP              AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 
                                         
gi|249 FAVLVKQ                           
                                         
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 77.2  bits: 19.3 E():   25 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (18-50:78-105) 
 
                            10        20         30        40       
2MEPSP              AAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
         50        60        70        80       
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA       
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.2  bits: 20.8 E():   25 
Smith-Waterman score: 52; 38.7% identity (58.1% similar) in 31 aa overlap (15-43:185-214) 
 
                               10        20          30        40   
2MEPSP                 AAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
             50        60        70        80                       
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                       
       :                                                            
gi|113 LSKASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVD 
           220       230       240       250       260       270    
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.8  bits: 18.6 E():   27 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (23-60:32-71) 
 
                       10        20        30        40          50 
2MEPSP         AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
               60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMA 
         :. ..:::                     
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK 
              70        80        90  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.6  bits: 21.6 E():   27 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (21-61:55-104) 
 
                         10        20        30             40      
2MEPSP           AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
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gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
              50        60        70        80                      
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                      
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.6  bits: 21.6 E():   27 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (21-61:55-104) 
 
                         10        20        30             40      
2MEPSP           AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
              50        60        70        80                      
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                      
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.6  bits: 21.6 E():   27 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (21-61:55-104) 
 
                         10        20        30             40      
2MEPSP           AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
              50        60        70        80                      
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                      
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.5  bits: 20.5 E():   28 
Smith-Waterman score: 51; 24.2% identity (66.7% similar) in 33 aa overlap (48-80:175-207) 
 
        20        30        40        50        60        70        
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
        80                                                          
2MEPSP LMA                                                          
         :                                                          
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 18.7 E():   32 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (26-40:93-107) 
 
                    10        20        30        40        50      
2MEPSP      AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
          60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMA 
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
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 initn:  42 init1:  42 opt:  46  Z-score: 75.3  bits: 18.7 E():   32 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (39-60:35-60) 
 
       10        20        30        40            50        60     
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
           70        80                                    
2MEPSP LSGSISSQYLSALLMA                                    
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.3  bits: 18.7 E():   32 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (39-60:35-60) 
 
       10        20        30        40            50        60     
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
           70        80                                    
2MEPSP LSGSISSQYLSALLMA                                    
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.3  bits: 18.7 E():   32 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (39-60:35-60) 
 
       10        20        30        40            50        60     
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
           70        80                                    
2MEPSP LSGSISSQYLSALLMA                                    
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 75.0  bits: 16.1 E():   34 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (4-18:2-16) 
 
               10        20        30        40        50        60 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
          :. ::. . : : .:                                           
gi|320   YTTEGGTKSEVEDVIPEGWK                                       
                 10        20                                       
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 75.0  bits: 21.3 E():   34 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (21-61:55-104) 
 
                         10        20        30             40      
2MEPSP           AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
              50        60        70        80                      
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                      
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
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           90       100       110       120       130       140     
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.9  bits: 18.0 E():   34 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (41-50:38-47) 
 
               20        30        40        50        60        70 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
               80 
2MEPSP SQYLSALLMA 
                  
gi|114 CNKNCT     
        70        
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.9  bits: 19.4 E():   34 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (20-73:74-123) 
 
                          10        20        30        40          
2MEPSP            AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
       50        60        70        80                             
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                             
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (42-51:48-57) 
 
              20        30        40        50        60        70  
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
              80                                           
2MEPSP QYLSALLMA                                           
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (29-55:13-38) 
 
               10        20        30        40        50        60 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                   ..:. . . . .:  : : :   :::.      
gi|309                 MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEIN 
                               10         20        30        40    
 
               70        80                                         
2MEPSP GKVKLSGSISSQYLSALLMA                                         
                                                                    
gi|309 EFPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTET 
            50        60        70        80        90       100    
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (24-56:319-348) 
 
                      10        20        30        40         50   
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2MEPSP        AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
             60        70        80                    
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMA                    
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (4-68:19-83) 
 
                              10        20        30        40      
2MEPSP                AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
             50        60        70        80               
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA               
       :..    :  .: ::  :: .  .:.                           
gi|461 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (4-68:19-83) 
 
                              10        20        30        40      
2MEPSP                AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
             50        60        70        80               
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA               
       :..    :  .: ::  :: .  .:.                           
gi|416 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.9  bits: 20.2 E():   39 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (15-43:184-213) 
 
                               10        20          30        40   
2MEPSP                 AAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
             50        60        70        80                       
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                       
       :                                                            
gi|166 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 73.9  bits: 20.2 E():   39 
Smith-Waterman score: 50; 38.7% identity (54.8% similar) in 31 aa overlap (15-43:184-213) 
 
                               10        20          30        40   
2MEPSP                 AAVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
             50        60        70        80                       
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                       
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       :                                                            
gi|113 LSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVD 
            220       230       240       250       260       270   
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.2  bits: 19.1 E():   42 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (20-73:74-123) 
 
                          10        20        30        40          
2MEPSP            AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
       50        60        70        80                             
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                             
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.2  bits: 19.1 E():   42 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (20-73:74-123) 
 
                          10        20        30        40          
2MEPSP            AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
       50        60        70        80                             
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                             
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (12-47:40-74) 
 
                                  10        20        30        40  
2MEPSP                    AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
              50        60        70        80                      
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                      
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.9  bits: 18.8 E():   44 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (12-47:47-81) 
 
                                  10        20        30        40  
2MEPSP                    AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
              50        60        70        80                      
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                      
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.5  bits: 18.8 E():   46 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (17-41:59-82) 
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                             10        20        30        40       
2MEPSP               AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
         50        60        70        80                           
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                           
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.5  bits: 18.8 E():   46 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (17-41:59-82) 
 
                             10        20        30        40       
2MEPSP               AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
         50        60        70        80                           
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                           
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.4  bits: 18.4 E():   47 
Smith-Waterman score: 45; 30.2% identity (49.1% similar) in 53 aa overlap (16-67:49-98) 
 
                              10        20         30        40     
2MEPSP                AAVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLG 
                                     :. .  :.: : :. .::   :.    . : 
gi|100 NLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEP-GHLAPTGLFLGGTKYMVIQG 
       20        30        40        50         60        70        
 
           50        60        70        80                         
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                         
          : : . :  :  :  .: .:                                      
gi|100 E--PGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSH 
          80        90       100       110       120       130      
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (14-43:361-385) 
 
                                10        20        30        40    
2MEPSP                  AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
            50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 
                                             
gi|284 ELIRSLFGLP                            
         390                                 
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.5  bits: 18.8 E():   52 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (20-73:79-128) 
 
                          10        20        30        40          
2MEPSP            AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
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       50        60        70        80                             
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                             
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 18.5 E():   56 
Smith-Waterman score: 45; 80.0% identity (90.0% similar) in 10 aa overlap (2-11:152-161) 
 
                                            10        20        30  
2MEPSP                              AAVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                                     :.::::: ::                     
gi|249 EAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV       
             130       140       150       160       170            
 
              40        50        60        70        80 
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (20-73:97-146) 
 
                          10        20        30        40          
2MEPSP            AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
       50        60        70        80                             
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                             
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (20-73:97-146) 
 
                          10        20        30        40          
2MEPSP            AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
       50        60        70        80                             
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                             
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.2  bits: 18.1 E():   61 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (4-36:28-60) 
 
                                       10        20        30       
2MEPSP                         AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                 
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.0  bits: 18.5 E():   63 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (20-73:74-123) 
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                          10        20        30        40          
2MEPSP            AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
       50        60        70        80                             
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                             
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 70.0  bits: 18.5 E():   63 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (20-73:74-123) 
 
                          10        20        30        40          
2MEPSP            AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
       50        60        70        80                             
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                             
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.9 E():   65 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (14-43:240-264) 
 
                                10        20        30        40    
2MEPSP                  AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
            50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 
                                             
gi|225 ELIRSWFGLP                            
          270                                
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (22-40:40-58) 
 
                        10        20        30        40        50  
2MEPSP          AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
              60        70        80                                
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMA                                
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.4  bits: 19.7 E():   68 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (7-61:80-134) 
 
                                       10        20        30       
2MEPSP                         AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
         40        50        60        70        80                 
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2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA                 
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.3  bits: 19.3 E():   69 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (57-76:271-290) 
 
         30        40        50        60        70        80       
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA       
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.1  bits: 14.9 E():   70 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (46-59:5-18) 
 
          20        30        40        50        60        70      
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     :: :   . :  ::                 
gi|244                           IGNEDCTPWMSTLITPLP                 
                                         10                         
 
          80 
2MEPSP ALLMA 
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.5 E():   71 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (57-65:36-44) 
 
         30        40        50        60        70        80       
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA       
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.7  bits: 17.5 E():   74 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (39-60:35-60) 
 
       10        20        30        40            50        60     
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
           70        80                                    
2MEPSP LSGSISSQYLSALLMA                                    
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.5 E():   74 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (48-60:48-60) 
 
        20        30        40        50        60        70        
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
        80                                     
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2MEPSP LMA                                     
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (29-48:84-104) 
 
                 10        20        30         40        50        
2MEPSP   AAVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
        60        70        80                
2MEPSP LPGGKVKLSGSISSQYLSALLMA                
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (36-72:49-85) 
 
          10        20        30        40        50        60      
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
          70        80                                              
2MEPSP SGSISSQYLSALLMA                                              
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (52-73:45-65) 
 
              30        40        50        60        70        80  
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA  
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 19.0 E():   80 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (25-41:7-23) 
 
               10        20        30        40        50        60 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                               :  : .:.:.: : .::                    
gi|115                   MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDK 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP GKVKLSGSISSQYLSALLMA                                         
                                                                    
gi|115 RTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQTDKHPNK 
             50        60        70        80        90       100   
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 19.0 E():   80 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (25-41:7-23) 
 
               10        20        30        40        50        60 
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2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                               :  : .:.:.: : .::                    
gi|274                   MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEK 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP GKVKLSGSISSQYLSALLMA                                         
                                                                    
gi|274 KTSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQTDKHPNK 
             50        60        70        80        90       100   
 
>>gi|58263793|gb|AAW69549.1| profilin [Cucumis melo]      (131 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 22.1% identity (49.4% similar) in 77 aa overlap (1-67:23-98) 
 
                                     10        20        30         
2MEPSP                       AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                             ::. .  :..    .. :... . .. .:  . . :   
gi|582 MSWQVYVDEHLMCEIEGNHLTSAAIIGQDGSVWAQSQNFPQLKPEEVAGIVGDFADPGTL 
               10        20        30        40        50        60 
 
         40               50        60         70        80         
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGK-VKLSGSISSQYLSALLMA         
       : .  ..:          : . . :  : :::  :: .:                      
gi|582 APTGLYIGGTKYMVIQGEPGAVIRGKKG-PGGATVKKTGMALVIGIYDEPMTPGQCNMIV 
               70        80         90       100       110          
 
gi|582 ERLGDYLIDQGL 
     120       130  
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.8  bits: 14.5 E():   83 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (4-18:2-16) 
 
               10        20        30        40        50        60 
2MEPSP AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
          :. ::. . . : .:                                           
gi|320   YTTEGGTKSEAEDVIPE                                          
                 10                                                 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 19.0 E():   87 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (27-43:181-197) 
 
                   10        20        30        40        50       
2MEPSP     AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
         60        70        80                                     
2MEPSP GLPGGKVKLSGSISSQYLSALLMA                                     
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.2 E():   91 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (29-60:58-95) 
 
                 10        20        30            40          50   
2MEPSP   AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
             60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMA 
       :. .::::                     
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK 
        90       100       110      
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>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.2 E():   91 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (29-60:58-95) 
 
                 10        20        30            40          50   
2MEPSP   AAVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
             60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMA 
       :. .::::                     
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK 
        90       100       110      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:36 2011 done: Tue Apr 19 10:57:36 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 111  - 190 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32    10     8:==*= 
  34    40    22:=======*====== 
  36    41    44:==============* 
  38    52    73:==================      * 
  40    87   102:=============================    * 
  42    74   125:=========================                * 
  44   125   138:==========================================   * 
  46   173   140:==============================================*=========== 
  48   140   134:============================================*== 
  50   121   122:========================================* 
  52   101   108:================================== * 
  54   115    92:==============================*======== 
  56   120    77:=========================*============== 
  58    67    63:====================*== 
  60    52    51:================*= 
  62    23    41:========     * 
  64    31    33:==========* 
  66    20    26:======= * 
  68    12    20:====  * 
  70    14    16:=====* 
  72     9    12:===* 
  74    12    10:===* 
  76    10     8:==*= 
  78     8     6:=*= 
  80    10     5:=*== 
  82     8     3:*== 
  84     8     3:*== 
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  86     0     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.92190.00348; mu= 11.8614 0.180 
 mean_var=36.7892 8.874, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.211453 
 Kolmogorov-Smirnov  statistic: 0.0567 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.8    0.26 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.4     2.2 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.9     2.3 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.8     2.5 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.5     5.6 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.5     5.7 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   54 21.3     8.7 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.7     9.4 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.6     9.4 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.4     9.4 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 21.0     9.6 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.4     9.7 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.9      11 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.9      11 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.4      13 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.1      13 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   55 21.8      13 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   55 21.8      13 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.8      13 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 20.0      14 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.4      14 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.1      14 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.3      14 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.2      14 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   50 20.0      15 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.7      15 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   50 20.0      16 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.7      16 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   50 20.0      16 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.7      17 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.9      17 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 20.0      18 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.7      19 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.5      19 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.2      20 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.7      21 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.9      23 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 19.0      24 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 19.0      24 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.4      24 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.7      26 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.6      26 
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gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.6      26 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.6      26 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   51 20.5      26 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.7      31 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.7      31 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.7      31 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.7      31 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.2      32 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.0      33 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.3      33 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.5      33 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.8      34 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.9      34 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   46 18.8      35 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.9      36 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.4      37 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.4      37 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.3      37 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 19.2      40 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 19.2      40 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.8      41 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.8      42 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.8      44 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.8      44 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   45 18.5      45 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 20.0      46 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 20.0      46 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 20.0      47 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.9      51 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.3      52 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.3      52 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.3      53 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.3      53 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   45 18.5      54 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.9      54 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.9      54 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.3      54 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.2      59 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.6      61 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.6      61 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 19.0      63 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 19.0      65 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.7      66 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.3      67 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.9      67 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.5      69 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.5      71 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.5      72 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.9      72 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.9      72 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.9      75 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.0      78 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.0      78 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.6      79 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 19.0      85 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.2      88 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.2      88 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.2      99 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.0   1e 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 113.1  bits: 25.8 E(): 0.26 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (33-74:48-93) 
 
             10        20        30          40         50          
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
      60         70        80                         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3780

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP G-KVKLSGSISSQYLSALLMAA                         
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 96.2  bits: 22.4 E():  2.2 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (33-53:24-46) 
 
             10        20        30          40        50        60 
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
               70        80                             
2MEPSP KVKLSGSISSQYLSALLMAA                             
                                                        
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 95.9  bits: 23.9 E():  2.3 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (36-77:25-65) 
 
          10        20        30        40        50        60      
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .:.::  :: : :. 
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLG 
                     10        20        30        40         50    
 
          70        80                                              
2MEPSP GSISSQYLSALLMAA                                              
       . :: . .  .:                                                 
gi|275 SIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 95.4  bits: 22.8 E():  2.5 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (40-60:66-87) 
 
      10        20        30        40        50         60         
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
       70        80                                         
2MEPSP SSQYLSALLMAA                                         
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 89.1  bits: 24.5 E():  5.6 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (21-57:943-974) 
 
                         10        20        30        40        50 
2MEPSP           AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
               60        70        80                               
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAA                               
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 88.9  bits: 21.5 E():  5.7 
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Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (40-60:66-87) 
 
      10        20        30        40        50         60         
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
       70        80                                         
2MEPSP SSQYLSALLMAA                                         
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 85.6  bits: 21.3 E():  8.7 
Smith-Waterman score: 54; 37.3% identity (51.0% similar) in 51 aa overlap (29-68:27-75) 
 
               10        20        30        40                50   
2MEPSP AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN 
                                   .:   ::.::  .::    .:  ::    : : 
gi|124   ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYN 
                 10        20        30          40        50       
 
                60        70        80                              
2MEPSP ---GIGGLPGGKVKLSGSISSQYLSALLMAA                              
          : .: :   . :::.:                                          
gi|124 SDVGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETG 
         60        70        80        90       100       110       
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 85.0  bits: 21.7 E():  9.4 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (26-71:106-145) 
 
                    10        20        30        40        50      
2MEPSP      AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
          60        70        80                                    
2MEPSP GLPGGKVKLSGSISSQYLSALLMAA                                    
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.0  bits: 20.6 E():  9.4 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (26-42:98-114) 
 
                    10        20        30        40        50      
2MEPSP      AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
          60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAA 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 85.0  bits: 22.4 E():  9.4 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (13-55:262-299) 
 
                                 10        20        30        40   
2MEPSP                   AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
             50        60        70        80                       
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                       
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        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.8  bits: 21.0 E():  9.6 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (40-61:66-88) 
 
      10        20        30        40        50         60         
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
       70        80                                                 
2MEPSP SSQYLSALLMAA                                                 
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.8  bits: 22.4 E():  9.7 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (33-53:383-405) 
 
             10        20        30          40        50        60 
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
               70        80                             
2MEPSP KVKLSGSISSQYLSALLMAA                             
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.7  bits: 19.9 E():   11 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (22-59:32-71) 
 
                        10        20        30        40            
2MEPSP          AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
      50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
         :. ..:::                      
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK  
              70        80        90   
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.6  bits: 19.9 E():   11 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (22-59:33-72) 
 
                        10        20        30        40            
2MEPSP          AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
      50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
         :. ..:::                      
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK  
             70        80        90    
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (36-77:25-65) 
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          10        20        30        40        50        60      
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :   . .: ::   : . :. 
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLG 
                     10        20        30         40        50    
 
          70        80                                              
2MEPSP GSISSQYLSALLMAA                                              
       . :: . .  .:                                                 
gi|145 SIISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.7  bits: 22.1 E():   13 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (16-42:454-481) 
 
                              10        20         30        40     
2MEPSP                AVTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
           50        60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                            
gi|424 IKKLFGLSH                            
           490                              
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.4  bits: 21.8 E():   13 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (14-80:184-248) 
 
                                10        20          30        40  
2MEPSP                  AVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
              50        60        70        80                      
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                      
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|113 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|113 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.4  bits: 21.8 E():   13 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (14-80:184-248) 
 
                                10        20          30        40  
2MEPSP                  AVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
              50        60        70        80                      
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                      
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|166 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|166 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 82.4  bits: 21.8 E():   13 
Smith-Waterman score: 55; 27.5% identity (55.1% similar) in 69 aa overlap (14-80:185-249) 
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                                10        20          30        40  
2MEPSP                  AVTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
              50        60        70        80                      
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                      
       :.     .    .:   ...: .:.   .:.  .::..:                      
gi|113 LSKASDGLLDITLG---SSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTD 
           220          230       240       250       260       270 
 
gi|113 HVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTG 
              280       290       300       310       320       330 
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.1  bits: 20.0 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (22-59:58-97) 
 
                        10        20        30        40            
2MEPSP          AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
      50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
         :. ..:::                      
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK  
        90       100       110         
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 81.9  bits: 21.4 E():   14 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (28-60:174-206) 
 
                  10        20        30        40        50        
2MEPSP    AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
         60        70        80                                     
2MEPSP -PGGKVKLSGSISSQYLSALLMAA                                     
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 81.8  bits: 21.1 E():   14 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (29-64:134-164) 
 
                 10        20        30        40        50         
2MEPSP   AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
       60        70        80                                       
2MEPSP GGKVKLSGSISSQYLSALLMAA                                       
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.8  bits: 20.3 E():   14 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (40-58:42-62) 
 
      10        20        30        40          50        60        
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
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              20        30        40        50        60        70  
 
        70        80                                                
2MEPSP ISSQYLSALLMAA                                                
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 81.8  bits: 22.2 E():   14 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (14-46:341-374) 
 
                                10         20        30        40   
2MEPSP                  AVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
             50        60        70        80                       
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                       
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 50; 22.7% identity (46.7% similar) in 75 aa overlap (1-66:24-98) 
 
                                      10        20        30        
2MEPSP                        AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                              :. .  :..     . :... . :. .:  ... :   
gi|190 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
          40               50        60        70        80         
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA         
       : .  :::          : : . :  :  :  .: .:                       
gi|190 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|190 RLGDYPVEQGF 
              130  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 81.1  bits: 20.7 E():   15 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (26-42:202-218) 
 
                    10        20        30        40        50      
2MEPSP      AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
          60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAA 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 50; 22.7% identity (46.7% similar) in 75 aa overlap (1-66:24-98) 
 
                                      10        20        30        
2MEPSP                        AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                              :. .  :..     . :... . :. .:  ... :   
gi|105 MSWQTYVDDHLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
          40               50        60        70        80         
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA         
       : .  :::          : : . :  :  :  .: .:                       
gi|105 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
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gi|105 RLGDYLIDQGYWVPSSNS 
              130         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.0  bits: 20.7 E():   16 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (26-42:205-221) 
 
                    10        20        30        40        50      
2MEPSP      AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
          60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAA 
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 80.9  bits: 20.0 E():   16 
Smith-Waterman score: 50; 22.7% identity (46.7% similar) in 75 aa overlap (1-66:24-98) 
 
                                      10        20        30        
2MEPSP                        AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                              :. .  :..     . :... . :. .:  ... :   
gi|100 MSWQAYVDDHLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
          40               50        60        70        80         
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA         
       : .  :::          : : . :  :  :  .: .:                       
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
gi|100 RLGDYLIDQGYYVGSHHHHHH 
              130       140  
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 80.4  bits: 19.7 E():   17 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (22-59:58-97) 
 
                        10        20        30        40            
2MEPSP          AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
      50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
        .:. ..:::                      
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK  
        90       100       110         
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 80.2  bits: 21.9 E():   17 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (14-46:341-374) 
 
                                10         20        30        40   
2MEPSP                  AVTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
             50        60        70        80                       
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                       
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 80.1  bits: 20.0 E():   18 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (15-57:104-146) 
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                               10        20        30               
2MEPSP                 AVTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
      40        50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
        : ..: :     ::::.                        
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH          
            140           150       160          
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.5  bits: 19.7 E():   19 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (25-47:12-38) 
 
               10        20        30            40        50       
2MEPSP AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGG 
                               :.:. : .:::.    :  :     ::          
gi|144              IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSK 
                            10        20        30        40        
 
         60        70        80                                     
2MEPSP LPGGKVKLSGSISSQYLSALLMAA                                     
                                                                    
gi|144 HGLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKV 
        50        60        70        80        90       100        
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 79.3  bits: 21.5 E():   19 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (26-43:295-313) 
 
                    10        20        30         40        50     
2MEPSP      AVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
           60        70        80                                   
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAA                                   
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.1  bits: 21.2 E():   20 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (49-66:167-184) 
 
       20        30        40        50        60        70         
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (53-60:119-126) 
 
             30        40        50        60        70        80   
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA   
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
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gi|144 EEVD 
      150   
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.0  bits: 20.9 E():   23 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (7-55:94-133) 
 
                                       10        20        30       
2MEPSP                         AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
         40        50        60        70        80                 
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                 
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.0 E():   24 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (17-45:73-101) 
 
                             10        20        30        40       
2MEPSP               AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
         50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                          
gi|209 FAVLVKQ                            
                                          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.0 E():   24 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (17-45:73-101) 
 
                             10        20        30        40       
2MEPSP               AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
         50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                          
gi|249 FAVLVKQ                            
                                          
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 77.6  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (17-49:78-105) 
 
                             10        20         30        40      
2MEPSP               AVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
          50        60        70        80      
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA      
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.1  bits: 18.7 E():   26 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (22-59:32-71) 
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                        10        20        30        40            
2MEPSP          AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
      50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
         :. ..:::                      
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK  
              70        80        90   
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.9  bits: 21.6 E():   26 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (20-60:55-104) 
 
                          10        20        30             40     
2MEPSP            AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
               50        60        70        80                     
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                     
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.9  bits: 21.6 E():   26 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (20-60:55-104) 
 
                          10        20        30             40     
2MEPSP            AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
               50        60        70        80                     
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                     
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.9  bits: 21.6 E():   26 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (20-60:55-104) 
 
                          10        20        30             40     
2MEPSP            AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
               50        60        70        80                     
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                     
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.9  bits: 20.5 E():   26 
Smith-Waterman score: 51; 24.2% identity (66.7% similar) in 33 aa overlap (47-79:175-207) 
 
         20        30        40        50        60        70       
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
         80                                                         
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2MEPSP LMAA                                                         
         :                                                          
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (25-39:93-107) 
 
                     10        20        30        40        50     
2MEPSP       AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
           60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAA 
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (38-59:35-60) 
 
        10        20        30        40            50        60    
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
            70        80                                   
2MEPSP LSGSISSQYLSALLMAA                                   
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (38-59:35-60) 
 
        10        20        30        40            50        60    
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
            70        80                                   
2MEPSP LSGSISSQYLSALLMAA                                   
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (38-59:35-60) 
 
        10        20        30        40            50        60    
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
            70        80                                   
2MEPSP LSGSISSQYLSALLMAA                                   
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 75.4  bits: 16.2 E():   32 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (3-17:2-16) 
 
               10        20        30        40        50        60 
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2MEPSP AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
         :. ::. . : : .:                                            
gi|320  YTTEGGTKSEVEDVIPEGWK                                        
                10        20                                        
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.2  bits: 18.0 E():   33 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (40-49:38-47) 
 
      10        20        30        40        50        60          
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
      70        80 
2MEPSP SQYLSALLMAA 
                   
gi|114 CNKNCT      
        70         
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 75.2  bits: 21.3 E():   33 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (20-60:55-104) 
 
                          10        20        30             40     
2MEPSP            AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
               50        60        70        80                     
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                     
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.2  bits: 19.5 E():   33 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (19-72:74-123) 
 
                           10        20        30        40         
2MEPSP             AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
        50        60        70        80                            
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                            
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (41-50:48-57) 
 
               20        30        40        50        60        70 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
               80                                          
2MEPSP QYLSALLMAA                                          
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.9  bits: 19.9 E():   34 
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Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (28-54:13-38) 
 
               10        20        30        40        50        60 
2MEPSP AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                  ..:. . . . .:  : : :   :::.       
gi|309                MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINE 
                              10         20        30        40     
 
               70        80                                         
2MEPSP KVKLSGSISSQYLSALLMAA                                         
                                                                    
gi|309 FPMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETN 
           50        60        70        80        90       100     
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 74.8  bits: 18.8 E():   35 
Smith-Waterman score: 46; 18.7% identity (48.0% similar) in 75 aa overlap (1-66:24-98) 
 
                                      10        20        30        
2MEPSP                        AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG-- 
                              :...  :..    .. :... . .. ..  . . :   
gi|264 MSWQAYVDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTL 
               10        20        30        40        50        60 
 
          40               50        60        70        80         
2MEPSP ADVDCFLG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA         
       : .  :.:          : : . :  :  :  .: .:                       
gi|264 APTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVE 
               70        80        90       100       110       120 
 
gi|264 RLGDYLIEQGF 
              130  
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.5  bits: 19.9 E():   36 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (25-66:235-275) 
 
                     10        20        30        40        50     
2MEPSP       AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
           60        70        80    
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAA    
       :.   :  : .:                  
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR 
           270       280       290   
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.3  bits: 18.4 E():   37 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (3-67:19-83) 
 
                               10        20        30        40     
2MEPSP                 AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
              50        60        70        80              
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA              
       :..    :  .: ::  :: .  .:.                           
gi|416 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.3  bits: 18.4 E():   37 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (3-67:19-83) 
 
                               10        20        30        40     
2MEPSP                 AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
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                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
              50        60        70        80              
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA              
       :..    :  .: ::  :: .  .:.                           
gi|461 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.3  bits: 20.3 E():   37 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (23-55:319-348) 
 
                       10        20        30        40         50  
2MEPSP         AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
              60        70        80                   
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAA                   
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.5  bits: 19.2 E():   40 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (19-72:74-123) 
 
                           10        20        30        40         
2MEPSP             AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
        50        60        70        80                            
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                            
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.5  bits: 19.2 E():   40 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (19-72:74-123) 
 
                           10        20        30        40         
2MEPSP             AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
        50        60        70        80                            
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                            
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (11-46:40-74) 
 
                                   10        20        30        40 
2MEPSP                     AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
               50        60        70        80                     
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                     
        :  ::                                                       
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gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (11-46:47-81) 
 
                                   10        20        30        40 
2MEPSP                     AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
               50        60        70        80                     
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                     
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.8  bits: 18.8 E():   44 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (16-40:59-82) 
 
                              10        20        30        40      
2MEPSP                AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
          50        60        70        80                          
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                          
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.8  bits: 18.8 E():   44 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (16-40:59-82) 
 
                              10        20        30        40      
2MEPSP                AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
          50        60        70        80                          
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                          
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 45; 30.2% identity (49.1% similar) in 53 aa overlap (15-66:49-98) 
 
                               10        20         30        40    
2MEPSP                 AVTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLG 
                                     :. .  :.: : :. .::   :.    . : 
gi|100 NLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEP-GHLAPTGLFLGGTKYMVIQG 
       20        30        40        50         60        70        
 
            50        60        70        80                        
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                        
          : : . :  :  :  .: .:                                      
gi|100 E--PGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSH 
          80        90       100       110       120       130      
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.6  bits: 20.0 E():   46 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (13-42:361-385) 
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                                 10        20        30        40   
2MEPSP                   AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
             50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                              
gi|284 ELIRSLFGLP                             
         390                                  
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.4  bits: 20.0 E():   46 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (25-66:336-376) 
 
                     10        20        30        40        50     
2MEPSP       AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
           60        70        80               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAA               
       :.   :  : .:                             
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY 
          370       380       390       400     
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.3  bits: 20.0 E():   47 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (25-66:339-379) 
 
                     10        20        30        40        50     
2MEPSP       AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
           60        70        80                    
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAA                    
       :.   :  : .:                                  
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK 
       370       380       390       400       410   
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.7  bits: 18.9 E():   51 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (19-72:79-128) 
 
                           10        20        30        40         
2MEPSP             AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
        50        60        70        80                            
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                            
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.5  bits: 19.3 E():   52 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (47-80:136-169) 
 
         20        30        40        50        60        70       
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
         80                                                         
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2MEPSP LMAA                                                         
         ::                                                         
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.5  bits: 19.3 E():   52 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (47-80:137-170) 
 
         20        30        40        50        60        70       
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
         80                                                         
2MEPSP LMAA                                                         
         ::                                                         
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.4  bits: 19.3 E():   53 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (47-80:140-173) 
 
         20        30        40        50        60        70       
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
         80                                                         
2MEPSP LMAA                                                         
         ::                                                         
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.3  bits: 19.3 E():   53 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (47-80:146-179) 
 
         20        30        40        50        60        70       
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
         80                                                         
2MEPSP LMAA                                                         
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 18.5 E():   54 
Smith-Waterman score: 45; 80.0% identity (90.0% similar) in 10 aa overlap (1-10:152-161) 
 
                                             10        20        30 
2MEPSP                               AVTAAGGNATYVLDGVPRMRERPIGDLVVG 
                                     :.::::: ::                     
gi|249 EAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV       
             130       140       150       160       170            
 
               40        50        60        70        80 
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.2  bits: 18.9 E():   54 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (19-72:97-146) 
 
                           10        20        30        40         
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2MEPSP             AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
        50        60        70        80                            
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                            
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.2  bits: 18.9 E():   54 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (19-72:97-146) 
 
                           10        20        30        40         
2MEPSP             AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
        50        60        70        80                            
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                            
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.3 E():   54 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (47-80:151-184) 
 
         20        30        40        50        60        70       
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
         80                                                         
2MEPSP LMAA                                                         
         ::                                                         
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (3-35:28-60) 
 
                                        10        20        30      
2MEPSP                          AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.2  bits: 18.6 E():   61 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (19-72:74-123) 
 
                           10        20        30        40         
2MEPSP             AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
        50        60        70        80                            
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                            
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        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 70.2  bits: 18.6 E():   61 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (19-72:74-123) 
 
                           10        20        30        40         
2MEPSP             AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
        50        60        70        80                            
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                            
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (13-42:240-264) 
 
                                 10        20        30        40   
2MEPSP                   AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
             50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                              
gi|225 ELIRSWFGLP                             
          270                                 
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 19.0 E():   65 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (21-39:40-58) 
 
                         10        20        30        40        50 
2MEPSP           AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
               60        70        80                               
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAA                               
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.7  bits: 19.7 E():   66 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (6-60:80-134) 
 
                                        10        20        30      
2MEPSP                          AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
          40        50        60        70        80                
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA                
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (56-75:271-290) 
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          30        40        50        60        70        80      
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA      
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.5  bits: 14.9 E():   67 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (45-58:5-18) 
 
           20        30        40        50        60        70     
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     :: :   . :  ::                 
gi|244                           IGNEDCTPWMSTLITPLP                 
                                         10                         
 
           80 
2MEPSP ALLMAA 
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.5 E():   69 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (56-64:36-44) 
 
          30        40        50        60        70        80      
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA      
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.0  bits: 17.5 E():   71 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (38-59:35-60) 
 
        10        20        30        40            50        60    
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
            70        80                                   
2MEPSP LSGSISSQYLSALLMAA                                   
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.5 E():   72 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (47-59:48-60) 
 
         20        30        40        50        60        70       
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
         80                                    
2MEPSP LMAA                                    
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.9 E():   72 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (28-47:84-104) 
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                  10        20        30         40        50       
2MEPSP    AVTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
         60        70        80               
2MEPSP LPGGKVKLSGSISSQYLSALLMAA               
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.9 E():   72 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (35-71:49-85) 
 
           10        20        30        40        50        60     
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
           70        80                                             
2MEPSP SGSISSQYLSALLMAA                                             
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (51-72:45-65) 
 
               30        40        50        60        70        80 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 19.0 E():   78 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (24-40:7-23) 
 
               10        20        30        40        50        60 
2MEPSP AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                              :  : .:.:.: : .::                     
gi|115                  MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKR 
                                10        20        30        40    
 
               70        80                                         
2MEPSP KVKLSGSISSQYLSALLMAA                                         
                                                                    
gi|115 TSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQTDKHPNKD 
            50        60        70        80        90       100    
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 19.0 E():   78 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (24-40:7-23) 
 
               10        20        30        40        50        60 
2MEPSP AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                              :  : .:.:.: : .::                     
gi|274                  MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKK 
                                10        20        30        40    
 
               70        80                                         
2MEPSP KVKLSGSISSQYLSALLMAA                                         
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gi|274 TSLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQTDKHPNKD 
            50        60        70        80        90       100    
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.2  bits: 14.6 E():   79 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (3-17:2-16) 
 
               10        20        30        40        50        60 
2MEPSP AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
         :. ::. . . : .:                                            
gi|320  YTTEGGTKSEAEDVIPE                                           
                10                                                  
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (26-42:181-197) 
 
                    10        20        30        40        50      
2MEPSP      AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
          60        70        80                                    
2MEPSP GLPGGKVKLSGSISSQYLSALLMAA                                    
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.2 E():   88 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (28-59:58-95) 
 
                  10        20        30            40          50  
2MEPSP    AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
              60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAA 
       :. .::::                      
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK  
        90       100       110       
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.2 E():   88 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (28-59:58-95) 
 
                  10        20        30            40          50  
2MEPSP    AVTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
              60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAA 
       :. .::::                      
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK  
        90       100       110       
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 41; 32.1% identity (60.7% similar) in 28 aa overlap (28-52:91-118) 
 
                  10        20        30           40        50     
2MEPSP    AVTAAGGNATYVLDGVPRMRERPIGDLVVGLK-QLGADVD--CFLGTDCPPVRVNGI 
                                     . :.: .: :.:   : . :  ::. ..   
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
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           60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAA 
                                  
gi|249 CSKIQSTIFRGYY              
              130                 
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (56-65:43-52) 
 
          30        40        50        60        70        80      
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA      
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:36 2011 done: Tue Apr 19 10:57:36 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 112  - 191 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     8     8:==* 
  34    39    22:=======*===== 
  36    41    44:==============* 
  38    56    73:===================     * 
  40    84   102:============================     * 
  42    68   125:=======================                  * 
  44   128   138:===========================================  * 
  46   167   140:==============================================*========= 
  48   166   134:============================================*=========== 
  50   112   122:======================================  * 
  52   108   108:===================================* 
  54    92    92:==============================* 
  56   128    77:=========================*================= 
  58    65    63:====================*= 
  60    51    51:================* 
  62    26    41:=========    * 
  64    33    33:==========* 
  66    19    26:======= * 
  68    15    20:===== * 
  70    10    16:==== * 
  72    11    12:===* 
  74    12    10:===* 
  76     9     8:==* 
  78    10     6:=*== 
  80     8     5:=*= 
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  82     9     3:*== 
  84     8     3:*== 
  86     0     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.80630.00348; mu= 12.4616 0.180 
 mean_var=36.7593 8.819, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.211539 
 Kolmogorov-Smirnov  statistic: 0.0600 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.8    0.26 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.3     2.3 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.9     2.3 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.8     2.5 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.5     5.3 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.5     5.8 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   54 21.3     8.7 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.5     9.2 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.7     9.3 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.5     9.4 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.6     9.5 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 21.0     9.6 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.9      11 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.9      11 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.2      12 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.4      12 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   55 21.8      13 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   55 21.8      13 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.8      13 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.2      14 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.9      14 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.5      14 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.1      14 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.3      14 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.7      15 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.8      16 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.9      17 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.6      17 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 20.0      18 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   49 19.7      19 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.6      19 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.7      19 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   49 19.7      19 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.2      19 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   49 19.7      20 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.7      21 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.9      21 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.9      22 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.4      24 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 19.0      24 
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gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 19.0      24 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.7      25 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.7      25 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.7      25 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.7      26 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 18.7      31 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.7      31 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.7      31 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.7      31 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.7      31 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.4      31 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.5      33 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.0      33 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 16.1      34 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.9      34 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.8      34 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.9      35 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.3      36 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.4      37 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.4      37 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 19.2      40 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 19.2      40 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.8      41 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.8      42 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.8      44 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.8      44 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 20.0      45 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   45 18.5      45 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 20.0      45 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 20.0      46 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.9      50 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.3      52 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.3      52 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.3      52 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.3      53 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.3      54 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.9      54 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.9      54 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.2      59 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.6      61 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.6      61 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 19.0      62 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.7      64 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 19.0      64 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.4      66 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.5      70 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.8      71 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.5      72 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.5      73 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.9      73 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.9      73 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.9      76 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.0      77 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.0      77 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   42 17.5      80 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.1      82 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 19.1      83 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.5      84 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.2      89 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.2      89 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.2      99 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.0      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 113.0  bits: 25.8 E(): 0.26 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (32-73:48-93) 
 
              10        20        30          40         50         
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
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        20        30        40        50        60        70        
 
        60        70        80                        
2MEPSP G-KVKLSGSISSQYLSALLMAAP                        
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 96.1  bits: 22.3 E():  2.3 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (32-52:24-46) 
 
              10        20        30          40        50          
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
      60        70        80                            
2MEPSP KVKLSGSISSQYLSALLMAAP                            
                                                        
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 96.0  bits: 23.9 E():  2.3 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (35-76:25-65) 
 
           10        20        30        40        50        60     
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .:.::  :: : :. 
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLG 
                     10        20        30        40         50    
 
           70        80                                             
2MEPSP GSISSQYLSALLMAAP                                             
       . :: . .  .:                                                 
gi|275 SIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 95.4  bits: 22.8 E():  2.5 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (39-59:66-87) 
 
       10        20        30        40        50         60        
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
        70        80                                        
2MEPSP SSQYLSALLMAAP                                        
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 89.4  bits: 24.5 E():  5.3 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (20-56:943-974) 
 
                          10        20        30        40          
2MEPSP            VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
      50        60        70        80                              
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAP                              
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3806

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 88.8  bits: 21.5 E():  5.8 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (39-59:66-87) 
 
       10        20        30        40        50         60        
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
        70        80                                        
2MEPSP SSQYLSALLMAAP                                        
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 85.6  bits: 21.3 E():  8.7 
Smith-Waterman score: 54; 37.3% identity (51.0% similar) in 51 aa overlap (28-67:27-75) 
 
               10        20        30        40                50   
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN- 
                                  .:   ::.::  .::    .:  ::    : :  
gi|124  ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNS 
                10        20        30          40        50        
 
                60        70        80                              
2MEPSP --GIGGLPGGKVKLSGSISSQYLSALLMAAP                              
         : .: :   . :::.:                                           
gi|124 DVGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGG 
        60        70        80        90       100       110        
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 85.2  bits: 22.5 E():  9.2 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (12-54:262-299) 
 
                                  10        20        30        40  
2MEPSP                    VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
              50        60        70        80                      
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                      
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 85.1  bits: 21.7 E():  9.3 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (25-70:106-145) 
 
                     10        20        30        40        50     
2MEPSP       VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
           60        70        80                                   
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAP                                   
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 85.0  bits: 22.5 E():  9.4 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (32-52:383-405) 
 
              10        20        30          40        50          
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
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                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
      60        70        80                            
2MEPSP KVKLSGSISSQYLSALLMAAP                            
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.0  bits: 20.6 E():  9.5 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (25-41:98-114) 
 
                     10        20        30        40        50     
2MEPSP       VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
           60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAP 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.8  bits: 21.0 E():  9.6 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (39-60:66-88) 
 
       10        20        30        40        50         60        
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
        70        80                                                
2MEPSP SSQYLSALLMAAP                                                
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.6  bits: 19.9 E():   11 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (21-58:32-71) 
 
                         10        20        30        40           
2MEPSP           VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
       50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
         :. ..:::                       
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK   
              70        80        90    
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.5  bits: 19.9 E():   11 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (21-58:33-72) 
 
                         10        20        30        40           
2MEPSP           VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
       50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
         :. ..:::                       
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK   
             70        80        90     
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>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.9  bits: 22.2 E():   12 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (15-41:454-481) 
 
                               10        20         30        40    
2MEPSP                 VTAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
            50        60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                             
gi|424 IKKLFGLSH                             
           490                               
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (35-76:25-65) 
 
           10        20        30        40        50        60     
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :   . .: ::   : . :. 
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLG 
                     10        20        30         40        50    
 
           70        80                                             
2MEPSP GSISSQYLSALLMAAP                                             
       . :: . .  .:                                                 
gi|145 SIISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.6  bits: 21.8 E():   13 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (13-79:184-248) 
 
                                 10        20          30        40 
2MEPSP                   VTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
               50        60        70        80                     
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                     
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|113 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|113 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.6  bits: 21.8 E():   13 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (13-79:184-248) 
 
                                 10        20          30        40 
2MEPSP                   VTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
               50        60        70        80                     
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                     
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|166 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|166 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
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 initn:  45 init1:  45 opt:  55  Z-score: 82.6  bits: 21.8 E():   13 
Smith-Waterman score: 55; 27.5% identity (55.1% similar) in 69 aa overlap (13-79:185-249) 
 
                                 10        20          30        40 
2MEPSP                   VTAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
               50        60        70        80                     
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                     
       :.     .    .:   ...: .:.   .:.  .::..:                      
gi|113 LSKASDGLLDITLG---SSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTD 
           220          230       240       250       260       270 
 
gi|113 HVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTG 
              280       290       300       310       320       330 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 82.1  bits: 22.2 E():   14 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (13-45:341-374) 
 
                                 10         20        30        40  
2MEPSP                   VTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
              50        60        70        80                      
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                      
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.0  bits: 19.9 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (21-58:58-97) 
 
                         10        20        30        40           
2MEPSP           VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
       50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
         :. ..:::                       
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK   
        90       100       110          
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 82.0  bits: 21.5 E():   14 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (27-59:174-206) 
 
                   10        20        30        40        50       
2MEPSP     VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
          60        70        80                                    
2MEPSP -PGGKVKLSGSISSQYLSALLMAAP                                    
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 81.9  bits: 21.1 E():   14 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (28-63:134-164) 
 
                  10        20        30        40        50        
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2MEPSP    VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
        60        70        80                                      
2MEPSP GGKVKLSGSISSQYLSALLMAAP                                      
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.8  bits: 20.3 E():   14 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (39-57:42-62) 
 
       10        20        30        40          50        60       
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
         70        80                                               
2MEPSP ISSQYLSALLMAAP                                               
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 81.1  bits: 20.7 E():   15 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (25-41:202-218) 
 
                     10        20        30        40        50     
2MEPSP       VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
           60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAP 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.0  bits: 20.8 E():   16 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (25-41:205-221) 
 
                     10        20        30        40        50     
2MEPSP       VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
           60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAP 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 80.4  bits: 21.9 E():   17 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (13-45:341-374) 
 
                                 10         20        30        40  
2MEPSP                   VTAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
              50        60        70        80                      
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                      
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 80.4  bits: 19.6 E():   17 
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Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (21-58:58-97) 
 
                         10        20        30        40           
2MEPSP           VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
       50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
        .:. ..:::                       
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK   
        90       100       110          
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 80.1  bits: 20.0 E():   18 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (14-56:104-146) 
 
                                10        20             30         
2MEPSP                  VTAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
       40        50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
        : ..: :     ::::.                         
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH           
            140           150       160           
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.7  bits: 19.7 E():   19 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (16-65:40-98) 
 
                              10        20        30          40    
2MEPSP                VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|190 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                   50        60        70        80                 
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                 
                : : . :  :  :  .: .:                                
gi|190 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYPVEQ 
      70        80        90       100       110       120          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (25-42:295-313) 
 
                     10        20         30        40        50    
2MEPSP       VTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
            60        70        80                                  
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAP                                  
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.4  bits: 19.7 E():   19 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (24-46:12-38) 
 
               10        20        30            40        50       
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGL 
                              :.:. : .:::.    :  :     ::           
gi|144             IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKH 
                           10        20        30        40         
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         60        70        80                                     
2MEPSP PGGKVKLSGSISSQYLSALLMAAP                                     
                                                                    
gi|144 GLTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVK 
       50        60        70        80        90       100         
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.3  bits: 19.7 E():   19 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (16-65:40-98) 
 
                              10        20        30          40    
2MEPSP                VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|105 HLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                   50        60        70        80                 
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                 
                : : . :  :  :  .: .:                                
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.3  bits: 21.2 E():   19 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (48-65:167-184) 
 
        20        30        40        50        60        70        
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
        80                                                          
2MEPSP AAP                                                          
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (16-65:40-98) 
 
                              10        20        30          40    
2MEPSP                VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|100 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                   50        60        70        80                 
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                 
                : : . :  :  :  .: .:                                
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (52-59:119-126) 
 
              30        40        50        60        70        80  
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP  
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
gi|144 EEVD 
      150   
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 78.6  bits: 20.9 E():   21 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (46-80:175-211) 
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          20        30        40        50        60        70      
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
            80                                                      
2MEPSP LMA--AP                                                      
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.1  bits: 20.9 E():   22 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (6-54:94-133) 
 
                                        10        20        30      
2MEPSP                          VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
          40        50        60        70        80                
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (16-48:78-105) 
 
                              10        20         30        40     
2MEPSP                VTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
           50        60        70        80     
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP     
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.5  bits: 19.0 E():   24 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (16-44:73-101) 
 
                              10        20        30        40      
2MEPSP                VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
          50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                           
gi|209 FAVLVKQ                             
                                           
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.5  bits: 19.0 E():   24 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (16-44:73-101) 
 
                              10        20        30        40      
2MEPSP                VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
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          50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                           
gi|249 FAVLVKQ                             
                                           
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 77.2  bits: 21.7 E():   25 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (19-59:55-104) 
 
                           10        20        30                   
2MEPSP             VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
      40        50        60        70        80                    
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                    
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 77.2  bits: 21.7 E():   25 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (19-59:55-104) 
 
                           10        20        30                   
2MEPSP             VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
      40        50        60        70        80                    
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                    
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 77.2  bits: 21.7 E():   25 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (19-59:55-104) 
 
                           10        20        30                   
2MEPSP             VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
      40        50        60        70        80                    
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                    
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.0  bits: 18.7 E():   26 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (21-58:32-71) 
 
                         10        20        30        40           
2MEPSP           VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
       50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
         :. ..:::                       
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK   
              70        80        90    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
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 initn:  38 init1:  38 opt:  46  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 46; 23.4% identity (57.4% similar) in 47 aa overlap (34-80:48-92) 
 
            10        20        30        40        50        60    
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
            70        80                      
2MEPSP SGSISSQYLSALLMAAP                      
       ::. ..   ::   :::                      
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (24-38:93-107) 
 
                      10        20        30        40        50    
2MEPSP        VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
            60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAP 
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.5  bits: 18.7 E():   31 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (37-58:35-60) 
 
         10        20        30        40            50        60   
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
             70        80                                  
2MEPSP LSGSISSQYLSALLMAAP                                  
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.5  bits: 18.7 E():   31 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (37-58:35-60) 
 
         10        20        30        40            50        60   
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
             70        80                                  
2MEPSP LSGSISSQYLSALLMAAP                                  
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.5  bits: 18.7 E():   31 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (37-58:35-60) 
 
         10        20        30        40            50        60   
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
             70        80                                  
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2MEPSP LSGSISSQYLSALLMAAP                                  
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 75.5  bits: 21.4 E():   31 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (19-59:55-104) 
 
                           10        20        30                   
2MEPSP             VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
      40        50        60        70        80                    
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                    
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.2  bits: 19.5 E():   33 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (18-71:74-123) 
 
                            10        20        30        40        
2MEPSP              VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
         50        60        70        80                           
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                           
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.1  bits: 18.0 E():   33 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (39-48:38-47) 
 
       10        20        30        40        50        60         
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
       70        80 
2MEPSP SQYLSALLMAAP 
                    
gi|114 CNKNCT       
        70          
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 75.0  bits: 16.1 E():   34 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (2-16:2-16) 
 
               10        20        30        40        50        60 
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
        :. ::. . : : .:                                             
gi|320 YTTEGGTKSEVEDVIPEGWK                                         
               10        20                                         
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (27-53:13-38) 
 
               10        20        30        40        50        60 
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                                 ..:. . . . .:  : : :   :::.        
gi|309               MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEF 
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                             10         20        30        40      
 
               70        80                                         
2MEPSP VKLSGSISSQYLSALLMAAP                                         
                                                                    
gi|309 PMVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNV 
          50        60        70        80        90       100      
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (40-49:48-57) 
 
      10        20        30        40        50        60          
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
      70        80                                         
2MEPSP QYLSALLMAAP                                         
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (24-65:235-275) 
 
                      10        20        30        40        50    
2MEPSP        VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
            60        70        80   
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAP   
       :.   :  : .:                  
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR 
           270       280       290   
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.4  bits: 20.3 E():   36 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (22-54:319-348) 
 
                        10        20        30        40         50 
2MEPSP          VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
               60        70        80                  
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAP                  
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.2  bits: 18.4 E():   37 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (2-66:19-83) 
 
                                10        20        30        40    
2MEPSP                  VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
               50        60        70        80             
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP             
       :..    :  .: ::  :: .  .:.                           
gi|416 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
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>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.2  bits: 18.4 E():   37 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (2-66:19-83) 
 
                                10        20        30        40    
2MEPSP                  VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
               50        60        70        80             
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP             
       :..    :  .: ::  :: .  .:.                           
gi|461 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.6  bits: 19.2 E():   40 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (18-71:74-123) 
 
                            10        20        30        40        
2MEPSP              VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
         50        60        70        80                           
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                           
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.6  bits: 19.2 E():   40 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (18-71:74-123) 
 
                            10        20        30        40        
2MEPSP              VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
         50        60        70        80                           
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                           
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (10-45:40-74) 
 
                                    10        20        30          
2MEPSP                      VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
      40        50        60        70        80                    
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                    
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (10-45:47-81) 
 
                                    10        20        30          
2MEPSP                      VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
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                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
      40        50        60        70        80                    
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                    
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.8  bits: 18.8 E():   44 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (15-39:59-82) 
 
                               10        20        30        40     
2MEPSP                 VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
           50        60        70        80                         
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                         
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.8  bits: 18.8 E():   44 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (15-39:59-82) 
 
                               10        20        30        40     
2MEPSP                 VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
           50        60        70        80                         
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                         
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.7  bits: 20.0 E():   45 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (12-41:361-385) 
 
                                  10        20        30        40  
2MEPSP                    VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
              50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                               
gi|284 ELIRSLFGLP                              
         390                                   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.6  bits: 18.5 E():   45 
Smith-Waterman score: 45; 30.2% identity (49.1% similar) in 53 aa overlap (14-65:49-98) 
 
                                10        20         30        40   
2MEPSP                  VTAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLG 
                                     :. .  :.: : :. .::   :.    . : 
gi|100 NLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEP-GHLAPTGLFLGGTKYMVIQG 
       20        30        40        50         60        70        
 
             50        60        70        80                       
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                       
          : : . :  :  :  .: .:                                      
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gi|100 E--PGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSH 
          80        90       100       110       120       130      
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.6  bits: 20.0 E():   45 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (24-65:336-376) 
 
                      10        20        30        40        50    
2MEPSP        VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
            60        70        80              
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAP              
       :.   :  : .:                             
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY 
          370       380       390       400     
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.5  bits: 20.0 E():   46 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (24-65:339-379) 
 
                      10        20        30        40        50    
2MEPSP        VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
            60        70        80                   
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAP                   
       :.   :  : .:                                  
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK 
       370       380       390       400       410   
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.8  bits: 18.9 E():   50 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (18-71:79-128) 
 
                            10        20        30        40        
2MEPSP              VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
         50        60        70        80                           
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                           
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.6  bits: 19.3 E():   52 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (46-79:136-169) 
 
          20        30        40        50        60        70      
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
          80                                                        
2MEPSP LMAAP                                                        
         ::                                                         
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.6  bits: 19.3 E():   52 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (46-79:137-170) 
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          20        30        40        50        60        70      
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
          80                                                        
2MEPSP LMAAP                                                        
         ::                                                         
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.5  bits: 19.3 E():   52 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (46-79:140-173) 
 
          20        30        40        50        60        70      
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
          80                                                        
2MEPSP LMAAP                                                        
         ::                                                         
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.4  bits: 19.3 E():   53 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (46-79:146-179) 
 
          20        30        40        50        60        70      
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
          80                                                        
2MEPSP LMAAP                                                        
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.3  bits: 19.3 E():   54 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (46-79:151-184) 
 
          20        30        40        50        60        70      
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
          80                                                        
2MEPSP LMAAP                                                        
         ::                                                         
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.3  bits: 18.9 E():   54 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (18-71:97-146) 
 
                            10        20        30        40        
2MEPSP              VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
         50        60        70        80                           
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2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                           
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.3  bits: 18.9 E():   54 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (18-71:97-146) 
 
                            10        20        30        40        
2MEPSP              VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
         50        60        70        80                           
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                           
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (2-34:28-60) 
 
                                         10        20        30     
2MEPSP                           VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP               
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.3  bits: 18.6 E():   61 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (18-71:74-123) 
 
                            10        20        30        40        
2MEPSP              VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
         50        60        70        80                           
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                           
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 70.3  bits: 18.6 E():   61 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (18-71:74-123) 
 
                            10        20        30        40        
2MEPSP              VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
         50        60        70        80                           
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP                           
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 19.0 E():   62 
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Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (12-41:240-264) 
 
                                  10        20        30        40  
2MEPSP                    VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
              50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                               
gi|225 ELIRSWFGLP                              
          270                                  
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.9  bits: 19.7 E():   64 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (5-59:80-134) 
 
                                         10        20        30     
2MEPSP                           VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
           40        50        60        70        80               
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP               
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (20-38:40-58) 
 
                          10        20        30        40          
2MEPSP            VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
      50        60        70        80                              
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAP                              
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.6  bits: 19.4 E():   66 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (55-74:271-290) 
 
           30        40        50        60        70        80     
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP     
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.5 E():   70 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (55-63:36-44) 
 
           30        40        50        60        70        80     
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP     
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
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>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.0  bits: 14.8 E():   71 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (44-57:5-18) 
 
            20        30        40        50        60        70    
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     :: :   . :  ::                 
gi|244                           IGNEDCTPWMSTLITPLP                 
                                         10                         
 
            80 
2MEPSP ALLMAAP 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.9  bits: 17.5 E():   72 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (37-58:35-60) 
 
         10        20        30        40            50        60   
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
             70        80                                  
2MEPSP LSGSISSQYLSALLMAAP                                  
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.5 E():   73 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (46-58:48-60) 
 
          20        30        40        50        60        70      
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
          80                                   
2MEPSP LMAAP                                   
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.9 E():   73 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (34-70:49-85) 
 
            10        20        30        40        50        60    
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
            70        80                                            
2MEPSP SGSISSQYLSALLMAAP                                            
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.9 E():   73 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (27-46:84-104) 
 
                   10        20         30        40        50      
2MEPSP     VTAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
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          60        70        80              
2MEPSP LPGGKVKLSGSISSQYLSALLMAAP              
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (50-71:45-65) 
 
      20        30        40        50        60        70          
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
      80                                                            
2MEPSP P                                                            
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 19.0 E():   77 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (23-39:7-23) 
 
               10        20        30        40        50        60 
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                             :  : .:.:.: : .::                      
gi|274                 MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKT 
                               10        20        30        40     
 
               70        80                                         
2MEPSP VKLSGSISSQYLSALLMAAP                                         
                                                                    
gi|274 SLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQTDKHPNKDF 
           50        60        70        80        90       100     
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 19.0 E():   77 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (23-39:7-23) 
 
               10        20        30        40        50        60 
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
                             :  : .:.:.: : .::                      
gi|115                 MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRT 
                               10        20        30        40     
 
               70        80                                         
2MEPSP VKLSGSISSQYLSALLMAAP                                         
                                                                    
gi|115 SLGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQTDKHPNKDF 
           50        60        70        80        90       100     
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 19.4% identity (46.8% similar) in 62 aa overlap (13-65:37-98) 
 
                                 10        20        30          40 
2MEPSP                   VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCF 
                                     .. :... . .. ..  . . :  : .  : 
gi|264 VDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTLAPTGLF 
         10        20        30        40        50        60       
 
                      50        60        70        80              
2MEPSP LG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP              
       .:          : : . :  :  :  .: .:                             
gi|264 VGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYL 
         70        80        90       100       110       120       
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gi|264 IEQGF 
        130  
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 46; 40.9% identity (72.7% similar) in 22 aa overlap (59-80:221-242) 
 
       30        40        50        60        70        80         
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP         
                                     :.: : :.:.:.: .. :  .:         
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (25-41:181-197) 
 
                     10        20        30        40        50     
2MEPSP       VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
           60        70        80                                   
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAP                                   
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.7  bits: 14.5 E():   84 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (2-16:2-16) 
 
               10        20        30        40        50        60 
2MEPSP VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
        :. ::. . . : .:                                             
gi|320 YTTEGGTKSEAEDVIPE                                            
               10                                                   
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.2 E():   89 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (27-58:58-95) 
 
                   10        20        30            40          50 
2MEPSP     VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
               60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAP 
       :. .::::                       
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK   
        90       100       110        
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.2 E():   89 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (27-58:58-95) 
 
                   10        20        30            40          50 
2MEPSP     VTAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
               60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAP 
       :. .::::                       
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gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK   
        90       100       110        
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 41; 32.1% identity (60.7% similar) in 28 aa overlap (27-51:91-118) 
 
                   10        20        30           40        50    
2MEPSP     VTAAGGNATYVLDGVPRMRERPIGDLVVGLK-QLGADVD--CFLGTDCPPVRVNGI 
                                     . :.: .: :.:   : . :  ::. ..   
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
            60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAP 
                                   
gi|249 CSKIQSTIFRGYY               
              130                  
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.0 E():   99 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (55-64:43-52) 
 
           30        40        50        60        70        80     
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP     
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:36 2011 done: Tue Apr 19 10:57:36 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 113  - 192 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     7     8:==* 
  34    32    22:=======*=== 
  36    46    44:==============*= 
  38    54    73:==================      * 
  40    85   102:=============================    * 
  42    80   125:===========================              * 
  44   123   138:=========================================    * 
  46   170   140:==============================================*========== 
  48   165   134:============================================*========== 
  50   109   122:=====================================   * 
  52   111   108:===================================*= 
  54    83    92:============================  * 
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  56   130    77:=========================*================== 
  58    65    63:====================*= 
  60    50    51:================* 
  62    24    41:========     * 
  64    35    33:==========*= 
  66    21    26:======= * 
  68    13    20:===== * 
  70    13    16:=====* 
  72    12    12:===* 
  74    11    10:===* 
  76    10     8:==*= 
  78    11     6:=*== 
  80     8     5:=*= 
  82     9     3:*== 
  84     6     3:*= 
  86     0     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.62740.00354; mu= 13.3628 0.183 
 mean_var=37.3692 8.997, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.209806 
 Kolmogorov-Smirnov  statistic: 0.0580 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.7    0.28 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.8     2.3 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.3     2.4 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.7     2.6 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.6     5.2 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.5       6 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   54 21.3     8.9 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.5     9.2 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.5     9.4 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.7     9.4 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.5     9.9 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.9     9.9 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.8      12 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.8      12 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.2      12 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.4      13 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   55 21.8      13 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   55 21.8      13 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.8      13 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.2      14 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.5      14 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.1      14 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.9      14 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.3      15 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.7      16 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.7      16 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.9      17 
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gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.6      18 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 20.0      18 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.6      19 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   49 19.6      19 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.2      19 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.6      20 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   49 19.6      20 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   49 19.6      20 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.9      21 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.7      22 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.9      22 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.7      25 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.7      25 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.7      25 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.3      25 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 19.0      25 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 19.0      25 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.6      27 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.4      30 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 18.7      32 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.7      32 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.7      33 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.7      33 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.7      33 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.5      33 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.9      34 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.9      35 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.9      35 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.7      35 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.3      36 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   39 15.9      37 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.3      38 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.3      38 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 19.2      41 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 19.2      41 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.8      42 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.8      43 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 20.0      44 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 20.0      45 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.8      45 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.8      45 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 20.0      46 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   45 18.4      46 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.9      51 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.3      52 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.3      52 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.3      52 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.3      53 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.3      54 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.9      54 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.9      54 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   44 18.1      58 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   44 18.1      58 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   44 18.2      61 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.6      61 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.6      61 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 19.0      62 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.8      63 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 19.0      64 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.4      65 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.4      65 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.4      72 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.9      74 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.9      74 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.5      74 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.5      75 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.1      76 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.1      76 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.9      77 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.7      79 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   42 17.5      82 
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gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 19.1      82 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.5      86 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.2      91 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.2      91 
gi|320610|pir||C37396 pollen allergen Fes e I type (  17)   34 14.4      92 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   46 19.2      99 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   46 19.2      99 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   46 19.2      99 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   46 19.2      99 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   46 19.2      99 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   46 19.2      99 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   46 19.2      99 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   46 19.2      99 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   46 19.2      99 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   46 19.2      99 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   46 19.2      99 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   46 19.2      99 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.0      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 112.5  bits: 25.7 E(): 0.28 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (31-72:48-93) 
 
               10        20        30          40         50        
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
         60        70        80                       
2MEPSP G-KVKLSGSISSQYLSALLMAAPL                       
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 95.8  bits: 23.8 E():  2.3 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (34-75:25-65) 
 
            10        20        30        40        50        60    
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .:.::  :: : :. 
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLG 
                     10        20        30        40         50    
 
            70        80                                            
2MEPSP GSISSQYLSALLMAAPL                                            
       . :: . .  .:                                                 
gi|275 SIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 95.6  bits: 22.3 E():  2.4 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (31-51:24-46) 
 
               10        20        30          40        50         
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNT 
                      10        20        30        40        50    
 
       60        70        80                           
2MEPSP KVKLSGSISSQYLSALLMAAPL                           
                                                        
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 95.0  bits: 22.7 E():  2.6 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (38-58:66-87) 
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        10        20        30        40        50         60       
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
         70        80                                       
2MEPSP SSQYLSALLMAAPL                                       
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 89.7  bits: 24.6 E():  5.2 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (19-55:943-974) 
 
                           10        20        30        40         
2MEPSP             TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
       50        60        70        80                             
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                             
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 88.5  bits: 21.5 E():    6 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (38-58:66-87) 
 
        10        20        30        40        50         60       
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
         70        80                                       
2MEPSP SSQYLSALLMAAPL                                       
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 85.4  bits: 21.3 E():  8.9 
Smith-Waterman score: 54; 37.3% identity (51.0% similar) in 51 aa overlap (27-66:27-75) 
 
               10        20        30        40                50   
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
                60        70        80                              
2MEPSP -GIGGLPGGKVKLSGSISSQYLSALLMAAPL                              
        : .: :   . :::.:                                            
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 85.2  bits: 22.5 E():  9.2 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (11-53:262-299) 
 
                                   10        20        30        40 
2MEPSP                     TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
               50        60        70        80                     
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2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                     
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 85.0  bits: 22.5 E():  9.4 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (31-51:383-405) 
 
               10        20        30          40        50         
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
       60        70        80                           
2MEPSP KVKLSGSISSQYLSALLMAAPL                           
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 85.0  bits: 21.7 E():  9.4 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (24-69:106-145) 
 
                      10        20        30        40        50    
2MEPSP        TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
            60        70        80                                  
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPL                                  
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.6  bits: 20.5 E():  9.9 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (24-40:98-114) 
 
                      10        20        30        40        50    
2MEPSP        TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
            60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPL 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.6  bits: 20.9 E():  9.9 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (38-59:66-88) 
 
        10        20        30        40        50         60       
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
         70        80                                               
2MEPSP SSQYLSALLMAAPL                                               
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.2  bits: 19.8 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (20-57:32-71) 
 
                          10        20        30          40        
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2MEPSP            TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
         :. ..:::                        
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK    
              70        80        90     
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.1  bits: 19.8 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (20-57:33-72) 
 
                          10        20        30          40        
2MEPSP            TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
         :. ..:::                        
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK    
             70        80        90      
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 83.0  bits: 22.2 E():   12 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (14-40:454-481) 
 
                                10        20         30        40   
2MEPSP                  TAAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
             50        60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                              
gi|424 IKKLFGLSH                              
           490                                
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (34-75:25-65) 
 
            10        20        30        40        50        60    
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :   . .: ::   : . :. 
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLG 
                     10        20        30         40        50    
 
            70        80                                            
2MEPSP GSISSQYLSALLMAAPL                                            
       . :: . .  .:                                                 
gi|145 SIISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.6  bits: 21.8 E():   13 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (12-78:184-248) 
 
                                  10        20          30          
2MEPSP                    TAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
      40        50        60        70        80                    
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                    
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       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|113 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|113 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.6  bits: 21.8 E():   13 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (12-78:184-248) 
 
                                  10        20          30          
2MEPSP                    TAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
      40        50        60        70        80                    
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                    
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|166 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|166 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 82.6  bits: 21.8 E():   13 
Smith-Waterman score: 55; 27.5% identity (55.1% similar) in 69 aa overlap (12-78:185-249) 
 
                                  10        20          30          
2MEPSP                    TAAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
      40        50        60        70        80                    
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                    
       :.     .    .:   ...: .:.   .:.  .::..:                      
gi|113 LSKASDGLLDITLG---SSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTD 
           220          230       240       250       260       270 
 
gi|113 HVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTG 
              280       290       300       310       320       330 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 82.2  bits: 22.2 E():   14 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (12-44:341-374) 
 
                                  10         20        30        40 
2MEPSP                    TAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
               50        60        70        80                     
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                     
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 82.0  bits: 21.5 E():   14 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (26-58:174-206) 
 
                    10        20        30        40        50      
2MEPSP      TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
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           60        70        80                                   
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPL                                   
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 81.8  bits: 21.1 E():   14 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (27-62:134-164) 
 
                   10        20        30        40        50       
2MEPSP     TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
         60        70        80                                     
2MEPSP GGKVKLSGSISSQYLSALLMAAPL                                     
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.7  bits: 19.9 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (20-57:58-97) 
 
                          10        20        30          40        
2MEPSP            TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
         :. ..:::                        
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK    
        90       100       110           
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.6  bits: 20.3 E():   15 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (38-56:42-62) 
 
        10        20        30        40          50        60      
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
          70        80                                              
2MEPSP ISSQYLSALLMAAPL                                              
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 81.0  bits: 20.7 E():   16 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (24-40:202-218) 
 
                      10        20        30        40        50    
2MEPSP        TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
            60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPL 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.9  bits: 20.7 E():   16 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (24-40:205-221) 
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                      10        20        30        40        50    
2MEPSP        TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
            60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPL 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 80.5  bits: 21.9 E():   17 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (12-44:341-374) 
 
                                  10         20        30        40 
2MEPSP                    TAAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
               50        60        70        80                     
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                     
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 80.0  bits: 19.6 E():   18 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (20-57:58-97) 
 
                          10        20        30          40        
2MEPSP            TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
        .:. ..:::                        
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK    
        90       100       110           
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (13-55:104-146) 
 
                                 10        20             30        
2MEPSP                   TAAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
        40        50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
        : ..: :     ::::.                          
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH            
            140           150       160            
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 79.6  bits: 21.6 E():   19 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (24-41:295-313) 
 
                      10        20         30        40        50   
2MEPSP        TAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
             60        70        80                                 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPL                                 
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3837

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

          330       340       350       360       370       380     
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (15-64:40-98) 
 
                               10        20        30          40   
2MEPSP                 TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|190 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                    50        60        70        80                
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                
                : : . :  :  :  .: .:                                
gi|190 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYPVEQ 
      70        80        90       100       110       120          
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.3  bits: 21.2 E():   19 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (47-64:167-184) 
 
         20        30        40        50        60        70       
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
         80                                                         
2MEPSP AAPL                                                         
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (23-45:12-38) 
 
               10        20        30            40        50       
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLP 
                             :.:. : .:::.    :  :     ::            
gi|144            IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHG 
                          10        20        30        40          
 
         60        70        80                                     
2MEPSP GGKVKLSGSISSQYLSALLMAAPL                                     
                                                                    
gi|144 LTNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKS 
      50        60        70        80        90       100          
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (15-64:40-98) 
 
                               10        20        30          40   
2MEPSP                 TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|105 HLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                    50        60        70        80                
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                
                : : . :  :  :  .: .:                                
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.9  bits: 19.6 E():   20 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (15-64:40-98) 
 
                               10        20        30          40   
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2MEPSP                 TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|100 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                    50        60        70        80                
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                
                : : . :  :  :  .: .:                                
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 78.6  bits: 20.9 E():   21 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (45-79:175-211) 
 
           20        30        40        50        60        70     
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
             80                                                     
2MEPSP LMA--APL                                                     
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.5  bits: 19.7 E():   22 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (51-58:119-126) 
 
               30        40        50        60        70        80 
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
gi|144 EEVD 
      150   
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.2  bits: 20.9 E():   22 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (5-53:94-133) 
 
                                         10        20        30     
2MEPSP                           TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
           40        50        60        70        80               
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL               
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 77.4  bits: 21.7 E():   25 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (18-58:55-104) 
 
                            10        20        30                  
2MEPSP              TAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
       40        50        60        70        80                   
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                   
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
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>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 77.4  bits: 21.7 E():   25 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (18-58:55-104) 
 
                            10        20        30                  
2MEPSP              TAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
       40        50        60        70        80                   
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                   
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 77.4  bits: 21.7 E():   25 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (18-58:55-104) 
 
                            10        20        30                  
2MEPSP              TAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
       40        50        60        70        80                   
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                   
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 77.3  bits: 19.3 E():   25 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (15-47:78-105) 
 
                               10        20         30        40    
2MEPSP                 TAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
            50        60        70        80    
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL    
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (15-43:73-101) 
 
                               10        20        30        40     
2MEPSP                 TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
           50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                            
gi|209 FAVLVKQ                              
                                            
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (15-43:73-101) 
 
                               10        20        30        40     
2MEPSP                 TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
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                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
           50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                            
gi|249 FAVLVKQ                              
                                            
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.6  bits: 18.6 E():   27 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (20-57:32-71) 
 
                          10        20        30          40        
2MEPSP            TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
         :. ..:::                        
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK    
              70        80        90     
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 75.8  bits: 21.4 E():   30 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (18-58:55-104) 
 
                            10        20        30                  
2MEPSP              TAAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
       40        50        60        70        80                   
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                   
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 75.3  bits: 18.7 E():   32 
Smith-Waterman score: 46; 23.4% identity (57.4% similar) in 47 aa overlap (33-79:48-92) 
 
             10        20        30        40        50        60   
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
             70        80                     
2MEPSP SGSISSQYLSALLMAAPL                     
       ::. ..   ::   :::                      
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 18.7 E():   32 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (23-37:93-107) 
 
                       10        20        30        40        50   
2MEPSP         TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
             60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPL 
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>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.2  bits: 18.7 E():   33 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (36-57:35-60) 
 
          10        20        30            40        50        60  
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
              70        80                                 
2MEPSP LSGSISSQYLSALLMAAPL                                 
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.2  bits: 18.7 E():   33 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (36-57:35-60) 
 
          10        20        30            40        50        60  
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
              70        80                                 
2MEPSP LSGSISSQYLSALLMAAPL                                 
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.2  bits: 18.7 E():   33 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (36-57:35-60) 
 
          10        20        30            40        50        60  
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
              70        80                                 
2MEPSP LSGSISSQYLSALLMAAPL                                 
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.1  bits: 19.5 E():   33 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (17-70:74-123) 
 
                             10        20        30        40       
2MEPSP               TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
          50        60        70        80                          
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                          
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.9  bits: 19.9 E():   34 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (26-52:13-38) 
 
               10        20        30        40        50        60 
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                ..:. . . . .:  : : :   :::.         
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gi|309              MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFP 
                            10         20        30        40       
 
               70        80                                         
2MEPSP KLSGSISSQYLSALLMAAPL                                         
                                                                    
gi|309 MVARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVT 
         50        60        70        80        90       100       
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.7  bits: 17.9 E():   35 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (38-47:38-47) 
 
        10        20        30        40        50        60        
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
        70        80 
2MEPSP SQYLSALLMAAPL 
                     
gi|114 CNKNCT        
        70           
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (23-64:235-275) 
 
                       10        20        30        40        50   
2MEPSP         TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
             60        70        80  
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPL  
       :.   :  : .:                  
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR 
           270       280       290   
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (39-48:48-57) 
 
       10        20        30        40        50        60         
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
       70        80                                        
2MEPSP QYLSALLMAAPL                                        
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.5  bits: 20.3 E():   36 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (21-53:319-348) 
 
                         10        20        30        40           
2MEPSP           TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
      50        60        70        80                 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPL                 
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
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          350       360       370       380       390  
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 74.2  bits: 15.9 E():   37 
Smith-Waterman score: 39; 40.0% identity (66.7% similar) in 15 aa overlap (1-15:2-16) 
 
                10        20        30        40        50          
2MEPSP  TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
        :. ::. . : : .:                                             
gi|320 YTTEGGTKSEVEDVIPEGWK                                         
               10        20                                         
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.9  bits: 18.3 E():   38 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (1-65:19-83) 
 
                                 10        20        30        40   
2MEPSP                   TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
                50        60        70        80            
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL            
       :..    :  .: ::  :: .  .:.                           
gi|416 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.9  bits: 18.3 E():   38 
Smith-Waterman score: 45; 25.0% identity (55.9% similar) in 68 aa overlap (1-65:19-83) 
 
                                 10        20        30        40   
2MEPSP                   TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                         .::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
                50        60        70        80            
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL            
       :..    :  .: ::  :: .  .:.                           
gi|461 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.5  bits: 19.2 E():   41 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (17-70:74-123) 
 
                             10        20        30        40       
2MEPSP               TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
          50        60        70        80                          
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                          
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.5  bits: 19.2 E():   41 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (17-70:74-123) 
 
                             10        20        30        40       
2MEPSP               TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
          50        60        70        80                          
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2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                          
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (9-44:40-74) 
 
                                     10        20        30         
2MEPSP                       TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
       40        50        60        70        80                   
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                   
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (9-44:47-81) 
 
                                     10        20        30         
2MEPSP                       TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
       40        50        60        70        80                   
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                   
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (11-40:361-385) 
 
                                   10        20        30        40 
2MEPSP                     TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
               50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                                
gi|284 ELIRSLFGLP                               
         390                                    
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.7  bits: 20.0 E():   45 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (23-64:336-376) 
 
                       10        20        30        40        50   
2MEPSP         TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
             60        70        80             
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPL             
       :.   :  : .:                             
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY 
          370       380       390       400     
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.6  bits: 18.8 E():   45 
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Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (14-38:59-82) 
 
                                10        20        30        40    
2MEPSP                  TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
            50        60        70        80                        
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                        
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.6  bits: 18.8 E():   45 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (14-38:59-82) 
 
                                10        20        30        40    
2MEPSP                  TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
            50        60        70        80                        
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                        
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.6  bits: 20.0 E():   46 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (23-64:339-379) 
 
                       10        20        30        40        50   
2MEPSP         TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
             60        70        80                  
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPL                  
       :.   :  : .:                                  
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK 
       370       380       390       400       410   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.4  bits: 18.4 E():   46 
Smith-Waterman score: 45; 30.2% identity (49.1% similar) in 53 aa overlap (13-64:49-98) 
 
                                 10        20         30        40  
2MEPSP                   TAAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLG 
                                     :. .  :.: : :. .::   :.    . : 
gi|100 NLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEP-GHLAPTGLFLGGTKYMVIQG 
       20        30        40        50         60        70        
 
              50        60        70        80                      
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                      
          : : . :  :  :  .: .:                                      
gi|100 E--PGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSH 
          80        90       100       110       120       130      
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.7  bits: 18.9 E():   51 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (17-70:79-128) 
 
                             10        20        30        40       
2MEPSP               TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
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          50        60        70        80                          
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                          
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.6  bits: 19.3 E():   52 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (45-78:136-169) 
 
           20        30        40        50        60        70     
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
           80                                                       
2MEPSP LMAAPL                                                       
         ::                                                         
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.6  bits: 19.3 E():   52 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (45-78:137-170) 
 
           20        30        40        50        60        70     
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
           80                                                       
2MEPSP LMAAPL                                                       
         ::                                                         
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.5  bits: 19.3 E():   52 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (45-78:140-173) 
 
           20        30        40        50        60        70     
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
           80                                                       
2MEPSP LMAAPL                                                       
         ::                                                         
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.4  bits: 19.3 E():   53 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (45-78:146-179) 
 
           20        30        40        50        60        70     
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
           80                                                       
2MEPSP LMAAPL                                                       
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
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>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.3  bits: 19.3 E():   54 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (45-78:151-184) 
 
           20        30        40        50        60        70     
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
           80                                                       
2MEPSP LMAAPL                                                       
         ::                                                         
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.2  bits: 18.9 E():   54 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (17-70:97-146) 
 
                             10        20        30        40       
2MEPSP               TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
          50        60        70        80                          
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                          
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.2  bits: 18.9 E():   54 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (17-70:97-146) 
 
                             10        20        30        40       
2MEPSP               TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
          50        60        70        80                          
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                          
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.6  bits: 18.1 E():   58 
Smith-Waterman score: 44; 20.0% identity (48.8% similar) in 80 aa overlap (1-80:28-97) 
 
                                          10        20        30    
2MEPSP                            TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. . .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKPGLHGFHVHALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL              
          .        ::  .   : :: . . .:....  .. .    ::              
gi|160 PHFN--------PVGKE--HGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVV 
                         70        80        90       100       110 
 
gi|160 HSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
              120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.6  bits: 18.1 E():   58 
Smith-Waterman score: 44; 20.0% identity (48.8% similar) in 80 aa overlap (1-80:28-97) 
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                                          10        20        30    
2MEPSP                            TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. . .:: . :  . : 
gi|160 MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL              
          .        ::  .   : :: . . .:....  .. .    ::              
gi|160 PHFN--------PVGKE--HGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVV 
                         70        80        90       100       110 
 
gi|160 HSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
              120       130       140     
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (1-33:28-60) 
 
                                          10        20        30    
2MEPSP                            TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                  :.. :: . .  :.  .. : .:: . :  . : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL              
                                                                    
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 70.2  bits: 18.6 E():   61 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (17-70:74-123) 
 
                             10        20        30        40       
2MEPSP               TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
          50        60        70        80                          
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                          
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.2  bits: 18.6 E():   61 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (17-70:74-123) 
 
                             10        20        30        40       
2MEPSP               TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
          50        60        70        80                          
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                          
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (11-40:240-264) 
 
                                   10        20        30        40 
2MEPSP                     TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
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     210       220       230       240            250       260     
 
               50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                                
gi|225 ELIRSWFGLP                               
          270                                   
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (4-58:80-134) 
 
                                          10        20        30    
2MEPSP                            TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
            40        50        60        70        80              
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL              
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (19-37:40-58) 
 
                           10        20        30        40         
2MEPSP             TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
       50        60        70        80                             
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPL                             
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (54-73:271-290) 
 
            30        40        50        60        70        80    
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL    
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 47; 39.1% identity (73.9% similar) in 23 aa overlap (58-80:221-243) 
 
        30        40        50        60        70        80        
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL        
                                     :.: : :.:.:.: .. :  .:.        
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.4 E():   72 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (54-62:36-44) 
 
            30        40        50        60        70        80    
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2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL    
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (33-69:49-85) 
 
             10        20        30        40        50        60   
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
             70        80                                           
2MEPSP SGSISSQYLSALLMAAPL                                           
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (26-45:84-104) 
 
                    10        20         30        40        50     
2MEPSP      TAAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
           60        70        80             
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPL             
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.7  bits: 17.5 E():   74 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (36-57:35-60) 
 
          10        20        30          40          50        60  
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
              70        80                                 
2MEPSP LSGSISSQYLSALLMAAPL                                 
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 17.5 E():   75 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (45-57:48-60) 
 
           20        30        40        50        60        70     
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
           80                                  
2MEPSP LMAAPL                                  
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3851

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (22-38:7-23) 
 
               10        20        30        40        50        60 
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                            :  : .:.:.: : .::                       
gi|115                MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTS 
                              10        20        30        40      
 
               70        80                                         
2MEPSP KLSGSISSQYLSALLMAAPL                                         
                                                                    
gi|115 LGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQTDKHPNKDFG 
          50        60        70        80        90       100      
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (22-38:7-23) 
 
               10        20        30        40        50        60 
2MEPSP TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                            :  : .:.:.: : .::                       
gi|274                MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTS 
                              10        20        30        40      
 
               70        80                                         
2MEPSP KLSGSISSQYLSALLMAAPL                                         
                                                                    
gi|274 LGATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQTDKHPNKDFG 
          50        60        70        80        90       100      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (49-70:45-65) 
 
       20        30        40        50        60        70         
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
       80                                                           
2MEPSP PL                                                           
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.2  bits: 14.7 E():   79 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (43-56:5-18) 
 
             20        30        40        50        60        70   
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     :: :   . :  ::                 
gi|244                           IGNEDCTPWMSTLITPLP                 
                                         10                         
 
             80 
2MEPSP ALLMAAPL 
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 19.4% identity (46.8% similar) in 62 aa overlap (12-64:37-98) 
 
                                  10        20        30            
2MEPSP                    TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCF 
                                     .. :... . .. ..  . . :  : .  : 
gi|264 VDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTLAPTGLF 
         10        20        30        40        50        60       
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      40               50        60        70        80             
2MEPSP LG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL             
       .:          : : . :  :  :  .: .:                             
gi|264 VGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYL 
         70        80        90       100       110       120       
 
gi|264 IEQGF 
        130  
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (24-40:181-197) 
 
                      10        20        30        40        50    
2MEPSP        TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
            60        70        80                                  
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPL                                  
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (57-80:30-54) 
 
         30        40        50        60         70        80      
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPL      
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.2 E():   91 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (26-57:58-95) 
 
                    10        20        30              40          
2MEPSP      TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
      50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
       :. .::::                        
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK    
        90       100       110         
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.2 E():   91 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (26-57:58-95) 
 
                    10        20        30              40          
2MEPSP      TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
      50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
       :. .::::                        
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK    
        90       100       110         
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>>gi|320610|pir||C37396 pollen allergen Fes e I type A -  (17 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.9  bits: 14.4 E():   92 
Smith-Waterman score: 34; 33.3% identity (66.7% similar) in 15 aa overlap (1-15:2-16) 
 
                10        20        30        40        50          
2MEPSP  TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
        :. ::. . . : .:                                             
gi|320 YTTEGGTKSEAEDVIPE                                            
               10                                                   
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.3  bits: 19.2 E():   99 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (23-52:193-222) 
 
                       10        20        30        40        50   
2MEPSP         TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
             60        70        80                                 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPL                                 
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.3  bits: 19.2 E():   99 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (23-52:193-222) 
 
                       10        20        30        40        50   
2MEPSP         TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|117 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
             60        70        80                                 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPL                                 
                                                                    
gi|117 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.3  bits: 19.2 E():   99 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (23-52:193-222) 
 
                       10        20        30        40        50   
2MEPSP         TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
             60        70        80                                 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPL                                 
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.3  bits: 19.2 E():   99 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (23-52:193-222) 
 
                       10        20        30        40        50   
2MEPSP         TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
             60        70        80                                 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPL                                 
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gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.3  bits: 19.2 E():   99 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (23-52:193-222) 
 
                       10        20        30        40        50   
2MEPSP         TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|248 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
             60        70        80                                 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPL                                 
                                                                    
gi|248 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.3  bits: 19.2 E():   99 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (23-52:193-222) 
 
                       10        20        30        40        50   
2MEPSP         TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
             60        70        80                                 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPL                                 
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.3  bits: 19.2 E():   99 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (23-52:193-222) 
 
                       10        20        30        40        50   
2MEPSP         TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
             60        70        80                                 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPL                                 
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.3  bits: 19.2 E():   99 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (23-52:193-222) 
 
                       10        20        30        40        50   
2MEPSP         TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
             60        70        80                                 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPL                                 
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.3  bits: 19.2 E():   99 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (23-52:193-222) 
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                       10        20        30        40        50   
2MEPSP         TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
             60        70        80                                 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPL                                 
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.3  bits: 19.2 E():   99 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (23-52:193-222) 
 
                       10        20        30        40        50   
2MEPSP         TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
             60        70        80                                 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPL                                 
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.3  bits: 19.2 E():   99 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (23-52:193-222) 
 
                       10        20        30        40        50   
2MEPSP         TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|248 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
             60        70        80                                 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPL                                 
                                                                    
gi|248 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.3  bits: 19.2 E():   99 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (23-52:193-222) 
 
                       10        20        30        40        50   
2MEPSP         TAAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
             60        70        80                                 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPL                                 
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E():   99 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (54-63:43-52) 
 
            30        40        50        60        70        80    
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL    
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
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             80        90       100       110       120       130   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:36 2011 done: Tue Apr 19 10:57:36 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 114  - 193 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     6     8:==* 
  34    31    22:=======*=== 
  36    50    44:==============*== 
  38    56    73:===================     * 
  40    83   102:============================     * 
  42    88   125:==============================           * 
  44   113   138:======================================       * 
  46   159   140:==============================================*====== 
  48   165   134:============================================*========== 
  50   119   122:========================================* 
  52   112   108:===================================*== 
  54    91    92:==============================* 
  56   140    77:=========================*===================== 
  58    55    63:=================== * 
  60    45    51:=============== * 
  62    22    41:========     * 
  64    33    33:==========* 
  66    23    26:========* 
  68    13    20:===== * 
  70    13    16:=====* 
  72    12    12:===* 
  74     9    10:===* 
  76     7     8:==* 
  78    14     6:=*=== 
  80     6     5:=* 
  82    10     3:*=== 
  84     7     3:*== 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
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 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.57150.00344; mu= 13.6019 0.178 
 mean_var=37.0242 8.956, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.210781 
 Kolmogorov-Smirnov  statistic: 0.0580 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.7    0.27 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.9     2.2 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.3     2.3 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.7     2.5 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.7     4.9 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.5     5.8 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   54 21.3     8.6 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.5     8.8 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.5       9 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.7     9.1 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 21.0     9.6 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.6     9.6 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.8      12 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.3      12 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.8      12 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.5      12 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   55 21.9      12 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   55 21.9      12 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.9      12 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.3      13 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.5      13 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.1      14 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.9      14 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.3      14 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.8      15 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.8      15 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.0      16 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.6      17 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 20.0      18 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.7      18 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.3      19 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   49 19.7      19 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.7      19 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   49 19.7      20 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   49 19.7      20 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.9      20 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   48 19.3      21 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.7      21 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.9      22 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.8      24 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.8      24 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.8      24 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.4      24 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 19.0      25 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 19.0      25 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.6      27 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.5      29 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.7      31 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.7      32 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.7      32 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.7      32 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.5      32 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.9      33 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.9      34 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.4      34 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.9      34 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.7      35 
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gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 19.2      40 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 19.2      40 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.8      41 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.8      42 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 20.1      43 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 20.1      43 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 20.1      44 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.9      44 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.9      44 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   45 18.5      45 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.9      50 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.3      50 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.3      50 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.3      51 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.3      51 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   48 19.7      52 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.3      52 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.9      53 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.9      53 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   43 17.8      57 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   43 17.8      57 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   47 19.4      59 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.6      60 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.6      60 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 19.0      61 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.8      61 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 19.0      62 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.4      63 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.5      71 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.9      73 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.9      73 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.5      73 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.5      74 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.1      74 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.1      74 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.9      75 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.7      79 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 19.1      79 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   42 17.5      80 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.6      84 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   35 14.7      85 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   42 17.6      86 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   42 17.6      86 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.2      90 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.2      90 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.2      92 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   46 19.2      96 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   46 19.2      96 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   46 19.2      96 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   46 19.2      96 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   46 19.2      96 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   46 19.2      96 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   46 19.2      96 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   46 19.2      96 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   46 19.2      96 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   46 19.2      96 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   46 19.2      96 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   46 19.2      96 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.0      97 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   44 18.4      98 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.2   1e 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 112.8  bits: 25.7 E(): 0.27 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (30-71:48-93) 
 
                10        20        30           40        50       
2MEPSP  AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
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          60        70        80                      
2MEPSP G-KVKLSGSISSQYLSALLMAAPLA                      
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 96.2  bits: 23.9 E():  2.2 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (33-74:25-65) 
 
             10        20        30        40        50        60   
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .:.::  :: : :. 
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLG 
                     10        20        30        40         50    
 
             70        80                                           
2MEPSP GSISSQYLSALLMAAPLA                                           
       . :: . .  .:                                                 
gi|275 SIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 95.9  bits: 22.3 E():  2.3 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (30-50:24-46) 
 
               10        20        30          40        50         
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGK 
                                    :: ....  :  : :: :.. .:         
gi|166       ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTV 
                     10        20        30        40        50     
 
       60        70        80                          
2MEPSP VKLSGSISSQYLSALLMAAPLA                          
                                                       
gi|166 KAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
           60        70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 95.3  bits: 22.7 E():  2.5 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (37-57:66-87) 
 
         10        20        30        40        50         60      
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
          70        80                                      
2MEPSP SSQYLSALLMAAPLA                                      
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 90.1  bits: 24.7 E():  4.9 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (18-54:943-974) 
 
                            10        20        30        40        
2MEPSP              AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
        50        60        70        80                            
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                            
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
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>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 88.7  bits: 21.5 E():  5.8 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (37-57:66-87) 
 
         10        20        30        40        50         60      
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
          70        80                                      
2MEPSP SSQYLSALLMAAPLA                                      
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 85.7  bits: 21.3 E():  8.6 
Smith-Waterman score: 54; 37.3% identity (51.0% similar) in 51 aa overlap (26-65:27-75) 
 
                10        20        30        40                    
2MEPSP  AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
       50        60        70        80                             
2MEPSP -GIGGLPGGKVKLSGSISSQYLSALLMAAPLA                             
        : .: :   . :::.:                                            
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 85.5  bits: 22.5 E():  8.8 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (10-52:262-299) 
 
                                    10        20        30          
2MEPSP                      AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
      40        50        60        70        80                    
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                    
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 85.3  bits: 22.5 E():    9 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (30-50:383-405) 
 
                10        20        30          40        50        
2MEPSP  AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
        60        70        80                          
2MEPSP KVKLSGSISSQYLSALLMAAPLA                          
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 85.3  bits: 21.7 E():  9.1 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (23-68:106-145) 
 
                       10        20        30        40        50   
2MEPSP         AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
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gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
             60        70        80                                 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLA                                 
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.8  bits: 21.0 E():  9.6 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (37-58:66-88) 
 
         10        20        30        40        50         60      
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
          70        80                                              
2MEPSP SSQYLSALLMAAPLA                                              
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.8  bits: 20.6 E():  9.6 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (23-39:98-114) 
 
                       10        20        30        40        50   
2MEPSP         AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
             60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLA 
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.3  bits: 19.8 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (19-56:32-71) 
 
                           10        20        30          40       
2MEPSP             AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
         50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 
         :. ..:::                         
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK     
              70        80        90      
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (13-39:454-481) 
 
                                 10        20         30        40  
2MEPSP                   AAGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
              50        60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 
                                               
gi|424 IKKLFGLSH                               
           490                                 
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
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 initn:  42 init1:  42 opt:  50  Z-score: 83.3  bits: 19.8 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (19-56:33-72) 
 
                           10        20        30          40       
2MEPSP             AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
         50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 
         :. ..:::                         
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK     
             70        80        90       
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 83.0  bits: 21.5 E():   12 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (33-74:25-65) 
 
             10        20        30        40        50        60   
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :   . .: ::   : . :. 
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLG 
                     10        20        30         40        50    
 
             70        80                                           
2MEPSP GSISSQYLSALLMAAPLA                                           
       . :: . .  .:                                                 
gi|145 SIISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.9  bits: 21.9 E():   12 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (11-77:184-248) 
 
                                   10        20          30         
2MEPSP                     AAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
       40        50        60        70        80                   
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                   
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|113 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|113 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.9  bits: 21.9 E():   12 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (11-77:184-248) 
 
                                   10        20          30         
2MEPSP                     AAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
       40        50        60        70        80                   
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                   
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|166 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|166 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 82.9  bits: 21.9 E():   12 
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Smith-Waterman score: 55; 27.5% identity (55.1% similar) in 69 aa overlap (11-77:185-249) 
 
                                   10        20          30         
2MEPSP                     AAGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
       40        50        60        70        80                   
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                   
       :.     .    .:   ...: .:.   .:.  .::..:                      
gi|113 LSKASDGLLDITLG---SSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTD 
           220          230       240       250       260       270 
 
gi|113 HVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTG 
              280       290       300       310       320       330 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 82.5  bits: 22.3 E():   13 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (11-43:341-374) 
 
                                   10         20        30          
2MEPSP                     AAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
      40        50        60        70        80                    
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                    
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 82.3  bits: 21.5 E():   13 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (25-57:174-206) 
 
                     10        20        30        40        50     
2MEPSP       AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
            60        70        80                                  
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLA                                  
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 82.1  bits: 21.1 E():   14 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (26-61:134-164) 
 
                    10        20        30        40        50      
2MEPSP      AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
          60        70        80                                    
2MEPSP GGKVKLSGSISSQYLSALLMAAPLA                                    
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.9  bits: 19.9 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (19-56:58-97) 
 
                           10        20        30          40       
2MEPSP             AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
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                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
         50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 
         :. ..:::                         
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK     
        90       100       110            
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.8  bits: 20.3 E():   14 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (37-55:42-62) 
 
         10        20        30        40          50        60     
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
           70        80                                             
2MEPSP ISSQYLSALLMAAPLA                                             
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 81.2  bits: 20.8 E():   15 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (23-39:202-218) 
 
                       10        20        30        40        50   
2MEPSP         AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
             60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLA 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.2  bits: 20.8 E():   15 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (23-39:205-221) 
 
                       10        20        30        40        50   
2MEPSP         AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
             60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLA 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 80.9  bits: 22.0 E():   16 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (11-43:341-374) 
 
                                   10         20        30          
2MEPSP                     AAGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
      40        50        60        70        80                    
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                    
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 80.2  bits: 19.6 E():   17 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (19-56:58-97) 
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                           10        20        30          40       
2MEPSP             AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
         50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 
        .:. ..:::                         
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK     
        90       100       110            
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (12-54:104-146) 
 
                                  10        20             30       
2MEPSP                    AAGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
         40        50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 
        : ..: :     ::::.                           
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH             
            140           150       160             
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (23-40:295-313) 
 
                       10        20         30        40        50  
2MEPSP         AAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
              60        70        80                                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLA                                
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.6  bits: 21.3 E():   19 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (46-63:167-184) 
 
          20        30        40        50        60        70      
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
          80                                                        
2MEPSP AAPLA                                                        
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (14-63:40-98) 
 
                                10        20        30          40  
2MEPSP                  AAGGNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|190 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3866

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                     50        60        70        80               
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA               
                : : . :  :  :  .: .:                                
gi|190 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYPVEQ 
      70        80        90       100       110       120          
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.3  bits: 19.7 E():   19 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (22-44:12-38) 
 
               10        20        30            40        50       
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLPG 
                            :.:. : .:::.    :  :     ::             
gi|144           IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGL 
                         10        20        30        40        50 
 
         60        70        80                                     
2MEPSP GKVKLSGSISSQYLSALLMAAPLA                                     
                                                                    
gi|144 TNAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKST 
               60        70        80        90       100       110 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.3  bits: 19.7 E():   20 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (14-63:40-98) 
 
                                10        20        30          40  
2MEPSP                  AAGGNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|105 HLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                     50        60        70        80               
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA               
                : : . :  :  :  .: .:                                
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (14-63:40-98) 
 
                                10        20        30          40  
2MEPSP                  AAGGNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|100 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                     50        60        70        80               
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA               
                : : . :  :  :  .: .:                                
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 78.9  bits: 20.9 E():   20 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (44-78:175-211) 
 
            20        30        40        50        60        70    
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
              80                                                    
2MEPSP LMA--APLA                                                    
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
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 initn:  40 init1:  40 opt:  48  Z-score: 78.8  bits: 19.3 E():   21 
Smith-Waterman score: 48; 24.5% identity (57.1% similar) in 49 aa overlap (32-80:48-94) 
 
              10        20        30        40        50        60  
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
              70        80                    
2MEPSP SGSISSQYLSALLMAAPLA                    
       ::. ..   ::   ::: :                    
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (50-57:119-126) 
 
      20        30        40        50        60        70          
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
      80    
2MEPSP A    
            
gi|144 EEVD 
      150   
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.4  bits: 20.9 E():   22 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (4-52:94-133) 
 
                                          10        20        30    
2MEPSP                            AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
            40        50        60        70        80              
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA              
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 77.7  bits: 21.8 E():   24 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (17-57:55-104) 
 
                             10        20        30                 
2MEPSP               AAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
        40        50        60        70        80                  
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                  
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 77.7  bits: 21.8 E():   24 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (17-57:55-104) 
 
                             10        20        30                 
2MEPSP               AAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
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           30        40        50        60        70        80     
 
        40        50        60        70        80                  
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                  
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 77.7  bits: 21.8 E():   24 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (17-57:55-104) 
 
                             10        20        30                 
2MEPSP               AAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
        40        50        60        70        80                  
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                  
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (14-46:78-105) 
 
                                10        20         30        40   
2MEPSP                  AAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
             50        60        70        80   
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA   
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.4  bits: 19.0 E():   25 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (14-42:73-101) 
 
                                10        20        30        40    
2MEPSP                  AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
            50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 
                                             
gi|209 FAVLVKQ                               
                                             
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.4  bits: 19.0 E():   25 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (14-42:73-101) 
 
                                10        20        30        40    
2MEPSP                  AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
            50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 
                                             
gi|249 FAVLVKQ                               
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>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.8  bits: 18.6 E():   27 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (19-56:32-71) 
 
                           10        20        30          40       
2MEPSP             AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
         50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 
         :. ..:::                         
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK     
              70        80        90      
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 76.1  bits: 21.5 E():   29 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (17-57:55-104) 
 
                             10        20        30                 
2MEPSP               AAGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
        40        50        60        70        80                  
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                  
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 18.7 E():   31 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (22-36:93-107) 
 
                        10        20        30        40        50  
2MEPSP          AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
              60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLA 
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.4  bits: 18.7 E():   32 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (35-56:35-60) 
 
           10        20        30            40        50        60 
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
               70        80                                
2MEPSP LSGSISSQYLSALLMAAPLA                                
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.4  bits: 18.7 E():   32 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (35-56:35-60) 
 
           10        20        30            40        50        60 
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
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               70        80                                
2MEPSP LSGSISSQYLSALLMAAPLA                                
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.4  bits: 18.7 E():   32 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (35-56:35-60) 
 
           10        20        30            40        50        60 
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
               70        80                                
2MEPSP LSGSISSQYLSALLMAAPLA                                
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.3  bits: 19.5 E():   32 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (16-69:74-123) 
 
                              10        20        30        40      
2MEPSP                AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
           50        60        70        80                         
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                         
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 75.2  bits: 19.9 E():   33 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (25-51:13-38) 
 
               10        20        30        40        50        60 
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
                               ..:. . . . .:  : : :   :::.          
gi|309             MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPM 
                           10         20        30        40        
 
               70        80                                         
2MEPSP LSGSISSQYLSALLMAAPLA                                         
                                                                    
gi|309 VARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTK 
        50        60        70        80        90       100        
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.9  bits: 19.9 E():   34 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (22-63:235-275) 
 
                        10        20        30        40        50  
2MEPSP          AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
              60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLA 
       :.   :  : .:                  
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR 
           270       280       290   
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>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.8  bits: 20.4 E():   34 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (20-52:319-348) 
 
                          10        20        30        40          
2MEPSP            AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
       50        60        70        80                
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.8  bits: 17.9 E():   34 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (37-46:38-47) 
 
         10        20        30        40        50        60       
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
         70        80 
2MEPSP SQYLSALLMAAPLA 
                      
gi|114 CNKNCT         
        70            
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 18.7 E():   35 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (38-47:48-57) 
 
        10        20        30        40        50        60        
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
        70        80                                       
2MEPSP QYLSALLMAAPLA                                       
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.7  bits: 19.2 E():   40 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (16-69:74-123) 
 
                              10        20        30        40      
2MEPSP                AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
           50        60        70        80                         
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                         
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.7  bits: 19.2 E():   40 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (16-69:74-123) 
 
                              10        20        30        40      
2MEPSP                AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
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gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
           50        60        70        80                         
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                         
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (8-43:40-74) 
 
                                      10        20        30        
2MEPSP                        AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
        40        50        60        70        80                  
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                  
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (8-43:47-81) 
 
                                      10        20        30        
2MEPSP                        AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
        40        50        60        70        80                  
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                  
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.1  bits: 20.1 E():   43 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (10-39:361-385) 
 
                                    10        20        30          
2MEPSP                      AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
      40        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 
                                                 
gi|284 ELIRSLFGLP                                
         390                                     
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.9  bits: 20.1 E():   43 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (22-63:336-376) 
 
                        10        20        30        40        50  
2MEPSP          AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
              60        70        80            
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLA            
       :.   :  : .:                             
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY 
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          370       380       390       400     
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.8  bits: 20.1 E():   44 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (22-63:339-379) 
 
                        10        20        30        40        50  
2MEPSP          AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
              60        70        80                 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLA                 
       :.   :  : .:                                  
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK 
       370       380       390       400       410   
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.8  bits: 18.9 E():   44 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (13-37:59-82) 
 
                                 10        20        30        40   
2MEPSP                   AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
             50        60        70        80                       
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                       
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.8  bits: 18.9 E():   44 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (13-37:59-82) 
 
                                 10        20        30        40   
2MEPSP                   AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
             50        60        70        80                       
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                       
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.6  bits: 18.5 E():   45 
Smith-Waterman score: 45; 30.2% identity (49.1% similar) in 53 aa overlap (12-63:49-98) 
 
                                  10        20         30        40 
2MEPSP                    AAGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLG 
                                     :. .  :.: : :. .::   :.    . : 
gi|100 NLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEP-GHLAPTGLFLGGTKYMVIQG 
       20        30        40        50         60        70        
 
               50        60        70        80                     
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                     
          : : . :  :  :  .: .:                                      
gi|100 E--PGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSH 
          80        90       100       110       120       130      
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.9  bits: 18.9 E():   50 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (16-69:79-128) 
 
                              10        20        30        40      
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2MEPSP                AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
           50        60        70        80                         
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                         
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.8  bits: 19.3 E():   50 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (44-77:136-169) 
 
            20        30        40        50        60        70    
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
            80                                                      
2MEPSP LMAAPLA                                                      
         ::                                                         
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.8  bits: 19.3 E():   50 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (44-77:137-170) 
 
            20        30        40        50        60        70    
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
            80                                                      
2MEPSP LMAAPLA                                                      
         ::                                                         
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (44-77:140-173) 
 
            20        30        40        50        60        70    
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
            80                                                      
2MEPSP LMAAPLA                                                      
         ::                                                         
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (44-77:146-179) 
 
            20        30        40        50        60        70    
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
            80                                                      
2MEPSP LMAAPLA                                                      
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         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.6  bits: 19.7 E():   52 
Smith-Waterman score: 48; 37.5% identity (75.0% similar) in 24 aa overlap (57-80:221-244) 
 
         30        40        50        60        70        80       
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA       
                                     :.: : :.:.:.: .. :  .:..       
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.5  bits: 19.3 E():   52 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (44-77:151-184) 
 
            20        30        40        50        60        70    
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
            80                                                      
2MEPSP LMAAPLA                                                      
         ::                                                         
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.4  bits: 18.9 E():   53 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (16-69:97-146) 
 
                              10        20        30        40      
2MEPSP                AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
           50        60        70        80                         
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                         
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.4  bits: 18.9 E():   53 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (16-69:97-146) 
 
                              10        20        30        40      
2MEPSP                AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
           50        60        70        80                         
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                         
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.8  bits: 17.8 E():   57 
Smith-Waterman score: 43; 25.4% identity (55.2% similar) in 67 aa overlap (1-64:20-83) 
 
                                  10        20        30            
2MEPSP                    AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
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                          ::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
      40         50        60        70        80           
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA           
       :..    :  .: ::  :: .  .:.                           
gi|416 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.8  bits: 17.8 E():   57 
Smith-Waterman score: 43; 25.4% identity (55.2% similar) in 67 aa overlap (1-64:20-83) 
 
                                  10        20        30            
2MEPSP                    AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL-- 
                          ::  .:. .  :.   ..: .. :.  :.  : :.. ..   
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR-LNKLISELE--GKDIQQLIAE 
               10        20        30         40          50        
 
      40         50        60        70        80           
2MEPSP GTD-CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA           
       :..    :  .: ::  :: .  .:.                           
gi|461 GSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60        70        80        90       100          
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 47; 34.2% identity (65.8% similar) in 38 aa overlap (45-80:244-279) 
 
           20        30        40        50         60        70    
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
             80                                                     
2MEPSP LMA-APLA                                                     
       . : :: :                                                     
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 70.4  bits: 18.6 E():   60 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (16-69:74-123) 
 
                              10        20        30        40      
2MEPSP                AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
           50        60        70        80                         
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                         
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.4  bits: 18.6 E():   60 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (16-69:74-123) 
 
                              10        20        30        40      
2MEPSP                AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
           50        60        70        80                         
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                         
        :    .    : .: :.:: ...:                                    
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gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (10-39:240-264) 
 
                                    10        20        30          
2MEPSP                      AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
      40        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 
                                                 
gi|225 ELIRSWFGLP                                
          270                                    
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.3  bits: 19.8 E():   61 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (3-57:80-134) 
 
                                           10        20        30   
2MEPSP                             AAGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
             40        50        60        70        80             
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA             
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (18-36:40-58) 
 
                            10        20        30        40        
2MEPSP              AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
        50        60        70        80                            
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA                            
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (53-72:271-290) 
 
             30        40        50        60        70        80   
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA   
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.5 E():   71 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (53-61:36-44) 
 
             30        40        50        60        70        80   
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA   
                                     :::::  .:                      
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gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.9 E():   73 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (32-68:49-85) 
 
              10        20        30        40        50        60  
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
              70        80                                          
2MEPSP SGSISSQYLSALLMAAPLA                                          
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.9 E():   73 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (25-44:84-104) 
 
                     10        20         30        40        50    
2MEPSP       AAGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
            60        70        80            
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLA            
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.8  bits: 17.5 E():   73 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (35-56:35-60) 
 
           10        20        30          40          50        60 
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
               70        80                                
2MEPSP LSGSISSQYLSALLMAAPLA                                
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.5 E():   74 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (44-56:48-60) 
 
            20        30        40        50        60        70    
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
            80                                 
2MEPSP LMAAPLA                                 
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 19.1 E():   74 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (21-37:7-23) 
 
               10        20        30        40        50        60 
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
                           :  : .:.:.: : .::                        
gi|274               MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSL 
                             10        20        30        40       
 
               70        80                                         
2MEPSP LSGSISSQYLSALLMAAPLA                                         
                                                                    
gi|274 GATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQTDKHPNKDFGD 
         50        60        70        80        90       100       
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 19.1 E():   74 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (21-37:7-23) 
 
               10        20        30        40        50        60 
2MEPSP AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVK 
                           :  : .:.:.: : .::                        
gi|115               MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSL 
                             10        20        30        40       
 
               70        80                                         
2MEPSP LSGSISSQYLSALLMAAPLA                                         
                                                                    
gi|115 GATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQTDKHPNKDFGD 
         50        60        70        80        90       100       
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (48-69:45-65) 
 
        20        30        40        50        60        70        
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
        80                                                          
2MEPSP PLA                                                          
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.2  bits: 14.7 E():   79 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (42-55:5-18) 
 
              20        30        40        50        60        70  
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     :: :   . :  ::                 
gi|244                           IGNEDCTPWMSTLITPLP                 
                                         10                         
 
              80 
2MEPSP ALLMAAPLA 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (23-39:181-197) 
 
                       10        20        30        40        50   
2MEPSP         AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
             60        70        80                                 
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2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLA                                 
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 19.4% identity (46.8% similar) in 62 aa overlap (11-63:37-98) 
 
                                   10        20        30           
2MEPSP                     AAGGNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCF 
                                     .. :... . .. ..  . . :  : .  : 
gi|264 VDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTLAPTGLF 
         10        20        30        40        50        60       
 
       40               50        60        70        80            
2MEPSP LG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA            
       .:          : : . :  :  :  .: .:                             
gi|264 VGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYL 
         70        80        90       100       110       120       
 
gi|264 IEQGF 
        130  
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (56-79:30-54) 
 
          30        40        50        60         70        80     
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLA     
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.6  bits: 14.7 E():   85 
Smith-Waterman score: 35; 41.7% identity (66.7% similar) in 12 aa overlap (3-14:5-16) 
 
                 10        20        30        40        50         
2MEPSP   AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
           ::. . : : .:                                             
gi|320 YTTEGGTKSEVEDVIPEGWK                                         
               10        20                                         
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (49-79:64-97) 
 
       20        30        40        50           60        70      
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
          80                                               
2MEPSP AAPLA                                               
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (49-79:64-97) 
 
       20        30        40        50           60        70      
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
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            40        50        60        70        80        90    
 
          80                                               
2MEPSP AAPLA                                               
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.2 E():   90 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (25-56:58-95) 
 
                     10        20        30              40         
2MEPSP       AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
       50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 
       :. .::::                         
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK     
        90       100       110          
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.2 E():   90 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (25-56:58-95) 
 
                     10        20        30              40         
2MEPSP       AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
       50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 
       :. .::::                         
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK     
        90       100       110          
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.0  bits: 17.2 E():   92 
Smith-Waterman score: 47; 24.4% identity (51.2% similar) in 41 aa overlap (20-54:22-62) 
 
                 10        20        30        40              50   
2MEPSP   AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG------TDCPPVRVNGIG 
                            :... :.   :....:   .:         ::   ::.  
gi|209 MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK 
               10        20        30        40        50        60 
 
             60        70        80                                
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLA                                
       .:                                                          
gi|209 SLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAVK 
               70        80        90       100       110          
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (22-51:193-222) 
 
                        10        20        30        40        50  
2MEPSP          AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|117 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
              60        70        80                                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLA                                
                                                                    
gi|117 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
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>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (22-51:193-222) 
 
                        10        20        30        40        50  
2MEPSP          AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
              60        70        80                                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLA                                
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (22-51:193-222) 
 
                        10        20        30        40        50  
2MEPSP          AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
              60        70        80                                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLA                                
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (22-51:193-222) 
 
                        10        20        30        40        50  
2MEPSP          AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
              60        70        80                                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLA                                
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (22-51:193-222) 
 
                        10        20        30        40        50  
2MEPSP          AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
              60        70        80                                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLA                                
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (22-51:193-222) 
 
                        10        20        30        40        50  
2MEPSP          AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
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                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
              60        70        80                                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLA                                
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (22-51:193-222) 
 
                        10        20        30        40        50  
2MEPSP          AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
              60        70        80                                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLA                                
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (22-51:193-222) 
 
                        10        20        30        40        50  
2MEPSP          AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
              60        70        80                                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLA                                
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (22-51:193-222) 
 
                        10        20        30        40        50  
2MEPSP          AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|248 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
              60        70        80                                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLA                                
                                                                    
gi|248 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (22-51:193-222) 
 
                        10        20        30        40        50  
2MEPSP          AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
              60        70        80                                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLA                                
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gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (22-51:193-222) 
 
                        10        20        30        40        50  
2MEPSP          AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
              60        70        80                                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLA                                
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (22-51:193-222) 
 
                        10        20        30        40        50  
2MEPSP          AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|248 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
              60        70        80                                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLA                                
                                                                    
gi|248 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.0 E():   97 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (53-62:43-52) 
 
             30        40        50        60        70        80   
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA   
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.4  bits: 18.4 E():   98 
Smith-Waterman score: 44; 31.2% identity (46.9% similar) in 32 aa overlap (28-53:270-301) 
 
                  10        20        30        40              50  
2MEPSP    AAGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV------NGI 
                                     :: : .  . ..  ::  . :       :: 
gi|170 ILRPLFQLAQGLGIIQPQQPAQLEGIRSLVLKTLPTMCNVYVPPDCSTINVPYANIDAGI 
     240       250       260       270       280       290          
 
              60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLA 
       ::                            
gi|170 GGQ                           
     300                             
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 41; 32.1% identity (60.7% similar) in 28 aa overlap (25-49:91-118) 
 
                     10        20         30          40        50  
2MEPSP       AAGGNATYVLDGVPRMRERPIGDLVVGLK-QLGADVD--CFLGTDCPPVRVNGI 
                                     . :.: .: :.:   : . :  ::. ..   
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gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
              60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLA 
                                     
gi|249 CSKIQSTIFRGYY                 
              130                    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:36 2011 done: Tue Apr 19 10:57:36 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 115  - 194 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     7     8:==* 
  34    28    22:=======*== 
  36    48    44:==============*= 
  38    53    73:==================      * 
  40    82   102:============================     * 
  42    94   125:================================         * 
  44   110   138:=====================================        * 
  46   170   140:==============================================*========== 
  48   165   134:============================================*========== 
  50   108   122:====================================    * 
  52   114   108:===================================*== 
  54    91    92:==============================* 
  56   136    77:=========================*==================== 
  58    62    63:====================* 
  60    46    51:================* 
  62    20    41:=======      * 
  64    33    33:==========* 
  66    23    26:========* 
  68    16    20:======* 
  70    10    16:==== * 
  72    12    12:===* 
  74    10    10:===* 
  76     6     8:==* 
  78    14     6:=*=== 
  80     6     5:=* 
  82    11     3:*=== 
  84     6     3:*= 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
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 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.62610.00343; mu= 13.3007 0.177 
 mean_var=36.9344 8.941, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.211037 
 Kolmogorov-Smirnov  statistic: 0.0614 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.7    0.26 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.9     2.2 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.3     2.3 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.8     2.5 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.2     4.5 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.7     4.9 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.5     5.7 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.5     8.8 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.5       9 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.7       9 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.6     9.5 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 21.0     9.5 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.9      11 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.9      12 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.3      12 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.5      12 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   55 21.9      12 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   55 21.9      12 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.9      12 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.3      13 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.5      13 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.1      14 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.9      14 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.3      14 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.8      15 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.8      15 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 22.0      16 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.6      17 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 20.0      18 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.6      18 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   49 19.7      19 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.3      19 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.7      19 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   49 19.7      19 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   49 19.7      20 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.9      20 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   48 19.3      20 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.7      21 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.9      22 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.8      24 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.8      24 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.8      24 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.4      24 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 19.0      25 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 19.0      25 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.6      26 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.5      29 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.7      31 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.7      31 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.7      31 
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gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.7      31 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.5      32 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.9      33 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.0      34 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.9      34 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.8      34 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.3      34 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 20.0      39 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 19.2      39 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 19.2      39 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.8      40 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.8      42 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.0      42 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 20.0      43 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 20.1      44 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.9      44 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.9      44 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 20.1      44 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   45 18.5      45 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.9      49 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.3      50 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.3      50 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.3      51 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.3      51 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.3      52 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.9      53 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.9      53 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.6      60 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.6      60 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 19.0      61 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.8      61 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 19.0      62 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.4      63 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.5      69 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.5      69 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.5      70 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.9      72 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.9      72 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.5      72 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.5      73 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.1      74 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.1      74 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.9      75 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.7      76 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   42 17.5      80 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 19.1      80 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   35 14.8      83 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.6      84 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   42 17.6      85 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   42 17.6      85 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.2      89 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.2      89 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.2      91 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   46 19.2      97 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   46 19.2      97 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   46 19.2      97 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   46 19.2      97 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   46 19.2      97 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   46 19.2      97 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   46 19.2      97 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   46 19.2      97 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   46 19.2      97 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   46 19.2      97 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   46 19.2      97 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   46 19.2      97 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.0      97 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   44 18.4      98 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.2      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 112.9  bits: 25.7 E(): 0.26 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3888

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (29-70:48-93) 
 
                 10        20        30           40        50      
2MEPSP   AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
           60        70        80                     
2MEPSP G-KVKLSGSISSQYLSALLMAAPLAL                     
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 96.2  bits: 23.9 E():  2.2 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (32-73:25-65) 
 
              10        20        30        40        50        60  
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .:.::  :: : :. 
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLG 
                     10        20        30        40         50    
 
              70        80                                          
2MEPSP GSISSQYLSALLMAAPLAL                                          
       . :: . .  .:                                                 
gi|275 SIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 96.0  bits: 22.3 E():  2.3 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (29-49:24-46) 
 
               10        20        30          40        50         
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKV 
                                   :: ....  :  : :: :.. .:          
gi|166      ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVK 
                    10        20        30        40        50      
 
       60        70        80                         
2MEPSP KLSGSISSQYLSALLMAAPLAL                         
                                                      
gi|166 AHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
          60        70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 95.4  bits: 22.8 E():  2.5 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (36-56:66-87) 
 
          10        20        30        40        50         60     
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
           70        80                                     
2MEPSP SSQYLSALLMAAPLAL                                     
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 90.7  bits: 22.2 E():  4.5 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (25-80:27-92) 
 
                 10        20        30            40               
2MEPSP   AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
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        50        60         70        80                           
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLAL                           
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 90.0  bits: 24.7 E():  4.9 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (17-53:943-974) 
 
                             10        20        30        40       
2MEPSP               AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
         50        60        70        80                           
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                           
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 88.8  bits: 21.5 E():  5.7 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (36-56:66-87) 
 
          10        20        30        40        50         60     
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
           70        80                                     
2MEPSP SSQYLSALLMAAPLAL                                     
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 85.5  bits: 22.5 E():  8.8 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (9-51:262-299) 
 
                                     10        20        30         
2MEPSP                       AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
       40        50        60        70        80                   
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                   
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 85.3  bits: 22.5 E():    9 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (29-49:383-405) 
 
                 10        20        30          40        50       
2MEPSP   AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
         60        70        80                         
2MEPSP KVKLSGSISSQYLSALLMAAPLAL                         
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gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 85.3  bits: 21.7 E():    9 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (22-67:106-145) 
 
                        10        20        30        40        50  
2MEPSP          AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
              60        70        80                                
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLAL                                
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.9  bits: 20.6 E():  9.5 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (22-38:98-114) 
 
                        10        20        30        40        50  
2MEPSP          AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
              60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLAL 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.9  bits: 21.0 E():  9.5 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (36-57:66-88) 
 
          10        20        30        40        50         60     
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
           70        80                                             
2MEPSP SSQYLSALLMAAPLAL                                             
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.5  bits: 19.9 E():   11 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (18-55:32-71) 
 
                            10        20        30          40      
2MEPSP              AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
          50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
         :. ..:::                          
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK      
              70        80        90       
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.4  bits: 19.9 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (18-55:33-72) 
 
                            10        20        30          40      
2MEPSP              AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
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gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
          50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
         :. ..:::                          
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK      
             70        80        90        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (12-38:454-481) 
 
                                  10         20        30        40 
2MEPSP                    AGGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
               50        60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                                
gi|424 IKKLFGLSH                                
           490                                  
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 83.0  bits: 21.5 E():   12 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (32-73:25-65) 
 
              10        20        30        40        50        60  
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :   . .: ::   : . :. 
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLG 
                     10        20        30         40        50    
 
              70        80                                          
2MEPSP GSISSQYLSALLMAAPLAL                                          
       . :: . .  .:                                                 
gi|145 SIISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.9  bits: 21.9 E():   12 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (10-76:184-248) 
 
                                    10        20          30        
2MEPSP                      AGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
        40        50        60        70        80                  
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                  
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|113 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|113 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.9  bits: 21.9 E():   12 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (10-76:184-248) 
 
                                    10        20          30        
2MEPSP                      AGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
        40        50        60        70        80                  
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2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                  
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|166 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|166 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 82.9  bits: 21.9 E():   12 
Smith-Waterman score: 55; 27.5% identity (55.1% similar) in 69 aa overlap (10-76:185-249) 
 
                                    10        20          30        
2MEPSP                      AGGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
        40        50        60        70        80                  
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                  
       :.     .    .:   ...: .:.   .:.  .::..:                      
gi|113 LSKASDGLLDITLG---SSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTD 
           220          230       240       250       260       270 
 
gi|113 HVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTG 
              280       290       300       310       320       330 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 82.5  bits: 22.3 E():   13 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (10-42:341-374) 
 
                                    10         20        30         
2MEPSP                      AGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
       40        50        60        70        80                   
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                   
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 82.3  bits: 21.5 E():   13 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (24-56:174-206) 
 
                      10        20        30        40        50    
2MEPSP        AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
             60        70        80                                 
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLAL                                 
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 82.1  bits: 21.1 E():   14 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (25-60:134-164) 
 
                     10        20        30        40        50     
2MEPSP       AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
           60        70        80                                   
2MEPSP GGKVKLSGSISSQYLSALLMAAPLAL                                   
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        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.0  bits: 19.9 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (18-55:58-97) 
 
                            10        20        30          40      
2MEPSP              AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
          50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
         :. ..:::                          
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK      
        90       100       110             
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.9  bits: 20.3 E():   14 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (36-54:42-62) 
 
          10        20        30        40          50        60    
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
            70        80                                            
2MEPSP ISSQYLSALLMAAPLAL                                            
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 81.3  bits: 20.8 E():   15 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (22-38:202-218) 
 
                        10        20        30        40        50  
2MEPSP          AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
              60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLAL 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.2  bits: 20.8 E():   15 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (22-38:205-221) 
 
                        10        20        30        40        50  
2MEPSP          AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
              60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLAL 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 80.8  bits: 22.0 E():   16 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (10-42:341-374) 
 
                                    10         20        30         
2MEPSP                      AGGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
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       40        50        60        70        80                   
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                   
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 80.3  bits: 19.6 E():   17 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (18-55:58-97) 
 
                            10        20        30          40      
2MEPSP              AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
          50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
        .:. ..:::                          
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK      
        90       100       110             
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 80.1  bits: 20.0 E():   18 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (11-53:104-146) 
 
                                   10        20             30      
2MEPSP                     AGGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
          40        50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
        : ..: :     ::::.                            
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH              
            140           150       160              
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 79.9  bits: 21.6 E():   18 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (22-39:295-313) 
 
                        10        20         30        40        50 
2MEPSP          AGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
               60        70        80                               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLAL                               
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.7  bits: 19.7 E():   19 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (13-62:40-98) 
 
                                 10        20        30             
2MEPSP                   AGGNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|190 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
            40        50        60        70        80              
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL              
                : : . :  :  :  .: .:                                
gi|190 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYPVEQ 
      70        80        90       100       110       120          
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>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.6  bits: 21.3 E():   19 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (45-62:167-184) 
 
           20        30        40        50        60        70     
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
           80                                                       
2MEPSP AAPLAL                                                       
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.4  bits: 19.7 E():   19 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (21-43:12-38) 
 
               10        20        30            40        50       
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLPGG 
                           :.:. : .:::.    :  :     ::              
gi|144          IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGLT 
                        10        20        30        40        50  
 
         60        70        80                                     
2MEPSP KVKLSGSISSQYLSALLMAAPLAL                                     
                                                                    
gi|144 NAADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKSTI 
              60        70        80        90       100       110  
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.3  bits: 19.7 E():   19 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (13-62:40-98) 
 
                                 10        20        30             
2MEPSP                   AGGNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|105 HLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
            40        50        60        70        80              
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL              
                : : . :  :  :  .: .:                                
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (13-62:40-98) 
 
                                 10        20        30             
2MEPSP                   AGGNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|100 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
            40        50        60        70        80              
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL              
                : : . :  :  :  .: .:                                
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 78.9  bits: 20.9 E():   20 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (43-77:175-211) 
 
             20        30        40        50        60        70   
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
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gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
               80                                                   
2MEPSP LMA--APLAL                                                   
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 78.9  bits: 19.3 E():   20 
Smith-Waterman score: 48; 24.5% identity (57.1% similar) in 49 aa overlap (31-79:48-94) 
 
               10        20        30        40        50        60 
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
               70        80                   
2MEPSP SGSISSQYLSALLMAAPLAL                   
       ::. ..   ::   ::: :                    
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (49-56:119-126) 
 
       20        30        40        50        60        70         
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
       80   
2MEPSP AL   
            
gi|144 EEVD 
      150   
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.4  bits: 20.9 E():   22 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (3-51:94-133) 
 
                                           10        20        30   
2MEPSP                             AGGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
             40        50        60        70        80             
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL             
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 77.7  bits: 21.8 E():   24 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (16-56:55-104) 
 
                              10        20             30           
2MEPSP                AGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
         40        50        60        70        80                 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                 
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
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           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 77.7  bits: 21.8 E():   24 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (16-56:55-104) 
 
                              10        20             30           
2MEPSP                AGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
         40        50        60        70        80                 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                 
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 77.7  bits: 21.8 E():   24 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (16-56:55-104) 
 
                              10        20             30           
2MEPSP                AGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
         40        50        60        70        80                 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                 
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 77.6  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (13-45:78-105) 
 
                                 10        20         30        40  
2MEPSP                   AGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
              50        60        70        80  
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL  
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.5  bits: 19.0 E():   25 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (13-41:73-101) 
 
                                 10        20        30        40   
2MEPSP                   AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
             50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                              
gi|209 FAVLVKQ                                
                                              
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.5  bits: 19.0 E():   25 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (13-41:73-101) 
 
                                 10        20        30        40   
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2MEPSP                   AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
             50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                              
gi|249 FAVLVKQ                                
                                              
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.9  bits: 18.6 E():   26 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (18-55:32-71) 
 
                            10        20        30          40      
2MEPSP              AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
          50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
         :. ..:::                          
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK      
              70        80        90       
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 76.0  bits: 21.5 E():   29 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (16-56:55-104) 
 
                              10        20             30           
2MEPSP                AGGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
         40        50        60        70        80                 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                 
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (21-35:93-107) 
 
                         10        20        30        40        50 
2MEPSP           AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
               60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLAL 
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.5  bits: 18.7 E():   31 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (34-55:35-60) 
 
            10        20        30            40        50          
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
      60        70        80                               
2MEPSP LSGSISSQYLSALLMAAPLAL                               
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
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>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.5  bits: 18.7 E():   31 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (34-55:35-60) 
 
            10        20        30            40        50          
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
      60        70        80                               
2MEPSP LSGSISSQYLSALLMAAPLAL                               
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.5  bits: 18.7 E():   31 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (34-55:35-60) 
 
            10        20        30            40        50          
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
      60        70        80                               
2MEPSP LSGSISSQYLSALLMAAPLAL                               
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.4  bits: 19.5 E():   32 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (15-68:74-123) 
 
                               10        20        30        40     
2MEPSP                 AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
            50        60        70        80                        
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                        
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 75.2  bits: 19.9 E():   33 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (24-50:13-38) 
 
               10        20        30        40        50        60 
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                              ..:. . . . .:  : : :   :::.           
gi|309            MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMV 
                          10         20        30        40         
 
               70        80                                         
2MEPSP SGSISSQYLSALLMAAPLAL                                         
                                                                    
gi|309 ARLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKR 
       50        60        70        80        90       100         
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.9  bits: 18.0 E():   34 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (36-45:38-47) 
 
          10        20        30        40        50        60      
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
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                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
          70        80 
2MEPSP SQYLSALLMAAPLAL 
                       
gi|114 CNKNCT          
        70             
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.9  bits: 19.9 E():   34 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (21-62:235-275) 
 
                         10        20        30        40        50 
2MEPSP           AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
               60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLAL 
       :.   :  : .:                   
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR  
           270       280       290    
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (37-46:48-57) 
 
         10        20        30        40        50        60       
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
         70        80                                      
2MEPSP QYLSALLMAAPLAL                                      
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.8  bits: 20.3 E():   34 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (19-51:319-348) 
 
                           10        20        30        40         
2MEPSP             AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
        50        60        70        80               
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL               
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.8  bits: 20.0 E():   39 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (44-80:244-280) 
 
            20        30        40         50        60        70   
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
              80                                                    
2MEPSP LMA-APLAL                                                    
       . : :: :.                                                    
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gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.7  bits: 19.2 E():   39 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (15-68:74-123) 
 
                               10        20        30        40     
2MEPSP                 AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
            50        60        70        80                        
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                        
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.7  bits: 19.2 E():   39 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (15-68:74-123) 
 
                               10        20        30        40     
2MEPSP                 AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
            50        60        70        80                        
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                        
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.5  bits: 18.8 E():   40 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (7-42:40-74) 
 
                                       10        20        30       
2MEPSP                         AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
         40        50        60        70        80                 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                 
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (7-42:47-81) 
 
                                       10        20        30       
2MEPSP                         AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
         40        50        60        70        80                 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                 
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 20.0 E():   42 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (56-80:221-245) 
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          30        40        50        60        70        80      
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL      
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.1  bits: 20.0 E():   43 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (9-38:361-385) 
 
                                     10        20        30         
2MEPSP                       AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
       40        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                                  
gi|284 ELIRSLFGLP                                 
         390                                      
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.9  bits: 20.1 E():   44 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (21-62:336-376) 
 
                         10        20        30        40        50 
2MEPSP           AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
               60        70        80           
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLAL           
       :.   :  : .:                             
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY 
          370       380       390       400     
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.9  bits: 18.9 E():   44 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (12-36:59-82) 
 
                                  10        20        30        40  
2MEPSP                    AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
              50        60        70        80                      
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                      
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.9  bits: 18.9 E():   44 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (12-36:59-82) 
 
                                  10        20        30        40  
2MEPSP                    AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
              50        60        70        80                      
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                      
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
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        90       100       110       120       130       140        
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.8  bits: 20.1 E():   44 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (21-62:339-379) 
 
                         10        20        30        40        50 
2MEPSP           AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
               60        70        80                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLAL                
       :.   :  : .:                                  
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK 
       370       380       390       400       410   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 45; 30.2% identity (49.1% similar) in 53 aa overlap (11-62:49-98) 
 
                                   10        20         30          
2MEPSP                     AGGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLG 
                                     :. .  :.: : :. .::   :.    . : 
gi|100 NLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEP-GHLAPTGLFLGGTKYMVIQG 
       20        30        40        50         60        70        
 
      40        50        60        70        80                    
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                    
          : : . :  :  :  .: .:                                      
gi|100 E--PGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSH 
          80        90       100       110       120       130      
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.9  bits: 18.9 E():   49 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (15-68:79-128) 
 
                               10        20        30        40     
2MEPSP                 AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
            50        60        70        80                        
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                        
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.8  bits: 19.3 E():   50 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (43-76:136-169) 
 
             20        30        40        50        60        70   
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
             80                                                     
2MEPSP LMAAPLAL                                                     
         ::                                                         
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.8  bits: 19.3 E():   50 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (43-76:137-170) 
 
             20        30        40        50        60        70   
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2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
             80                                                     
2MEPSP LMAAPLAL                                                     
         ::                                                         
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (43-76:140-173) 
 
             20        30        40        50        60        70   
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
             80                                                     
2MEPSP LMAAPLAL                                                     
         ::                                                         
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (43-76:146-179) 
 
             20        30        40        50        60        70   
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
             80                                                     
2MEPSP LMAAPLAL                                                     
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.5  bits: 19.3 E():   52 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (43-76:151-184) 
 
             20        30        40        50        60        70   
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
             80                                                     
2MEPSP LMAAPLAL                                                     
         ::                                                         
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.4  bits: 18.9 E():   53 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (15-68:97-146) 
 
                               10        20        30        40     
2MEPSP                 AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
            50        60        70        80                        
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                        
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        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.4  bits: 18.9 E():   53 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (15-68:97-146) 
 
                               10        20        30        40     
2MEPSP                 AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
            50        60        70        80                        
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                        
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 70.4  bits: 18.6 E():   60 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (15-68:74-123) 
 
                               10        20        30        40     
2MEPSP                 AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
            50        60        70        80                        
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                        
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.4  bits: 18.6 E():   60 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (15-68:74-123) 
 
                               10        20        30        40     
2MEPSP                 AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
            50        60        70        80                        
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                        
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (9-38:240-264) 
 
                                     10        20        30         
2MEPSP                       AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
       40        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                                  
gi|225 ELIRSWFGLP                                 
          270                                     
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.3  bits: 19.8 E():   61 
Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (2-56:80-134) 
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                                            10        20        30  
2MEPSP                              AGGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
              40        50        60        70        80            
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL            
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (17-35:40-58) 
 
                             10        20        30        40       
2MEPSP               AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
         50        60        70        80                           
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL                           
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (52-71:271-290) 
 
              30        40        50        60        70        80  
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL  
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.2  bits: 17.5 E():   69 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (31-63:48-83) 
 
               10        20        30          40         50        
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
        60        70        80          
2MEPSP VKLSGSISSQYLSALLMAAPLAL          
       .  .:.                           
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.2  bits: 17.5 E():   69 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (31-63:48-83) 
 
               10        20        30          40         50        
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
        60        70        80          
2MEPSP VKLSGSISSQYLSALLMAAPLAL          
       .  .:.                           
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gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        80        90       100          
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.5 E():   70 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (52-60:36-44) 
 
              30        40        50        60        70        80  
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL  
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.9 E():   72 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (31-67:49-85) 
 
               10        20        30        40        50        60 
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
               70        80                                         
2MEPSP SGSISSQYLSALLMAAPLAL                                         
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.9 E():   72 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (24-43:84-104) 
 
                      10        20         30        40        50   
2MEPSP        AGGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
             60        70        80           
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLAL           
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.9  bits: 17.5 E():   72 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (34-55:35-60) 
 
            10        20        30          40          50          
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
      60        70        80                               
2MEPSP LSGSISSQYLSALLMAAPLAL                               
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.5 E():   73 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (43-55:48-60) 
 
             20        30        40        50        60        70   
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
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gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
             80                                
2MEPSP LMAAPLAL                                
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 19.1 E():   74 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (20-36:7-23) 
 
               10        20        30        40        50        60 
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                          :  : .:.:.: : .::                         
gi|274              MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLG 
                            10        20        30        40        
 
               70        80                                         
2MEPSP SGSISSQYLSALLMAAPLAL                                         
                                                                    
gi|274 ATLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQTDKHPNKDFGDV 
        50        60        70        80        90       100        
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 19.1 E():   74 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (20-36:7-23) 
 
               10        20        30        40        50        60 
2MEPSP AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                          :  : .:.:.: : .::                         
gi|115              MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLG 
                            10        20        30        40        
 
               70        80                                         
2MEPSP SGSISSQYLSALLMAAPLAL                                         
                                                                    
gi|115 ATLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQTDKHPNKDFGDV 
        50        60        70        80        90       100        
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (47-68:45-65) 
 
         20        30        40        50        60        70       
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
         80                                                         
2MEPSP PLAL                                                         
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.5  bits: 14.7 E():   76 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (41-54:5-18) 
 
               20        30        40        50        60        70 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     :: :   . :  ::                 
gi|244                           IGNEDCTPWMSTLITPLP                 
                                         10                         
 
               80 
2MEPSP ALLMAAPLAL 
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
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 initn:  41 init1:  41 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 19.4% identity (46.8% similar) in 62 aa overlap (10-62:37-98) 
 
                                    10        20        30          
2MEPSP                      AGGNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCF 
                                     .. :... . .. ..  . . :  : .  : 
gi|264 VDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTLAPTGLF 
         10        20        30        40        50        60       
 
               40        50        60        70        80           
2MEPSP LG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL           
       .:          : : . :  :  :  .: .:                             
gi|264 VGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYL 
         70        80        90       100       110       120       
 
gi|264 IEQGF 
        130  
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (22-38:181-197) 
 
                        10        20        30        40        50  
2MEPSP          AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
              60        70        80                                
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLAL                                
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.8  bits: 14.8 E():   83 
Smith-Waterman score: 35; 41.7% identity (66.7% similar) in 12 aa overlap (2-13:5-16) 
 
                  10        20        30        40        50        
2MEPSP    AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
           ::. . : : .:                                             
gi|320 YTTEGGTKSEVEDVIPEGWK                                         
               10        20                                         
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (55-78:30-54) 
 
           30        40        50        60         70        80    
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLAL    
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (48-78:64-97) 
 
        20        30        40        50           60        70     
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
           80                                              
2MEPSP AAPLAL                                              
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
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           100       110       120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (48-78:64-97) 
 
        20        30        40        50           60        70     
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
           80                                              
2MEPSP AAPLAL                                              
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.2 E():   89 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (24-55:58-95) 
 
                      10        20        30              40        
2MEPSP        AGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
       :. .::::                          
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK      
        90       100       110           
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.2 E():   89 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (24-55:58-95) 
 
                      10        20        30              40        
2MEPSP        AGGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
       :. .::::                          
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK      
        90       100       110           
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.1  bits: 17.2 E():   91 
Smith-Waterman score: 47; 24.4% identity (51.2% similar) in 41 aa overlap (19-53:22-62) 
 
                  10        20        30              40        50  
2MEPSP    AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG------TDCPPVRVNGIG 
                            :... :.   :....:   .:         ::   ::.  
gi|209 MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK 
               10        20        30        40        50        60 
 
              60        70        80                               
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLAL                               
       .:                                                          
gi|209 SLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAVK 
               70        80        90       100       110          
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (21-50:193-222) 
 
                         10        20        30        40        50 
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2MEPSP           AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|117 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
               60        70        80                               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLAL                               
                                                                    
gi|117 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (21-50:193-222) 
 
                         10        20        30        40        50 
2MEPSP           AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
               60        70        80                               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLAL                               
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (21-50:193-222) 
 
                         10        20        30        40        50 
2MEPSP           AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
               60        70        80                               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLAL                               
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (21-50:193-222) 
 
                         10        20        30        40        50 
2MEPSP           AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
               60        70        80                               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLAL                               
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (21-50:193-222) 
 
                         10        20        30        40        50 
2MEPSP           AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
               60        70        80                               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLAL                               
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gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (21-50:193-222) 
 
                         10        20        30        40        50 
2MEPSP           AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
               60        70        80                               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLAL                               
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (21-50:193-222) 
 
                         10        20        30        40        50 
2MEPSP           AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
               60        70        80                               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLAL                               
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (21-50:193-222) 
 
                         10        20        30        40        50 
2MEPSP           AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
               60        70        80                               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLAL                               
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (21-50:193-222) 
 
                         10        20        30        40        50 
2MEPSP           AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|248 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
               60        70        80                               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLAL                               
                                                                    
gi|248 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (21-50:193-222) 
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                         10        20        30        40        50 
2MEPSP           AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
               60        70        80                               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLAL                               
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (21-50:193-222) 
 
                         10        20        30        40        50 
2MEPSP           AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|114 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
               60        70        80                               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLAL                               
                                                                    
gi|114 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 46; 26.7% identity (60.0% similar) in 30 aa overlap (21-50:193-222) 
 
                         10        20        30        40        50 
2MEPSP           AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     : .. ::: ...    ..  .:  :.. :: 
gi|248 WWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGI 
            170       180       190       200       210       220   
 
               60        70        80                               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLAL                               
                                                                    
gi|248 SITAPRDSPNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISI 
            230       240       250       260       270       280   
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (52-61:43-52) 
 
              30        40        50        60        70        80  
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL  
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.4  bits: 18.4 E():   98 
Smith-Waterman score: 44; 31.2% identity (46.9% similar) in 32 aa overlap (27-52:270-301) 
 
                   10        20        30        40              50 
2MEPSP     AGGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV------NGI 
                                     :: : .  . ..  ::  . :       :: 
gi|170 ILRPLFQLAQGLGIIQPQQPAQLEGIRSLVLKTLPTMCNVYVPPDCSTINVPYANIDAGI 
     240       250       260       270       280       290          
 
               60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLAL 
       ::                             
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gi|170 GGQ                            
     300                              
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 41; 32.1% identity (60.7% similar) in 28 aa overlap (24-48:91-118) 
 
                      10        20         30          40        50 
2MEPSP        AGGNATYVLDGVPRMRERPIGDLVVGLK-QLGADVD--CFLGTDCPPVRVNGI 
                                     . :.: .: :.:   : . :  ::. ..   
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
               60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                      
gi|249 CSKIQSTIFRGYY                  
              130                     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:36 2011 done: Tue Apr 19 10:57:36 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 116  - 195 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     3     8:= * 
  34    25    22:=======*= 
  36    51    44:==============*== 
  38    53    73:==================      * 
  40    84   102:============================     * 
  42   100   125:==================================       * 
  44   102   138:==================================           * 
  46   169   140:==============================================*========== 
  48   168   134:============================================*=========== 
  50   109   122:=====================================   * 
  52   114   108:===================================*== 
  54    91    92:==============================* 
  56   133    77:=========================*=================== 
  58    59    63:====================* 
  60    51    51:================* 
  62    18    41:======       * 
  64    32    33:==========* 
  66    25    26:========* 
  68    16    20:======* 
  70     9    16:===  * 
  72    15    12:===*= 
  74    10    10:===* 
  76    10     8:==*= 
  78    11     6:=*== 
  80    10     5:=*== 
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  82     9     3:*== 
  84     5     3:*= 
  86     0     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.67700.00344; mu= 13.0770 0.178 
 mean_var=37.5986 9.005, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.209165 
 Kolmogorov-Smirnov  statistic: 0.0641 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.6    0.28 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.8     2.4 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.2     2.4 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.7     2.6 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.2     4.8 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.6     5.3 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.5       6 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.4     9.3 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.7     9.5 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.5     9.6 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.5     9.9 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.9      10 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.8      12 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.8      12 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.2      12 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   56 22.2      13 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.4      13 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   55 21.8      13 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   55 21.8      13 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.8      13 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.2      14 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.4      14 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.1      14 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.9      14 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.3      15 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.7      16 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.7      16 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.9      17 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.6      18 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 20.0      18 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   55 22.0      19 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.6      19 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   49 19.6      19 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.2      20 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.6      20 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   49 19.6      20 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   49 19.6      20 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   48 19.3      21 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.8      21 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.7      22 
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gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.9      23 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.3      25 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.7      25 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.7      25 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.7      25 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 19.0      25 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 19.0      25 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.6      27 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.4      31 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.7      32 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.7      33 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.7      33 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.7      33 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.5      33 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.9      34 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.9      35 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.7      35 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.9      36 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.3      36 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   47 19.1      39 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   47 19.1      39 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 19.9      41 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 19.2      41 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 19.2      41 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.8      42 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.8      43 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   47 19.2      43 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.0      44 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 20.0      45 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.8      45 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.8      45 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 20.0      45 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 20.0      46 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   45 18.4      46 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.9      51 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.3      52 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.3      52 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.3      53 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.3      53 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.3      54 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.9      54 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.9      54 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.6      62 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.6      62 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 19.0      63 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.7      64 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 19.0      64 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.4      66 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.4      71 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.4      71 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.4      72 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.5      74 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.9      74 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.9      74 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.5      74 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.0      76 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.0      76 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.7      77 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.9      77 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   42 17.5      82 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 19.1      83 
gi|320611|pir||D37396 pollen allergen Fes e I type (  20)   35 14.8      83 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.5      86 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   42 17.5      88 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   42 17.5      88 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.2      91 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.2      91 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.2      93 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.0   1e 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
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 initn:  56 init1:  56 opt:  69  Z-score: 112.3  bits: 25.6 E(): 0.28 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (28-69:48-93) 
 
                  10        20        30           40        50     
2MEPSP    GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
            60        70        80                    
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALG                    
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 95.7  bits: 23.8 E():  2.4 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (31-72:25-65) 
 
               10        20        30        40        50        60 
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :     .:.::  :: : :. 
gi|275       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLG 
                     10        20        30        40         50    
 
               70        80                                         
2MEPSP GSISSQYLSALLMAAPLALG                                         
       . :: . .  .:                                                 
gi|275 SIISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 95.6  bits: 22.2 E():  2.4 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (28-48:24-46) 
 
               10        20        30          40        50         
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVK 
                                  :: ....  :  : :: :.. .:           
gi|166     ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKA 
                   10        20        30        40        50       
 
       60        70        80                        
2MEPSP LSGSISSQYLSALLMAAPLALG                        
                                                     
gi|166 HAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
         60        70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 95.0  bits: 22.7 E():  2.6 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (35-55:66-87) 
 
           10        20        30        40        50         60    
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
            70        80                                    
2MEPSP SSQYLSALLMAAPLALG                                    
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 90.2  bits: 22.2 E():  4.8 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (24-79:27-92) 
 
                  10        20        30            40              
2MEPSP    GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
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               10        20        30          40        50         
 
         50        60         70        80                          
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALG                          
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 89.4  bits: 24.6 E():  5.3 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (16-52:943-974) 
 
                              10        20        30        40      
2MEPSP                GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
          50        60        70        80                          
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                          
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 88.4  bits: 21.5 E():    6 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (35-55:66-87) 
 
           10        20        30        40        50         60    
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
            70        80                                    
2MEPSP SSQYLSALLMAAPLALG                                    
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 85.1  bits: 22.4 E():  9.3 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (8-50:262-299) 
 
                                      10        20        30        
2MEPSP                        GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
        40        50        60        70        80                  
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                  
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 84.9  bits: 21.7 E():  9.5 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (21-66:106-145) 
 
                         10        20        30        40        50 
2MEPSP           GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
               60        70        80                               
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALG                               
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        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.9  bits: 22.5 E():  9.6 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (28-48:383-405) 
 
                  10        20        30          40        50      
2MEPSP    GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
          60        70        80                        
2MEPSP KVKLSGSISSQYLSALLMAAPLALG                        
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.6  bits: 20.5 E():  9.9 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (21-37:98-114) 
 
                         10        20        30        40        50 
2MEPSP           GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
               60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALG 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.5  bits: 20.9 E():   10 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (35-56:66-88) 
 
           10        20        30        40        50         60    
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
            70        80                                            
2MEPSP SSQYLSALLMAAPLALG                                            
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.2  bits: 19.8 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (17-54:32-71) 
 
                             10        20        30          40     
2MEPSP               GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
           50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
         :. ..:::                           
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK       
              70        80        90        
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.1  bits: 19.8 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (17-54:33-72) 
 
                             10        20        30          40     
2MEPSP               GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3920

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
           50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
         :. ..:::                           
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK       
             70        80        90         
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.8  bits: 22.2 E():   12 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (11-37:454-481) 
 
                                   10         20        30          
2MEPSP                     GGNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
      40        50        60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                                 
gi|424 IKKLFGLSH                                 
           490                                   
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 82.7  bits: 22.2 E():   13 
Smith-Waterman score: 56; 45.8% identity (75.0% similar) in 24 aa overlap (59-80:247-270) 
 
       30        40        50        60        70          80       
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG       
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 82.6  bits: 21.4 E():   13 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (31-72:25-65) 
 
               10        20        30        40        50        60 
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                                     :..  . :. :   . .: ::   : . :. 
gi|145       EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLG 
                     10        20        30         40        50    
 
               70        80                                         
2MEPSP GSISSQYLSALLMAAPLALG                                         
       . :: . .  .:                                                 
gi|145 SIISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQ 
            60        70        80        90       100       110    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.5  bits: 21.8 E():   13 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (9-75:184-248) 
 
                                     10        20          30       
2MEPSP                       GGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
         40        50        60        70        80                 
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                 
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|113 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
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gi|113 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.5  bits: 21.8 E():   13 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (9-75:184-248) 
 
                                     10        20          30       
2MEPSP                       GGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
         40        50        60        70        80                 
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                 
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|166 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|166 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 82.5  bits: 21.8 E():   13 
Smith-Waterman score: 55; 27.5% identity (55.1% similar) in 69 aa overlap (9-75:185-249) 
 
                                     10        20          30       
2MEPSP                       GGNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
         40        50        60        70        80                 
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                 
       :.     .    .:   ...: .:.   .:.  .::..:                      
gi|113 LSKASDGLLDITLG---SSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTD 
           220          230       240       250       260       270 
 
gi|113 HVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTG 
              280       290       300       310       320       330 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 82.0  bits: 22.2 E():   14 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (9-41:341-374) 
 
                                     10         20        30        
2MEPSP                       GGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
        40        50        60        70        80                  
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                  
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 81.9  bits: 21.4 E():   14 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (23-55:174-206) 
 
                       10        20        30        40        50   
2MEPSP         GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
              60        70        80                                
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALG                                
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
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            210       220       230       240       250       260   
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 81.7  bits: 21.1 E():   14 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (24-59:134-164) 
 
                      10        20        30        40        50    
2MEPSP        GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
            60        70        80                                  
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALG                                  
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.7  bits: 19.9 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (17-54:58-97) 
 
                             10        20        30          40     
2MEPSP               GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
           50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
         :. ..:::                           
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK       
        90       100       110              
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.5  bits: 20.3 E():   15 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (35-53:42-62) 
 
           10        20        30        40          50        60   
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
             70        80                                           
2MEPSP ISSQYLSALLMAAPLALG                                           
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.9  bits: 20.7 E():   16 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (21-37:202-218) 
 
                         10        20        30        40        50 
2MEPSP           GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
               60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALG 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.8  bits: 20.7 E():   16 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (21-37:205-221) 
 
                         10        20        30        40        50 
2MEPSP           GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
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          180       190       200       210       220       230     
 
               60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALG 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 80.4  bits: 21.9 E():   17 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (9-41:341-374) 
 
                                     10         20        30        
2MEPSP                       GGNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
        40        50        60        70        80                  
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                  
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 80.0  bits: 19.6 E():   18 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (17-54:58-97) 
 
                             10        20        30          40     
2MEPSP               GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
           50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
        .:. ..:::                           
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK       
        90       100       110              
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (10-52:104-146) 
 
                                    10        20             30     
2MEPSP                      GGNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
           40        50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
        : ..: :     ::::.                             
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH               
            140           150       160               
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 79.6  bits: 22.0 E():   19 
Smith-Waterman score: 55; 45.8% identity (75.0% similar) in 24 aa overlap (59-80:378-401) 
 
       30        40        50        60        70          80       
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG       
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (21-38:295-313) 
 
                         10        20         30        40          
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2MEPSP           GGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
      50        60        70        80                              
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALG                              
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (12-61:40-98) 
 
                                  10        20        30            
2MEPSP                    GGNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|190 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
             40        50        60        70        80             
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG             
                : : . :  :  :  .: .:                                
gi|190 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYPVEQ 
      70        80        90       100       110       120          
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.2  bits: 21.2 E():   20 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (44-61:167-184) 
 
            20        30        40        50        60        70    
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
            80                                                      
2MEPSP AAPLALG                                                      
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (20-42:12-38) 
 
               10        20        30            40        50       
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLPGGK 
                          :.:. : .:::.    :  :     ::               
gi|144         IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGLTN 
                       10        20        30        40        50   
 
         60        70        80                                     
2MEPSP VKLSGSISSQYLSALLMAAPLALG                                     
                                                                    
gi|144 AADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKSTIL 
             60        70        80        90       100       110   
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.0  bits: 19.6 E():   20 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (12-61:40-98) 
 
                                  10        20        30            
2MEPSP                    GGNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|105 HLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
             40        50        60        70        80             
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG             
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                : : . :  :  :  .: .:                                
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.9  bits: 19.6 E():   20 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (12-61:40-98) 
 
                                  10        20        30            
2MEPSP                    GGNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|100 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
             40        50        60        70        80             
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG             
                : : . :  :  :  .: .:                                
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 78.6  bits: 19.3 E():   21 
Smith-Waterman score: 48; 24.5% identity (57.1% similar) in 49 aa overlap (30-78:48-94) 
 
                10        20        30        40        50          
2MEPSP  GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
      60        70        80                  
2MEPSP SGSISSQYLSALLMAAPLALG                  
       ::. ..   ::   ::: :                    
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 78.5  bits: 20.8 E():   21 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (42-76:175-211) 
 
              20        30        40        50        60        70  
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
                80                                                  
2MEPSP LMA--APLALG                                                  
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.5  bits: 19.7 E():   22 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (48-55:119-126) 
 
        20        30        40        50        60        70        
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
        80  
2MEPSP ALG  
            
gi|144 EEVD 
      150   
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.1  bits: 20.9 E():   23 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (2-50:94-133) 
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                                            10        20        30  
2MEPSP                              GGNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
              40        50        60        70        80            
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG            
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 77.3  bits: 19.3 E():   25 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (12-44:78-105) 
 
                                  10        20         30        40 
2MEPSP                    GGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
               50        60        70        80 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
       :: .                                     
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM 
             110       120       130       140  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 77.2  bits: 21.7 E():   25 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (15-55:55-104) 
 
                               10        20             30          
2MEPSP                 GGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
          40        50        60        70        80                
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 77.2  bits: 21.7 E():   25 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (15-55:55-104) 
 
                               10        20             30          
2MEPSP                 GGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
          40        50        60        70        80                
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 77.2  bits: 21.7 E():   25 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (15-55:55-104) 
 
                               10        20             30          
2MEPSP                 GGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
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          40        50        60        70        80                
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (12-40:73-101) 
 
                                  10        20        30        40  
2MEPSP                    GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
              50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                               
gi|209 FAVLVKQ                                 
                                               
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (12-40:73-101) 
 
                                  10        20        30        40  
2MEPSP                    GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
              50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                               
gi|249 FAVLVKQ                                 
                                               
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.6  bits: 18.6 E():   27 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (17-54:32-71) 
 
                             10        20        30          40     
2MEPSP               GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
           50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
         :. ..:::                           
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK       
              70        80        90        
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 75.6  bits: 21.4 E():   31 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (15-55:55-104) 
 
                               10        20             30          
2MEPSP                 GGNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
          40        50        60        70        80                
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 18.7 E():   32 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (20-34:93-107) 
 
                          10        20        30        40          
2MEPSP            GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
      50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALG 
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.2  bits: 18.7 E():   33 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (33-54:35-60) 
 
             10        20        30            40        50         
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       60        70        80                              
2MEPSP LSGSISSQYLSALLMAAPLALG                              
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.2  bits: 18.7 E():   33 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (33-54:35-60) 
 
             10        20        30            40        50         
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       60        70        80                              
2MEPSP LSGSISSQYLSALLMAAPLALG                              
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.2  bits: 18.7 E():   33 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (33-54:35-60) 
 
             10        20        30            40        50         
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       60        70        80                              
2MEPSP LSGSISSQYLSALLMAAPLALG                              
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.1  bits: 19.5 E():   33 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (14-67:74-123) 
 
                                10        20        30        40    
2MEPSP                  GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
             50        60        70        80                       
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2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                       
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.9  bits: 19.9 E():   34 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (23-49:13-38) 
 
               10        20        30        40        50        60 
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                             ..:. . . . .:  : : :   :::.            
gi|309           MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVA 
                         10         20        30        40          
 
               70        80                                         
2MEPSP GSISSQYLSALLMAAPLALG                                         
                                                                    
gi|309 RLIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRY 
      50        60        70        80        90       100          
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.7  bits: 17.9 E():   35 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (35-44:38-47) 
 
           10        20        30        40        50        60     
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
           70        80 
2MEPSP SQYLSALLMAAPLALG 
                        
gi|114 CNKNCT           
        70              
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (36-45:48-57) 
 
          10        20        30        40        50        60      
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
          70        80                                     
2MEPSP QYLSALLMAAPLALG                                     
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.5  bits: 19.9 E():   36 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (20-61:235-275) 
 
                          10        20        30        40          
2MEPSP            GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
      50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALG 
       :.   :  : .:                    
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR   
           270       280       290     
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.4  bits: 20.3 E():   36 
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Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (18-50:319-348) 
 
                            10        20        30         40       
2MEPSP              GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
         50        60        70        80              
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG              
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.7  bits: 19.1 E():   39 
Smith-Waterman score: 47; 61.5% identity (84.6% similar) in 13 aa overlap (68-80:9-21) 
 
        40        50        60        70        80                  
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                  
                                     :.:::.:: . ::                  
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.7  bits: 19.1 E():   39 
Smith-Waterman score: 47; 61.5% identity (84.6% similar) in 13 aa overlap (68-80:9-21) 
 
        40        50        60        70        80                  
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                  
                                     :.:::.:: . ::                  
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.5  bits: 19.9 E():   41 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (43-79:244-280) 
 
             20        30        40         50        60        70  
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
               80                                                   
2MEPSP LMA-APLALG                                                   
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.4  bits: 19.2 E():   41 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (14-67:74-123) 
 
                                10        20        30        40    
2MEPSP                  GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
             50        60        70        80                       
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                       
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
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>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.4  bits: 19.2 E():   41 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (14-67:74-123) 
 
                                10        20        30        40    
2MEPSP                  GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
             50        60        70        80                       
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                       
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (6-41:40-74) 
 
                                        10        20        30      
2MEPSP                          GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
          40        50        60        70        80                
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.0  bits: 18.8 E():   43 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (6-41:47-81) 
 
                                        10        20        30      
2MEPSP                          GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
          40        50        60        70        80                
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 73.0  bits: 19.2 E():   43 
Smith-Waterman score: 47; 19.2% identity (51.3% similar) in 78 aa overlap (14-80:100-177) 
 
                                10        20        30              
2MEPSP                  GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC------FL 
                                     : :.   :..... ..  :..:      .: 
gi|609 KMTQTFAILRYLGRKYKLNGSNDHEEIRISMAEQQTKDMMAAMIRVCYDANCDKLKPDYL 
      70        80        90       100       110       120          
 
          40        50           60        70        80             
2MEPSP GT--DCPPVRVNGIGGLP---GGKVKLSGSISSQYLSALLMAAPLALG             
        .  ::  .  . .:  :   :....       .::  . . .: ..:             
gi|609 KSLPDCLKLMSKFVGEHPFVAGANISYVDFYLYEYLCRVKVMVPEVFGQFENLKRYVERM 
     130       140       150       160       170       180          
 
gi|609 ESLPRVSDYIKKQQPKTFNAPTSKWNASYA 
     190       200       210          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.9  bits: 20.0 E():   44 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (55-79:221-245) 
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           30        40        50        60        70        80     
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG     
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.7  bits: 20.0 E():   45 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (8-37:361-385) 
 
                                      10        20        30        
2MEPSP                        GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
        40        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                                   
gi|284 ELIRSLFGLP                                  
         390                                       
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.6  bits: 18.8 E():   45 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (11-35:59-82) 
 
                                   10        20        30        40 
2MEPSP                     GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
               50        60        70        80                     
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                     
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.6  bits: 18.8 E():   45 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (11-35:59-82) 
 
                                   10        20        30        40 
2MEPSP                     GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
               50        60        70        80                     
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                     
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.6  bits: 20.0 E():   45 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (20-61:336-376) 
 
                          10        20        30        40          
2MEPSP            GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
      50        60        70        80          
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALG          
       :.   :  : .:                             
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gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY 
          370       380       390       400     
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.5  bits: 20.0 E():   46 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (20-61:339-379) 
 
                          10        20        30        40          
2MEPSP            GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
      50        60        70        80               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALG               
       :.   :  : .:                                  
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK 
       370       380       390       400       410   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.4  bits: 18.4 E():   46 
Smith-Waterman score: 45; 30.2% identity (49.1% similar) in 53 aa overlap (10-61:49-98) 
 
                                    10        20         30         
2MEPSP                      GGNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLG 
                                     :. .  :.: : :. .::   :.    . : 
gi|100 NLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEP-GHLAPTGLFLGGTKYMVIQG 
       20        30        40        50         60        70        
 
       40        50        60        70        80                   
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                   
          : : . :  :  :  .: .:                                      
gi|100 E--PGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSH 
          80        90       100       110       120       130      
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.7  bits: 18.9 E():   51 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (14-67:79-128) 
 
                                10        20        30        40    
2MEPSP                  GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
             50        60        70        80                       
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                       
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.5  bits: 19.3 E():   52 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (42-75:136-169) 
 
              20        30        40        50        60        70  
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
              80                                                    
2MEPSP LMAAPLALG                                                    
         ::                                                         
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.5  bits: 19.3 E():   52 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (42-75:137-170) 
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              20        30        40        50        60        70  
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
              80                                                    
2MEPSP LMAAPLALG                                                    
         ::                                                         
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.4  bits: 19.3 E():   53 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (42-75:140-173) 
 
              20        30        40        50        60        70  
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
              80                                                    
2MEPSP LMAAPLALG                                                    
         ::                                                         
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.4  bits: 19.3 E():   53 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (42-75:146-179) 
 
              20        30        40        50        60        70  
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
              80                                                    
2MEPSP LMAAPLALG                                                    
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.3 E():   54 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (42-75:151-184) 
 
              20        30        40        50        60        70  
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
              80                                                    
2MEPSP LMAAPLALG                                                    
         ::                                                         
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.2  bits: 18.9 E():   54 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (14-67:97-146) 
 
                                10        20        30        40    
2MEPSP                  GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
             50        60        70        80                       
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2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                       
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.2  bits: 18.9 E():   54 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (14-67:97-146) 
 
                                10        20        30        40    
2MEPSP                  GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
             50        60        70        80                       
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                       
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 70.2  bits: 18.6 E():   62 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (14-67:74-123) 
 
                                10        20        30        40    
2MEPSP                  GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
             50        60        70        80                       
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                       
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.2  bits: 18.6 E():   62 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (14-67:74-123) 
 
                                10        20        30        40    
2MEPSP                  GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
             50        60        70        80                       
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                       
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (8-37:240-264) 
 
                                      10        20        30        
2MEPSP                        GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
        40        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                                   
gi|225 ELIRSWFGLP                                  
          270                                      
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.9  bits: 19.7 E():   64 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3936

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 48; 23.6% identity (47.3% similar) in 55 aa overlap (1-55:80-134) 
 
                                             10        20        30 
2MEPSP                               GGNATYVLDGVPRMRERPIGDLVVGLKQLG 
                                     :...:    ::  ..   . :.. :      
gi|215 CTENPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQH 
      50        60        70        80        90       100          
 
               40        50        60        70        80           
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG           
        ... : . .      :::  : ::                                    
gi|215 REIEEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISW 
     110       120       130       140       150       160          
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 19.0 E():   64 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (16-34:40-58) 
 
                              10        20        30        40      
2MEPSP                GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
          50        60        70        80                          
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG                          
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.4 E():   66 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (51-70:271-290) 
 
               30        40        50        60        70        80 
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.0  bits: 17.4 E():   71 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (30-62:48-83) 
 
                10        20        30          40         50       
2MEPSP  GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
         60        70        80         
2MEPSP VKLSGSISSQYLSALLMAAPLALG         
       .  .:.                           
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.0  bits: 17.4 E():   71 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (30-62:48-83) 
 
                10        20        30          40         50       
2MEPSP  GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
         60        70        80         
2MEPSP VKLSGSISSQYLSALLMAAPLALG         
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       .  .:.                           
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        80        90       100          
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.4 E():   72 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (51-59:36-44) 
 
               30        40        50        60        70        80 
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.7  bits: 17.5 E():   74 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (33-54:35-60) 
 
             10        20        30          40          50         
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       60        70        80                              
2MEPSP LSGSISSQYLSALLMAAPLALG                              
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (23-42:84-104) 
 
                       10        20         30        40        50  
2MEPSP         GGNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
              60        70        80          
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALG          
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (30-66:49-85) 
 
                10        20        30        40        50          
2MEPSP  GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
      60        70        80                                        
2MEPSP SGSISSQYLSALLMAAPLALG                                        
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.5 E():   74 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (42-54:48-60) 
 
              20        30        40        50        60        70  
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
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                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
              80                               
2MEPSP LMAAPLALG                               
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 19.0 E():   76 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (19-35:7-23) 
 
               10        20        30        40        50        60 
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                         :  : .:.:.: : .::                          
gi|274             MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLGA 
                           10        20        30        40         
 
               70        80                                         
2MEPSP GSISSQYLSALLMAAPLALG                                         
                                                                    
gi|274 TLLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQTDKHPNKDFGDVN 
       50        60        70        80        90       100         
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 19.0 E():   76 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (19-35:7-23) 
 
               10        20        30        40        50        60 
2MEPSP GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                         :  : .:.:.: : .::                          
gi|115             MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGA 
                           10        20        30        40         
 
               70        80                                         
2MEPSP GSISSQYLSALLMAAPLALG                                         
                                                                    
gi|115 TLLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQTDKHPNKDFGDVN 
       50        60        70        80        90       100         
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.4  bits: 14.7 E():   77 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (40-53:5-18) 
 
      10        20        30        40        50        60          
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     :: :   . :  ::                 
gi|244                           IGNEDCTPWMSTLITPLP                 
                                         10                         
 
      70        80 
2MEPSP ALLMAAPLALG 
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (46-67:45-65) 
 
          20        30        40        50        60        70      
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
          80                                                        
2MEPSP PLALG                                                        
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
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>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 19.4% identity (46.8% similar) in 62 aa overlap (9-61:37-98) 
 
                                     10        20        30         
2MEPSP                       GGNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCF 
                                     .. :... . .. ..  . . :  : .  : 
gi|264 VDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTLAPTGLF 
         10        20        30        40        50        60       
 
                40        50        60        70        80          
2MEPSP LG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG          
       .:          : : . :  :  :  .: .:                             
gi|264 VGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYL 
         70        80        90       100       110       120       
 
gi|264 IEQGF 
        130  
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (21-37:181-197) 
 
                         10        20        30        40        50 
2MEPSP           GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
               60        70        80                               
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALG                               
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|320611|pir||D37396 pollen allergen Fes e I type B -  (20 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.8  bits: 14.8 E():   83 
Smith-Waterman score: 35; 41.7% identity (66.7% similar) in 12 aa overlap (1-12:5-16) 
 
                   10        20        30        40        50       
2MEPSP     GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGK 
           ::. . : : .:                                             
gi|320 YTTEGGTKSEVEDVIPEGWK                                         
               10        20                                         
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (54-77:30-54) 
 
            30        40        50         60        70        80   
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALG   
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.4  bits: 17.5 E():   88 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (47-77:64-97) 
 
         20        30        40        50           60        70    
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
            80                                             
2MEPSP AAPLALG                                             
         ::                                                
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gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.4  bits: 17.5 E():   88 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (47-77:64-97) 
 
         20        30        40        50           60        70    
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
            80                                             
2MEPSP AAPLALG                                             
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.2 E():   91 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (23-54:58-95) 
 
                       10        20        30              40       
2MEPSP         GGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
         50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
       :. .::::                           
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK       
        90       100       110            
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.2 E():   91 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (23-54:58-95) 
 
                       10        20        30              40       
2MEPSP         GGNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
         50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
       :. .::::                           
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK       
        90       100       110            
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.9  bits: 17.2 E():   93 
Smith-Waterman score: 47; 24.4% identity (51.2% similar) in 41 aa overlap (18-52:22-62) 
 
                   10        20        30              40        50 
2MEPSP     GGNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG------TDCPPVRVNGIG 
                            :... :.   :....:   .:         ::   ::.  
gi|209 MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK 
               10        20        30        40        50        60 
 
               60        70        80                              
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALG                              
       .:                                                          
gi|209 SLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAVK 
               70        80        90       100       110          
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (51-60:43-52) 
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               30        40        50        60        70        80 
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:36 2011 done: Tue Apr 19 10:57:36 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 117  - 196 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     3     8:=* 
  34    22    22:=====* 
  36    49    44:==========*== 
  38    41    73:===========       * 
  40    85   102:======================   * 
  42    99   125:=========================      * 
  44   105   138:===========================       * 
  46   162   140:==================================*====== 
  48   191   134:=================================*============== 
  50   118   122:==============================* 
  52   108   108:==========================* 
  54   103    92:======================*=== 
  56    94    77:===================*==== 
  58    80    63:===============*==== 
  60    44    51:=========== * 
  62    20    41:=====     * 
  64    41    33:========*== 
  66    19    26:===== * 
  68    15    20:====* 
  70    11    16:===* 
  72    17    12:==*== 
  74     7    10:==* 
  76     9     8:=*= 
  78    11     6:=*= 
  80    11     5:=*= 
  82     8     3:*= 
  84     7     3:*= 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
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 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.18010.00306; mu= 10.3302 0.158 
 mean_var=37.6653 8.982, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.208979 
 Kolmogorov-Smirnov  statistic: 0.0735 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.7    0.27 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.4     2.2 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.8     2.5 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.7     2.5 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.2     4.7 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.5     5.8 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.3     6.3 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   55 21.6     7.4 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   55 21.6     7.4 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.6     9.3 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.9     9.7 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.6     9.7 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.3      10 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.3      10 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.9      11 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.9      11 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.4      13 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 20.0      13 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.1      13 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   56 22.1      14 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   55 21.7      14 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   55 21.7      14 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.7      14 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.3      14 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.0      14 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.4      15 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.1      15 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.7      16 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.7      16 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.7      16 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 20.0      18 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   49 19.7      18 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.8      19 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.7      19 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   49 19.7      19 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   49 19.7      19 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   48 19.4      20 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.5      20 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.7      21 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.1      21 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   55 21.8      21 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.8      22 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 19.1      23 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 19.1      23 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   52 20.8      24 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.4      24 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.7      25 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.5      28 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.5      28 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.5      28 
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gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.8      30 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.1      31 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.5      33 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.8      33 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.8      35 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.2      35 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.8      36 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.2      38 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.8      40 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 19.2      40 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 19.2      40 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.8      42 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 19.9      43 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   47 19.2      43 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.5      43 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.5      43 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.5      44 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   45 18.5      44 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.9      44 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.9      44 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.5      45 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 19.9      46 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.9      47 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 19.9      48 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 19.9      49 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.9      51 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.2      54 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.9      54 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.9      54 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 15.1      59 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.6      61 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.6      61 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.9      64 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.6      66 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.6      66 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.9      66 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.6      66 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.6      69 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.3      69 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.6      69 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.9      71 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.9      71 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.9      74 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   42 17.6      77 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.0      80 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.0      80 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.6      81 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   42 17.6      83 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   42 17.6      83 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.3      84 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.3      84 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.3      87 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 19.0      87 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.3      93 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   39 16.6      94 
gi|239735|gb|AAB20453.1| Car b I=major allergen [C (  40)   36 15.6      95 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.0      95 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.3      96 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   46 19.0      96 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   46 19.0      96 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   40 17.0      99 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.0      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 112.8  bits: 25.7 E(): 0.27 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (27-68:48-93) 
 
                   10        20        30           40        50    
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2MEPSP     GNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
             60        70        80                   
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGD                   
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 96.2  bits: 22.4 E():  2.2 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (27-47:24-46) 
 
               10        20        30          40        50         
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKL 
                                 :: ....  :  : :: :.. .:            
gi|166    ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAH 
                  10        20        30        40        50        
 
       60        70        80                       
2MEPSP SGSISSQYLSALLMAAPLALGD                       
                                                    
gi|166 AAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
        60        70        80        90       100  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 95.5  bits: 23.8 E():  2.5 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (30-71:25-65) 
 
               10        20        30        40        50        60 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
                                    :..  . :. :     .:.::  :: : :.. 
gi|275      EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGS 
                    10        20        30        40         50     
 
               70        80                                         
2MEPSP SISSQYLSALLMAAPLALGD                                         
        :: . .  .:                                                  
gi|275 IISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQT 
           60        70        80        90       100       110     
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 95.3  bits: 22.7 E():  2.5 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (34-54:66-87) 
 
            10        20        30        40         50        60   
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
             70        80                                   
2MEPSP SSQYLSALLMAAPLALGD                                   
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 90.4  bits: 22.2 E():  4.7 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (23-78:27-92) 
 
                   10        20        30              40           
2MEPSP     GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
          50        60         70        80                         
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGD                         
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        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 88.8  bits: 21.5 E():  5.8 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (34-54:66-87) 
 
            10        20        30        40         50        60   
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
             70        80                                   
2MEPSP SSQYLSALLMAAPLALGD                                   
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 88.1  bits: 24.3 E():  6.3 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (15-51:943-974) 
 
                               10        20        30        40     
2MEPSP                 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
           50        60        70        80                         
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD                         
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 86.9  bits: 21.6 E():  7.4 
Smith-Waterman score: 55; 64.3% identity (85.7% similar) in 14 aa overlap (67-80:9-22) 
 
         40        50        60        70        80                 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD                 
                                     :.:::.:: . :::                 
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 86.9  bits: 21.6 E():  7.4 
Smith-Waterman score: 55; 64.3% identity (85.7% similar) in 14 aa overlap (67-80:9-22) 
 
         40        50        60        70        80                 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD                 
                                     :.:::.:: . :::                 
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.1  bits: 20.6 E():  9.3 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (20-36:98-114) 
 
                          10        20        30        40          
2MEPSP            GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
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                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
      50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGD 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.8  bits: 20.9 E():  9.7 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (34-55:66-88) 
 
            10        20        30        40         50        60   
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
             70        80                                           
2MEPSP SSQYLSALLMAAPLALGD                                           
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 84.8  bits: 21.6 E():  9.7 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (20-65:106-145) 
 
                          10        20        30        40          
2MEPSP            GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
      50        60        70        80                              
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGD                              
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 84.5  bits: 22.3 E():   10 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (7-49:262-299) 
 
                                       10        20        30       
2MEPSP                         GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
         40        50        60        70        80                 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD                 
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.3  bits: 22.3 E():   10 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (27-47:383-405) 
 
                   10        20        30          40        50     
2MEPSP     GNATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
           60        70        80                       
2MEPSP KVKLSGSISSQYLSALLMAAPLALGD                       
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
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>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.9  bits: 19.9 E():   11 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (16-53:32-71) 
 
                              10        20        30          40    
2MEPSP                GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
            50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 
         :. ..:::                            
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK        
              70        80        90         
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.8  bits: 19.9 E():   11 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (16-53:33-72) 
 
                              10        20        30          40    
2MEPSP                GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
            50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 
         :. ..:::                            
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK        
             70        80        90          
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 82.4  bits: 21.4 E():   13 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (30-71:25-65) 
 
               10        20        30        40        50        60 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
                                    :..  . :. :   . .: ::   : . :.. 
gi|145      EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGS 
                    10        20        30         40        50     
 
               70        80                                         
2MEPSP SISSQYLSALLMAAPLALGD                                         
        :: . .  .:                                                  
gi|145 IISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQT 
           60        70        80        90       100       110     
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.2  bits: 20.0 E():   13 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (16-53:58-97) 
 
                              10        20        30          40    
2MEPSP                GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
            50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 
         :. ..:::                            
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK        
        90       100       110               
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.2  bits: 22.1 E():   13 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (10-36:454-481) 
 
                                    10         20        30         
2MEPSP                      GNATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
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gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
       40        50        60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 
                                                  
gi|424 IKKLFGLSH                                  
           490                                    
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 56; 45.8% identity (75.0% similar) in 24 aa overlap (58-79:247-270) 
 
        30        40        50        60        70          80      
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGD      
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.0  bits: 21.7 E():   14 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (8-74:184-248) 
 
                                      10        20          30      
2MEPSP                        GNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
          40        50        60        70        80                
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD                
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|113 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|113 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.0  bits: 21.7 E():   14 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (8-74:184-248) 
 
                                      10        20          30      
2MEPSP                        GNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
          40        50        60        70        80                
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD                
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|166 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|166 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 82.0  bits: 21.7 E():   14 
Smith-Waterman score: 55; 27.5% identity (55.1% similar) in 69 aa overlap (8-74:185-249) 
 
                                      10        20          30      
2MEPSP                        GNATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
          40        50        60        70        80                
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2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD                
       :.     .    .:   ...: .:.   .:.  .::..:                      
gi|113 LSKASDGLLDITLG---SSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTD 
           220          230       240       250       260       270 
 
gi|113 HVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTG 
              280       290       300       310       320       330 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.8  bits: 20.3 E():   14 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (34-52:42-62) 
 
            10        20        30        40          50        60  
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
              70        80                                          
2MEPSP ISSQYLSALLMAAPLALGD                                          
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 81.6  bits: 21.0 E():   14 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (23-58:134-164) 
 
                       10        20        30        40        50   
2MEPSP         GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
             60        70        80                                 
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGD                                 
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 81.6  bits: 21.4 E():   15 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (22-54:174-206) 
 
                        10        20        30        40        50  
2MEPSP          GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
               60        70        80                               
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALGD                               
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 81.3  bits: 22.1 E():   15 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (8-40:341-374) 
 
                                      10         20        30       
2MEPSP                        GNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
         40        50        60        70        80                 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD                 
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
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>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.9  bits: 20.7 E():   16 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (20-36:202-218) 
 
                          10        20        30        40          
2MEPSP            GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
      50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGD 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.8  bits: 20.7 E():   16 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (20-36:205-221) 
 
                          10        20        30        40          
2MEPSP            GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
      50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGD 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 80.6  bits: 19.7 E():   16 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (16-53:58-97) 
 
                              10        20        30          40    
2MEPSP                GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
            50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 
        .:. ..:::                            
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK        
        90       100       110               
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 80.1  bits: 20.0 E():   18 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (9-51:104-146) 
 
                                     10        20             30    
2MEPSP                       GNATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
            40        50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 
        : ..: :     ::::.                              
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH                
            140           150       160                
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.8  bits: 19.7 E():   18 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (11-60:40-98) 
 
                                   10        20          30         
2MEPSP                     GNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|190 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
              40        50        60        70        80            
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD            
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                : : . :  :  :  .: .:                                
gi|190 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYPVEQ 
      70        80        90       100       110       120          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 79.7  bits: 21.8 E():   19 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (8-40:341-374) 
 
                                      10         20        30       
2MEPSP                        GNATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
         40        50        60        70        80                 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD                 
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.5  bits: 19.7 E():   19 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (19-41:12-38) 
 
               10        20        30            40        50       
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLPGGKV 
                         :.:. : .:::.    :  :     ::                
gi|144        IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGLTNA 
                      10        20        30        40        50    
 
         60        70        80                                     
2MEPSP KLSGSISSQYLSALLMAAPLALGD                                     
                                                                    
gi|144 ADYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILH 
            60        70        80        90       100       110    
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.4  bits: 19.7 E():   19 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (11-60:40-98) 
 
                                   10        20          30         
2MEPSP                     GNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|105 HLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
              40        50        60        70        80            
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD            
                : : . :  :  :  .: .:                                
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.3  bits: 19.7 E():   19 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (11-60:40-98) 
 
                                   10        20          30         
2MEPSP                     GNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|100 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
              40        50        60        70        80            
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD            
                : : . :  :  :  .: .:                                
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 79.2  bits: 19.4 E():   20 
Smith-Waterman score: 48; 24.5% identity (57.1% similar) in 49 aa overlap (29-77:48-94) 
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                 10        20        30        40        50         
2MEPSP   GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
       60        70        80                 
2MEPSP SGSISSQYLSALLMAAPLALGD                 
       ::. ..   ::   ::: :                    
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 78.9  bits: 21.5 E():   20 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (20-37:295-313) 
 
                          10        20         30        40         
2MEPSP            GNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
       50        60        70        80                             
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGD                             
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (47-54:119-126) 
 
         20        30        40        50        60        70       
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
         80 
2MEPSP ALGD 
            
gi|144 EEVD 
      150   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.8  bits: 21.1 E():   21 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (43-60:167-184) 
 
             20        30        40        50        60        70   
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
             80                                                     
2MEPSP AAPLALGD                                                     
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 78.7  bits: 21.8 E():   21 
Smith-Waterman score: 55; 45.8% identity (75.0% similar) in 24 aa overlap (58-79:378-401) 
 
        30        40        50        60        70          80      
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGD      
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
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gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.2  bits: 20.8 E():   22 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (41-75:175-211) 
 
               20        30        40        50        60        70 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
                 80                                                 
2MEPSP LMA--APLALGD                                                 
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.1 E():   23 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (11-39:73-101) 
 
                                   10        20        30        40 
2MEPSP                     GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
               50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 
                                                
gi|209 FAVLVKQ                                  
                                                
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.1 E():   23 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (11-39:73-101) 
 
                                   10        20        30        40 
2MEPSP                     GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
               50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 
                                                
gi|249 FAVLVKQ                                  
                                                
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 77.7  bits: 20.8 E():   24 
Smith-Waterman score: 52; 28.6% identity (51.0% similar) in 49 aa overlap (1-49:94-133) 
 
                                             10        20        30 
2MEPSP                               GNATYVLDGVPRMRERPIGDLVVGLKQLGA 
                                     ::      :::.      :.... :.:..  
gi|144 KHNSKDNFRGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNE 
            70        80        90       100            110         
 
               40        50        60        70        80           
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD           
       :.: .     :    .:::                                          
gi|144 DLDKMT----PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMI 
      120           130       140       150       160       170     
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 77.7  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (11-43:78-105) 
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                                   10        20         30          
2MEPSP                     GNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
      40        50        60        70        80 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 
       :: .                                      
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM  
             110       120       130       140   
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.4  bits: 18.7 E():   25 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (16-53:32-71) 
 
                              10        20        30          40    
2MEPSP                GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
            50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 
         :. ..:::                            
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK        
              70        80        90         
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.3  bits: 21.5 E():   28 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (14-54:55-104) 
 
                                10        20             30         
2MEPSP                  GNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
           40        50        60        70        80               
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD               
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.3  bits: 21.5 E():   28 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (14-54:55-104) 
 
                                10        20             30         
2MEPSP                  GNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
           40        50        60        70        80               
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD               
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.3  bits: 21.5 E():   28 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (14-54:55-104) 
 
                                10        20             30         
2MEPSP                  GNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
           40        50        60        70        80               
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2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD               
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 18.8 E():   30 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (19-33:93-107) 
 
                           10        20        30        40         
2MEPSP             GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
       50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGD 
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.8  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (32-53:35-60) 
 
              10        20        30            40        50        
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        60        70        80                             
2MEPSP LSGSISSQYLSALLMAAPLALGD                             
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.8  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (32-53:35-60) 
 
              10        20        30            40        50        
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        60        70        80                             
2MEPSP LSGSISSQYLSALLMAAPLALGD                             
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.8  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (32-53:35-60) 
 
              10        20        30            40        50        
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        60        70        80                             
2MEPSP LSGSISSQYLSALLMAAPLALGD                             
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.6  bits: 18.1 E():   31 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (34-43:38-47) 
 
            10        20        30        40        50        60    
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2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
            70        80 
2MEPSP SQYLSALLMAAPLALGD 
                         
gi|114 CNKNCT            
        70               
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.2  bits: 19.5 E():   33 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (13-66:74-123) 
 
                                 10        20        30         40  
2MEPSP                   GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
              50        60        70        80                      
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD                      
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 18.8 E():   33 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (35-44:48-57) 
 
           10        20        30        40        50        60     
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
           70        80                                    
2MEPSP QYLSALLMAAPLALGD                                    
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (22-48:13-38) 
 
               10        20        30        40        50        60 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
                            ..:. . . . .:  : : :   :::.             
gi|309          MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVAR 
                        10         20        30        40        50 
 
               70        80                                         
2MEPSP SISSQYLSALLMAAPLALGD                                         
                                                                    
gi|309 LIYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYT 
               60        70        80        90       100       110 
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 74.7  bits: 21.2 E():   35 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (14-54:55-104) 
 
                                10        20             30         
2MEPSP                  GNATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
           40        50        60        70        80               
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD               
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       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.3  bits: 19.8 E():   36 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (19-60:235-275) 
 
                           10        20        30        40         
2MEPSP             GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
       50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGD 
       :.   :  : .:                     
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR    
           270       280       290      
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (17-49:319-348) 
 
                             10        20        30         40      
2MEPSP               GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
          50        60        70        80             
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD             
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (5-40:40-74) 
 
                                         10        20        30     
2MEPSP                           GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
           40        50        60        70        80               
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD               
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.5  bits: 19.2 E():   40 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (13-66:74-123) 
 
                                 10        20        30         40  
2MEPSP                   GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
              50        60        70        80                      
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD                      
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.5  bits: 19.2 E():   40 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (13-66:74-123) 
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                                 10        20        30         40  
2MEPSP                   GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
              50        60        70        80                      
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD                      
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (5-40:47-81) 
 
                                         10        20        30     
2MEPSP                           GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
           40        50        60        70        80               
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD               
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.1  bits: 19.9 E():   43 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (42-78:244-280) 
 
              20        30        40         50        60        70 
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
                80                                                  
2MEPSP LMA-APLALGD                                                  
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 73.0  bits: 19.2 E():   43 
Smith-Waterman score: 47; 19.2% identity (51.3% similar) in 78 aa overlap (13-79:100-177) 
 
                                 10        20        30             
2MEPSP                   GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDC------FL 
                                     : :.   :..... ..  :..:      .: 
gi|609 KMTQTFAILRYLGRKYKLNGSNDHEEIRISMAEQQTKDMMAAMIRVCYDANCDKLKPDYL 
      70        80        90       100       110       120          
 
           40        50           60        70        80            
2MEPSP GT--DCPPVRVNGIGGLP---GGKVKLSGSISSQYLSALLMAAPLALGD            
        .  ::  .  . .:  :   :....       .::  . . .: ..:             
gi|609 KSLPDCLKLMSKFVGEHPFVAGANISYVDFYLYEYLCRVKVMVPEVFGQFENLKRYVERM 
     130       140       150       160       170       180          
 
gi|609 ESLPRVSDYIKKQQPKTFNAPTSKWNASYA 
     190       200       210          
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (41-80:136-175) 
 
               20        30        40        50        60        70 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
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gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
               80                                                   
2MEPSP LMAAPLALGD                                                   
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (41-80:137-176) 
 
               20        30        40        50        60        70 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
               80                                                   
2MEPSP LMAAPLALGD                                                   
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (41-80:140-179) 
 
               20        30        40        50        60        70 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
               80                                                   
2MEPSP LMAAPLALGD                                                   
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.8  bits: 18.5 E():   44 
Smith-Waterman score: 45; 30.2% identity (49.1% similar) in 53 aa overlap (9-60:49-98) 
 
                                     10        20         30        
2MEPSP                       GNATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLG 
                                     :. .  :.: : :. .::   :.    . : 
gi|100 NLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEP-GHLAPTGLFLGGTKYMVIQG 
       20        30        40        50         60        70        
 
        40        50        60        70        80                  
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD                  
          : : . :  :  :  .: .:                                      
gi|100 E--PGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSH 
          80        90       100       110       120       130      
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.8  bits: 18.9 E():   44 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (10-34:59-82) 
 
                                    10        20        30          
2MEPSP                      GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
      40        50        60        70        80                    
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD                    
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
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        90       100       110       120       130       140        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.8  bits: 18.9 E():   44 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (10-34:59-82) 
 
                                    10        20        30          
2MEPSP                      GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
      40        50        60        70        80                    
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD                    
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (41-80:151-190) 
 
               20        30        40        50        60        70 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
               80                                                   
2MEPSP LMAAPLALGD                                                   
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (54-78:221-245) 
 
            30        40        50        60        70        80    
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD    
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (7-36:361-385) 
 
                                       10        20        30       
2MEPSP                         GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
         40        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 
                                                    
gi|284 ELIRSLFGLP                                   
         390                                        
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.1  bits: 19.9 E():   48 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (19-60:336-376) 
 
                           10        20        30        40         
2MEPSP             GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
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         310       320       330       340        350       360     
 
       50        60        70        80         
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGD         
       :.   :  : .:                             
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY 
          370       380       390       400     
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.0  bits: 19.9 E():   49 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (19-60:339-379) 
 
                           10        20        30        40         
2MEPSP             GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
       50        60        70        80              
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGD              
       :.   :  : .:                                  
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK 
       370       380       390       400       410   
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.7  bits: 18.9 E():   51 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (13-66:79-128) 
 
                                 10        20        30         40  
2MEPSP                   GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
              50        60        70        80                      
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD                      
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (41-74:146-179) 
 
               20        30        40        50        60        70 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
               80                                                   
2MEPSP LMAAPLALGD                                                   
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.2  bits: 18.9 E():   54 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (13-66:97-146) 
 
                                 10        20        30         40  
2MEPSP                   GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
              50        60        70        80                      
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD                      
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
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>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.2  bits: 18.9 E():   54 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (13-66:97-146) 
 
                                 10        20        30         40  
2MEPSP                   GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
              50        60        70        80                      
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD                      
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.5  bits: 15.1 E():   59 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (39-52:5-18) 
 
       10        20        30        40        50        60         
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     :: :   . :  ::                 
gi|244                           IGNEDCTPWMSTLITPLP                 
                                         10                         
 
       70        80 
2MEPSP ALLMAAPLALGD 
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 70.3  bits: 18.6 E():   61 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (13-66:74-123) 
 
                                 10        20        30         40  
2MEPSP                   GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
              50        60        70        80                      
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD                      
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.3  bits: 18.6 E():   61 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (13-66:74-123) 
 
                                 10        20        30         40  
2MEPSP                   GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
              50        60        70        80                      
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD                      
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (7-36:240-264) 
 
                                       10        20        30       
2MEPSP                         GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
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         40        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 
                                                    
gi|225 ELIRSWFGLP                                   
          270                                       
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.7  bits: 17.6 E():   66 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (29-61:48-83) 
 
                 10        20        30           40        50      
2MEPSP   GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
          60        70        80        
2MEPSP VKLSGSISSQYLSALLMAAPLALGD        
       .  .:.                           
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.7  bits: 17.6 E():   66 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (29-61:48-83) 
 
                 10        20        30           40        50      
2MEPSP   GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
          60        70        80        
2MEPSP VKLSGSISSQYLSALLMAAPLALGD        
       .  .:.                           
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        80        90       100          
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (15-33:40-58) 
 
                               10        20        30        40     
2MEPSP                 GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
           50        60        70        80                         
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD                         
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (50-58:36-44) 
 
      20        30        40        50        60        70          
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
      80                                             
2MEPSP D                                             
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
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>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.3  bits: 17.6 E():   69 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (32-53:35-60) 
 
              10        20        30            40        50        
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        60        70        80                             
2MEPSP LSGSISSQYLSALLMAAPLALGD                             
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.3  bits: 19.3 E():   69 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (50-69:271-290) 
 
      20        30        40        50        60        70          
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
      80                                                            
2MEPSP D                                                            
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.6 E():   69 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (41-53:48-60) 
 
               20        30        40        50        60        70 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
               80                              
2MEPSP LMAAPLALGD                              
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (22-41:84-104) 
 
                        10        20         30        40        50 
2MEPSP          GNATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
               60        70        80         
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGD         
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (29-65:49-85) 
 
                 10        20        30        40        50         
2MEPSP   GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
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gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
       60        70        80                                       
2MEPSP SGSISSQYLSALLMAAPLALGD                                       
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (45-66:45-65) 
 
           20        30        40        50        60        70     
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
           80                                                       
2MEPSP PLALGD                                                       
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 19.4% identity (46.8% similar) in 62 aa overlap (8-60:37-98) 
 
                                      10        20          30      
2MEPSP                        GNATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCF 
                                     .. :... . .. ..  . . :  : .  : 
gi|264 VDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTLAPTGLF 
         10        20        30        40        50        60       
 
                 40        50        60        70        80         
2MEPSP LG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD         
       .:          : : . :  :  :  .: .:                             
gi|264 VGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYL 
         70        80        90       100       110       120       
 
gi|264 IEQGF 
        130  
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 19.0 E():   80 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (18-34:7-23) 
 
               10        20        30        40        50        60 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
                        :  : .:.:.: : .::                           
gi|115            MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGAT 
                          10        20        30        40          
 
               70        80                                         
2MEPSP SISSQYLSALLMAAPLALGD                                         
                                                                    
gi|115 LLDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQTDKHPNKDFGDVNS 
      50        60        70        80        90       100          
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 19.0 E():   80 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (18-34:7-23) 
 
               10        20        30        40        50        60 
2MEPSP GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
                        :  : .:.:.: : .::                           
gi|274            MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLGAT 
                          10        20        30        40          
 
               70        80                                         
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2MEPSP SISSQYLSALLMAAPLALGD                                         
                                                                    
gi|274 LLDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQTDKHPNKDFGDVNT 
      50        60        70        80        90       100          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.9  bits: 17.6 E():   81 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (53-76:30-54) 
 
             30        40        50         60        70        80  
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGD  
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (46-76:64-97) 
 
          20        30        40           50        60        70   
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
             80                                            
2MEPSP AAPLALGD                                            
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (46-76:64-97) 
 
          20        30        40           50        60        70   
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
             80                                            
2MEPSP AAPLALGD                                            
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.3 E():   84 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (22-53:58-95) 
 
                        10        20        30              40      
2MEPSP          GNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
          50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 
       :. .::::                            
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK        
        90       100       110             
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.3 E():   84 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (22-53:58-95) 
 
                        10        20        30              40      
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2MEPSP          GNATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
          50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 
       :. .::::                            
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK        
        90       100       110             
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.4  bits: 17.3 E():   87 
Smith-Waterman score: 47; 24.4% identity (51.2% similar) in 41 aa overlap (17-51:22-62) 
 
                    10        20        30              40          
2MEPSP      GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG------TDCPPVRVNGIG 
                            :... :.   :....:   .:         ::   ::.  
gi|209 MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK 
               10        20        30        40        50        60 
 
      50        60        70        80                             
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGD                             
       .:                                                          
gi|209 SLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAVK 
               70        80        90       100       110          
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 19.0 E():   87 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (20-36:181-197) 
 
                          10        20        30        40          
2MEPSP            GNATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
      50        60        70        80                              
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGD                              
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (41-80:124-163) 
 
               20        30        40        50        60        70 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
               80                                                   
2MEPSP LMAAPLALGD                                                   
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 16.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (59-78:6-25) 
 
       30        40        50        60        70        80         
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD         
                                     :. .. :.:  :.  ::. :           
gi|453                          RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPV 
                                        10        20        30      
 
gi|453 AHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
          40        50        60        70        80  
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>>gi|239735|gb|AAB20453.1| Car b I=major allergen [Carpi  (40 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.7  bits: 15.6 E():   95 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (4-18:21-38) 
 
                                   10        20        30        40 
2MEPSP                  GNATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                           .:::::   .:..  . :                       
gi|239 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAIXK                     
               10        20        30        40                     
 
               50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.7  bits: 19.0 E():   95 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (50-80:391-423) 
 
      20        30        40        50        60        70          
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
        80                
2MEPSP LGD                
       :::                
gi|144 LGDNAVYAGNNFRTAVNL 
              430         
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.3 E():   96 
Smith-Waterman score: 41; 32.1% identity (60.7% similar) in 28 aa overlap (22-46:91-118) 
 
                        10        20         30          40         
2MEPSP          GNATYVLDGVPRMRERPIGDLVVGLK-QLGADVD--CFLGTDCPPVRVNGI 
                                     . :.: .: :.:   : . :  ::. ..   
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
       50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGD 
                                        
gi|249 CSKIQSTIFRGYY                    
              130                       
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.7  bits: 19.0 E():   96 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (50-80:393-425) 
 
      20        30        40        50        60        70          
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
        80                
2MEPSP LGD                
       :::                
gi|601 LGDKAVYAGDNFRTAINL 
            430       440 
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.7  bits: 19.0 E():   96 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (50-80:393-425) 
 
      20        30        40        50        60        70          
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
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        80                
2MEPSP LGD                
       :::                
gi|467 LGDKRLYAGDNFRTAINL 
            430       440 
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 40; 54.5% identity (72.7% similar) in 11 aa overlap (35-45:67-77) 
 
           10        20        30        40        50        60     
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     :: . :: .::                    
gi|288 ASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDG 
         40        50        60        70        80        90       
 
           70        80 
2MEPSP QYLSALLMAAPLALGD 
                        
gi|288 MIGIDEFAVWVKQ    
        100             
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E():   99 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (50-59:43-52) 
 
      20        30        40        50        60        70          
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
      80                                                            
2MEPSP D                                                            
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:36 2011 done: Tue Apr 19 10:57:36 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 118  - 197 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     1     2:* 
  32     2     8:=* 
  34    23    22:=====* 
  36    43    44:==========* 
  38    49    73:=============     * 
  40    87   102:======================   * 
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  42    92   125:=======================        * 
  44   114   138:=============================     * 
  46   156   140:==================================*==== 
  48   190   134:=================================*============== 
  50   121   122:==============================* 
  52   105   108:==========================* 
  54   100    92:======================*== 
  56    96    77:===================*==== 
  58    79    63:===============*==== 
  60    45    51:============* 
  62    21    41:======    * 
  64    39    33:========*= 
  66    21    26:======* 
  68    13    20:====* 
  70    11    16:===* 
  72    19    12:==*== 
  74     8    10:==* 
  76     9     8:=*= 
  78    12     6:=*= 
  80     9     5:=*= 
  82     8     3:*= 
  84     7     3:*= 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.19420.00305; mu= 10.2113 0.157 
 mean_var=38.1043 9.039, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.207772 
 Kolmogorov-Smirnov  statistic: 0.0688 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.7    0.27 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.3     2.3 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.7     2.5 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.7     2.6 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.2     4.8 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.5     5.9 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.3     6.4 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   55 21.6     7.5 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   55 21.6     7.5 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.6     9.5 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.9     9.8 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.6     9.9 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.3      10 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.3      11 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.9      11 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.9      11 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.3      13 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 20.0      14 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.0      14 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   56 22.0      14 
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gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   55 21.7      14 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   55 21.7      14 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.7      14 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.3      14 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.0      15 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.4      15 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.1      15 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.7      16 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.7      16 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.7      17 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 20.0      18 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   49 19.7      18 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.8      19 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.7      19 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   49 19.7      19 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   49 19.7      20 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   48 19.4      20 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.4      21 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.7      21 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.1      21 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   55 21.8      21 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.8      23 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 19.1      24 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 19.1      24 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.4      24 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.7      25 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.5      29 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.5      29 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.5      29 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.8      30 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.8      31 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.8      31 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.8      31 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.1      31 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.5      33 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.8      33 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.8      35 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.2      35 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   50 20.2      36 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.8      37 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.2      39 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.8      41 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 19.2      41 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 19.2      41 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.8      42 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 19.9      43 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   47 19.2      43 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.5      44 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.5      44 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.5      44 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   45 18.5      44 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.8      44 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.8      44 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.5      46 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 19.9      47 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.9      48 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 19.9      49 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 19.9      49 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.5      50 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.5      50 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.9      51 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.2      55 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.9      55 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.9      55 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 15.1      59 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.6      61 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.6      61 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.9      64 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.6      66 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.6      66 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.9      66 
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gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.6      67 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.6      69 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.3      70 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.6      70 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.9      71 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.9      71 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.9      74 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   42 17.6      77 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.0      80 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.0      80 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.6      82 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   42 17.6      84 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   42 17.6      84 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.3      85 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.3      85 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.3      87 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 19.0      88 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.3      93 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   39 16.6      94 
gi|239735|gb|AAB20453.1| Car b I=major allergen [C (  40)   36 15.6      95 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.0      96 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.3      96 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   46 19.0      96 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   46 19.0      96 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   40 17.0      99 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.0   1e 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 112.5  bits: 25.7 E(): 0.27 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (26-67:48-93) 
 
                    10        20        30           40        50   
2MEPSP      NATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
              60        70        80                  
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDV                  
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 96.1  bits: 22.3 E():  2.3 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (26-46:24-46) 
 
               10        20        30          40        50         
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLS 
                                :: ....  :  : :: :.. .:             
gi|166   ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHA 
                 10        20        30        40        50         
 
       60        70        80                      
2MEPSP GSISSQYLSALLMAAPLALGDV                      
                                                   
gi|166 AYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
       60        70        80        90       100  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 95.3  bits: 23.7 E():  2.5 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (29-70:25-65) 
 
               10        20        30        40        50        60 
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                   :..  . :. :     .:.::  :: : :..  
gi|275     EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSI 
                   10        20        30        40         50      
 
               70        80                                         
2MEPSP ISSQYLSALLMAAPLALGDV                                         
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       :: . .  .:                                                   
gi|275 ISRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTS 
          60        70        80        90       100       110      
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 95.1  bits: 22.7 E():  2.6 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (33-53:66-87) 
 
             10        20        30        40         50        60  
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
              70        80                                  
2MEPSP SSQYLSALLMAAPLALGDV                                  
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 90.2  bits: 22.2 E():  4.8 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (22-77:27-92) 
 
                    10        20        30              40          
2MEPSP      NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
           50        60         70        80                        
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDV                        
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 88.6  bits: 21.5 E():  5.9 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (33-53:66-87) 
 
             10        20        30        40         50        60  
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
              70        80                                  
2MEPSP SSQYLSALLMAAPLALGDV                                  
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 88.0  bits: 24.3 E():  6.4 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (14-50:943-974) 
 
                                10        20        30        40    
2MEPSP                  NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
            50        60        70        80                        
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV                        
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
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>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 86.8  bits: 21.6 E():  7.5 
Smith-Waterman score: 55; 64.3% identity (85.7% similar) in 14 aa overlap (66-79:9-22) 
 
          40        50        60        70        80                
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV                
                                     :.:::.:: . :::                 
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 86.8  bits: 21.6 E():  7.5 
Smith-Waterman score: 55; 64.3% identity (85.7% similar) in 14 aa overlap (66-79:9-22) 
 
          40        50        60        70        80                
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV                
                                     :.:::.:: . :::                 
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.9  bits: 20.6 E():  9.5 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (19-35:98-114) 
 
                           10        20        30        40         
2MEPSP             NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
       50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDV 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.7  bits: 20.9 E():  9.8 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (33-54:66-88) 
 
             10        20        30        40         50        60  
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
              70        80                                          
2MEPSP SSQYLSALLMAAPLALGDV                                          
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 84.6  bits: 21.6 E():  9.9 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (19-64:106-145) 
 
                           10        20        30        40         
2MEPSP             NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
       50        60        70        80                             
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDV                             
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
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>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 84.3  bits: 22.3 E():   10 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (6-48:262-299) 
 
                                        10        20        30      
2MEPSP                          NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
          40        50        60        70        80                
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV                
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.1  bits: 22.3 E():   11 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (26-46:383-405) 
 
                    10        20        30          40        50    
2MEPSP      NATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
            60        70        80                      
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDV                      
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.8  bits: 19.9 E():   11 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (15-52:32-71) 
 
                               10        20        30          40   
2MEPSP                 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
             50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 
         :. ..:::                             
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK         
              70        80        90          
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.7  bits: 19.9 E():   11 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (15-52:33-72) 
 
                               10        20        30          40   
2MEPSP                 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
             50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 
         :. ..:::                             
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK         
             70        80        90           
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 82.3  bits: 21.3 E():   13 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (29-70:25-65) 
 
               10        20        30        40        50        60 
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                   :..  . :. :   . .: ::   : . :..  
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gi|145     EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSI 
                   10        20        30         40        50      
 
               70        80                                         
2MEPSP ISSQYLSALLMAAPLALGDV                                         
       :: . .  .:                                                   
gi|145 ISRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTS 
          60        70        80        90       100       110      
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.1  bits: 20.0 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (15-52:58-97) 
 
                               10        20        30          40   
2MEPSP                 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
             50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 
         :. ..:::                             
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK         
        90       100       110                
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.1  bits: 22.0 E():   14 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (9-35:454-481) 
 
                                     10         20        30        
2MEPSP                       NATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
        40        50        60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 
                                                   
gi|424 IKKLFGLSH                                   
           490                                     
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 81.9  bits: 22.0 E():   14 
Smith-Waterman score: 56; 45.8% identity (75.0% similar) in 24 aa overlap (57-78:247-270) 
 
         30        40        50        60        70          80     
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDV     
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 81.9  bits: 21.7 E():   14 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (7-73:184-248) 
 
                                       10        20          30     
2MEPSP                         NATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
           40        50        60        70        80               
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV               
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|113 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|113 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
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     270       280       290       300       310       320          
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 81.9  bits: 21.7 E():   14 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (7-73:184-248) 
 
                                       10        20          30     
2MEPSP                         NATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
           40        50        60        70        80               
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV               
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|166 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|166 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 81.9  bits: 21.7 E():   14 
Smith-Waterman score: 55; 27.5% identity (55.1% similar) in 69 aa overlap (7-73:185-249) 
 
                                       10        20          30     
2MEPSP                         NATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
           40        50        60        70        80               
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV               
       :.     .    .:   ...: .:.   .:.  .::..:                      
gi|113 LSKASDGLLDITLG---SSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTD 
           220          230       240       250       260       270 
 
gi|113 HVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTG 
              280       290       300       310       320       330 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.7  bits: 20.3 E():   14 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (33-51:42-62) 
 
             10        20        30        40          50        60 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
               70        80                                         
2MEPSP ISSQYLSALLMAAPLALGDV                                         
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 81.5  bits: 21.0 E():   15 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (22-57:134-164) 
 
                        10        20        30        40        50  
2MEPSP          NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
              60        70        80                                
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDV                                
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
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>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 81.4  bits: 21.4 E():   15 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (21-53:174-206) 
 
                         10        20        30        40        50 
2MEPSP           NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
                60        70        80                              
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALGDV                              
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 81.2  bits: 22.1 E():   15 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (7-39:341-374) 
 
                                       10         20        30      
2MEPSP                         NATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
          40        50        60        70        80                
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV                
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.8  bits: 20.7 E():   16 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (19-35:202-218) 
 
                           10        20        30        40         
2MEPSP             NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
       50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDV 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.7  bits: 20.7 E():   16 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (19-35:205-221) 
 
                           10        20        30        40         
2MEPSP             NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
       50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDV 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 80.5  bits: 19.7 E():   17 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (15-52:58-97) 
 
                               10        20        30          40   
2MEPSP                 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
             50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 3979

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

        .:. ..:::                             
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK         
        90       100       110                
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (8-50:104-146) 
 
                                      10        20             30   
2MEPSP                        NATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
             40        50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 
        : ..: :     ::::.                               
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH                 
            140           150       160                 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (10-59:40-98) 
 
                                    10        20          30        
2MEPSP                      NATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|190 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
               40        50        60        70        80           
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV           
                : : . :  :  :  .: .:                                
gi|190 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYPVEQ 
      70        80        90       100       110       120          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 79.5  bits: 21.8 E():   19 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (7-39:341-374) 
 
                                       10         20        30      
2MEPSP                         NATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
          40        50        60        70        80                
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV                
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.5  bits: 19.7 E():   19 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (18-40:12-38) 
 
               10        20            30        40        50       
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLPGGKVK 
                        :.:. : .:::.    :  :     ::                 
gi|144       IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGLTNAA 
                     10        20        30        40        50     
 
         60        70        80                                     
2MEPSP LSGSISSQYLSALLMAAPLALGDV                                     
                                                                    
gi|144 DYTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHR 
           60        70        80        90       100       110     
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.4  bits: 19.7 E():   19 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (10-59:40-98) 
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                                    10        20          30        
2MEPSP                      NATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|105 HLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
               40        50        60        70        80           
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV           
                : : . :  :  :  .: .:                                
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (10-59:40-98) 
 
                                    10        20          30        
2MEPSP                      NATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|100 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
               40        50        60        70        80           
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV           
                : : . :  :  :  .: .:                                
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 79.1  bits: 19.4 E():   20 
Smith-Waterman score: 48; 24.5% identity (57.1% similar) in 49 aa overlap (28-76:48-94) 
 
                  10        20        30        40        50        
2MEPSP    NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
        60        70        80                
2MEPSP SGSISSQYLSALLMAAPLALGDV                
       ::. ..   ::   ::: :                    
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 78.8  bits: 21.4 E():   21 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (19-36:295-313) 
 
                           10        20         30        40        
2MEPSP             NATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
        50        60        70        80                            
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDV                            
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (46-53:119-126) 
 
          20        30        40        50        60        70      
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
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          80 
2MEPSP ALGDV 
             
gi|144 EEVD  
      150    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.7  bits: 21.1 E():   21 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (42-59:167-184) 
 
              20        30        40        50        60        70  
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
              80                                                    
2MEPSP AAPLALGDV                                                    
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 78.6  bits: 21.8 E():   21 
Smith-Waterman score: 55; 45.8% identity (75.0% similar) in 24 aa overlap (57-78:378-401) 
 
         30        40        50        60        70          80     
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDV     
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.1  bits: 20.8 E():   23 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (40-74:175-211) 
 
      10        20        30        40        50        60          
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
      70          80                                                
2MEPSP LMA--APLALGDV                                                
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.7  bits: 19.1 E():   24 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (10-38:73-101) 
 
                                    10        20        30          
2MEPSP                      NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
      40        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 
                                                 
gi|209 FAVLVKQ                                   
                                                 
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.7  bits: 19.1 E():   24 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (10-38:73-101) 
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                                    10        20        30          
2MEPSP                      NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
      40        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 
                                                 
gi|249 FAVLVKQ                                   
                                                 
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 77.6  bits: 19.4 E():   24 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (10-42:78-105) 
 
                                    10        20         30         
2MEPSP                      NATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
       40        50        60        70        80 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 
       :: .                                       
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM   
             110       120       130       140    
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.3  bits: 18.7 E():   25 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (15-52:32-71) 
 
                               10        20        30          40   
2MEPSP                 NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
             50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 
         :. ..:::                             
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK         
              70        80        90          
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.2  bits: 21.5 E():   29 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (13-53:55-104) 
 
                                 10        20             30        
2MEPSP                   NATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
            40        50        60        70        80              
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV              
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.2  bits: 21.5 E():   29 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (13-53:55-104) 
 
                                 10        20             30        
2MEPSP                   NATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
            40        50        60        70        80              
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2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV              
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.2  bits: 21.5 E():   29 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (13-53:55-104) 
 
                                 10        20             30        
2MEPSP                   NATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
            40        50        60        70        80              
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV              
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 18.8 E():   30 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (18-32:93-107) 
 
                            10        20        30        40        
2MEPSP              NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.7  bits: 18.8 E():   31 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (31-52:35-60) 
 
               10        20        30            40        50       
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         60        70        80                            
2MEPSP LSGSISSQYLSALLMAAPLALGDV                            
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.7  bits: 18.8 E():   31 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (31-52:35-60) 
 
               10        20        30            40        50       
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         60        70        80                            
2MEPSP LSGSISSQYLSALLMAAPLALGDV                            
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.7  bits: 18.8 E():   31 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (31-52:35-60) 
 
               10        20        30            40        50       
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2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         60        70        80                            
2MEPSP LSGSISSQYLSALLMAAPLALGDV                            
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.6  bits: 18.1 E():   31 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (33-42:38-47) 
 
             10        20        30        40        50        60   
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
             70        80 
2MEPSP SQYLSALLMAAPLALGDV 
                          
gi|114 CNKNCT             
        70                
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.1  bits: 19.5 E():   33 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (12-65:74-123) 
 
                                  10        20        30         40 
2MEPSP                    NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
               50        60        70        80                     
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV                     
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 18.8 E():   33 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (34-43:48-57) 
 
            10        20        30        40        50        60    
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
            70        80                                   
2MEPSP QYLSALLMAAPLALGDV                                   
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (21-47:13-38) 
 
               10        20        30        40        50        60 
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                           ..:. . . . .:  : : :   :::.              
gi|309         MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVARL 
                       10         20        30        40        50  
 
               70        80                                         
2MEPSP ISSQYLSALLMAAPLALGDV                                         
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gi|309 IYPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTI 
              60        70        80        90       100       110  
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 74.6  bits: 21.2 E():   35 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (13-53:55-104) 
 
                                 10        20             30        
2MEPSP                   NATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
            40        50        60        70        80              
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV              
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 74.3  bits: 20.2 E():   36 
Smith-Waterman score: 50; 29.3% identity (56.1% similar) in 41 aa overlap (8-48:102-133) 
 
                                      10        20        30        
2MEPSP                        NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                     :::.      :.... :.:.. :.: .    
gi|144 RGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNEDLDKMT-- 
              80        90       100            110       120       
 
        40        50        60        70        80                  
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV                  
         :    .:::                                                  
gi|144 --PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEATKKF 
            130       140       150       160       170       180   
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (18-59:235-275) 
 
                            10        20        30        40        
2MEPSP              NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 
       :.   :  : .:                      
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR     
           270       280       290       
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 73.9  bits: 20.2 E():   39 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (16-48:319-348) 
 
                              10        20        30         40     
2MEPSP                NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
           50        60        70        80            
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV            
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (4-39:40-74) 
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                                          10        20        30    
2MEPSP                            NATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
            40        50        60        70        80              
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV              
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.5  bits: 19.2 E():   41 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (12-65:74-123) 
 
                                  10        20        30         40 
2MEPSP                    NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
               50        60        70        80                     
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV                     
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.5  bits: 19.2 E():   41 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (12-65:74-123) 
 
                                  10        20        30         40 
2MEPSP                    NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
               50        60        70        80                     
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV                     
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (4-39:47-81) 
 
                                          10        20        30    
2MEPSP                            NATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
            40        50        60        70        80              
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV              
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.0  bits: 19.9 E():   43 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (41-77:244-280) 
 
               20        30        40         50        60          
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
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      70         80                                                 
2MEPSP LMA-APLALGDV                                                 
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 73.0  bits: 19.2 E():   43 
Smith-Waterman score: 47; 19.2% identity (51.3% similar) in 78 aa overlap (12-78:100-177) 
 
                                  10        20        30            
2MEPSP                    NATYVLDGVPRMRERPIGDLVVGLKQLGADVDC------FL 
                                     : :.   :..... ..  :..:      .: 
gi|609 KMTQTFAILRYLGRKYKLNGSNDHEEIRISMAEQQTKDMMAAMIRVCYDANCDKLKPDYL 
      70        80        90       100       110       120          
 
            40        50           60        70        80           
2MEPSP GT--DCPPVRVNGIGGLP---GGKVKLSGSISSQYLSALLMAAPLALGDV           
        .  ::  .  . .:  :   :....       .::  . . .: ..:             
gi|609 KSLPDCLKLMSKFVGEHPFVAGANISYVDFYLYEYLCRVKVMVPEVFGQFENLKRYVERM 
     130       140       150       160       170       180          
 
gi|609 ESLPRVSDYIKKQQPKTFNAPTSKWNASYA 
     190       200       210          
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (40-79:136-175) 
 
      10        20        30        40        50        60          
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
      70        80                                                  
2MEPSP LMAAPLALGDV                                                  
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (40-79:137-176) 
 
      10        20        30        40        50        60          
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
      70        80                                                  
2MEPSP LMAAPLALGDV                                                  
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (40-79:140-179) 
 
      10        20        30        40        50        60          
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
      70        80                                                  
2MEPSP LMAAPLALGDV                                                  
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
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     170       180       190       200       210       220          
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.8  bits: 18.5 E():   44 
Smith-Waterman score: 45; 30.2% identity (49.1% similar) in 53 aa overlap (8-59:49-98) 
 
                                      10        20         30       
2MEPSP                        NATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLG 
                                     :. .  :.: : :. .::   :.    . : 
gi|100 NLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEP-GHLAPTGLFLGGTKYMVIQG 
       20        30        40        50         60        70        
 
         40        50        60        70        80                 
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV                 
          : : . :  :  :  .: .:                                      
gi|100 E--PGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSH 
          80        90       100       110       120       130      
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.8  bits: 18.8 E():   44 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (9-33:59-82) 
 
                                     10        20        30         
2MEPSP                       NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
       40        50        60        70        80                   
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV                   
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.8  bits: 18.8 E():   44 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (9-33:59-82) 
 
                                     10        20        30         
2MEPSP                       NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
       40        50        60        70        80                   
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV                   
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (40-79:151-190) 
 
      10        20        30        40        50        60          
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
      70        80                                                  
2MEPSP LMAAPLALGDV                                                  
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.4  bits: 19.9 E():   47 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (53-77:221-245) 
 
             30        40        50        60        70        80   
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2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV   
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (6-35:361-385) 
 
                                        10        20        30      
2MEPSP                          NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
          40        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 
                                                     
gi|284 ELIRSLFGLP                                    
         390                                         
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.1  bits: 19.9 E():   49 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (18-59:336-376) 
 
                            10        20        30        40        
2MEPSP              NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
        50        60        70        80        
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDV        
       :.   :  : .:                             
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY 
          370       380       390       400     
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.9  bits: 19.9 E():   49 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (18-59:339-379) 
 
                            10        20        30        40        
2MEPSP              NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
        50        60        70        80             
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDV             
       :.   :  : .:                                  
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK 
       370       380       390       400       410   
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.8  bits: 17.5 E():   50 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (59-80:54-75) 
 
       30        40        50        60        70        80     
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV     
                                     :.:: : .. .  : :  . ::     
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF 
            30        40        50        60        70          
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.8  bits: 17.5 E():   50 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (59-80:54-75) 
 
       30        40        50        60        70        80     
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2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV     
                                     :.:: : .. .  : :  . ::     
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF 
            30        40        50        60        70          
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.7  bits: 18.9 E():   51 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (12-65:79-128) 
 
                                  10        20        30         40 
2MEPSP                    NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
               50        60        70        80                     
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV                     
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (40-73:146-179) 
 
      10        20        30        40        50        60          
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
      70        80                                                  
2MEPSP LMAAPLALGDV                                                  
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.1  bits: 18.9 E():   55 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (12-65:97-146) 
 
                                  10        20        30         40 
2MEPSP                    NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
               50        60        70        80                     
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV                     
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.1  bits: 18.9 E():   55 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (12-65:97-146) 
 
                                  10        20        30         40 
2MEPSP                    NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
               50        60        70        80                     
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV                     
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.5  bits: 15.1 E():   59 
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Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (38-51:5-18) 
 
        10        20        30        40        50        60        
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     :: :   . :  ::                 
gi|244                           IGNEDCTPWMSTLITPLP                 
                                         10                         
 
        70        80 
2MEPSP ALLMAAPLALGDV 
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.2  bits: 18.6 E():   61 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (12-65:74-123) 
 
                                  10        20        30         40 
2MEPSP                    NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
               50        60        70        80                     
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV                     
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 70.2  bits: 18.6 E():   61 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (12-65:74-123) 
 
                                  10        20        30         40 
2MEPSP                    NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
               50        60        70        80                     
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV                     
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 18.9 E():   64 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (6-35:240-264) 
 
                                        10        20        30      
2MEPSP                          NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
          40        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 
                                                     
gi|225 ELIRSWFGLP                                    
          270                                        
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (28-60:48-83) 
 
                  10        20        30           40        50     
2MEPSP    NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
           60        70        80       
2MEPSP VKLSGSISSQYLSALLMAAPLALGDV       
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       .  .:.                           
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (28-60:48-83) 
 
                  10        20        30           40        50     
2MEPSP    NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
           60        70        80       
2MEPSP VKLSGSISSQYLSALLMAAPLALGDV       
       .  .:.                           
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        80        90       100          
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (14-32:40-58) 
 
                                10        20        30        40    
2MEPSP                  NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
            50        60        70        80                        
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV                        
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 17.6 E():   67 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (49-57:36-44) 
 
       20        30        40        50        60        70         
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
       80                                            
2MEPSP DV                                            
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.3  bits: 17.6 E():   69 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (31-52:35-60) 
 
               10        20        30            40        50       
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         60        70        80                            
2MEPSP LSGSISSQYLSALLMAAPLALGDV                            
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (49-68:271-290) 
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       20        30        40        50        60        70         
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
       80                                                           
2MEPSP DV                                                           
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.6 E():   70 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (40-52:48-60) 
 
      10        20        30        40        50        60          
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
      70        80                             
2MEPSP LMAAPLALGDV                             
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (28-64:49-85) 
 
                  10        20        30        40        50        
2MEPSP    NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
        60        70        80                                      
2MEPSP SGSISSQYLSALLMAAPLALGDV                                      
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (21-40:84-104) 
 
                         10        20         30        40          
2MEPSP           NATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
      50        60        70        80        
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDV        
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (44-65:45-65) 
 
            20        30        40        50        60        70    
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
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            80                                                      
2MEPSP PLALGDV                                                      
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 19.4% identity (46.8% similar) in 62 aa overlap (7-59:37-98) 
 
                                       10        20          30     
2MEPSP                         NATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCF 
                                     .. :... . .. ..  . . :  : .  : 
gi|264 VDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTLAPTGLF 
         10        20        30        40        50        60       
 
                  40        50        60        70        80        
2MEPSP LG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV        
       .:          : : . :  :  :  .: .:                             
gi|264 VGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYL 
         70        80        90       100       110       120       
 
gi|264 IEQGF 
        130  
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 19.0 E():   80 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (17-33:7-23) 
 
               10        20        30        40        50        60 
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                       :  : .:.:.: : .::                            
gi|115           MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGATL 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP ISSQYLSALLMAAPLALGDV                                         
                                                                    
gi|115 LDVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQTDKHPNKDFGDVNSF 
               60        70        80        90       100       110 
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 19.0 E():   80 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (17-33:7-23) 
 
               10        20        30        40        50        60 
2MEPSP NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                       :  : .:.:.: : .::                            
gi|274           MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLGATL 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP ISSQYLSALLMAAPLALGDV                                         
                                                                    
gi|274 LDVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQTDKHPNKDFGDVNTF 
               60        70        80        90       100       110 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (52-75:30-54) 
 
              30        40        50         60        70        80 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDV 
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
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 initn:  41 init1:  41 opt:  42  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (45-75:64-97) 
 
           20        30        40           50        60        70  
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
              80                                           
2MEPSP AAPLALGDV                                           
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (45-75:64-97) 
 
           20        30        40           50        60        70  
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
              80                                           
2MEPSP AAPLALGDV                                           
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.3 E():   85 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (21-52:58-95) 
 
                         10        20        30              40     
2MEPSP           NATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
           50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 
       :. .::::                             
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK         
        90       100       110              
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.3 E():   85 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (21-52:58-95) 
 
                         10        20        30              40     
2MEPSP           NATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
           50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 
       :. .::::                             
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK         
        90       100       110              
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.4  bits: 17.3 E():   87 
Smith-Waterman score: 47; 24.4% identity (51.2% similar) in 41 aa overlap (16-50:22-62) 
 
                     10        20        30              40         
2MEPSP       NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG------TDCPPVRVNGIG 
                            :... :.   :....:   .:         ::   ::.  
gi|209 MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK 
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               10        20        30        40        50        60 
 
       50        60        70        80                            
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDV                            
       .:                                                          
gi|209 SLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAVK 
               70        80        90       100       110          
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 19.0 E():   88 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (19-35:181-197) 
 
                           10        20        30        40         
2MEPSP             NATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
       50        60        70        80                             
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDV                             
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (40-79:124-163) 
 
      10        20        30        40        50        60          
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
      70        80                                                  
2MEPSP LMAAPLALGDV                                                  
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 16.6 E():   94 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (58-77:6-25) 
 
        30        40        50        60        70        80        
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV        
                                     :. .. :.:  :.  ::. :           
gi|453                          RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPV 
                                        10        20        30      
 
gi|453 AHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
          40        50        60        70        80  
 
>>gi|239735|gb|AAB20453.1| Car b I=major allergen [Carpi  (40 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.7  bits: 15.6 E():   95 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (3-17:21-38) 
 
                                    10        20        30          
2MEPSP                   NATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                           .:::::   .:..  . :                       
gi|239 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAIXK                     
               10        20        30        40                     
 
      40        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.7  bits: 19.0 E():   96 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (49-79:391-423) 
 
       20        30        40        50        60          70       
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2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
         80               
2MEPSP LGDV               
       :::                
gi|144 LGDNAVYAGNNFRTAVNL 
              430         
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.3 E():   96 
Smith-Waterman score: 41; 32.1% identity (60.7% similar) in 28 aa overlap (21-45:91-118) 
 
                         10        20         30          40        
2MEPSP           NATYVLDGVPRMRERPIGDLVVGLK-QLGADVD--CFLGTDCPPVRVNGI 
                                     . :.: .: :.:   : . :  ::. ..   
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 
                                         
gi|249 CSKIQSTIFRGYY                     
              130                        
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.6  bits: 19.0 E():   96 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (49-79:393-425) 
 
       20        30        40        50        60          70       
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
         80               
2MEPSP LGDV               
       :::                
gi|601 LGDKAVYAGDNFRTAINL 
            430       440 
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.6  bits: 19.0 E():   96 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (49-79:393-425) 
 
       20        30        40        50        60          70       
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
         80               
2MEPSP LGDV               
       :::                
gi|467 LGDKRLYAGDNFRTAINL 
            430       440 
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 40; 54.5% identity (72.7% similar) in 11 aa overlap (34-44:67-77) 
 
            10        20        30        40        50        60    
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     :: . :: .::                    
gi|288 ASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDG 
         40        50        60        70        80        90       
 
            70        80 
2MEPSP QYLSALLMAAPLALGDV 
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gi|288 MIGIDEFAVWVKQ     
        100              
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (49-58:43-52) 
 
       20        30        40        50        60        70         
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
       80                                                           
2MEPSP DV                                                           
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:37 2011 done: Tue Apr 19 10:57:37 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 119  - 198 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     6     8:=* 
  34    29    22:=====*== 
  36    40    44:==========* 
  38    49    73:=============     * 
  40    81   102:=====================    * 
  42   100   125:=========================      * 
  44   112   138:============================      * 
  46   133   140:==================================* 
  48   214   134:=================================*==================== 
  50   122   122:==============================* 
  52   107   108:==========================* 
  54   104    92:======================*=== 
  56   102    77:===================*====== 
  58    66    63:===============*= 
  60    41    51:=========== * 
  62    18    41:=====     * 
  64    43    33:========*== 
  66    18    26:===== * 
  68    14    20:====* 
  70    11    16:===* 
  72    17    12:==*== 
  74     7    10:==* 
  76    10     8:=*= 
  78    11     6:=*= 
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  80    12     5:=*= 
  82     6     3:*= 
  84     7     3:*= 
  86     0     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.19850.00305; mu= 10.3840 0.157 
 mean_var=37.6900 8.941, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.208911 
 Kolmogorov-Smirnov  statistic: 0.0695 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.7    0.27 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.3     2.3 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.7     2.5 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.7     2.6 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.1     4.9 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.1       5 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.1       5 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.5       6 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.3     6.5 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.6     9.6 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.9      10 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.6      10 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.3      10 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.3      11 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.9      11 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.9      11 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.3      14 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.9      14 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.0      14 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   56 22.0      14 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   55 21.7      14 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   55 21.7      14 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.7      14 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.3      15 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.0      15 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.3      15 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.0      16 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   52 20.7      16 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.7      16 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.6      17 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.7      17 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.6      17 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 20.0      18 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   49 19.7      19 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.7      19 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.7      19 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   49 19.7      20 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   49 19.7      20 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.4      21 
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gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.7      21 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.1      22 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   55 21.7      22 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.7      23 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 19.0      24 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 19.0      24 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.4      25 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.7      25 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.5      30 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.5      30 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.5      30 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.7      31 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.7      31 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.7      31 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.7      31 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.0      32 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.4      34 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.7      34 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.8      36 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.2      36 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   50 20.1      37 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.8      38 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.2      39 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.8      42 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 19.1      42 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 19.1      42 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.8      43 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 19.8      44 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.5      45 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.5      45 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.5      45 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   45 18.5      45 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.8      46 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.8      46 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.5      47 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 19.8      48 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.9      49 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 19.9      50 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 19.9      51 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.5      51 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.5      51 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.8      52 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.2      56 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.9      56 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.9      56 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 15.1      60 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.5      63 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.5      63 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.9      66 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.5      68 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.5      68 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.9      68 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.5      68 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.5      71 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.5      72 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.2      72 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.9      73 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.9      73 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.9      76 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   42 17.5      79 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.9      83 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.9      83 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.6      84 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   42 17.6      86 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   42 17.6      86 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.2      87 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.2      87 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.2      90 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 18.9      90 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.3      96 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   39 16.6      97 
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gi|239735|gb|AAB20453.1| Car b I=major allergen [C (  40)   36 15.5      98 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.2      98 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.0      99 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   46 19.0      99 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   46 19.0      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 112.6  bits: 25.7 E(): 0.27 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (25-66:48-93) 
 
                     10        20        30           40        50  
2MEPSP       ATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
               60        70        80                 
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVE                 
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 96.0  bits: 22.3 E():  2.3 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (25-45:24-46) 
 
               10        20        30          40        50         
2MEPSP ATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSG 
                               :: ....  :  : :: :.. .:              
gi|166  ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAA 
                10        20        30        40        50          
 
       60        70        80                     
2MEPSP SISSQYLSALLMAAPLALGDVE                     
                                                  
gi|166 YVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
      60        70        80        90       100  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 95.2  bits: 23.7 E():  2.5 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (28-69:25-65) 
 
               10        20        30        40        50        60 
2MEPSP ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                  :..  . :. :     .:.::  :: : :.. : 
gi|275    EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSII 
                  10        20        30        40         50       
 
               70        80                                         
2MEPSP SSQYLSALLMAAPLALGDVE                                         
       : . .  .:                                                    
gi|275 SRSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSH 
         60        70        80        90       100       110       
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 95.1  bits: 22.7 E():  2.6 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (32-52:66-87) 
 
              10        20        30        40         50        60 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
               70        80                                 
2MEPSP SSQYLSALLMAAPLALGDVE                                 
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4002

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  37 init1:  37 opt:  57  Z-score: 90.1  bits: 22.1 E():  4.9 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (21-76:27-92) 
 
                     10        20        30              40         
2MEPSP       ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
            50        60         70        80                       
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVE                       
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.9  bits: 22.1 E():    5 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (65-80:9-24) 
 
           40        50        60        70        80               
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE               
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.9  bits: 22.1 E():    5 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (65-80:9-24) 
 
           40        50        60        70        80               
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE               
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 88.5  bits: 21.5 E():    6 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (32-52:66-87) 
 
              10        20        30        40         50        60 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
               70        80                                 
2MEPSP SSQYLSALLMAAPLALGDVE                                 
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 87.8  bits: 24.3 E():  6.5 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (13-49:943-974) 
 
                                 10        20        30        40   
2MEPSP                   ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
             50        60        70        80                       
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2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE                       
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.8  bits: 20.6 E():  9.6 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (18-34:98-114) 
 
                            10        20        30        40        
2MEPSP              ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.5  bits: 20.9 E():   10 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (32-53:66-88) 
 
              10        20        30        40         50        60 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
               70        80                                         
2MEPSP SSQYLSALLMAAPLALGDVE                                         
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 84.5  bits: 21.6 E():   10 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (18-63:106-145) 
 
                            10        20        30        40        
2MEPSP              ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
        50        60        70        80                            
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVE                            
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 84.2  bits: 22.3 E():   10 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (5-47:262-299) 
 
                                         10        20        30     
2MEPSP                           ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
           40        50        60        70        80               
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE               
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.0  bits: 22.3 E():   11 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (25-45:383-405) 
 
                     10        20        30          40        50   
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2MEPSP       ATYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
             60        70        80                     
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVE                     
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.7  bits: 19.9 E():   11 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (14-51:32-71) 
 
                                10        20        30          40  
2MEPSP                  ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
              50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
         :. ..:::                              
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK          
              70        80        90           
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.6  bits: 19.9 E():   11 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (14-51:33-72) 
 
                                10        20        30          40  
2MEPSP                  ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
              50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
         :. ..:::                              
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK          
             70        80        90            
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 82.2  bits: 21.3 E():   14 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (28-69:25-65) 
 
               10        20        30        40        50        60 
2MEPSP ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                  :..  . :. :   . .: ::   : . :.. : 
gi|145    EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSII 
                  10        20        30         40        50       
 
               70        80                                         
2MEPSP SSQYLSALLMAAPLALGDVE                                         
       : . .  .:                                                    
gi|145 SRSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSH 
         60        70        80        90       100       110       
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.0  bits: 19.9 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (14-51:58-97) 
 
                                10        20        30          40  
2MEPSP                  ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
              50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
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         :. ..:::                              
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK          
        90       100       110                 
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 81.9  bits: 22.0 E():   14 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (8-34:454-481) 
 
                                      10         20        30       
2MEPSP                        ATYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
         40        50        60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                                    
gi|424 IKKLFGLSH                                    
           490                                      
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 56; 45.8% identity (75.0% similar) in 24 aa overlap (56-77:247-270) 
 
          30        40        50        60        70          80    
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDVE    
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 81.8  bits: 21.7 E():   14 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (6-72:184-248) 
 
                                        10          20        30    
2MEPSP                          ATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
            40        50        60        70        80              
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE              
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|113 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|113 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 81.8  bits: 21.7 E():   14 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (6-72:184-248) 
 
                                        10          20        30    
2MEPSP                          ATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
            40        50        60        70        80              
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE              
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|166 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|166 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
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>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 81.7  bits: 21.7 E():   14 
Smith-Waterman score: 55; 27.5% identity (55.1% similar) in 69 aa overlap (6-72:185-249) 
 
                                        10          20        30    
2MEPSP                          ATYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
            40        50        60        70        80              
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE              
       :.     .    .:   ...: .:.   .:.  .::..:                      
gi|113 LSKASDGLLDITLG---SSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTD 
           220          230       240       250       260       270 
 
gi|113 HVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTG 
              280       290       300       310       320       330 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.6  bits: 20.3 E():   15 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (32-50:42-62) 
 
              10        20        30          40        50          
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
      60        70        80                                        
2MEPSP ISSQYLSALLMAAPLALGDVE                                        
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 81.4  bits: 21.0 E():   15 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (21-56:134-164) 
 
                         10        20        30        40        50 
2MEPSP           ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
               60        70        80                               
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVE                               
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.3  bits: 21.3 E():   15 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (20-52:174-206) 
 
                          10        20        30        40          
2MEPSP            ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
       50        60        70        80                             
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALGDVE                             
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 81.0  bits: 22.0 E():   16 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (6-38:341-374) 
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                                         10        20        30     
2MEPSP                          ATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
           40        50        60        70        80               
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE               
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 80.9  bits: 20.7 E():   16 
Smith-Waterman score: 52; 19.8% identity (51.9% similar) in 81 aa overlap (11-80:100-180) 
 
                                   10        20        30           
2MEPSP                     ATYVLDGVPRMRERPIGDLVVGLKQLGADVDC------FL 
                                     : :.   :..... ..  :..:      .: 
gi|609 KMTQTFAILRYLGRKYKLNGSNDHEEIRISMAEQQTKDMMAAMIRVCYDANCDKLKPDYL 
      70        80        90       100       110       120          
 
             40        50           60        70        80          
2MEPSP GT--DCPPVRVNGIGGLP---GGKVKLSGSISSQYLSALLMAAPLALGDVE          
        .  ::  .  . .:  :   :....       .::  . . .: ..:. :          
gi|609 KSLPDCLKLMSKFVGEHPFVAGANISYVDFYLYEYLCRVKVMVPEVFGQFENLKRYVERM 
     130       140       150       160       170       180          
 
gi|609 ESLPRVSDYIKKQQPKTFNAPTSKWNASYA 
     190       200       210          
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.7  bits: 20.7 E():   16 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (18-34:202-218) 
 
                            10        20        30        40        
2MEPSP              ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 80.6  bits: 19.6 E():   17 
Smith-Waterman score: 49; 24.1% identity (55.6% similar) in 54 aa overlap (27-80:48-99) 
 
                   10        20        30        40        50       
2MEPSP     ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
         60        70        80               
2MEPSP SGSISSQYLSALLMAAPLALGDVE               
       ::. ..   ::   ::: :  . :               
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.6  bits: 20.7 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (18-34:205-221) 
 
                            10        20        30        40        
2MEPSP              ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
        50        60        70        80 
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2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 80.3  bits: 19.6 E():   17 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (14-51:58-97) 
 
                                10        20        30          40  
2MEPSP                  ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
              50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
        .:. ..:::                              
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK          
        90       100       110                 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (7-49:104-146) 
 
                                       10        20             30  
2MEPSP                         ATYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
              40        50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
        : ..: :     ::::.                                
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH                  
            140           150       160                  
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (9-58:40-98) 
 
                                     10        20          30       
2MEPSP                       ATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|190 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                40        50        60        70        80          
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE          
                : : . :  :  :  .: .:                                
gi|190 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYPVEQ 
      70        80        90       100       110       120          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 79.4  bits: 21.7 E():   19 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (6-38:341-374) 
 
                                         10        20        30     
2MEPSP                          ATYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
           40        50        60        70        80               
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE               
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.3  bits: 19.7 E():   19 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (17-39:12-38) 
 
               10        20            30        40        50       
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2MEPSP ATYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                       :.:. : .:::.    :  :     ::                  
gi|144      IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGLTNAAD 
                    10        20        30        40        50      
 
         60        70        80                                     
2MEPSP SGSISSQYLSALLMAAPLALGDVE                                     
                                                                    
gi|144 YTRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRS 
          60        70        80        90       100       110      
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (9-58:40-98) 
 
                                     10        20          30       
2MEPSP                       ATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|105 HLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                40        50        60        70        80          
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE          
                : : . :  :  :  .: .:                                
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (9-58:40-98) 
 
                                     10        20          30       
2MEPSP                       ATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|100 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                40        50        60        70        80          
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE          
                : : . :  :  :  .: .:                                
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 78.6  bits: 21.4 E():   21 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (18-35:295-313) 
 
                            10        20         30        40       
2MEPSP              ATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
         50        60        70        80                           
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE                           
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.5  bits: 19.7 E():   21 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (45-52:119-126) 
 
           20        30        40        50        60        70     
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
           80 
2MEPSP ALGDVE 
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gi|144 EEVD   
      150     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.5  bits: 21.1 E():   22 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (41-58:167-184) 
 
               20        30        40        50        60        70 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
               80                                                   
2MEPSP AAPLALGDVE                                                   
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 78.5  bits: 21.7 E():   22 
Smith-Waterman score: 55; 45.8% identity (75.0% similar) in 24 aa overlap (56-77:378-401) 
 
          30        40        50        60        70          80    
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDVE    
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.9  bits: 20.7 E():   23 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (39-73:175-211) 
 
       10        20        30        40        50        60         
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
       70          80                                               
2MEPSP LMA--APLALGDVE                                               
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.0 E():   24 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (9-37:73-101) 
 
                                     10        20        30         
2MEPSP                       ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
       40        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                                  
gi|209 FAVLVKQ                                    
                                                  
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.0 E():   24 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (9-37:73-101) 
 
                                     10        20        30         
2MEPSP                       ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
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                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
       40        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                                  
gi|249 FAVLVKQ                                    
                                                  
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 77.4  bits: 19.4 E():   25 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (9-41:78-105) 
 
                                     10        20         30        
2MEPSP                       ATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
        40        50        60        70        80 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
       :: .                                        
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM    
             110       120       130       140     
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.2  bits: 18.7 E():   25 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (14-51:32-71) 
 
                                10        20        30          40  
2MEPSP                  ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
              50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
         :. ..:::                              
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK          
              70        80        90           
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.0  bits: 21.5 E():   30 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (12-52:55-104) 
 
                                  10        20             30       
2MEPSP                    ATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
             40        50        60        70        80             
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE             
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.0  bits: 21.5 E():   30 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (12-52:55-104) 
 
                                  10        20             30       
2MEPSP                    ATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
             40        50        60        70        80             
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE             
       .::     : :::  .. ::                                         
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gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.0  bits: 21.5 E():   30 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (12-52:55-104) 
 
                                  10        20             30       
2MEPSP                    ATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
             40        50        60        70        80             
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE             
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (17-31:93-107) 
 
                             10        20        30        40       
2MEPSP               ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
         50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (30-51:35-60) 
 
                10        20        30            40        50      
2MEPSP  ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
          60        70        80                           
2MEPSP LSGSISSQYLSALLMAAPLALGDVE                           
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (30-51:35-60) 
 
                10        20        30            40        50      
2MEPSP  ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
          60        70        80                           
2MEPSP LSGSISSQYLSALLMAAPLALGDVE                           
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (30-51:35-60) 
 
                10        20        30            40        50      
2MEPSP  ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
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gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
          60        70        80                           
2MEPSP LSGSISSQYLSALLMAAPLALGDVE                           
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.4  bits: 18.0 E():   32 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (32-41:38-47) 
 
              10        20        30        40        50        60  
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
              70        80 
2MEPSP SQYLSALLMAAPLALGDVE 
                           
gi|114 CNKNCT              
        70                 
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.9  bits: 19.4 E():   34 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (11-64:74-123) 
 
                                   10        20        30           
2MEPSP                     ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
      40        50        60        70        80                    
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE                    
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 18.7 E():   34 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (33-42:48-57) 
 
             10        20        30        40        50        60   
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
             70        80                                  
2MEPSP QYLSALLMAAPLALGDVE                                  
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (20-46:13-38) 
 
               10        20        30        40        50        60 
2MEPSP ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                          ..:. . . . .:  : : :   :::.               
gi|309        MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVARLI 
                      10         20        30        40        50   
 
               70        80                                         
2MEPSP SSQYLSALLMAAPLALGDVE                                         
                                                                    
gi|309 YPSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIA 
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             60        70        80        90       100       110   
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 74.4  bits: 21.2 E():   36 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (12-52:55-104) 
 
                                  10        20             30       
2MEPSP                    ATYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
             40        50        60        70        80             
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE             
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 74.1  bits: 20.1 E():   37 
Smith-Waterman score: 50; 29.3% identity (56.1% similar) in 41 aa overlap (7-47:102-133) 
 
                                       10        20        30       
2MEPSP                         ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                     :::.      :.... :.:.. :.: .    
gi|144 RGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNEDLDKMT-- 
              80        90       100            110       120       
 
         40        50        60        70        80                 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE                 
         :    .:::                                                  
gi|144 --PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEATKKF 
            130       140       150       160       170       180   
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.1  bits: 19.8 E():   38 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (17-58:235-275) 
 
                             10        20        30        40       
2MEPSP               ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
         50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
       :.   :  : .:                       
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR      
           270       280       290        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 73.7  bits: 20.2 E():   39 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (15-47:319-348) 
 
                               10        20        30         40    
2MEPSP                 ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
            50        60        70        80           
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE           
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (3-38:40-74) 
 
                                           10        20        30   
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2MEPSP                             ATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
             40        50        60        70        80             
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE             
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.3  bits: 19.1 E():   42 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (11-64:74-123) 
 
                                   10        20        30           
2MEPSP                     ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
      40        50        60        70        80                    
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE                    
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.3  bits: 19.1 E():   42 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (11-64:74-123) 
 
                                   10        20        30           
2MEPSP                     ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
      40        50        60        70        80                    
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE                    
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (3-38:47-81) 
 
                                           10        20        30   
2MEPSP                             ATYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
             40        50        60        70        80             
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE             
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.8  bits: 19.8 E():   44 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (40-76:244-280) 
 
      10        20        30        40         50        60         
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
       70         80                                                
2MEPSP LMA-APLALGDVE                                                
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       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (39-78:136-175) 
 
       10        20        30        40        50        60         
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
       70        80                                                 
2MEPSP LMAAPLALGDVE                                                 
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (39-78:137-176) 
 
       10        20        30        40        50        60         
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
       70        80                                                 
2MEPSP LMAAPLALGDVE                                                 
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (39-78:140-179) 
 
       10        20        30        40        50        60         
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
       70        80                                                 
2MEPSP LMAAPLALGDVE                                                 
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.6  bits: 18.5 E():   45 
Smith-Waterman score: 45; 30.2% identity (49.1% similar) in 53 aa overlap (7-58:49-98) 
 
                                       10        20         30      
2MEPSP                         ATYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLG 
                                     :. .  :.: : :. .::   :.    . : 
gi|100 NLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEP-GHLAPTGLFLGGTKYMVIQG 
       20        30        40        50         60        70        
 
          40        50        60        70        80                
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE                
          : : . :  :  :  .: .:                                      
gi|100 E--PGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSH 
          80        90       100       110       120       130      
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.6  bits: 18.8 E():   46 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (8-32:59-82) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4017

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
                                      10        20        30        
2MEPSP                        ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
        40        50        60        70        80                  
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE                  
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.6  bits: 18.8 E():   46 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (8-32:59-82) 
 
                                      10        20        30        
2MEPSP                        ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
        40        50        60        70        80                  
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE                  
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.4  bits: 19.5 E():   47 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (39-78:151-190) 
 
       10        20        30        40        50        60         
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
       70        80                                                 
2MEPSP LMAAPLALGDVE                                                 
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.2  bits: 19.8 E():   48 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (52-76:221-245) 
 
              30        40        50        60        70        80  
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE  
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.0  bits: 19.9 E():   49 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (5-34:361-385) 
 
                                         10        20        30     
2MEPSP                           ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
           40        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
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gi|284 ELIRSLFGLP                                     
         390                                          
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.9  bits: 19.9 E():   50 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (17-58:336-376) 
 
                             10        20        30        40       
2MEPSP               ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
         50        60        70        80       
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE       
       :.   :  : .:                             
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY 
          370       380       390       400     
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.7  bits: 19.9 E():   51 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (17-58:339-379) 
 
                             10        20        30        40       
2MEPSP               ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
         50        60        70        80            
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE            
       :.   :  : .:                                  
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK 
       370       380       390       400       410   
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 17.5 E():   51 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (58-79:54-75) 
 
        30        40        50        60        70        80    
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE    
                                     :.:: : .. .  : :  . ::     
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF 
            30        40        50        60        70          
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 17.5 E():   51 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (58-79:54-75) 
 
        30        40        50        60        70        80    
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE    
                                     :.:: : .. .  : :  . ::     
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF 
            30        40        50        60        70          
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.5  bits: 18.8 E():   52 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (11-64:79-128) 
 
                                   10        20        30           
2MEPSP                     ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
      40        50        60        70        80                    
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE                    
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
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>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (39-72:146-179) 
 
       10        20        30        40        50        60         
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
       70        80                                                 
2MEPSP LMAAPLALGDVE                                                 
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (11-64:97-146) 
 
                                   10        20        30           
2MEPSP                     ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
      40        50        60        70        80                    
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE                    
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (11-64:97-146) 
 
                                   10        20        30           
2MEPSP                     ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
      40        50        60        70        80                    
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE                    
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.3  bits: 15.1 E():   60 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (37-50:5-18) 
 
         10        20        30        40        50        60       
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     :: :   . :  ::                 
gi|244                           IGNEDCTPWMSTLITPLP                 
                                         10                         
 
         70        80 
2MEPSP ALLMAAPLALGDVE 
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.0  bits: 18.5 E():   63 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (11-64:74-123) 
 
                                   10        20        30           
2MEPSP                     ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
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      40        50        60        70        80                    
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE                    
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 70.0  bits: 18.5 E():   63 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (11-64:74-123) 
 
                                   10        20        30           
2MEPSP                     ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
      40        50        60        70        80                    
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE                    
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (5-34:240-264) 
 
                                         10        20        30     
2MEPSP                           ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
           40        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                                      
gi|225 ELIRSWFGLP                                     
          270                                         
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.4  bits: 17.5 E():   68 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (27-59:48-83) 
 
                   10        20        30           40        50    
2MEPSP     ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
            60        70        80      
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVE      
       .  .:.                           
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.4  bits: 17.5 E():   68 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (27-59:48-83) 
 
                   10        20        30           40        50    
2MEPSP     ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
            60        70        80      
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVE      
       .  .:.                           
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        80        90       100          
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (13-31:40-58) 
 
                                 10        20        30        40   
2MEPSP                   ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
             50        60        70        80                       
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE                       
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 17.5 E():   68 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (48-56:36-44) 
 
        20        30        40        50        60        70        
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
        80                                           
2MEPSP DVE                                           
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.0  bits: 17.5 E():   71 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (30-51:35-60) 
 
                10        20        30            40        50      
2MEPSP  ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
          60        70        80                           
2MEPSP LSGSISSQYLSALLMAAPLALGDVE                           
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.5 E():   72 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (39-51:48-60) 
 
       10        20        30        40        50        60         
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
       70        80                            
2MEPSP LMAAPLALGDVE                            
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.0  bits: 19.2 E():   72 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (48-67:271-290) 
 
        20        30        40        50        60        70        
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4022

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

              250       260       270       280       290       300 
 
        80                                                          
2MEPSP DVE                                                          
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (27-63:49-85) 
 
                   10        20        30        40        50       
2MEPSP     ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
         60        70        80                                     
2MEPSP SGSISSQYLSALLMAAPLALGDVE                                     
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (20-39:84-104) 
 
                          10        20         30        40         
2MEPSP            ATYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
       50        60        70        80       
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVE       
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (43-64:45-65) 
 
             20        30        40        50        60        70   
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
             80                                                     
2MEPSP PLALGDVE                                                     
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 42; 19.4% identity (46.8% similar) in 62 aa overlap (6-58:37-98) 
 
                                        10        20          30    
2MEPSP                          ATYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCF 
                                     .. :... . .. ..  . . :  : .  : 
gi|264 VDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTLAPTGLF 
         10        20        30        40        50        60       
 
                   40        50        60        70        80       
2MEPSP LG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE       
       .:          : : . :  :  :  .: .:                             
gi|264 VGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYL 
         70        80        90       100       110       120       

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4023

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
gi|264 IEQGF 
        130  
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.9 E():   83 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (16-32:7-23) 
 
               10        20        30        40        50        60 
2MEPSP ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                      :  : .:.:.: : .::                             
gi|115          MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGATLL 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP SSQYLSALLMAAPLALGDVE                                         
                                                                    
gi|115 DVIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQTDKHPNKDFGDVNSFV 
              60        70        80        90       100       110  
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.9 E():   83 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (16-32:7-23) 
 
               10        20        30        40        50        60 
2MEPSP ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                      :  : .:.:.: : .::                             
gi|274          MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLGATLL 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP SSQYLSALLMAAPLALGDVE                                         
                                                                    
gi|274 DVIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQTDKHPNKDFGDVNTFV 
              60        70        80        90       100       110  
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (51-74:30-54) 
 
               30        40        50         60        70          
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDV 
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
      80                                                            
2MEPSP E                                                            
                                                                    
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (44-74:64-97) 
 
            20        30        40           50        60        70 
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
               80                                          
2MEPSP AAPLALGDVE                                          
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (44-74:64-97) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4024

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
            20        30        40           50        60        70 
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
               80                                          
2MEPSP AAPLALGDVE                                          
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (20-51:58-95) 
 
                          10        20            30          40    
2MEPSP            ATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
            50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
       :. .::::                              
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK          
        90       100       110               
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (20-51:58-95) 
 
                          10        20            30          40    
2MEPSP            ATYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
            50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
       :. .::::                              
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK          
        90       100       110               
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.2  bits: 17.2 E():   90 
Smith-Waterman score: 47; 24.4% identity (51.2% similar) in 41 aa overlap (15-49:22-62) 
 
                      10        20        30              40        
2MEPSP        ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG------TDCPPVRVNGIG 
                            :... :.   :....:   .:         ::   ::.  
gi|209 MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK 
               10        20        30        40        50        60 
 
        50        60        70        80                           
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVE                           
       .:                                                          
gi|209 SLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAVK 
               70        80        90       100       110          
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (18-34:181-197) 
 
                            10        20        30        40        
2MEPSP              ATYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
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        50        60        70        80                            
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVE                            
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (39-78:124-163) 
 
       10        20        30        40        50        60         
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
       70        80                                                 
2MEPSP LMAAPLALGDVE                                                 
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 16.6 E():   97 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (57-76:6-25) 
 
         30        40        50        60        70        80       
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE       
                                     :. .. :.:  :.  ::. :           
gi|453                          RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPV 
                                        10        20        30      
 
gi|453 AHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
          40        50        60        70        80  
 
>>gi|239735|gb|AAB20453.1| Car b I=major allergen [Carpi  (40 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.5  bits: 15.5 E():   98 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (2-16:21-38) 
 
                                     10        20        30         
2MEPSP                    ATYVLDG---VPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                           .:::::   .:..  . :                       
gi|239 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAIXK                     
               10        20        30        40                     
 
       40        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.2 E():   98 
Smith-Waterman score: 41; 32.1% identity (60.7% similar) in 28 aa overlap (20-44:91-118) 
 
                          10        20         30          40       
2MEPSP            ATYVLDGVPRMRERPIGDLVVGLK-QLGADVD--CFLGTDCPPVRVNGI 
                                     . :.: .: :.:   : . :  ::. ..   
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
         50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                          
gi|249 CSKIQSTIFRGYY                      
              130                         
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.4  bits: 19.0 E():   99 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (48-78:391-423) 
 
        20        30        40        50        60          70      
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
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gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
          80              
2MEPSP LGDVE              
       :::                
gi|144 LGDNAVYAGNNFRTAVNL 
              430         
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.4  bits: 19.0 E():   99 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (48-78:393-425) 
 
        20        30        40        50        60          70      
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
          80              
2MEPSP LGDVE              
       :::                
gi|601 LGDKAVYAGDNFRTAINL 
            430       440 
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.4  bits: 19.0 E():   99 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (48-78:393-425) 
 
        20        30        40        50        60          70      
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
          80              
2MEPSP LGDVE              
       :::                
gi|467 LGDKRLYAGDNFRTAINL 
            430       440 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:37 2011 done: Tue Apr 19 10:57:37 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 120  - 199 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32    12     8:=*= 
  34    38    22:=====*==== 
  36    36    44:========= * 
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  38    47    73:============      * 
  40    76   102:===================      * 
  42    97   125:=========================      * 
  44   109   138:============================      * 
  46   130   140:================================= * 
  48   214   134:=================================*==================== 
  50   127   122:==============================*= 
  52   116   108:==========================*== 
  54    95    92:======================*= 
  56   114    77:===================*========= 
  58    57    63:===============* 
  60    40    51:==========  * 
  62    23    41:======    * 
  64    38    33:========*= 
  66    18    26:===== * 
  68    13    20:====* 
  70    13    16:===* 
  72    15    12:==*= 
  74     7    10:==* 
  76    10     8:=*= 
  78    12     6:=*= 
  80    12     5:=*= 
  82     5     3:*= 
  84     6     3:*= 
  86     0     2:* 
  88     4     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.19490.00308; mu= 10.4919 0.158 
 mean_var=38.1526 9.160, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.207641 
 Kolmogorov-Smirnov  statistic: 0.0728 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.6    0.29 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.2     2.4 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.6     2.7 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.6     2.7 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.1     5.1 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.1     5.3 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.1     5.3 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.4     6.3 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.2     6.8 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.5      10 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.8      10 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.5      11 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.2      11 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.2      11 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.8      12 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.8      12 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.2      14 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.9      15 
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gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 21.9      15 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.6      15 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   56 21.9      15 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   55 21.6      15 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   55 21.6      15 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.2      15 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.9      16 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.3      16 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.0      16 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   52 20.6      16 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.6      17 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.6      17 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.6      17 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.6      18 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 19.9      19 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   49 19.6      20 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.7      20 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.6      20 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   49 19.6      20 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   49 19.6      21 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.3      22 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.6      22 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.0      22 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   55 21.7      22 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.7      24 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 19.0      25 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 19.0      25 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.3      26 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.6      27 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.4      31 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.4      31 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.4      31 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.7      32 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.7      32 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.7      32 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.7      32 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.0      33 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.4      35 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.7      36 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.7      37 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.1      38 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   50 20.1      39 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.7      39 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.1      41 
gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.7      43 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 19.1      43 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 19.1      43 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.7      44 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   49 19.8      45 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 19.8      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.4      46 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.4      46 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.4      47 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   45 18.4      47 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.8      47 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.8      47 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.4      48 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 19.8      50 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.8      51 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 19.8      52 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 19.8      53 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.4      53 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.4      53 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.8      54 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.1      58 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.8      58 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.8      58 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 15.0      63 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.5      65 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.5      65 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.8      68 
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gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.5      70 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.5      70 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.8      70 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.5      71 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.5      73 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.2      74 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.5      74 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.8      76 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.8      76 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.8      79 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   42 17.5      82 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.9      85 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.9      85 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.5      87 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   42 17.5      89 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   42 17.5      89 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.2      90 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.2      90 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.2      92 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 18.9      93 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.2      99 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   39 16.5   1e 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 112.0  bits: 25.6 E(): 0.29 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (24-65:48-93) 
 
                      10        20        30           40        50 
2MEPSP        TYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
                60        70        80                
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEI                
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 95.6  bits: 22.2 E():  2.4 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (24-44:24-46) 
 
               10        20        30          40        50         
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
       60        70        80                    
2MEPSP ISSQYLSALLMAAPLALGDVEI                    
                                                 
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               70        80        90       100  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 94.8  bits: 23.6 E():  2.7 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (27-68:25-65) 
 
               10        20        30        40        50        60 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                 :..  . :. :     .:.::  :: : :.. :: 
gi|275   EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIIS 
                 10        20        30        40         50        
 
               70        80                                         
2MEPSP SQYLSALLMAAPLALGDVEI                                         
        . .  .:                                                     
gi|275 RSTFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHA 
        60        70        80        90       100       110        
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>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 94.6  bits: 22.6 E():  2.7 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (31-51:66-87) 
 
               10        20        30        40         50          
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
      60        70        80                                
2MEPSP SSQYLSALLMAAPLALGDVEI                                
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 89.7  bits: 22.1 E():  5.1 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (20-75:27-92) 
 
                      10        20        30                40      
2MEPSP        TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
             50         60        70        80                      
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEI                      
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.5  bits: 22.1 E():  5.3 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (64-79:9-24) 
 
            40        50        60        70        80              
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI              
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.5  bits: 22.1 E():  5.3 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (64-79:9-24) 
 
            40        50        60        70        80              
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI              
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 88.2  bits: 21.4 E():  6.3 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (31-51:66-87) 
 
               10        20        30        40         50          
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
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      60        70        80                                
2MEPSP SSQYLSALLMAAPLALGDVEI                                
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 87.5  bits: 24.2 E():  6.8 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (12-48:943-974) 
 
                                  10        20        30        40  
2MEPSP                    TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
              50        60        70        80                      
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI                      
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.5  bits: 20.5 E():   10 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (17-33:98-114) 
 
                             10        20        30        40       
2MEPSP               TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
         50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.2  bits: 20.8 E():   10 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (31-52:66-88) 
 
               10        20        30        40         50          
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
      60        70        80                                        
2MEPSP SSQYLSALLMAAPLALGDVEI                                        
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 84.1  bits: 21.5 E():   11 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (17-62:106-145) 
 
                             10        20        30        40       
2MEPSP               TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
         50        60        70        80                           
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI                           
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 83.9  bits: 22.2 E():   11 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (4-46:262-299) 
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                                          10        20        30    
2MEPSP                            TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
            40        50        60        70        80              
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI              
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 83.7  bits: 22.2 E():   11 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (24-44:383-405) 
 
                      10        20        30          40        50  
2MEPSP        TYVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
              60        70        80                    
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEI                    
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.3  bits: 19.8 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (13-50:32-71) 
 
                                 10        20        30          40 
2MEPSP                   TYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
               50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
         :. ..:::                               
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK           
              70        80        90            
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.3  bits: 19.8 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (13-50:33-72) 
 
                                 10        20        30          40 
2MEPSP                   TYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
               50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
         :. ..:::                               
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK           
             70        80        90             
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 81.8  bits: 21.2 E():   14 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (27-68:25-65) 
 
               10        20        30        40        50        60 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                 :..  . :. :   . .: ::   : . :.. :: 
gi|145   EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIIS 
                 10        20        30         40        50        
 
               70        80                                         
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2MEPSP SQYLSALLMAAPLALGDVEI                                         
        . .  .:                                                     
gi|145 RSTFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHA 
        60        70        80        90       100       110        
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.6  bits: 19.9 E():   15 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (13-50:58-97) 
 
                                 10        20        30          40 
2MEPSP                   TYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
               50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
         :. ..:::                               
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK           
        90       100       110                  
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 81.6  bits: 21.9 E():   15 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (7-33:454-481) 
 
                                       10         20        30      
2MEPSP                         TYVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
          40        50        60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                                     
gi|424 IKKLFGLSH                                     
           490                                       
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 81.4  bits: 21.6 E():   15 
Smith-Waterman score: 55; 27.5% identity (55.1% similar) in 69 aa overlap (5-71:185-249) 
 
                                         10          20        30   
2MEPSP                           TYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
             40        50        60        70        80             
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI             
       :.     .    .:   ...: .:.   .:.  .::..:                      
gi|113 LSKASDGLLDITLG---SSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTD 
           220          230       240       250       260       270 
 
gi|113 HVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTG 
              280       290       300       310       320       330 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 81.4  bits: 21.9 E():   15 
Smith-Waterman score: 56; 45.8% identity (75.0% similar) in 24 aa overlap (55-76:247-270) 
 
           30        40        50        60          70        80   
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDVEI   
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 81.4  bits: 21.6 E():   15 
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Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (5-71:184-248) 
 
                                         10          20        30   
2MEPSP                           TYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
             40        50        60        70        80             
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI             
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|113 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|113 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 81.4  bits: 21.6 E():   15 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (5-71:184-248) 
 
                                         10          20        30   
2MEPSP                           TYVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
             40        50        60        70        80             
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI             
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|166 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|166 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.2  bits: 20.2 E():   15 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (31-49:42-62) 
 
               10        20        30          40        50         
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
       60        70        80                                       
2MEPSP ISSQYLSALLMAAPLALGDVEI                                       
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 81.0  bits: 20.9 E():   16 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (20-55:134-164) 
 
                          10        20        30        40          
2MEPSP            TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
      50        60        70        80                              
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEI                              
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.0  bits: 21.3 E():   16 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (19-51:174-206) 
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                           10        20        30        40         
2MEPSP             TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
        50        60        70        80                            
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALGDVEI                            
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 80.7  bits: 22.0 E():   16 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (5-37:341-374) 
 
                                          10        20        30    
2MEPSP                           TYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
            40        50        60        70        80              
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI              
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 80.6  bits: 20.6 E():   16 
Smith-Waterman score: 52; 19.8% identity (51.9% similar) in 81 aa overlap (10-79:100-180) 
 
                                    10        20        30          
2MEPSP                      TYVLDGVPRMRERPIGDLVVGLKQLGADVDC------FL 
                                     : :.   :..... ..  :..:      .: 
gi|609 KMTQTFAILRYLGRKYKLNGSNDHEEIRISMAEQQTKDMMAAMIRVCYDANCDKLKPDYL 
      70        80        90       100       110       120          
 
              40           50        60        70        80         
2MEPSP GT--DCPPVRVNGIGGLP---GGKVKLSGSISSQYLSALLMAAPLALGDVEI         
        .  ::  .  . .:  :   :....       .::  . . .: ..:. :          
gi|609 KSLPDCLKLMSKFVGEHPFVAGANISYVDFYLYEYLCRVKVMVPEVFGQFENLKRYVERM 
     130       140       150       160       170       180          
 
gi|609 ESLPRVSDYIKKQQPKTFNAPTSKWNASYA 
     190       200       210          
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.3  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (17-33:202-218) 
 
                             10        20        30        40       
2MEPSP               TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
         50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.2  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (17-33:205-221) 
 
                             10        20        30        40       
2MEPSP               TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
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         50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 80.2  bits: 19.6 E():   17 
Smith-Waterman score: 49; 24.1% identity (55.6% similar) in 54 aa overlap (26-79:48-99) 
 
                    10        20        30        40        50      
2MEPSP      TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
          60        70        80              
2MEPSP SGSISSQYLSALLMAAPLALGDVEI              
       ::. ..   ::   ::: :  . :               
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 80.0  bits: 19.6 E():   18 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (13-50:58-97) 
 
                                 10        20        30          40 
2MEPSP                   TYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
               50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
        .:. ..:::                               
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK           
        90       100       110                  
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (6-48:104-146) 
 
                                        10        20             30 
2MEPSP                          TYVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
               40        50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
        : ..: :     ::::.                                 
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH                   
            140           150       160                   
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (8-57:40-98) 
 
                                      10        20          30      
2MEPSP                        TYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|190 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                 40        50        60        70        80         
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI         
                : : . :  :  :  .: .:                                
gi|190 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYPVEQ 
      70        80        90       100       110       120          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 79.1  bits: 21.7 E():   20 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (5-37:341-374) 
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                                          10        20        30    
2MEPSP                           TYVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
            40        50        60        70        80              
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI              
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.0  bits: 19.6 E():   20 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (16-38:12-38) 
 
               10        20            30        40        50       
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLPGGKVKLS 
                      :.:. : .:::.    :  :     ::                   
gi|144     IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGLTNAADY 
                   10        20        30        40        50       
 
         60        70        80                                     
2MEPSP GSISSQYLSALLMAAPLALGDVEI                                     
                                                                    
gi|144 TRLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSK 
         60        70        80        90       100       110       
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.9  bits: 19.6 E():   20 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (8-57:40-98) 
 
                                      10        20          30      
2MEPSP                        TYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|105 HLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                 40        50        60        70        80         
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI         
                : : . :  :  :  .: .:                                
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (8-57:40-98) 
 
                                      10        20          30      
2MEPSP                        TYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|100 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                 40        50        60        70        80         
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI         
                : : . :  :  :  .: .:                                
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 78.3  bits: 21.3 E():   22 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (17-34:295-313) 
 
                             10        20         30        40      
2MEPSP               TYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
          50        60        70        80                          
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2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI                          
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (44-51:119-126) 
 
            20        30        40        50        60        70    
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
            80 
2MEPSP ALGDVEI 
               
gi|144 EEVD    
      150      
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.2  bits: 21.0 E():   22 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (40-57:167-184) 
 
      10        20        30        40        50        60          
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
      70        80                                                  
2MEPSP AAPLALGDVEI                                                  
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 78.1  bits: 21.7 E():   22 
Smith-Waterman score: 55; 45.8% identity (75.0% similar) in 24 aa overlap (55-76:378-401) 
 
           30        40        50        60          70        80   
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDVEI   
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.6  bits: 20.7 E():   24 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (38-72:175-211) 
 
        10        20        30        40        50        60        
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
        70          80                                              
2MEPSP LMA--APLALGDVEI                                              
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (8-36:73-101) 
 
                                      10        20        30        
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2MEPSP                        TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
        40        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                                   
gi|209 FAVLVKQ                                     
                                                   
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (8-36:73-101) 
 
                                      10        20        30        
2MEPSP                        TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
        40        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                                   
gi|249 FAVLVKQ                                     
                                                   
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 77.1  bits: 19.3 E():   26 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (8-40:78-105) 
 
                                      10         20        30       
2MEPSP                        TYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
         40        50        60        70        80 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
       :: .                                         
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM     
             110       120       130       140      
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.9  bits: 18.6 E():   27 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (13-50:32-71) 
 
                                 10        20        30          40 
2MEPSP                   TYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
               50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
         :. ..:::                               
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK           
              70        80        90            
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.7  bits: 21.4 E():   31 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (11-51:55-104) 
 
                                   10        20             30      
2MEPSP                     TYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
              40        50        60        70        80            
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI            
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       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.7  bits: 21.4 E():   31 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (11-51:55-104) 
 
                                   10        20             30      
2MEPSP                     TYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
              40        50        60        70        80            
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI            
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.7  bits: 21.4 E():   31 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (11-51:55-104) 
 
                                   10        20             30      
2MEPSP                     TYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
              40        50        60        70        80            
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI            
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 18.7 E():   32 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (16-30:93-107) 
 
                              10        20        30        40      
2MEPSP                TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
          50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.3  bits: 18.7 E():   32 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (29-50:35-60) 
 
                 10        20        30            40        50     
2MEPSP   TYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
           60        70        80                          
2MEPSP LSGSISSQYLSALLMAAPLALGDVEI                          
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.3  bits: 18.7 E():   32 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (29-50:35-60) 
 
                 10        20        30            40        50     
2MEPSP   TYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4041

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
           60        70        80                          
2MEPSP LSGSISSQYLSALLMAAPLALGDVEI                          
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.3  bits: 18.7 E():   32 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (29-50:35-60) 
 
                 10        20        30            40        50     
2MEPSP   TYVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
           60        70        80                          
2MEPSP LSGSISSQYLSALLMAAPLALGDVEI                          
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.1  bits: 18.0 E():   33 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (31-40:38-47) 
 
               10        20        30        40        50        60 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
               70        80 
2MEPSP SQYLSALLMAAPLALGDVEI 
                            
gi|114 CNKNCT               
        70                  
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.6  bits: 19.4 E():   35 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (10-63:74-123) 
 
                                    10        20        30          
2MEPSP                      TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
       40        50        60        70        80                   
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI                   
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (32-41:48-57) 
 
              10        20        30        40        50        60  
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
              70        80                                 
2MEPSP QYLSALLMAAPLALGDVEI                                 
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gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.1  bits: 19.7 E():   37 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (19-45:13-38) 
 
               10        20        30        40        50        60 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                         ..:. . . . .:  : : :   :::.                
gi|309       MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVARLIY 
                     10         20        30        40        50    
 
               70        80                                         
2MEPSP SQYLSALLMAAPLALGDVEI                                         
                                                                    
gi|309 PSPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAE 
            60        70        80        90       100       110    
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 74.1  bits: 21.1 E():   38 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (11-51:55-104) 
 
                                   10        20             30      
2MEPSP                     TYVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
              40        50        60        70        80            
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI            
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 50; 29.3% identity (56.1% similar) in 41 aa overlap (6-46:102-133) 
 
                                        10        20        30      
2MEPSP                          TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                     :::.      :.... :.:.. :.: .    
gi|144 RGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNEDLDKMT-- 
              80        90       100            110       120       
 
          40        50        60        70        80                
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI                
         :    .:::                                                  
gi|144 --PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEATKKF 
            130       140       150       160       170       180   
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.8  bits: 19.7 E():   39 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (16-57:235-275) 
 
                              10        20        30        40      
2MEPSP                TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
          50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
       :.   :  : .:                        
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR       
           270       280       290         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 73.4  bits: 20.1 E():   41 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (14-46:319-348) 
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                                10        20        30         40   
2MEPSP                  TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
             50        60        70        80          
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI          
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (2-37:40-74) 
 
                                            10        20        30  
2MEPSP                              TYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
              40        50        60        70        80            
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI            
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.0  bits: 19.1 E():   43 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (10-63:74-123) 
 
                                    10        20        30          
2MEPSP                      TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
       40        50        60        70        80                   
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI                   
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.0  bits: 19.1 E():   43 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (10-63:74-123) 
 
                                    10        20        30          
2MEPSP                      TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
       40        50        60        70        80                   
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI                   
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (2-37:47-81) 
 
                                            10        20        30  
2MEPSP                              TYVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
              40        50        60        70        80            
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2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI            
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.7  bits: 19.8 E():   45 
Smith-Waterman score: 49; 40.0% identity (66.7% similar) in 30 aa overlap (52-80:105-134) 
 
              30        40        50        60         70        80 
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.6  bits: 19.8 E():   46 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (39-75:244-280) 
 
       10        20        30        40         50        60        
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
        70         80                                               
2MEPSP LMA-APLALGDVEI                                               
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (38-77:136-175) 
 
        10        20        30        40        50        60        
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
        70        80                                                
2MEPSP LMAAPLALGDVEI                                                
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.4  bits: 19.4 E():   46 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (38-77:137-176) 
 
        10        20        30        40        50        60        
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
        70        80                                                
2MEPSP LMAAPLALGDVEI                                                
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (38-77:140-179) 
 
        10        20        30        40        50        60        
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2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
        70        80                                                
2MEPSP LMAAPLALGDVEI                                                
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.3  bits: 18.4 E():   47 
Smith-Waterman score: 45; 30.2% identity (49.1% similar) in 53 aa overlap (6-57:49-98) 
 
                                        10         20        30     
2MEPSP                          TYVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLG 
                                     :. .  :.: : :. .::   :.    . : 
gi|100 NLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEP-GHLAPTGLFLGGTKYMVIQG 
       20        30        40        50         60        70        
 
           40        50        60        70        80               
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI               
          : : . :  :  :  .: .:                                      
gi|100 E--PGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSH 
          80        90       100       110       120       130      
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.3  bits: 18.8 E():   47 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (7-31:59-82) 
 
                                       10        20        30       
2MEPSP                         TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
         40        50        60        70        80                 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI                 
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.3  bits: 18.8 E():   47 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (7-31:59-82) 
 
                                       10        20        30       
2MEPSP                         TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
         40        50        60        70        80                 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI                 
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.1  bits: 19.4 E():   48 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (38-77:151-190) 
 
        10        20        30        40        50        60        
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
        70        80                                                
2MEPSP LMAAPLALGDVEI                                                
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         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.9  bits: 19.8 E():   50 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (51-75:221-245) 
 
               30        40        50        60        70        80 
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (4-33:361-385) 
 
                                          10        20        30    
2MEPSP                            TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
            40        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                                       
gi|284 ELIRSLFGLP                                      
         390                                           
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.6  bits: 19.8 E():   52 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (16-57:336-376) 
 
                              10        20        30        40      
2MEPSP                TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
          50        60        70        80      
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI      
       :.   :  : .:                             
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY 
          370       380       390       400     
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.5  bits: 19.8 E():   53 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (16-57:339-379) 
 
                              10        20        30        40      
2MEPSP                TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
          50        60        70        80           
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI           
       :.   :  : .:                                  
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK 
       370       380       390       400       410   
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 17.4 E():   53 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (57-78:54-75) 
 
         30        40        50        60        70        80   
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI   
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                                     :.:: : .. .  : :  . ::     
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF 
            30        40        50        60        70          
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 17.4 E():   53 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (57-78:54-75) 
 
         30        40        50        60        70        80   
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI   
                                     :.:: : .. .  : :  . ::     
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF 
            30        40        50        60        70          
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (10-63:79-128) 
 
                                    10        20        30          
2MEPSP                      TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
       40        50        60        70        80                   
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI                   
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (38-71:146-179) 
 
        10        20        30        40        50        60        
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
        70        80                                                
2MEPSP LMAAPLALGDVEI                                                
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.6  bits: 18.8 E():   58 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (10-63:97-146) 
 
                                    10        20        30          
2MEPSP                      TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
       40        50        60        70        80                   
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI                   
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.6  bits: 18.8 E():   58 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (10-63:97-146) 
 
                                    10        20        30          
2MEPSP                      TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
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       40        50        60        70        80                   
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI                   
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.0  bits: 15.0 E():   63 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (36-49:5-18) 
 
          10        20        30        40        50        60      
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     :: :   . :  ::                 
gi|244                           IGNEDCTPWMSTLITPLP                 
                                         10                         
 
          70        80 
2MEPSP ALLMAAPLALGDVEI 
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.7  bits: 18.5 E():   65 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (10-63:74-123) 
 
                                    10        20        30          
2MEPSP                      TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
       40        50        60        70        80                   
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI                   
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.7  bits: 18.5 E():   65 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (10-63:74-123) 
 
                                    10        20        30          
2MEPSP                      TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
       40        50        60        70        80                   
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI                   
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (4-33:240-264) 
 
                                          10        20        30    
2MEPSP                            TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
            40        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                                       
gi|225 ELIRSWFGLP                                      
          270                                          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.1  bits: 17.5 E():   70 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (26-58:48-83) 
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                    10        20        30           40        50   
2MEPSP      TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
             60        70        80     
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEI     
       .  .:.                           
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.1  bits: 17.5 E():   70 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (26-58:48-83) 
 
                    10        20        30           40        50   
2MEPSP      TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
             60        70        80     
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEI     
       .  .:.                           
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        80        90       100          
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (12-30:40-58) 
 
                                  10        20        30        40  
2MEPSP                    TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
              50        60        70        80                      
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI                      
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.5 E():   71 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (47-55:36-44) 
 
         20        30        40        50        60        70       
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
         80                                          
2MEPSP DVEI                                          
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.8  bits: 17.5 E():   73 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (29-50:35-60) 
 
                 10        20        30            40        50     
2MEPSP   TYVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
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           60        70        80                          
2MEPSP LSGSISSQYLSALLMAAPLALGDVEI                          
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (47-66:271-290) 
 
         20        30        40        50        60        70       
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
         80                                                         
2MEPSP DVEI                                                         
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.5 E():   74 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (38-50:48-60) 
 
        10        20        30        40        50        60        
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
        70        80                           
2MEPSP LMAAPLALGDVEI                           
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.8 E():   76 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (26-62:49-85) 
 
                    10        20        30        40        50      
2MEPSP      TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
          60        70        80                                    
2MEPSP SGSISSQYLSALLMAAPLALGDVEI                                    
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.6  bits: 17.8 E():   76 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (19-38:84-104) 
 
                           10        20         30        40        
2MEPSP             TYVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
        50        60        70        80      
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEI      
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
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 initn:  38 init1:  38 opt:  43  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (42-63:45-65) 
 
              20        30        40        50        60        70  
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
              80                                                    
2MEPSP PLALGDVEI                                                    
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 19.4% identity (46.8% similar) in 62 aa overlap (5-57:37-98) 
 
                                         10        20          30   
2MEPSP                           TYVLDGVPRMRERPIGDLVVGLKQLG--ADVDCF 
                                     .. :... . .. ..  . . :  : .  : 
gi|264 VDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTLAPTGLF 
         10        20        30        40        50        60       
 
                    40        50        60        70        80      
2MEPSP LG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI      
       .:          : : . :  :  :  .: .:                             
gi|264 VGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYL 
         70        80        90       100       110       120       
 
gi|264 IEQGF 
        130  
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 18.9 E():   85 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (15-31:7-23) 
 
               10        20        30        40        50        60 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                     :  : .:.:.: : .::                              
gi|115         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGATLLD 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP SQYLSALLMAAPLALGDVEI                                         
                                                                    
gi|115 VIQSGVENLDSGVGIYAPDAEAYTLFAPLFDPIIEDYHVGFKQTDKHPNKDFGDVNSFVN 
             60        70        80        90       100       110   
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 18.9 E():   85 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (15-31:7-23) 
 
               10        20        30        40        50        60 
2MEPSP TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                     :  : .:.:.: : .::                              
gi|274         MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLGATLLD 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP SQYLSALLMAAPLALGDVEI                                         
                                                                    
gi|274 VIQSGVENLDSGVGIYAPDAEAYTLFSPLFDPIIEDYHVGFKQTDKHPNKDFGDVNTFVN 
             60        70        80        90       100       110   
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (50-73:30-54) 
 
      20        30        40        50         60        70         
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2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDV 
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
       80                                                           
2MEPSP EI                                                           
                                                                    
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.3  bits: 17.5 E():   89 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (43-73:64-97) 
 
             20        30        40           50        60          
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
      70        80                                         
2MEPSP AAPLALGDVEI                                         
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.3  bits: 17.5 E():   89 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (43-73:64-97) 
 
             20        30        40           50        60          
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
      70        80                                         
2MEPSP AAPLALGDVEI                                         
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.2 E():   90 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (19-50:58-95) 
 
                           10        20            30          40   
2MEPSP             TYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
             50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
       :. .::::                               
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK           
        90       100       110                
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.2 E():   90 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (19-50:58-95) 
 
                           10        20            30          40   
2MEPSP             TYVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
             50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
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       :. .::::                               
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK           
        90       100       110                
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.9  bits: 17.2 E():   92 
Smith-Waterman score: 47; 24.4% identity (51.2% similar) in 41 aa overlap (14-48:22-62) 
 
                       10        20        30              40       
2MEPSP         TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG------TDCPPVRVNGIG 
                            :... :.   :....:   .:         ::   ::.  
gi|209 MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK 
               10        20        30        40        50        60 
 
         50        60        70        80                          
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI                          
       .:                                                          
gi|209 SLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAVK 
               70        80        90       100       110          
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.9 E():   93 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (17-33:181-197) 
 
                             10        20        30        40       
2MEPSP               TYVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
         50        60        70        80                           
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI                           
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (38-77:124-163) 
 
        10        20        30        40        50        60        
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
        70        80                                                
2MEPSP LMAAPLALGDVEI                                                
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 16.5 E(): 1e 
Smith-Waterman score: 39; 35.0% identity (65.0% similar) in 20 aa overlap (56-75:6-25) 
 
          30        40        50        60        70        80      
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI      
                                     :. .. :.:  :.  ::. :           
gi|453                          RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPV 
                                        10        20        30      
 
gi|453 AHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
          40        50        60        70        80  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:37 2011 done: Tue Apr 19 10:57:37 2011 
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 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 121  - 200 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32    10     8:=*= 
  34    39    22:=====*==== 
  36    35    44:========= * 
  38    42    73:===========       * 
  40    77   102:====================     * 
  42    94   125:========================       * 
  44   119   138:==============================    * 
  46   133   140:==================================* 
  48   219   134:=================================*===================== 
  50   122   122:==============================* 
  52   128   108:==========================*===== 
  54    95    92:======================*= 
  56    95    77:===================*==== 
  58    54    63:============== * 
  60    42    51:=========== * 
  62    26    41:=======   * 
  64    38    33:========*= 
  66    17    26:===== * 
  68    15    20:====* 
  70    12    16:===* 
  72    15    12:==*= 
  74    10    10:==* 
  76     8     8:=* 
  78    11     6:=*= 
  80    12     5:=*= 
  82     6     3:*= 
  84     6     3:*= 
  86     0     2:* 
  88     4     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.05400.00314; mu= 11.2573 0.162 
 mean_var=38.0890 9.122, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.207814 
 Kolmogorov-Smirnov  statistic: 0.0701 (N=28) at  46 
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Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.6     0.3 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.2     2.5 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.7     2.7 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.6     2.8 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.1     5.1 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.1     5.3 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.1     5.3 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.4     6.3 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.3     6.5 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   52 20.4     9.4 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.5      10 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.5      10 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.8      11 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.3      11 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.3      11 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.8      12 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.8      12 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.3      14 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.0      14 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   56 22.0      14 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   55 21.6      15 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   55 21.6      15 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.6      15 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.9      15 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.2      15 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.9      15 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.3      15 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.0      16 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   52 20.6      16 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.6      17 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.6      17 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   49 19.5      18 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.6      18 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 19.9      19 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.7      19 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   49 19.6      20 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.6      20 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   49 19.6      21 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   49 19.6      21 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.4      22 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   55 21.7      22 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.0      22 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.6      22 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.7      24 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 18.9      26 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 18.9      26 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.3      26 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.6      27 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.5      30 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.5      30 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.5      30 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.6      33 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.6      33 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.6      33 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.6      33 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.9      34 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.4      35 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.7      36 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.2      36 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.7      37 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   50 20.1      38 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.8      39 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.1      40 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 19.1      43 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 19.1      43 
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gi|1398915|dbj|BAA07711.1| allergenic protein [Ory ( 160)   46 18.7      43 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   49 19.8      44 
gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full= ( 166)   46 18.7      45 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 19.8      45 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.5      46 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.5      46 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.5      46 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.7      47 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.7      47 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   45 18.4      48 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.5      48 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 19.8      49 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.8      50 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 19.8      51 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 19.8      52 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.8      54 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.4      55 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.4      55 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.2      57 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.8      58 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.8      58 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.5      65 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.5      65 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.9      67 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.8      68 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.9      70 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.4      71 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.4      71 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.4      72 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.2      73 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.4      75 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.5      75 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.8      76 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.8      76 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.8      80 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   42 17.5      83 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.9      84 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.9      84 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.5      88 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   42 17.5      90 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   42 17.5      90 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.2      91 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.2      91 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 18.9      91 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.2      94 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.2      98 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.0      99 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   46 19.0   1e 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   46 19.0   1e 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 112.0  bits: 25.6 E():  0.3 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (23-64:48-93) 
 
                       10        20          30         40          
2MEPSP         YVLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
      50         60        70        80               
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIE               
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 95.4  bits: 22.2 E():  2.5 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (23-43:24-46) 
 
                10        20          30        40        50        
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2MEPSP  YVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
        60        70        80                   
2MEPSP ISSQYLSALLMAAPLALGDVEIE                   
                                                 
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               70        80        90       100  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 94.9  bits: 23.7 E():  2.7 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (26-67:25-65) 
 
               10        20        30        40        50        60 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                :..  . :. :     .:.::  :: : :.. ::  
gi|275  EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISR 
                10        20        30        40         50         
 
               70        80                                         
2MEPSP QYLSALLMAAPLALGDVEIE                                         
       . .  .:                                                      
gi|275 STFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHAT 
       60        70        80        90       100       110         
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 94.6  bits: 22.6 E():  2.8 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (30-50:66-87) 
 
                10        20        30        40         50         
2MEPSP  YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
       60        70        80                               
2MEPSP SSQYLSALLMAAPLALGDVEIE                               
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 89.7  bits: 22.1 E():  5.1 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (19-74:27-92) 
 
                       10        20        30                40     
2MEPSP         YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
              50         60        70        80                     
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIE                     
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.5  bits: 22.1 E():  5.3 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (63-78:9-24) 
 
             40        50        60        70        80             
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE             
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
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gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.5  bits: 22.1 E():  5.3 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (63-78:9-24) 
 
             40        50        60        70        80             
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE             
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 88.1  bits: 21.4 E():  6.3 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (30-50:66-87) 
 
                10        20        30        40         50         
2MEPSP  YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
       60        70        80                               
2MEPSP SSQYLSALLMAAPLALGDVEIE                               
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 87.9  bits: 24.3 E():  6.5 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (11-47:943-974) 
 
                                   10        20        30        40 
2MEPSP                     YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
               50        60        70        80                     
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE                     
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 85.0  bits: 20.4 E():  9.4 
Smith-Waterman score: 52; 25.0% identity (55.4% similar) in 56 aa overlap (25-80:48-101) 
 
                     10        20        30        40        50     
2MEPSP       YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
           60        70        80             
2MEPSP SGSISSQYLSALLMAAPLALGDVEIE             
       ::. ..   ::   ::: :  . : :             
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.4  bits: 20.5 E():   10 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (16-32:98-114) 
 
                              10        20        30        40      
2MEPSP                YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
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                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
          50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 84.2  bits: 21.5 E():   10 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (16-61:106-145) 
 
                              10        20        30        40      
2MEPSP                YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
          50        60        70        80                          
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE                          
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.1  bits: 20.8 E():   11 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (30-51:66-88) 
 
                10        20        30        40         50         
2MEPSP  YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
       60        70        80                                       
2MEPSP SSQYLSALLMAAPLALGDVEIE                                       
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 84.0  bits: 22.3 E():   11 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (3-45:262-299) 
 
                                           10        20        30   
2MEPSP                             YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
             40        50        60        70        80             
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE             
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 83.8  bits: 22.3 E():   11 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (23-43:383-405) 
 
                       10        20          30        40        50 
2MEPSP         YVLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
               60        70        80                   
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIE                   
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
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>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.1  bits: 19.8 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (12-49:32-71) 
 
                                  10        20        30            
2MEPSP                    YVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
      40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
         :. ..:::                                
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK            
              70        80        90             
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.1  bits: 19.8 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (12-49:33-72) 
 
                                  10        20        30            
2MEPSP                    YVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
      40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
         :. ..:::                                
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK            
             70        80        90              
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 81.9  bits: 21.3 E():   14 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (26-67:25-65) 
 
               10        20        30        40        50        60 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                :..  . :. :   . .: ::   : . :.. ::  
gi|145  EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISR 
                10        20        30         40        50         
 
               70        80                                         
2MEPSP QYLSALLMAAPLALGDVEIE                                         
       . .  .:                                                      
gi|145 STFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHAT 
       60        70        80        90       100       110         
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (6-32:454-481) 
 
                                        10         20        30     
2MEPSP                          YVLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
           40        50        60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                                      
gi|424 IKKLFGLSH                                      
           490                                        
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 81.6  bits: 22.0 E():   14 
Smith-Waterman score: 56; 45.8% identity (75.0% similar) in 24 aa overlap (54-75:247-270) 
 
            30        40        50        60          70        80  
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDVEIE  
                                     :::. ::.  . .:.  .:::.::       
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gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 81.6  bits: 21.6 E():   15 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (4-70:184-248) 
 
                                          10          20        30  
2MEPSP                            YVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
              40        50        60        70        80            
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE            
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|166 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|166 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 81.6  bits: 21.6 E():   15 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (4-70:184-248) 
 
                                          10          20        30  
2MEPSP                            YVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
              40        50        60        70        80            
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE            
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|113 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|113 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 81.6  bits: 21.6 E():   15 
Smith-Waterman score: 55; 27.5% identity (55.1% similar) in 69 aa overlap (4-70:185-249) 
 
                                          10          20        30  
2MEPSP                            YVLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
              40        50        60        70        80            
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE            
       :.     .    .:   ...: .:.   .:.  .::..:                      
gi|113 LSKASDGLLDITLG---SSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTD 
           220          230       240       250       260       270 
 
gi|113 HVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTG 
              280       290       300       310       320       330 
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.5  bits: 19.9 E():   15 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (12-49:58-97) 
 
                                  10        20        30            
2MEPSP                    YVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
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        30        40        50        60        70        80        
 
      40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
         :. ..:::                                
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK            
        90       100       110                   
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.2  bits: 20.2 E():   15 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (30-48:42-62) 
 
                10        20        30          40        50        
2MEPSP  YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
        60        70        80                                      
2MEPSP ISSQYLSALLMAAPLALGDVEIE                                      
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 81.1  bits: 20.9 E():   15 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (19-54:134-164) 
 
                           10        20        30        40         
2MEPSP             YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
       50        60        70        80                             
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIE                             
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.1  bits: 21.3 E():   15 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (18-50:174-206) 
 
                            10        20        30        40        
2MEPSP              YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
         50        60        70        80                           
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALGDVEIE                           
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 80.9  bits: 22.0 E():   16 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (4-36:341-374) 
 
                                           10        20        30   
2MEPSP                            YVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
             40        50        60        70        80             
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE             
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
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>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 80.6  bits: 20.6 E():   16 
Smith-Waterman score: 52; 19.8% identity (51.9% similar) in 81 aa overlap (9-78:100-180) 
 
                                     10        20        30         
2MEPSP                       YVLDGVPRMRERPIGDLVVGLKQLGADVDC------FL 
                                     : :.   :..... ..  :..:      .: 
gi|609 KMTQTFAILRYLGRKYKLNGSNDHEEIRISMAEQQTKDMMAAMIRVCYDANCDKLKPDYL 
      70        80        90       100       110       120          
 
               40           50        60        70        80        
2MEPSP GT--DCPPVRVNGIGGLP---GGKVKLSGSISSQYLSALLMAAPLALGDVEIE        
        .  ::  .  . .:  :   :....       .::  . . .: ..:. :          
gi|609 KSLPDCLKLMSKFVGEHPFVAGANISYVDFYLYEYLCRVKVMVPEVFGQFENLKRYVERM 
     130       140       150       160       170       180          
 
gi|609 ESLPRVSDYIKKQQPKTFNAPTSKWNASYA 
     190       200       210          
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.4  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (16-32:202-218) 
 
                              10        20        30        40      
2MEPSP                YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
          50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.3  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (16-32:205-221) 
 
                              10        20        30        40      
2MEPSP                YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
          50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 80.1  bits: 19.5 E():   18 
Smith-Waterman score: 49; 26.8% identity (50.0% similar) in 56 aa overlap (25-80:48-101) 
 
                     10        20        30        40        50     
2MEPSP       YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  :. .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAA-- 
        20        30        40        50        60        70        
 
           60        70        80             
2MEPSP SGSISSQYLSALLMAAPLALGDVEIE             
       ::. ..   ::   ::: :  . : :             
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 79.9  bits: 19.6 E():   18 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (12-49:58-97) 
 
                                  10        20        30            
2MEPSP                    YVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
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      40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
        .:. ..:::                                
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK            
        90       100       110                   
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (5-47:104-146) 
 
                                         10        20               
2MEPSP                           YVLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
      30        40        50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
        : ..: :     ::::.                                  
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH                    
            140           150       160                    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 79.3  bits: 21.7 E():   19 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (4-36:341-374) 
 
                                           10        20        30   
2MEPSP                            YVLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
             40        50        60        70        80             
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE             
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (7-56:40-98) 
 
                                       10        20          30     
2MEPSP                         YVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|190 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                  40        50        60        70        80        
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE        
                : : . :  :  :  .: .:                                
gi|190 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYPVEQ 
      70        80        90       100       110       120          
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 78.9  bits: 19.6 E():   20 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (15-37:12-38) 
 
               10        20            30        40        50       
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
                     :.:. : .:::.    :  :     ::                    
gi|144    IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGLTNAADYT 
                  10        20        30        40        50        
 
         60        70        80                                     
2MEPSP SISSQYLSALLMAAPLALGDVEIE                                     
                                                                    
gi|144 RLSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKC 
        60        70        80        90       100       110        
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>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.8  bits: 19.6 E():   21 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (7-56:40-98) 
 
                                       10        20          30     
2MEPSP                         YVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|105 HLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                  40        50        60        70        80        
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE        
                : : . :  :  :  .: .:                                
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (7-56:40-98) 
 
                                       10        20          30     
2MEPSP                         YVLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|100 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                  40        50        60        70        80        
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE        
                : : . :  :  :  .: .:                                
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 78.5  bits: 21.4 E():   22 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (16-33:295-313) 
 
                              10        20         30        40     
2MEPSP                YVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
           50        60        70        80                         
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE                         
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 78.4  bits: 21.7 E():   22 
Smith-Waterman score: 55; 45.8% identity (75.0% similar) in 24 aa overlap (54-75:378-401) 
 
            30        40        50        60          70        80  
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDVEIE  
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.3  bits: 21.0 E():   22 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (39-56:167-184) 
 
       10        20        30        40        50        60         
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
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       70        80                                                 
2MEPSP AAPLALGDVEIE                                                 
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (43-50:119-126) 
 
             20        30        40        50        60        70   
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
             80 
2MEPSP ALGDVEIE 
                
gi|144 EEVD     
      150       
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.7  bits: 20.7 E():   24 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (37-71:175-211) 
 
         10        20        30        40        50        60       
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
           70        80                                             
2MEPSP LMA--APLALGDVEIE                                             
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.1  bits: 18.9 E():   26 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (7-35:73-101) 
 
                                       10        20        30       
2MEPSP                         YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
         40        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                                    
gi|209 FAVLVKQ                                      
                                                    
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.1  bits: 18.9 E():   26 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (7-35:73-101) 
 
                                       10        20        30       
2MEPSP                         YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
         40        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                                    
gi|249 FAVLVKQ                                      
                                                    
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
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 initn:  37 init1:  37 opt:  48  Z-score: 77.0  bits: 19.3 E():   26 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (7-39:78-105) 
 
                                       10         20        30      
2MEPSP                         YVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
          40        50        60        70        80 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
       :: .                                          
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM      
             110       120       130       140       
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.7  bits: 18.6 E():   27 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (12-49:32-71) 
 
                                  10        20        30            
2MEPSP                    YVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
      40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
         :. ..:::                                
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK            
              70        80        90             
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.0  bits: 21.5 E():   30 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (10-50:55-104) 
 
                                    10        20             30     
2MEPSP                      YVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
               40        50        60        70        80           
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE           
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.0  bits: 21.5 E():   30 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (10-50:55-104) 
 
                                    10        20             30     
2MEPSP                      YVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
               40        50        60        70        80           
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE           
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.0  bits: 21.5 E():   30 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (10-50:55-104) 
 
                                    10        20             30     
2MEPSP                      YVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
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           30        40        50        60        70        80     
 
               40        50        60        70        80           
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE           
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 18.6 E():   33 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (15-29:93-107) 
 
                               10        20        30        40     
2MEPSP                 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
           50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.1  bits: 18.6 E():   33 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (28-49:35-60) 
 
                  10        20        30            40        50    
2MEPSP    YVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
            60        70        80                         
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIE                         
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.1  bits: 18.6 E():   33 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (28-49:35-60) 
 
                  10        20        30            40        50    
2MEPSP    YVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
            60        70        80                         
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIE                         
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.1  bits: 18.6 E():   33 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (28-49:35-60) 
 
                  10        20        30            40        50    
2MEPSP    YVLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
            60        70        80                         
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIE                         
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.9  bits: 17.9 E():   34 
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Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (30-39:38-47) 
 
                10        20        30        40        50          
2MEPSP  YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
      60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIE 
                             
gi|114 CNKNCT                
        70                   
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.6  bits: 19.4 E():   35 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (9-62:74-123) 
 
                                     10        20        30         
2MEPSP                       YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
        40        50        60        70        80                  
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE                  
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (31-40:48-57) 
 
               10        20        30        40        50        60 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
               70        80                                
2MEPSP QYLSALLMAAPLALGDVEIE                                
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 74.4  bits: 21.2 E():   36 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (10-50:55-104) 
 
                                    10        20             30     
2MEPSP                      YVLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
               40        50        60        70        80           
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE           
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (18-44:13-38) 
 
               10        20        30        40        50        60 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                        ..:. . . . .:  : : :   :::.                 
gi|309      MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVARLIYP 
                    10         20        30        40        50     
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               70        80                                         
2MEPSP QYLSALLMAAPLALGDVEIE                                         
                                                                    
gi|309 SPGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEV 
           60        70        80        90       100       110     
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 74.0  bits: 20.1 E():   38 
Smith-Waterman score: 50; 29.3% identity (56.1% similar) in 41 aa overlap (5-45:102-133) 
 
                                         10        20        30     
2MEPSP                           YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                     :::.      :.... :.:.. :.: .    
gi|144 RGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNEDLDKMT-- 
              80        90       100            110       120       
 
           40        50        60        70        80               
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE               
         :    .:::                                                  
gi|144 --PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEATKKF 
            130       140       150       160       170       180   
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.9  bits: 19.8 E():   39 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (15-56:235-275) 
 
                               10        20        30        40     
2MEPSP                 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
           50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
       :.   :  : .:                         
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR        
           270       280       290          
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 73.6  bits: 20.1 E():   40 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (13-45:319-348) 
 
                                 10        20        30         40  
2MEPSP                   YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
              50        60        70        80         
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE         
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.0  bits: 19.1 E():   43 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (9-62:74-123) 
 
                                     10        20        30         
2MEPSP                       YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
        40        50        60        70        80                  
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE                  
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4071

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.0  bits: 19.1 E():   43 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (9-62:74-123) 
 
                                     10        20        30         
2MEPSP                       YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
        40        50        60        70        80                  
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE                  
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|1398915|dbj|BAA07711.1| allergenic protein [Oryza s  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (1-36:40-74) 
 
                                             10        20        30 
2MEPSP                               YVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|139 SVLAATRRMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
      10        20        30        40        50         60         
 
               40        50        60        70        80           
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE           
        :  ::                                                       
gi|139 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
       70        80        90       100       110       120         
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.8  bits: 19.8 E():   44 
Smith-Waterman score: 49; 40.0% identity (66.7% similar) in 30 aa overlap (51-79:105-134) 
 
               30        40        50        60         70          
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
      80                                                            
2MEPSP E                                                            
                                                                    
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|114152865|sp|Q01882.2|RAG2_ORYSJ RecName: Full=Seed  (166 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 46; 33.3% identity (47.2% similar) in 36 aa overlap (1-36:47-81) 
 
                                             10        20        30 
2MEPSP                               YVLDGVPRMRERPIGDLVVGLKQLGADVDC 
                                     : . ..:: :   .    ::    :. ::  
gi|114 SVLAATATMADHHKDQVVYSLGERCQPGMGYPMYSLPRCRAV-VKRQCVGHGAPGGAVDE 
         20        30        40        50         60        70      
 
               40        50        60        70        80           
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE           
        :  ::                                                       
gi|114 QLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVFPGCRRGDLERAAA 
          80        90       100       110       120       130      
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.7  bits: 19.8 E():   45 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (38-74:244-280) 
 
        10        20        30        40         50        60       
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4072

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
          70        80                                              
2MEPSP LMA-APLALGDVEIE                                              
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (37-76:136-175) 
 
         10        20        30        40        50        60       
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
         70        80                                               
2MEPSP LMAAPLALGDVEIE                                               
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (37-76:137-176) 
 
         10        20        30        40        50        60       
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
         70        80                                               
2MEPSP LMAAPLALGDVEIE                                               
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.4  bits: 19.5 E():   46 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (37-76:140-179) 
 
         10        20        30        40        50        60       
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
         70        80                                               
2MEPSP LMAAPLALGDVEIE                                               
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.3  bits: 18.7 E():   47 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (6-30:59-82) 
 
                                        10        20        30      
2MEPSP                          YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
          40        50        60        70        80                
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE                
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
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        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.3  bits: 18.7 E():   47 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (6-30:59-82) 
 
                                        10        20        30      
2MEPSP                          YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
          40        50        60        70        80                
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE                
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.2  bits: 18.4 E():   48 
Smith-Waterman score: 45; 30.2% identity (49.1% similar) in 53 aa overlap (5-56:49-98) 
 
                                         10         20        30    
2MEPSP                           YVLDGVPRMRERPIGDLV-VGLKQLGADVDCFLG 
                                     :. .  :.: : :. .::   :.    . : 
gi|100 NLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEP-GHLAPTGLFLGGTKYMVIQG 
       20        30        40        50         60        70        
 
            40        50        60        70        80              
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE              
          : : . :  :  :  .: .:                                      
gi|100 E--PGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSH 
          80        90       100       110       120       130      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (37-76:151-190) 
 
         10        20        30        40        50        60       
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
         70        80                                               
2MEPSP LMAAPLALGDVEIE                                               
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.0  bits: 19.8 E():   49 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (50-74:221-245) 
 
      20        30        40        50        60        70          
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
      80                                                            
2MEPSP E                                                            
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.9  bits: 19.8 E():   50 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (3-32:361-385) 
 
                                           10        20        30   
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2MEPSP                             YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
             40        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                                        
gi|284 ELIRSLFGLP                                       
         390                                            
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (15-56:336-376) 
 
                               10        20        30        40     
2MEPSP                 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
           50        60        70        80     
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE     
       :.   :  : .:                             
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY 
          370       380       390       400     
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.6  bits: 19.8 E():   52 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (15-56:339-379) 
 
                               10        20        30        40     
2MEPSP                 YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
           50        60        70        80          
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE          
       :.   :  : .:                                  
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK 
       370       380       390       400       410   
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (9-62:79-128) 
 
                                     10        20        30         
2MEPSP                       YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
        40        50        60        70        80                  
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE                  
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.1  bits: 17.4 E():   55 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (56-77:54-75) 
 
          30        40        50        60        70        80  
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE  
                                     :.:: : .. .  : :  . ::     
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF 
            30        40        50        60        70          
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.1  bits: 17.4 E():   55 
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Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (56-77:54-75) 
 
          30        40        50        60        70        80  
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE  
                                     :.:: : .. .  : :  . ::     
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF 
            30        40        50        60        70          
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.2 E():   57 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (37-70:146-179) 
 
         10        20        30        40        50        60       
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
         70        80                                               
2MEPSP LMAAPLALGDVEIE                                               
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.7  bits: 18.8 E():   58 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (9-62:97-146) 
 
                                     10        20        30         
2MEPSP                       YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
        40        50        60        70        80                  
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE                  
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.7  bits: 18.8 E():   58 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (9-62:97-146) 
 
                                     10        20        30         
2MEPSP                       YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
        40        50        60        70        80                  
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE                  
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.7  bits: 18.5 E():   65 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (9-62:74-123) 
 
                                     10        20        30         
2MEPSP                       YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
        40        50        60        70        80                  
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE                  
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
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>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.7  bits: 18.5 E():   65 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (9-62:74-123) 
 
                                     10        20        30         
2MEPSP                       YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
        40        50        60        70        80                  
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE                  
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.5  bits: 14.9 E():   67 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (35-48:5-18) 
 
           10        20        30        40        50        60     
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     :: :   . :  ::                 
gi|244                           IGNEDCTPWMSTLITPLP                 
                                         10                         
 
           70        80 
2MEPSP ALLMAAPLALGDVEIE 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (3-32:240-264) 
 
                                           10        20        30   
2MEPSP                             YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
             40        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                                        
gi|225 ELIRSWFGLP                                       
          270                                           
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (11-29:40-58) 
 
                                   10        20        30        40 
2MEPSP                     YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
               50        60        70        80                     
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE                     
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.0  bits: 17.4 E():   71 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (25-57:48-83) 
 
                     10        20        30           40        50  
2MEPSP       YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
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              60        70        80    
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIE    
       .  .:.                           
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.0  bits: 17.4 E():   71 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (25-57:48-83) 
 
                     10        20        30           40        50  
2MEPSP       YVLDGVPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
              60        70        80    
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIE    
       .  .:.                           
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        80        90       100          
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.4 E():   72 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (46-54:36-44) 
 
          20        30        40        50        60        70      
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
          80                                         
2MEPSP DVEIE                                         
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.9  bits: 19.2 E():   73 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (46-65:271-290) 
 
          20        30        40        50        60        70      
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
          80                                                        
2MEPSP DVEIE                                                        
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.6  bits: 17.4 E():   75 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (28-49:35-60) 
 
                  10        20        30            40        50    
2MEPSP    YVLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
            60        70        80                         
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIE                         
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
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>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 17.5 E():   75 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (37-49:48-60) 
 
         10        20        30        40        50        60       
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
         70        80                          
2MEPSP LMAAPLALGDVEIE                          
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (25-61:49-85) 
 
                     10        20        30        40        50     
2MEPSP       YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
           60        70        80                                   
2MEPSP SGSISSQYLSALLMAAPLALGDVEIE                                   
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (18-37:84-104) 
 
                            10        20         30        40       
2MEPSP              YVLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
         50        60        70        80     
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE     
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (41-62:45-65) 
 
               20        30        40        50        60        70 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
               80                                                   
2MEPSP PLALGDVEIE                                                   
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.8  bits: 17.5 E():   83 
Smith-Waterman score: 42; 19.4% identity (46.8% similar) in 62 aa overlap (4-56:37-98) 
 
                                          10        20          30  
2MEPSP                            YVLDGVPRMRERPIGDLVVGLKQLG--ADVDCF 
                                     .. :... . .. ..  . . :  : .  : 
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gi|264 VDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTLAPTGLF 
         10        20        30        40        50        60       
 
                     40        50        60        70        80     
2MEPSP LG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE     
       .:          : : . :  :  :  .: .:                             
gi|264 VGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYL 
         70        80        90       100       110       120       
 
gi|264 IEQGF 
        130  
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.9 E():   84 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (14-30:7-23) 
 
               10        20        30        40        50        60 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                    :  : .:.:.: : .::                               
gi|115        MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGATLLDV 
                      10        20        30        40        50    
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.9 E():   84 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (14-30:7-23) 
 
               10        20        30        40        50        60 
2MEPSP YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                    :  : .:.:.: : .::                               
gi|274        MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLGATLLDV 
                      10        20        30        40        50    
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.4  bits: 17.5 E():   88 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (49-72:30-54) 
 
       20        30        40        50         60        70        
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDV 
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
        80                                                          
2MEPSP EIE                                                          
                                                                    
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (42-72:64-97) 
 
              20        30        40           50        60         
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
       70        80                                        
2MEPSP AAPLALGDVEIE                                        
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (42-72:64-97) 
 
              20        30        40           50        60         
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
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gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
       70        80                                        
2MEPSP AAPLALGDVEIE                                        
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.2 E():   91 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (18-49:58-95) 
 
                            10        20            30          40  
2MEPSP              YVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
              50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
       :. .::::                                
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK            
        90       100       110                 
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.2 E():   91 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (18-49:58-95) 
 
                            10        20            30          40  
2MEPSP              YVLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
              50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
       :. .::::                                
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK            
        90       100       110                 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.9 E():   91 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (16-32:181-197) 
 
                              10        20        30        40      
2MEPSP                YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
          50        60        70        80                          
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE                          
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.8  bits: 17.2 E():   94 
Smith-Waterman score: 47; 24.4% identity (51.2% similar) in 41 aa overlap (13-47:22-62) 
 
                        10        20        30              40      
2MEPSP          YVLDGVPRMRERPIGDLVVGLKQLGADVDCFLG------TDCPPVRVNGIG 
                            :... :.   :....:   .:         ::   ::.  
gi|209 MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK 
               10        20        30        40        50        60 
 
          50        60        70        80                         
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE                         
       .:                                                          
gi|209 SLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAVK 
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               70        80        90       100       110          
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.2 E():   98 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (37-76:124-163) 
 
         10        20        30        40        50        60       
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
         70        80                                               
2MEPSP LMAAPLALGDVEIE                                               
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.3  bits: 19.0 E():   99 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (46-76:391-423) 
 
          20        30        40        50        60          70    
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
            80            
2MEPSP LGDVEIE            
       :::                
gi|144 LGDNAVYAGNNFRTAVNL 
              430         
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.3  bits: 19.0 E(): 1e 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (46-76:393-425) 
 
          20        30        40        50        60          70    
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
            80            
2MEPSP LGDVEIE            
       :::                
gi|601 LGDKAVYAGDNFRTAINL 
            430       440 
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.3  bits: 19.0 E(): 1e 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (46-76:393-425) 
 
          20        30        40        50        60          70    
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
            80            
2MEPSP LGDVEIE            
       :::                
gi|467 LGDKRLYAGDNFRTAINL 
            430       440 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
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 start: Tue Apr 19 10:57:37 2011 done: Tue Apr 19 10:57:37 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 122  - 201 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     5     8:=* 
  34    38    22:=====*==== 
  36    39    44:==========* 
  38    47    73:============      * 
  40    64   102:================         * 
  42    95   125:========================       * 
  44   114   138:=============================     * 
  46   141   140:==================================*= 
  48   228   134:=================================*======================= 
  50   129   122:==============================*== 
  52   121   108:==========================*==== 
  54    89    92:======================* 
  56    96    77:===================*==== 
  58    57    63:===============* 
  60    37    51:==========  * 
  62    22    41:======    * 
  64    44    33:========*== 
  66    19    26:===== * 
  68    15    20:====* 
  70    12    16:===* 
  72    15    12:==*= 
  74     7    10:==* 
  76    10     8:=*= 
  78    11     6:=*= 
  80    12     5:=*= 
  82     7     3:*= 
  84     6     3:*= 
  86     0     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.05100.00317; mu= 11.1758 0.163 
 mean_var=38.1459 9.180, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.207659 
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 Kolmogorov-Smirnov  statistic: 0.0748 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.6    0.29 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.2     2.4 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.7     2.6 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.6     2.7 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.1       5 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.1     5.2 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.1     5.2 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.4     6.2 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.3     6.4 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   52 20.5     9.3 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.5      10 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.6      10 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.9      10 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.3      10 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.3      11 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.8      12 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.8      12 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.3      14 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.0      14 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   56 22.0      14 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   55 21.7      14 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   55 21.7      14 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.7      14 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.9      14 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.2      15 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.0      15 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.3      15 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.0      16 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   52 20.6      16 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.6      17 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.6      17 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   49 19.6      17 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.6      18 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 19.9      19 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.7      19 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   49 19.6      19 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.6      20 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   49 19.6      20 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   49 19.6      21 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.4      21 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   55 21.8      21 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.1      22 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.6      22 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.7      23 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 19.0      25 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 19.0      25 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.3      25 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.6      27 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.5      29 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.5      29 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.5      29 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.7      32 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.7      32 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.7      32 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.7      32 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.0      34 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.4      35 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.7      35 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.2      36 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.8      36 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   50 20.1      37 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.8      38 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.2      39 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 19.1      43 
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gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 19.1      43 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   49 19.8      44 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 19.8      44 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.5      45 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.5      45 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.5      46 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.8      47 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.8      47 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   45 18.4      47 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.5      47 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 19.8      48 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.9      49 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 19.9      50 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 19.9      51 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.8      53 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.4      54 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.4      54 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.2      56 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.8      57 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.8      57 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.5      64 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.5      64 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 15.0      66 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.9      67 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.9      69 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.5      70 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.5      70 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.5      71 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.2      71 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.5      73 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.5      74 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.8      75 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.8      75 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.8      78 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 18.6      80 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 18.6      80 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   42 17.5      82 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.9      82 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.9      82 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.5      86 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   42 17.5      88 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   42 17.5      88 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 19.0      90 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.2      90 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.2      90 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.2      92 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.3      97 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.0      98 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   46 19.0      98 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   46 19.0      98 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 112.1  bits: 25.6 E(): 0.29 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (22-63:48-93) 
 
                        10        20          30         40         
2MEPSP          VLDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
        50        60        70        80              
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIEI              
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 95.5  bits: 22.2 E():  2.4 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (22-42:24-46) 
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                 10        20          30        40        50       
2MEPSP   VLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
         60        70        80                  
2MEPSP ISSQYLSALLMAAPLALGDVEIEI                  
                                                 
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               70        80        90       100  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 95.0  bits: 23.7 E():  2.6 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (25-66:25-65) 
 
               10        20        30        40        50        60 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
               70        80                                         
2MEPSP YLSALLMAAPLALGDVEIEI                                         
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 94.7  bits: 22.6 E():  2.7 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (29-49:66-87) 
 
                 10        20        30        40         50        
2MEPSP   VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
        60        70        80                              
2MEPSP SSQYLSALLMAAPLALGDVEIEI                              
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 89.8  bits: 22.1 E():    5 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (18-73:27-92) 
 
                        10        20        30                40    
2MEPSP          VLDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
               50         60        70        80                    
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEI                    
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.6  bits: 22.1 E():  5.2 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (62-77:9-24) 
 
              40        50        60        70        80            
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI            
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
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                                     10        20        30         
 
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.6  bits: 22.1 E():  5.2 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (62-77:9-24) 
 
              40        50        60        70        80            
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI            
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 88.2  bits: 21.4 E():  6.2 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (29-49:66-87) 
 
                 10        20        30        40         50        
2MEPSP   VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
        60        70        80                              
2MEPSP SSQYLSALLMAAPLALGDVEIEI                              
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 88.0  bits: 24.3 E():  6.4 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (10-46:943-974) 
 
                                    10        20        30          
2MEPSP                      VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
      40        50        60        70        80                    
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI                    
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 85.1  bits: 20.5 E():  9.3 
Smith-Waterman score: 52; 25.0% identity (55.4% similar) in 56 aa overlap (24-79:48-101) 
 
                      10        20        30        40        50    
2MEPSP        VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
            60        70        80            
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEI            
       ::. ..   ::   ::: :  . : :             
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.5  bits: 20.5 E():   10 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (15-31:98-114) 
 
                               10        20        30        40     
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2MEPSP                 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
           50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 84.3  bits: 21.6 E():   10 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (15-60:106-145) 
 
                               10        20        30        40     
2MEPSP                 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
           50        60        70        80                         
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI                         
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.3  bits: 20.9 E():   10 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (29-50:66-88) 
 
                 10        20        30        40         50        
2MEPSP   VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
        60        70        80                                      
2MEPSP SSQYLSALLMAAPLALGDVEIEI                                      
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 84.2  bits: 22.3 E():   10 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (2-44:262-299) 
 
                                            10        20        30  
2MEPSP                              VLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
              40        50        60        70        80            
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI            
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.0  bits: 22.3 E():   11 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (22-42:383-405) 
 
                        10        20          30        40          
2MEPSP          VLDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
      50        60        70        80                  
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEI                  
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
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>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.3  bits: 19.8 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (11-48:32-71) 
 
                                   10        20        30           
2MEPSP                     VLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
       40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
         :. ..:::                                 
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK             
              70        80        90              
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.2  bits: 19.8 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (11-48:33-72) 
 
                                   10        20        30           
2MEPSP                     VLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
       40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
         :. ..:::                                 
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK             
             70        80        90               
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 82.0  bits: 21.3 E():   14 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (25-66:25-65) 
 
               10        20        30        40        50        60 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
               70        80                                         
2MEPSP YLSALLMAAPLALGDVEIEI                                         
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 81.9  bits: 22.0 E():   14 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (5-31:454-481) 
 
                                         10         20        30    
2MEPSP                           VLDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
            40        50        60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                                       
gi|424 IKKLFGLSH                                       
           490                                         
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 56; 45.8% identity (75.0% similar) in 24 aa overlap (53-74:247-270) 
 
             30        40        50        60          70        80 
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDVEIEI 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4089

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 81.7  bits: 21.7 E():   14 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (3-69:184-248) 
 
                                           10          20        30 
2MEPSP                             VLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
               40        50        60        70        80           
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI           
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|166 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|166 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 81.7  bits: 21.7 E():   14 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (3-69:184-248) 
 
                                           10          20        30 
2MEPSP                             VLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
               40        50        60        70        80           
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI           
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|113 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|113 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 81.7  bits: 21.7 E():   14 
Smith-Waterman score: 55; 27.5% identity (55.1% similar) in 69 aa overlap (3-69:185-249) 
 
                                           10          20        30 
2MEPSP                             VLDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
               40        50        60        70        80           
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI           
       :.     .    .:   ...: .:.   .:.  .::..:                      
gi|113 LSKASDGLLDITLG---SSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTD 
           220          230       240       250       260       270 
 
gi|113 HVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTG 
              280       290       300       310       320       330 
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.6  bits: 19.9 E():   14 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (11-48:58-97) 
 
                                   10        20        30           
2MEPSP                     VLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4090

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
       40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
         :. ..:::                                 
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK             
        90       100       110                    
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.3  bits: 20.2 E():   15 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (29-47:42-62) 
 
                 10        20        30          40        50       
2MEPSP   VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
         60        70        80                                     
2MEPSP ISSQYLSALLMAAPLALGDVEIEI                                     
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 81.2  bits: 21.0 E():   15 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (18-53:134-164) 
 
                            10        20        30        40        
2MEPSP              VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
        50        60        70        80                            
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEI                            
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.2  bits: 21.3 E():   15 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (17-49:174-206) 
 
                             10        20        30        40       
2MEPSP               VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
          50        60        70        80                          
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI                          
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 81.0  bits: 22.0 E():   16 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (3-35:341-374) 
 
                                            10        20        30  
2MEPSP                             VLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
              40        50        60        70        80            
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI            
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
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              380       390       400       410       420       430 
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 80.8  bits: 20.6 E():   16 
Smith-Waterman score: 52; 19.8% identity (51.9% similar) in 81 aa overlap (8-77:100-180) 
 
                                      10        20              30  
2MEPSP                        VLDGVPRMRERPIGDLVVGLKQLGADVDC------FL 
                                     : :.   :..... ..  :..:      .: 
gi|609 KMTQTFAILRYLGRKYKLNGSNDHEEIRISMAEQQTKDMMAAMIRVCYDANCDKLKPDYL 
      70        80        90       100       110       120          
 
                40           50        60        70        80       
2MEPSP GT--DCPPVRVNGIGGLP---GGKVKLSGSISSQYLSALLMAAPLALGDVEIEI       
        .  ::  .  . .:  :   :....       .::  . . .: ..:. :          
gi|609 KSLPDCLKLMSKFVGEHPFVAGANISYVDFYLYEYLCRVKVMVPEVFGQFENLKRYVERM 
     130       140       150       160       170       180          
 
gi|609 ESLPRVSDYIKKQQPKTFNAPTSKWNASYA 
     190       200       210          
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.5  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (15-31:202-218) 
 
                               10        20        30        40     
2MEPSP                 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
           50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.4  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (15-31:205-221) 
 
                               10        20        30        40     
2MEPSP                 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
           50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 80.2  bits: 19.6 E():   17 
Smith-Waterman score: 49; 26.8% identity (50.0% similar) in 56 aa overlap (24-79:48-101) 
 
                      10        20        30        40        50    
2MEPSP        VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  :. .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAA-- 
        20        30        40        50        60        70        
 
            60        70        80            
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEI            
       ::. ..   ::   ::: :  . : :             
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 80.0  bits: 19.6 E():   18 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (11-48:58-97) 
 
                                   10        20        30           
2MEPSP                     VLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
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        30        40        50        60        70        80        
 
       40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
        .:. ..:::                                 
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK             
        90       100       110                    
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (4-46:104-146) 
 
                                          10             20         
2MEPSP                            VLDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
       30        40        50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
        : ..: :     ::::.                                   
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH                     
            140           150       160                     
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 79.4  bits: 21.7 E():   19 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (3-35:341-374) 
 
                                            10        20        30  
2MEPSP                             VLDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
              40        50        60        70        80            
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI            
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (6-55:40-98) 
 
                                        10        20          30    
2MEPSP                          VLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|190 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                   40        50        60        70        80       
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI       
                : : . :  :  :  .: .:                                
gi|190 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYPVEQ 
      70        80        90       100       110       120          
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.0  bits: 19.6 E():   20 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (14-36:12-38) 
 
               10        20            30        40        50       
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                    :.:. : .:::.    :  :     ::                     
gi|144   IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGLTNAADYTR 
                 10        20        30        40        50         
 
         60        70        80                                     
2MEPSP ISSQYLSALLMAAPLALGDVEIEI                                     
                                                                    
gi|144 LSCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCY 
       60        70        80        90       100       110         
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>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.9  bits: 19.6 E():   20 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (6-55:40-98) 
 
                                        10        20          30    
2MEPSP                          VLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|105 HLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                   40        50        60        70        80       
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI       
                : : . :  :  :  .: .:                                
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.8  bits: 19.6 E():   21 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (6-55:40-98) 
 
                                        10        20          30    
2MEPSP                          VLDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|100 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                   40        50        60        70        80       
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI       
                : : . :  :  :  .: .:                                
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 78.6  bits: 21.4 E():   21 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (15-32:295-313) 
 
                               10         20        30        40    
2MEPSP                 VLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
            50        60        70        80                        
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI                        
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 78.5  bits: 21.8 E():   21 
Smith-Waterman score: 55; 45.8% identity (75.0% similar) in 24 aa overlap (53-74:378-401) 
 
             30        40        50        60          70        80 
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDVEIEI 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.5  bits: 21.1 E():   22 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (38-55:167-184) 
 
        10        20        30        40        50        60        
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
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        70        80                                                
2MEPSP AAPLALGDVEIEI                                                
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (42-49:119-126) 
 
              20        30        40        50        60        70  
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
              80 
2MEPSP ALGDVEIEI 
                 
gi|144 EEVD      
      150        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.9  bits: 20.7 E():   23 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (36-70:175-211) 
 
          10        20        30        40        50        60      
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
            70        80                                            
2MEPSP LMA--APLALGDVEIEI                                            
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (6-34:73-101) 
 
                                        10        20        30      
2MEPSP                          VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
          40        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                                     
gi|209 FAVLVKQ                                       
                                                     
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (6-34:73-101) 
 
                                        10        20        30      
2MEPSP                          VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
          40        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                                     
gi|249 FAVLVKQ                                       
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>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 77.2  bits: 19.3 E():   25 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (6-38:78-105) 
 
                                        10         20        30     
2MEPSP                          VLDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
           40        50        60        70        80 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
       :: .                                           
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM       
             110       120       130       140        
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.8  bits: 18.6 E():   27 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (11-48:32-71) 
 
                                   10        20        30           
2MEPSP                     VLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
       40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
         :. ..:::                                 
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK             
              70        80        90              
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.1  bits: 21.5 E():   29 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (9-49:55-104) 
 
                                     10        20                   
2MEPSP                       VLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
      30        40        50        60        70        80          
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI          
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.1  bits: 21.5 E():   29 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (9-49:55-104) 
 
                                     10        20                   
2MEPSP                       VLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
      30        40        50        60        70        80          
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI          
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.1  bits: 21.5 E():   29 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (9-49:55-104) 
 
                                     10        20                   
2MEPSP                       VLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
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gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
      30        40        50        60        70        80          
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI          
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 18.7 E():   32 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (14-28:93-107) 
 
                                10        20        30        40    
2MEPSP                  VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
            50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.3  bits: 18.7 E():   32 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (27-48:35-60) 
 
                   10        20        30            40        50   
2MEPSP     VLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
             60        70        80                        
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEI                        
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.3  bits: 18.7 E():   32 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (27-48:35-60) 
 
                   10        20        30            40        50   
2MEPSP     VLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
             60        70        80                        
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEI                        
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.3  bits: 18.7 E():   32 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (27-48:35-60) 
 
                   10        20        30            40        50   
2MEPSP     VLDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
             60        70        80                        
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEI                        
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 75.0  bits: 18.0 E():   34 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (29-38:38-47) 
 
                 10        20        30        40        50         
2MEPSP   VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
       60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEI 
                              
gi|114 CNKNCT                 
        70                    
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.7  bits: 19.4 E():   35 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (8-61:74-123) 
 
                                      10        20        30        
2MEPSP                        VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
         40        50        60        70        80                 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI                 
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (30-39:48-57) 
 
                10        20        30        40        50          
2MEPSP  VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
      60        70        80                               
2MEPSP QYLSALLMAAPLALGDVEIEI                               
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 74.5  bits: 21.2 E():   36 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (9-49:55-104) 
 
                                     10        20                   
2MEPSP                       VLDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
      30        40        50        60        70        80          
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI          
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (17-43:13-38) 
 
               10        20        30        40        50        60 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                       ..:. . . . .:  : : :   :::.                  
gi|309     MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPS 
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                   10         20        30        40        50      
 
               70        80                                         
2MEPSP YLSALLMAAPLALGDVEIEI                                         
                                                                    
gi|309 PGMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVT 
          60        70        80        90       100       110      
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 74.1  bits: 20.1 E():   37 
Smith-Waterman score: 50; 29.3% identity (56.1% similar) in 41 aa overlap (4-44:102-133) 
 
                                          10        20        30    
2MEPSP                            VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                     :::.      :.... :.:.. :.: .    
gi|144 RGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNEDLDKMT-- 
              80        90       100            110       120       
 
            40        50        60        70        80              
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI              
         :    .:::                                                  
gi|144 --PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEATKKF 
            130       140       150       160       170       180   
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (14-55:235-275) 
 
                                10        20        30        40    
2MEPSP                  VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
            50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
       :.   :  : .:                          
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR         
           270       280       290           
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 73.7  bits: 20.2 E():   39 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (12-44:319-348) 
 
                                  10        20        30         40 
2MEPSP                    VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
               50        60        70        80        
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI        
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.1  bits: 19.1 E():   43 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (8-61:74-123) 
 
                                      10        20        30        
2MEPSP                        VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
         40        50        60        70        80                 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI                 
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
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>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.1  bits: 19.1 E():   43 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (8-61:74-123) 
 
                                      10        20        30        
2MEPSP                        VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
         40        50        60        70        80                 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI                 
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.9  bits: 19.8 E():   44 
Smith-Waterman score: 49; 40.0% identity (66.7% similar) in 30 aa overlap (50-78:105-134) 
 
      20        30        40        50        60         70         
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
       80                                                           
2MEPSP EI                                                           
                                                                    
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.8  bits: 19.8 E():   44 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (37-73:244-280) 
 
         10        20        30        40         50        60      
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
           70        80                                             
2MEPSP LMA-APLALGDVEIEI                                             
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (36-75:136-175) 
 
          10        20        30        40        50        60      
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
          70        80                                              
2MEPSP LMAAPLALGDVEIEI                                              
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (36-75:137-176) 
 
          10        20        30        40        50        60      
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
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                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
          70        80                                              
2MEPSP LMAAPLALGDVEIEI                                              
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (36-75:140-179) 
 
          10        20        30        40        50        60      
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
          70        80                                              
2MEPSP LMAAPLALGDVEIEI                                              
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.4  bits: 18.8 E():   47 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (5-29:59-82) 
 
                                         10        20        30     
2MEPSP                           VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
           40        50        60        70        80               
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI               
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.4  bits: 18.8 E():   47 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (5-29:59-82) 
 
                                         10        20        30     
2MEPSP                           VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
           40        50        60        70        80               
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI               
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.4  bits: 18.4 E():   47 
Smith-Waterman score: 45; 30.2% identity (49.1% similar) in 53 aa overlap (4-55:49-98) 
 
                                          10         20        30   
2MEPSP                            VLDGVPRMRERPIGDLV-VGLKQLGADVDCFLG 
                                     :. .  :.: : :. .::   :.    . : 
gi|100 NLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEP-GHLAPTGLFLGGTKYMVIQG 
       20        30        40        50         60        70        
 
             40        50        60        70        80             
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI             
          : : . :  :  :  .: .:                                      
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gi|100 E--PGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSH 
          80        90       100       110       120       130      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.3  bits: 19.5 E():   47 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (36-75:151-190) 
 
          10        20        30        40        50        60      
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
          70        80                                              
2MEPSP LMAAPLALGDVEIEI                                              
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.2  bits: 19.8 E():   48 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (49-73:221-245) 
 
       20        30        40        50        60        70         
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
       80                                                           
2MEPSP EI                                                           
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.0  bits: 19.9 E():   49 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (2-31:361-385) 
 
                                            10        20        30  
2MEPSP                              VLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
              40        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                                         
gi|284 ELIRSLFGLP                                        
         390                                             
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.9  bits: 19.9 E():   50 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (14-55:336-376) 
 
                                10        20        30        40    
2MEPSP                  VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
            50        60        70        80    
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI    
       :.   :  : .:                             
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY 
          370       380       390       400     
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.7  bits: 19.9 E():   51 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (14-55:339-379) 
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                                10        20        30        40    
2MEPSP                  VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
            50        60        70        80         
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI         
       :.   :  : .:                                  
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK 
       370       380       390       400       410   
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.3  bits: 18.8 E():   53 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (8-61:79-128) 
 
                                      10        20        30        
2MEPSP                        VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
         40        50        60        70        80                 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI                 
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 17.4 E():   54 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (55-76:54-75) 
 
           30        40        50        60        70        80 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     :.:: : .. .  : :  . ::     
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF 
            30        40        50        60        70          
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 17.4 E():   54 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (55-76:54-75) 
 
           30        40        50        60        70        80 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     :.:: : .. .  : :  . ::     
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF 
            30        40        50        60        70          
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (36-69:146-179) 
 
          10        20        30        40        50        60      
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
          70        80                                              
2MEPSP LMAAPLALGDVEIEI                                              
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.8  bits: 18.8 E():   57 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (8-61:97-146) 
 
                                      10        20        30        
2MEPSP                        VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
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gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
         40        50        60        70        80                 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI                 
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.8  bits: 18.8 E():   57 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (8-61:97-146) 
 
                                      10        20        30        
2MEPSP                        VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
         40        50        60        70        80                 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI                 
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.9  bits: 18.5 E():   64 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (8-61:74-123) 
 
                                      10        20        30        
2MEPSP                        VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
         40        50        60        70        80                 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI                 
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.9  bits: 18.5 E():   64 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (8-61:74-123) 
 
                                      10        20        30        
2MEPSP                        VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
         40        50        60        70        80                 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI                 
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.6  bits: 15.0 E():   66 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (34-47:5-18) 
 
            10        20        30        40        50        60    
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     :: :   . :  ::                 
gi|244                           IGNEDCTPWMSTLITPLP                 
                                         10                         
 
            70        80 
2MEPSP ALLMAAPLALGDVEIEI 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.9 E():   67 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (2-31:240-264) 
 
                                            10        20        30  
2MEPSP                              VLDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
              40        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                                         
gi|225 ELIRSWFGLP                                        
          270                                            
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (10-28:40-58) 
 
                                    10        20        30          
2MEPSP                      VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
      40        50        60        70        80                    
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI                    
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.1  bits: 17.5 E():   70 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (24-56:48-83) 
 
                      10        20        30           40        50 
2MEPSP        VLDGVPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
               60        70        80   
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEI   
       .  .:.                           
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.1  bits: 17.5 E():   70 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (24-56:48-83) 
 
                      10        20        30           40        50 
2MEPSP        VLDGVPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
               60        70        80   
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEI   
       .  .:.                           
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        80        90       100          
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.5 E():   71 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (45-53:36-44) 
 
           20        30        40        50        60        70     
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
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          10        20        30        40        50        60      
 
           80                                        
2MEPSP DVEIEI                                        
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.0  bits: 19.2 E():   71 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (45-64:271-290) 
 
           20        30        40        50        60        70     
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
           80                                                       
2MEPSP DVEIEI                                                       
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.8  bits: 17.5 E():   73 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (27-48:35-60) 
 
                   10        20        30            40        50   
2MEPSP     VLDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
             60        70        80                        
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEI                        
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.5 E():   74 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (36-48:48-60) 
 
          10        20        30        40        50        60      
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
          70        80                         
2MEPSP LMAAPLALGDVEIEI                         
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (24-60:49-85) 
 
                      10        20        30        40        50    
2MEPSP        VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
            60        70        80                                  
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEI                                  
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
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>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (17-36:84-104) 
 
                             10         20        30        40      
2MEPSP               VLDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
          50        60        70        80    
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI    
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.3  bits: 17.8 E():   78 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (40-61:45-65) 
 
      10        20        30        40        50        60          
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
      70        80                                                  
2MEPSP PLALGDVEIEI                                                  
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.6 E():   80 
Smith-Waterman score: 45; 29.6% identity (63.0% similar) in 27 aa overlap (54-80:7-33) 
 
            30        40        50        60        70        80    
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI    
                                     : .. :  ..:.  :::. :   :...    
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.6 E():   80 
Smith-Waterman score: 45; 29.6% identity (63.0% similar) in 27 aa overlap (54-80:7-33) 
 
            30        40        50        60        70        80    
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI    
                                     : .. :  ..:.  :::. :   :...    
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 19.4% identity (46.8% similar) in 62 aa overlap (3-55:37-98) 
 
                                           10        20          30 
2MEPSP                             VLDGVPRMRERPIGDLVVGLKQLG--ADVDCF 
                                     .. :... . .. ..  . . :  : .  : 
gi|264 VDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTLAPTGLF 
         10        20        30        40        50        60       
 
                      40        50        60        70        80    
2MEPSP LG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI    
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       .:          : : . :  :  :  .: .:                             
gi|264 VGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYL 
         70        80        90       100       110       120       
 
gi|264 IEQGF 
        130  
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 18.9 E():   82 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (13-29:7-23) 
 
               10        20        30        40        50        60 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                   :  : .:.:.: : .::                                
gi|115       MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGATLLDVI 
                     10        20        30        40        50     
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 18.9 E():   82 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (13-29:7-23) 
 
               10        20        30        40        50        60 
2MEPSP VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                   :  : .:.:.: : .::                                
gi|274       MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLGATLLDVI 
                     10        20        30        40        50     
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (48-71:30-54) 
 
        20        30        40        50         60        70       
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDV 
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
         80                                                         
2MEPSP EIEI                                                         
                                                                    
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (41-71:64-97) 
 
               20        30        40           50        60        
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
        70        80                                       
2MEPSP AAPLALGDVEIEI                                       
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (41-71:64-97) 
 
               20        30        40           50        60        
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
        70        80                                       
2MEPSP AAPLALGDVEIEI                                       
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         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.0 E():   90 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (15-31:181-197) 
 
                               10        20        30        40     
2MEPSP                 VLDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
           50        60        70        80                         
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI                         
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.2 E():   90 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (17-48:58-95) 
 
                             10        20            30          40 
2MEPSP               VLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
               50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
       :. .::::                                 
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK             
        90       100       110                  
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.2 E():   90 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (17-48:58-95) 
 
                             10        20            30          40 
2MEPSP               VLDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
               50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
       :. .::::                                 
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK             
        90       100       110                  
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.9  bits: 17.2 E():   92 
Smith-Waterman score: 47; 24.4% identity (51.2% similar) in 41 aa overlap (12-46:22-62) 
 
                         10        20        30              40     
2MEPSP           VLDGVPRMRERPIGDLVVGLKQLGADVDCFLG------TDCPPVRVNGIG 
                            :... :.   :....:   .:         ::   ::.  
gi|209 MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK 
               10        20        30        40        50        60 
 
           50        60        70        80                        
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI                        
       .:                                                          
gi|209 SLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAVK 
               70        80        90       100       110          
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.3 E():   97 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (36-75:124-163) 
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          10        20        30        40        50        60      
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
          70        80                                              
2MEPSP LMAAPLALGDVEIEI                                              
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.5  bits: 19.0 E():   98 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (45-75:391-423) 
 
           20        30        40        50        60          70   
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
             80           
2MEPSP LGDVEIEI           
       :::                
gi|144 LGDNAVYAGNNFRTAVNL 
              430         
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.5  bits: 19.0 E():   98 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (45-75:393-425) 
 
           20        30        40        50        60          70   
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
             80           
2MEPSP LGDVEIEI           
       :::                
gi|467 LGDKRLYAGDNFRTAINL 
            430       440 
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.5  bits: 19.0 E():   98 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (45-75:393-425) 
 
           20        30        40        50        60          70   
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
             80           
2MEPSP LGDVEIEI           
       :::                
gi|601 LGDKAVYAGDNFRTAINL 
            430       440 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:37 2011 done: Tue Apr 19 10:57:37 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
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# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 123  - 202 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     5     8:=* 
  34    39    22:=====*==== 
  36    39    44:==========* 
  38    48    73:============      * 
  40    71   102:==================       * 
  42    90   125:=======================        * 
  44   121   138:===============================   * 
  46   129   140:================================= * 
  48   233   134:=================================*========================= 
  50   127   122:==============================*= 
  52   126   108:==========================*===== 
  54    87    92:======================* 
  56    97    77:===================*===== 
  58    53    63:============== * 
  60    37    51:==========  * 
  62    21    41:======    * 
  64    38    33:========*= 
  66    18    26:===== * 
  68    18    20:====* 
  70    14    16:===* 
  72    15    12:==*= 
  74    12    10:==* 
  76     7     8:=* 
  78    11     6:=*= 
  80    13     5:=*== 
  82     5     3:*= 
  84     6     3:*= 
  86     0     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.02090.0032; mu= 11.4143 0.165 
 mean_var=38.5939 9.369, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.206450 
 Kolmogorov-Smirnov  statistic: 0.0748 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
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 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.5    0.31 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.2     2.6 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.6     2.7 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.6     2.9 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.0     5.3 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.0     5.4 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.0     5.4 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.4     6.5 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.2     6.6 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   52 20.4     9.7 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.4      11 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.5      11 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.8      11 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   57 22.2      11 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.2      11 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.8      12 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.8      12 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.2      14 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.0      14 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   56 22.0      15 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   55 21.6      15 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   55 21.6      15 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.6      15 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.8      15 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.2      16 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.9      16 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.3      16 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 22.0      16 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   52 20.6      17 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.6      17 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.6      18 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   49 19.5      18 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.5      18 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 19.9      19 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.7      20 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   49 19.5      20 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.6      21 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   49 19.6      21 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   49 19.6      22 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.4      22 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   55 21.7      22 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.0      22 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.6      23 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.7      24 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 18.9      26 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 18.9      26 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.3      26 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.6      28 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.5      30 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.5      30 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.5      30 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.6      33 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.6      34 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.6      34 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.6      34 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.9      35 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.4      36 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.2      37 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.6      37 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 19.7      37 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 19.7      37 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.7      38 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   50 20.1      39 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.7      39 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.1      41 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 19.1      44 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 19.1      44 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   49 19.8      45 
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gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 19.8      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.4      46 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.4      47 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.4      47 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   45 18.4      48 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.7      48 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.7      48 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.4      48 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   45 18.4      49 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 19.8      49 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   49 19.8      50 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 19.8      51 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 19.8      52 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   47 19.1      53 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   47 19.1      53 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.8      55 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.3      56 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.3      56 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.1      58 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.8      59 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.8      59 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.5      66 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.5      66 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.8      68 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.9      69 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.8      70 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.4      73 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.4      73 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.4      73 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   45 18.5      73 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.2      73 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.4      76 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.4      76 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.8      77 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.8      77 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   45 18.5      80 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   45 18.5      80 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.8      81 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.2      81 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   42 17.5      84 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.9      85 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.9      85 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.5      89 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   42 17.5      91 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   42 17.5      91 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 18.9      92 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.1      93 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.1      93 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.1      95 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   43 17.9      98 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.2      99 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 18.9   1e 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 111.5  bits: 25.5 E(): 0.31 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (21-62:48-93) 
 
                         10        20          30         40        
2MEPSP           LDGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
         50        60        70        80             
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIEII             
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 95.1  bits: 22.2 E():  2.6 
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Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (21-41:24-46) 
 
                  10        20          30        40        50      
2MEPSP    LDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
          60        70        80                 
2MEPSP ISSQYLSALLMAAPLALGDVEIEII                 
                                                 
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               70        80        90       100  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 94.6  bits: 23.6 E():  2.7 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (24-65:25-65) 
 
                10        20        30        40        50          
2MEPSP  LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
      60        70        80                                        
2MEPSP YLSALLMAAPLALGDVEIEII                                        
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 94.3  bits: 22.6 E():  2.9 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (28-48:66-87) 
 
                  10        20        30        40         50       
2MEPSP    LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
         60        70        80                             
2MEPSP SSQYLSALLMAAPLALGDVEIEII                             
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 89.5  bits: 22.0 E():  5.3 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (17-72:27-92) 
 
                         10        20        30                40   
2MEPSP           LDGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
                50         60        70        80                   
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEII                   
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.3  bits: 22.0 E():  5.4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (61-76:9-24) 
 
               40        50        60        70        80           
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII           
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                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.3  bits: 22.0 E():  5.4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (61-76:9-24) 
 
               40        50        60        70        80           
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII           
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 87.9  bits: 21.4 E():  6.5 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (28-48:66-87) 
 
                  10        20        30        40         50       
2MEPSP    LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
         60        70        80                             
2MEPSP SSQYLSALLMAAPLALGDVEIEII                             
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 87.7  bits: 24.2 E():  6.6 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (9-45:943-974) 
 
                                     10        20        30         
2MEPSP                       LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
       40        50        60        70        80                   
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII                   
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 84.7  bits: 20.4 E():  9.7 
Smith-Waterman score: 52; 25.0% identity (55.4% similar) in 56 aa overlap (23-78:48-101) 
 
                       10        20        30        40        50   
2MEPSP         LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
             60        70        80           
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEII           
       ::. ..   ::   ::: :  . : :             
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.1  bits: 20.4 E():   11 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (14-30:98-114) 
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                                10        20        30        40    
2MEPSP                  LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
            50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 84.0  bits: 21.5 E():   11 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (14-59:106-145) 
 
                                10        20        30        40    
2MEPSP                  LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
            50        60        70        80                        
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII                        
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 20.8 E():   11 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (28-49:66-88) 
 
                  10        20        30        40         50       
2MEPSP    LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
         60        70        80                                     
2MEPSP SSQYLSALLMAAPLALGDVEIEII                                     
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 83.9  bits: 22.2 E():   11 
Smith-Waterman score: 57; 30.2% identity (67.4% similar) in 43 aa overlap (1-43:262-299) 
 
                                             10        20        30 
2MEPSP                               LDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
             240       250       260       270            280       
 
               40        50        60        70        80           
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII           
        .:   .:. . :                                                
gi|223 RVDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFH 
        290       300       310       320       330       340       
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 83.7  bits: 22.2 E():   11 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (21-41:383-405) 
 
                         10        20          30        40         
2MEPSP           LDGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
       50        60        70        80                 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEII                 
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gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.9  bits: 19.8 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (10-47:32-71) 
 
                                    10        20          30        
2MEPSP                      LDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
        40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
         :. ..:::                                  
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK              
              70        80        90               
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.8  bits: 19.8 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (10-47:33-72) 
 
                                    10        20          30        
2MEPSP                      LDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
        40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
         :. ..:::                                  
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK              
             70        80        90                
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (24-65:25-65) 
 
                10        20        30        40        50          
2MEPSP  LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
      60        70        80                                        
2MEPSP YLSALLMAAPLALGDVEIEII                                        
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 81.6  bits: 22.0 E():   14 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (4-30:454-481) 
 
                                          10         20        30   
2MEPSP                            LDGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
             40        50        60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
                                                        
gi|424 IKKLFGLSH                                        
           490                                          
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 56; 45.8% identity (75.0% similar) in 24 aa overlap (52-73:247-270) 
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              30        40        50        60          70          
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDVEIEI 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
      80                                                            
2MEPSP I                                                            
                                                                    
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 81.4  bits: 21.6 E():   15 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (2-68:184-248) 
 
                                            10          20          
2MEPSP                              LDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
      30        40        50        60        70        80          
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII          
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|166 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|166 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 81.4  bits: 21.6 E():   15 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (2-68:184-248) 
 
                                            10          20          
2MEPSP                              LDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
      30        40        50        60        70        80          
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII          
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|113 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|113 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 81.4  bits: 21.6 E():   15 
Smith-Waterman score: 55; 27.5% identity (55.1% similar) in 69 aa overlap (2-68:185-249) 
 
                                            10          20          
2MEPSP                              LDGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
      30        40        50        60        70        80          
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII          
       :.     .    .:   ...: .:.   .:.  .::..:                      
gi|113 LSKASDGLLDITLG---SSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTD 
           220          230       240       250       260       270 
 
gi|113 HVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTG 
              280       290       300       310       320       330 
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.3  bits: 19.8 E():   15 
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Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (10-47:58-97) 
 
                                    10        20          30        
2MEPSP                      LDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
        40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
         :. ..:::                                  
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK              
        90       100       110                     
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.0  bits: 20.2 E():   16 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (28-46:42-62) 
 
                  10        20        30          40        50      
2MEPSP    LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
          60        70        80                                    
2MEPSP ISSQYLSALLMAAPLALGDVEIEII                                    
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 80.9  bits: 20.9 E():   16 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (17-52:134-164) 
 
                             10        20        30        40       
2MEPSP               LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
         50        60        70        80                           
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEII                           
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.9  bits: 21.3 E():   16 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (16-48:174-206) 
 
                              10        20        30        40      
2MEPSP                LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
           50        60        70        80                         
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII                         
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 80.8  bits: 22.0 E():   16 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (2-34:341-374) 
 
                                             10        20        30 
2MEPSP                              LDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
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               40        50        60        70        80           
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII           
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 80.4  bits: 20.6 E():   17 
Smith-Waterman score: 52; 19.8% identity (51.9% similar) in 81 aa overlap (7-76:100-180) 
 
                                       10        20              30 
2MEPSP                         LDGVPRMRERPIGDLVVGLKQLGADVDC------FL 
                                     : :.   :..... ..  :..:      .: 
gi|609 KMTQTFAILRYLGRKYKLNGSNDHEEIRISMAEQQTKDMMAAMIRVCYDANCDKLKPDYL 
      70        80        90       100       110       120          
 
                 40           50        60        70        80      
2MEPSP GT--DCPPVRVNGIGGLP---GGKVKLSGSISSQYLSALLMAAPLALGDVEIEII      
        .  ::  .  . .:  :   :....       .::  . . .: ..:. :          
gi|609 KSLPDCLKLMSKFVGEHPFVAGANISYVDFYLYEYLCRVKVMVPEVFGQFENLKRYVERM 
     130       140       150       160       170       180          
 
gi|609 ESLPRVSDYIKKQQPKTFNAPTSKWNASYA 
     190       200       210          
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.2  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (14-30:202-218) 
 
                                10        20        30        40    
2MEPSP                  LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
            50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.1  bits: 20.6 E():   18 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (14-30:205-221) 
 
                                10        20        30        40    
2MEPSP                  LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
            50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 79.9  bits: 19.5 E():   18 
Smith-Waterman score: 49; 26.8% identity (50.0% similar) in 56 aa overlap (23-78:48-101) 
 
                       10        20        30        40        50   
2MEPSP         LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  :. .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAA-- 
        20        30        40        50        60        70        
 
             60        70        80           
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEII           
       ::. ..   ::   ::: :  . : :             
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 79.7  bits: 19.5 E():   18 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (10-47:58-97) 
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                                    10        20          30        
2MEPSP                      LDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
        40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
        .:. ..:::                                  
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK              
        90       100       110                     
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (3-45:104-146) 
 
                                           10             20        
2MEPSP                             LDGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
        30        40        50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
        : ..: :     ::::.                                    
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH                      
            140           150       160                      
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 79.2  bits: 21.7 E():   20 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (2-34:341-374) 
 
                                             10        20        30 
2MEPSP                              LDGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
               40        50        60        70        80           
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII           
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.9  bits: 19.5 E():   20 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (5-54:40-98) 
 
                                         10        20          30   
2MEPSP                           LDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|190 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                    40        50        60        70        80      
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII      
                : : . :  :  :  .: .:                                
gi|190 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYPVEQ 
      70        80        90       100       110       120          
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (13-35:12-38) 
 
               10        20            30        40        50       
2MEPSP LDGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                   :.:. : .:::.    :  :     ::                      
gi|144  IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGLTNAADYTRL 
                10        20        30        40        50          
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         60        70        80                                     
2MEPSP SSQYLSALLMAAPLALGDVEIEII                                     
                                                                    
gi|144 SCECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYD 
      60        70        80        90       100       110          
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (5-54:40-98) 
 
                                         10        20          30   
2MEPSP                           LDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|105 HLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                    40        50        60        70        80      
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII      
                : : . :  :  :  .: .:                                
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.5  bits: 19.6 E():   22 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (5-54:40-98) 
 
                                         10        20          30   
2MEPSP                           LDGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|100 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                    40        50        60        70        80      
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII      
                : : . :  :  :  .: .:                                
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (14-31:295-313) 
 
                                10         20        30        40   
2MEPSP                  LDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
             50        60        70        80                       
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII                       
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 78.3  bits: 21.7 E():   22 
Smith-Waterman score: 55; 45.8% identity (75.0% similar) in 24 aa overlap (52-73:378-401) 
 
              30        40        50        60          70          
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDVEIEI 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
      80                                                            
2MEPSP I                                                            
                                                                    
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
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 initn:  50 init1:  50 opt:  53  Z-score: 78.2  bits: 21.0 E():   22 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (37-54:167-184) 
 
         10        20        30        40        50        60       
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
         70        80                                               
2MEPSP AAPLALGDVEIEII                                               
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 19.6 E():   23 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (41-48:119-126) 
 
               20        30        40        50        60        70 
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
               80 
2MEPSP ALGDVEIEII 
                  
gi|144 EEVD       
      150         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.6  bits: 20.7 E():   24 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (35-69:175-211) 
 
           10        20        30        40        50        60     
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
             70        80                                           
2MEPSP LMA--APLALGDVEIEII                                           
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.9  bits: 18.9 E():   26 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (5-33:73-101) 
 
                                         10        20        30     
2MEPSP                           LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
           40        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
                                                      
gi|209 FAVLVKQ                                        
                                                      
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.9  bits: 18.9 E():   26 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (5-33:73-101) 
 
                                         10        20        30     
2MEPSP                           LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
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             50        60        70        80        90       100   
 
           40        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
                                                      
gi|249 FAVLVKQ                                        
                                                      
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.9  bits: 19.3 E():   26 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (5-37:78-105) 
 
                                         10         20        30    
2MEPSP                           LDGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
            40        50        60        70        80 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
       :: .                                            
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM        
             110       120       130       140         
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.5  bits: 18.6 E():   28 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (10-47:32-71) 
 
                                    10        20          30        
2MEPSP                      LDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
        40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
         :. ..:::                                  
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK              
              70        80        90               
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.9  bits: 21.5 E():   30 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (8-48:55-104) 
 
                                      10        20                  
2MEPSP                        LDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
       30        40        50        60        70        80         
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII         
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.9  bits: 21.5 E():   30 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (8-48:55-104) 
 
                                      10        20                  
2MEPSP                        LDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
       30        40        50        60        70        80         
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII         
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
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>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.9  bits: 21.5 E():   30 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (8-48:55-104) 
 
                                      10        20                  
2MEPSP                        LDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
       30        40        50        60        70        80         
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII         
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 18.6 E():   33 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (13-27:93-107) 
 
                                 10        20        30        40   
2MEPSP                   LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
             50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.0  bits: 18.6 E():   34 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (26-47:35-60) 
 
                    10        20            30        40        50  
2MEPSP      LDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
              60        70        80                       
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEII                       
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.0  bits: 18.6 E():   34 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (26-47:35-60) 
 
                    10        20            30        40        50  
2MEPSP      LDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
              60        70        80                       
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEII                       
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.0  bits: 18.6 E():   34 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (26-47:35-60) 
 
                    10        20            30        40        50  
2MEPSP      LDGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
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              60        70        80                       
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEII                       
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.7  bits: 17.9 E():   35 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (28-37:38-47) 
 
                  10        20        30        40        50        
2MEPSP    LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEII 
                               
gi|114 CNKNCT                  
        70                     
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (7-60:74-123) 
 
                                       10        20        30       
2MEPSP                         LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
          40        50        60        70        80                
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII                
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 74.3  bits: 21.2 E():   37 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (8-48:55-104) 
 
                                      10        20                  
2MEPSP                        LDGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
       30        40        50        60        70        80         
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII         
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 18.6 E():   37 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (29-38:48-57) 
 
                 10        20        30        40        50         
2MEPSP   LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
       60        70        80                              
2MEPSP QYLSALLMAAPLALGDVEIEII                              
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
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>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (53-80:7-34) 
 
             30        40        50        60        70        80   
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII   
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (53-80:7-34) 
 
             30        40        50        60        70        80   
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII   
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.1  bits: 19.7 E():   38 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (16-42:13-38) 
 
               10        20        30        40        50        60 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                      ..:. . . . .:  : : :   :::.                   
gi|309    MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSP 
                  10         20        30        40        50       
 
               70        80                                         
2MEPSP LSALLMAAPLALGDVEIEII                                         
                                                                    
gi|309 GMYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTI 
         60        70        80        90       100       110       
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 50; 29.3% identity (56.1% similar) in 41 aa overlap (3-43:102-133) 
 
                                           10        20        30   
2MEPSP                             LDGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                     :::.      :.... :.:.. :.: .    
gi|144 RGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNEDLDKMT-- 
              80        90       100            110       120       
 
             40        50        60        70        80             
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII             
         :    .:::                                                  
gi|144 --PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEATKKF 
            130       140       150       160       170       180   
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.8  bits: 19.7 E():   39 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (13-54:235-275) 
 
                                 10        20        30        40   
2MEPSP                   LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
             50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
       :.   :  : .:                           
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gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR          
           270       280       290            
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 73.5  bits: 20.1 E():   41 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (11-43:319-348) 
 
                                   10        20        30           
2MEPSP                     LDGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
      40        50        60        70        80       
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII       
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.9  bits: 19.1 E():   44 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (7-60:74-123) 
 
                                       10        20        30       
2MEPSP                         LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
          40        50        60        70        80                
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII                
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.9  bits: 19.1 E():   44 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (7-60:74-123) 
 
                                       10        20        30       
2MEPSP                         LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
          40        50        60        70        80                
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII                
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.7  bits: 19.8 E():   45 
Smith-Waterman score: 49; 40.0% identity (66.7% similar) in 30 aa overlap (49-77:105-134) 
 
       20        30        40        50        60         70        
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
        80                                                          
2MEPSP EII                                                          
                                                                    
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.6  bits: 19.8 E():   46 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (36-72:244-280) 
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          10        20        30        40         50        60     
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
            70        80                                            
2MEPSP LMA-APLALGDVEIEII                                            
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.4  bits: 19.4 E():   46 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (35-74:136-175) 
 
           10        20        30        40        50        60     
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
           70        80                                             
2MEPSP LMAAPLALGDVEIEII                                             
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (35-74:137-176) 
 
           10        20        30        40        50        60     
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
           70        80                                             
2MEPSP LMAAPLALGDVEIEII                                             
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (35-74:140-179) 
 
           10        20        30        40        50        60     
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
           70        80                                             
2MEPSP LMAAPLALGDVEIEII                                             
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.2  bits: 18.4 E():   48 
Smith-Waterman score: 45; 19.5% identity (56.1% similar) in 41 aa overlap (40-80:66-106) 
 
      10        20        30        40        50        60          
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
      70        80                                 
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2MEPSP LALGDVEIEII                                 
         . :. :...                                 
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.1  bits: 18.7 E():   48 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (4-28:59-82) 
 
                                          10        20        30    
2MEPSP                            LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
            40        50        60        70        80              
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII              
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.1  bits: 18.7 E():   48 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (4-28:59-82) 
 
                                          10        20        30    
2MEPSP                            LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
            40        50        60        70        80              
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII              
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.1  bits: 19.4 E():   48 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (35-74:151-190) 
 
           10        20        30        40        50        60     
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
           70        80                                             
2MEPSP LMAAPLALGDVEIEII                                             
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.1  bits: 18.4 E():   49 
Smith-Waterman score: 45; 30.2% identity (49.1% similar) in 53 aa overlap (3-54:49-98) 
 
                                           10         20        30  
2MEPSP                             LDGVPRMRERPIGDLV-VGLKQLGADVDCFLG 
                                     :. .  :.: : :. .::   :.    . : 
gi|100 NLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEP-GHLAPTGLFLGGTKYMVIQG 
       20        30        40        50         60        70        
 
              40        50        60        70        80            
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII            
          : : . :  :  :  .: .:                                      
gi|100 E--PGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSH 
          80        90       100       110       120       130      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.0  bits: 19.8 E():   49 
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Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (48-72:221-245) 
 
        20        30        40        50        60        70        
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
        80                                                          
2MEPSP EII                                                          
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.8  bits: 19.8 E():   50 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (1-30:361-385) 
 
                                             10        20        30 
2MEPSP                               LDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|284 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
              340       350       360            370       380      
 
               40        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
                                                          
gi|284 ELIRSLFGLP                                         
         390                                              
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (13-54:336-376) 
 
                                 10        20        30        40   
2MEPSP                   LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
             50        60        70        80   
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII   
       :.   :  : .:                             
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY 
          370       380       390       400     
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.5  bits: 19.8 E():   52 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (13-54:339-379) 
 
                                 10        20        30        40   
2MEPSP                   LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
             50        60        70        80        
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII        
       :.   :  : .:                                  
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK 
       370       380       390       400       410   
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 71.3  bits: 19.1 E():   53 
Smith-Waterman score: 47; 26.7% identity (55.6% similar) in 45 aa overlap (36-80:133-174) 
 
          10        20        30        40        50        60      
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSG---WGYLQEGS 
            110       120       130       140       150             
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          70        80                                              
2MEPSP MAAPLALGDVEIEII                                              
       .. :  :  :.:...                                              
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 71.3  bits: 19.1 E():   53 
Smith-Waterman score: 47; 26.7% identity (55.6% similar) in 45 aa overlap (36-80:133-174) 
 
          10        20        30        40        50        60      
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSG---WGYLQEGS 
            110       120       130       140       150             
 
          70        80                                              
2MEPSP MAAPLALGDVEIEII                                              
       .. :  :  :.:...                                              
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (7-60:79-128) 
 
                                       10        20        30       
2MEPSP                         LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
          40        50        60        70        80                
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII                
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 17.3 E():   56 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (54-75:54-75) 
 
            30        40        50        60        70        80 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
                                     :.:: : .. .  : :  . ::      
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF  
            30        40        50        60        70           
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 17.3 E():   56 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (54-75:54-75) 
 
            30        40        50        60        70        80 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
                                     :.:: : .. .  : :  . ::      
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF  
            30        40        50        60        70           
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (35-68:146-179) 
 
           10        20        30        40        50        60     
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
           70        80                                             
2MEPSP LMAAPLALGDVEIEII                                             
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         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.6  bits: 18.8 E():   59 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (7-60:97-146) 
 
                                       10        20        30       
2MEPSP                         LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
          40        50        60        70        80                
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII                
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.6  bits: 18.8 E():   59 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (7-60:97-146) 
 
                                       10        20        30       
2MEPSP                         LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
          40        50        60        70        80                
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII                
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.6  bits: 18.5 E():   66 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (7-60:74-123) 
 
                                       10        20        30       
2MEPSP                         LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
          40        50        60        70        80                
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII                
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.6  bits: 18.5 E():   66 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (7-60:74-123) 
 
                                       10        20        30       
2MEPSP                         LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
          40        50        60        70        80                
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII                
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.8 E():   68 
Smith-Waterman score: 49; 33.3% identity (73.3% similar) in 30 aa overlap (1-30:240-264) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4133

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
                                             10        20        30 
2MEPSP                               LDGVPRMRERPIGDLVVGLKQLGADVDCFL 
                                     :...:...:     :. .:.. :.::: :. 
gi|225 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQE-----LLQNLRDKGVDVDHFI 
     210       220       230       240            250       260     
 
               40        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
                                                          
gi|225 ELIRSWFGLP                                         
          270                                             
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.3  bits: 14.9 E():   69 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (33-46:5-18) 
 
             10        20        30        40        50        60   
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     :: :   . :  ::                 
gi|244                           IGNEDCTPWMSTLITPLP                 
                                         10                         
 
             70        80 
2MEPSP ALLMAAPLALGDVEIEII 
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (9-27:40-58) 
 
                                     10        20        30         
2MEPSP                       LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
       40        50        60        70        80                   
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII                   
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.9  bits: 17.4 E():   73 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (23-55:48-83) 
 
                       10        20        30           40          
2MEPSP         LDGVPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
      50        60        70        80  
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEII  
       .  .:.                           
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.9  bits: 17.4 E():   73 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (23-55:48-83) 
 
                       10        20        30           40          
2MEPSP         LDGVPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
      50        60        70        80  
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEII  
       .  .:.                           
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gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        80        90       100          
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.4 E():   73 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (44-52:36-44) 
 
            20        30        40        50        60        70    
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
            80                                       
2MEPSP DVEIEII                                       
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 45; 29.4% identity (58.8% similar) in 34 aa overlap (47-80:117-147) 
 
         20        30        40        50        60        70       
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
         80                                                         
2MEPSP IEII                                                         
       :...                                                         
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (44-63:271-290) 
 
            20        30        40        50        60        70    
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
            80                                                      
2MEPSP DVEIEII                                                      
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (26-47:35-60) 
 
                    10        20          30          40        50  
2MEPSP      LDGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
              60        70        80                       
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEII                       
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (35-47:48-60) 
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           10        20        30        40        50        60     
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
           70        80                        
2MEPSP LMAAPLALGDVEIEII                        
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (23-59:49-85) 
 
                       10        20        30        40        50   
2MEPSP         LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
             60        70        80                                 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEII                                 
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (16-35:84-104) 
 
                              10         20        30        40     
2MEPSP                LDGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
           50        60        70        80   
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII   
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 45; 29.4% identity (58.8% similar) in 34 aa overlap (47-80:144-174) 
 
         20        30        40        50        60        70       
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
         80                                                         
2MEPSP IEII                                                         
       :...                                                         
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 45; 29.4% identity (58.8% similar) in 34 aa overlap (47-80:144-174) 
 
         20        30        40        50        60        70       
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
         80                                                         
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2MEPSP IEII                                                         
       :...                                                         
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (39-60:45-65) 
 
       10        20        30        40        50        60         
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
       70        80                                                 
2MEPSP PLALGDVEIEII                                                 
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 44; 28.9% identity (50.0% similar) in 38 aa overlap (43-80:162-199) 
 
             20        30        40        50        60        70   
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
             80      
2MEPSP GDVEIEII      
       : .  : .      
gi|116 GKAFYEAVAKAHQ 
             200     
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 42; 19.4% identity (46.8% similar) in 62 aa overlap (2-54:37-98) 
 
                                            10        20            
2MEPSP                              LDGVPRMRERPIGDLVVGLKQLG--ADVDCF 
                                     .. :... . .. ..  . . :  : .  : 
gi|264 VDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTLAPTGLF 
         10        20        30        40        50        60       
 
      30               40        50        60        70        80   
2MEPSP LG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII   
       .:          : : . :  :  :  .: .:                             
gi|264 VGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYL 
         70        80        90       100       110       120       
 
gi|264 IEQGF 
        130  
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 18.9 E():   85 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (12-28:7-23) 
 
               10        20        30        40        50        60 
2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                  :  : .:.:.: : .::                                 
gi|274      MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLGATLLDVIQ 
                    10        20        30        40        50      
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 18.9 E():   85 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (12-28:7-23) 
 
               10        20        30        40        50        60 
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2MEPSP LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                  :  : .:.:.: : .::                                 
gi|115      MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGATLLDVIQ 
                    10        20        30        40        50      
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.2  bits: 17.5 E():   89 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (47-70:30-54) 
 
         20        30        40        50         60        70      
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDV 
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
          80                                                        
2MEPSP EIEII                                                        
                                                                    
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (40-70:64-97) 
 
      10        20        30        40           50        60       
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
         70        80                                      
2MEPSP AAPLALGDVEIEII                                      
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (40-70:64-97) 
 
      10        20        30        40           50        60       
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
         70        80                                      
2MEPSP AAPLALGDVEIEII                                      
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.9 E():   92 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (14-30:181-197) 
 
                                10        20        30        40    
2MEPSP                  LDGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
            50        60        70        80                        
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII                        
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.1 E():   93 
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Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (16-47:58-95) 
 
                              10        20              30          
2MEPSP                LDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
      40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
       :. .::::                                  
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK              
        90       100       110                   
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (16-47:58-95) 
 
                              10        20              30          
2MEPSP                LDGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
      40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
       :. .::::                                  
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK              
        90       100       110                   
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.7  bits: 17.1 E():   95 
Smith-Waterman score: 47; 24.4% identity (51.2% similar) in 41 aa overlap (11-45:22-62) 
 
                          10        20        30              40    
2MEPSP            LDGVPRMRERPIGDLVVGLKQLGADVDCFLG------TDCPPVRVNGIG 
                            :... :.   :....:   .:         ::   ::.  
gi|209 MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK 
               10        20        30        40        50        60 
 
            50        60        70        80                       
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII                       
       .:                                                          
gi|209 SLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAVK 
               70        80        90       100       110          
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.9 E():   98 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (55-80:26-51) 
 
           30        40        50        60        70        80     
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII     
                                     :.:. :: :  ...::  :   :: .     
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
 
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (35-74:124-163) 
 
           10        20        30        40        50        60     
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
           70        80                                             
2MEPSP LMAAPLALGDVEIEII                                             
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         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.3  bits: 18.9 E(): 1e 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (44-74:391-423) 
 
            20        30        40        50        60          70  
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
              80          
2MEPSP LGDVEIEII          
       :::                
gi|144 LGDNAVYAGNNFRTAVNL 
              430         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:37 2011 done: Tue Apr 19 10:57:37 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 124  - 203 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     9     8:=*= 
  34    38    22:=====*==== 
  36    39    44:==========* 
  38    48    73:============      * 
  40    62   102:================         * 
  42    90   125:=======================        * 
  44   113   138:=============================     * 
  46   135   140:==================================* 
  48   237   134:=================================*========================== 
  50   125   122:==============================*= 
  52   133   108:==========================*======= 
  54    91    92:======================* 
  56    95    77:===================*==== 
  58    52    63:=============  * 
  60    33    51:=========   * 
  62    23    41:======    * 
  64    37    33:========*= 
  66    21    26:======* 
  68    16    20:====* 
  70    13    16:===* 
  72    15    12:==*= 
  74    13    10:==*= 
  76     6     8:=* 
  78    12     6:=*= 
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  80    14     5:=*== 
  82     5     3:*= 
  84     4     3:* 
  86     1     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.14680.00325; mu= 10.7759 0.167 
 mean_var=38.5728 9.354, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.206506 
 Kolmogorov-Smirnov  statistic: 0.0802 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.5    0.31 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.2     2.5 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.6     2.8 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.6     2.8 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.0     5.3 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.0     5.4 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.0     5.4 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.4     6.5 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.2       7 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   53 20.7     7.8 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.4      10 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.8      11 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.5      11 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.2      11 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.8      12 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.8      12 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.2      14 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   50 19.8      15 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 21.9      15 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.8      15 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   56 21.9      15 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   55 21.6      15 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   55 21.6      15 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   55 21.6      15 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.2      16 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.9      16 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.2      16 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.2      16 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   56 21.9      17 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   52 20.6      17 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.6      17 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.6      18 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.5      18 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 19.9      19 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   49 19.6      20 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   55 21.6      20 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   54 21.3      21 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.6      21 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   49 19.6      21 
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gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   49 19.6      21 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.3      22 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   55 21.7      23 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.0      23 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.6      23 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.6      24 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 18.9      26 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 18.9      26 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.3      26 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.6      27 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.4      31 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.4      31 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.4      31 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.6      33 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.6      33 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.6      33 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.6      33 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.9      34 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   50 20.0      36 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.3      36 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.7      37 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 19.7      37 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 19.7      37 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.1      38 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.7      38 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   50 20.1      39 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.7      40 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.1      42 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 19.0      44 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 19.0      44 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 19.8      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.4      47 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.4      47 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.4      48 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   45 18.4      48 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.7      48 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.7      48 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   45 18.4      48 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.4      49 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 19.8      50 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 19.8      52 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 19.8      53 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   47 19.1      54 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   47 19.1      54 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.4      55 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.4      55 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.8      55 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.1      59 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.8      59 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.8      59 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 15.0      65 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.5      66 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.5      66 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.8      69 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.8      71 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.4      72 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.4      72 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.4      72 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   45 18.5      74 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.2      75 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.4      75 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.4      76 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.8      77 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.8      77 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.8      81 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   45 18.5      81 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   45 18.5      81 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   44 18.2      81 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   42 17.5      84 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   47 19.2      84 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.9      86 
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gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.9      86 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.5      89 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   42 17.5      91 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   42 17.5      91 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.1      92 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.1      92 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 18.9      94 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   46 18.9      94 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.1      94 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   43 17.9      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 111.6  bits: 25.5 E(): 0.31 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (20-61:48-93) 
 
                          10        20           30        40       
2MEPSP            DGVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
          50        60        70        80            
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIEIID            
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 95.2  bits: 22.2 E():  2.5 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (20-40:24-46) 
 
                   10        20          30        40        50     
2MEPSP     DGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
           60        70        80                
2MEPSP ISSQYLSALLMAAPLALGDVEIEIID                
                                                 
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               70        80        90       100  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 94.5  bits: 23.6 E():  2.8 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (23-64:25-65) 
 
                 10        20        30        40        50         
2MEPSP   DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
       60        70        80                                       
2MEPSP YLSALLMAAPLALGDVEIEIID                                       
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 94.3  bits: 22.6 E():  2.8 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (27-47:66-87) 
 
                   10        20        30        40         50      
2MEPSP     DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
          60        70        80                            
2MEPSP SSQYLSALLMAAPLALGDVEIEIID                            
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gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 89.5  bits: 22.0 E():  5.3 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (16-71:27-92) 
 
                          10        20        30                    
2MEPSP            DGVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
       40        50         60        70        80                  
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIID                  
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.3  bits: 22.0 E():  5.4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (60-75:9-24) 
 
      30        40        50        60        70        80          
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID          
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.3  bits: 22.0 E():  5.4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (60-75:9-24) 
 
      30        40        50        60        70        80          
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID          
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 87.9  bits: 21.4 E():  6.5 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (27-47:66-87) 
 
                   10        20        30        40         50      
2MEPSP     DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
          60        70        80                            
2MEPSP SSQYLSALLMAAPLALGDVEIEIID                            
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 87.4  bits: 24.2 E():    7 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (8-44:943-974) 
 
                                      10        20        30        
2MEPSP                        DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
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                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
        40        50        60        70        80                  
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID                  
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 86.4  bits: 20.7 E():  7.8 
Smith-Waterman score: 53; 25.4% identity (54.2% similar) in 59 aa overlap (22-80:48-104) 
 
                        10        20        30        40        50  
2MEPSP          DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
              60        70        80          
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIID          
       ::. ..   ::   ::: :  . : :  :          
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.2  bits: 20.4 E():   10 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (13-29:98-114) 
 
                                 10        20        30        40   
2MEPSP                   DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
             50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 20.8 E():   11 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (27-48:66-88) 
 
                   10        20        30        40         50      
2MEPSP     DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
          60        70        80                                    
2MEPSP SSQYLSALLMAAPLALGDVEIEIID                                    
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 83.9  bits: 21.5 E():   11 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (13-58:106-145) 
 
                                 10        20        30        40   
2MEPSP                   DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
             50        60        70        80                       
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID                       
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
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>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 83.5  bits: 22.2 E():   11 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (20-40:383-405) 
 
                          10        20          30        40        
2MEPSP            DGVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
        50        60        70        80                
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIID                
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.0  bits: 19.8 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (9-46:32-71) 
 
                                     10        20          30       
2MEPSP                       DGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
         40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
         :. ..:::                                   
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK               
              70        80        90                
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.0  bits: 19.8 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (9-46:33-72) 
 
                                     10        20          30       
2MEPSP                       DGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
         40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
         :. ..:::                                   
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK               
             70        80        90                 
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 81.6  bits: 21.2 E():   14 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (23-64:25-65) 
 
                 10        20        30        40        50         
2MEPSP   DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
       60        70        80                                       
2MEPSP YLSALLMAAPLALGDVEIEIID                                       
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 81.6  bits: 19.8 E():   15 
Smith-Waterman score: 50; 28.8% identity (49.2% similar) in 59 aa overlap (22-80:48-104) 
 
                        10        20        30        40        50  
2MEPSP          DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  :: .   
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gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG-AGGAAA- 
        20        30        40        50        60         70       
 
              60        70        80          
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIID          
       ::. ..   ::   ::: :  . : :  :          
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 81.4  bits: 21.9 E():   15 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (3-29:454-481) 
 
                                           10         20        30  
2MEPSP                             DGVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
              40        50        60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                                         
gi|424 IKKLFGLSH                                         
           490                                           
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.4  bits: 19.8 E():   15 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (9-46:58-97) 
 
                                     10        20          30       
2MEPSP                       DGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
         40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
         :. ..:::                                   
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK               
        90       100       110                      
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 81.3  bits: 21.9 E():   15 
Smith-Waterman score: 56; 45.8% identity (75.0% similar) in 24 aa overlap (51-72:247-270) 
 
               30        40        50        60          70         
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDVEIEI 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
       80                                                           
2MEPSP ID                                                           
                                                                    
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 81.3  bits: 21.6 E():   15 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (1-67:184-248) 
 
                                             10          20         
2MEPSP                               DGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
       30        40        50        60        70        80         
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID         
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|113 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
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            220          230       240       250       260          
 
gi|113 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 81.3  bits: 21.6 E():   15 
Smith-Waterman score: 55; 27.5% identity (53.6% similar) in 69 aa overlap (1-67:184-248) 
 
                                             10          20         
2MEPSP                               DGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:.   ::   :.: .:.  :  :  
gi|166 LTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWID-HCS 
           160       170       180       190       200        210   
 
       30        40        50        60        70        80         
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID         
       :. .   .    .:.    .: .:.   .:  .:.:..:                      
gi|166 LSKSFDGLVDVTLGST---HVTISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTD 
            220          230       240       250       260          
 
gi|166 NVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTG 
     270       280       290       300       310       320          
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 81.2  bits: 21.6 E():   15 
Smith-Waterman score: 55; 27.5% identity (55.1% similar) in 69 aa overlap (1-67:185-249) 
 
                                             10          20         
2MEPSP                               DGVPRMRERPIGDL--VVGLKQLGADVDCF 
                                     :: : .:..  ::   :.: .:.  :  :  
gi|113 LTLMNVKNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWID-HCS 
          160       170       180       190       200       210     
 
       30        40        50        60        70        80         
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID         
       :.     .    .:   ...: .:.   .:.  .::..:                      
gi|113 LSKASDGLLDITLG---SSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTD 
           220          230       240       250       260       270 
 
gi|113 HVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDDIIKKNVLARTG 
              280       290       300       310       320       330 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.0  bits: 20.2 E():   16 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (27-45:42-62) 
 
                   10        20        30          40        50     
2MEPSP     DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
           60        70        80                                   
2MEPSP ISSQYLSALLMAAPLALGDVEIEIID                                   
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 80.8  bits: 20.9 E():   16 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (16-51:134-164) 
 
                              10        20        30        40      
2MEPSP                DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
          50        60        70        80                          
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID                          
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        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.8  bits: 21.2 E():   16 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (15-47:174-206) 
 
                               10        20        30        40     
2MEPSP                 DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
            50        60        70        80                        
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID                        
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 80.6  bits: 21.2 E():   16 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (48-80:105-139) 
 
        20        30        40        50        60         70       
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
          80                                                        
2MEPSP -EIID                                                        
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 80.5  bits: 21.9 E():   17 
Smith-Waterman score: 56; 35.3% identity (52.9% similar) in 34 aa overlap (1-33:341-374) 
 
                                              10        20          
2MEPSP                               DGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|556 YFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCR 
              320       330       340       350       360       370 
 
      30        40        50        60        70        80          
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID          
         .:                                                         
gi|556 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 80.4  bits: 20.6 E():   17 
Smith-Waterman score: 52; 19.8% identity (51.9% similar) in 81 aa overlap (6-75:100-180) 
 
                                        10        20                
2MEPSP                          DGVPRMRERPIGDLVVGLKQLGADVDC------FL 
                                     : :.   :..... ..  :..:      .: 
gi|609 KMTQTFAILRYLGRKYKLNGSNDHEEIRISMAEQQTKDMMAAMIRVCYDANCDKLKPDYL 
      70        80        90       100       110       120          
 
      30          40           50        60        70        80     
2MEPSP GT--DCPPVRVNGIGGLP---GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID     
        .  ::  .  . .:  :   :....       .::  . . .: ..:. :          
gi|609 KSLPDCLKLMSKFVGEHPFVAGANISYVDFYLYEYLCRVKVMVPEVFGQFENLKRYVERM 
     130       140       150       160       170       180          
 
gi|609 ESLPRVSDYIKKQQPKTFNAPTSKWNASYA 
     190       200       210          
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>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.1  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (13-29:202-218) 
 
                                 10        20        30        40   
2MEPSP                   DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
             50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.0  bits: 20.6 E():   18 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (13-29:205-221) 
 
                                 10        20        30        40   
2MEPSP                   DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
             50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 79.7  bits: 19.5 E():   18 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (9-46:58-97) 
 
                                     10        20          30       
2MEPSP                       DGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
         40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
        .:. ..:::                                   
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK               
        90       100       110                      
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (2-44:104-146) 
 
                                            10             20       
2MEPSP                              DGVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
         30        40        50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
        : ..: :     ::::.                                     
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH                       
            140           150       160                       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.0  bits: 19.6 E():   20 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (4-53:40-98) 
 
                                          10        20          30  
2MEPSP                            DGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|190 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                     40        50        60        70        80     
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID     
                : : . :  :  :  .: .:                                
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gi|190 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYPVEQ 
      70        80        90       100       110       120          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 78.9  bits: 21.6 E():   20 
Smith-Waterman score: 55; 35.3% identity (52.9% similar) in 34 aa overlap (1-33:341-374) 
 
                                              10        20          
2MEPSP                               DGVP-RMRERPIGDLVVGLKQLGADVDCFL 
                                     : :: : . . ::. :::  ..  : :    
gi|193 YFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCR 
              320       330       340       350       360       370 
 
      30        40        50        60        70        80          
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID          
         .:                                                         
gi|193 DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADL 
              380       390       400       410       420       430 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 78.9  bits: 21.3 E():   21 
Smith-Waterman score: 54; 33.3% identity (70.0% similar) in 30 aa overlap (13-42:270-299) 
 
                                 10        20        30        40   
2MEPSP                   DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :. .:   .:. . : 
gi|223 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIRVDQGTLRTLSSG 
     240       250       260       270       280       290          
 
             50        60        70        80                       
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID                       
                                                                    
gi|223 QRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEALPEFA 
     300       310       320       330       340       350          
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (12-34:12-38) 
 
               10        20            30        40        50       
2MEPSP DGVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                  :.:. : .:::.    :  :     ::                       
gi|144 IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGLTNAADYTRLS 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP SQYLSALLMAAPLALGDVEIEIID                                     
                                                                    
gi|144 CECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDF 
               70        80        90       100       110       120 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (4-53:40-98) 
 
                                          10        20          30  
2MEPSP                            DGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|105 HLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                     40        50        60        70        80     
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID     
                : : . :  :  :  .: .:                                
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (4-53:40-98) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4151

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                          10        20          30  
2MEPSP                            DGVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|100 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
                     40        50        60        70        80     
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID     
                : : . :  :  :  .: .:                                
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 78.2  bits: 21.3 E():   22 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (13-30:295-313) 
 
                                 10         20        30        40  
2MEPSP                   DGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
              50        60        70        80                      
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID                      
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 78.0  bits: 21.7 E():   23 
Smith-Waterman score: 55; 45.8% identity (75.0% similar) in 24 aa overlap (51-72:378-401) 
 
               30        40        50        60          70         
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDVEIEI 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
       80                                                           
2MEPSP ID                                                           
                                                                    
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.0  bits: 21.0 E():   23 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (36-53:167-184) 
 
          10        20        30        40        50        60      
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
          70        80                                              
2MEPSP AAPLALGDVEIEIID                                              
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 19.6 E():   23 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (40-47:119-126) 
 
      10        20        30        40        50        60          
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
      70        80 
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2MEPSP ALGDVEIEIID 
                   
gi|144 EEVD        
      150          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.5  bits: 20.6 E():   24 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (34-68:175-211) 
 
            10        20        30        40        50        60    
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
              70        80                                          
2MEPSP LMA--APLALGDVEIEIID                                          
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.0  bits: 18.9 E():   26 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (4-32:73-101) 
 
                                          10        20        30    
2MEPSP                            DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
            40        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                                       
gi|249 FAVLVKQ                                         
                                                       
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.0  bits: 18.9 E():   26 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (4-32:73-101) 
 
                                          10        20        30    
2MEPSP                            DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
            40        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                                       
gi|209 FAVLVKQ                                         
                                                       
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.9  bits: 19.3 E():   26 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (4-36:78-105) 
 
                                          10         20        30   
2MEPSP                            DGVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
             40        50        60        70        80 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
       :: .                                             
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM         
             110       120       130       140          
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.6  bits: 18.6 E():   27 
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Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (9-46:32-71) 
 
                                     10        20          30       
2MEPSP                       DGVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
         40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
         :. ..:::                                   
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK               
              70        80        90                
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.6  bits: 21.4 E():   31 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (7-47:55-104) 
 
                                       10        20                 
2MEPSP                         DGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
        30        40        50        60        70        80        
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID        
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.6  bits: 21.4 E():   31 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (7-47:55-104) 
 
                                       10        20                 
2MEPSP                         DGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
        30        40        50        60        70        80        
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID        
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.6  bits: 21.4 E():   31 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (7-47:55-104) 
 
                                       10        20                 
2MEPSP                         DGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
        30        40        50        60        70        80        
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID        
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 18.6 E():   33 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (12-26:93-107) 
 
                                  10        20        30        40  
2MEPSP                    DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
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              50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.0  bits: 18.6 E():   33 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (25-46:35-60) 
 
                     10        20            30        40        50 
2MEPSP       DGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
               60        70        80                      
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIID                      
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.0  bits: 18.6 E():   33 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (25-46:35-60) 
 
                     10        20            30        40        50 
2MEPSP       DGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
               60        70        80                      
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIID                      
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.0  bits: 18.6 E():   33 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (25-46:35-60) 
 
                     10        20            30        40        50 
2MEPSP       DGVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
               60        70        80                      
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIID                      
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.8  bits: 17.9 E():   34 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (27-36:38-47) 
 
                   10        20        30        40        50       
2MEPSP     DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
         60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIID 
                                
gi|114 CNKNCT                   
        70                      
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 74.4  bits: 20.0 E():   36 
Smith-Waterman score: 59; 31.1% identity (51.4% similar) in 74 aa overlap (26-80:79-150) 
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                    10        20         30        40               
2MEPSP      DGVPRMRERPIGDLVVGLKQLGADVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
       50             60               70        80                 
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIID                 
        .:. .     .. :  :..: ..       :: :::::.. ::                 
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.4  bits: 19.3 E():   36 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (6-59:74-123) 
 
                                        10        20        30      
2MEPSP                          DGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
           40        50        60        70        80               
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID               
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 18.7 E():   37 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (28-37:48-57) 
 
                  10        20        30        40        50        
2MEPSP    DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
        60        70        80                             
2MEPSP QYLSALLMAAPLALGDVEIEIID                             
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (52-79:7-34) 
 
              30        40        50        60        70        80  
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID  
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (52-79:7-34) 
 
              30        40        50        60        70        80  
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID  
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
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gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 74.0  bits: 21.1 E():   38 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (7-47:55-104) 
 
                                       10        20                 
2MEPSP                         DGVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
        30        40        50        60        70        80        
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID        
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (15-41:13-38) 
 
               10        20        30        40        50        60 
2MEPSP DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
                     ..:. . . . .:  : : :   :::.                    
gi|309   MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPG 
                 10         20        30        40        50        
 
               70        80                                         
2MEPSP SALLMAAPLALGDVEIEIID                                         
                                                                    
gi|309 MYCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIH 
        60        70        80        90       100       110        
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 73.7  bits: 20.1 E():   39 
Smith-Waterman score: 50; 29.3% identity (56.1% similar) in 41 aa overlap (2-42:102-133) 
 
                                            10        20        30  
2MEPSP                              DGVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                     :::.      :.... :.:.. :.: .    
gi|144 RGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNEDLDKMT-- 
              80        90       100            110       120       
 
              40        50        60        70        80            
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID            
         :    .:::                                                  
gi|144 --PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEATKKF 
            130       140       150       160       170       180   
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.6  bits: 19.7 E():   40 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (12-53:235-275) 
 
                                  10        20        30        40  
2MEPSP                    DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
              50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
       :.   :  : .:                            
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR           
           270       280       290             
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 73.3  bits: 20.1 E():   42 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (10-42:319-348) 
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                                    10        20        30          
2MEPSP                      DGVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
       40        50        60        70        80      
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID      
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.8  bits: 19.0 E():   44 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (6-59:74-123) 
 
                                        10        20        30      
2MEPSP                          DGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
           40        50        60        70        80               
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID               
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.8  bits: 19.0 E():   44 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (6-59:74-123) 
 
                                        10        20        30      
2MEPSP                          DGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
           40        50        60        70        80               
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID               
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.4  bits: 19.8 E():   46 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (35-71:244-280) 
 
           10        20        30        40         50        60    
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
             70        80                                           
2MEPSP LMA-APLALGDVEIEIID                                           
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (34-73:136-175) 
 
            10        20        30        40        50        60    
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
            70        80                                            
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2MEPSP LMAAPLALGDVEIEIID                                            
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (34-73:137-176) 
 
            10        20        30        40        50        60    
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
            70        80                                            
2MEPSP LMAAPLALGDVEIEIID                                            
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (34-73:140-179) 
 
            10        20        30        40        50        60    
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
            70        80                                            
2MEPSP LMAAPLALGDVEIEIID                                            
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.2  bits: 18.4 E():   48 
Smith-Waterman score: 45; 19.5% identity (56.1% similar) in 41 aa overlap (39-79:66-106) 
 
       10        20        30        40        50        60         
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
       70        80                                
2MEPSP LALGDVEIEIID                                
         . :. :...                                 
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.1  bits: 18.7 E():   48 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (3-27:59-82) 
 
                                           10        20        30   
2MEPSP                             DGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
             40        50        60        70        80             
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID             
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.1  bits: 18.7 E():   48 
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Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (3-27:59-82) 
 
                                           10        20        30   
2MEPSP                             DGVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
             40        50        60        70        80             
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID             
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.1  bits: 18.4 E():   48 
Smith-Waterman score: 45; 30.2% identity (49.1% similar) in 53 aa overlap (2-53:49-98) 
 
                                            10         20        30 
2MEPSP                              DGVPRMRERPIGDLV-VGLKQLGADVDCFLG 
                                     :. .  :.: : :. .::   :.    . : 
gi|100 NLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEP-GHLAPTGLFLGGTKYMVIQG 
       20        30        40        50         60        70        
 
               40        50        60        70        80           
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID           
          : : . :  :  :  .: .:                                      
gi|100 E--PGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSH 
          80        90       100       110       120       130      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (34-73:151-190) 
 
            10        20        30        40        50        60    
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
            70        80                                            
2MEPSP LMAAPLALGDVEIEIID                                            
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.8  bits: 19.8 E():   50 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (47-71:221-245) 
 
         20        30        40        50        60        70       
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
         80                                                         
2MEPSP EIID                                                         
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.5  bits: 19.8 E():   52 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (12-53:336-376) 
 
                                  10        20        30        40  
2MEPSP                    DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
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              50        60        70        80  
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID  
       :.   :  : .:                             
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY 
          370       380       390       400     
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.3  bits: 19.8 E():   53 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (12-53:339-379) 
 
                                  10        20        30        40  
2MEPSP                    DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
              50        60        70        80       
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID       
       :.   :  : .:                                  
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK 
       370       380       390       400       410   
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 47; 26.7% identity (55.6% similar) in 45 aa overlap (35-79:133-174) 
 
           10        20        30        40        50        60     
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSG---WGYLQEGS 
            110       120       130       140       150             
 
           70        80                                             
2MEPSP MAAPLALGDVEIEIID                                             
       .. :  :  :.:...                                              
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 47; 26.7% identity (55.6% similar) in 45 aa overlap (35-79:133-174) 
 
           10        20        30        40        50        60     
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSG---WGYLQEGS 
            110       120       130       140       150             
 
           70        80                                             
2MEPSP MAAPLALGDVEIEIID                                             
       .. :  :  :.:...                                              
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.1  bits: 17.4 E():   55 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (53-74:54-75) 
 
             30        40        50        60        70        80 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     :.:: : .. .  : :  . ::       
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF   
            30        40        50        60        70            
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.1  bits: 17.4 E():   55 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (53-74:54-75) 
 
             30        40        50        60        70        80 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
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                                     :.:: : .. .  : :  . ::       
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF   
            30        40        50        60        70            
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.0  bits: 18.8 E():   55 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (6-59:79-128) 
 
                                        10        20        30      
2MEPSP                          DGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
           40        50        60        70        80               
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID               
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (34-67:146-179) 
 
            10        20        30        40        50        60    
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
            70        80                                            
2MEPSP LMAAPLALGDVEIEIID                                            
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.5  bits: 18.8 E():   59 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (6-59:97-146) 
 
                                        10        20        30      
2MEPSP                          DGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
           40        50        60        70        80               
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID               
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.5  bits: 18.8 E():   59 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (6-59:97-146) 
 
                                        10        20        30      
2MEPSP                          DGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
           40        50        60        70        80               
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID               
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.7  bits: 15.0 E():   65 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (32-45:5-18) 
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              10        20        30        40        50        60  
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     :: :   . :  ::                 
gi|244                           IGNEDCTPWMSTLITPLP                 
                                         10                         
 
              70        80 
2MEPSP ALLMAAPLALGDVEIEIID 
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.6  bits: 18.5 E():   66 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (6-59:74-123) 
 
                                        10        20        30      
2MEPSP                          DGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
           40        50        60        70        80               
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID               
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.6  bits: 18.5 E():   66 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (6-59:74-123) 
 
                                        10        20        30      
2MEPSP                          DGVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
           40        50        60        70        80               
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID               
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 18.8 E():   69 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (13-29:60-76) 
 
                                 10        20        30        40   
2MEPSP                   DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|225 SLDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTREA 
      30        40        50        60        70        80          
 
             50        60        70        80                       
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID                       
                                                                    
gi|225 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
      90       100       110       120       130       140          
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 18.8 E():   71 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (8-26:40-58) 
 
                                      10        20        30        
2MEPSP                        DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
        40        50        60        70        80                  
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID                  
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gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.0  bits: 17.4 E():   72 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (22-54:48-83) 
 
                        10        20          30         40         
2MEPSP          DGVPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
       50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIID 
       .  .:.                           
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.0  bits: 17.4 E():   72 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (22-54:48-83) 
 
                        10        20          30         40         
2MEPSP          DGVPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
       50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIID 
       .  .:.                           
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        80        90       100          
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.4 E():   72 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (43-51:36-44) 
 
             20        30        40        50        60        70   
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
             80                                      
2MEPSP DVEIEIID                                      
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.7  bits: 18.5 E():   74 
Smith-Waterman score: 45; 29.4% identity (58.8% similar) in 34 aa overlap (46-79:117-147) 
 
          20        30        40        50        60        70      
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
          80                                                        
2MEPSP IEIID                                                        
       :...                                                         
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (43-62:271-290) 
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             20        30        40        50        60        70   
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
             80                                                     
2MEPSP DVEIEIID                                                     
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.6  bits: 17.4 E():   75 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (25-46:35-60) 
 
                     10        20          30          40        50 
2MEPSP       DGVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
               60        70        80                      
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIID                      
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (34-46:48-60) 
 
            10        20        30        40        50        60    
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
            70        80                       
2MEPSP LMAAPLALGDVEIEIID                       
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (22-58:49-85) 
 
                        10        20        30        40        50  
2MEPSP          DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
              60        70        80                                
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIID                                
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (15-34:84-104) 
 
                               10         20        30        40    
2MEPSP                 DGVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
            50        60        70        80  
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2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID  
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (38-59:45-65) 
 
        10        20        30        40        50        60        
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
        70        80                                                
2MEPSP PLALGDVEIEIID                                                
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 45; 29.4% identity (58.8% similar) in 34 aa overlap (46-79:144-174) 
 
          20        30        40        50        60        70      
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
          80                                                        
2MEPSP IEIID                                                        
       :...                                                         
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 45; 29.4% identity (58.8% similar) in 34 aa overlap (46-79:144-174) 
 
          20        30        40        50        60        70      
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
          80                                                        
2MEPSP IEIID                                                        
       :...                                                         
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 44; 28.9% identity (50.0% similar) in 38 aa overlap (42-79:162-199) 
 
              20        30        40        50        60        70  
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
              80     
2MEPSP GDVEIEIID     
       : .  : .      
gi|116 GKAFYEAVAKAHQ 
             200     
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.7  bits: 17.5 E():   84 
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Smith-Waterman score: 42; 19.4% identity (46.8% similar) in 62 aa overlap (1-53:37-98) 
 
                                             10        20           
2MEPSP                               DGVPRMRERPIGDLVVGLKQLG--ADVDCF 
                                     .. :... . .. ..  . . :  : .  : 
gi|264 VDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESFPELKPEEVAGIIKDFDEPGTLAPTGLF 
         10        20        30        40        50        60       
 
       30               40        50        60        70        80  
2MEPSP LG-------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID  
       .:          : : . :  :  :  .: .:                             
gi|264 VGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDEPMTPGQCNMVVERLGDYL 
         70        80        90       100       110       120       
 
gi|264 IEQGF 
        130  
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 67.7  bits: 19.2 E():   84 
Smith-Waterman score: 47; 27.5% identity (52.5% similar) in 40 aa overlap (43-80:393-432) 
 
             20        30        40        50        60          70 
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
               80         
2MEPSP LGDVEIEIID         
       :::  .   :         
gi|601 LGDKAVYAGDNFRTAINL 
            430       440 
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (11-27:7-23) 
 
               10        20        30        40        50        60 
2MEPSP DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
                 :  : .:.:.: : .::                                  
gi|274     MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLGATLLDVIQS 
                   10        20        30        40        50       
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (11-27:7-23) 
 
               10        20        30        40        50        60 
2MEPSP DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
                 :  : .:.:.: : .::                                  
gi|115     MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGATLLDVIQS 
                   10        20        30        40        50       
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.3  bits: 17.5 E():   89 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (46-69:30-54) 
 
          20        30        40        50         60        70     
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDV 
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
           80                                                       
2MEPSP EIEIID                                                       
                                                                    
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.1  bits: 17.5 E():   91 
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Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (39-69:64-97) 
 
       10        20        30        40           50        60      
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
          70        80                                     
2MEPSP AAPLALGDVEIEIID                                     
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (39-69:64-97) 
 
       10        20        30        40           50        60      
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
          70        80                                     
2MEPSP AAPLALGDVEIEIID                                     
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (15-46:58-95) 
 
                               10        20              30         
2MEPSP                 DGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
       40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
       :. .::::                                   
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK               
        90       100       110                    
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (15-46:58-95) 
 
                               10        20              30         
2MEPSP                 DGVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
       40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
       :. .::::                                   
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK               
        90       100       110                    
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (13-29:181-197) 
 
                                 10        20        30        40   
2MEPSP                   DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
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             50        60        70        80                       
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID                       
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 46; 41.2% identity (82.4% similar) in 17 aa overlap (13-29:369-385) 
 
                                 10        20        30        40   
2MEPSP                   DGVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :.              
gi|284 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSLFGLP    
      340       350       360       370       380       390         
 
             50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 47; 24.4% identity (51.2% similar) in 41 aa overlap (10-44:22-62) 
 
                           10        20        30              40   
2MEPSP             DGVPRMRERPIGDLVVGLKQLGADVDCFLG------TDCPPVRVNGIG 
                            :... :.   :....:   .:         ::   ::.  
gi|209 MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK 
               10        20        30        40        50        60 
 
             50        60        70        80                      
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID                      
       .:                                                          
gi|209 SLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAVK 
               70        80        90       100       110          
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 43; 38.5% identity (61.5% similar) in 26 aa overlap (54-79:26-51) 
 
            30        40        50        60        70        80    
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID    
                                     :.:. :: :  ...::  :   :: .     
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
 
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:37 2011 done: Tue Apr 19 10:57:37 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 125  - 204 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
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  22     0     0:           one = represents 5 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     7     2:*= 
  32    10     8:=* 
  34    34    22:====*== 
  36    28    44:======  * 
  38    57    73:============  * 
  40    56   102:============        * 
  42    90   125:==================      * 
  44   131   138:===========================* 
  46   124   140:=========================  * 
  48   249   134:==========================*======================= 
  50   122   122:========================* 
  52   129   108:=====================*==== 
  54    84    92:================= * 
  56   104    77:===============*===== 
  58    40    63:========    * 
  60    37    51:========  * 
  62    23    41:=====   * 
  64    36    33:======*= 
  66    17    26:==== * 
  68    16    20:===* 
  70    12    16:===* 
  72    17    12:==*= 
  74    16    10:=*== 
  76     9     8:=* 
  78    11     6:=*= 
  80    11     5:*== 
  82     4     3:* 
  84     4     3:* 
  86     0     2:* 
  88     5     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.96530.00328; mu= 11.8486 0.169 
 mean_var=38.0207 9.260, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.208001 
 Kolmogorov-Smirnov  statistic: 0.0775 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.5     0.3 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.2     2.6 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.6     2.7 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.6     2.8 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.0     5.2 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.0     5.4 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.0     5.4 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   54 21.0     6.4 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.3     6.4 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.4     6.5 
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gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.4      11 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.5      11 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.8      11 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.3      11 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   51 20.1      12 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.7      12 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.7      12 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.2      14 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 22.0      14 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   56 22.0      15 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.8      15 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.2      16 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.3      16 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.9      16 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.3      16 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   52 20.6      17 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.6      17 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.6      17 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.5      19 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   50 19.9      20 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   54 21.3      20 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   49 19.5      20 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.5      21 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   49 19.5      21 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.4      22 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   49 19.6      22 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   55 21.7      22 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.0      22 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.6      23 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.7      24 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 18.9      27 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 18.9      27 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.3      27 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.5      28 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.0      29 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.0      29 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.5      30 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.5      30 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.5      30 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.6      34 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.6      34 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.6      34 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.6      34 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   50 20.1      35 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.9      35 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.3      36 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.3      36 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   52 20.8      36 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.2      36 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 19.7      37 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 19.7      37 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.6      37 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.7      38 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   50 20.1      39 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.7      39 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.4      40 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.1      41 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.4      44 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.4      44 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 19.0      44 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 19.0      44 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   51 20.5      44 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 19.8      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.4      47 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.4      47 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.4      47 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   45 18.3      49 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.7      49 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.7      49 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.4      49 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   45 18.4      49 
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gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 19.8      49 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 19.8      51 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 19.8      52 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.8      55 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.3      57 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.3      57 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.1      58 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.8      59 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.8      59 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.4      67 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.4      67 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   45 18.4      67 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.8      69 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.8      71 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.8      72 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.2      73 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.4      74 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.4      74 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.0      74 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.4      74 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.4      77 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.4      78 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.8      78 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.8      78 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.8      82 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   47 19.2      82 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.9      85 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.9      85 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.5      90 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   42 17.5      92 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   42 17.5      92 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   46 18.9      92 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 18.9      92 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.1      94 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.1      94 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.1      97 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 111.7  bits: 25.5 E():  0.3 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (19-60:48-93) 
 
                           10        20           30        40      
2MEPSP             GVPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
           50        60        70        80           
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK           
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 95.2  bits: 22.2 E():  2.6 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (19-39:24-46) 
 
                    10        20          30        40        50    
2MEPSP      GVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
            60        70        80               
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDK               
                                                 
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               70        80        90       100  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 94.8  bits: 23.6 E():  2.7 
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Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (22-63:25-65) 
 
                  10        20        30        40        50        
2MEPSP    GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
        60        70        80                                      
2MEPSP YLSALLMAAPLALGDVEIEIIDK                                      
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 94.4  bits: 22.6 E():  2.8 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (26-46:66-87) 
 
                    10        20        30        40         50     
2MEPSP      GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
           60        70        80                           
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDK                           
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 89.6  bits: 22.0 E():  5.2 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (15-70:27-92) 
 
                           10        20            30               
2MEPSP             GVPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
        40        50         60        70        80                 
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDK                 
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.3  bits: 22.0 E():  5.4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (59-74:9-24) 
 
       30        40        50        60        70        80         
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK         
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.3  bits: 22.0 E():  5.4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (59-74:9-24) 
 
       30        40        50        60        70        80         
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK         
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
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gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 88.0  bits: 21.0 E():  6.4 
Smith-Waterman score: 54; 25.0% identity (55.0% similar) in 60 aa overlap (21-80:48-105) 
 
                         10        20        30        40        50 
2MEPSP           GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
               60        70        80         
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDK         
       ::. ..   ::   ::: :  . : :  :.         
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 87.9  bits: 24.3 E():  6.4 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (7-43:943-974) 
 
                                       10        20        30       
2MEPSP                         GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
         40        50        60        70        80                 
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK                 
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 87.9  bits: 21.4 E():  6.5 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (26-46:66-87) 
 
                    10        20        30        40         50     
2MEPSP      GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
           60        70        80                           
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDK                           
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.1  bits: 20.4 E():   11 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (12-28:98-114) 
 
                                  10        20        30        40  
2MEPSP                    GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
              50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 84.1  bits: 21.5 E():   11 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (12-57:106-145) 
 
                                  10        20        30        40  
2MEPSP                    GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
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                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
              50        60        70        80                      
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK                      
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 20.8 E():   11 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (26-47:66-88) 
 
                    10        20        30        40         50     
2MEPSP      GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
           60        70        80                                   
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDK                                   
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 83.8  bits: 22.3 E():   11 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (19-39:383-405) 
 
                           10        20          30        40       
2MEPSP             GVPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
         50        60        70        80               
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK               
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 83.1  bits: 20.1 E():   12 
Smith-Waterman score: 51; 26.7% identity (50.0% similar) in 60 aa overlap (21-80:48-105) 
 
                         10        20        30        40        50 
2MEPSP           GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  .: .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG--AGGAAA 
        20        30        40        50        60          70      
 
               60        70        80         
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDK         
       ::. ..   ::   ::: :  . : :  :.         
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.9  bits: 19.7 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (8-45:32-71) 
 
                                      10        20          30      
2MEPSP                        GVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
          40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
         :. ..:::                                    
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gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK                
              70        80        90                 
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.8  bits: 19.7 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (8-45:33-72) 
 
                                      10        20          30      
2MEPSP                        GVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
          40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
         :. ..:::                                    
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK                
             70        80        90                  
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 81.8  bits: 21.2 E():   14 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (22-63:25-65) 
 
                  10        20        30        40        50        
2MEPSP    GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
        60        70        80                                      
2MEPSP YLSALLMAAPLALGDVEIEIIDK                                      
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 81.7  bits: 22.0 E():   14 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (2-28:454-481) 
 
                                             10        20        30 
2MEPSP                              GVPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
               40        50        60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                                          
gi|424 IKKLFGLSH                                          
           490                                            
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 81.6  bits: 22.0 E():   15 
Smith-Waterman score: 56; 45.8% identity (75.0% similar) in 24 aa overlap (50-71:247-270) 
 
      20        30        40        50        60          70        
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDVEIEI 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
        80                                                          
2MEPSP IDK                                                          
                                                                    
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.2  bits: 19.8 E():   15 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (8-45:58-97) 
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                                      10        20          30      
2MEPSP                        GVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
          40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
         :. ..:::                                    
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK                
        90       100       110                       
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.0  bits: 20.2 E():   16 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (26-44:42-62) 
 
                    10        20        30          40        50    
2MEPSP      GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
            60        70        80                                  
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDK                                  
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.0  bits: 21.3 E():   16 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (14-46:174-206) 
 
                                10        20        30        40    
2MEPSP                  GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
             50        60        70        80                       
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK                       
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 81.0  bits: 20.9 E():   16 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (15-50:134-164) 
 
                               10        20        30        40     
2MEPSP                 GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
           50        60        70        80                         
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK                         
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 80.8  bits: 21.3 E():   16 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (47-79:105-139) 
 
         20        30        40        50        60         70      
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
           80                                                       
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2MEPSP -EIIDK                                                       
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 80.5  bits: 20.6 E():   17 
Smith-Waterman score: 52; 19.8% identity (51.9% similar) in 81 aa overlap (5-74:100-180) 
 
                                         10        20               
2MEPSP                           GVPRMRERPIGDLVVGLKQLGADVDC------FL 
                                     : :.   :..... ..  :..:      .: 
gi|609 KMTQTFAILRYLGRKYKLNGSNDHEEIRISMAEQQTKDMMAAMIRVCYDANCDKLKPDYL 
      70        80        90       100       110       120          
 
       30          40           50        60        70        80    
2MEPSP GT--DCPPVRVNGIGGLP---GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK    
        .  ::  .  . .:  :   :....       .::  . . .: ..:. :          
gi|609 KSLPDCLKLMSKFVGEHPFVAGANISYVDFYLYEYLCRVKVMVPEVFGQFENLKRYVERM 
     130       140       150       160       170       180          
 
gi|609 ESLPRVSDYIKKQQPKTFNAPTSKWNASYA 
     190       200       210          
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.2  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (12-28:202-218) 
 
                                  10        20        30        40  
2MEPSP                    GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
              50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.1  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (12-28:205-221) 
 
                                  10        20        30        40  
2MEPSP                    GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
              50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 79.6  bits: 19.5 E():   19 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (8-45:58-97) 
 
                                      10        20          30      
2MEPSP                        GVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
          40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
        .:. ..:::                                    
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK                
        90       100       110                       
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 50; 27.1% identity (58.3% similar) in 48 aa overlap (1-43:104-146) 
 
                                             10             20      
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2MEPSP                               GVPRMRERPIGDLVVG-----LKQLGADVD 
                                     :.:  . .:. ..  :     .:...:..  
gi|236 DCCRQLAAIDDSFCRCPALSHMLVGMYKELGAP-AKGQPMDEVFPGCRRGDMKRVAASLP 
            80        90       100        110       120       130   
 
          30        40        50        60        70        80 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
        : ..: :     ::::.                                      
gi|236 AFCNVDIP----IGIGGVCYWLSYPMNPATGH                        
            140           150       160                        
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.1  bits: 21.3 E():   20 
Smith-Waterman score: 54; 33.3% identity (70.0% similar) in 30 aa overlap (12-41:270-299) 
 
                                  10        20        30        40  
2MEPSP                    GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :. .:   .:. . : 
gi|223 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIRVDQGTLRTLSSG 
     240       250       260       270       280       290          
 
              50        60        70        80                      
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK                      
                                                                    
gi|223 QRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEALPEFA 
     300       310       320       330       340       350          
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.9  bits: 19.5 E():   20 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (3-52:40-98) 
 
                                           10        20             
2MEPSP                             GVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|190 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
            30        40        50        60        70        80    
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK    
                : : . :  :  :  .: .:                                
gi|190 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYPVEQ 
      70        80        90       100       110       120          
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 78.7  bits: 19.5 E():   21 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (11-33:12-38) 
 
                10        20            30        40        50      
2MEPSP  GVPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                  :.:. : .:::.    :  :     ::                       
gi|144 IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGLTNAADYTRLS 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP SQYLSALLMAAPLALGDVEIEIIDK                                    
                                                                    
gi|144 CECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDF 
               70        80        90       100       110       120 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (3-52:40-98) 
 
                                           10        20             
2MEPSP                             GVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|105 HLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
            30        40        50        60        70        80    
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK    
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                : : . :  :  :  .: .:                                
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (12-29:295-313) 
 
                                  10         20        30        40 
2MEPSP                    GVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
               50        60        70        80                     
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK                     
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (3-52:40-98) 
 
                                           10        20             
2MEPSP                             GVPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|100 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
            30        40        50        60        70        80    
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK    
                : : . :  :  :  .: .:                                
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 78.4  bits: 21.7 E():   22 
Smith-Waterman score: 55; 45.8% identity (75.0% similar) in 24 aa overlap (50-71:378-401) 
 
      20        30        40        50        60          70        
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDVEIEI 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
        80                                                          
2MEPSP IDK                                                          
                                                                    
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.3  bits: 21.0 E():   22 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (35-52:167-184) 
 
           10        20        30        40        50        60     
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
           70        80                                             
2MEPSP AAPLALGDVEIEIIDK                                             
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (39-46:119-126) 
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       10        20        30        40        50        60         
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
       70        80 
2MEPSP ALGDVEIEIIDK 
                    
gi|144 EEVD         
      150           
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.7  bits: 20.7 E():   24 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (33-67:175-211) 
 
             10        20        30        40        50        60   
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
               70        80                                         
2MEPSP LMA--APLALGDVEIEIIDK                                         
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (3-31:73-101) 
 
                                           10        20        30   
2MEPSP                             GVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
             40        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                                        
gi|249 FAVLVKQ                                          
                                                        
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (3-31:73-101) 
 
                                           10        20        30   
2MEPSP                             GVPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
             40        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                                        
gi|209 FAVLVKQ                                          
                                                        
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.8  bits: 19.3 E():   27 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (3-35:78-105) 
 
                                           10         20        30  
2MEPSP                             GVPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
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              40        50        60        70        80 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
       :: .                                              
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM          
             110       120       130       140           
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.4  bits: 18.5 E():   28 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (8-45:32-71) 
 
                                      10        20          30      
2MEPSP                        GVPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
          40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
         :. ..:::                                    
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK                
              70        80        90                 
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (34-80:133-176) 
 
            10        20        30        40        50        60    
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
            70        80                                            
2MEPSP MAAPLALGDVEIEIIDK                                            
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (34-80:133-176) 
 
            10        20        30        40        50        60    
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
            70        80                                            
2MEPSP MAAPLALGDVEIEIIDK                                            
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.0  bits: 21.5 E():   30 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (6-46:55-104) 
 
                                        10             20           
2MEPSP                          GVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
         30        40        50        60        70        80       
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK       
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
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 initn:  48 init1:  48 opt:  54  Z-score: 76.0  bits: 21.5 E():   30 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (6-46:55-104) 
 
                                        10             20           
2MEPSP                          GVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
         30        40        50        60        70        80       
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK       
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.0  bits: 21.5 E():   30 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (6-46:55-104) 
 
                                        10             20           
2MEPSP                          GVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
         30        40        50        60        70        80       
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK       
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 18.6 E():   34 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (11-25:93-107) 
 
                                   10        20        30        40 
2MEPSP                     GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
               50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.9  bits: 18.6 E():   34 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (24-45:35-60) 
 
                      10        20            30        40          
2MEPSP        GVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
      50        60        70        80                     
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDK                     
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.9  bits: 18.6 E():   34 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (24-45:35-60) 
 
                      10        20            30        40          
2MEPSP        GVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
      50        60        70        80                     
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2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDK                     
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.9  bits: 18.6 E():   34 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (24-45:35-60) 
 
                      10        20            30        40          
2MEPSP        GVPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
      50        60        70        80                     
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDK                     
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 74.6  bits: 20.1 E():   35 
Smith-Waterman score: 59; 31.1% identity (51.4% similar) in 74 aa overlap (25-79:79-150) 
 
                     10        20         30        40              
2MEPSP       GVPRMRERPIGDLVVGLKQLGADVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
        50             60               70        80                
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDK                
        .:. .     .. :  :..: ..       :: :::::.. ::                 
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.6  bits: 17.9 E():   35 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (26-35:38-47) 
 
                    10        20        30        40        50      
2MEPSP      GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
          60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDK 
                                 
gi|114 CNKNCT                    
        70                       
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.4  bits: 19.3 E():   36 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (5-58:74-123) 
 
                                         10        20        30     
2MEPSP                           GVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
            40        50        60        70        80              
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK              
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
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>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 19.3 E():   36 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (41-80:162-201) 
 
               20        30        40        50        60        70 
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
               80    
2MEPSP GDVEIEIIDK    
       : .  : . :    
gi|116 GKAFYEAVAKAHQ 
             200     
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 74.4  bits: 20.8 E():   36 
Smith-Waterman score: 52; 34.4% identity (53.1% similar) in 32 aa overlap (2-32:343-374) 
 
                                             10        20        30 
2MEPSP                              GVP-RMRERPIGDLVVGLKQLGADVDCFLGT 
                                     :: : . . ::. :::  ..  : :      
gi|556 DDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCRDQ 
            320       330       340       350       360       370   
 
               40        50        60        70        80           
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK           
       .:                                                           
gi|556 ECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADLIR 
            380       390       400       410       420       430   
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 74.4  bits: 21.2 E():   36 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (6-46:55-104) 
 
                                        10             20           
2MEPSP                          GVPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
         30        40        50        60        70        80       
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK       
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (51-78:7-34) 
 
               30        40        50        60        70        80 
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (51-78:7-34) 
 
               30        40        50        60        70        80 
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
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gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 18.6 E():   37 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (27-36:48-57) 
 
                   10        20        30        40        50       
2MEPSP     GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
         60        70        80                            
2MEPSP QYLSALLMAAPLALGDVEIEIIDK                            
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.1  bits: 19.7 E():   38 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (14-40:13-38) 
 
               10        20        30        40        50        60 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                    ..:. . . . .:  : : :   :::.                     
gi|309  MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGM 
                10         20        30        40        50         
 
               70        80                                         
2MEPSP ALLMAAPLALGDVEIEIIDK                                         
                                                                    
gi|309 YCGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHP 
       60        70        80        90       100       110         
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 50; 29.3% identity (56.1% similar) in 41 aa overlap (1-41:102-133) 
 
                                             10        20        30 
2MEPSP                               GVPRMRERPIGDLVVGLKQLGADVDCFLGT 
                                     :::.      :.... :.:.. :.: .    
gi|144 RGETISIYYDPGKFPALMPLKNGNYEERNGGVPQR-----GNITIHLQQFNEDLDKMT-- 
              80        90       100            110       120       
 
               40        50        60        70        80           
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK           
         :    .:::                                                  
gi|144 --PDKNFGGIGVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEATKKF 
            130       140       150       160       170       180   
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.7  bits: 19.7 E():   39 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (11-52:235-275) 
 
                                   10        20        30        40 
2MEPSP                     GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
               50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
       :.   :  : .:                             
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR            
           270       280       290              
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.6  bits: 19.4 E():   40 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (45-80:117-149) 
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           20        30        40        50        60        70     
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
           80                                                       
2MEPSP IEIIDK                                                       
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 73.5  bits: 20.1 E():   41 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (9-41:319-348) 
 
                                     10        20        30         
2MEPSP                       GVPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
        40        50        60        70        80     
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK     
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (45-80:144-176) 
 
           20        30        40        50        60        70     
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
           80                                                       
2MEPSP IEIIDK                                                       
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (45-80:144-176) 
 
           20        30        40        50        60        70     
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
           80                                                       
2MEPSP IEIIDK                                                       
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.8  bits: 19.0 E():   44 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (5-58:74-123) 
 
                                         10        20        30     
2MEPSP                           GVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
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            40        50        60        70        80              
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK              
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.8  bits: 19.0 E():   44 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (5-58:74-123) 
 
                                         10        20        30     
2MEPSP                           GVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
            40        50        60        70        80              
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK              
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 72.8  bits: 20.5 E():   44 
Smith-Waterman score: 51; 34.4% identity (53.1% similar) in 32 aa overlap (2-32:343-374) 
 
                                             10        20        30 
2MEPSP                              GVP-RMRERPIGDLVVGLKQLGADVDCFLGT 
                                     :: : . . ::. :::  ..  : :      
gi|193 DEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCRDQ 
            320       330       340       350       360       370   
 
               40        50        60        70        80           
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK           
       .:                                                           
gi|193 ECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADLIR 
            380       390       400       410       420       430   
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.6  bits: 19.8 E():   46 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (34-70:244-280) 
 
            10        20        30         40        50        60   
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
              70        80                                          
2MEPSP LMA-APLALGDVEIEIIDK                                          
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (33-72:136-175) 
 
             10        20        30        40        50        60   
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
             70        80                                           
2MEPSP LMAAPLALGDVEIEIIDK                                           
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (33-72:137-176) 
 
             10        20        30        40        50        60   
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
             70        80                                           
2MEPSP LMAAPLALGDVEIEIIDK                                           
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (33-72:140-179) 
 
             10        20        30        40        50        60   
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
             70        80                                           
2MEPSP LMAAPLALGDVEIEIIDK                                           
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.1  bits: 18.3 E():   49 
Smith-Waterman score: 45; 19.5% identity (56.1% similar) in 41 aa overlap (38-78:66-106) 
 
        10        20        30        40        50        60        
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
        70        80                               
2MEPSP LALGDVEIEIIDK                               
         . :. :...                                 
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.1  bits: 18.7 E():   49 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (2-26:59-82) 
 
                                            10        20        30  
2MEPSP                              GVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
              40        50        60        70        80            
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK            
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.1  bits: 18.7 E():   49 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (2-26:59-82) 
 
                                            10        20        30  
2MEPSP                              GVPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
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       30        40        50        60        70        80         
 
              40        50        60        70        80            
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK            
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.1  bits: 19.4 E():   49 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (33-72:151-190) 
 
             10        20        30        40        50        60   
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
             70        80                                           
2MEPSP LMAAPLALGDVEIEIIDK                                           
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 45; 30.2% identity (49.1% similar) in 53 aa overlap (1-52:49-98) 
 
                                             10         20          
2MEPSP                               GVPRMRERPIGDLV-VGLKQLGADVDCFLG 
                                     :. .  :.: : :. .::   :.    . : 
gi|100 NLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEP-GHLAPTGLFLGGTKYMVIQG 
       20        30        40        50         60        70        
 
      30        40        50        60        70        80          
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK          
          : : . :  :  :  .: .:                                      
gi|100 E--PGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSH 
          80        90       100       110       120       130      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.0  bits: 19.8 E():   49 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (46-70:221-245) 
 
          20        30        40        50        60        70      
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
          80                                                        
2MEPSP EIIDK                                                        
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (11-52:336-376) 
 
                                   10        20        30        40 
2MEPSP                     GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
               50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
       :.   :  : .:                             
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY 
          370       380       390       400     
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>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.5  bits: 19.8 E():   52 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (11-52:339-379) 
 
                                   10        20        30        40 
2MEPSP                     GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
               50        60        70        80      
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK      
       :.   :  : .:                                  
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK 
       370       380       390       400       410   
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.0  bits: 18.8 E():   55 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (5-58:79-128) 
 
                                         10        20        30     
2MEPSP                           GVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
            40        50        60        70        80              
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK              
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 17.3 E():   57 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (52-73:54-75) 
 
              30        40        50        60        70        80 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     :.:: : .. .  : :  . ::        
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF    
            30        40        50        60        70             
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 17.3 E():   57 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (52-73:54-75) 
 
              30        40        50        60        70        80 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     :.:: : .. .  : :  . ::        
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF    
            30        40        50        60        70             
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (33-66:146-179) 
 
             10        20        30        40        50        60   
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
             70        80                                           
2MEPSP LMAAPLALGDVEIEIIDK                                           
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.5  bits: 18.8 E():   59 
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Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (5-58:97-146) 
 
                                         10        20        30     
2MEPSP                           GVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
            40        50        60        70        80              
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK              
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.5  bits: 18.8 E():   59 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (5-58:97-146) 
 
                                         10        20        30     
2MEPSP                           GVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
            40        50        60        70        80              
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK              
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.6  bits: 18.4 E():   67 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (5-58:74-123) 
 
                                         10        20        30     
2MEPSP                           GVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
            40        50        60        70        80              
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK              
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.6  bits: 18.4 E():   67 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (5-58:74-123) 
 
                                         10        20        30     
2MEPSP                           GVPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
            40        50        60        70        80              
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK              
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.4 E():   67 
Smith-Waterman score: 45; 39.3% identity (60.7% similar) in 28 aa overlap (53-80:26-53) 
 
             30        40        50        60        70        80   
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK   
                                     :.:. :: :  ...::  :   :: . :   
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
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gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (12-28:60-76) 
 
                                  10        20        30        40  
2MEPSP                    GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|225 SLDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTREA 
      30        40        50        60        70        80          
 
              50        60        70        80                      
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK                      
                                                                    
gi|225 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
      90       100       110       120       130       140          
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (7-25:40-58) 
 
                                       10        20        30       
2MEPSP                         GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
         40        50        60        70        80                 
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK                 
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.0  bits: 14.8 E():   72 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (31-44:5-18) 
 
               10        20        30        40        50        60 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     :: :   . :  ::                 
gi|244                           IGNEDCTPWMSTLITPLP                 
                                         10                         
 
               70        80 
2MEPSP ALLMAAPLALGDVEIEIIDK 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (42-61:271-290) 
 
              20        30        40        50        60        70  
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
              80                                                    
2MEPSP DVEIEIIDK                                                    
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (21-53:48-83) 
 
                         10        20          30         40        
2MEPSP           GVPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
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                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
       .  .:.                            
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD  
        80        90       100           
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (21-53:48-83) 
 
                         10        20          30         40        
2MEPSP           GVPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
       .  .:.                            
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD  
        80        90       100           
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 68.7  bits: 21.0 E():   74 
Smith-Waterman score: 54; 30.6% identity (53.1% similar) in 49 aa overlap (29-70:45-93) 
 
                 10        20        30          40             50  
2MEPSP   GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV--NGIGGLPG-----GKVKLS 
                                     :   :: :   .:: : ::     :   :. 
gi|278 VTSCLATCQSLQEATARKGPSGDRGPRGERGPPGPPGRDGDDGIPGPPGPPGPPGPPGLG 
           20        30        40        50        60        70     
 
              60        70        80                                
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDK                                
       :....:. .     .:..:                                          
gi|278 GNFAAQFDAKGGGPGPMGLMGPRGPPGASGAPGPQGFQGPPGEPGEPGQTGPAGARGPPG 
           80        90       100       110       120       130     
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (42-50:36-44) 
 
              20        30        40        50        60        70  
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
              80                                     
2MEPSP DVEIEIIDK                                     
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (24-45:35-60) 
 
                      10        20          30          40          
2MEPSP        GVPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
      50        60        70        80                     
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDK                     
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gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.4 E():   78 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (33-45:48-60) 
 
             10        20        30        40        50        60   
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
             70        80                      
2MEPSP LMAAPLALGDVEIEIIDK                      
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.8 E():   78 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (21-57:49-85) 
 
                         10        20        30        40        50 
2MEPSP           GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
               60        70        80                               
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDK                               
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.3  bits: 17.8 E():   78 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (14-33:84-104) 
 
                                10         20        30        40   
2MEPSP                  GVPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
             50        60        70        80 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                              
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM 
           120       130       140       150  
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (37-58:45-65) 
 
         10        20        30        40        50        60       
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
         70        80                                               
2MEPSP PLALGDVEIEIIDK                                               
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 67.9  bits: 19.2 E():   82 
Smith-Waterman score: 47; 27.5% identity (52.5% similar) in 40 aa overlap (42-79:393-432) 
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              20        30        40        50        60            
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
      70        80        
2MEPSP LGDVEIEIIDK        
       :::  .   :         
gi|601 LGDKAVYAGDNFRTAINL 
            430       440 
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 18.9 E():   85 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (10-26:7-23) 
 
               10        20        30        40        50        60 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                :  : .:.:.: : .::                                   
gi|115    MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGATLLDVIQSG 
                  10        20        30        40        50        
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 18.9 E():   85 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (10-26:7-23) 
 
               10        20        30        40        50        60 
2MEPSP GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                :  : .:.:.: : .::                                   
gi|274    MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLGATLLDVIQSG 
                  10        20        30        40        50        
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.1  bits: 17.5 E():   90 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (45-68:30-54) 
 
           20        30        40        50         60        70    
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDV 
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
            80                                                      
2MEPSP EIEIIDK                                                      
                                                                    
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.9  bits: 17.5 E():   92 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (38-68:64-97) 
 
        10        20        30        40           50        60     
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
           70        80                                    
2MEPSP AAPLALGDVEIEIIDK                                    
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.9  bits: 17.5 E():   92 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (38-68:64-97) 
 
        10        20        30        40           50        60     
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
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gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
           70        80                                    
2MEPSP AAPLALGDVEIEIIDK                                    
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.9  bits: 18.9 E():   92 
Smith-Waterman score: 46; 41.2% identity (82.4% similar) in 17 aa overlap (12-28:369-385) 
 
                                  10        20        30        40  
2MEPSP                    GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :.              
gi|284 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSLFGLP    
      340       350       360       370       380       390         
 
              50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.9 E():   92 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (12-28:181-197) 
 
                                  10        20        30        40  
2MEPSP                    GVPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
              50        60        70        80                      
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK                      
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (14-45:58-95) 
 
                                10        20              30        
2MEPSP                  GVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
        40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
       :. .::::                                    
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK                
        90       100       110                     
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (14-45:58-95) 
 
                                10        20              30        
2MEPSP                  GVPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
        40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
       :. .::::                                    
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK                
        90       100       110                     
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
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 initn:  38 init1:  38 opt:  41  Z-score: 66.5  bits: 17.1 E():   97 
Smith-Waterman score: 47; 24.4% identity (51.2% similar) in 41 aa overlap (9-43:22-62) 
 
                            10        20              30        40  
2MEPSP              GVPRMRERPIGDLVVGLKQLGADVDCFLG------TDCPPVRVNGIG 
                            :... :.   :....:   .:         ::   ::.  
gi|209 MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK 
               10        20        30        40        50        60 
 
              50        60        70        80                     
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK                     
       .:                                                          
gi|209 SLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAVK 
               70        80        90       100       110          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:37 2011 done: Tue Apr 19 10:57:37 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 126  - 205 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 5 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     6     2:*= 
  32    10     8:=* 
  34    37    22:====*=== 
  36    30    44:======  * 
  38    54    73:===========   * 
  40    67   102:==============      * 
  42    82   125:=================       * 
  44   129   138:========================== * 
  46   125   140:=========================  * 
  48   242   134:==========================*====================== 
  50   128   122:========================*= 
  52   130   108:=====================*==== 
  54    91    92:==================* 
  56    94    77:===============*=== 
  58    41    63:=========   * 
  60    37    51:========  * 
  62    24    41:=====   * 
  64    37    33:======*= 
  66    15    26:===  * 
  68    17    20:===* 
  70    10    16:== * 
  72    16    12:==*= 
  74    16    10:=*== 
  76     9     8:=* 
  78    11     6:=*= 
  80    10     5:*= 
  82     6     3:*= 
  84     4     3:* 
  86     1     2:* 
  88     5     2:*          inset = represents 1 library sequences 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4198

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

  90     0     1:* 
  92     0     1:*         :* 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.90350.00327; mu= 12.2026 0.168 
 mean_var=38.5869 9.415, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.206469 
 Kolmogorov-Smirnov  statistic: 0.0755 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.4    0.33 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.1     2.7 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.6     2.8 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.5       3 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.0     5.5 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.0     5.6 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.0     5.6 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.2     6.6 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   54 20.9     6.8 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.3     6.8 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   53 20.7      11 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.5      11 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.4      11 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.7      11 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.2      11 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   53 20.7      11 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   51 20.0      13 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.7      13 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.7      13 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   56 21.9      15 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.2      15 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   56 21.9      15 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.7      16 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.2      16 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.9      16 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.1      16 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.2      17 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   52 20.5      17 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.5      18 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.5      18 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.4      19 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   54 21.3      20 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   49 19.5      21 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.5      22 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.3      22 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   49 19.5      22 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   55 21.7      22 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   49 19.5      22 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.0      23 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.5      24 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.6      25 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 18.8      28 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 18.8      28 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.2      28 
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gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.5      29 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.0      30 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.0      30 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.4      30 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.4      30 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.4      30 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.5      35 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.6      35 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.6      35 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.6      35 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   50 20.0      36 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.2      37 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   52 20.8      37 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.8      37 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.3      37 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.3      37 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 19.7      38 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 19.7      38 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.6      38 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.7      39 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.7      40 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   46 18.6      41 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.3      41 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.1      41 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.4      45 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.4      45 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   51 20.5      45 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 19.0      45 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 19.0      45 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   46 18.6      46 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 19.8      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.4      48 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.4      48 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.4      48 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.4      50 
gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos tau ( 178)   46 18.7      50 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   46 18.7      50 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 19.8      50 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 19.8      52 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 19.8      53 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.7      57 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   48 19.5      59 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.3      59 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.3      59 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.1      60 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.7      61 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.7      61 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.4      68 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.4      68 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   45 18.4      68 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.5      68 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.8      70 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.8      72 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.0      74 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.2      75 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.8      76 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.3      76 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.3      76 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.3      77 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.4      79 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.4      80 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.7      80 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.7      80 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.2      83 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.7      84 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 17.8      85 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.9      86 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.9      86 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.4      93 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 18.9      94 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   46 18.9      94 
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gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   42 17.4      95 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   42 17.4      95 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.1      97 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.1      97 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.1   1e 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 111.2  bits: 25.4 E(): 0.33 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (18-59:48-93) 
 
                            10        20           30        40     
2MEPSP              VPRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
            50        60        70        80          
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL          
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 94.7  bits: 22.1 E():  2.7 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (18-38:24-46) 
 
                     10        20          30        40        50   
2MEPSP       VPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
             60        70        80              
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKL              
                                                 
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               70        80        90       100  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 94.4  bits: 23.6 E():  2.8 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (21-62:25-65) 
 
                   10        20        30        40        50       
2MEPSP     VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
         60        70        80                                     
2MEPSP YLSALLMAAPLALGDVEIEIIDKL                                     
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 94.0  bits: 22.5 E():    3 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (25-45:66-87) 
 
                     10        20        30        40         50    
2MEPSP       VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
            60        70        80                          
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKL                          
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
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 initn:  37 init1:  37 opt:  57  Z-score: 89.2  bits: 22.0 E():  5.5 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (14-69:27-92) 
 
                            10        20            30              
2MEPSP              VPRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
         40        50         60        70        80                
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKL                
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.0  bits: 22.0 E():  5.6 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (58-73:9-24) 
 
        30        40        50        60        70        80        
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL        
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.0  bits: 22.0 E():  5.6 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (58-73:9-24) 
 
        30        40        50        60        70        80        
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL        
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 87.8  bits: 24.2 E():  6.6 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (6-42:943-974) 
 
                                        10        20        30      
2MEPSP                          VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
          40        50        60        70        80                
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL                
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 87.6  bits: 20.9 E():  6.8 
Smith-Waterman score: 54; 25.0% identity (55.0% similar) in 60 aa overlap (20-79:48-105) 
 
                          10        20        30        40          
2MEPSP            VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
      50        60        70        80        
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2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKL        
       ::. ..   ::   ::: :  . : :  :.         
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 87.5  bits: 21.3 E():  6.8 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (25-45:66-87) 
 
                     10        20        30        40         50    
2MEPSP       VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
            60        70        80                          
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKL                          
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 84.0  bits: 20.7 E():   11 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (22-80:26-98) 
 
                   10        20        30            40             
2MEPSP     VPRMRERPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGG--------LPG 
                                :::  .    :     : :.: ::        ::  
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
           50          60        70        80                       
2MEPSP GKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKL                       
       :.   : .. .. ..  :: . . .  ::. .:.:...                       
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
gi|166 HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
              130       140       150     
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 83.8  bits: 21.5 E():   11 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (11-56:106-145) 
 
                                   10        20        30        40 
2MEPSP                     VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
               50        60        70        80                     
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL                     
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.8  bits: 20.4 E():   11 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (11-27:98-114) 
 
                                   10        20        30        40 
2MEPSP                     VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
               50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.6  bits: 20.7 E():   11 
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Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (25-46:66-88) 
 
                     10        20        30        40         50    
2MEPSP       VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
            60        70        80                                  
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKL                                  
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 83.6  bits: 22.2 E():   11 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (18-38:383-405) 
 
                            10        20          30        40      
2MEPSP              VPRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
          50        60        70        80              
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL              
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 83.5  bits: 20.7 E():   11 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (22-80:40-112) 
 
                        10        20        30            40        
2MEPSP          VPRMRERPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGG------ 
                                     :::  .    :     : :.: ::       
gi|133 NILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
      10        20        30        40        50        60          
 
                50          60        70        80                  
2MEPSP --LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKL                  
         :: :.   : .. .. ..  :: . . .  ::. .:.:...                  
gi|133 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
      70        80        90       100       110       120          
 
gi|133 TTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
     130       140       150       160         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.8  bits: 20.0 E():   13 
Smith-Waterman score: 51; 26.7% identity (50.0% similar) in 60 aa overlap (20-79:48-105) 
 
                          10        20        30        40          
2MEPSP            VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  .: .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG--AGGAAA 
        20        30        40        50        60          70      
 
      50        60        70        80        
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKL        
       ::. ..   ::   ::: :  . : :  :.         
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.5  bits: 19.7 E():   13 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (7-44:32-71) 
 
                                       10        20          30     
2MEPSP                         VPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
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                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
           40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
         :. ..:::                                     
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK                 
              70        80        90                  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.4  bits: 19.7 E():   13 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (7-44:33-72) 
 
                                       10        20          30     
2MEPSP                         VPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
           40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
         :. ..:::                                     
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK                 
             70        80        90                   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 81.6  bits: 21.9 E():   15 
Smith-Waterman score: 56; 39.3% identity (60.7% similar) in 28 aa overlap (1-27:454-481) 
 
                                              10        20          
2MEPSP                               VPRMRERP-IGDLVVGLKQLGADVDCFLGT 
                                     :  ..  :   ::.  ::. :.::: :.   
gi|424 LYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIEL 
           430       440       450       460       470       480    
 
      30        40        50        60        70        80 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                                           
gi|424 IKKLFGLSH                                           
           490                                             
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (21-62:25-65) 
 
                   10        20        30        40        50       
2MEPSP     VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
         60        70        80                                     
2MEPSP YLSALLMAAPLALGDVEIEIIDKL                                     
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 81.4  bits: 21.9 E():   15 
Smith-Waterman score: 56; 45.8% identity (75.0% similar) in 24 aa overlap (49-70:247-270) 
 
       20        30        40        50        60          70       
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDVEIEI 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
         80                                                         
2MEPSP IDKL                                                         
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gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.9  bits: 19.7 E():   16 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (7-44:58-97) 
 
                                       10        20          30     
2MEPSP                         VPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
           40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
         :. ..:::                                     
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK                 
        90       100       110                        
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.8  bits: 21.2 E():   16 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (13-45:174-206) 
 
                                 10        20        30        40   
2MEPSP                   VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
              50        60        70        80                      
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL                      
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 80.7  bits: 20.9 E():   16 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (14-49:134-164) 
 
                                10        20        30        40    
2MEPSP                  VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
            50        60        70        80                        
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL                        
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (25-43:42-62) 
 
                     10        20        30          40        50   
2MEPSP       VPRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
             60        70        80                                 
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKL                                 
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 80.6  bits: 21.2 E():   17 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (46-78:105-139) 
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          20        30        40        50        60         70     
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
            80                                                      
2MEPSP -EIIDKL                                                      
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 80.2  bits: 20.5 E():   17 
Smith-Waterman score: 52; 19.8% identity (51.9% similar) in 81 aa overlap (4-73:100-180) 
 
                                          10        20              
2MEPSP                            VPRMRERPIGDLVVGLKQLGADVDC------FL 
                                     : :.   :..... ..  :..:      .: 
gi|609 KMTQTFAILRYLGRKYKLNGSNDHEEIRISMAEQQTKDMMAAMIRVCYDANCDKLKPDYL 
      70        80        90       100       110       120          
 
          30        40           50        60        70        80   
2MEPSP GT--DCPPVRVNGIGGLP---GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL   
        .  ::  .  . .:  :   :....       .::  . . .: ..:. :          
gi|609 KSLPDCLKLMSKFVGEHPFVAGANISYVDFYLYEYLCRVKVMVPEVFGQFENLKRYVERM 
     130       140       150       160       170       180          
 
gi|609 ESLPRVSDYIKKQQPKTFNAPTSKWNASYA 
     190       200       210          
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 79.9  bits: 20.5 E():   18 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (11-27:202-218) 
 
                                   10        20        30        40 
2MEPSP                     VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
               50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.9  bits: 20.5 E():   18 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (11-27:205-221) 
 
                                   10        20        30        40 
2MEPSP                     VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
               50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 79.3  bits: 19.4 E():   19 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (7-44:58-97) 
 
                                       10        20          30     
2MEPSP                         VPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
           40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
        .:. ..:::                                     
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK                 
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        90       100       110                        
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.0  bits: 21.3 E():   20 
Smith-Waterman score: 54; 33.3% identity (70.0% similar) in 30 aa overlap (11-40:270-299) 
 
                                   10        20        30        40 
2MEPSP                     VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :. .:   .:. . : 
gi|223 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIRVDQGTLRTLSSG 
     240       250       260       270       280       290          
 
               50        60        70        80                     
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL                     
                                                                    
gi|223 QRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEALPEFA 
     300       310       320       330       340       350          
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (2-51:40-98) 
 
                                            10        20            
2MEPSP                              VPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|190 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
             30        40        50        60        70        80   
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL   
                : : . :  :  :  .: .:                                
gi|190 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYPVEQ 
      70        80        90       100       110       120          
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 78.4  bits: 19.5 E():   22 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (10-32:12-38) 
 
                 10        20            30        40        50     
2MEPSP   VPRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                  :.:. : .:::.    :  :     ::                       
gi|144 IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGLTNAADYTRLS 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKL                                   
                                                                    
gi|144 CECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDF 
               70        80        90       100       110       120 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 78.3  bits: 21.3 E():   22 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (11-28:295-313) 
 
                                   10         20        30          
2MEPSP                     VPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
      40        50        60        70        80                    
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL                    
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.3  bits: 19.5 E():   22 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (2-51:40-98) 
 
                                            10        20            
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2MEPSP                              VPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|105 HLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
             30        40        50        60        70        80   
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL   
                : : . :  :  :  .: .:                                
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 78.3  bits: 21.7 E():   22 
Smith-Waterman score: 55; 45.8% identity (75.0% similar) in 24 aa overlap (49-70:378-401) 
 
       20        30        40        50        60          70       
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDVEIEI 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
         80                                                         
2MEPSP IDKL                                                         
                                                                    
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.1  bits: 19.5 E():   22 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (2-51:40-98) 
 
                                            10        20            
2MEPSP                              VPRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|100 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
             30        40        50        60        70        80   
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL   
                : : . :  :  :  .: .:                                
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.1  bits: 21.0 E():   23 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (34-51:167-184) 
 
            10        20        30        40        50        60    
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
            70        80                                            
2MEPSP AAPLALGDVEIEIIDKL                                            
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.7  bits: 19.5 E():   24 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (38-45:119-126) 
 
        10        20        30        40        50        60        
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
        70        80 
2MEPSP ALGDVEIEIIDKL 
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gi|144 EEVD          
      150            
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.5  bits: 20.6 E():   25 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (32-66:175-211) 
 
              10        20        30        40        50        60  
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
                70        80                                        
2MEPSP LMA--APLALGDVEIEIIDKL                                        
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.5  bits: 18.8 E():   28 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (2-30:73-101) 
 
                                            10        20        30  
2MEPSP                              VPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
              40        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                                         
gi|209 FAVLVKQ                                           
                                                         
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.5  bits: 18.8 E():   28 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (2-30:73-101) 
 
                                            10        20        30  
2MEPSP                              VPRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
              40        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                                         
gi|249 FAVLVKQ                                           
                                                         
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.5  bits: 19.2 E():   28 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (2-34:78-105) 
 
                                            10         20        30 
2MEPSP                              VPRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
               40        50        60        70        80 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
       :: .                                               
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM           
             110       120       130       140            
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.1  bits: 18.5 E():   29 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (7-44:32-71) 
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                                       10        20          30     
2MEPSP                         VPRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
           40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
         :. ..:::                                     
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK                 
              70        80        90                  
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (33-79:133-176) 
 
             10        20        30        40        50        60   
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
             70        80                                           
2MEPSP MAAPLALGDVEIEIIDKL                                           
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (33-79:133-176) 
 
             10        20        30        40        50        60   
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
             70        80                                           
2MEPSP MAAPLALGDVEIEIIDKL                                           
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.9  bits: 21.4 E():   30 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (5-45:55-104) 
 
                                         10             20          
2MEPSP                           VPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
          30        40        50        60        70        80      
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL      
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.9  bits: 21.4 E():   30 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (5-45:55-104) 
 
                                         10             20          
2MEPSP                           VPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
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          30        40        50        60        70        80      
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL      
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 75.9  bits: 21.4 E():   30 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (5-45:55-104) 
 
                                         10             20          
2MEPSP                           VPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
          30        40        50        60        70        80      
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL      
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 18.5 E():   35 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (10-24:93-107) 
 
                                    10        20        30          
2MEPSP                      VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
      40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.6  bits: 18.6 E():   35 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (23-44:35-60) 
 
                       10        20            30        40         
2MEPSP         VPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       50        60        70        80                    
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKL                    
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.6  bits: 18.6 E():   35 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (23-44:35-60) 
 
                       10        20            30        40         
2MEPSP         VPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       50        60        70        80                    
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKL                    
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.6  bits: 18.6 E():   35 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (23-44:35-60) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4212

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                       10        20            30        40         
2MEPSP         VPRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       50        60        70        80                    
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKL                    
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 74.4  bits: 20.0 E():   36 
Smith-Waterman score: 59; 31.1% identity (51.4% similar) in 74 aa overlap (24-78:79-150) 
 
                      10        20         30              40       
2MEPSP        VPRMRERPIGDLVVGLKQLGADVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
         50             60               70        80               
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKL               
        .:. .     .. :  :..: ..       :: :::::.. ::                 
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 74.3  bits: 21.2 E():   37 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (5-45:55-104) 
 
                                         10             20          
2MEPSP                           VPRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
          30        40        50        60        70        80      
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL      
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 74.3  bits: 20.8 E():   37 
Smith-Waterman score: 52; 34.4% identity (53.1% similar) in 32 aa overlap (1-31:343-374) 
 
                                              10        20          
2MEPSP                               VP-RMRERPIGDLVVGLKQLGADVDCFLGT 
                                     :: : . . ::. :::  ..  : :      
gi|556 DDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCRDQ 
            320       330       340       350       360       370   
 
      30        40        50        60        70        80          
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL          
       .:                                                           
gi|556 ECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADLIR 
            380       390       400       410       420       430   
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.2  bits: 17.8 E():   37 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (25-34:38-47) 
 
                     10        20        30        40        50     
2MEPSP       VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
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        10        20        30        40        50        60        
 
           60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKL 
                                  
gi|114 CNKNCT                     
        70                        
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.2  bits: 19.3 E():   37 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (40-79:162-201) 
 
      10        20        30        40        50        60          
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
      70        80   
2MEPSP GDVEIEIIDKL   
       : .  : . :    
gi|116 GKAFYEAVAKAHQ 
             200     
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.2  bits: 19.3 E():   37 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (4-57:74-123) 
 
                                          10        20        30    
2MEPSP                            VPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
             40        50        60        70        80             
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL             
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 19.7 E():   38 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (50-77:7-34) 
 
      20        30        40        50        60        70          
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
      80                                                            
2MEPSP L                                                            
                                                                    
gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 19.7 E():   38 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (50-77:7-34) 
 
      20        30        40        50        60        70          
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
      80                                                            
2MEPSP L                                                            
                                                                    
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
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>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 18.6 E():   38 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (26-35:48-57) 
 
                    10        20        30        40        50      
2MEPSP      VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
          60        70        80                           
2MEPSP QYLSALLMAAPLALGDVEIEIIDKL                           
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.9  bits: 19.7 E():   39 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (13-39:13-38) 
 
               10        20        30        40        50        60 
2MEPSP VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                   ..:. . . . .:  : : :   :::.                      
gi|309 MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMY 
               10         20        30        40        50          
 
               70        80                                         
2MEPSP LLMAAPLALGDVEIEIIDKL                                         
                                                                    
gi|309 CGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPN 
      60        70        80        90       100       110          
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.6  bits: 19.7 E():   40 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (10-51:235-275) 
 
                                    10        20        30          
2MEPSP                      VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
      40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
       :.   :  : .:                              
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR             
           270       280       290               
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.4  bits: 18.6 E():   41 
Smith-Waterman score: 46; 18.2% identity (56.8% similar) in 44 aa overlap (37-80:66-109) 
 
         10        20        30        40        50        60       
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
         70        80                              
2MEPSP LALGDVEIEIIDKL                              
         . :. :.... .                              
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.4  bits: 19.3 E():   41 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (44-79:117-149) 
 
            20        30        40        50        60        70    
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
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                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
            80                                                      
2MEPSP IEIIDKL                                                      
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 73.3  bits: 20.1 E():   41 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (8-40:319-348) 
 
                                      10        20         30       
2MEPSP                        VPRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
         40        50        60        70        80    
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL    
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (44-79:144-176) 
 
            20        30        40        50        60        70    
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
            80                                                      
2MEPSP IEIIDKL                                                      
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (44-79:144-176) 
 
            20        30        40        50        60        70    
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
            80                                                      
2MEPSP IEIIDKL                                                      
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 72.7  bits: 20.5 E():   45 
Smith-Waterman score: 51; 34.4% identity (53.1% similar) in 32 aa overlap (1-31:343-374) 
 
                                              10        20          
2MEPSP                               VP-RMRERPIGDLVVGLKQLGADVDCFLGT 
                                     :: : . . ::. :::  ..  : :      
gi|193 DEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCRDQ 
            320       330       340       350       360       370   
 
      30        40        50        60        70        80          
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL          
       .:                                                           
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gi|193 ECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADLIR 
            380       390       400       410       420       430   
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.6  bits: 19.0 E():   45 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (4-57:74-123) 
 
                                          10        20        30    
2MEPSP                            VPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
             40        50        60        70        80             
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL             
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.6  bits: 19.0 E():   45 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (4-57:74-123) 
 
                                          10        20        30    
2MEPSP                            VPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
             40        50        60        70        80             
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL             
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 27 aa overlap (16-42:124-146) 
 
                              10        20        30        40      
2MEPSP                VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     .:...:..  : ..: :     ::::.    
gi|236 HMLVGMYKELGAPAKGQPMDEVFPGCRRGDMKRVAASLPAFCNVDIPI----GIGGVCYW 
           100       110       120       130       140              
 
          50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                           
gi|236 LSYPMNPATGH                         
     150       160                         
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.4  bits: 19.8 E():   46 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (33-69:244-280) 
 
             10        20        30         40        50        60  
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
               70        80                                         
2MEPSP LMA-APLALGDVEIEIIDKL                                         
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (32-71:136-175) 
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              10        20        30        40        50        60  
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
              70        80                                          
2MEPSP LMAAPLALGDVEIEIIDKL                                          
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (32-71:137-176) 
 
              10        20        30        40        50        60  
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
              70        80                                          
2MEPSP LMAAPLALGDVEIEIIDKL                                          
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.1  bits: 19.4 E():   48 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (32-71:140-179) 
 
              10        20        30        40        50        60  
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
              70        80                                          
2MEPSP LMAAPLALGDVEIEIIDKL                                          
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.9  bits: 19.4 E():   50 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (32-71:151-190) 
 
              10        20        30        40        50        60  
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
              70        80                                          
2MEPSP LMAAPLALGDVEIEIIDKL                                          
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|520|emb|CAA32835.1| beta-lactoglobulin [Bos taurus]  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.8  bits: 18.7 E():   50 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (1-25:59-82) 
 
                                             10        20        30 
2MEPSP                               VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|520 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
               40        50        60        70        80           
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2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL           
                                                                    
gi|520 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLVCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.8  bits: 18.7 E():   50 
Smith-Waterman score: 46; 32.0% identity (60.0% similar) in 25 aa overlap (1-25:59-82) 
 
                                             10        20        30 
2MEPSP                               VPRMRERPIGDLVVGLKQLGADVDCFLGTD 
                                     : ...  : ::: . :..   : .:      
gi|195 QKVAGTWYSLAMAASDISLLDAQSAPLRVYVEELKPTPEGDLEILLQKWEND-ECAQKKI 
       30        40        50        60        70        80         
 
               40        50        60        70        80           
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL           
                                                                    
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.8  bits: 19.8 E():   50 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (45-69:221-245) 
 
           20        30        40        50        60        70     
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
           80                                                       
2MEPSP EIIDKL                                                       
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.5  bits: 19.8 E():   52 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (10-51:336-376) 
 
                                    10        20        30          
2MEPSP                      VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
      40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
       :.   :  : .:                              
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY  
          370       380       390       400      
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.4  bits: 19.8 E():   53 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (10-51:339-379) 
 
                                    10        20        30          
2MEPSP                      VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
      40        50        60        70        80     
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL     
       :.   :  : .:                                  
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK 
       370       380       390       400       410   
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.8  bits: 18.7 E():   57 
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Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (4-57:79-128) 
 
                                          10        20        30    
2MEPSP                            VPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
             40        50        60        70        80             
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL             
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 48; 29.0% identity (61.3% similar) in 31 aa overlap (10-40:107-133) 
 
                                    10        20        30          
2MEPSP                      VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :.... :.:.. :.: .     :    .:: 
gi|144 SIYYDPGKFPALMPLKNGNYEERNGGVPQRGNITIHLQQFNEDLDKMT----PDKNFGGI 
         80        90       100       110       120           130   
 
      40        50        60        70        80                    
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL                    
       :                                                            
gi|144 GVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEATKKFEKYARYFMEE 
            140       150       160       170       180       190   
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 17.3 E():   59 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (51-72:54-75) 
 
               30        40        50        60        70        80 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 17.3 E():   59 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (51-72:54-75) 
 
               30        40        50        60        70        80 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   60 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (32-65:146-179) 
 
              10        20        30        40        50        60  
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
              70        80                                          
2MEPSP LMAAPLALGDVEIEIIDKL                                          
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.3  bits: 18.7 E():   61 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (4-57:97-146) 
 
                                          10        20        30    
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2MEPSP                            VPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
             40        50        60        70        80             
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL             
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.3  bits: 18.7 E():   61 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (4-57:97-146) 
 
                                          10        20        30    
2MEPSP                            VPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
             40        50        60        70        80             
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL             
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (4-57:74-123) 
 
                                          10        20        30    
2MEPSP                            VPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
             40        50        60        70        80             
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL             
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (4-57:74-123) 
 
                                          10        20        30    
2MEPSP                            VPRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
             40        50        60        70        80             
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL             
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 45; 39.3% identity (60.7% similar) in 28 aa overlap (52-79:26-53) 
 
              30        40        50        60        70        80  
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL  
                                     :.:. :: :  ...::  :   :: . :   
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
 
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4221

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 69.4  bits: 19.5 E():   68 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (41-80:393-434) 
 
               20        30        40        50        60           
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
       70        80       
2MEPSP LGDVEIEIIDKL       
       :::  .   :..       
gi|601 LGDKAVYAGDNFRTAINL 
            430       440 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (11-27:60-76) 
 
                                   10        20        30        40 
2MEPSP                     VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|225 SLDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTREA 
      30        40        50        60        70        80          
 
               50        60        70        80                     
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL                     
                                                                    
gi|225 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
      90       100       110       120       130       140          
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (6-24:40-58) 
 
                                        10        20        30      
2MEPSP                          VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
          40        50        60        70        80                
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL                
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 68.7  bits: 21.0 E():   74 
Smith-Waterman score: 54; 30.6% identity (53.1% similar) in 49 aa overlap (28-69:45-93) 
 
                  10        20        30          40             50 
2MEPSP    VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV--NGIGGLPG-----GKVKLS 
                                     :   :: :   .:: : ::     :   :. 
gi|278 VTSCLATCQSLQEATARKGPSGDRGPRGERGPPGPPGRDGDDGIPGPPGPPGPPGPPGLG 
           20        30        40        50        60        70     
 
               60        70        80                               
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKL                               
       :....:. .     .:..:                                          
gi|278 GNFAAQFDAKGGGPGPMGLMGPRGPPGASGAPGPQGFQGPPGEPGEPGQTGPAGARGPPG 
           80        90       100       110       120       130     
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.7  bits: 19.2 E():   75 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (41-60:271-290) 
 
               20        30        40        50        60        70 
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
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                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
               80                                                   
2MEPSP DVEIEIIDKL                                                   
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.5  bits: 14.8 E():   76 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (30-43:5-18) 
 
               10        20        30        40        50        60 
2MEPSP VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                    :: :   . :  ::                  
gi|244                          IGNEDCTPWMSTLITPLP                  
                                        10                          
 
               70        80 
2MEPSP LLMAAPLALGDVEIEIIDKL 
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 17.3 E():   76 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (20-52:48-83) 
 
                          10        20          30         40       
2MEPSP            VPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
         50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
       .  .:.                             
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD   
        80        90       100            
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 17.3 E():   76 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (20-52:48-83) 
 
                          10        20          30         40       
2MEPSP            VPRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
         50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
       .  .:.                             
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD   
        80        90       100            
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.3 E():   77 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (41-49:36-44) 
 
               20        30        40        50        60        70 
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
               80                                    
2MEPSP DVEIEIIDKL                                    
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
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>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (23-44:35-60) 
 
                       10        20          30          40         
2MEPSP         VPRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       50        60        70        80                    
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKL                    
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (32-44:48-60) 
 
              10        20        30        40        50        60  
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
              70        80                     
2MEPSP LMAAPLALGDVEIEIIDKL                     
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (13-32:84-104) 
 
                                 10         20        30        40  
2MEPSP                   VPRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
              50        60        70        80 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                               
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM  
           120       130       140       150   
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (20-56:49-85) 
 
                          10        20        30        40          
2MEPSP            VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
      50        60        70        80                              
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKL                              
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 67.8  bits: 19.2 E():   83 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (41-80:393-434) 
 
               20        30        40        50        60           
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
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gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
       70        80       
2MEPSP LGDVEIEIIDKL       
       ::: ..   :..       
gi|467 LGDKRLYAGDNFRTAINL 
            430       440 
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (36-57:45-65) 
 
          10        20        30        40        50        60      
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
          70        80                                              
2MEPSP PLALGDVEIEIIDKL                                              
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.6  bits: 17.8 E():   85 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (50-80:108-139) 
 
      20        30        40        50        60        70          
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
       80                       
2MEPSP KL                       
       ..                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (9-25:7-23) 
 
               10        20        30        40        50        60 
2MEPSP VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
               :  : .:.:.: : .::                                    
gi|115   MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGATLLDVIQSGV 
                 10        20        30        40        50         
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (9-25:7-23) 
 
               10        20        30        40        50        60 
2MEPSP VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
               :  : .:.:.: : .::                                    
gi|274   MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLGATLLDVIQSGV 
                 10        20        30        40        50         
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.9  bits: 17.4 E():   93 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (44-67:30-54) 
 
            20        30        40         50        60        70   
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDV 
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
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             80                                                     
2MEPSP EIEIIDKL                                                     
                                                                    
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (11-27:181-197) 
 
                                   10        20        30        40 
2MEPSP                     VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
               50        60        70        80                     
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL                     
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 46; 41.2% identity (82.4% similar) in 17 aa overlap (11-27:369-385) 
 
                                   10        20        30        40 
2MEPSP                     VPRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :.              
gi|284 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSLFGLP    
      340       350       360       370       380       390         
 
               50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (37-67:64-97) 
 
         10        20        30        40           50        60    
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
            70        80                                   
2MEPSP AAPLALGDVEIEIIDKL                                   
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 42; 23.5% identity (55.9% similar) in 34 aa overlap (37-67:64-97) 
 
         10        20        30        40           50        60    
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG---GLPGGKVKLSGSISSQYLSALLM 
                                     : .:   : :: . . .:....  .. .   
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDK 
            40        50        60        70        80        90    
 
            70        80                                   
2MEPSP AAPLALGDVEIEIIDKL                                   
         ::                                                
gi|160 QIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
           100       110       120       130       140     
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.1 E():   97 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (13-44:58-95) 
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                                 10        20              30       
2MEPSP                   VPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
         40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
       :. .::::                                     
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK                 
        90       100       110                      
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.1 E():   97 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (13-44:58-95) 
 
                                 10        20              30       
2MEPSP                   VPRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
         40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
       :. .::::                                     
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK                 
        90       100       110                      
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.3  bits: 17.1 E(): 1e 
Smith-Waterman score: 47; 24.4% identity (51.2% similar) in 41 aa overlap (8-42:22-62) 
 
                             10        20              30        40 
2MEPSP               VPRMRERPIGDLVVGLKQLGADVDCFLG------TDCPPVRVNGIG 
                            :... :.   :....:   .:         ::   ::.  
gi|209 MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK 
               10        20        30        40        50        60 
 
               50        60        70        80                    
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL                    
       .:                                                          
gi|209 SLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAVK 
               70        80        90       100       110          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:38 2011 done: Tue Apr 19 10:57:38 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 127  - 206 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 5 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     6     2:*= 
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  32     9     8:=* 
  34    37    22:====*=== 
  36    30    44:======  * 
  38    55    73:===========   * 
  40    66   102:==============      * 
  42    84   125:=================       * 
  44   126   138:========================== * 
  46   131   140:===========================* 
  48   243   134:==========================*====================== 
  50   122   122:========================* 
  52   121   108:=====================*=== 
  54    85    92:================= * 
  56    94    77:===============*=== 
  58    56    63:============* 
  60    37    51:========  * 
  62    26    41:======  * 
  64    36    33:======*= 
  66    17    26:==== * 
  68    18    20:===* 
  70    10    16:== * 
  72    13    12:==* 
  74    16    10:=*== 
  76     9     8:=* 
  78    11     6:=*= 
  80    11     5:*== 
  82     5     3:* 
  84     4     3:* 
  86     1     2:* 
  88     5     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.85560.00325; mu= 12.4445 0.167 
 mean_var=38.6480 9.495, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.206306 
 Kolmogorov-Smirnov  statistic: 0.0728 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.4    0.33 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.1     2.7 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.6     2.8 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.5       3 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.0     5.5 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.0     5.6 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.0     5.6 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.3     6.5 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   54 20.9     6.8 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.3     6.8 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   53 20.7      11 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.5      11 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.4      11 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.2      11 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.7      11 
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gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   53 20.7      11 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   51 20.0      13 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.7      13 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.7      13 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.2      15 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   56 22.0      15 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.7      16 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.2      16 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.9      16 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.1      16 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.2      16 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   52 20.5      17 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   55 21.7      18 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.5      18 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.5      18 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.4      19 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   54 21.3      20 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   49 19.5      21 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.4      22 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   55 21.7      22 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.5      22 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   49 19.5      22 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.0      23 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   49 19.5      23 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.5      24 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.6      24 
gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Alb ( 141)   48 19.2      28 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   47 18.8      28 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   47 18.8      28 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.5      30 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.5      30 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.5      30 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.5      30 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.0      30 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.0      30 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.5      35 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.5      35 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.5      35 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.5      35 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   50 20.0      36 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.2      36 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   48 19.3      37 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.3      37 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.3      37 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.8      37 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 19.7      38 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 19.7      38 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.7      38 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.6      39 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.7      40 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   46 18.6      41 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.3      41 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.1      41 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.4      45 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.4      45 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 19.0      45 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 19.0      45 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   46 18.6      46 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 19.8      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.4      47 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.4      48 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.4      48 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.4      49 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 19.8      50 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 19.8      52 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 19.8      52 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.7      57 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   48 19.5      59 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.1      59 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.2      60 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.2      60 
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gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.7      60 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.7      60 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.9      67 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.5      68 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.4      68 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.4      68 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.8      70 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.8      72 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.1      73 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.2      74 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.3      77 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.3      77 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.3      77 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.7      77 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.4      80 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.4      80 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.7      81 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.7      81 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   48 19.6      82 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.2      83 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.7      84 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 17.7      85 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.9      86 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.9      86 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 18.9      93 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   46 18.9      93 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.4      93 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   42 17.4      95 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   42 17.4      95 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.1      97 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.1      97 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 111.1  bits: 25.4 E(): 0.33 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (17-58:48-93) 
 
                             10        20           30        40    
2MEPSP               PRMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
             50        60        70        80         
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI         
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 94.7  bits: 22.1 E():  2.7 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (17-37:24-46) 
 
                      10        20          30        40        50  
2MEPSP        PRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
              60        70        80             
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLI             
                                                 
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               70        80        90       100  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 94.4  bits: 23.6 E():  2.8 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (20-61:25-65) 
 
                    10        20        30        40        50      
2MEPSP      PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
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gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
          60        70        80                                    
2MEPSP YLSALLMAAPLALGDVEIEIIDKLI                                    
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 93.9  bits: 22.5 E():    3 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (24-44:66-87) 
 
                      10        20        30         40        50   
2MEPSP        PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
             60        70        80                         
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLI                         
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 89.2  bits: 22.0 E():  5.5 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (13-68:27-92) 
 
                             10        20              30           
2MEPSP               PRMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
          40        50         60        70        80               
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLI               
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.0  bits: 22.0 E():  5.6 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (57-72:9-24) 
 
         30        40        50        60        70        80       
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI       
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.0  bits: 22.0 E():  5.6 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (57-72:9-24) 
 
         30        40        50        60        70        80       
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI       
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
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 initn:  56 init1:  56 opt:  63  Z-score: 87.9  bits: 24.3 E():  6.5 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (5-41:943-974) 
 
                                         10        20        30     
2MEPSP                           PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
           40        50        60        70        80               
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI               
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 87.5  bits: 20.9 E():  6.8 
Smith-Waterman score: 54; 25.0% identity (55.0% similar) in 60 aa overlap (19-78:48-105) 
 
                           10        20        30        40         
2MEPSP             PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
       50        60        70        80       
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLI       
       ::. ..   ::   ::: :  . : :  :.         
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 87.5  bits: 21.3 E():  6.8 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (24-44:66-87) 
 
                      10        20        30         40        50   
2MEPSP        PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
             60        70        80                         
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLI                         
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 84.0  bits: 20.7 E():   11 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (21-79:26-98) 
 
                    10        20        30            40            
2MEPSP      PRMRERPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGG--------LPG 
                                :::  .    :     : :.: ::        ::  
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
            50          60        70        80                      
2MEPSP GKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLI                      
       :.   : .. .. ..  :: . . .  ::. .:.:...                       
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
gi|166 HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
              130       140       150     
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 83.8  bits: 21.5 E():   11 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (10-55:106-145) 
 
                                    10        20        30          
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2MEPSP                      PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
      40        50        60        70        80                    
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI                    
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.7  bits: 20.4 E():   11 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (10-26:98-114) 
 
                                    10        20        30          
2MEPSP                      PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
      40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 83.6  bits: 22.2 E():   11 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (17-37:383-405) 
 
                             10        20          30        40     
2MEPSP               PRMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
           50        60        70        80             
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI             
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.6  bits: 20.7 E():   11 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (24-45:66-88) 
 
                      10        20        30         40        50   
2MEPSP        PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
             60        70        80                                 
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLI                                 
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 83.5  bits: 20.7 E():   11 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (21-79:40-112) 
 
                         10        20        30            40       
2MEPSP           PRMRERPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGG------ 
                                     :::  .    :     : :.: ::       
gi|133 NILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
      10        20        30        40        50        60          
 
                 50          60        70        80                 
2MEPSP --LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLI                 
         :: :.   : .. .. ..  :: . . .  ::. .:.:...                  
gi|133 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
      70        80        90       100       110       120          
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gi|133 TTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
     130       140       150       160         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.7  bits: 20.0 E():   13 
Smith-Waterman score: 51; 26.7% identity (50.0% similar) in 60 aa overlap (19-78:48-105) 
 
                           10        20        30        40         
2MEPSP             PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  .: .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG--AGGAAA 
        20        30        40        50        60          70      
 
       50        60        70        80       
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLI       
       ::. ..   ::   ::: :  . : :  :.         
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.4  bits: 19.7 E():   13 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (6-43:32-71) 
 
                                        10        20          30    
2MEPSP                          PRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
            40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
         :. ..:::                                      
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK                  
              70        80        90                   
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.4  bits: 19.7 E():   13 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (6-43:33-72) 
 
                                        10        20          30    
2MEPSP                          PRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
            40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
         :. ..:::                                      
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK                  
             70        80        90                    
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (20-61:25-65) 
 
                    10        20        30        40        50      
2MEPSP      PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
          60        70        80                                    
2MEPSP YLSALLMAAPLALGDVEIEIIDKLI                                    
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 56; 45.8% identity (75.0% similar) in 24 aa overlap (48-69:247-270) 
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        20        30        40        50        60          70      
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDVEIEI 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
          80                                                        
2MEPSP IDKLI                                                        
                                                                    
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.9  bits: 19.7 E():   16 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (6-43:58-97) 
 
                                        10        20          30    
2MEPSP                          PRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
            40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
         :. ..:::                                      
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK                  
        90       100       110                         
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.8  bits: 21.2 E():   16 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (12-44:174-206) 
 
                                  10        20        30        40  
2MEPSP                    PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
               50        60        70        80                     
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI                     
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 80.7  bits: 20.9 E():   16 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (13-48:134-164) 
 
                                 10        20        30        40   
2MEPSP                   PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
             50        60        70        80                       
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI                       
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (24-42:42-62) 
 
                      10        20        30          40        50  
2MEPSP        PRMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
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              60        70        80                                
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLI                                
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 80.6  bits: 21.2 E():   16 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (45-77:105-139) 
 
           20        30        40        50        60         70    
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
             80                                                     
2MEPSP -EIIDKLI                                                     
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 80.2  bits: 20.5 E():   17 
Smith-Waterman score: 52; 19.8% identity (51.9% similar) in 81 aa overlap (3-72:100-180) 
 
                                           10        20             
2MEPSP                             PRMRERPIGDLVVGLKQLGADVDC------FL 
                                     : :.   :..... ..  :..:      .: 
gi|609 KMTQTFAILRYLGRKYKLNGSNDHEEIRISMAEQQTKDMMAAMIRVCYDANCDKLKPDYL 
      70        80        90       100       110       120          
 
           30        40           50        60        70        80  
2MEPSP GT--DCPPVRVNGIGGLP---GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI  
        .  ::  .  . .:  :   :....       .::  . . .: ..:. :          
gi|609 KSLPDCLKLMSKFVGEHPFVAGANISYVDFYLYEYLCRVKVMVPEVFGQFENLKRYVERM 
     130       140       150       160       170       180          
 
gi|609 ESLPRVSDYIKKQQPKTFNAPTSKWNASYA 
     190       200       210          
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 55; 52.9% identity (76.5% similar) in 17 aa overlap (10-26:465-481) 
 
                                    10        20        30          
2MEPSP                      PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  ::. :.::: :.              
gi|424 SPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIELIKKLFGLSH   
          440       450       460       470       480       490     
 
      40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.0  bits: 20.5 E():   18 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (10-26:202-218) 
 
                                    10        20        30          
2MEPSP                      PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
      40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.9  bits: 20.5 E():   18 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (10-26:205-221) 
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                                    10        20        30          
2MEPSP                      PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
      40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 79.3  bits: 19.4 E():   19 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (6-43:58-97) 
 
                                        10        20          30    
2MEPSP                          PRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
            40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
        .:. ..:::                                      
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK                  
        90       100       110                         
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.0  bits: 21.3 E():   20 
Smith-Waterman score: 54; 33.3% identity (70.0% similar) in 30 aa overlap (10-39:270-299) 
 
                                    10        20        30          
2MEPSP                      PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :. .:   .:. . : 
gi|223 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIRVDQGTLRTLSSG 
     240       250       260       270       280       290          
 
      40        50        60        70        80                    
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI                    
                                                                    
gi|223 QRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEALPEFA 
     300       310       320       330       340       350          
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (1-50:40-98) 
 
                                             10          20         
2MEPSP                               PRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|190 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
              30        40        50        60        70        80  
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI  
                : : . :  :  :  .: .:                                
gi|190 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYPVEQ 
      70        80        90       100       110       120          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (10-27:295-313) 
 
                                    10         20        30         
2MEPSP                      PRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
       40        50        60        70        80                   
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI                   
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
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          330       340       350       360       370       380     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 78.4  bits: 21.7 E():   22 
Smith-Waterman score: 55; 45.8% identity (75.0% similar) in 24 aa overlap (48-69:378-401) 
 
        20        30        40        50        60          70      
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDVEIEI 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
          80                                                        
2MEPSP IDKLI                                                        
                                                                    
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 78.3  bits: 19.5 E():   22 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (9-31:12-38) 
 
                  10        20            30        40        50    
2MEPSP    PRMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                  :.:. : .:::.    :  :     ::                       
gi|144 IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGLTNAADYTRLS 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLI                                  
                                                                    
gi|144 CECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDF 
               70        80        90       100       110       120 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.2  bits: 19.5 E():   22 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (1-50:40-98) 
 
                                             10          20         
2MEPSP                               PRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|105 HLCCEIDGQHLTSAAILGHDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
              30        40        50        60        70        80  
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI  
                : : . :  :  :  .: .:                                
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.1  bits: 21.0 E():   23 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (33-50:167-184) 
 
             10        20        30        40        50        60   
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
             70        80                                           
2MEPSP AAPLALGDVEIEIIDKLI                                           
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.1  bits: 19.5 E():   23 
Smith-Waterman score: 49; 25.4% identity (47.5% similar) in 59 aa overlap (1-50:40-98) 
 
                                             10          20         
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2MEPSP                               PRMRERPIGDLVVGLKQLG--ADVDCFLG- 
                                     :... . :. .:  ... :  : .  :::  
gi|100 HLCCEIDGQHLTSAAILGHDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTGLFLGG 
      10        20        30        40        50        60          
 
              30        40        50        60        70        80  
2MEPSP ------TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI  
                : : . :  :  :  .: .:                                
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 19.5 E():   24 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (37-44:119-126) 
 
         10        20        30        40        50        60       
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
         70        80 
2MEPSP ALGDVEIEIIDKLI 
                      
gi|144 EEVD           
      150             
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.5  bits: 20.6 E():   24 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (31-65:175-211) 
 
               10        20        30        40        50        60 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
                 70        80                                       
2MEPSP LMA--APLALGDVEIEIIDKLI                                       
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|112745|sp|P23110.1|2SS8_HELAN RecName: Full=Albumin  (141 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.5  bits: 19.2 E():   28 
Smith-Waterman score: 48; 38.2% identity (55.9% similar) in 34 aa overlap (1-33:78-105) 
 
                                             10         20          
2MEPSP                               PRMRERPIGDLV-VGLKQLGADVDCFLGTD 
                                     :::::.   .:  . ::.:  :  :.     
gi|112 GCYQQMEEAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNL--DEKCM---- 
        50        60        70        80        90         100      
 
      30        40        50        60        70        80 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
       :: .                                                
gi|112 CPAIMMMLNEPMWIRMRDQVMSMAHNLPIECNLMSQPCQM            
             110       120       130       140             
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.5  bits: 18.8 E():   28 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (1-29:73-101) 
 
                                             10        20        30 
2MEPSP                               PRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|209 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
               40        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
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gi|209 FAVLVKQ                                            
                                                          
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.5  bits: 18.8 E():   28 
Smith-Waterman score: 47; 34.5% identity (55.2% similar) in 29 aa overlap (1-29:73-101) 
 
                                             10        20        30 
2MEPSP                               PRMRERPIGDLVVGLKQLGADVDCFLGTDC 
                                     :. ::   ..  . ::   :: : ..: :  
gi|249 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDE 
             50        60        70        80        90       100   
 
               40        50        60        70        80 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                                          
gi|249 FAVLVKQ                                            
                                                          
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.0  bits: 18.5 E():   30 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (6-43:32-71) 
 
                                        10        20          30    
2MEPSP                          PRMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
            40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
         :. ..:::                                      
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK                  
              70        80        90                   
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.0  bits: 21.5 E():   30 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (4-44:55-104) 
 
                                          10             20         
2MEPSP                            PRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
           30        40        50        60        70        80     
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI     
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.0  bits: 21.5 E():   30 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (4-44:55-104) 
 
                                          10             20         
2MEPSP                            PRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
           30        40        50        60        70        80     
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI     
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.0  bits: 21.5 E():   30 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (4-44:55-104) 
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                                          10             20         
2MEPSP                            PRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
           30        40        50        60        70        80     
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI     
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (32-78:133-176) 
 
              10        20        30        40        50        60  
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
              70        80                                          
2MEPSP MAAPLALGDVEIEIIDKLI                                          
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (32-78:133-176) 
 
              10        20        30        40        50        60  
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
              70        80                                          
2MEPSP MAAPLALGDVEIEIIDKLI                                          
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 18.5 E():   35 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (9-23:93-107) 
 
                                     10        20        30         
2MEPSP                       PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
       40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.5  bits: 18.5 E():   35 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (22-43:35-60) 
 
                        10        20            30        40        
2MEPSP          PRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        50        60        70        80                   
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLI                   
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gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.5  bits: 18.5 E():   35 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (22-43:35-60) 
 
                        10        20            30        40        
2MEPSP          PRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        50        60        70        80                   
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLI                   
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.5  bits: 18.5 E():   35 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (22-43:35-60) 
 
                        10        20            30        40        
2MEPSP          PRMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        50        60        70        80                   
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLI                   
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 74.4  bits: 20.0 E():   36 
Smith-Waterman score: 59; 31.1% identity (51.4% similar) in 74 aa overlap (23-77:79-150) 
 
                       10        20         30              40      
2MEPSP         PRMRERPIGDLVVGLKQLGADVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
          50             60               70        80              
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLI              
        .:. .     .. :  :..: ..       :: :::::.. ::                 
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 74.4  bits: 21.2 E():   36 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (4-44:55-104) 
 
                                          10             20         
2MEPSP                            PRMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
           30        40        50        60        70        80     
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI     
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 74.2  bits: 19.3 E():   37 
Smith-Waterman score: 48; 36.7% identity (60.0% similar) in 30 aa overlap (51-80:26-55) 
 
               30        40        50        60        70        80 
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :.:. :: :  ...::  :   :: . : . 
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
 
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.2  bits: 19.3 E():   37 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (39-78:162-201) 
 
       10        20        30        40        50        60         
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
       70        80  
2MEPSP GDVEIEIIDKLI  
       : .  : . :    
gi|116 GKAFYEAVAKAHQ 
             200     
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.2  bits: 19.3 E():   37 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (3-56:74-123) 
 
                                           10        20         30  
2MEPSP                             PRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
              40        50        60        70        80            
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI            
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 17.8 E():   37 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (24-33:38-47) 
 
                      10        20        30        40        50    
2MEPSP        PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
            60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLI 
                                   
gi|114 CNKNCT                      
        70                         
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 19.7 E():   38 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (49-76:7-34) 
 
       20        30        40        50        60        70         
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
       80                                                           
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2MEPSP LI                                                           
                                                                    
gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 19.7 E():   38 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (49-76:7-34) 
 
       20        30        40        50        60        70         
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
       80                                                           
2MEPSP LI                                                           
                                                                    
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (12-38:13-38) 
 
                10        20        30        40        50          
2MEPSP  PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                   ..:. . . . .:  : : :   :::.                      
gi|309 MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMY 
               10         20        30        40        50          
 
      60        70        80                                        
2MEPSP LLMAAPLALGDVEIEIIDKLI                                        
                                                                    
gi|309 CGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPN 
      60        70        80        90       100       110          
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 18.6 E():   39 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (25-34:48-57) 
 
                     10        20        30        40        50     
2MEPSP       PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
           60        70        80                          
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLI                          
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.6  bits: 19.7 E():   40 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (9-50:235-275) 
 
                                     10        20        30         
2MEPSP                       PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
       40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
       :.   :  : .:                               
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR              
           270       280       290                
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.4  bits: 18.6 E():   41 
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Smith-Waterman score: 46; 18.2% identity (56.8% similar) in 44 aa overlap (36-79:66-109) 
 
          10        20        30        40        50        60      
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
          70        80                             
2MEPSP LALGDVEIEIIDKLI                             
         . :. :.... .                              
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.4  bits: 19.3 E():   41 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (43-78:117-149) 
 
             20        30        40        50        60        70   
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
             80                                                     
2MEPSP IEIIDKLI                                                     
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 73.4  bits: 20.1 E():   41 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (7-39:319-348) 
 
                                       10        20         30      
2MEPSP                         PRMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
          40        50        60        70        80   
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI   
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (43-78:144-176) 
 
             20        30        40        50        60        70   
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
             80                                                     
2MEPSP IEIIDKLI                                                     
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (43-78:144-176) 
 
             20        30        40        50        60        70   
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
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             80                                                     
2MEPSP IEIIDKLI                                                     
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.6  bits: 19.0 E():   45 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (3-56:74-123) 
 
                                           10        20         30  
2MEPSP                             PRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
              40        50        60        70        80            
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI            
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.6  bits: 19.0 E():   45 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (3-56:74-123) 
 
                                           10        20         30  
2MEPSP                             PRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
              40        50        60        70        80            
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI            
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 27 aa overlap (15-41:124-146) 
 
                               10        20        30        40     
2MEPSP                 PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     .:...:..  : ..: :     ::::.    
gi|236 HMLVGMYKELGAPAKGQPMDEVFPGCRRGDMKRVAASLPAFCNVDIPI----GIGGVCYW 
           100       110       120       130       140              
 
           50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                            
gi|236 LSYPMNPATGH                          
     150       160                          
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.5  bits: 19.8 E():   46 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (32-68:244-280) 
 
              10        20        30         40        50        60 
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
                70        80                                        
2MEPSP LMA-APLALGDVEIEIIDKLI                                        
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
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>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.2  bits: 19.4 E():   47 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (31-70:136-175) 
 
               10        20        30        40        50        60 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
               70        80                                         
2MEPSP LMAAPLALGDVEIEIIDKLI                                         
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (31-70:137-176) 
 
               10        20        30        40        50        60 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
               70        80                                         
2MEPSP LMAAPLALGDVEIEIIDKLI                                         
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (31-70:140-179) 
 
               10        20        30        40        50        60 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
               70        80                                         
2MEPSP LMAAPLALGDVEIEIIDKLI                                         
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.9  bits: 19.4 E():   49 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (31-70:151-190) 
 
               10        20        30        40        50        60 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
               70        80                                         
2MEPSP LMAAPLALGDVEIEIIDKLI                                         
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.9  bits: 19.8 E():   50 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (44-68:221-245) 
 
            20        30        40        50        60        70    
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
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gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
            80                                                      
2MEPSP EIIDKLI                                                      
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.6  bits: 19.8 E():   52 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (9-50:336-376) 
 
                                     10        20        30         
2MEPSP                       PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
       40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
       :.   :  : .:                               
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY   
          370       380       390       400       
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.5  bits: 19.8 E():   52 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (9-50:339-379) 
 
                                     10        20        30         
2MEPSP                       PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
       40        50        60        70        80    
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI    
       :.   :  : .:                                  
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK 
       370       380       390       400       410   
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.8  bits: 18.7 E():   57 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (3-56:79-128) 
 
                                           10        20         30  
2MEPSP                             PRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
              40        50        60        70        80            
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI            
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.6  bits: 19.5 E():   59 
Smith-Waterman score: 48; 29.0% identity (61.3% similar) in 31 aa overlap (9-39:107-133) 
 
                                     10        20        30         
2MEPSP                       PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :.... :.:.. :.: .     :    .:: 
gi|144 SIYYDPGKFPALMPLKNGNYEERNGGVPQRGNITIHLQQFNEDLDKMT----PDKNFGGI 
         80        90       100       110       120           130   
 
       40        50        60        70        80                   
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI                   
       :                                                            
gi|144 GVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEATKKFEKYARYFMEE 
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            140       150       160       170       180       190   
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (31-64:146-179) 
 
               10        20        30        40        50        60 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
               70        80                                         
2MEPSP LMAAPLALGDVEIEIIDKLI                                         
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 17.2 E():   60 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (50-71:54-75) 
 
      20        30        40        50        60        70          
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
      80 
2MEPSP I 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 17.2 E():   60 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (50-71:54-75) 
 
      20        30        40        50        60        70          
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
      80 
2MEPSP I 
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.3  bits: 18.7 E():   60 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (3-56:97-146) 
 
                                           10        20         30  
2MEPSP                             PRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
              40        50        60        70        80            
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI            
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.3  bits: 18.7 E():   60 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (3-56:97-146) 
 
                                           10        20         30  
2MEPSP                             PRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
              40        50        60        70        80            
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2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI            
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.5  bits: 19.9 E():   67 
Smith-Waterman score: 49; 31.0% identity (51.7% similar) in 29 aa overlap (2-30:346-374) 
 
                                            10        20        30  
2MEPSP                              PRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                     : . . ::. :::  ..  : :     .:  
gi|556 GEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCRDQECT 
         320       330       340       350       360       370      
 
              40        50        60        70        80            
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI            
                                                                    
gi|556 LGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADLIRLKG 
         380       390       400       410       420       430      
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 69.4  bits: 19.5 E():   68 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (40-79:393-434) 
 
      10        20        30        40        50        60          
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
        70        80      
2MEPSP LGDVEIEIIDKLI      
       :::  .   :..       
gi|601 LGDKAVYAGDNFRTAINL 
            430       440 
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (3-56:74-123) 
 
                                           10        20         30  
2MEPSP                             PRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
              40        50        60        70        80            
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI            
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (3-56:74-123) 
 
                                           10        20         30  
2MEPSP                             PRMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
              40        50        60        70        80            
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI            
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 18.8 E():   70 
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Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (10-26:60-76) 
 
                                    10        20        30          
2MEPSP                      PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|225 SLDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTREA 
      30        40        50        60        70        80          
 
      40        50        60        70        80                    
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI                    
                                                                    
gi|225 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
      90       100       110       120       130       140          
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (5-23:40-58) 
 
                                         10        20        30     
2MEPSP                           PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
           40        50        60        70        80               
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI               
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 68.9  bits: 21.1 E():   73 
Smith-Waterman score: 54; 30.6% identity (53.1% similar) in 49 aa overlap (27-68:45-93) 
 
                   10        20        30          40               
2MEPSP     PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV--NGIGGLPG-----GKVKLS 
                                     :   :: :   .:: : ::     :   :. 
gi|278 VTSCLATCQSLQEATARKGPSGDRGPRGERGPPGPPGRDGDDGIPGPPGPPGPPGPPGLG 
           20        30        40        50        60        70     
 
      50        60        70        80                              
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLI                              
       :....:. .     .:..:                                          
gi|278 GNFAAQFDAKGGGPGPMGLMGPRGPPGASGAPGPQGFQGPPGEPGEPGQTGPAGARGPPG 
           80        90       100       110       120       130     
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (40-59:271-290) 
 
      10        20        30        40        50        60          
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
      70        80                                                  
2MEPSP DVEIEIIDKLI                                                  
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.4  bits: 17.3 E():   77 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (19-51:48-83) 
 
                           10        20           30        40      
2MEPSP             PRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
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          50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
       .  .:.                              
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD    
        80        90       100             
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.4  bits: 17.3 E():   77 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (19-51:48-83) 
 
                           10        20           30        40      
2MEPSP             PRMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
          50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
       .  .:.                              
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD    
        80        90       100             
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.3 E():   77 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (40-48:36-44) 
 
      10        20        30        40        50        60          
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
      70        80                                   
2MEPSP DVEIEIIDKLI                                   
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.4  bits: 14.7 E():   77 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (29-42:5-18) 
 
               10        20        30        40        50        60 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                   :: :   . :  ::                   
gi|244                         IGNEDCTPWMSTLITPLP                   
                                       10                           
 
               70        80 
2MEPSP LMAAPLALGDVEIEIIDKLI 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (22-43:35-60) 
 
                        10        20            30        40        
2MEPSP          PRMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        50        60        70        80                   
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLI                   
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (31-43:48-60) 
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               10        20        30        40        50        60 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
               70        80                    
2MEPSP LMAAPLALGDVEIEIIDKLI                    
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.0  bits: 17.7 E():   81 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (12-31:84-104) 
 
                                  10         20        30        40 
2MEPSP                    PRMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
               50        60        70        80 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                                
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM   
           120       130       140       150    
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 17.7 E():   81 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (19-55:49-85) 
 
                           10        20        30        40         
2MEPSP             PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
       50        60        70        80                             
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLI                             
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.9  bits: 19.6 E():   82 
Smith-Waterman score: 48; 31.0% identity (51.7% similar) in 29 aa overlap (2-30:346-374) 
 
                                            10        20        30  
2MEPSP                              PRMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                     : . . ::. :::  ..  : :     .:  
gi|193 GEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCRDQECT 
         320       330       340       350       360       370      
 
              40        50        60        70        80            
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI            
                                                                    
gi|193 LGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADLIRLKG 
         380       390       400       410       420       430      
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 67.8  bits: 19.2 E():   83 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (40-79:393-434) 
 
      10        20        30        40        50        60          
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
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        70        80      
2MEPSP LGDVEIEIIDKLI      
       ::: ..   :..       
gi|467 LGDKRLYAGDNFRTAINL 
            430       440 
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (35-56:45-65) 
 
           10        20        30        40        50        60     
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
           70        80                                             
2MEPSP PLALGDVEIEIIDKLI                                             
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (49-79:108-139) 
 
       20        30        40        50        60        70         
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
        80                      
2MEPSP KLI                      
       ..                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (8-24:7-23) 
 
               10        20        30        40        50        60 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
              :  : .:.:.: : .::                                     
gi|115  MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGATLLDVIQSGVE 
                10        20        30        40        50          
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (8-24:7-23) 
 
               10        20        30        40        50        60 
2MEPSP PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
              :  : .:.:.: : .::                                     
gi|274  MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLGATLLDVIQSGVE 
                10        20        30        40        50          
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.9 E():   93 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (10-26:181-197) 
 
                                    10        20        30          
2MEPSP                      PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
      40        50        60        70        80                    
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI                    
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gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.9  bits: 18.9 E():   93 
Smith-Waterman score: 46; 41.2% identity (82.4% similar) in 17 aa overlap (10-26:369-385) 
 
                                    10        20        30          
2MEPSP                      PRMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :.              
gi|284 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSLFGLP    
      340       350       360       370       380       390         
 
      40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.9  bits: 17.4 E():   93 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (43-66:30-54) 
 
             20        30        40         50        60        70  
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDV 
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
              80                                                    
2MEPSP EIEIIDKLI                                                    
                                                                    
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 42; 53.8% identity (76.9% similar) in 13 aa overlap (68-80:83-95) 
 
        40        50        60        70        80                  
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI                  
                                     :: . :.:.:: :                  
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 42; 53.8% identity (76.9% similar) in 13 aa overlap (68-80:83-95) 
 
        40        50        60        70        80                  
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI                  
                                     :: . :.:.:: :                  
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.1 E():   97 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (12-43:58-95) 
 
                                  10        20              30      
2MEPSP                    PRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
          40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
       :. .::::                                      
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gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK                  
        90       100       110                       
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.1 E():   97 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (12-43:58-95) 
 
                                  10        20              30      
2MEPSP                    PRMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
          40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
       :. .::::                                      
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK                  
        90       100       110                       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:38 2011 done: Tue Apr 19 10:57:38 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 128  - 207 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     7     2:*= 
  32     9     8:=*= 
  34    36    22:=====*=== 
  36    30    44:========  * 
  38    60    73:===============   * 
  40    62   102:================         * 
  42    84   125:=====================          * 
  44   122   138:===============================   * 
  46   127   140:================================  * 
  48   237   134:=================================*========================== 
  50   129   122:==============================*== 
  52   125   108:==========================*===== 
  54    80    92:====================  * 
  56    91    77:===================*=== 
  58    65    63:===============*= 
  60    40    51:==========  * 
  62    21    41:======    * 
  64    34    33:========* 
  66    23    26:======* 
  68    20    20:====* 
  70    12    16:===* 
  72    13    12:==*= 
  74    17    10:==*== 
  76     6     8:=* 
  78     7     6:=* 
  80    11     5:=*= 
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  82     5     3:*= 
  84     5     3:*= 
  86     0     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.92510.00326; mu= 11.9827 0.168 
 mean_var=38.0840 9.310, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.207828 
 Kolmogorov-Smirnov  statistic: 0.0775 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.5     0.3 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.2     2.5 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.7     2.6 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.6     2.8 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.0     5.2 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.1     5.3 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.1     5.3 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.3     6.3 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   54 21.0     6.4 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.4     6.4 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   53 20.8      10 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.5      10 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.4      10 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.8      11 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.3      11 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   53 20.8      11 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   51 20.1      12 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.8      12 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.8      12 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.3      14 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   56 22.0      14 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.8      15 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.3      15 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 20.9      15 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.2      15 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.3      16 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   52 20.6      17 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.6      17 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   55 21.7      17 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.6      17 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.5      18 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   54 21.4      19 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.6      21 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.4      21 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   55 21.8      21 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.0      22 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.6      23 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.7      24 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.6      28 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.0      29 
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gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.0      29 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.5      29 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.5      29 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.5      29 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.6      33 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.6      34 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.6      34 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.6      34 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   50 20.1      35 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.9      35 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.2      35 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.4      36 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   48 19.4      36 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.4      36 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 19.7      36 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 19.7      36 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.6      37 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.7      37 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.8      39 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   46 18.7      39 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.4      39 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.1      40 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.4      43 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.4      43 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 19.1      44 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 19.1      44 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   46 18.7      44 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 19.8      45 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.5      46 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.5      46 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.5      46 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.5      48 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 19.8      48 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 19.8      50 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 19.9      51 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.8      55 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.3      57 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.3      57 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   48 19.5      57 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.2      57 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.8      58 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.8      58 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.9      65 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.5      66 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.5      66 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.6      66 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.8      68 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.9      70 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.1      72 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.2      72 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.8      72 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.4      73 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.4      73 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.4      74 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.4      76 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.4      77 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.8      77 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.8      77 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   48 19.6      80 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.3      81 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.8      81 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 17.8      82 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 18.9      83 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 18.9      83 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.2      85 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.5      89 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   46 18.9      91 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 18.9      91 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   42 17.5      91 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   42 17.5      91 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.1      93 
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gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.1      93 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.1      96 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.0      98 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.2      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 111.8  bits: 25.5 E():  0.3 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (16-57:48-93) 
 
                              10        20           30        40   
2MEPSP                RMRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
              50        60        70        80        
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS        
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 95.2  bits: 22.2 E():  2.5 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (16-36:24-46) 
 
                       10        20          30        40        50 
2MEPSP         RMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
               60        70        80            
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLIS            
                                                 
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               70        80        90       100  
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 94.9  bits: 23.7 E():  2.6 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (19-60:25-65) 
 
                     10        20        30        40        50     
2MEPSP       RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
           60        70        80                                   
2MEPSP YLSALLMAAPLALGDVEIEIIDKLIS                                   
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 94.4  bits: 22.6 E():  2.8 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (23-43:66-87) 
 
                       10        20        30         40        50  
2MEPSP         RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
              60        70        80                        
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLIS                        
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 89.6  bits: 22.0 E():  5.2 
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Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (12-67:27-92) 
 
                              10        20              30          
2MEPSP                RMRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
           40        50         60        70        80              
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLIS              
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.4  bits: 22.1 E():  5.3 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (56-71:9-24) 
 
          30        40        50        60        70        80      
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS      
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.4  bits: 22.1 E():  5.3 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (56-71:9-24) 
 
          30        40        50        60        70        80      
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS      
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 88.2  bits: 24.3 E():  6.3 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (4-40:943-974) 
 
                                          10        20        30    
2MEPSP                            RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
            40        50        60        70        80              
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS              
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 88.0  bits: 21.0 E():  6.4 
Smith-Waterman score: 54; 25.0% identity (55.0% similar) in 60 aa overlap (18-77:48-105) 
 
                            10        20        30        40        
2MEPSP              RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
        50        60        70        80      
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLIS      
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       ::. ..   ::   ::: :  . : :  :.         
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 88.0  bits: 21.4 E():  6.4 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (23-43:66-87) 
 
                       10        20        30         40        50  
2MEPSP         RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
              60        70        80                        
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLIS                        
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 84.4  bits: 20.8 E():   10 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (20-78:26-98) 
 
                     10        20        30                    40   
2MEPSP       RMRERPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGG--------LPG 
                                :::  .    :     : :.: ::        ::  
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
             50          60        70        80                     
2MEPSP GKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLIS                     
       :.   : .. .. ..  :: . . .  ::. .:.:...                       
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
gi|166 HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
              130       140       150     
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 84.2  bits: 21.5 E():   10 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (9-54:106-145) 
 
                                     10        20        30         
2MEPSP                       RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
       40        50        60        70        80                   
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS                   
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.2  bits: 20.4 E():   10 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (9-25:98-114) 
 
                                     10        20        30         
2MEPSP                       RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
       40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.0  bits: 20.8 E():   11 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (23-44:66-88) 
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                       10        20        30         40        50  
2MEPSP         RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
              60        70        80                                
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLIS                                
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.0  bits: 22.3 E():   11 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (16-36:383-405) 
 
                              10        20          30        40    
2MEPSP                RMRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
            50        60        70        80            
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS            
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 83.9  bits: 20.8 E():   11 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (20-78:40-112) 
 
                          10        20        30                    
2MEPSP            RMRERPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGG------ 
                                     :::  .    :     : :.: ::       
gi|133 NILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
      10        20        30        40        50        60          
 
        40        50          60        70        80                
2MEPSP --LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLIS                
         :: :.   : .. .. ..  :: . . .  ::. .:.:...                  
gi|133 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
      70        80        90       100       110       120          
 
gi|133 TTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
     130       140       150       160         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 83.2  bits: 20.1 E():   12 
Smith-Waterman score: 51; 26.7% identity (50.0% similar) in 60 aa overlap (18-77:48-105) 
 
                            10        20        30        40        
2MEPSP              RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  .: .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG--AGGAAA 
        20        30        40        50        60          70      
 
        50        60        70        80      
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLIS      
       ::. ..   ::   ::: :  . : :  :.         
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.9  bits: 19.8 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (5-42:32-71) 
 
                                         10        20          30   
2MEPSP                           RMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
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gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
             40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
         :. ..:::                                       
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK                   
              70        80        90                    
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.8  bits: 19.8 E():   12 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (5-42:33-72) 
 
                                         10        20          30   
2MEPSP                           RMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
             40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
         :. ..:::                                       
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK                   
             70        80        90                     
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 81.9  bits: 21.3 E():   14 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (19-60:25-65) 
 
                     10        20        30        40        50     
2MEPSP       RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
           60        70        80                                   
2MEPSP YLSALLMAAPLALGDVEIEIIDKLIS                                   
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 56; 45.8% identity (75.0% similar) in 24 aa overlap (47-68:247-270) 
 
         20        30        40        50        60          70     
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDVEIEI 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
           80                                                       
2MEPSP IDKLIS                                                       
                                                                    
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.3  bits: 19.8 E():   15 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (5-42:58-97) 
 
                                         10        20          30   
2MEPSP                           RMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
             40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
         :. ..:::                                       
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK                   
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        90       100       110                          
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.1  bits: 21.3 E():   15 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (11-43:174-206) 
 
                                   10        20        30        40 
2MEPSP                     RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
                50        60        70        80                    
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS                    
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 81.1  bits: 20.9 E():   15 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (12-47:134-164) 
 
                                  10        20        30        40  
2MEPSP                    RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
              50        60        70        80                      
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS                      
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.1  bits: 20.2 E():   15 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (23-41:42-62) 
 
                       10        20        30          40        50 
2MEPSP         RMRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
               60        70        80                               
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLIS                               
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 80.9  bits: 21.3 E():   16 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (44-76:105-139) 
 
            20        30        40        50        60         70   
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
              80                                                    
2MEPSP -EIIDKLIS                                                    
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 80.6  bits: 20.6 E():   17 
Smith-Waterman score: 52; 19.8% identity (51.9% similar) in 81 aa overlap (2-71:100-180) 
 
                                            10        20            
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2MEPSP                              RMRERPIGDLVVGLKQLGADVDC------FL 
                                     : :.   :..... ..  :..:      .: 
gi|609 KMTQTFAILRYLGRKYKLNGSNDHEEIRISMAEQQTKDMMAAMIRVCYDANCDKLKPDYL 
      70        80        90       100       110       120          
 
            30        40           50        60        70        80 
2MEPSP GT--DCPPVRVNGIGGLP---GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
        .  ::  .  . .:  :   :....       .::  . . .: ..:. :          
gi|609 KSLPDCLKLMSKFVGEHPFVAGANISYVDFYLYEYLCRVKVMVPEVFGQFENLKRYVERM 
     130       140       150       160       170       180          
 
gi|609 ESLPRVSDYIKKQQPKTFNAPTSKWNASYA 
     190       200       210          
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.3  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (9-25:202-218) 
 
                                     10        20        30         
2MEPSP                       RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
       40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.3  bits: 21.7 E():   17 
Smith-Waterman score: 55; 52.9% identity (76.5% similar) in 17 aa overlap (9-25:465-481) 
 
                                     10        20        30         
2MEPSP                       RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  ::. :.::: :.              
gi|424 SPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIELIKKLFGLSH   
          440       450       460       470       480       490     
 
       40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.2  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (9-25:205-221) 
 
                                     10        20        30         
2MEPSP                       RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
       40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 79.7  bits: 19.5 E():   18 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (5-42:58-97) 
 
                                         10        20          30   
2MEPSP                           RMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
             40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
        .:. ..:::                                       
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK                   
        90       100       110                          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.3  bits: 21.4 E():   19 
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Smith-Waterman score: 54; 33.3% identity (70.0% similar) in 30 aa overlap (9-38:270-299) 
 
                                     10        20        30         
2MEPSP                       RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :. .:   .:. . : 
gi|223 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIRVDQGTLRTLSSG 
     240       250       260       270       280       290          
 
       40        50        60        70        80                   
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS                   
                                                                    
gi|223 QRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEALPEFA 
     300       310       320       330       340       350          
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (8-30:12-38) 
 
                   10            20        30        40        50   
2MEPSP     RMRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                  :.:. : .:::.    :  :     ::                       
gi|144 IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGLTNAADYTRLS 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLIS                                 
                                                                    
gi|144 CECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDF 
               70        80        90       100       110       120 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 78.6  bits: 21.4 E():   21 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (9-26:295-313) 
 
                                     10         20        30        
2MEPSP                       RMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
        40        50        60        70        80                  
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS                  
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 78.6  bits: 21.8 E():   21 
Smith-Waterman score: 55; 45.8% identity (75.0% similar) in 24 aa overlap (47-68:378-401) 
 
         20        30        40        50        60          70     
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDVEIEI 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
           80                                                       
2MEPSP IDKLIS                                                       
                                                                    
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.4  bits: 21.0 E():   22 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (32-49:167-184) 
 
              10        20        30        40        50        60  
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
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              70        80                                          
2MEPSP AAPLALGDVEIEIIDKLIS                                          
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 19.6 E():   23 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (36-43:119-126) 
 
          10        20        30        40        50        60      
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
          70        80 
2MEPSP ALGDVEIEIIDKLIS 
                       
gi|144 EEVD            
      150              
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.8  bits: 20.7 E():   24 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (30-64:175-211) 
 
                10        20        30        40        50          
2MEPSP  RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
      60          70        80                                      
2MEPSP LMA--APLALGDVEIEIIDKLIS                                      
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.4  bits: 18.6 E():   28 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (5-42:32-71) 
 
                                         10        20          30   
2MEPSP                           RMRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
             40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
         :. ..:::                                       
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK                   
              70        80        90                    
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.3  bits: 20.0 E():   29 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (31-77:133-176) 
 
               10        20        30        40        50        60 
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
               70        80                                         
2MEPSP MAAPLALGDVEIEIIDKLIS                                         
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
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>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.3  bits: 20.0 E():   29 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (31-77:133-176) 
 
               10        20        30        40        50        60 
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
               70        80                                         
2MEPSP MAAPLALGDVEIEIIDKLIS                                         
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.2  bits: 21.5 E():   29 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (3-43:55-104) 
 
                                           10             20        
2MEPSP                             RMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
            30        40        50        60        70        80    
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS    
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.2  bits: 21.5 E():   29 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (3-43:55-104) 
 
                                           10             20        
2MEPSP                             RMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
            30        40        50        60        70        80    
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS    
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.2  bits: 21.5 E():   29 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (3-43:55-104) 
 
                                           10             20        
2MEPSP                             RMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
            30        40        50        60        70        80    
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS    
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 18.6 E():   33 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (8-22:93-107) 
 
                                      10        20        30        
2MEPSP                        RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
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gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
        40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.9  bits: 18.6 E():   34 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (21-42:35-60) 
 
                         10        20            30        40       
2MEPSP           RMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         50        60        70        80                  
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS                  
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.9  bits: 18.6 E():   34 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (21-42:35-60) 
 
                         10        20            30        40       
2MEPSP           RMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         50        60        70        80                  
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS                  
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.9  bits: 18.6 E():   34 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (21-42:35-60) 
 
                         10        20            30        40       
2MEPSP           RMRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         50        60        70        80                  
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS                  
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 74.7  bits: 20.1 E():   35 
Smith-Waterman score: 59; 31.1% identity (51.4% similar) in 74 aa overlap (22-76:79-150) 
 
                        10        20         30              40     
2MEPSP          RMRERPIGDLVVGLKQLGADVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
           50             60               70        80             
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLIS             
        .:. .     .. :  :..: ..       :: :::::.. ::                 
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
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        170       180       190       200       210       220       
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.6  bits: 17.9 E():   35 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (23-32:38-47) 
 
                       10        20        30        40        50   
2MEPSP         RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
             60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLIS 
                                    
gi|114 CNKNCT                       
        70                          
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 74.6  bits: 21.2 E():   35 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (3-43:55-104) 
 
                                           10             20        
2MEPSP                             RMRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
            30        40        50        60        70        80    
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS    
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (2-55:74-123) 
 
                                            10        20         30 
2MEPSP                              RMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
               40        50        60        70        80           
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS           
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 48; 36.7% identity (60.0% similar) in 30 aa overlap (50-79:26-55) 
 
      20        30        40        50        60        70          
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :.:. :: :  ...::  :   :: . : . 
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
 
      80                                                            
2MEPSP S                                                            
                                                                    
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (38-77:162-201) 
 
        10        20        30        40        50        60        
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2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
        70        80 
2MEPSP GDVEIEIIDKLIS 
       : .  : . :    
gi|116 GKAFYEAVAKAHQ 
             200     
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (48-75:7-34) 
 
        20        30        40        50        60        70        
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
        80                                                          
2MEPSP LIS                                                          
                                                                    
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (48-75:7-34) 
 
        20        30        40        50        60        70        
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
        80                                                          
2MEPSP LIS                                                          
                                                                    
gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 18.6 E():   37 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (24-33:48-57) 
 
                      10        20        30        40        50    
2MEPSP        RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
            60        70        80                         
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLIS                         
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (11-37:13-38) 
 
                 10        20        30        40        50         
2MEPSP   RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                   ..:. . . . .:  : : :   :::.                      
gi|309 MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMY 
               10         20        30        40        50          
 
       60        70        80                                       
2MEPSP LLMAAPLALGDVEIEIIDKLIS                                       
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gi|309 CGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPN 
      60        70        80        90       100       110          
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.9  bits: 19.8 E():   39 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (8-49:235-275) 
 
                                      10        20        30        
2MEPSP                        RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
        40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
       :.   :  : .:                                
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR               
           270       280       290                 
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 46; 18.2% identity (56.8% similar) in 44 aa overlap (35-78:66-109) 
 
           10        20        30        40        50        60     
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
           70        80                            
2MEPSP LALGDVEIEIIDKLIS                            
         . :. :.... .                              
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.7  bits: 19.4 E():   39 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (42-77:117-149) 
 
              20        30        40        50        60        70  
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
              80                                                    
2MEPSP IEIIDKLIS                                                    
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 73.6  bits: 20.1 E():   40 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (6-38:319-348) 
 
                                        10        20         30     
2MEPSP                          RMRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
           40        50        60        70        80  
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS  
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.0  bits: 19.4 E():   43 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (42-77:144-176) 
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              20        30        40        50        60        70  
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
              80                                                    
2MEPSP IEIIDKLIS                                                    
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.0  bits: 19.4 E():   43 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (42-77:144-176) 
 
              20        30        40        50        60        70  
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
              80                                                    
2MEPSP IEIIDKLIS                                                    
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.9  bits: 19.1 E():   44 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (2-55:74-123) 
 
                                            10        20         30 
2MEPSP                              RMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
               40        50        60        70        80           
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS           
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.9  bits: 19.1 E():   44 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (2-55:74-123) 
 
                                            10        20         30 
2MEPSP                              RMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
               40        50        60        70        80           
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS           
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 27 aa overlap (14-40:124-146) 
 
                                10        20        30        40    
2MEPSP                  RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     .:...:..  : ..: :     ::::.    
gi|236 HMLVGMYKELGAPAKGQPMDEVFPGCRRGDMKRVAASLPAFCNVDIPI----GIGGVCYW 
           100       110       120       130       140              
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            50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
                                             
gi|236 LSYPMNPATGH                           
     150       160                           
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.7  bits: 19.8 E():   45 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (31-67:244-280) 
 
               10        20        30         40        50          
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
      60         70        80                                       
2MEPSP LMA-APLALGDVEIEIIDKLIS                                       
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (30-69:136-175) 
 
                10        20        30        40        50          
2MEPSP  RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
      60        70        80                                        
2MEPSP LMAAPLALGDVEIEIIDKLIS                                        
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (30-69:137-176) 
 
                10        20        30        40        50          
2MEPSP  RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
      60        70        80                                        
2MEPSP LMAAPLALGDVEIEIIDKLIS                                        
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.4  bits: 19.5 E():   46 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (30-69:140-179) 
 
                10        20        30        40        50          
2MEPSP  RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
      60        70        80                                        
2MEPSP LMAAPLALGDVEIEIIDKLIS                                        
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (30-69:151-190) 
 
                10        20        30        40        50          
2MEPSP  RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
      60        70        80                                        
2MEPSP LMAAPLALGDVEIEIIDKLIS                                        
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.1  bits: 19.8 E():   48 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (43-67:221-245) 
 
             20        30        40        50        60        70   
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
             80                                                     
2MEPSP EIIDKLIS                                                     
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.8  bits: 19.8 E():   50 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (8-49:336-376) 
 
                                      10        20        30        
2MEPSP                        RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
        40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
       :.   :  : .:                                
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY    
          370       380       390       400        
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.7  bits: 19.9 E():   51 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (8-49:339-379) 
 
                                      10        20        30        
2MEPSP                        RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
        40        50        60        70        80   
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS   
       :.   :  : .:                                  
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK 
       370       380       390       400       410   
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (2-55:79-128) 
 
                                            10        20         30 
2MEPSP                              RMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
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       50        60        70        80        90        100        
 
               40        50        60        70        80           
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS           
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 17.3 E():   57 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (49-70:54-75) 
 
       20        30        40        50        60        70         
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
       80 
2MEPSP IS 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 17.3 E():   57 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (49-70:54-75) 
 
       20        30        40        50        60        70         
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
       80 
2MEPSP IS 
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.8  bits: 19.5 E():   57 
Smith-Waterman score: 48; 29.0% identity (61.3% similar) in 31 aa overlap (8-38:107-133) 
 
                                      10        20        30        
2MEPSP                        RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :.... :.:.. :.: .     :    .:: 
gi|144 SIYYDPGKFPALMPLKNGNYEERNGGVPQRGNITIHLQQFNEDLDKMT----PDKNFGGI 
         80        90       100       110       120           130   
 
        40        50        60        70        80                  
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS                  
       :                                                            
gi|144 GVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEATKKFEKYARYFMEE 
            140       150       160       170       180       190   
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.2 E():   57 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (30-63:146-179) 
 
                10        20        30        40        50          
2MEPSP  RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
      60        70        80                                        
2MEPSP LMAAPLALGDVEIEIIDKLIS                                        
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.6  bits: 18.8 E():   58 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (2-55:97-146) 
 
                                            10        20         30 
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2MEPSP                              RMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
               40        50        60        70        80           
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS           
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.6  bits: 18.8 E():   58 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (2-55:97-146) 
 
                                            10        20         30 
2MEPSP                              RMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
               40        50        60        70        80           
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS           
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
         130           140       150       160       170       180  
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.7  bits: 19.9 E():   65 
Smith-Waterman score: 49; 31.0% identity (51.7% similar) in 29 aa overlap (1-29:346-374) 
 
                                             10        20        30 
2MEPSP                               RMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                     : . . ::. :::  ..  : :     .:  
gi|556 GEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELDRDSCRDQECT 
         320       330       340       350       360       370      
 
               40        50        60        70        80           
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS           
                                                                    
gi|556 LGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADLIRLKG 
         380       390       400       410       420       430      
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.7  bits: 18.5 E():   66 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (2-55:74-123) 
 
                                            10        20         30 
2MEPSP                              RMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
               40        50        60        70        80           
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS           
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.7  bits: 18.5 E():   66 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (2-55:74-123) 
 
                                            10        20         30 
2MEPSP                              RMRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
               40        50        60        70        80           
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS           
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        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (39-78:393-434) 
 
       10        20        30        40        50          60       
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
         70        80     
2MEPSP LGDVEIEIIDKLIS     
       :::  .   :..       
gi|601 LGDKAVYAGDNFRTAINL 
            430       440 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (9-25:60-76) 
 
                                     10        20        30         
2MEPSP                       RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|225 SLDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTREA 
      30        40        50        60        70        80          
 
       40        50        60        70        80                   
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS                   
                                                                    
gi|225 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
      90       100       110       120       130       140          
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (4-22:40-58) 
 
                                          10        20        30    
2MEPSP                            RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
            40        50        60        70        80              
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS              
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 68.9  bits: 21.1 E():   72 
Smith-Waterman score: 54; 30.6% identity (53.1% similar) in 49 aa overlap (26-67:45-93) 
 
                    10        20        30          40              
2MEPSP      RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV--NGIGGLPG-----GKVKLS 
                                     :   :: :   .:: : ::     :   :. 
gi|278 VTSCLATCQSLQEATARKGPSGDRGPRGERGPPGPPGRDGDDGIPGPPGPPGPPGPPGLG 
           20        30        40        50        60        70     
 
       50        60        70        80                             
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLIS                             
       :....:. .     .:..:                                          
gi|278 GNFAAQFDAKGGGPGPMGLMGPRGPPGASGAPGPQGFQGPPGEPGEPGQTGPAGARGPPG 
           80        90       100       110       120       130     
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.9  bits: 19.2 E():   72 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (39-58:271-290) 
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       10        20        30        40        50        60         
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
       70        80                                                 
2MEPSP DVEIEIIDKLIS                                                 
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.9  bits: 14.8 E():   72 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (28-41:5-18) 
 
               10        20        30        40        50        60 
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                  :: :   . :  ::                    
gi|244                        IGNEDCTPWMSTLITPLP                    
                                      10                            
 
               70        80 
2MEPSP MAAPLALGDVEIEIIDKLIS 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.8  bits: 17.4 E():   73 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (18-50:48-83) 
 
                            10        20           30        40     
2MEPSP              RMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
           50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
       .  .:.                               
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD     
        80        90       100              
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.8  bits: 17.4 E():   73 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (18-50:48-83) 
 
                            10        20           30        40     
2MEPSP              RMRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
           50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
       .  .:.                               
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD     
        80        90       100              
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (39-47:36-44) 
 
       10        20        30        40        50        60         
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
       70        80                                  
2MEPSP DVEIEIIDKLIS                                  
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gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (21-42:35-60) 
 
                         10        20            30        40       
2MEPSP           RMRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         50        60        70        80                  
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS                  
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (30-42:48-60) 
 
                10        20        30        40        50          
2MEPSP  RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
      60        70        80                   
2MEPSP LMAAPLALGDVEIEIIDKLIS                   
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.8 E():   77 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (18-54:49-85) 
 
                            10        20        30        40        
2MEPSP              RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
        50        60        70        80                            
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLIS                            
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.3  bits: 17.8 E():   77 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (11-30:84-104) 
 
                                   10         20        30          
2MEPSP                     RMRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
      40        50        60        70        80 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
                                                 
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM    
           120       130       140       150     
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.1  bits: 19.6 E():   80 
Smith-Waterman score: 48; 31.0% identity (51.7% similar) in 29 aa overlap (1-29:346-374) 
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                                             10        20        30 
2MEPSP                               RMRERPIGDLVVGLKQLGADVDCFLGTDCP 
                                     : . . ::. :::  ..  : :     .:  
gi|193 GEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELDRDSCRDQECT 
         320       330       340       350       360       370      
 
               40        50        60        70        80           
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS           
                                                                    
gi|193 LGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFGSTADLIRLKG 
         380       390       400       410       420       430      
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 68.0  bits: 19.3 E():   81 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (39-78:393-434) 
 
       10        20        30        40        50          60       
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
         70        80     
2MEPSP LGDVEIEIIDKLIS     
       ::: ..   :..       
gi|467 LGDKRLYAGDNFRTAINL 
            430       440 
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (34-55:45-65) 
 
            10        20        30        40        50        60    
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
            70        80                                            
2MEPSP PLALGDVEIEIIDKLIS                                            
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (48-78:108-139) 
 
        20        30        40        50        60        70        
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
         80                     
2MEPSP KLIS                     
       ..                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.9 E():   83 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (7-23:7-23) 
 
               10        20        30        40        50        60 
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
             :  : .:.:.: : .::                                      
gi|274 MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLGATLLDVIQSGVEN 
               10        20        30        40        50        60 
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.9 E():   83 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (7-23:7-23) 
 
               10        20        30        40        50        60 
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
             :  : .:.:.: : .::                                      
gi|115 MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGATLLDVIQSGVEN 
               10        20        30        40        50        60 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (31-80:115-164) 
 
               10        20        30        40        50        60 
2MEPSP RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
               70        80                                         
2MEPSP MAAPLALGDVEIEIIDKLIS                                         
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.2  bits: 17.5 E():   89 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (42-65:30-54) 
 
              20        30        40         50        60        70 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDV 
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
               80                                                   
2MEPSP EIEIIDKLIS                                                   
                                                                    
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.1  bits: 18.9 E():   91 
Smith-Waterman score: 46; 41.2% identity (82.4% similar) in 17 aa overlap (9-25:369-385) 
 
                                     10        20        30         
2MEPSP                       RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :.              
gi|284 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSLFGLP    
      340       350       360       370       380       390         
 
       40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 18.9 E():   91 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (9-25:181-197) 
 
                                     10        20        30         
2MEPSP                       RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
       40        50        60        70        80                   
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS                   
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 17.5 E():   91 
Smith-Waterman score: 42; 53.8% identity (76.9% similar) in 13 aa overlap (67-79:83-95) 
 
         40        50        60        70        80                 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS                 
                                     :: . :.:.:: :                  
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 17.5 E():   91 
Smith-Waterman score: 42; 53.8% identity (76.9% similar) in 13 aa overlap (67-79:83-95) 
 
         40        50        60        70        80                 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS                 
                                     :: . :.:.:: :                  
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.1 E():   93 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (11-42:58-95) 
 
                                   10        20              30     
2MEPSP                     RMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
           40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
       :. .::::                                       
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK                   
        90       100       110                        
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.1 E():   93 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (11-42:58-95) 
 
                                   10        20              30     
2MEPSP                     RMRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
           40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
       :. .::::                                       
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK                   
        90       100       110                        
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.6  bits: 17.1 E():   96 
Smith-Waterman score: 47; 24.4% identity (51.2% similar) in 41 aa overlap (6-40:22-62) 
 
                               10        20              30         
2MEPSP                 RMRERPIGDLVVGLKQLGADVDCFLG------TDCPPVRVNGIG 
                            :... :.   :....:   .:         ::   ::.  
gi|209 MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK 
               10        20        30        40        50        60 
 
       40        50        60        70        80                  
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS                  
       .:                                                          
gi|209 SLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAVK 
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               70        80        90       100       110          
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.4  bits: 19.0 E():   98 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (39-69:391-423) 
 
       10        20        30        40        50          60       
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
         70        80     
2MEPSP LGDVEIEIIDKLIS     
       :::                
gi|144 LGDNAVYAGNNFRTAVNL 
              430         
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (30-69:124-163) 
 
                10        20        30        40        50          
2MEPSP  RMRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
      60        70        80                                        
2MEPSP LMAAPLALGDVEIEIIDKLIS                                        
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:38 2011 done: Tue Apr 19 10:57:38 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 129  - 208 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     2     0:= 
  28     1     0:= 
  30     5     2:*= 
  32     5     8:=* 
  34    29    22:=====*== 
  36    41    44:==========* 
  38    53    73:==============    * 
  40    74   102:===================      * 
  42    79   125:====================           * 
  44   112   138:============================      * 
  46   149   140:==================================*=== 
  48   224   134:=================================*====================== 
  50   140   122:==============================*==== 
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  52   131   108:==========================*====== 
  54    76    92:===================   * 
  56    87    77:===================*== 
  58    48    63:============   * 
  60    49    51:============* 
  62    23    41:======    * 
  64    22    33:======  * 
  66    33    26:======*== 
  68    18    20:====* 
  70    13    16:===* 
  72    13    12:==*= 
  74    17    10:==*== 
  76     6     8:=* 
  78     8     6:=* 
  80    10     5:=*= 
  82     6     3:*= 
  84     5     3:*= 
  86     0     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.59230.00326; mu= 13.6647 0.168 
 mean_var=38.4603 9.420, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.206808 
 Kolmogorov-Smirnov  statistic: 0.0755 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.4    0.32 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.7     2.6 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.1     2.7 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.5     2.9 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.0     5.2 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.0     5.4 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.0     5.4 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.5     5.6 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.3     6.6 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   54 20.9     6.7 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.4      10 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.6      10 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   53 20.8      10 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.4      11 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.8      11 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   53 20.8      11 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   51 20.0      12 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.7      13 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.7      13 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   56 22.1      13 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.3      14 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.3      15 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.0      15 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.4      15 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.8      16 
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gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.2      16 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   55 21.8      16 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   52 20.6      16 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.6      17 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.6      17 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.0      18 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   54 21.5      18 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.5      19 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   55 21.9      20 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.5      20 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.1      21 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.5      21 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.8      23 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.6      23 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.6      26 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.6      26 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.6      26 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.1      28 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.1      28 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.5      29 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.3      32 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.6      35 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.6      35 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.6      35 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.6      35 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.4      35 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   48 19.4      35 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   48 19.4      35 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 19.8      35 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 19.8      35 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.8      36 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.8      38 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.8      38 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.6      38 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.2      38 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.4      39 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   46 18.6      40 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.5      42 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.5      42 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 19.9      43 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   47 19.1      43 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   47 19.1      43 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   46 18.7      45 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.5      45 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.5      45 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.5      45 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 19.9      46 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.5      46 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 19.9      48 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 19.9      48 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   46 18.8      54 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   48 19.6      54 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.2      56 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   46 18.8      58 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   46 18.8      58 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.2      60 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.2      60 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.7      62 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.3      63 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   45 18.5      65 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   45 18.5      65 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.9      66 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.9      68 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.3      69 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.3      76 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.3      76 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.8      76 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.8      76 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.4      76 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.4      76 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.8      79 
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gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.8      79 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.4      79 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.4      79 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.0      80 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.0      80 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.8      82 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 17.8      82 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.2      84 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.6      84 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   46 19.0      86 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 19.0      86 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.4      91 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.1      93 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.3      96 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.1      96 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.1      96 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 18.7      97 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.1      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 111.4  bits: 25.4 E(): 0.32 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (15-56:48-93) 
 
                               10        20           30        40  
2MEPSP                 MRERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
               50        60        70        80       
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI       
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 95.0  bits: 23.7 E():  2.6 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (18-59:25-65) 
 
                      10        20        30        40        50    
2MEPSP        MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
            60        70        80                                  
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISI                                  
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 94.8  bits: 22.1 E():  2.7 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (15-35:24-46) 
 
                        10        20          30        40          
2MEPSP          MRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
      50        60        70        80           
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISI           
                                                 
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 94.2  bits: 22.5 E():  2.9 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (22-42:66-87) 
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                        10        20        30         40        50 
2MEPSP          MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
               60        70        80                       
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISI                       
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 89.5  bits: 22.0 E():  5.2 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (11-66:27-92) 
 
                               10        20              30         
2MEPSP                 MRERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
            40        50         60        70        80             
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLISI             
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.4  bits: 22.0 E():  5.4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (55-70:9-24) 
 
           30        40        50        60        70        80     
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI     
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.4  bits: 22.0 E():  5.4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (55-70:9-24) 
 
           30        40        50        60        70        80     
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI     
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 89.0  bits: 24.5 E():  5.6 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (3-39:943-974) 
 
                                           10        20        30   
2MEPSP                             MRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
             40        50        60        70        80             
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI             
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
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       970       980       990      1000      1010      1020        
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 87.7  bits: 21.3 E():  6.6 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (22-42:66-87) 
 
                        10        20        30         40        50 
2MEPSP          MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
               60        70        80                       
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISI                       
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 87.7  bits: 20.9 E():  6.7 
Smith-Waterman score: 54; 25.0% identity (55.0% similar) in 60 aa overlap (17-76:48-105) 
 
                             10        20        30        40       
2MEPSP               MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
         50        60        70        80     
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISI     
       ::. ..   ::   ::: :  . : :  :.         
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.4  bits: 22.4 E():   10 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (15-35:383-405) 
 
                               10        20          30        40   
2MEPSP                 MRERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
             50        60        70        80           
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI           
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 84.3  bits: 21.6 E():   10 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (8-53:106-145) 
 
                                      10        20        30        
2MEPSP                        MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
        40        50        60        70        80                  
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI                  
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 84.3  bits: 20.8 E():   10 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (19-77:26-98) 
 
                      10        20            30                40  
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2MEPSP        MRERPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGG--------LPG 
                                :::  .    :     : :.: ::        ::  
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
              50          60        70        80                    
2MEPSP GKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISI                    
       :.   : .. .. ..  :: . . .  ::. .:.:...                       
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
gi|166 HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
              130       140       150     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.9  bits: 20.4 E():   11 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (8-24:98-114) 
 
                                      10        20        30        
2MEPSP                        MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
        40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 20.8 E():   11 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (22-43:66-88) 
 
                        10        20        30         40        50 
2MEPSP          MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
               60        70        80                               
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISI                               
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 83.7  bits: 20.8 E():   11 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (19-77:40-112) 
 
                           10        20            30               
2MEPSP             MRERPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGG------ 
                                     :::  .    :     : :.: ::       
gi|133 NILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
      10        20        30        40        50        60          
 
         40        50          60        70        80               
2MEPSP --LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISI               
         :: :.   : .. .. ..  :: . . .  ::. .:.:...                  
gi|133 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
      70        80        90       100       110       120          
 
gi|133 TTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
     130       140       150       160         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.8  bits: 20.0 E():   12 
Smith-Waterman score: 51; 26.7% identity (50.0% similar) in 60 aa overlap (17-76:48-105) 
 
                             10        20        30        40       
2MEPSP               MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  .: .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG--AGGAAA 
        20        30        40        50        60          70      
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         50        60        70        80     
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISI     
       ::. ..   ::   ::: :  . : :  :.         
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.5  bits: 19.7 E():   13 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (4-41:32-71) 
 
                                          10        20          30  
2MEPSP                            MRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
              40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
         :. ..:::                                        
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK                    
              70        80        90                     
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.4  bits: 19.7 E():   13 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (4-41:33-72) 
 
                                          10        20          30  
2MEPSP                            MRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
              40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
         :. ..:::                                        
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK                    
             70        80        90                      
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 82.2  bits: 22.1 E():   13 
Smith-Waterman score: 56; 45.8% identity (75.0% similar) in 24 aa overlap (46-67:247-270) 
 
          20        30        40        50        60          70    
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDVEIEI 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
            80                                                      
2MEPSP IDKLISI                                                      
                                                                    
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 82.1  bits: 21.3 E():   14 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (18-59:25-65) 
 
                      10        20        30        40        50    
2MEPSP        MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
            60        70        80                                  
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISI                                  
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
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>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.4  bits: 21.3 E():   15 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (10-42:174-206) 
 
                                    10        20        30          
2MEPSP                      MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
       40        50        60        70        80                   
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI                   
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 81.2  bits: 21.0 E():   15 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (11-46:134-164) 
 
                                   10        20        30        40 
2MEPSP                     MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
               50        60        70        80                     
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI                     
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 81.2  bits: 21.4 E():   15 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (43-75:105-139) 
 
             20        30        40        50         60        70  
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
               80                                                   
2MEPSP -EIIDKLISI                                                   
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.0  bits: 19.8 E():   16 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (4-41:58-97) 
 
                                          10        20          30  
2MEPSP                            MRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
              40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
         :. ..:::                                        
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK                    
        90       100       110                           
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.9  bits: 20.2 E():   16 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (22-40:42-62) 
 
                        10        20          30        40          
2MEPSP          MRERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
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gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
      50        60        70        80                              
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISI                              
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.7  bits: 21.8 E():   16 
Smith-Waterman score: 55; 52.9% identity (76.5% similar) in 17 aa overlap (8-24:465-481) 
 
                                      10        20        30        
2MEPSP                        MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  ::. :.::: :.              
gi|424 SPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIELIKKLFGLSH   
          440       450       460       470       480       490     
 
        40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 80.6  bits: 20.6 E():   16 
Smith-Waterman score: 52; 19.8% identity (51.9% similar) in 81 aa overlap (1-70:100-180) 
 
                                             10        20           
2MEPSP                               MRERPIGDLVVGLKQLGADVDC------FL 
                                     : :.   :..... ..  :..:      .: 
gi|609 KMTQTFAILRYLGRKYKLNGSNDHEEIRISMAEQQTKDMMAAMIRVCYDANCDKLKPDYL 
      70        80        90       100       110       120          
 
             30        40           50        60        70          
2MEPSP GT--DCPPVRVNGIGGLP---GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
        .  ::  .  . .:  :   :....       .::  . . .: ..:. :          
gi|609 KSLPDCLKLMSKFVGEHPFVAGANISYVDFYLYEYLCRVKVMVPEVFGQFENLKRYVERM 
     130       140       150       160       170       180          
 
      80                              
2MEPSP I                              
                                      
gi|609 ESLPRVSDYIKKQQPKTFNAPTSKWNASYA 
     190       200       210          
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.4  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (8-24:202-218) 
 
                                      10        20        30        
2MEPSP                        MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
        40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.3  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (8-24:205-221) 
 
                                      10        20        30        
2MEPSP                        MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
        40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
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 initn:  48 init1:  48 opt:  53  Z-score: 79.8  bits: 21.0 E():   18 
Smith-Waterman score: 62; 31.6% identity (51.9% similar) in 79 aa overlap (21-80:79-155) 
 
                         10        20         30              40    
2MEPSP           MRERPIGDLVVGLKQLGADVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
                 50        60               70        80            
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISI            
        .:. .     .. :  :..: ..       :: :::::.. ::  :.:            
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.7  bits: 21.5 E():   18 
Smith-Waterman score: 54; 33.3% identity (70.0% similar) in 30 aa overlap (8-37:270-299) 
 
                                      10        20        30        
2MEPSP                        MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :. .:   .:. . : 
gi|223 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIRVDQGTLRTLSSG 
     240       250       260       270       280       290          
 
        40        50        60        70        80                  
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI                  
                                                                    
gi|223 QRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEALPEFA 
     300       310       320       330       340       350          
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 79.4  bits: 19.5 E():   19 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (4-41:58-97) 
 
                                          10        20          30  
2MEPSP                            MRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
              40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
        .:. ..:::                                        
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK                    
        90       100       110                           
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 79.2  bits: 21.9 E():   20 
Smith-Waterman score: 55; 45.8% identity (75.0% similar) in 24 aa overlap (46-67:378-401) 
 
          20        30        40        50        60          70    
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALGDVEIEI 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
            80                                                      
2MEPSP IDKLISI                                                      
                                                                    
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 79.1  bits: 21.5 E():   20 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (8-25:295-313) 
 
                                      10         20        30       
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2MEPSP                        MRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
         40        50        60        70        80                 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI                 
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.8  bits: 21.1 E():   21 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (31-48:167-184) 
 
               10        20        30        40        50        60 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
               70        80                                         
2MEPSP AAPLALGDVEIEIIDKLISI                                         
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 78.5  bits: 19.5 E():   21 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (7-29:12-38) 
 
                    10            20        30        40        50  
2MEPSP      MRERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                  :.:. : .:::.    :  :     ::                       
gi|144 IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGLTNAADYTRLS 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISI                                
                                                                    
gi|144 CECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDF 
               70        80        90       100       110       120 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.1  bits: 20.8 E():   23 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (29-63:175-211) 
 
                 10        20        30        40        50         
2MEPSP   MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
       60          70        80                                     
2MEPSP LMA--APLALGDVEIEIIDKLISI                                     
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (35-42:119-126) 
 
           10        20        30        40        50        60     
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
           70        80 
2MEPSP ALGDVEIEIIDKLISI 
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gi|144 EEVD             
      150               
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.9  bits: 21.6 E():   26 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (2-42:55-104) 
 
                                            10             20       
2MEPSP                              MRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
             30        40        50        60        70        80   
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI   
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.9  bits: 21.6 E():   26 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (2-42:55-104) 
 
                                            10             20       
2MEPSP                              MRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
             30        40        50        60        70        80   
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI   
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 76.9  bits: 21.6 E():   26 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (2-42:55-104) 
 
                                            10             20       
2MEPSP                              MRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
             30        40        50        60        70        80   
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI   
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.4  bits: 20.1 E():   28 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (30-76:133-176) 
 
                10        20        30        40        50          
2MEPSP  MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
      60        70        80                                        
2MEPSP MAAPLALGDVEIEIIDKLISI                                        
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.4  bits: 20.1 E():   28 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (30-76:133-176) 
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                10        20        30        40        50          
2MEPSP  MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
      60        70        80                                        
2MEPSP MAAPLALGDVEIEIIDKLISI                                        
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.0  bits: 18.5 E():   29 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (4-41:32-71) 
 
                                          10        20          30  
2MEPSP                            MRERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
              40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
         :. ..:::                                        
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK                    
              70        80        90                     
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 75.3  bits: 21.3 E():   32 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (2-42:55-104) 
 
                                            10             20       
2MEPSP                              MRERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
             30        40        50        60        70        80   
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI   
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 18.6 E():   35 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (7-21:93-107) 
 
                                       10        20        30       
2MEPSP                         MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
         40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.7  bits: 18.6 E():   35 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (20-41:35-60) 
 
                          10        20            30        40      
2MEPSP            MRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
          50        60        70        80                 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI                 
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gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.7  bits: 18.6 E():   35 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (20-41:35-60) 
 
                          10        20            30        40      
2MEPSP            MRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
          50        60        70        80                 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI                 
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.7  bits: 18.6 E():   35 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (20-41:35-60) 
 
                          10        20            30        40      
2MEPSP            MRERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
          50        60        70        80                 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI                 
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 19.4 E():   35 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (37-76:162-201) 
 
         10        20        30        40        50        60       
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
         70        80 
2MEPSP GDVEIEIIDKLISI 
       : .  : . :     
gi|116 GKAFYEAVAKAHQ  
             200      
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.6  bits: 19.4 E():   35 
Smith-Waterman score: 48; 27.3% identity (54.5% similar) in 55 aa overlap (1-54:74-123) 
 
                                             10        20           
2MEPSP                               MRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|482 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCR 
            50        60        70        80        90        100   
 
      30        40        50        60        70        80          
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI          
        :    .    : .: :.:: ...:                                    
gi|482 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 19.4 E():   35 
Smith-Waterman score: 48; 36.7% identity (60.0% similar) in 30 aa overlap (49-78:26-55) 
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       20        30        40        50        60        70         
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :.:. :: :  ...::  :   :: . : . 
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
 
       80                                                           
2MEPSP SI                                                           
                                                                    
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.5  bits: 19.8 E():   35 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (47-74:7-34) 
 
         20        30        40        50        60        70       
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
         80                                                         
2MEPSP LISI                                                         
                                                                    
gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.5  bits: 19.8 E():   35 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (47-74:7-34) 
 
         20        30        40        50        60        70       
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
         80                                                         
2MEPSP LISI                                                         
                                                                    
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (10-36:13-38) 
 
                  10        20        30        40        50        
2MEPSP    MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                   ..:. . . . .:  : : :   :::.                      
gi|309 MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMY 
               10         20        30        40        50          
 
        60        70        80                                      
2MEPSP LLMAAPLALGDVEIEIIDKLISI                                      
                                                                    
gi|309 CGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPN 
      60        70        80        90       100       110          
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.1  bits: 19.8 E():   38 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (7-48:235-275) 
 
                                       10        20        30       
2MEPSP                         MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
         40        50        60        70        80 
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2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
       :.   :  : .:                                 
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR                
           270       280       290                  
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 17.8 E():   38 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (22-31:38-47) 
 
                        10        20        30        40        50  
2MEPSP          MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
              60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISI 
                                     
gi|114 CNKNCT                        
        70                           
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (23-32:48-57) 
 
                       10        20        30        40        50   
2MEPSP         MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
             60        70        80                        
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISI                        
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (5-37:319-348) 
 
                                         10        20         30    
2MEPSP                           MRERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
            40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
       :  :                                            
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV 
          350       360       370       380       390  
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.8  bits: 19.4 E():   39 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (41-76:117-149) 
 
               20        30        40        50        60        70 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
               80                                                   
2MEPSP IEIIDKLISI                                                   
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 18.6 E():   40 
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Smith-Waterman score: 46; 18.2% identity (56.8% similar) in 44 aa overlap (34-77:66-109) 
 
            10        20        30        40        50        60    
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
            70        80                           
2MEPSP LALGDVEIEIIDKLISI                           
         . :. :.... .                              
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (41-76:144-176) 
 
               20        30        40        50        60        70 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
               80                                                   
2MEPSP IEIIDKLISI                                                   
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (41-76:144-176) 
 
               20        30        40        50        60        70 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
               80                                                   
2MEPSP IEIIDKLISI                                                   
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.0  bits: 19.9 E():   43 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (30-66:244-280) 
 
                10        20        30         40        50         
2MEPSP  MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
       60         70        80                                      
2MEPSP LMA-APLALGDVEIEIIDKLISI                                      
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.9  bits: 19.1 E():   43 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (1-54:74-123) 
 
                                             10        20           
2MEPSP                               MRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
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      30        40        50        60        70        80          
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI          
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.9  bits: 19.1 E():   43 
Smith-Waterman score: 47; 27.3% identity (54.5% similar) in 55 aa overlap (1-54:74-123) 
 
                                             10        20           
2MEPSP                               MRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|740 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
      30        40        50        60        70        80          
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI          
        :    .    : .: :.:: ...:                                    
gi|740 DVAKYPV----GQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYT 
                110       120       130       140       150         
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 27 aa overlap (13-39:124-146) 
 
                                 10        20        30        40   
2MEPSP                   MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     .:...:..  : ..: :     ::::.    
gi|236 HMLVGMYKELGAPAKGQPMDEVFPGCRRGDMKRVAASLPAFCNVDIPI----GIGGVCYW 
           100       110       120       130       140              
 
             50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                                              
gi|236 LSYPMNPATGH                            
     150       160                            
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (29-68:136-175) 
 
                 10        20        30        40        50         
2MEPSP   MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
       60        70        80                                       
2MEPSP LMAAPLALGDVEIEIIDKLISI                                       
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (29-68:137-176) 
 
                 10        20        30        40        50         
2MEPSP   MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
       60        70        80                                       
2MEPSP LMAAPLALGDVEIEIIDKLISI                                       
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
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>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (29-68:140-179) 
 
                 10        20        30        40        50         
2MEPSP   MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
       60        70        80                                       
2MEPSP LMAAPLALGDVEIEIIDKLISI                                       
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (42-66:221-245) 
 
              20        30        40        50        60        70  
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
              80                                                    
2MEPSP EIIDKLISI                                                    
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.4  bits: 19.5 E():   46 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (29-68:151-190) 
 
                 10        20        30        40        50         
2MEPSP   MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
       60        70        80                                       
2MEPSP LMAAPLALGDVEIEIIDKLISI                                       
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (7-48:336-376) 
 
                                       10        20        30       
2MEPSP                         MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
         40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
       :.   :  : .:                                 
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY     
          370       380       390       400         
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.1  bits: 19.9 E():   48 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (7-48:339-379) 
 
                                       10        20        30       
2MEPSP                         MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4303

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
         40        50        60        70        80  
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI  
       :.   :  : .:                                  
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK 
       370       380       390       400       410   
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (1-54:79-128) 
 
                                             10        20           
2MEPSP                               MRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|115 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
       50        60        70        80        90        100        
 
      30        40        50        60        70        80          
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI          
        :    .    : .: :.:: ...:                                    
gi|115 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
       110           120       130       140       150       160    
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.2  bits: 19.6 E():   54 
Smith-Waterman score: 48; 29.0% identity (61.3% similar) in 31 aa overlap (7-37:107-133) 
 
                                       10        20        30       
2MEPSP                         MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :.... :.:.. :.: .     :    .:: 
gi|144 SIYYDPGKFPALMPLKNGNYEERNGGVPQRGNITIHLQQFNEDLDKMT----PDKNFGGI 
         80        90       100       110       120           130   
 
         40        50        60        70        80                 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI                 
       :                                                            
gi|144 GVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEATKKFEKYARYFMEE 
            140       150       160       170       180       190   
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (29-62:146-179) 
 
                 10        20        30        40        50         
2MEPSP   MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
       60        70        80                                       
2MEPSP LMAAPLALGDVEIEIIDKLISI                                       
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.7  bits: 18.8 E():   58 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (1-54:97-146) 
 
                                             10        20           
2MEPSP                               MRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|856 ILKEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
      30        40        50        60        70        80          
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI          
        :    .    : .: :.:: ...:                                    
gi|856 DVAKYQV----GQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYT 
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         130           140       150       160       170       180  
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.7  bits: 18.8 E():   58 
Smith-Waterman score: 46; 27.3% identity (54.5% similar) in 55 aa overlap (1-54:97-146) 
 
                                             10        20           
2MEPSP                               MRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|162 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
         70        80        90       100       110        120      
 
      30        40        50        60        70        80          
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI          
        :    .    : .: :.:: ...:                                    
gi|162 DVAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYT 
         130           140       150       160       170       180  
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 17.2 E():   60 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (48-69:54-75) 
 
        20        30        40        50        60        70        
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
        80 
2MEPSP ISI 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 17.2 E():   60 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (48-69:54-75) 
 
        20        30        40        50        60        70        
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
        80 
2MEPSP ISI 
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 70.1  bits: 19.7 E():   62 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (38-77:393-434) 
 
        10        20        30        40        50          60      
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
          70        80    
2MEPSP LGDVEIEIIDKLISI    
       :::  .   :..       
gi|601 LGDKAVYAGDNFRTAINL 
            430       440 
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 70.0  bits: 21.3 E():   63 
Smith-Waterman score: 54; 30.6% identity (53.1% similar) in 49 aa overlap (25-66:45-93) 
 
                     10        20        30          40             
2MEPSP       MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRV--NGIGGLPG-----GKVKLS 
                                     :   :: :   .:: : ::     :   :. 
gi|278 VTSCLATCQSLQEATARKGPSGDRGPRGERGPPGPPGRDGDDGIPGPPGPPGPPGPPGLG 
           20        30        40        50        60        70     
 
        50        60        70        80                            
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2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLISI                            
       :....:. .     .:..:                                          
gi|278 GNFAAQFDAKGGGPGPMGLMGPRGPPGASGAPGPQGFQGPPGEPGEPGQTGPAGARGPPG 
           80        90       100       110       120       130     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.7  bits: 18.5 E():   65 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 55 aa overlap (1-54:74-123) 
 
                                             10        20           
2MEPSP                               MRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
      30        40        50        60        70        80          
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI          
        :    .    : .: :.:: ...:                                    
gi|549 DVAKYPV----GQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYT 
                110       120       130       140       150         
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.7  bits: 18.5 E():   65 
Smith-Waterman score: 45; 25.5% identity (54.5% similar) in 55 aa overlap (1-54:74-123) 
 
                                             10        20           
2MEPSP                               MRERPIGDLVVGLKQLGADVDCFLGTD-CP 
                                     :..   .: .. . :. :. .:  : : :  
gi|549 ILKEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCR 
            50        60        70        80        90        100   
 
      30        40        50        60        70        80          
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI          
        .    .    : .: :.:: ...:                                    
gi|549 DIAKYQV----GQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYT 
                110       120       130       140       150         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (8-24:60-76) 
 
                                      10        20        30        
2MEPSP                        MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|225 SLDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTREA 
      30        40        50        60        70        80          
 
        40        50        60        70        80                  
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI                  
                                                                    
gi|225 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
      90       100       110       120       130       140          
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (3-21:40-58) 
 
                                           10        20        30   
2MEPSP                             MRERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
             40        50        60        70        80             
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI             
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.3  bits: 19.3 E():   69 
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Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (38-57:271-290) 
 
        10        20        30        40        50        60        
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
        70        80                                                
2MEPSP DVEIEIIDKLISI                                                
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 17.3 E():   76 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (17-49:48-83) 
 
                             10        20           30        40    
2MEPSP               MRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
            50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
       .  .:.                                
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD      
        80        90       100               
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 17.3 E():   76 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (17-49:48-83) 
 
                             10        20           30        40    
2MEPSP               MRERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
            50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
       .  .:.                                
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD      
        80        90       100               
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (66-80:83-97) 
 
          40        50        60        70        80                
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI                
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (66-80:83-97) 
 
          40        50        60        70        80                
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI                
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
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>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 68.5  bits: 19.4 E():   76 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (38-77:393-434) 
 
        10        20        30        40        50          60      
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
          70        80    
2MEPSP LGDVEIEIIDKLISI    
       ::: ..   :..       
gi|467 LGDKRLYAGDNFRTAINL 
            430       440 
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (38-46:36-44) 
 
        10        20        30        40        50        60        
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
        70        80                                 
2MEPSP DVEIEIIDKLISI                                 
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (17-53:49-85) 
 
                             10        20        30        40       
2MEPSP               MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
         50        60        70        80                           
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISI                           
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (10-29:84-104) 
 
                                    10         20        30         
2MEPSP                      MRERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
       40        50        60        70        80 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                                                  
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM     
           120       130       140       150      
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (20-41:35-60) 
 
                          10        20            30        40      
2MEPSP            MRERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
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                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
          50        60        70        80                 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI                 
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (29-41:48-60) 
 
                 10        20        30        40        50         
2MEPSP   MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
       60        70        80                  
2MEPSP LMAAPLALGDVEIEIIDKLISI                  
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 19.0 E():   80 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (6-22:7-23) 
 
                10        20        30        40        50          
2MEPSP  MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
             :  : .:.:.: : .::                                      
gi|115 MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGATLLDVIQSGVEN 
               10        20        30        40        50        60 
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 19.0 E():   80 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (6-22:7-23) 
 
                10        20        30        40        50          
2MEPSP  MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
             :  : .:.:.: : .::                                      
gi|274 MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLGATLLDVIQSGVEN 
               10        20        30        40        50        60 
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (33-54:45-65) 
 
             10        20        30        40        50        60   
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
             70        80                                           
2MEPSP PLALGDVEIEIIDKLISI                                           
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (47-77:108-139) 
 
         20        30        40        50        60        70       
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
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          80                    
2MEPSP KLISI                    
       ..                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (30-79:115-164) 
 
                10        20        30        40        50          
2MEPSP  MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
      60        70        80                                        
2MEPSP MAAPLALGDVEIEIIDKLISI                                        
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.7  bits: 14.6 E():   84 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (27-40:5-18) 
 
               10        20        30        40        50        60 
2MEPSP MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                 :: :   . :  ::                     
gi|244                       IGNEDCTPWMSTLITPLP                     
                                     10                             
 
               70        80 
2MEPSP AAPLALGDVEIEIIDKLISI 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 46; 41.2% identity (82.4% similar) in 17 aa overlap (8-24:369-385) 
 
                                      10        20        30        
2MEPSP                        MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :.              
gi|284 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSLFGLP    
      340       350       360       370       380       390         
 
        40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (8-24:181-197) 
 
                                      10        20        30        
2MEPSP                        MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
        40        50        60        70        80                  
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI                  
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (41-64:30-54) 
 
               20        30        40         50        60          
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDV 
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                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
      70        80                                                  
2MEPSP EIEIIDKLISI                                                  
                                                                    
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (38-68:391-423) 
 
        10        20        30        40        50          60      
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
          70        80    
2MEPSP LGDVEIEIIDKLISI    
       :::                
gi|144 LGDNAVYAGNNFRTAVNL 
              430         
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (29-68:124-163) 
 
                 10        20        30        40        50         
2MEPSP   MRERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
       60        70        80                                       
2MEPSP LMAAPLALGDVEIEIIDKLISI                                       
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.1 E():   96 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (10-41:58-95) 
 
                                    10            20          30    
2MEPSP                      MRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
            40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
       :. .::::                                        
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK                    
        90       100       110                         
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.1 E():   96 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (10-41:58-95) 
 
                                    10            20          30    
2MEPSP                      MRERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
            40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
       :. .::::                                        
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gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK                    
        90       100       110                         
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 18.7 E():   97 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (41-79:309-349) 
 
               20        30        40         50        60          
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
        70        80  
2MEPSP DVEIEIIDKLISI  
        .. :.: :..:   
gi|752 GANAEVI-KMVSET 
      340        350  
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.4  bits: 17.1 E():   99 
Smith-Waterman score: 47; 24.4% identity (51.2% similar) in 41 aa overlap (5-39:22-62) 
 
                                10        20              30        
2MEPSP                  MRERPIGDLVVGLKQLGADVDCFLG------TDCPPVRVNGIG 
                            :... :.   :....:   .:         ::   ::.  
gi|209 MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK 
               10        20        30        40        50        60 
 
        40        50        60        70        80                 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI                 
       .:                                                          
gi|209 SLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAVK 
               70        80        90       100       110          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:38 2011 done: Tue Apr 19 10:57:38 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 130  - 209 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     2     0:= 
  28     1     0:= 
  30     5     2:*= 
  32     8     8:=* 
  34    30    22:=====*== 
  36    33    44:========= * 
  38    56    73:==============    * 
  40    72   102:==================       * 
  42    72   125:==================             * 
  44   123   138:===============================   * 
  46   148   140:==================================*== 
  48   224   134:=================================*====================== 
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  50   135   122:==============================*=== 
  52   132   108:==========================*====== 
  54    81    92:===================== * 
  56    89    77:===================*=== 
  58    49    63:=============  * 
  60    50    51:============* 
  62    24    41:======    * 
  64    21    33:======  * 
  66    29    26:======*= 
  68    22    20:====*= 
  70    10    16:===* 
  72    12    12:==* 
  74    15    10:==*= 
  76     5     8:=* 
  78     7     6:=* 
  80    11     5:=*= 
  82     4     3:* 
  84     8     3:*= 
  86     1     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     0     1:*         :* 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.55200.00325; mu= 13.9566 0.168 
 mean_var=37.6879 9.205, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.208917 
 Kolmogorov-Smirnov  statistic: 0.0748 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.5     0.3 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.8     2.5 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.1     2.6 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.6     2.8 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.1     5.1 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.1     5.2 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.1     5.2 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.5     5.4 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.4     6.4 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   54 21.0     6.5 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   55 21.5     8.2 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.4     9.8 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.6      10 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   53 20.8      10 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 22.4      11 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.8      11 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.4      11 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   53 20.8      11 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   52 20.5      11 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   51 20.1      12 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.7      13 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.7      13 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.3      13 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.4      15 
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gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.0      15 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.4      15 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.8      15 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.2      15 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.2      15 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   55 21.8      16 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.6      17 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.6      17 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.1      18 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   54 21.5      18 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.5      19 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.5      19 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.1      20 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.5      21 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.8      22 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.6      23 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.7      26 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   54 21.7      26 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.7      26 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.1      27 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.1      27 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.5      29 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.4      32 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.6      34 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.6      35 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.6      35 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.6      35 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 19.8      35 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 19.8      35 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.4      35 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.8      36 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.8      37 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.2      37 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.6      37 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.8      38 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.4      38 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.5      42 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.5      42 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 19.9      42 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   47 19.1      43 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.5      44 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   46 18.7      44 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.5      44 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.5      44 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 19.9      45 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.5      46 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.3      47 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 20.0      47 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 20.0      47 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   46 18.8      53 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   46 18.8      53 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   48 19.6      54 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.2      55 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.2      60 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.2      60 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.7      61 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.9      65 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   45 18.5      66 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.9      67 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.3      68 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   45 18.5      70 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   45 18.5      70 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.4      75 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.8      76 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.8      76 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.4      76 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.4      76 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.4      76 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.8      78 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.8      78 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.4      79 
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gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.0      79 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.0      79 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.4      79 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   44 18.2      79 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   44 18.2      79 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.8      81 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 17.8      82 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.2      83 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 19.0      85 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   46 19.0      85 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.6      86 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.4      91 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.1      92 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.3      95 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 18.7      96 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.1      96 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.1      96 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.1      99 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.1   1e 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.1   1e 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 111.8  bits: 25.5 E():  0.3 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (14-55:48-93) 
 
                                10        20           30        40 
2MEPSP                  RERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
                50        60        70        80      
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP      
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 95.4  bits: 23.8 E():  2.5 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (17-58:25-65) 
 
                       10        20        30        40        50   
2MEPSP         RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
             60        70        80                                 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIP                                 
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 95.0  bits: 22.1 E():  2.6 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (14-34:24-46) 
 
                         10        20          30        40         
2MEPSP           RERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
       50        60        70        80          
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIP          
                                                 
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 94.5  bits: 22.6 E():  2.8 
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Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (21-41:66-87) 
 
                         10        20        30         40          
2MEPSP           RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
      50        60        70        80                      
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIP                      
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 89.8  bits: 22.1 E():  5.1 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (10-65:27-92) 
 
                                10        20                30      
2MEPSP                  RERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
             40         50        60        70        80            
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLISIP            
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.6  bits: 22.1 E():  5.2 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (54-69:9-24) 
 
            30        40        50        60        70        80    
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP    
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.6  bits: 22.1 E():  5.2 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (54-69:9-24) 
 
            30        40        50        60        70        80    
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP    
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 89.4  bits: 24.5 E():  5.4 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (2-38:943-974) 
 
                                            10        20        30  
2MEPSP                              RERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
              40        50        60        70        80            
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP            
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       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 88.0  bits: 21.4 E():  6.4 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (21-41:66-87) 
 
                         10        20        30         40          
2MEPSP           RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
      50        60        70        80                      
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIP                      
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 87.9  bits: 21.0 E():  6.5 
Smith-Waterman score: 54; 25.0% identity (55.0% similar) in 60 aa overlap (16-75:48-105) 
 
                              10        20        30        40      
2MEPSP                RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
          50        60        70        80    
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP    
       ::. ..   ::   ::: :  . : :  :.         
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 86.1  bits: 21.5 E():  8.2 
Smith-Waterman score: 55; 36.4% identity (57.6% similar) in 33 aa overlap (48-80:26-58) 
 
        20        30        40        50        60        70        
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :.:. :: :  ...::  :   :: . : . 
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
 
        80                                                          
2MEPSP SIP                                                          
         :                                                          
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.6  bits: 22.4 E():  9.8 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (14-34:383-405) 
 
                                10        20          30        40  
2MEPSP                  RERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
              50        60        70        80          
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP          
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 84.6  bits: 21.6 E():   10 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (7-52:106-145) 
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                                       10        20        30       
2MEPSP                         RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
         40        50        60        70        80                 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP                 
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 84.5  bits: 20.8 E():   10 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (18-76:26-98) 
 
                       10        20            30                40 
2MEPSP         RERPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGG--------LPG 
                                :::  .    :     : :.: ::        ::  
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
               50          60        70        80                   
2MEPSP GKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIP                   
       :.   : .. .. ..  :: . . .  ::. .:.:...                       
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
gi|166 HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
              130       140       150     
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 84.1  bits: 22.4 E():   11 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (45-80:247-289) 
 
           20        30        40        50          60             
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
        70        80                                                
2MEPSP VEIEIIDKLISIP                                                
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.1  bits: 20.8 E():   11 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (21-42:66-88) 
 
                         10        20        30         40          
2MEPSP           RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
      50        60        70        80                              
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIP                              
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.1  bits: 20.4 E():   11 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (7-23:98-114) 
 
                                       10        20        30       
2MEPSP                         RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
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gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
         40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 84.0  bits: 20.8 E():   11 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (18-76:40-112) 
 
                            10        20            30              
2MEPSP              RERPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGG------ 
                                     :::  .    :     : :.: ::       
gi|133 NILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
      10        20        30        40        50        60          
 
          40        50          60        70        80              
2MEPSP --LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIP              
         :: :.   : .. .. ..  :: . . .  ::. .:.:...                  
gi|133 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
      70        80        90       100       110       120          
 
gi|133 TTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
     130       140       150       160         
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.5  bits: 20.5 E():   11 
Smith-Waterman score: 52; 18.8% identity (56.2% similar) in 48 aa overlap (33-80:66-113) 
 
             10        20        30        40        50        60   
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
             70        80                          
2MEPSP LALGDVEIEIIDKLISIP                          
         . :. :.... . . :                          
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 83.0  bits: 20.1 E():   12 
Smith-Waterman score: 51; 26.7% identity (50.0% similar) in 60 aa overlap (16-75:48-105) 
 
                              10        20        30        40      
2MEPSP                RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  .: .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG--AGGAAA 
        20        30        40        50        60          70      
 
          50        60        70        80    
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP    
       ::. ..   ::   ::: :  . : :  :.         
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.6  bits: 19.7 E():   13 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (3-40:32-71) 
 
                                           10        20          30 
2MEPSP                             RERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
               40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
         :. ..:::                                         
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK                     
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              70        80        90                      
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.5  bits: 19.7 E():   13 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (3-40:33-72) 
 
                                           10        20          30 
2MEPSP                             RERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
               40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
         :. ..:::                                         
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK                     
             70        80        90                       
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 82.3  bits: 21.3 E():   13 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (17-58:25-65) 
 
                       10        20        30        40        50   
2MEPSP         RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
             60        70        80                                 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIP                                 
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.6  bits: 21.4 E():   15 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (9-41:174-206) 
 
                                     10        20        30         
2MEPSP                       RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
        40        50        60        70        80                  
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP                  
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 81.4  bits: 21.0 E():   15 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (10-45:134-164) 
 
                                    10        20        30          
2MEPSP                      RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
      40        50        60        70        80                    
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP                    
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 81.4  bits: 21.4 E():   15 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (42-74:105-139) 
 
              20        30        40        50         60        70 
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2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
                80                                                  
2MEPSP -EIIDKLISIP                                                  
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.2  bits: 19.8 E():   15 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (3-40:58-97) 
 
                                           10        20          30 
2MEPSP                             RERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
               40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
         :. ..:::                                         
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK                     
        90       100       110                            
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.1  bits: 20.2 E():   15 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (21-39:42-62) 
 
                         10        20          30        40         
2MEPSP           RERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
       50        60        70        80                             
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIP                             
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 81.1  bits: 22.2 E():   15 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (45-80:378-420) 
 
           20        30        40        50          60             
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
        70        80                                                
2MEPSP VEIEIIDKLISIP                                                
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.0  bits: 21.8 E():   16 
Smith-Waterman score: 55; 52.9% identity (76.5% similar) in 17 aa overlap (7-23:465-481) 
 
                                       10        20        30       
2MEPSP                         RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  ::. :.::: :.              
gi|424 SPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIELIKKLFGLSH   
          440       450       460       470       480       490     
 
         40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
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>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.6  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (7-23:202-218) 
 
                                       10        20        30       
2MEPSP                         RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
         40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.5  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (7-23:205-221) 
 
                                       10        20        30       
2MEPSP                         RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
         40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 80.0  bits: 21.1 E():   18 
Smith-Waterman score: 62; 31.6% identity (51.9% similar) in 79 aa overlap (20-79:79-155) 
 
                          10        20         30              40   
2MEPSP            RERPIGDLVVGLKQLGADVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
                  50        60               70        80           
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISIP           
        .:. .     .. :  :..: ..       :: :::::.. ::  :.:            
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.9  bits: 21.5 E():   18 
Smith-Waterman score: 54; 33.3% identity (70.0% similar) in 30 aa overlap (7-36:270-299) 
 
                                       10        20        30       
2MEPSP                         RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :. .:   .:. . : 
gi|223 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIRVDQGTLRTLSSG 
     240       250       260       270       280       290          
 
         40        50        60        70        80                 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP                 
                                                                    
gi|223 QRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEALPEFA 
     300       310       320       330       340       350          
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 79.5  bits: 19.5 E():   19 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (3-40:58-97) 
 
                                           10        20          30 
2MEPSP                             RERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
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               40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
        .:. ..:::                                         
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK                     
        90       100       110                            
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 79.3  bits: 21.5 E():   19 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (7-24:295-313) 
 
                                       10         20        30      
2MEPSP                         RERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
          40        50        60        70        80                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP                
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.0  bits: 21.1 E():   20 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (30-47:167-184) 
 
                10        20        30        40        50          
2MEPSP  RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
      60        70        80                                        
2MEPSP AAPLALGDVEIEIIDKLISIP                                        
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 78.7  bits: 19.5 E():   21 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (6-28:12-38) 
 
                     10            20        30        40        50 
2MEPSP       RERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                  :.:. : .:::.    :  :     ::                       
gi|144 IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGLTNAADYTRLS 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIP                               
                                                                    
gi|144 CECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDF 
               70        80        90       100       110       120 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.3  bits: 20.8 E():   22 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (28-62:175-211) 
 
                  10        20        30        40        50        
2MEPSP    RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
        60          70        80                                    
2MEPSP LMA--APLALGDVEIEIIDKLISIP                                    
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
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>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 19.6 E():   23 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (34-41:119-126) 
 
            10        20        30        40        50        60    
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
            70        80 
2MEPSP ALGDVEIEIIDKLISIP 
                         
gi|144 EEVD              
      150                
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 77.1  bits: 21.7 E():   26 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (1-41:55-104) 
 
                                             10             20      
2MEPSP                               RERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
              30        40        50        60        70        80  
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP  
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 77.1  bits: 21.7 E():   26 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (1-41:55-104) 
 
                                             10             20      
2MEPSP                               RERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|219 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
              30        40        50        60        70        80  
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP  
       .::     : :::  .. ::                                         
gi|219 WLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 77.1  bits: 21.7 E():   26 
Smith-Waterman score: 54; 32.0% identity (52.0% similar) in 50 aa overlap (1-41:55-104) 
 
                                             10             20      
2MEPSP                               RERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|238 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
              30        40        50        60        70        80  
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP  
       .::     : :::  .. ::                                         
gi|238 WLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (29-75:133-176) 
 
                 10        20        30        40        50         
2MEPSP   RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
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gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
       60        70        80                                       
2MEPSP MAAPLALGDVEIEIIDKLISIP                                       
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (29-75:133-176) 
 
                 10        20        30        40        50         
2MEPSP   RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
       60        70        80                                       
2MEPSP MAAPLALGDVEIEIIDKLISIP                                       
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.1  bits: 18.5 E():   29 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (3-40:32-71) 
 
                                           10        20          30 
2MEPSP                             RERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
               40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
         :. ..:::                                         
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK                     
              70        80        90                      
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 75.5  bits: 21.4 E():   32 
Smith-Waterman score: 53; 30.0% identity (52.0% similar) in 50 aa overlap (1-41:55-104) 
 
                                             10             20      
2MEPSP                               RERPIGDLVVGLKQ-----LGADVDC---- 
                                     ..:: :  ...::.     : .: :      
gi|581 FISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEIT 
           30        40        50        60        70        80     
 
              30        40        50        60        70        80  
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP  
       .::     : .::  .. ::                                         
gi|581 WLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVG 
           90       100       110       120       130       140     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 18.6 E():   34 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (6-20:93-107) 
 
                                        10        20        30      
2MEPSP                          RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
          40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4325

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  42 init1:  42 opt:  46  Z-score: 74.7  bits: 18.6 E():   35 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (19-40:35-60) 
 
                           10        20            30        40     
2MEPSP             RERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
           50        60        70        80                
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP                
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.7  bits: 18.6 E():   35 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (19-40:35-60) 
 
                           10        20            30        40     
2MEPSP             RERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
           50        60        70        80                
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP                
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.7  bits: 18.6 E():   35 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (19-40:35-60) 
 
                           10        20            30        40     
2MEPSP             RERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
           50        60        70        80                
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP                
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (46-73:7-34) 
 
          20        30        40        50        60        70      
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
          80                                                        
2MEPSP LISIP                                                        
                                                                    
gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (46-73:7-34) 
 
          20        30        40        50        60        70      
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
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                                       10        20        30       
 
          80                                                        
2MEPSP LISIP                                                        
                                                                    
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 19.4 E():   35 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (36-75:162-201) 
 
          10        20        30        40        50        60      
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
          70        80 
2MEPSP GDVEIEIIDKLISIP 
       : .  : . :      
gi|116 GKAFYEAVAKAHQ   
             200       
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (9-35:13-38) 
 
                   10        20        30        40        50       
2MEPSP     RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                   ..:. . . . .:  : : :   :::.                      
gi|309 MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMY 
               10         20        30        40        50          
 
         60        70        80                                     
2MEPSP LLMAAPLALGDVEIEIIDKLISIP                                     
                                                                    
gi|309 CGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPN 
      60        70        80        90       100       110          
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (6-47:235-275) 
 
                                        10        20        30      
2MEPSP                          RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
          40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
       :.   :  : .:                                  
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR                 
           270       280       290                   
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (4-36:319-348) 
 
                                          10        20         30   
2MEPSP                            RERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
             40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
       :  :                                             
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV  
          350       360       370       380       390   
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>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 18.6 E():   37 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (22-31:48-57) 
 
                        10        20        30        40        50  
2MEPSP          RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
              60        70        80                       
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIP                       
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 17.8 E():   38 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (21-30:38-47) 
 
                         10        20        30        40        50 
2MEPSP           RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
               60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIP 
                                      
gi|114 CNKNCT                         
        70                            
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.9  bits: 19.4 E():   38 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (40-75:117-149) 
 
      10        20        30        40        50        60          
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
      70        80                                                  
2MEPSP IEIIDKLISIP                                                  
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.3  bits: 19.5 E():   42 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (40-75:144-176) 
 
      10        20        30        40        50        60          
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
      70        80                                                  
2MEPSP IEIIDKLISIP                                                  
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.3  bits: 19.5 E():   42 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (40-75:144-176) 
 
      10        20        30        40        50        60          
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
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                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
      70        80                                                  
2MEPSP IEIIDKLISIP                                                  
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.2  bits: 19.9 E():   42 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (29-65:244-280) 
 
                 10        20        30         40        50        
2MEPSP   RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
        60         70        80                                     
2MEPSP LMA-APLALGDVEIEIIDKLISIP                                     
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.1  bits: 19.1 E():   43 
Smith-Waterman score: 47; 29.2% identity (54.2% similar) in 48 aa overlap (7-53:81-123) 
 
                                       10        20         30      
2MEPSP                         RERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|482 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCRDVAKYQV 
               60        70        80        90        100          
 
          40        50        60        70        80                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP                
       :     .: :.:: ...:                                           
gi|482 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (28-67:136-175) 
 
                  10        20        30        40        50        
2MEPSP    RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
        60        70        80                                      
2MEPSP LMAAPLALGDVEIEIIDKLISIP                                      
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 27 aa overlap (12-38:124-146) 
 
                                  10        20        30        40  
2MEPSP                    RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     .:...:..  : ..: :     ::::.    
gi|236 HMLVGMYKELGAPAKGQPMDEVFPGCRRGDMKRVAASLPAFCNVDIPI----GIGGVCYW 
           100       110       120       130       140              
 
              50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
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gi|236 LSYPMNPATGH                             
     150       160                             
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (28-67:137-176) 
 
                  10        20        30        40        50        
2MEPSP    RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
        60        70        80                                      
2MEPSP LMAAPLALGDVEIEIIDKLISIP                                      
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (28-67:140-179) 
 
                  10        20        30        40        50        
2MEPSP    RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
        60        70        80                                      
2MEPSP LMAAPLALGDVEIEIIDKLISIP                                      
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.9 E():   45 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (41-65:221-245) 
 
               20        30        40        50        60        70 
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
               80                                                   
2MEPSP EIIDKLISIP                                                   
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (28-67:151-190) 
 
                  10        20        30        40        50        
2MEPSP    RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
        60        70        80                                      
2MEPSP LMAAPLALGDVEIEIIDKLISIP                                      
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.4  bits: 18.3 E():   47 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (28-80:79-126) 
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                  10        20        30        40        50        
2MEPSP    RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
        60        70        80      
2MEPSP LMAAPLALGDVEIEIIDKLISIP      
       ..  :.. :. .. ....: . :      
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF 
          110        120       130  
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.4  bits: 20.0 E():   47 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (6-47:336-376) 
 
                                        10        20        30      
2MEPSP                          RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
          40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
       :.   :  : .:                                  
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY      
          370       380       390       400          
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.2  bits: 20.0 E():   47 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (6-47:339-379) 
 
                                        10        20        30      
2MEPSP                          RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
          40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
       :.   :  : .:                                  
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK 
       370       380       390       400       410   
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.4  bits: 18.8 E():   53 
Smith-Waterman score: 46; 29.2% identity (54.2% similar) in 48 aa overlap (7-53:81-123) 
 
                                       10        20         30      
2MEPSP                         RERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|549 FRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCRDVAKYPV 
               60        70        80        90        100          
 
          40        50        60        70        80                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP                
       :     .: :.:: ...:                                           
gi|549 GQ----NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.4  bits: 18.8 E():   53 
Smith-Waterman score: 46; 29.2% identity (54.2% similar) in 48 aa overlap (7-53:81-123) 
 
                                       10        20         30      
2MEPSP                         RERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|740 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCRDVAKYPV 
               60        70        80        90        100          
 
          40        50        60        70        80                
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2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP                
       :     .: :.:: ...:                                           
gi|740 GQ----NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.3  bits: 19.6 E():   54 
Smith-Waterman score: 48; 29.0% identity (61.3% similar) in 31 aa overlap (6-36:107-133) 
 
                                        10        20        30      
2MEPSP                          RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :.... :.:.. :.: .     :    .:: 
gi|144 SIYYDPGKFPALMPLKNGNYEERNGGVPQRGNITIHLQQFNEDLDKMT----PDKNFGGI 
         80        90       100       110       120           130   
 
          40        50        60        70        80                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP                
       :                                                            
gi|144 GVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEATKKFEKYARYFMEE 
            140       150       160       170       180       190   
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (28-61:146-179) 
 
                  10        20        30        40        50        
2MEPSP    RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
        60        70        80                                      
2MEPSP LMAAPLALGDVEIEIIDKLISIP                                      
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 17.2 E():   60 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (47-68:54-75) 
 
         20        30        40        50        60        70       
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
         80 
2MEPSP ISIP 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 17.2 E():   60 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (47-68:54-75) 
 
         20        30        40        50        60        70       
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
         80 
2MEPSP ISIP 
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 70.2  bits: 19.7 E():   61 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (37-76:393-434) 
 
         10        20        30        40        50          60     
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
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            370       380       390       400       410       420   
 
           70        80   
2MEPSP LGDVEIEIIDKLISIP   
       :::  .   :..       
gi|601 LGDKAVYAGDNFRTAINL 
            430       440 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.9 E():   65 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (7-23:60-76) 
 
                                       10        20        30       
2MEPSP                         RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|225 SLDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTREA 
      30        40        50        60        70        80          
 
         40        50        60        70        80                 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP                 
                                                                    
gi|225 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
      90       100       110       120       130       140          
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.7  bits: 18.5 E():   66 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 48 aa overlap (7-53:86-128) 
 
                                       10        20         30      
2MEPSP                         RERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|115 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYQV 
          60        70        80        90        100       110     
 
          40        50        60        70        80                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP                
       :     .: :.:: ...:                                           
gi|115 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWANT 
              120       130       140       150       160       170 
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (2-20:40-58) 
 
                                            10        20        30  
2MEPSP                              RERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
              40        50        60        70        80            
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP            
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (37-56:271-290) 
 
         10        20        30        40        50        60       
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
         70        80                                               
2MEPSP DVEIEIIDKLISIP                                               
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
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>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.2  bits: 18.5 E():   70 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 48 aa overlap (7-53:104-146) 
 
                                       10        20         30      
2MEPSP                         RERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|162 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYQV 
            80        90       100       110        120       130   
 
          40        50        60        70        80                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP                
       :     .: :.:: ...:                                           
gi|162 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWANT 
                140       150       160       170       180         
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.2  bits: 18.5 E():   70 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 48 aa overlap (7-53:104-146) 
 
                                       10        20         30      
2MEPSP                         RERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|856 FRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYQV 
            80        90       100       110        120       130   
 
          40        50        60        70        80                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP                
       :     .: :.:: ...:                                           
gi|856 GQ----NVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWANT 
                140       150       160       170       180         
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (37-76:393-434) 
 
         10        20        30        40        50          60     
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
           70        80   
2MEPSP LGDVEIEIIDKLISIP   
       ::: ..   :..       
gi|467 LGDKRLYAGDNFRTAINL 
            430       440 
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.8 E():   76 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (65-79:83-97) 
 
           40        50        60        70        80               
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP               
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.8 E():   76 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (65-79:83-97) 
 
           40        50        60        70        80               
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP               
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
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gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (16-48:48-83) 
 
                              10        20           30        40   
2MEPSP                RERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
             50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
       .  .:.                                 
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD       
        80        90       100                
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (16-48:48-83) 
 
                              10        20           30        40   
2MEPSP                RERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
             50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
       .  .:.                                 
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD       
        80        90       100                
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (37-45:36-44) 
 
         10        20        30        40        50        60       
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
         70        80                                
2MEPSP DVEIEIIDKLISIP                                
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.8 E():   78 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (16-52:49-85) 
 
                              10        20        30        40      
2MEPSP                RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
          50        60        70        80                          
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP                          
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.3  bits: 17.8 E():   78 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (9-28:84-104) 
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                                     10         20        30        
2MEPSP                       RERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
        40        50        60        70        80 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
                                                   
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM      
           120       130       140       150       
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (19-40:35-60) 
 
                           10        20            30        40     
2MEPSP             RERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
           50        60        70        80                
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP                
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 19.0 E():   79 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (5-21:7-23) 
 
                 10        20        30        40        50         
2MEPSP   RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
             :  : .:.:.: : .::                                      
gi|115 MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGATLLDVIQSGVEN 
               10        20        30        40        50        60 
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 19.0 E():   79 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (5-21:7-23) 
 
                 10        20        30        40        50         
2MEPSP   RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
             :  : .:.:.: : .::                                      
gi|274 MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLGATLLDVIQSGVEN 
               10        20        30        40        50        60 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (28-40:48-60) 
 
                  10        20        30        40        50        
2MEPSP    RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
        60        70        80                 
2MEPSP LMAAPLALGDVEIEIIDKLISIP                 
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 44; 27.1% identity (54.2% similar) in 48 aa overlap (7-53:81-123) 
 
                                       10        20         30      
2MEPSP                         RERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
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                                     : .. . :. :. .:  : : :  .    . 
gi|549 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDIAKYQV 
               60        70        80        90        100          
 
          40        50        60        70        80                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP                
       :     .: :.:: ...:                                           
gi|549 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 44; 29.2% identity (54.2% similar) in 48 aa overlap (7-53:81-123) 
 
                                       10        20         30      
2MEPSP                         RERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|549 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYPV 
               60        70        80        90        100          
 
          40        50        60        70        80                
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP                
       :     .: :.:: ...:                                           
gi|549 GQ----NVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (32-53:45-65) 
 
              10        20        30        40        50        60  
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
              70        80                                          
2MEPSP PLALGDVEIEIIDKLISIP                                          
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (46-76:108-139) 
 
          20        30        40        50        60        70      
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
           80                   
2MEPSP KLISIP                   
       ..                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (29-78:115-164) 
 
                 10        20        30        40        50         
2MEPSP   RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
       60        70        80                                       
2MEPSP MAAPLALGDVEIEIIDKLISIP                                       
        .      :  .. .:.:..                                         
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gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (7-23:181-197) 
 
                                       10        20        30       
2MEPSP                         RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
         40        50        60        70        80                 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP                 
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 46; 41.2% identity (82.4% similar) in 17 aa overlap (7-23:369-385) 
 
                                       10        20        30       
2MEPSP                         RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :.              
gi|284 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSLFGLP    
      340       350       360       370       380       390         
 
         40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.6  bits: 14.6 E():   86 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (26-39:5-18) 
 
               10        20        30        40        50        60 
2MEPSP RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMA 
                                :: :   . :  ::                      
gi|244                      IGNEDCTPWMSTLITPLP                      
                                    10                              
 
               70        80 
2MEPSP APLALGDVEIEIIDKLISIP 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (40-63:30-54) 
 
      10        20        30        40         50        60         
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDV 
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
       70        80                                                 
2MEPSP EIEIIDKLISIP                                                 
                                                                    
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.0  bits: 19.1 E():   92 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (37-67:391-423) 
 
         10        20        30        40        50          60     
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
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           70        80   
2MEPSP LGDVEIEIIDKLISIP   
       :::                
gi|144 LGDNAVYAGNNFRTAVNL 
              430         
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.3 E():   95 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (28-67:124-163) 
 
                  10        20        30        40        50        
2MEPSP    RERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
        60        70        80                                      
2MEPSP LMAAPLALGDVEIEIIDKLISIP                                      
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 18.7 E():   96 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (40-78:309-349) 
 
      10        20        30        40         50        60         
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
         70        80 
2MEPSP DVEIEIIDKLISIP 
        .. :.: :..:   
gi|752 GANAEVI-KMVSET 
      340        350  
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.1 E():   96 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (9-40:58-95) 
 
                                     10            20          30   
2MEPSP                       RERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
             40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
       :. .::::                                         
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK                     
        90       100       110                          
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.1 E():   96 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (9-40:58-95) 
 
                                     10            20          30   
2MEPSP                       RERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
             40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
       :. .::::                                         
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK                     
        90       100       110                          
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
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 initn:  38 init1:  38 opt:  41  Z-score: 66.4  bits: 17.1 E():   99 
Smith-Waterman score: 47; 24.4% identity (51.2% similar) in 41 aa overlap (4-38:22-62) 
 
                                 10        20              30       
2MEPSP                   RERPIGDLVVGLKQLGADVDCFLG------TDCPPVRVNGIG 
                            :... :.   :....:   .:         ::   ::.  
gi|209 MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK 
               10        20        30        40        50        60 
 
         40        50        60        70        80                
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP                
       .:                                                          
gi|209 SLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAVK 
               70        80        90       100       110          
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.3  bits: 19.1 E(): 1e 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (45-79:1-35) 
 
           20        30        40        50        60        70     
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|142                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
           80                                                       
2MEPSP KLISIP                                                       
        : :.                                                        
gi|142 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.3  bits: 19.1 E(): 1e 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (45-79:1-35) 
 
           20        30        40        50        60        70     
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|796                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
           80                                                       
2MEPSP KLISIP                                                       
        : :.                                                        
gi|796 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:38 2011 done: Tue Apr 19 10:57:38 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 131  - 210 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
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  26     2     0:= 
  28     2     0:= 
  30     6     2:*= 
  32    11     8:=*= 
  34    26    22:=====*= 
  36    33    44:========= * 
  38    52    73:=============     * 
  40    72   102:==================       * 
  42    76   125:===================            * 
  44   122   138:===============================   * 
  46   149   140:==================================*=== 
  48   224   134:=================================*====================== 
  50   135   122:==============================*=== 
  52   133   108:==========================*======= 
  54    83    92:===================== * 
  56    86    77:===================*== 
  58    48    63:============   * 
  60    50    51:============* 
  62    21    41:======    * 
  64    24    33:======  * 
  66    29    26:======*= 
  68    22    20:====*= 
  70    11    16:===* 
  72    15    12:==*= 
  74    14    10:==*= 
  76     3     8:=* 
  78     5     6:=* 
  80    12     5:=*= 
  82     4     3:* 
  84     8     3:*= 
  86     1     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.54820.00322; mu= 13.9851 0.166 
 mean_var=37.4129 9.176, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.209683 
 Kolmogorov-Smirnov  statistic: 0.0748 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.6    0.29 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.8     2.4 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.2     2.5 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.6     2.7 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.1       5 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.1     5.1 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.1     5.1 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   63 24.6     5.3 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.4     6.3 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   54 21.0     6.4 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   55 21.5     8.1 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.4     9.7 
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gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.6     9.8 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   53 20.8     9.9 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 22.5      10 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.8      10 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.4      10 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   53 20.8      11 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   52 20.5      11 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   51 20.1      12 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.7      13 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.7      13 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.4      13 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.4      14 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.4      15 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.0      15 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.8      15 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.2      15 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.3      15 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   55 21.9      15 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.7      16 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.7      16 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.1      17 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   54 21.5      18 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.5      19 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.6      19 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.2      20 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.6      21 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.8      22 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.6      23 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.1      27 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.1      27 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.5      29 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.6      34 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.6      34 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.6      34 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.6      34 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 19.8      35 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 19.8      35 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.4      35 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.8      35 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.8      37 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.3      37 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.6      37 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.8      37 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.5      38 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.5      41 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.5      41 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 19.9      42 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   47 19.1      43 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.5      44 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.5      44 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   46 18.7      44 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.5      44 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 19.9      45 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.5      45 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 20.0      46 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.3      46 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 20.0      47 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   51 20.8      47 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 20.8      47 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   51 20.8      47 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   46 18.8      52 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   46 18.8      52 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   48 19.6      53 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.2      55 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   50 20.5      58 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.2      60 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.2      60 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.7      61 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.9      65 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   45 18.5      65 
gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagu ( 284)   46 18.9      66 
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gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.3      67 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   45 18.5      69 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   45 18.5      69 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.4      74 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.8      75 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.8      75 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.4      75 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.4      75 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.4      76 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.8      78 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.8      78 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.4      78 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.0      78 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.0      78 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.4      79 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   44 18.2      79 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   44 18.2      79 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.8      81 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 17.8      81 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.2      83 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 19.0      84 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   46 19.0      84 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.6      85 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.5      90 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.1      91 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.3      95 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 18.7      95 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.1      96 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.1      96 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.1      98 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.1      99 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.1      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 112.0  bits: 25.6 E(): 0.29 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (13-54:48-93) 
 
                                 10          20         30          
2MEPSP                   ERPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
      40         50        60        70        80     
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY     
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 95.5  bits: 23.8 E():  2.4 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (16-57:25-65) 
 
                        10        20        30        40        50  
2MEPSP          ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
              60        70        80                                
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPY                                
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 95.2  bits: 22.2 E():  2.5 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (13-33:24-46) 
 
                          10          20        30        40        
2MEPSP            ERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
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                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
        50        60        70        80         
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPY         
                                                 
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 94.6  bits: 22.6 E():  2.7 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (20-40:66-87) 
 
                          10        20        30         40         
2MEPSP            ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
       50        60        70        80                     
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPY                     
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 89.9  bits: 22.1 E():    5 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (9-64:27-92) 
 
                                 10        20                30     
2MEPSP                   ERPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
              40         50        60        70        80           
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLISIPY           
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.8  bits: 22.1 E():  5.1 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (53-68:9-24) 
 
             30        40        50        60        70        80   
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY   
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.8  bits: 22.1 E():  5.1 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (53-68:9-24) 
 
             30        40        50        60        70        80   
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY   
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
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>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  63  Z-score: 89.5  bits: 24.6 E():  5.3 
Smith-Waterman score: 63; 29.7% identity (62.2% similar) in 37 aa overlap (1-37:943-974) 
 
                                             10        20        30 
2MEPSP                               ERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     .. .:.  :.:.:     .:  ::  :::  
gi|119 ICRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVT 
            920       930       940       950            960        
 
               40        50        60        70        80           
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY           
       ... :..                                                      
gi|119 IGARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQ 
       970       980       990      1000      1010      1020        
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 88.1  bits: 21.4 E():  6.3 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (20-40:66-87) 
 
                          10        20        30         40         
2MEPSP            ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
       50        60        70        80                     
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPY                     
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 88.0  bits: 21.0 E():  6.4 
Smith-Waterman score: 54; 25.0% identity (55.0% similar) in 60 aa overlap (15-74:48-105) 
 
                               10        20        30        40     
2MEPSP                 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
           50        60        70        80   
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY   
       ::. ..   ::   ::: :  . : :  :.         
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 86.2  bits: 21.5 E():  8.1 
Smith-Waterman score: 55; 36.4% identity (57.6% similar) in 33 aa overlap (47-79:26-58) 
 
         20        30        40        50        60        70       
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :.:. :: :  ...::  :   :: . : . 
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
 
         80                                                         
2MEPSP SIPY                                                         
         :                                                          
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.8  bits: 22.4 E():  9.7 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (13-33:383-405) 
 
                                 10          20        30        40 
2MEPSP                   ERPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
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gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
               50        60        70        80         
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY         
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 84.7  bits: 21.6 E():  9.8 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (6-51:106-145) 
 
                                        10        20        30      
2MEPSP                          ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
          40        50        60        70        80                
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY                
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 84.6  bits: 20.8 E():  9.9 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (17-75:26-98) 
 
                        10        20            30                  
2MEPSP          ERPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGG--------LPG 
                                :::  .    :     : :.: ::        ::  
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
      40        50          60        70        80                  
2MEPSP GKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPY                  
       :.   : .. .. ..  :: . . .  ::. .:.:...                       
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
gi|166 HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
              130       140       150     
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 84.2  bits: 22.5 E():   10 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (44-79:247-289) 
 
            20        30        40        50          60            
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
         70        80                                               
2MEPSP VEIEIIDKLISIPY                                               
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.2  bits: 20.8 E():   10 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (20-41:66-88) 
 
                          10        20        30         40         
2MEPSP            ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
       50        60        70        80                             
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2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPY                             
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.2  bits: 20.4 E():   10 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (6-22:98-114) 
 
                                        10        20        30      
2MEPSP                          ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
          40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 84.1  bits: 20.8 E():   11 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (17-75:40-112) 
 
                             10        20            30             
2MEPSP               ERPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGG------ 
                                     :::  .    :     : :.: ::       
gi|133 NILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
      10        20        30        40        50        60          
 
           40        50          60        70        80             
2MEPSP --LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPY             
         :: :.   : .. .. ..  :: . . .  ::. .:.:...                  
gi|133 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
      70        80        90       100       110       120          
 
gi|133 TTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
     130       140       150       160         
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.6  bits: 20.5 E():   11 
Smith-Waterman score: 52; 18.8% identity (56.2% similar) in 48 aa overlap (32-79:66-113) 
 
              10        20        30        40        50        60  
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
              70        80                         
2MEPSP LALGDVEIEIIDKLISIPY                         
         . :. :.... . . :                          
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 83.1  bits: 20.1 E():   12 
Smith-Waterman score: 51; 26.7% identity (50.0% similar) in 60 aa overlap (15-74:48-105) 
 
                               10        20        30        40     
2MEPSP                 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  .: .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG--AGGAAA 
        20        30        40        50        60          70      
 
           50        60        70        80   
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY   
       ::. ..   ::   ::: :  . : :  :.         
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.7  bits: 19.7 E():   13 
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Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (2-39:32-71) 
 
                                            10        20            
2MEPSP                              ERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
      30        40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
         :. ..:::                                          
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK                      
              70        80        90                       
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.7  bits: 19.7 E():   13 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (2-39:33-72) 
 
                                            10        20            
2MEPSP                              ERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
      30        40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
         :. ..:::                                          
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK                      
             70        80        90                        
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 82.4  bits: 21.4 E():   13 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (16-57:25-65) 
 
                        10        20        30        40        50  
2MEPSP          ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
              60        70        80                                
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPY                                
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.7  bits: 21.4 E():   14 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (8-40:174-206) 
 
                                      10        20        30        
2MEPSP                        ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
         40        50        60        70        80                 
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY                 
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 81.5  bits: 21.4 E():   15 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (41-73:105-139) 
 
               20        30        40        50         60          
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
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       70        80                                                 
2MEPSP -EIIDKLISIPY                                                 
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 81.5  bits: 21.0 E():   15 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (9-44:134-164) 
 
                                     10        20        30         
2MEPSP                       ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
       40        50        60        70        80                   
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY                   
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.3  bits: 19.8 E():   15 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (2-39:58-97) 
 
                                            10        20            
2MEPSP                              ERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
      30        40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
         :. ..:::                                          
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK                      
        90       100       110                             
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.2  bits: 20.2 E():   15 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (20-38:42-62) 
 
                          10        20          30        40        
2MEPSP            ERPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
        50        60        70        80                            
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPY                            
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 81.2  bits: 22.3 E():   15 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (44-79:378-420) 
 
            20        30        40        50          60            
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
         70        80                                               
2MEPSP VEIEIIDKLISIPY                                               
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
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>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.1  bits: 21.9 E():   15 
Smith-Waterman score: 55; 52.9% identity (76.5% similar) in 17 aa overlap (6-22:465-481) 
 
                                        10        20        30      
2MEPSP                          ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  ::. :.::: :.              
gi|424 SPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIELIKKLFGLSH   
          440       450       460       470       480       490     
 
          40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.7  bits: 20.7 E():   16 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (6-22:202-218) 
 
                                        10        20        30      
2MEPSP                          ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
          40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.6  bits: 20.7 E():   16 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (6-22:205-221) 
 
                                        10        20        30      
2MEPSP                          ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
          40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 80.1  bits: 21.1 E():   17 
Smith-Waterman score: 62; 31.6% identity (51.9% similar) in 79 aa overlap (19-78:79-155) 
 
                           10        20         30              40  
2MEPSP             ERPIGDLVVGLKQLGADVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
                   50        60               70        80          
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISIPY          
        .:. .     .. :  :..: ..       :: :::::.. ::  :.:            
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.0  bits: 21.5 E():   18 
Smith-Waterman score: 54; 33.3% identity (70.0% similar) in 30 aa overlap (6-35:270-299) 
 
                                        10        20        30      
2MEPSP                          ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :. .:   .:. . : 
gi|223 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIRVDQGTLRTLSSG 
     240       250       260       270       280       290          
 
          40        50        60        70        80                
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY                
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gi|223 QRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEALPEFA 
     300       310       320       330       340       350          
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 79.6  bits: 19.5 E():   19 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (2-39:58-97) 
 
                                            10        20            
2MEPSP                              ERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
      30        40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
        .:. ..:::                                          
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK                      
        90       100       110                             
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 79.4  bits: 21.6 E():   19 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (6-23:295-313) 
 
                                        10         20        30     
2MEPSP                          ERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
           40        50        60        70        80               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY               
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.1  bits: 21.2 E():   20 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (29-46:167-184) 
 
                 10        20        30        40        50         
2MEPSP   ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
       60        70        80                                       
2MEPSP AAPLALGDVEIEIIDKLISIPY                                       
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (5-27:12-38) 
 
                      10            20        30        40          
2MEPSP        ERPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                  :.:. : .:::.    :  :     ::                       
gi|144 IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGLTNAADYTRLS 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPY                              
                                                                    
gi|144 CECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDF 
               70        80        90       100       110       120 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.4  bits: 20.8 E():   22 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (27-61:175-211) 
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                   10        20        30        40        50       
2MEPSP     ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
           60        70        80                                   
2MEPSP LMA--APLALGDVEIEIIDKLISIPY                                   
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.1  bits: 19.6 E():   23 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (33-40:119-126) 
 
             10        20        30        40        50        60   
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
             70        80 
2MEPSP ALGDVEIEIIDKLISIPY 
                          
gi|144 EEVD               
      150                 
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (28-74:133-176) 
 
                  10        20        30        40        50        
2MEPSP    ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
        60        70        80                                      
2MEPSP MAAPLALGDVEIEIIDKLISIPY                                      
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (28-74:133-176) 
 
                  10        20        30        40        50        
2MEPSP    ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
        60        70        80                                      
2MEPSP MAAPLALGDVEIEIIDKLISIPY                                      
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.2  bits: 18.5 E():   29 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (2-39:32-71) 
 
                                            10        20            
2MEPSP                              ERPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
      30        40        50        60        70        80 
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2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
         :. ..:::                                          
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK                      
              70        80        90                       
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.9  bits: 18.6 E():   34 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (5-19:93-107) 
 
                                         10        20        30     
2MEPSP                           ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
           40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.8  bits: 18.6 E():   34 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (18-39:35-60) 
 
                            10        20            30        40    
2MEPSP              ERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
            50        60        70        80               
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY               
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.8  bits: 18.6 E():   34 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (18-39:35-60) 
 
                            10        20            30        40    
2MEPSP              ERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
            50        60        70        80               
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY               
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.8  bits: 18.6 E():   34 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (18-39:35-60) 
 
                            10        20            30        40    
2MEPSP              ERPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
            50        60        70        80               
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY               
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.8  bits: 19.8 E():   35 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (45-72:7-34) 
 
           20        30        40        50        60        70     
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2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
           80                                                       
2MEPSP LISIPY                                                       
                                                                    
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.8  bits: 19.8 E():   35 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (45-72:7-34) 
 
           20        30        40        50        60        70     
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
           80                                                       
2MEPSP LISIPY                                                       
                                                                    
gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 19.4 E():   35 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (35-74:162-201) 
 
           10        20        30        40        50        60     
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
           70        80 
2MEPSP GDVEIEIIDKLISIPY 
       : .  : . :       
gi|116 GKAFYEAVAKAHQ    
             200        
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (8-34:13-38) 
 
                    10        20        30        40        50      
2MEPSP      ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                   ..:. . . . .:  : : :   :::.                      
gi|309 MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMY 
               10         20        30        40        50          
 
          60        70        80                                    
2MEPSP LLMAAPLALGDVEIEIIDKLISIPY                                    
                                                                    
gi|309 CGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPN 
      60        70        80        90       100       110          
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (5-46:235-275) 
 
                                         10        20        30     
2MEPSP                           ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
           40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
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       :.   :  : .:                                   
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR                  
           270       280       290                    
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.3  bits: 20.3 E():   37 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (3-35:319-348) 
 
                                           10        20         30  
2MEPSP                             ERPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
              40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
       :  :                                              
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV   
          350       360       370       380       390    
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 18.6 E():   37 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (21-30:48-57) 
 
                         10        20        30        40        50 
2MEPSP           ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
               60        70        80                      
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPY                      
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.2  bits: 17.8 E():   37 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (20-29:38-47) 
 
                          10        20        30        40          
2MEPSP            ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
      50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPY 
                                       
gi|114 CNKNCT                          
        70                             
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.0  bits: 19.5 E():   38 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (39-74:117-149) 
 
       10        20        30        40        50        60         
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
       70        80                                                 
2MEPSP IEIIDKLISIPY                                                 
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.4  bits: 19.5 E():   41 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (39-74:144-176) 
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       10        20        30        40        50        60         
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
       70        80                                                 
2MEPSP IEIIDKLISIPY                                                 
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.4  bits: 19.5 E():   41 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (39-74:144-176) 
 
       10        20        30        40        50        60         
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
       70        80                                                 
2MEPSP IEIIDKLISIPY                                                 
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.3  bits: 19.9 E():   42 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (28-64:244-280) 
 
                  10        20        30         40        50       
2MEPSP    ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
          60        70        80                                    
2MEPSP LMA-APLALGDVEIEIIDKLISIPY                                    
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.1  bits: 19.1 E():   43 
Smith-Waterman score: 47; 29.2% identity (54.2% similar) in 48 aa overlap (6-52:81-123) 
 
                                        10        20         30     
2MEPSP                          ERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|482 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCRDVAKYQV 
               60        70        80        90        100          
 
           40        50        60        70        80               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY               
       :     .: :.:: ...:                                           
gi|482 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (27-66:136-175) 
 
                   10        20        30        40        50       
2MEPSP     ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
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         60        70        80                                     
2MEPSP LMAAPLALGDVEIEIIDKLISIPY                                     
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (27-66:137-176) 
 
                   10        20        30        40        50       
2MEPSP     ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
         60        70        80                                     
2MEPSP LMAAPLALGDVEIEIIDKLISIPY                                     
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 27 aa overlap (11-37:124-146) 
 
                                   10        20        30        40 
2MEPSP                     ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     .:...:..  : ..: :     ::::.    
gi|236 HMLVGMYKELGAPAKGQPMDEVFPGCRRGDMKRVAASLPAFCNVDIPI----GIGGVCYW 
           100       110       120       130       140              
 
               50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
                                                
gi|236 LSYPMNPATGH                              
     150       160                              
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (27-66:140-179) 
 
                   10        20        30        40        50       
2MEPSP     ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
         60        70        80                                     
2MEPSP LMAAPLALGDVEIEIIDKLISIPY                                     
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.7  bits: 19.9 E():   45 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (40-64:221-245) 
 
      10        20        30        40        50        60          
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
      70        80                                                  
2MEPSP EIIDKLISIPY                                                  
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (27-66:151-190) 
 
                   10        20        30        40        50       
2MEPSP     ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
         60        70        80                                     
2MEPSP LMAAPLALGDVEIEIIDKLISIPY                                     
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.4  bits: 20.0 E():   46 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (5-46:336-376) 
 
                                         10        20        30     
2MEPSP                           ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
           40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
       :.   :  : .:                                   
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY       
          370       380       390       400           
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.4  bits: 18.3 E():   46 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (27-79:79-126) 
 
                   10        20        30        40        50       
2MEPSP     ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
         60        70        80     
2MEPSP LMAAPLALGDVEIEIIDKLISIPY     
       ..  :.. :. .. ....: . :      
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF 
          110        120       130  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.3  bits: 20.0 E():   47 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (5-46:339-379) 
 
                                         10        20        30     
2MEPSP                           ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
           40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
       :.   :  : .:                                   
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK  
       370       380       390       400       410    
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 72.3  bits: 20.8 E():   47 
Smith-Waterman score: 51; 32.7% identity (51.0% similar) in 49 aa overlap (1-40:56-104) 
 
                                             10             20      
2MEPSP                               ERPIGDLVVGLKQ-----LGADVDC----F 
                                     .:: :  ...::.     : .: :     . 
gi|238 ISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEITW 
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          30        40        50        60        70        80      
 
              30        40        50        60        70        80  
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY  
       ::     : :::  .. ::                                          
gi|238 LGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVGY 
          90       100       110       120       130       140      
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 72.3  bits: 20.8 E():   47 
Smith-Waterman score: 51; 32.7% identity (51.0% similar) in 49 aa overlap (1-40:56-104) 
 
                                             10             20      
2MEPSP                               ERPIGDLVVGLKQ-----LGADVDC----F 
                                     .:: :  ...::.     : .: :     . 
gi|219 ISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEITW 
          30        40        50        60        70        80      
 
              30        40        50        60        70        80  
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY  
       ::     : :::  .. ::                                          
gi|219 LGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVGY 
          90       100       110       120       130       140      
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 72.3  bits: 20.8 E():   47 
Smith-Waterman score: 51; 32.7% identity (51.0% similar) in 49 aa overlap (1-40:56-104) 
 
                                             10             20      
2MEPSP                               ERPIGDLVVGLKQ-----LGADVDC----F 
                                     .:: :  ...::.     : .: :     . 
gi|238 ISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEITW 
          30        40        50        60        70        80      
 
              30        40        50        60        70        80  
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY  
       ::     : :::  .. ::                                          
gi|238 LGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVGY 
          90       100       110       120       130       140      
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.5  bits: 18.8 E():   52 
Smith-Waterman score: 46; 29.2% identity (54.2% similar) in 48 aa overlap (6-52:81-123) 
 
                                        10        20         30     
2MEPSP                          ERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|740 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCRDVAKYPV 
               60        70        80        90        100          
 
           40        50        60        70        80               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY               
       :     .: :.:: ...:                                           
gi|740 GQ----NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.5  bits: 18.8 E():   52 
Smith-Waterman score: 46; 29.2% identity (54.2% similar) in 48 aa overlap (6-52:81-123) 
 
                                        10        20         30     
2MEPSP                          ERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|549 FRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCRDVAKYPV 
               60        70        80        90        100          
 
           40        50        60        70        80               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY               
       :     .: :.:: ...:                                           
gi|549 GQ----NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANT 
     110           120       130       140       150       160      
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>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.4  bits: 19.6 E():   53 
Smith-Waterman score: 48; 29.0% identity (61.3% similar) in 31 aa overlap (5-35:107-133) 
 
                                         10        20        30     
2MEPSP                           ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :.... :.:.. :.: .     :    .:: 
gi|144 SIYYDPGKFPALMPLKNGNYEERNGGVPQRGNITIHLQQFNEDLDKMT----PDKNFGGI 
         80        90       100       110       120           130   
 
           40        50        60        70        80               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY               
       :                                                            
gi|144 GVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEATKKFEKYARYFMEE 
            140       150       160       170       180       190   
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (27-60:146-179) 
 
                   10        20        30        40        50       
2MEPSP     ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
         60        70        80                                     
2MEPSP LMAAPLALGDVEIEIIDKLISIPY                                     
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 70.7  bits: 20.5 E():   58 
Smith-Waterman score: 50; 30.6% identity (51.0% similar) in 49 aa overlap (1-40:56-104) 
 
                                             10             20      
2MEPSP                               ERPIGDLVVGLKQ-----LGADVDC----F 
                                     .:: :  ...::.     : .: :     . 
gi|581 ISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEITW 
          30        40        50        60        70        80      
 
              30        40        50        60        70        80  
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY  
       ::     : .::  .. ::                                          
gi|581 LGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVGY 
          90       100       110       120       130       140      
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 17.2 E():   60 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (46-67:54-75) 
 
          20        30        40        50        60        70      
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
          80 
2MEPSP ISIPY 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 17.2 E():   60 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (46-67:54-75) 
 
          20        30        40        50        60        70      
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
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          80 
2MEPSP ISIPY 
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 70.3  bits: 19.7 E():   61 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (36-75:393-434) 
 
          10        20        30        40        50          60    
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
            70        80  
2MEPSP LGDVEIEIIDKLISIPY  
       :::  .   :..       
gi|601 LGDKAVYAGDNFRTAINL 
            430       440 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (6-22:60-76) 
 
                                        10        20        30      
2MEPSP                          ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|225 SLDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTREA 
      30        40        50        60        70        80          
 
          40        50        60        70        80                
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY                
                                                                    
gi|225 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
      90       100       110       120       130       140          
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.7  bits: 18.5 E():   65 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 48 aa overlap (6-52:86-128) 
 
                                        10        20         30     
2MEPSP                          ERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|115 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYQV 
          60        70        80        90        100       110     
 
           40        50        60        70        80               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY               
       :     .: :.:: ...:                                           
gi|115 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWANT 
              120       130       140       150       160       170 
 
>>gi|148615631|gb|ABQ96644.1| tropomyosin [Tyrophagus pu  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 46; 36.8% identity (68.4% similar) in 19 aa overlap (1-19:40-58) 
 
                                             10        20        30 
2MEPSP                               ERPIGDLVVGLKQLGADVDCFLGTDCPPVR 
                                     :. . .:   ..::: :.:            
gi|148 AMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQVQESLLKANI 
      10        20        30        40        50        60          
 
               40        50        60        70        80           
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY           
                                                                    
gi|148 QLVEKDRALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKV 
      70        80        90       100       110       120          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (36-55:271-290) 
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          10        20        30        40        50        60      
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
          70        80                                              
2MEPSP DVEIEIIDKLISIPY                                              
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.2  bits: 18.5 E():   69 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 48 aa overlap (6-52:104-146) 
 
                                        10        20         30     
2MEPSP                          ERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|162 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYQV 
            80        90       100       110        120       130   
 
           40        50        60        70        80               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY               
       :     .: :.:: ...:                                           
gi|162 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWANT 
                140       150       160       170       180         
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.2  bits: 18.5 E():   69 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 48 aa overlap (6-52:104-146) 
 
                                        10        20         30     
2MEPSP                          ERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|856 FRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYQV 
            80        90       100       110        120       130   
 
           40        50        60        70        80               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY               
       :     .: :.:: ...:                                           
gi|856 GQ----NVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWANT 
                140       150       160       170       180         
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 68.7  bits: 19.4 E():   74 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (36-75:393-434) 
 
          10        20        30        40        50          60    
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
            70        80  
2MEPSP LGDVEIEIIDKLISIPY  
       ::: ..   :..       
gi|467 LGDKRLYAGDNFRTAINL 
            430       440 
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (64-78:83-97) 
 
            40        50        60        70        80              
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY              
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4362

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (64-78:83-97) 
 
            40        50        60        70        80              
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY              
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.6  bits: 17.4 E():   75 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (15-47:48-83) 
 
                               10        20           30        40  
2MEPSP                 ERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
              50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
       .  .:.                                  
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD        
        80        90       100                 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.6  bits: 17.4 E():   75 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (15-47:48-83) 
 
                               10        20           30        40  
2MEPSP                 ERPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
              50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
       .  .:.                                  
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD        
        80        90       100                 
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (36-44:36-44) 
 
          10        20        30        40        50        60      
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
          70        80                               
2MEPSP DVEIEIIDKLISIPY                               
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.8 E():   78 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (15-51:49-85) 
 
                               10        20        30        40     
2MEPSP                 ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
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gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
           50        60        70        80                         
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY                         
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.3  bits: 17.8 E():   78 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (8-27:84-104) 
 
                                      10         20        30       
2MEPSP                        ERPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
         40        50        60        70        80 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
                                                    
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM       
           120       130       140       150        
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.3  bits: 17.4 E():   78 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (18-39:35-60) 
 
                            10        20            30        40    
2MEPSP              ERPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
            50        60        70        80               
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY               
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 19.0 E():   78 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (4-20:7-23) 
 
                  10        20        30        40        50        
2MEPSP    ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
             :  : .:.:.: : .::                                      
gi|115 MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGATLLDVIQSGVEN 
               10        20        30        40        50        60 
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 19.0 E():   78 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (4-20:7-23) 
 
                  10        20        30        40        50        
2MEPSP    ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
             :  : .:.:.: : .::                                      
gi|274 MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLGATLLDVIQSGVEN 
               10        20        30        40        50        60 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (27-39:48-60) 
 
                   10        20        30        40        50       
2MEPSP     ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
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         60        70        80                
2MEPSP LMAAPLALGDVEIEIIDKLISIPY                
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 44; 27.1% identity (54.2% similar) in 48 aa overlap (6-52:81-123) 
 
                                        10        20         30     
2MEPSP                          ERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  .    . 
gi|549 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDIAKYQV 
               60        70        80        90        100          
 
           40        50        60        70        80               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY               
       :     .: :.:: ...:                                           
gi|549 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 44; 29.2% identity (54.2% similar) in 48 aa overlap (6-52:81-123) 
 
                                        10        20         30     
2MEPSP                          ERPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|549 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYPV 
               60        70        80        90        100          
 
           40        50        60        70        80               
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY               
       :     .: :.:: ...:                                           
gi|549 GQ----NVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (31-52:45-65) 
 
               10        20        30        40        50        60 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
               70        80                                         
2MEPSP PLALGDVEIEIIDKLISIPY                                         
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (45-75:108-139) 
 
           20        30        40        50        60        70     
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
            80                  
2MEPSP KLISIPY                  
       ..                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (28-77:115-164) 
 
                  10        20        30        40        50        
2MEPSP    ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
        60        70        80                                      
2MEPSP MAAPLALGDVEIEIIDKLISIPY                                      
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (6-22:181-197) 
 
                                        10        20        30      
2MEPSP                          ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
          40        50        60        70        80                
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY                
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 46; 41.2% identity (82.4% similar) in 17 aa overlap (6-22:369-385) 
 
                                        10        20        30      
2MEPSP                          ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :.              
gi|284 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSLFGLP    
      340       350       360       370       380       390         
 
          40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.6  bits: 14.6 E():   85 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (25-38:5-18) 
 
               10        20        30        40        50        60 
2MEPSP ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                               :: :   . :  ::                       
gi|244                     IGNEDCTPWMSTLITPLP                       
                                   10                               
 
               70        80 
2MEPSP PLALGDVEIEIIDKLISIPY 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.1  bits: 17.5 E():   90 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (39-62:30-54) 
 
       10        20        30        40         50        60        
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDV 
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
        70        80                                                
2MEPSP EIEIIDKLISIPY                                                
                                                                    
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
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      60        70        80        90       100       110          
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.1  bits: 19.1 E():   91 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (36-66:391-423) 
 
          10        20        30        40        50          60    
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
            70        80  
2MEPSP LGDVEIEIIDKLISIPY  
       :::                
gi|144 LGDNAVYAGNNFRTAVNL 
              430         
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.3 E():   95 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (27-66:124-163) 
 
                   10        20        30        40        50       
2MEPSP     ERPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
         60        70        80                                     
2MEPSP LMAAPLALGDVEIEIIDKLISIPY                                     
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 18.7 E():   95 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (39-77:309-349) 
 
       10        20        30        40         50        60        
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
          70        80 
2MEPSP DVEIEIIDKLISIPY 
        .. :.: :..:    
gi|752 GANAEVI-KMVSET  
      340        350   
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.1 E():   96 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (8-39:58-95) 
 
                                      10            20          30  
2MEPSP                        ERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
              40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
       :. .::::                                          
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK                      
        90       100       110                           
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.1 E():   96 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (8-39:58-95) 
 
                                      10            20          30  
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2MEPSP                        ERPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
              40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
       :. .::::                                          
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK                      
        90       100       110                           
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.4  bits: 17.1 E():   98 
Smith-Waterman score: 47; 24.4% identity (51.2% similar) in 41 aa overlap (3-37:22-62) 
 
                                  10        20              30      
2MEPSP                    ERPIGDLVVGLKQLGADVDCFLG------TDCPPVRVNGIG 
                            :... :.   :....:   .:         ::   ::.  
gi|209 MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK 
               10        20        30        40        50        60 
 
          40        50        60        70        80               
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY               
       .:                                                          
gi|209 SLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAVK 
               70        80        90       100       110          
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.4  bits: 19.1 E():   99 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (44-78:1-35) 
 
            20        30        40        50        60        70    
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|142                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
            80                                                      
2MEPSP KLISIPY                                                      
        : :.                                                        
gi|142 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.4  bits: 19.1 E():   99 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (44-78:1-35) 
 
            20        30        40        50        60        70    
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|796                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
            80                                                      
2MEPSP KLISIPY                                                      
        : :.                                                        
gi|796 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:38 2011 done: Tue Apr 19 10:57:38 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
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 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 132  - 211 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30    14     2:*=== 
  32     9     8:=*= 
  34    23    22:=====* 
  36    33    44:========= * 
  38    53    73:==============    * 
  40    72   102:==================       * 
  42    77   125:====================           * 
  44   124   138:===============================   * 
  46   147   140:==================================*== 
  48   220   134:=================================*===================== 
  50   134   122:==============================*=== 
  52   135   108:==========================*======= 
  54    82    92:===================== * 
  56    83    77:===================*= 
  58    49    63:=============  * 
  60    50    51:============* 
  62    26    41:=======   * 
  64    24    33:======  * 
  66    30    26:======*= 
  68    23    20:====*= 
  70     9    16:===* 
  72    12    12:==* 
  74    14    10:==*= 
  76     3     8:=* 
  78     6     6:=* 
  80    11     5:=*= 
  82     7     3:*= 
  84     5     3:*= 
  86     2     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.47450.0032; mu= 14.3314 0.165 
 mean_var=38.2586 9.461, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.207353 
 Kolmogorov-Smirnov  statistic: 0.0715 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
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gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.4    0.32 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.7     2.6 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.1     2.7 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.5     2.9 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.0     5.2 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   58 22.4     5.3 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.0     5.4 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.0     5.4 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.3     6.6 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   54 20.9     6.8 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   61 23.9     8.1 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   55 21.5     8.4 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.4      10 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.6      10 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   53 20.8      10 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 22.4      11 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.8      11 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.4      11 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   53 20.8      11 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   52 20.4      12 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   51 20.0      13 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   50 19.6      13 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   50 19.6      13 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.3      13 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.4      15 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.4      15 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.0      15 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.2      16 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   55 21.8      16 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   50 19.7      16 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.2      16 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.6      17 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.6      17 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.1      18 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   54 21.5      18 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   49 19.4      19 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.5      19 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.1      20 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.5      22 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.8      22 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.6      23 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.1      28 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.1      28 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   46 18.4      30 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.5      35 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 19.8      35 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 19.8      35 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.4      35 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.5      36 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.5      36 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.5      36 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.8      36 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.8      37 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.2      37 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.6      38 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.8      39 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.4      39 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.5      42 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.5      42 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 19.9      42 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   47 19.1      44 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.5      44 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.5      45 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.5      45 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   46 18.7      45 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 19.9      45 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.5      46 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 19.9      47 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 20.0      48 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.3      48 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   46 18.8      53 
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gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   46 18.8      53 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.2      55 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.7      61 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.2      62 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.2      62 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.9      66 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   45 18.5      66 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.3      68 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   45 18.5      70 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   45 18.5      70 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   49 20.2      71 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   49 20.2      71 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   49 20.2      71 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.4      75 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.7      77 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.7      77 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.3      77 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.3      77 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.3      78 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.0      79 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.0      79 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.8      79 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.8      79 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   44 18.2      80 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   44 18.2      80 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.3      80 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.3      81 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.8      82 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 17.8      83 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.2      84 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 19.0      85 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   46 19.0      85 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   48 19.9      87 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.5      90 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.1      91 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.4      92 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 18.7      96 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.3      96 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.0      98 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.0      98 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.1      99 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.1      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 111.4  bits: 25.4 E(): 0.32 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (12-53:48-93) 
 
                                  10          20         30         
2MEPSP                    RPIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
        40        50        60        70        80    
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV    
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 95.1  bits: 23.7 E():  2.6 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (15-56:25-65) 
 
                         10        20        30        40        50 
2MEPSP           RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
               60        70        80                               
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYV                               

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4371

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 94.7  bits: 22.1 E():  2.7 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (12-32:24-46) 
 
                           10          20        30        40       
2MEPSP             RPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
         50        60        70        80        
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV        
                                                 
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 94.2  bits: 22.5 E():  2.9 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (19-39:66-87) 
 
                           10        20        30         40        
2MEPSP             RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
        50        60        70        80                    
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYV                    
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 89.6  bits: 22.0 E():  5.2 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (8-63:27-92) 
 
                                  10        20                30    
2MEPSP                    RPIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
               40         50        60        70        80          
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLISIPYV          
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 89.5  bits: 22.4 E():  5.3 
Smith-Waterman score: 58; 31.8% identity (61.4% similar) in 44 aa overlap (38-80:8-47) 
 
        10        20        30        40         50        60       
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDV 
                                     ::. : .:.. . . .   : :. .:  :: 
gi|111                        MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV 
                                      10        20        30        
 
         70        80                                               
2MEPSP EIEIIDKLISIPYV                                               
        .:..   .: :::                                               
gi|111 -VEVV---VSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVI 
         40           50        60        70        80        90    
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>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.4  bits: 22.0 E():  5.4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (52-67:9-24) 
 
              30        40        50        60        70        80  
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV  
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.4  bits: 22.0 E():  5.4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (52-67:9-24) 
 
              30        40        50        60        70        80  
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV  
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 87.7  bits: 21.3 E():  6.6 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (19-39:66-87) 
 
                           10        20        30         40        
2MEPSP             RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
        50        60        70        80                    
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYV                    
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 87.6  bits: 20.9 E():  6.8 
Smith-Waterman score: 54; 25.0% identity (55.0% similar) in 60 aa overlap (14-73:48-105) 
 
                                10        20        30        40    
2MEPSP                  RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
            50        60        70        80  
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV  
       ::. ..   ::   ::: :  . : :  :.         
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  61  Z-score: 86.1  bits: 23.9 E():  8.1 
Smith-Waterman score: 61; 30.6% identity (61.1% similar) in 36 aa overlap (1-36:944-974) 
 
                                             10        20        30 
2MEPSP                               RPIGDLVVGLKQLGADVDCFLGTDCPPVRV 
                                     . .:.  :.:.:     .:  ::  ::: . 
gi|119 CRNPNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVTI 
           920       930       940       950            960         
 
               40        50        60        70        80           
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV           
       .. :..                                                       
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gi|119 GARGAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQL 
      970       980       990      1000      1010      1020         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 85.9  bits: 21.5 E():  8.4 
Smith-Waterman score: 55; 36.4% identity (57.6% similar) in 33 aa overlap (46-78:26-58) 
 
          20        30        40        50        60        70      
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :.:. :: :  ...::  :   :: . : . 
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
 
          80                                                        
2MEPSP SIPYV                                                        
         :                                                          
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.5  bits: 22.4 E():   10 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (12-32:383-405) 
 
                                  10          20        30          
2MEPSP                    RPIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
      40        50        60        70        80        
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV        
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 84.4  bits: 21.6 E():   10 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (5-50:106-145) 
 
                                         10        20        30     
2MEPSP                           RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
           40        50        60        70        80               
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV               
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 84.2  bits: 20.8 E():   10 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (16-74:26-98) 
 
                         10        20            30                 
2MEPSP           RPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGG--------LPG 
                                :::  .    :     : :.: ::        ::  
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
       40        50          60        70        80                 
2MEPSP GKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYV                 
       :.   : .. .. ..  :: . . .  ::. .:.:...                       
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
gi|166 HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
              130       140       150     
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
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 initn:  40 init1:  40 opt:  57  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (43-78:247-289) 
 
             20        30        40        50          60           
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
          70        80                                              
2MEPSP VEIEIIDKLISIPYV                                              
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 20.8 E():   11 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (19-40:66-88) 
 
                           10        20        30         40        
2MEPSP             RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
        50        60        70        80                            
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYV                            
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.8  bits: 20.4 E():   11 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (5-21:98-114) 
 
                                         10        20        30     
2MEPSP                           RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
           40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 83.7  bits: 20.8 E():   11 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (16-74:40-112) 
 
                              10        20            30            
2MEPSP                RPIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGG------ 
                                     :::  .    :     : :.: ::       
gi|133 NILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
      10        20        30        40        50        60          
 
            40        50          60        70        80            
2MEPSP --LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYV            
         :: :.   : .. .. ..  :: . . .  ::. .:.:...                  
gi|133 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
      70        80        90       100       110       120          
 
gi|133 TTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
     130       140       150       160         
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.2  bits: 20.4 E():   12 
Smith-Waterman score: 52; 18.8% identity (56.2% similar) in 48 aa overlap (31-78:66-113) 
 
               10        20        30        40        50        60 
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
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          40        50        60        70        80        90      
 
               70        80                        
2MEPSP LALGDVEIEIIDKLISIPYV                        
         . :. :.... . . :                          
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.7  bits: 20.0 E():   13 
Smith-Waterman score: 51; 26.7% identity (50.0% similar) in 60 aa overlap (14-73:48-105) 
 
                                10        20        30        40    
2MEPSP                  RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  .: .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG--AGGAAA 
        20        30        40        50        60          70      
 
            50        60        70        80  
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV  
       ::. ..   ::   ::: :  . : :  :.         
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.3  bits: 19.6 E():   13 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (1-38:32-71) 
 
                                             10        20           
2MEPSP                               RPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|328 TCGQVSSALAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
              10        20        30        40        50        60  
 
       30        40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
         :. ..:::                                           
gi|328 NPNNAAALPGKCGVHIPYKISASTNCATVK                       
              70        80        90                        
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.3  bits: 19.6 E():   13 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (1-38:33-72) 
 
                                             10        20           
2MEPSP                               RPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|837 TCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
             10        20        30        40        50        60   
 
       30        40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
         :. ..:::                                           
gi|837 NPNNAAALPGKCGVSIPYKISASTNCATVK                       
             70        80        90                         
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 82.2  bits: 21.3 E():   13 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (15-56:25-65) 
 
                         10        20        30        40        50 
2MEPSP           RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
               60        70        80                               
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYV                               
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
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>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.5  bits: 21.4 E():   15 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (7-39:174-206) 
 
                                       10        20        30       
2MEPSP                         RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
          40        50        60        70        80                
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV                
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 81.3  bits: 21.4 E():   15 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (40-72:105-139) 
 
      10        20        30        40        50         60         
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
        70        80                                                
2MEPSP -EIIDKLISIPYV                                                
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 81.3  bits: 21.0 E():   15 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (8-43:134-164) 
 
                                      10        20        30        
2MEPSP                        RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
        40        50        60        70        80                  
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV                  
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 81.0  bits: 22.2 E():   16 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (43-78:378-420) 
 
             20        30        40        50          60           
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
          70        80                                              
2MEPSP VEIEIIDKLISIPYV                                              
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.9  bits: 21.8 E():   16 
Smith-Waterman score: 55; 52.9% identity (76.5% similar) in 17 aa overlap (5-21:465-481) 
 
                                         10        20        30     
2MEPSP                           RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
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                                     ::.  ::. :.::: :.              
gi|424 SPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIELIKKLFGLSH   
          440       450       460       470       480       490     
 
           40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.9  bits: 19.7 E():   16 
Smith-Waterman score: 50; 27.5% identity (60.0% similar) in 40 aa overlap (1-38:58-97) 
 
                                             10        20           
2MEPSP                               RPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :... : : 
gi|547 TCGQASSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
       30        40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
         :. ..:::                                           
gi|547 NPNNAAALPGKCGVSIPYKISASTNCATVK                       
        90       100       110                              
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.9  bits: 20.2 E():   16 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (19-37:42-62) 
 
                           10        20          30        40       
2MEPSP             RPIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
         50        60        70        80                           
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV                           
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.4  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (5-21:202-218) 
 
                                         10        20        30     
2MEPSP                           RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
           40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.3  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (5-21:205-221) 
 
                                         10        20        30     
2MEPSP                           RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
           40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 79.9  bits: 21.1 E():   18 
Smith-Waterman score: 62; 31.6% identity (51.9% similar) in 79 aa overlap (18-77:79-155) 
 
                            10         20        30              40 
2MEPSP              RPIGDLVVGLKQLGADVDC-FLGTDCPPVRVNGI------GGLPGGK 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4378

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
                    50               60        70        80         
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISIPYV         
        .:. .     .. :  :..: ..       :: :::::.. ::  :.:            
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.9  bits: 21.5 E():   18 
Smith-Waterman score: 54; 33.3% identity (70.0% similar) in 30 aa overlap (5-34:270-299) 
 
                                         10        20        30     
2MEPSP                           RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :. .:   .:. . : 
gi|223 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIRVDQGTLRTLSSG 
     240       250       260       270       280       290          
 
           40        50        60        70        80               
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV               
                                                                    
gi|223 QRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEALPEFA 
     300       310       320       330       340       350          
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 79.3  bits: 19.4 E():   19 
Smith-Waterman score: 49; 27.5% identity (62.5% similar) in 40 aa overlap (1-38:58-97) 
 
                                             10        20           
2MEPSP                               RPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : :..:.    .  .  .:.  :... : : 
gi|671 TCGQVSSNLAPCIAYVRGGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGV 
        30        40        50        60        70        80        
 
       30        40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
        .:. ..:::                                           
gi|671 NANNAAALPGKCGVNVPYKISPSTNCATVK                       
        90       100       110                              
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 79.3  bits: 21.5 E():   19 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (5-22:295-313) 
 
                                          10        20        30    
2MEPSP                           RPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
            40        50        60        70        80              
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV              
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.9  bits: 21.1 E():   20 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (28-45:167-184) 
 
                  10        20        30        40        50        
2MEPSP    RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
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        60        70        80                                      
2MEPSP AAPLALGDVEIEIIDKLISIPYV                                      
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 78.5  bits: 19.5 E():   22 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (4-26:12-38) 
 
                       10            20        30        40         
2MEPSP         RPIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                  :.:. : .:::.    :  :     ::                       
gi|144 IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGLTNAADYTRLS 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYV                             
                                                                    
gi|144 CECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDF 
               70        80        90       100       110       120 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.2  bits: 20.8 E():   22 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (26-60:175-211) 
 
                    10        20        30        40        50      
2MEPSP      RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
            60        70        80                                  
2MEPSP LMA--APLALGDVEIEIIDKLISIPYV                                  
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (32-39:119-126) 
 
              10        20        30        40        50        60  
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
              70        80 
2MEPSP ALGDVEIEIIDKLISIPYV 
                           
gi|144 EEVD                
      150                  
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (27-73:133-176) 
 
                   10        20        30        40        50       
2MEPSP     RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
         60        70        80                                     
2MEPSP MAAPLALGDVEIEIIDKLISIPYV                                     
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4380

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  40 init1:  40 opt:  50  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (27-73:133-176) 
 
                   10        20        30        40        50       
2MEPSP     RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
         60        70        80                                     
2MEPSP MAAPLALGDVEIEIIDKLISIPYV                                     
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.9  bits: 18.4 E():   30 
Smith-Waterman score: 46; 27.5% identity (57.5% similar) in 40 aa overlap (1-38:32-71) 
 
                                             10        20           
2MEPSP                               RPIGDLVVGLKQLGADVDCF--LGTDCPPV 
                                     : ...:.    .  :  .:.  :. . : : 
gi|929 TCGQVSSNLAPCINYVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGV 
              10        20        30        40        50        60  
 
       30        40        50        60        70        80 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
         :. ..:::                                           
gi|929 NPNNAAALPGKCGVNVPYKISASTNCATVK                       
              70        80        90                        
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 18.5 E():   35 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (4-18:93-107) 
 
                                          10        20        30    
2MEPSP                            RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
            40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (44-71:7-34) 
 
            20        30        40        50        60        70    
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
            80                                                      
2MEPSP LISIPYV                                                      
                                                                    
gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (44-71:7-34) 
 
            20        30        40        50        60        70    
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
            80                                                      

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4381

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP LISIPYV                                                      
                                                                    
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 19.4 E():   35 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (34-73:162-201) 
 
            10        20        30        40        50        60    
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
            70        80 
2MEPSP GDVEIEIIDKLISIPYV 
       : .  : . :        
gi|116 GKAFYEAVAKAHQ     
             200         
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.5  bits: 18.5 E():   36 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (17-38:35-60) 
 
                             10        20            30        40   
2MEPSP               RPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
             50        60        70        80              
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV              
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.5  bits: 18.5 E():   36 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (17-38:35-60) 
 
                             10        20            30        40   
2MEPSP               RPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
             50        60        70        80              
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV              
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.5  bits: 18.5 E():   36 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (17-38:35-60) 
 
                             10        20            30        40   
2MEPSP               RPIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
             50        60        70        80              
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV              
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.5  bits: 19.8 E():   36 
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Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (7-33:13-38) 
 
                     10        20        30        40        50     
2MEPSP       RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                   ..:. . . . .:  : : :   :::.                      
gi|309 MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMY 
               10         20        30        40        50          
 
           60        70        80                                   
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYV                                   
                                                                    
gi|309 CGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPN 
      60        70        80        90       100       110          
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (4-45:235-275) 
 
                                          10        20        30    
2MEPSP                            RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
            40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
       :.   :  : .:                                    
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR                   
           270       280       290                     
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.1  bits: 20.2 E():   37 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (2-34:319-348) 
 
                                            10        20         30 
2MEPSP                              RPIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
 
               40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
       :  :                                               
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV    
          350       360       370       380       390     
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 18.6 E():   38 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (20-29:48-57) 
 
                          10        20        30        40          
2MEPSP            RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
      50        60        70        80                     
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYV                     
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 17.8 E():   39 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (19-28:38-47) 
 
                           10        20        30        40         
2MEPSP             RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
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       50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                        
gi|114 CNKNCT                           
        70                              
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.8  bits: 19.4 E():   39 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (38-73:117-149) 
 
        10        20        30        40        50        60        
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
        70        80                                                
2MEPSP IEIIDKLISIPYV                                                
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (38-73:144-176) 
 
        10        20        30        40        50        60        
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
        70        80                                                
2MEPSP IEIIDKLISIPYV                                                
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (38-73:144-176) 
 
        10        20        30        40        50        60        
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
        70        80                                                
2MEPSP IEIIDKLISIPYV                                                
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.1  bits: 19.9 E():   42 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (27-63:244-280) 
 
                   10        20        30         40        50      
2MEPSP     RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
           60        70        80                                   
2MEPSP LMA-APLALGDVEIEIIDKLISIPYV                                   
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
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>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.9  bits: 19.1 E():   44 
Smith-Waterman score: 47; 29.2% identity (54.2% similar) in 48 aa overlap (5-51:81-123) 
 
                                         10        20         30    
2MEPSP                           RPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|482 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCRDVAKYQV 
               60        70        80        90        100          
 
            40        50        60        70        80              
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV              
       :     .: :.:: ...:                                           
gi|482 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (26-65:136-175) 
 
                    10        20        30        40        50      
2MEPSP      RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
          60        70        80                                    
2MEPSP LMAAPLALGDVEIEIIDKLISIPYV                                    
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 19.5 E():   45 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (26-65:137-176) 
 
                    10        20        30        40        50      
2MEPSP      RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
          60        70        80                                    
2MEPSP LMAAPLALGDVEIEIIDKLISIPYV                                    
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (26-65:140-179) 
 
                    10        20        30        40        50      
2MEPSP      RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
          60        70        80                                    
2MEPSP LMAAPLALGDVEIEIIDKLISIPYV                                    
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 27 aa overlap (10-36:124-146) 
 
                                    10        20        30          
2MEPSP                      RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     .:...:..  : ..: :     ::::.    
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gi|236 HMLVGMYKELGAPAKGQPMDEVFPGCRRGDMKRVAASLPAFCNVDIPI----GIGGVCYW 
           100       110       120       130       140              
 
      40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                                 
gi|236 LSYPMNPATGH                               
     150       160                               
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.9 E():   45 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (39-63:221-245) 
 
       10        20        30        40        50        60         
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
       70        80                                                 
2MEPSP EIIDKLISIPYV                                                 
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (26-65:151-190) 
 
                    10        20        30        40        50      
2MEPSP      RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
          60        70        80                                    
2MEPSP LMAAPLALGDVEIEIIDKLISIPYV                                    
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (4-45:336-376) 
 
                                          10        20        30    
2MEPSP                            RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
            40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
       :.   :  : .:                                    
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY        
          370       380       390       400            
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.2  bits: 20.0 E():   48 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (4-45:339-379) 
 
                                          10        20        30    
2MEPSP                            RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
            40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
       :.   :  : .:                                    
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK   
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       370       380       390       400       410     
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (26-78:79-126) 
 
                    10        20        30        40        50      
2MEPSP      RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
          60        70        80    
2MEPSP LMAAPLALGDVEIEIIDKLISIPYV    
       ..  :.. :. .. ....: . :      
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF 
          110        120       130  
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.3  bits: 18.8 E():   53 
Smith-Waterman score: 46; 29.2% identity (54.2% similar) in 48 aa overlap (5-51:81-123) 
 
                                         10        20         30    
2MEPSP                           RPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|549 FRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCRDVAKYPV 
               60        70        80        90        100          
 
            40        50        60        70        80              
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV              
       :     .: :.:: ...:                                           
gi|549 GQ----NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.3  bits: 18.8 E():   53 
Smith-Waterman score: 46; 29.2% identity (54.2% similar) in 48 aa overlap (5-51:81-123) 
 
                                         10        20         30    
2MEPSP                           RPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|740 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCRDVAKYPV 
               60        70        80        90        100          
 
            40        50        60        70        80              
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV              
       :     .: :.:: ...:                                           
gi|740 GQ----NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   55 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (26-59:146-179) 
 
                    10        20        30        40        50      
2MEPSP      RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
          60        70        80                                    
2MEPSP LMAAPLALGDVEIEIIDKLISIPYV                                    
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 70.2  bits: 19.7 E():   61 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (35-74:393-434) 
 
           10        20        30        40        50          60   
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2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
             70        80 
2MEPSP LGDVEIEIIDKLISIPYV 
       :::  .   :..       
gi|601 LGDKAVYAGDNFRTAINL 
            430       440 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 17.2 E():   62 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (45-66:54-75) 
 
           20        30        40        50        60        70     
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
           80 
2MEPSP ISIPYV 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 17.2 E():   62 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (45-66:54-75) 
 
           20        30        40        50        60        70     
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
           80 
2MEPSP ISIPYV 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (5-21:60-76) 
 
                                         10        20        30     
2MEPSP                           RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|225 SLDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTREA 
      30        40        50        60        70        80          
 
           40        50        60        70        80               
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV               
                                                                    
gi|225 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
      90       100       110       120       130       140          
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.6  bits: 18.5 E():   66 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 48 aa overlap (5-51:86-128) 
 
                                         10        20         30    
2MEPSP                           RPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|115 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYQV 
          60        70        80        90        100       110     
 
            40        50        60        70        80              
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV              
       :     .: :.:: ...:                                           
gi|115 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWANT 
              120       130       140       150       160       170 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.3 E():   68 
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Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (35-54:271-290) 
 
           10        20        30        40        50        60     
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
           70        80                                             
2MEPSP DVEIEIIDKLISIPYV                                             
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 48 aa overlap (5-51:104-146) 
 
                                         10        20         30    
2MEPSP                           RPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|162 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYQV 
            80        90       100       110        120       130   
 
            40        50        60        70        80              
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV              
       :     .: :.:: ...:                                           
gi|162 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWANT 
                140       150       160       170       180         
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 48 aa overlap (5-51:104-146) 
 
                                         10        20         30    
2MEPSP                           RPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|856 FRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYQV 
            80        90       100       110        120       130   
 
            40        50        60        70        80              
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV              
       :     .: :.:: ...:                                           
gi|856 GQ----NVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWANT 
                140       150       160       170       180         
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 69.0  bits: 20.2 E():   71 
Smith-Waterman score: 49; 33.3% identity (50.0% similar) in 48 aa overlap (1-39:57-104) 
 
                                             10                 20  
2MEPSP                               RPIGDLVVGLKQ-----LGADVDC----FL 
                                     :: :  ...::.     : .: :     .: 
gi|238 SAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEITWL 
         30        40        50        60        70        80       
 
              30        40        50        60        70        80  
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV  
       :     : :::  .. ::                                           
gi|238 GDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVGYG 
         90       100       110       120       130       140       
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 69.0  bits: 20.2 E():   71 
Smith-Waterman score: 49; 33.3% identity (50.0% similar) in 48 aa overlap (1-39:57-104) 
 
                                             10                 20  
2MEPSP                               RPIGDLVVGLKQ-----LGADVDC----FL 
                                     :: :  ...::.     : .: :     .: 
gi|219 SAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEITWL 
         30        40        50        60        70        80       
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              30        40        50        60        70        80  
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV  
       :     : :::  .. ::                                           
gi|219 GDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVGYG 
         90       100       110       120       130       140       
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 69.0  bits: 20.2 E():   71 
Smith-Waterman score: 49; 33.3% identity (50.0% similar) in 48 aa overlap (1-39:57-104) 
 
                                             10                 20  
2MEPSP                               RPIGDLVVGLKQ-----LGADVDC----FL 
                                     :: :  ...::.     : .: :     .: 
gi|238 SAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEITWL 
         30        40        50        60        70        80       
 
              30        40        50        60        70        80  
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV  
       :     : :::  .. ::                                           
gi|238 GDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVGYG 
         90       100       110       120       130       140       
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (35-74:393-434) 
 
           10        20        30        40        50          60   
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
             70        80 
2MEPSP LGDVEIEIIDKLISIPYV 
       ::: ..   :..       
gi|467 LGDKRLYAGDNFRTAINL 
            430       440 
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (63-77:83-97) 
 
             40        50        60        70        80             
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV             
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (63-77:83-97) 
 
             40        50        60        70        80             
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV             
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.4  bits: 17.3 E():   77 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (14-46:48-83) 
 
                                10        20           30        40 
2MEPSP                  RPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
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                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
               50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
       .  .:.                                   
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD         
        80        90       100                  
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.4  bits: 17.3 E():   77 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (14-46:48-83) 
 
                                10        20           30        40 
2MEPSP                  RPIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
               50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
       .  .:.                                   
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD         
        80        90       100                  
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.3 E():   78 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (35-43:36-44) 
 
           10        20        30        40        50        60     
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
           70        80                              
2MEPSP DVEIEIIDKLISIPYV                              
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 19.0 E():   79 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (3-19:7-23) 
 
                   10        20        30        40        50       
2MEPSP     RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
             :  : .:.:.: : .::                                      
gi|274 MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLGATLLDVIQSGVEN 
               10        20        30        40        50        60 
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 19.0 E():   79 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (3-19:7-23) 
 
                   10        20        30        40        50       
2MEPSP     RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
             :  : .:.:.: : .::                                      
gi|115 MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGATLLDVIQSGVEN 
               10        20        30        40        50        60 
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (7-26:84-104) 
 
                                        10        20        30      
2MEPSP                         RPIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
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          40        50        60        70        80 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                                     
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM        
           120       130       140       150         
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (14-50:49-85) 
 
                                10        20        30        40    
2MEPSP                  RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
            50        60        70        80                        
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV                        
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 44; 27.1% identity (54.2% similar) in 48 aa overlap (5-51:81-123) 
 
                                         10        20         30    
2MEPSP                           RPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  .    . 
gi|549 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDIAKYQV 
               60        70        80        90        100          
 
            40        50        60        70        80              
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV              
       :     .: :.:: ...:                                           
gi|549 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 44; 29.2% identity (54.2% similar) in 48 aa overlap (5-51:81-123) 
 
                                         10        20         30    
2MEPSP                           RPIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|549 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYPV 
               60        70        80        90        100          
 
            40        50        60        70        80              
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV              
       :     .: :.:: ...:                                           
gi|549 GQ----NVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (17-38:35-60) 
 
                             10        20            30        40   
2MEPSP               RPIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
             50        60        70        80              
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV              
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
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>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (26-38:48-60) 
 
                    10        20        30        40        50      
2MEPSP      RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
          60        70        80               
2MEPSP LMAAPLALGDVEIEIIDKLISIPYV               
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (30-51:45-65) 
 
                10        20        30        40        50          
2MEPSP  RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
      60        70        80                                        
2MEPSP PLALGDVEIEIIDKLISIPYV                                        
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (44-74:108-139) 
 
            20        30        40        50        60        70    
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
             80                 
2MEPSP KLISIPYV                 
       ..                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (27-76:115-164) 
 
                   10        20        30        40        50       
2MEPSP     RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
         60        70        80                                     
2MEPSP MAAPLALGDVEIEIIDKLISIPYV                                     
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (5-21:181-197) 
 
                                         10        20        30     
2MEPSP                           RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
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gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
           40        50        60        70        80               
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV               
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 46; 41.2% identity (82.4% similar) in 17 aa overlap (5-21:369-385) 
 
                                         10        20        30     
2MEPSP                           RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :.              
gi|284 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSLFGLP    
      340       350       360       370       380       390         
 
           40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 67.4  bits: 19.9 E():   87 
Smith-Waterman score: 48; 31.2% identity (50.0% similar) in 48 aa overlap (1-39:57-104) 
 
                                             10                 20  
2MEPSP                               RPIGDLVVGLKQ-----LGADVDC----FL 
                                     :: :  ...::.     : .: :     .: 
gi|581 SAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDINVLTTDSDVSEITWL 
         30        40        50        60        70        80       
 
              30        40        50        60        70        80  
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV  
       :     : .::  .. ::                                           
gi|581 GDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVGYG 
         90       100       110       120       130       140       
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.2  bits: 14.5 E():   90 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (24-37:5-18) 
 
               10        20        30        40        50        60 
2MEPSP RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                              :: :   . :  ::                        
gi|244                    IGNEDCTPWMSTLITPLP                        
                                  10                                
 
               70        80 
2MEPSP LALGDVEIEIIDKLISIPYV 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.0  bits: 19.1 E():   91 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (35-65:391-423) 
 
           10        20        30        40        50          60   
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
             70        80 
2MEPSP LGDVEIEIIDKLISIPYV 
       :::                
gi|144 LGDNAVYAGNNFRTAVNL 
              430         
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (38-61:30-54) 
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        10        20        30        40         50        60       
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDV 
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
         70        80                                               
2MEPSP EIEIIDKLISIPYV                                               
                                                                    
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 18.7 E():   96 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (38-76:309-349) 
 
        10        20        30        40         50          60     
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
           70        80 
2MEPSP DVEIEIIDKLISIPYV 
        .. :.: :..:     
gi|752 GANAEVI-KMVSET   
      340        350    
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (26-65:124-163) 
 
                    10        20        30        40        50      
2MEPSP      RPIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
          60        70        80                                    
2MEPSP LMAAPLALGDVEIEIIDKLISIPYV                                    
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (7-38:58-95) 
 
                                       10            20          30 
2MEPSP                         RPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
               40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
       :. .::::                                           
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK                       
        90       100       110                            
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (7-38:58-95) 
 
                                       10            20          30 
2MEPSP                         RPIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
               40        50        60        70        80 
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2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
       :. .::::                                           
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK                       
        90       100       110                            
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.4  bits: 19.1 E():   99 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (43-77:1-35) 
 
             20        30        40        50        60        70   
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|142                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
             80                                                     
2MEPSP KLISIPYV                                                     
        : :.                                                        
gi|142 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.4  bits: 19.1 E():   99 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (43-77:1-35) 
 
             20        30        40        50        60        70   
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|796                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
             80                                                     
2MEPSP KLISIPYV                                                     
        : :.                                                        
gi|796 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:38 2011 done: Tue Apr 19 10:57:38 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 133  - 212 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30    14     2:*=== 
  32    10     8:=*= 
  34    23    22:=====* 
  36    31    44:========  * 
  38    53    73:==============    * 
  40    77   102:====================     * 
  42    78   125:====================           * 
  44   122   138:===============================   * 
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  46   146   140:==================================*== 
  48   223   134:=================================*====================== 
  50   132   122:==============================*== 
  52   129   108:==========================*====== 
  54    83    92:===================== * 
  56    83    77:===================*= 
  58    45    63:============   * 
  60    50    51:============* 
  62    28    41:=======   * 
  64    28    33:======= * 
  66    31    26:======*= 
  68    22    20:====*= 
  70    10    16:===* 
  72    12    12:==* 
  74    15    10:==*= 
  76     4     8:=* 
  78     7     6:=* 
  80     9     5:=*= 
  82     4     3:* 
  84     7     3:*= 
  86     1     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.51770.00319; mu= 14.1480 0.165 
 mean_var=37.9610 9.473, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.208164 
 Kolmogorov-Smirnov  statistic: 0.0694 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.5    0.31 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.7     2.5 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.1     2.7 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.6     2.9 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.0     5.2 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   58 22.5     5.2 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.1     5.3 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.1     5.3 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.4     6.6 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   54 20.9     6.7 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   55 21.5     8.3 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.4      10 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.6      10 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   53 20.8      10 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 22.4      11 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.8      11 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.4      11 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   53 20.8      11 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   52 20.4      12 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   59 23.3      12 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   51 20.0      12 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.3      13 
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gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.4      15 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.4      15 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.0      15 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.2      16 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.2      16 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   55 21.8      16 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.6      17 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.6      17 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.1      18 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   54 21.5      18 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.5      20 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.1      20 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.5      21 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.8      22 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.6      23 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   48 19.2      24 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.1      28 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.1      28 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   46 18.5      30 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   46 18.5      30 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.5      35 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.6      35 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.6      35 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.6      35 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 19.8      35 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 19.8      35 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.4      35 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   46 18.6      36 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.8      36 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.8      37 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   50 20.2      38 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.6      38 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.8      38 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.4      39 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.5      42 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.5      42 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 19.9      43 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   47 19.1      43 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.5      44 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.5      45 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   46 18.7      45 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.5      45 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 19.9      46 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.5      46 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 19.9      47 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.3      48 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 19.9      48 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   46 18.8      53 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   46 18.8      53 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   48 19.6      54 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   43 17.6      55 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.2      56 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.2      61 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.2      61 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.7      62 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.9      66 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   45 18.5      66 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.3      68 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   45 18.5      71 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   45 18.5      71 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.4      75 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.7      76 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.7      76 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.3      77 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.3      77 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.3      77 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.8      79 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.8      79 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.0      79 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.0      79 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.4      80 
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gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   44 18.2      80 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   44 18.2      80 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.4      80 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.8      82 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 17.8      83 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.2      84 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 19.0      85 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   46 19.0      85 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.5      88 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   48 19.9      88 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 19.9      88 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   48 19.9      88 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.4      92 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.1      92 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.3      96 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 18.7      96 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.1      98 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.1      98 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 111.6  bits: 25.5 E(): 0.31 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (11-52:48-93) 
 
                                   10          20         30        
2MEPSP                     PIGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
         40        50        60        70        80   
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE   
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 95.2  bits: 23.7 E():  2.5 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (14-55:25-65) 
 
                          10        20        30        40          
2MEPSP            PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
      50        60        70        80                              
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVE                              
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 94.8  bits: 22.1 E():  2.7 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (11-31:24-46) 
 
                            10          20        30        40      
2MEPSP              PIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
          50        60        70        80       
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE       
                                                 
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 94.3  bits: 22.6 E():  2.9 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (18-38:66-87) 
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                            10        20        30         40       
2MEPSP              PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
         50        60        70        80                   
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE                   
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 89.7  bits: 22.0 E():  5.2 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (7-62:27-92) 
 
                                   10        20                30   
2MEPSP                     PIGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
                40         50        60        70        80         
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE         
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 89.6  bits: 22.5 E():  5.2 
Smith-Waterman score: 58; 31.8% identity (61.4% similar) in 44 aa overlap (37-79:8-47) 
 
         10        20        30        40         50        60      
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDV 
                                     ::. : .:.. . . .   : :. .:  :: 
gi|111                        MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV 
                                      10        20        30        
 
          70        80                                              
2MEPSP EIEIIDKLISIPYVE                                              
        .:..   .: :::                                               
gi|111 -VEVV---VSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVI 
         40           50        60        70        80        90    
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.5  bits: 22.1 E():  5.3 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (51-66:9-24) 
 
               30        40        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.5  bits: 22.1 E():  5.3 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (51-66:9-24) 
 
               30        40        50        60        70        80 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
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       40        50        60        70        80        90         
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 87.8  bits: 21.4 E():  6.6 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (18-38:66-87) 
 
                            10        20        30         40       
2MEPSP              PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
         50        60        70        80                   
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE                   
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 87.7  bits: 20.9 E():  6.7 
Smith-Waterman score: 54; 25.0% identity (55.0% similar) in 60 aa overlap (13-72:48-105) 
 
                                 10        20        30        40   
2MEPSP                   PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
             50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
       ::. ..   ::   ::: :  . : :  :.         
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 85.9  bits: 21.5 E():  8.3 
Smith-Waterman score: 55; 36.4% identity (57.6% similar) in 33 aa overlap (45-77:26-58) 
 
           20        30        40        50        60        70     
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :.:. :: :  ...::  :   :: . : . 
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
 
           80                                                       
2MEPSP SIPYVE                                                       
         :                                                          
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.5  bits: 22.4 E():   10 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (11-31:383-405) 
 
                                   10          20        30         
2MEPSP                     PIGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
       40        50        60        70        80       
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE       
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 84.4  bits: 21.6 E():   10 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (4-49:106-145) 
 
                                          10        20        30    
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2MEPSP                            PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
            40        50        60        70        80              
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE              
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 84.3  bits: 20.8 E():   10 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (15-73:26-98) 
 
                          10        20            30                
2MEPSP            PIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGG--------LPG 
                                :::  .    :     : :.: ::        ::  
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
        40        50          60        70        80                
2MEPSP GKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVE                
       :.   : .. .. ..  :: . . .  ::. .:.:...                       
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
gi|166 HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
              130       140       150     
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (42-77:247-289) 
 
              20        30        40        50          60          
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
           70        80                                             
2MEPSP VEIEIIDKLISIPYVE                                             
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 20.8 E():   11 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (18-39:66-88) 
 
                            10        20        30         40       
2MEPSP              PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
         50        60        70        80                           
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE                           
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.9  bits: 20.4 E():   11 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (4-20:98-114) 
 
                                          10        20        30    
2MEPSP                            PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
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            40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 83.8  bits: 20.8 E():   11 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (15-73:40-112) 
 
                               10        20            30           
2MEPSP                 PIGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGG------ 
                                     :::  .    :     : :.: ::       
gi|133 NILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
      10        20        30        40        50        60          
 
             40        50          60        70        80           
2MEPSP --LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVE           
         :: :.   : .. .. ..  :: . . .  ::. .:.:...                  
gi|133 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
      70        80        90       100       110       120          
 
gi|133 TTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
     130       140       150       160         
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.3  bits: 20.4 E():   12 
Smith-Waterman score: 52; 18.8% identity (56.2% similar) in 48 aa overlap (30-77:66-113) 
 
                10        20        30        40        50          
2MEPSP  PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
      60        70        80                       
2MEPSP LALGDVEIEIIDKLISIPYVE                       
         . :. :.... . . :                          
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 82.8  bits: 23.3 E():   12 
Smith-Waterman score: 59; 33.3% identity (60.6% similar) in 33 aa overlap (3-35:947-974) 
 
                                           10        20        30   
2MEPSP                             PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :.  :.:.:     .:  ::  ::: ...  
gi|119 PNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVTIGAR 
        920       930       940       950            960       970  
 
             40        50        60        70        80             
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE             
       :..                                                          
gi|119 GAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQLSPP 
             980       990      1000      1010      1020      1030  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.8  bits: 20.0 E():   12 
Smith-Waterman score: 51; 26.7% identity (50.0% similar) in 60 aa overlap (13-72:48-105) 
 
                                 10        20        30        40   
2MEPSP                   PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  .: .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG--AGGAAA 
        20        30        40        50        60          70      
 
             50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
       ::. ..   ::   ::: :  . : :  :.         
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
          80        90       100       110    
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>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 82.2  bits: 21.3 E():   13 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (14-55:25-65) 
 
                          10        20        30        40          
2MEPSP            PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
      50        60        70        80                              
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVE                              
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.5  bits: 21.4 E():   15 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (6-38:174-206) 
 
                                        10        20        30      
2MEPSP                          PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
           40        50        60        70        80               
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE               
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 81.3  bits: 21.4 E():   15 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (39-71:105-139) 
 
       10        20        30        40        50         60        
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
         70        80                                               
2MEPSP -EIIDKLISIPYVE                                               
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 81.3  bits: 21.0 E():   15 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (7-42:134-164) 
 
                                       10        20        30       
2MEPSP                         PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
         40        50        60        70        80                 
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE                 
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 81.0  bits: 22.2 E():   16 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (42-77:378-420) 
 
              20        30        40        50          60          
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
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gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
           70        80                                             
2MEPSP VEIEIIDKLISIPYVE                                             
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.9  bits: 20.2 E():   16 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (18-36:42-62) 
 
                            10        20          30        40      
2MEPSP              PIGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
          50        60        70        80                          
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE                          
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.9  bits: 21.8 E():   16 
Smith-Waterman score: 55; 52.9% identity (76.5% similar) in 17 aa overlap (4-20:465-481) 
 
                                          10        20        30    
2MEPSP                            PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  ::. :.::: :.              
gi|424 SPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIELIKKLFGLSH   
          440       450       460       470       480       490     
 
            40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.4  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (4-20:202-218) 
 
                                          10        20        30    
2MEPSP                            PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
            40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.4  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (4-20:205-221) 
 
                                          10        20        30    
2MEPSP                            PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
            40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 79.9  bits: 21.1 E():   18 
Smith-Waterman score: 62; 31.6% identity (51.9% similar) in 79 aa overlap (17-76:79-155) 
 
                             10         20        30                
2MEPSP               PIGDLVVGLKQLGADVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
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gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
      40             50               60        70        80        
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISIPYVE        
        .:. .     .. :  :..: ..       :: :::::.. ::  :.:            
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.9  bits: 21.5 E():   18 
Smith-Waterman score: 54; 33.3% identity (70.0% similar) in 30 aa overlap (4-33:270-299) 
 
                                          10        20        30    
2MEPSP                            PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :. .:   .:. . : 
gi|223 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIRVDQGTLRTLSSG 
     240       250       260       270       280       290          
 
            40        50        60        70        80              
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE              
                                                                    
gi|223 QRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEALPEFA 
     300       310       320       330       340       350          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 79.2  bits: 21.5 E():   20 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (4-21:295-313) 
 
                                           10        20        30   
2MEPSP                            PIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
             40        50        60        70        80             
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE             
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.9  bits: 21.1 E():   20 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (27-44:167-184) 
 
                   10        20        30        40        50       
2MEPSP     PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
         60        70        80                                     
2MEPSP AAPLALGDVEIEIIDKLISIPYVE                                     
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 78.5  bits: 19.5 E():   21 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (3-25:12-38) 
 
                        10            20        30        40        
2MEPSP          PIGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                  :.:. : .:::.    :  :     ::                       
gi|144 IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGLTNAADYTRLS 
               10        20        30        40        50        60 
 
        50        60        70        80                            
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2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVE                            
                                                                    
gi|144 CECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDF 
               70        80        90       100       110       120 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.2  bits: 20.8 E():   22 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (25-59:175-211) 
 
                     10        20        30        40        50     
2MEPSP       PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
             60        70        80                                 
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVE                                 
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (31-38:119-126) 
 
               10        20        30        40        50        60 
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
               70        80 
2MEPSP ALGDVEIEIIDKLISIPYVE 
                            
gi|144 EEVD                 
      150                   
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 77.8  bits: 19.2 E():   24 
Smith-Waterman score: 48; 41.4% identity (62.1% similar) in 29 aa overlap (9-37:77-97) 
 
                                     10        20        30         
2MEPSP                       PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     ::::.:.:        : : .:. ..:::  
gi|671 GAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASV--------PGVNANNAAALPGK 
         50        60        70        80                90         
 
       40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                                  
gi|671 CGVNVPYKISPSTNCATVK                        
      100       110                               
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (26-72:133-176) 
 
                    10        20        30        40        50      
2MEPSP      PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
          60        70        80                                    
2MEPSP MAAPLALGDVEIEIIDKLISIPYVE                                    
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.5  bits: 20.1 E():   28 
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Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (26-72:133-176) 
 
                    10        20        30        40        50      
2MEPSP      PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
          60        70        80                                    
2MEPSP MAAPLALGDVEIEIIDKLISIPYVE                                    
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.9  bits: 18.5 E():   30 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (14-37:46-71) 
 
                                10          20        30        40  
2MEPSP                  PIGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|328 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
              50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                               
gi|328 HIPYKISASTNCATVK                        
          80        90                         
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.9  bits: 18.5 E():   30 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (14-37:47-72) 
 
                                10          20        30        40  
2MEPSP                  PIGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|837 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
         20        30        40        50        60        70       
 
              50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                               
gi|837 SIPYKISASTNCATVK                        
         80        90                          
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 18.5 E():   35 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (3-17:93-107) 
 
                                           10        20        30   
2MEPSP                             PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
             40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.6  bits: 18.6 E():   35 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (16-37:35-60) 
 
                              10            20        30        40  
2MEPSP                PIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
              50        60        70        80             
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE             
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gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.6  bits: 18.6 E():   35 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (16-37:35-60) 
 
                              10            20        30        40  
2MEPSP                PIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
              50        60        70        80             
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE             
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.6  bits: 18.6 E():   35 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (16-37:35-60) 
 
                              10            20        30        40  
2MEPSP                PIGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
              50        60        70        80             
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE             
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (43-70:7-34) 
 
             20        30        40        50        60        70   
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
             80                                                     
2MEPSP LISIPYVE                                                     
                                                                    
gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (43-70:7-34) 
 
             20        30        40        50        60        70   
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
             80                                                     
2MEPSP LISIPYVE                                                     
                                                                    
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 19.4 E():   35 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (33-72:162-201) 
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             10        20        30        40        50        60   
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
             70        80 
2MEPSP GDVEIEIIDKLISIPYVE 
       : .  : . :         
gi|116 GKAFYEAVAKAHQ      
             200          
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.5  bits: 18.6 E():   36 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (14-37:72-97) 
 
                                10          20        30        40  
2MEPSP                  PIGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|547 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
              50        60        70        80        90       100  
 
              50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                               
gi|547 SIPYKISASTNCATVK                        
             110                               
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (6-32:13-38) 
 
                      10        20        30        40        50    
2MEPSP        PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                   ..:. . . . .:  : : :   :::.                      
gi|309 MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMY 
               10         20        30        40        50          
 
            60        70        80                                  
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVE                                  
                                                                    
gi|309 CGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPN 
      60        70        80        90       100       110          
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (3-44:235-275) 
 
                                           10        20        30   
2MEPSP                             PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
             40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
       :.   :  : .:                                     
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR                    
           270       280       290                      
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 50; 38.2% identity (58.8% similar) in 34 aa overlap (1-33:319-348) 
 
                                             10        20           
2MEPSP                               PIGDLVVGLKQLGADVDCFLGT-DCPPVRV 
                                     : :: :..  . :. .   .:.  :: ::: 
gi|513 LFSEPEKHGFEFPLITCCGYGGKYNFSVTAPCGDTVTA--DDGTKI--VVGSCACPSVRV 
      290       300       310       320         330         340     
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      30        40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
       :  :                                                
gi|513 NWDGAHYTEAANEYFFDQISTGAFSDPPVPLNMACHKTESLRTLASV     
          350       360       370       380       390      
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (19-28:48-57) 
 
                           10        20        30        40         
2MEPSP             PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
       50        60        70        80                    
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVE                    
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 17.8 E():   38 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (18-27:38-47) 
 
                            10        20        30        40        
2MEPSP              PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                         
gi|114 CNKNCT                            
        70                               
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.8  bits: 19.4 E():   39 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (37-72:117-149) 
 
         10        20        30        40        50        60       
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
         70        80                                               
2MEPSP IEIIDKLISIPYVE                                               
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (37-72:144-176) 
 
         10        20        30        40        50        60       
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
         70        80                                               
2MEPSP IEIIDKLISIPYVE                                               
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4411

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  40 init1:  40 opt:  48  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (37-72:144-176) 
 
         10        20        30        40        50        60       
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
         70        80                                               
2MEPSP IEIIDKLISIPYVE                                               
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.1  bits: 19.9 E():   43 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (26-62:244-280) 
 
                    10        20        30         40        50     
2MEPSP      PIGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
            60        70        80                                  
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVE                                  
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.0  bits: 19.1 E():   43 
Smith-Waterman score: 47; 29.2% identity (54.2% similar) in 48 aa overlap (4-50:81-123) 
 
                                          10        20         30   
2MEPSP                            PIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|482 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCRDVAKYQV 
               60        70        80        90        100          
 
             40        50        60        70        80             
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE             
       :     .: :.:: ...:                                           
gi|482 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (25-64:136-175) 
 
                     10        20        30        40        50     
2MEPSP       PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
           60        70        80                                   
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVE                                   
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 19.5 E():   45 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (25-64:137-176) 
 
                     10        20        30        40        50     
2MEPSP       PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
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        110       120       130       140       150       160       
 
           60        70        80                                   
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVE                                   
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 27 aa overlap (9-35:124-146) 
 
                                     10        20        30         
2MEPSP                       PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     .:...:..  : ..: :     ::::.    
gi|236 HMLVGMYKELGAPAKGQPMDEVFPGCRRGDMKRVAASLPAFCNVDIPI----GIGGVCYW 
           100       110       120       130       140              
 
       40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                                  
gi|236 LSYPMNPATGH                                
     150       160                                
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (25-64:140-179) 
 
                     10        20        30        40        50     
2MEPSP       PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
           60        70        80                                   
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVE                                   
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.9 E():   46 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (38-62:221-245) 
 
        10        20        30        40        50        60        
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
        70        80                                                
2MEPSP EIIDKLISIPYVE                                                
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (25-64:151-190) 
 
                     10        20        30        40        50     
2MEPSP       PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
           60        70        80                                   
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVE                                   
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
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>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (3-44:336-376) 
 
                                           10        20        30   
2MEPSP                             PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
             40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
       :.   :  : .:                                     
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY         
          370       380       390       400             
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (25-77:79-126) 
 
                     10        20        30        40        50     
2MEPSP       PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
           60        70        80   
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVE   
       ..  :.. :. .. ....: . :      
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF 
          110        120       130  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (3-44:339-379) 
 
                                           10        20        30   
2MEPSP                             PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
             40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
       :.   :  : .:                                     
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK    
       370       380       390       400       410      
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.3  bits: 18.8 E():   53 
Smith-Waterman score: 46; 29.2% identity (54.2% similar) in 48 aa overlap (4-50:81-123) 
 
                                          10        20         30   
2MEPSP                            PIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|549 FRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCRDVAKYPV 
               60        70        80        90        100          
 
             40        50        60        70        80             
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE             
       :     .: :.:: ...:                                           
gi|549 GQ----NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.3  bits: 18.8 E():   53 
Smith-Waterman score: 46; 29.2% identity (54.2% similar) in 48 aa overlap (4-50:81-123) 
 
                                          10        20         30   
2MEPSP                            PIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
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                                     : .. . :. :. .:  : : :  :    . 
gi|740 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCRDVAKYPV 
               60        70        80        90        100          
 
             40        50        60        70        80             
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE             
       :     .: :.:: ...:                                           
gi|740 GQ----NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.2  bits: 19.6 E():   54 
Smith-Waterman score: 48; 29.0% identity (61.3% similar) in 31 aa overlap (3-33:107-133) 
 
                                           10        20        30   
2MEPSP                             PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :.... :.:.. :.: .     :    .:: 
gi|144 SIYYDPGKFPALMPLKNGNYEERNGGVPQRGNITIHLQQFNEDLDKMT----PDKNFGGI 
         80        90       100       110       120           130   
 
             40        50        60        70        80             
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE             
       :                                                            
gi|144 GVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEATKKFEKYARYFMEE 
            140       150       160       170       180       190   
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.1  bits: 17.6 E():   55 
Smith-Waterman score: 43; 34.6% identity (61.5% similar) in 26 aa overlap (14-37:46-71) 
 
                                10          20        30        40  
2MEPSP                  PIGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :. . : :  :. ..:::     
gi|929 YVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
              50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                               
gi|929 NVPYKISASTNCATVK                        
          80        90                         
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (25-58:146-179) 
 
                     10        20        30        40        50     
2MEPSP       PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
           60        70        80                                   
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVE                                   
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 17.2 E():   61 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (44-65:54-75) 
 
            20        30        40        50        60        70    
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
            80 
2MEPSP ISIPYVE 
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>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 17.2 E():   61 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (44-65:54-75) 
 
            20        30        40        50        60        70    
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
            80 
2MEPSP ISIPYVE 
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 70.2  bits: 19.7 E():   62 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (34-73:393-434) 
 
            10        20        30        40        50          60  
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
              70        80 
2MEPSP LGDVEIEIIDKLISIPYVE 
       :::  .   :..        
gi|601 LGDKAVYAGDNFRTAINL  
            430       440  
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (4-20:60-76) 
 
                                          10        20        30    
2MEPSP                            PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|225 SLDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTREA 
      30        40        50        60        70        80          
 
            40        50        60        70        80              
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE              
                                                                    
gi|225 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
      90       100       110       120       130       140          
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.6  bits: 18.5 E():   66 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 48 aa overlap (4-50:86-128) 
 
                                          10        20         30   
2MEPSP                            PIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|115 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYQV 
          60        70        80        90        100       110     
 
             40        50        60        70        80             
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE             
       :     .: :.:: ...:                                           
gi|115 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWANT 
              120       130       140       150       160       170 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (34-53:271-290) 
 
            10        20        30        40        50        60    
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
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            70        80                                            
2MEPSP DVEIEIIDKLISIPYVE                                            
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 48 aa overlap (4-50:104-146) 
 
                                          10        20         30   
2MEPSP                            PIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|162 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYQV 
            80        90       100       110        120       130   
 
             40        50        60        70        80             
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE             
       :     .: :.:: ...:                                           
gi|162 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWANT 
                140       150       160       170       180         
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 48 aa overlap (4-50:104-146) 
 
                                          10        20         30   
2MEPSP                            PIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|856 FRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYQV 
            80        90       100       110        120       130   
 
             40        50        60        70        80             
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE             
       :     .: :.:: ...:                                           
gi|856 GQ----NVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWANT 
                140       150       160       170       180         
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (34-73:393-434) 
 
            10        20        30        40        50          60  
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
              70        80 
2MEPSP LGDVEIEIIDKLISIPYVE 
       ::: ..   :..        
gi|467 LGDKRLYAGDNFRTAINL  
            430       440  
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (62-76:83-97) 
 
              40        50        60        70        80            
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE            
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (62-76:83-97) 
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              40        50        60        70        80            
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE            
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.4  bits: 17.3 E():   77 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (13-45:48-83) 
 
                                 10        20           30          
2MEPSP                   PIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
      40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
       .  .:.                                    
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD          
        80        90       100                   
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.4  bits: 17.3 E():   77 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (13-45:48-83) 
 
                                 10        20           30          
2MEPSP                   PIGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
      40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
       .  .:.                                    
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD          
        80        90       100                   
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.3 E():   77 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (34-42:36-44) 
 
            10        20        30        40        50        60    
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
            70        80                             
2MEPSP DVEIEIIDKLISIPYVE                             
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (13-49:49-85) 
 
                                 10        20        30        40   
2MEPSP                   PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
             50        60        70        80                       
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE                       
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
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       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (6-25:84-104) 
 
                                         10        20        30     
2MEPSP                          PIGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
           40        50        60        70        80 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                                      
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM         
           120       130       140       150          
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 19.0 E():   79 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (2-18:7-23) 
 
                    10        20        30        40        50      
2MEPSP      PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
             :  : .:.:.: : .::                                      
gi|115 MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGATLLDVIQSGVEN 
               10        20        30        40        50        60 
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 19.0 E():   79 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (2-18:7-23) 
 
                    10        20        30        40        50      
2MEPSP      PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
             :  : .:.:.: : .::                                      
gi|274 MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLGATLLDVIQSGVEN 
               10        20        30        40        50        60 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (16-37:35-60) 
 
                              10          20          30        40  
2MEPSP                PIGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
              50        60        70        80             
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE             
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 44; 27.1% identity (54.2% similar) in 48 aa overlap (4-50:81-123) 
 
                                          10        20         30   
2MEPSP                            PIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  .    . 
gi|549 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDIAKYQV 
               60        70        80        90        100          
 
             40        50        60        70        80             
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE             
       :     .: :.:: ...:                                           
gi|549 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
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 initn:  40 init1:  40 opt:  44  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 44; 29.2% identity (54.2% similar) in 48 aa overlap (4-50:81-123) 
 
                                          10        20         30   
2MEPSP                            PIGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|549 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYPV 
               60        70        80        90        100          
 
             40        50        60        70        80             
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE             
       :     .: :.:: ...:                                           
gi|549 GQ----NVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (25-37:48-60) 
 
                     10        20        30        40        50     
2MEPSP       PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
           60        70        80              
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVE              
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (29-50:45-65) 
 
                 10        20        30        40        50         
2MEPSP   PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
       60        70        80                                       
2MEPSP PLALGDVEIEIIDKLISIPYVE                                       
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (43-73:108-139) 
 
             20        30        40        50        60         70  
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
              80                
2MEPSP KLISIPYVE                
       ..                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (26-75:115-164) 
 
                    10        20        30        40        50      
2MEPSP      PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
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           90       100       110       120       130       140     
 
          60        70        80                                    
2MEPSP MAAPLALGDVEIEIIDKLISIPYVE                                    
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (4-20:181-197) 
 
                                          10        20        30    
2MEPSP                            PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
            40        50        60        70        80              
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE              
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 46; 41.2% identity (82.4% similar) in 17 aa overlap (4-20:369-385) 
 
                                          10        20        30    
2MEPSP                            PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :.              
gi|284 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSLFGLP    
      340       350       360       370       380       390         
 
            40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.3  bits: 14.5 E():   88 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (23-36:5-18) 
 
               10        20        30        40        50        60 
2MEPSP PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                             :: :   . :  ::                         
gi|244                   IGNEDCTPWMSTLITPLP                         
                                 10                                 
 
               70        80 
2MEPSP ALGDVEIEIIDKLISIPYVE 
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.3  bits: 19.9 E():   88 
Smith-Waterman score: 48; 30.6% identity (50.0% similar) in 36 aa overlap (3-38:69-104) 
 
                                           10        20        30   
2MEPSP                             PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::. :   .  ..   .::     : :::  
gi|238 KGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGT 
       40        50        60        70        80        90         
 
             40        50        60        70        80             
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE             
        .. ::                                                       
gi|238 DSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVGYGQSTTKGDLYNEA 
      100       110       120       130       140       150         
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.3  bits: 19.9 E():   88 
Smith-Waterman score: 48; 30.6% identity (50.0% similar) in 36 aa overlap (3-38:69-104) 
 
                                           10        20        30   
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2MEPSP                             PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::. :   .  ..   .::     : :::  
gi|219 KGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKIVYVNGT 
       40        50        60        70        80        90         
 
             40        50        60        70        80             
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE             
        .. ::                                                       
gi|219 DSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVGYGQSTTKGDLYNEA 
      100       110       120       130       140       150         
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.3  bits: 19.9 E():   88 
Smith-Waterman score: 48; 30.6% identity (50.0% similar) in 36 aa overlap (3-38:69-104) 
 
                                           10        20        30   
2MEPSP                             PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::. :   .  ..   .::     : :::  
gi|238 KGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGT 
       40        50        60        70        80        90         
 
             40        50        60        70        80             
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE             
        .. ::                                                       
gi|238 DSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVGYGQSTTKGDLYNEA 
      100       110       120       130       140       150         
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (37-60:30-54) 
 
         10        20        30        40         50        60      
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDV 
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
          70        80                                              
2MEPSP EIEIIDKLISIPYVE                                              
                                                                    
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.0  bits: 19.1 E():   92 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (34-64:391-423) 
 
            10        20        30        40        50          60  
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
              70        80 
2MEPSP LGDVEIEIIDKLISIPYVE 
       :::                 
gi|144 LGDNAVYAGNNFRTAVNL  
              430          
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (25-64:124-163) 
 
                     10        20        30        40        50     
2MEPSP       PIGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
           60        70        80                                   
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVE                                   
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         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 18.7 E():   96 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (37-75:309-349) 
 
         10        20        30        40         50          60    
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
            70        80 
2MEPSP DVEIEIIDKLISIPYVE 
        .. :.: :..:      
gi|752 GANAEVI-KMVSET    
      340        350     
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.1 E():   98 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (6-37:58-95) 
 
                                        10              20          
2MEPSP                          PIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
      30        40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
       :. .::::                                            
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK                        
        90       100       110                             
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.1 E():   98 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (6-37:58-95) 
 
                                        10              20          
2MEPSP                          PIGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
      30        40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
       :. .::::                                            
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK                        
        90       100       110                             
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:38 2011 done: Tue Apr 19 10:57:38 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 134  - 213 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
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       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30    14     2:*=== 
  32    10     8:=*= 
  34    22    22:=====* 
  36    30    44:========  * 
  38    53    73:==============    * 
  40    76   102:===================      * 
  42    81   125:=====================          * 
  44   124   138:===============================   * 
  46   145   140:==================================*== 
  48   230   134:=================================*======================== 
  50   134   122:==============================*=== 
  52   124   108:==========================*==== 
  54    77    92:====================  * 
  56    84    77:===================*= 
  58    45    63:============   * 
  60    49    51:============* 
  62    27    41:=======   * 
  64    27    33:======= * 
  66    31    26:======*= 
  68    25    20:====*== 
  70    11    16:===* 
  72    12    12:==* 
  74    14    10:==*= 
  76     4     8:=* 
  78     7     6:=* 
  80     9     5:=*= 
  82     4     3:* 
  84     7     3:*= 
  86     1     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.57570.00314; mu= 13.8240 0.162 
 mean_var=37.9589 9.464, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.208170 
 Kolmogorov-Smirnov  statistic: 0.0681 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.5    0.31 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.7     2.5 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.1     2.6 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.6     2.8 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.1     5.2 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   58 22.5     5.2 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.1     5.3 
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gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.1     5.3 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.4     6.5 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   54 21.0     6.6 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   55 21.5     8.3 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.4      10 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.6      10 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   53 20.8      10 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.8      11 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.4      11 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 22.4      11 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   53 20.8      11 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   52 20.4      12 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   51 20.1      12 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   59 23.3      13 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.3      13 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.4      15 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.4      15 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.0      15 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.2      16 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.2      16 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   55 21.8      16 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.6      17 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.6      17 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.1      18 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   54 21.5      18 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.5      20 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.1      21 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.5      21 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.8      22 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.6      23 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   48 19.2      23 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.1      28 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.1      28 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   46 18.5      29 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   46 18.5      30 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.6      34 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.6      35 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.6      35 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.6      35 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.4      35 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 19.8      35 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 19.8      35 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   46 18.6      35 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.8      36 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.8      37 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.8      38 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.6      38 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.4      39 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.5      42 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.5      42 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 19.9      43 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   47 19.1      43 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   46 18.7      44 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.5      44 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.5      45 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.5      45 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 19.9      46 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.5      46 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.3      47 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 19.9      47 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 19.9      48 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   46 18.8      53 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   46 18.8      53 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   48 19.6      54 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   43 17.6      54 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.2      56 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.2      60 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.2      60 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.7      62 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.3      62 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.9      66 
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gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   45 18.5      66 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.3      68 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.3      70 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   45 18.5      70 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   45 18.5      70 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.4      76 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.7      76 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.7      76 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.3      76 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.3      76 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.4      76 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.8      79 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.8      79 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.4      79 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.4      79 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   46 19.0      80 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   46 19.0      80 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   44 18.2      80 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   44 18.2      80 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.8      82 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 17.8      82 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   42 17.4      83 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.2      84 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.6      85 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 19.0      86 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   46 19.0      86 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   48 19.8      89 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 19.8      89 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   48 19.8      89 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.4      91 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.1      93 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.3      96 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 18.7      96 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.1      97 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.1      97 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.1      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 111.6  bits: 25.5 E(): 0.31 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (10-51:48-93) 
 
                                    10           20        30       
2MEPSP                      IGDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
          40        50        60        70        80  
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM  
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 95.2  bits: 23.7 E():  2.5 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (13-54:25-65) 
 
                           10        20        30        40         
2MEPSP             IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
       50        60        70        80                             
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEM                             
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 94.9  bits: 22.1 E():  2.6 
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Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (10-30:24-46) 
 
                             10          20        30        40     
2MEPSP               IGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
           50        60        70        80      
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM      
                                                 
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 94.4  bits: 22.6 E():  2.8 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (17-37:66-87) 
 
                             10        20        30         40      
2MEPSP               IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
          50        60        70        80                  
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM                  
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 89.7  bits: 22.1 E():  5.2 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (6-61:27-92) 
 
                                    10        20                    
2MEPSP                      IGDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
       30        40         50        60        70        80        
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM        
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 89.6  bits: 22.5 E():  5.2 
Smith-Waterman score: 58; 31.8% identity (61.4% similar) in 44 aa overlap (36-78:8-47) 
 
          10        20        30        40         50        60     
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDV 
                                     ::. : .:.. . . .   : :. .:  :: 
gi|111                        MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV 
                                      10        20        30        
 
           70        80                                             
2MEPSP EIEIIDKLISIPYVEM                                             
        .:..   .: :::                                               
gi|111 -VEVV---VSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVI 
         40           50        60        70        80        90    
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.5  bits: 22.1 E():  5.3 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (50-65:9-24) 
 
      20        30        40        50        60        70          
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
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                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
      80                                                            
2MEPSP M                                                            
                                                                    
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.5  bits: 22.1 E():  5.3 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (50-65:9-24) 
 
      20        30        40        50        60        70          
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
      80                                                            
2MEPSP M                                                            
                                                                    
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 87.9  bits: 21.4 E():  6.5 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (17-37:66-87) 
 
                             10        20        30         40      
2MEPSP               IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
          50        60        70        80                  
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM                  
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 87.8  bits: 21.0 E():  6.6 
Smith-Waterman score: 54; 25.0% identity (55.0% similar) in 60 aa overlap (12-71:48-105) 
 
                                  10        20        30        40  
2MEPSP                    IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
              50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
       ::. ..   ::   ::: :  . : :  :.          
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD  
          80        90       100       110     
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 86.0  bits: 21.5 E():  8.3 
Smith-Waterman score: 55; 36.4% identity (57.6% similar) in 33 aa overlap (44-76:26-58) 
 
            20        30        40        50        60        70    
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :.:. :: :  ...::  :   :: . : . 
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
 
            80                                                      
2MEPSP SIPYVEM                                                      
         :                                                          

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4428

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.5  bits: 22.4 E():   10 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (10-30:383-405) 
 
                                    10          20        30        
2MEPSP                      IGDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
        40        50        60        70        80      
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM      
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 84.4  bits: 21.6 E():   10 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (3-48:106-145) 
 
                                           10        20        30   
2MEPSP                             IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
             40        50        60        70        80             
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM             
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 84.4  bits: 20.8 E():   10 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (14-72:26-98) 
 
                           10        20            30               
2MEPSP             IGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGG--------LPG 
                                :::  .    :     : :.: ::        ::  
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
         40        50          60        70        80               
2MEPSP GKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEM               
       :.   : .. .. ..  :: . . .  ::. .:.:...                       
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
gi|166 HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
              130       140       150     
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.0  bits: 20.8 E():   11 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (17-38:66-88) 
 
                             10        20        30         40      
2MEPSP               IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
          50        60        70        80                          
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM                          
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
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 initn:  52 init1:  52 opt:  52  Z-score: 84.0  bits: 20.4 E():   11 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (3-19:98-114) 
 
                                           10        20        30   
2MEPSP                             IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
             40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (41-76:247-289) 
 
               20        30        40        50          60         
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
            70        80                                            
2MEPSP VEIEIIDKLISIPYVEM                                            
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 83.8  bits: 20.8 E():   11 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (14-72:40-112) 
 
                                10        20            30          
2MEPSP                  IGDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGG------ 
                                     :::  .    :     : :.: ::       
gi|133 NILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
      10        20        30        40        50        60          
 
              40        50          60        70        80          
2MEPSP --LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEM          
         :: :.   : .. .. ..  :: . . .  ::. .:.:...                  
gi|133 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
      70        80        90       100       110       120          
 
gi|133 TTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
     130       140       150       160         
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.4  bits: 20.4 E():   12 
Smith-Waterman score: 52; 18.8% identity (56.2% similar) in 48 aa overlap (29-76:66-113) 
 
                 10        20        30        40        50         
2MEPSP   IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
       60        70        80                      
2MEPSP LALGDVEIEIIDKLISIPYVEM                      
         . :. :.... . . :                          
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.9  bits: 20.1 E():   12 
Smith-Waterman score: 51; 26.7% identity (50.0% similar) in 60 aa overlap (12-71:48-105) 
 
                                  10        20        30        40  
2MEPSP                    IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  .: .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG--AGGAAA 
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        20        30        40        50        60          70      
 
              50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
       ::. ..   ::   ::: :  . : :  :.          
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD  
          80        90       100       110     
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 82.7  bits: 23.3 E():   13 
Smith-Waterman score: 59; 33.3% identity (60.6% similar) in 33 aa overlap (2-34:947-974) 
 
                                            10        20        30  
2MEPSP                              IGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :.  :.:.:     .:  ::  ::: ...  
gi|119 PNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVTIGAR 
        920       930       940       950            960       970  
 
              40        50        60        70        80            
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM            
       :..                                                          
gi|119 GAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQLSPP 
             980       990      1000      1010      1020      1030  
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 82.2  bits: 21.3 E():   13 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (13-54:25-65) 
 
                           10        20        30        40         
2MEPSP             IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
       50        60        70        80                             
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEM                             
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.5  bits: 21.4 E():   15 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (5-37:174-206) 
 
                                         10        20        30     
2MEPSP                           IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
            40        50        60        70        80              
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM              
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 81.3  bits: 21.4 E():   15 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (38-70:105-139) 
 
        10        20        30        40        50         60       
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
          70        80                                              
2MEPSP -EIIDKLISIPYVEM                                              
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
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>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 81.3  bits: 21.0 E():   15 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (6-41:134-164) 
 
                                        10        20        30      
2MEPSP                          IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
          40        50        60        70        80                
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM                
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.0  bits: 20.2 E():   16 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (17-35:42-62) 
 
                             10        20          30        40     
2MEPSP               IGDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
           50        60        70        80                         
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM                         
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 80.9  bits: 22.2 E():   16 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (41-76:378-420) 
 
               20        30        40        50          60         
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
            70        80                                            
2MEPSP VEIEIIDKLISIPYVEM                                            
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.9  bits: 21.8 E():   16 
Smith-Waterman score: 55; 52.9% identity (76.5% similar) in 17 aa overlap (3-19:465-481) 
 
                                           10        20        30   
2MEPSP                             IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  ::. :.::: :.              
gi|424 SPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIELIKKLFGLSH   
          440       450       460       470       480       490     
 
             40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.5  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (3-19:202-218) 
 
                                           10        20        30   
2MEPSP                             IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
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             40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.4  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (3-19:205-221) 
 
                                           10        20        30   
2MEPSP                             IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
             40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 79.9  bits: 21.1 E():   18 
Smith-Waterman score: 62; 31.6% identity (51.9% similar) in 79 aa overlap (16-75:79-155) 
 
                              10         20        30               
2MEPSP                IGDLVVGLKQLGADVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
       40             50               60        70        80       
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISIPYVEM       
        .:. .     .. :  :..: ..       :: :::::.. ::  :.:            
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.8  bits: 21.5 E():   18 
Smith-Waterman score: 54; 33.3% identity (70.0% similar) in 30 aa overlap (3-32:270-299) 
 
                                           10        20        30   
2MEPSP                             IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :. .:   .:. . : 
gi|223 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIRVDQGTLRTLSSG 
     240       250       260       270       280       290          
 
             40        50        60        70        80             
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM             
                                                                    
gi|223 QRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEALPEFA 
     300       310       320       330       340       350          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 79.2  bits: 21.5 E():   20 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (3-20:295-313) 
 
                                            10        20        30  
2MEPSP                             IGDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
              40        50        60        70        80            
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM            
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.9  bits: 21.1 E():   21 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (26-43:167-184) 
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                    10        20        30        40        50      
2MEPSP      IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
          60        70        80                                    
2MEPSP AAPLALGDVEIEIIDKLISIPYVEM                                    
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (2-24:12-38) 
 
                         10            20        30        40       
2MEPSP           IGDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                  :.:. : .:::.    :  :     ::                       
gi|144 IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGLTNAADYTRLS 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM                           
                                                                    
gi|144 CECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDF 
               70        80        90       100       110       120 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.2  bits: 20.8 E():   22 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (24-58:175-211) 
 
                      10        20        30        40        50    
2MEPSP        IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
              60        70        80                                
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEM                                
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (30-37:119-126) 
 
                10        20        30        40        50          
2MEPSP  IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
      60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEM 
                             
gi|144 EEVD                  
      150                    
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 77.8  bits: 19.2 E():   23 
Smith-Waterman score: 48; 41.4% identity (62.1% similar) in 29 aa overlap (8-36:77-97) 
 
                                      10        20        30        
2MEPSP                        IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     ::::.:.:        : : .:. ..:::  
gi|671 GAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASV--------PGVNANNAAALPGK 
         50        60        70        80                90         
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        40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
                                                   
gi|671 CGVNVPYKISPSTNCATVK                         
      100       110                                
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (25-71:133-176) 
 
                     10        20        30        40        50     
2MEPSP       IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
           60        70        80                                   
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEM                                   
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (25-71:133-176) 
 
                     10        20        30        40        50     
2MEPSP       IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
           60        70        80                                   
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEM                                   
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.0  bits: 18.5 E():   29 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (13-36:46-71) 
 
                                 10          20        30        40 
2MEPSP                   IGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|328 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
               50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
                                                
gi|328 HIPYKISASTNCATVK                         
          80        90                          
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.0  bits: 18.5 E():   30 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (13-36:47-72) 
 
                                 10          20        30        40 
2MEPSP                   IGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|837 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
         20        30        40        50        60        70       
 
               50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
                                                
gi|837 SIPYKISASTNCATVK                         
         80        90                           
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 18.6 E():   34 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (2-16:93-107) 
 
                                            10        20        30  
2MEPSP                              IGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
              40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.7  bits: 18.6 E():   35 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (15-36:35-60) 
 
                               10            20        30        40 
2MEPSP                 IGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
               50        60        70        80            
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM            
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.7  bits: 18.6 E():   35 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (15-36:35-60) 
 
                               10            20        30        40 
2MEPSP                 IGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
               50        60        70        80            
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM            
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.7  bits: 18.6 E():   35 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (15-36:35-60) 
 
                               10            20        30        40 
2MEPSP                 IGDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
               50        60        70        80            
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM            
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 19.4 E():   35 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (32-71:162-201) 
 
              10        20        30        40        50        60  
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
              70        80 
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2MEPSP GDVEIEIIDKLISIPYVEM 
       : .  : . :          
gi|116 GKAFYEAVAKAHQ       
             200           
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (42-69:7-34) 
 
              20        30        40        50        60        70  
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
              80                                                    
2MEPSP LISIPYVEM                                                    
                                                                    
gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (42-69:7-34) 
 
              20        30        40        50        60        70  
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
              80                                                    
2MEPSP LISIPYVEM                                                    
                                                                    
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.6  bits: 18.6 E():   35 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (13-36:72-97) 
 
                                 10          20        30        40 
2MEPSP                   IGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|547 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
              50        60        70        80        90       100  
 
               50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
                                                
gi|547 SIPYKISASTNCATVK                         
             110                                
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (5-31:13-38) 
 
                       10        20        30        40        50   
2MEPSP         IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                   ..:. . . . .:  : : :   :::.                      
gi|309 MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMY 
               10         20        30        40        50          
 
             60        70        80                                 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEM                                 
                                                                    
gi|309 CGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPN 
      60        70        80        90       100       110          
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.1  bits: 19.8 E():   37 
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Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (2-43:235-275) 
 
                                            10        20        30  
2MEPSP                              IGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
              40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
       :.   :  : .:                                      
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR                     
           270       280       290                       
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 17.8 E():   38 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (17-26:38-47) 
 
                             10        20        30        40       
2MEPSP               IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
         50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
                                          
gi|114 CNKNCT                             
        70                                
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 18.6 E():   38 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (18-27:48-57) 
 
                            10        20        30        40        
2MEPSP              IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
        50        60        70        80                   
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEM                   
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.9  bits: 19.4 E():   39 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (36-71:117-149) 
 
          10        20        30        40        50        60      
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
          70        80                                              
2MEPSP IEIIDKLISIPYVEM                                              
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (36-71:144-176) 
 
          10        20        30        40        50        60      
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
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          70        80                                              
2MEPSP IEIIDKLISIPYVEM                                              
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (36-71:144-176) 
 
          10        20        30        40        50        60      
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
          70        80                                              
2MEPSP IEIIDKLISIPYVEM                                              
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.1  bits: 19.9 E():   43 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (25-61:244-280) 
 
                     10        20        30         40        50    
2MEPSP       IGDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
             60        70        80                                 
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEM                                 
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.0  bits: 19.1 E():   43 
Smith-Waterman score: 47; 29.2% identity (54.2% similar) in 48 aa overlap (3-49:81-123) 
 
                                           10        20         30  
2MEPSP                             IGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|482 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCRDVAKYQV 
               60        70        80        90        100          
 
              40        50        60        70        80            
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM            
       :     .: :.:: ...:                                           
gi|482 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 27 aa overlap (8-34:124-146) 
 
                                      10        20        30        
2MEPSP                        IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     .:...:..  : ..: :     ::::.    
gi|236 HMLVGMYKELGAPAKGQPMDEVFPGCRRGDMKRVAASLPAFCNVDIPI----GIGGVCYW 
           100       110       120       130       140              
 
        40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
                                                   
gi|236 LSYPMNPATGH                                 
     150       160                                 
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>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (24-63:136-175) 
 
                      10        20        30        40        50    
2MEPSP        IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
            60        70        80                                  
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEM                                  
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (24-63:137-176) 
 
                      10        20        30        40        50    
2MEPSP        IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
            60        70        80                                  
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEM                                  
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (24-63:140-179) 
 
                      10        20        30        40        50    
2MEPSP        IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
            60        70        80                                  
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEM                                  
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (37-61:221-245) 
 
         10        20        30        40        50        60       
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
         70        80                                               
2MEPSP EIIDKLISIPYVEM                                               
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (24-63:151-190) 
 
                      10        20        30        40        50    
2MEPSP        IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
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gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
            60        70        80                                  
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEM                                  
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (24-76:79-126) 
 
                      10        20        30        40        50    
2MEPSP        IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
            60        70        80  
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEM  
       ..  :.. :. .. ....: . :      
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF 
          110        120       130  
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (2-43:336-376) 
 
                                            10        20        30  
2MEPSP                              IGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
              40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
       :.   :  : .:                                      
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY          
          370       380       390       400              
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.1  bits: 19.9 E():   48 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (2-43:339-379) 
 
                                            10        20        30  
2MEPSP                              IGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
              40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
       :.   :  : .:                                      
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK     
       370       380       390       400       410       
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.4  bits: 18.8 E():   53 
Smith-Waterman score: 46; 29.2% identity (54.2% similar) in 48 aa overlap (3-49:81-123) 
 
                                           10        20         30  
2MEPSP                             IGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|549 FRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCRDVAKYPV 
               60        70        80        90        100          
 
              40        50        60        70        80            
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM            
       :     .: :.:: ...:                                           
gi|549 GQ----NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANT 
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     110           120       130       140       150       160      
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.4  bits: 18.8 E():   53 
Smith-Waterman score: 46; 29.2% identity (54.2% similar) in 48 aa overlap (3-49:81-123) 
 
                                           10        20         30  
2MEPSP                             IGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|740 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCRDVAKYPV 
               60        70        80        90        100          
 
              40        50        60        70        80            
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM            
       :     .: :.:: ...:                                           
gi|740 GQ----NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.2  bits: 19.6 E():   54 
Smith-Waterman score: 48; 29.0% identity (61.3% similar) in 31 aa overlap (2-32:107-133) 
 
                                            10        20        30  
2MEPSP                              IGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :.... :.:.. :.: .     :    .:: 
gi|144 SIYYDPGKFPALMPLKNGNYEERNGGVPQRGNITIHLQQFNEDLDKMT----PDKNFGGI 
         80        90       100       110       120           130   
 
              40        50        60        70        80            
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM            
       :                                                            
gi|144 GVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEATKKFEKYARYFMEE 
            140       150       160       170       180       190   
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.2  bits: 17.6 E():   54 
Smith-Waterman score: 43; 34.6% identity (61.5% similar) in 26 aa overlap (13-36:46-71) 
 
                                 10          20        30        40 
2MEPSP                   IGDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :. . : :  :. ..:::     
gi|929 YVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
               50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
                                                
gi|929 NVPYKISASTNCATVK                         
          80        90                          
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (24-57:146-179) 
 
                      10        20        30        40        50    
2MEPSP        IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
            60        70        80                                  
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEM                                  
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 17.2 E():   60 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (43-64:54-75) 
 
             20        30        40        50        60        70   
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2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
             80 
2MEPSP ISIPYVEM 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 17.2 E():   60 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (43-64:54-75) 
 
             20        30        40        50        60        70   
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
             80 
2MEPSP ISIPYVEM 
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 70.1  bits: 19.7 E():   62 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (33-72:393-434) 
 
             10        20        30        40        50          60 
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
               70        80 
2MEPSP LGDVEIEIIDKLISIPYVEM 
       :::  .   :..         
gi|601 LGDKAVYAGDNFRTAINL   
            430       440   
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 70.1  bits: 21.3 E():   62 
Smith-Waterman score: 54; 30.6% identity (53.1% similar) in 49 aa overlap (20-61:45-93) 
 
                          10        20          30             40   
2MEPSP            IGDLVVGLKQLGADVDCFLGTDCPPVRV--NGIGGLPG-----GKVKLS 
                                     :   :: :   .:: : ::     :   :. 
gi|278 VTSCLATCQSLQEATARKGPSGDRGPRGERGPPGPPGRDGDDGIPGPPGPPGPPGPPGLG 
           20        30        40        50        60        70     
 
             50        60        70        80                       
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM                       
       :....:. .     .:..:                                          
gi|278 GNFAAQFDAKGGGPGPMGLMGPRGPPGASGAPGPQGFQGPPGEPGEPGQTGPAGARGPPG 
           80        90       100       110       120       130     
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (3-19:60-76) 
 
                                           10        20        30   
2MEPSP                             IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|225 SLDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTREA 
      30        40        50        60        70        80          
 
             40        50        60        70        80             
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM             
                                                                    
gi|225 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
      90       100       110       120       130       140          
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.6  bits: 18.5 E():   66 
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Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 48 aa overlap (3-49:86-128) 
 
                                           10        20         30  
2MEPSP                             IGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|115 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYQV 
          60        70        80        90        100       110     
 
              40        50        60        70        80            
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM            
       :     .: :.:: ...:                                           
gi|115 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWANT 
              120       130       140       150       160       170 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.3  bits: 19.3 E():   68 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (33-52:271-290) 
 
             10        20        30        40        50        60   
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
             70        80                                           
2MEPSP DVEIEIIDKLISIPYVEM                                           
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (23-32:339-348) 
 
                       10        20        30        40        50   
2MEPSP         IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
 
             60        70        80 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEM 
                                    
gi|513 SDPPVPLNMACHKTESLRTLASV      
      370       380       390       
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 48 aa overlap (3-49:104-146) 
 
                                           10        20         30  
2MEPSP                             IGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|162 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYQV 
            80        90       100       110        120       130   
 
              40        50        60        70        80            
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM            
       :     .: :.:: ...:                                           
gi|162 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWANT 
                140       150       160       170       180         
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 48 aa overlap (3-49:104-146) 
 
                                           10        20         30  
2MEPSP                             IGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|856 FRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYQV 
            80        90       100       110        120       130   
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              40        50        60        70        80            
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM            
       :     .: :.:: ...:                                           
gi|856 GQ----NVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWANT 
                140       150       160       170       180         
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 68.5  bits: 19.4 E():   76 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (33-72:393-434) 
 
             10        20        30        40        50          60 
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
               70        80 
2MEPSP LGDVEIEIIDKLISIPYVEM 
       ::: ..   :..         
gi|467 LGDKRLYAGDNFRTAINL   
            430       440   
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (61-75:83-97) 
 
               40        50        60        70        80           
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM           
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (61-75:83-97) 
 
               40        50        60        70        80           
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM           
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 17.3 E():   76 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (12-44:48-83) 
 
                                  10          20         30         
2MEPSP                    IGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
       40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
       .  .:.                                     
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD           
        80        90       100                    
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 17.3 E():   76 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (12-44:48-83) 
 
                                  10          20         30         
2MEPSP                    IGDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
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                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
       40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
       .  .:.                                     
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD           
        80        90       100                    
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (33-41:36-44) 
 
             10        20        30        40        50        60   
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
             70        80                            
2MEPSP DVEIEIIDKLISIPYVEM                            
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (12-48:49-85) 
 
                                  10        20        30        40  
2MEPSP                    IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
              50        60        70        80                      
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM                      
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (5-24:84-104) 
 
                                          10        20        30    
2MEPSP                           IGDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
            40        50        60        70        80 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
                                                       
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM          
           120       130       140       150           
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (15-36:35-60) 
 
                               10          20          30        40 
2MEPSP                 IGDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
               50        60        70        80            
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM            
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gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.4 E():   79 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (24-36:48-60) 
 
                      10        20        30        40        50    
2MEPSP        IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
            60        70        80             
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEM             
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 19.0 E():   80 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (1-17:7-23) 
 
                     10        20        30        40        50     
2MEPSP       IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
             :  : .:.:.: : .::                                      
gi|115 MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGATLLDVIQSGVEN 
               10        20        30        40        50        60 
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 19.0 E():   80 
Smith-Waterman score: 46; 47.1% identity (70.6% similar) in 17 aa overlap (1-17:7-23) 
 
                     10        20        30        40        50     
2MEPSP       IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
             :  : .:.:.: : .::                                      
gi|274 MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLGATLLDVIQSGVEN 
               10        20        30        40        50        60 
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 44; 27.1% identity (54.2% similar) in 48 aa overlap (3-49:81-123) 
 
                                           10        20         30  
2MEPSP                             IGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  .    . 
gi|549 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDIAKYQV 
               60        70        80        90        100          
 
              40        50        60        70        80            
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM            
       :     .: :.:: ...:                                           
gi|549 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 44; 29.2% identity (54.2% similar) in 48 aa overlap (3-49:81-123) 
 
                                           10        20         30  
2MEPSP                             IGDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|549 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYPV 
               60        70        80        90        100          
 
              40        50        60        70        80            
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM            
       :     .: :.:: ...:                                           
gi|549 GQ----NVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWANT 
     110           120       130       140       150       160      
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>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (28-49:45-65) 
 
                  10        20        30        40        50        
2MEPSP    IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
        60        70        80                                      
2MEPSP PLALGDVEIEIIDKLISIPYVEM                                      
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (42-72:108-139) 
 
              20        30        40        50        60         70 
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
               80               
2MEPSP KLISIPYVEM               
       ..                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.8  bits: 17.4 E():   83 
Smith-Waterman score: 42; 26.7% identity (66.7% similar) in 45 aa overlap (36-80:21-61) 
 
          10        20        30        40        50        60      
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :... : :.. ... : : . :  . :..  
gi|217           MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAA 
                         10        20         30         40         
 
          70        80                                              
2MEPSP IEIIDKLISIPYVEM                                              
       :  ..:: ..:. :.                                              
gi|217 I--VEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNA 
         50        60        70        80        90       100       
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (25-74:115-164) 
 
                     10        20        30        40        50     
2MEPSP       IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
           60        70        80                                   
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEM                                   
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.6  bits: 14.6 E():   85 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (22-35:5-18) 
 
               10        20        30        40        50        60 
2MEPSP IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLA 
                            :: :   . :  ::                          
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gi|244                  IGNEDCTPWMSTLITPLP                          
                                10                                  
 
               70        80 
2MEPSP LGDVEIEIIDKLISIPYVEM 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (3-19:181-197) 
 
                                           10        20        30   
2MEPSP                             IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
             40        50        60        70        80             
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM             
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 46; 41.2% identity (82.4% similar) in 17 aa overlap (3-19:369-385) 
 
                                           10        20        30   
2MEPSP                             IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :.              
gi|284 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSLFGLP    
      340       350       360       370       380       390         
 
             40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.2  bits: 19.8 E():   89 
Smith-Waterman score: 48; 30.6% identity (50.0% similar) in 36 aa overlap (2-37:69-104) 
 
                                            10        20        30  
2MEPSP                              IGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::. :   .  ..   .::     : :::  
gi|238 KGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGT 
       40        50        60        70        80        90         
 
              40        50        60        70        80            
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM            
        .. ::                                                       
gi|238 DSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVGYGQSTTKGDLYNEA 
      100       110       120       130       140       150         
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.2  bits: 19.8 E():   89 
Smith-Waterman score: 48; 30.6% identity (50.0% similar) in 36 aa overlap (2-37:69-104) 
 
                                            10        20        30  
2MEPSP                              IGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::. :   .  ..   .::     : :::  
gi|219 KGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKIVYVNGT 
       40        50        60        70        80        90         
 
              40        50        60        70        80            
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM            
        .. ::                                                       
gi|219 DSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVGYGQSTTKGDLYNEA 
      100       110       120       130       140       150         
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.2  bits: 19.8 E():   89 
Smith-Waterman score: 48; 30.6% identity (50.0% similar) in 36 aa overlap (2-37:69-104) 
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                                            10        20        30  
2MEPSP                              IGDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::. :   .  ..   .::     : :::  
gi|238 KGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGT 
       40        50        60        70        80        90         
 
              40        50        60        70        80            
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM            
        .. ::                                                       
gi|238 DSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVGYGQSTTKGDLYNEA 
      100       110       120       130       140       150         
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (36-59:30-54) 
 
          10        20        30        40         50        60     
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDV 
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
           70        80                                             
2MEPSP EIEIIDKLISIPYVEM                                             
                                                                    
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (33-63:391-423) 
 
             10        20        30        40        50          60 
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
               70        80 
2MEPSP LGDVEIEIIDKLISIPYVEM 
       :::                  
gi|144 LGDNAVYAGNNFRTAVNL   
              430           
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (24-63:124-163) 
 
                      10        20        30        40        50    
2MEPSP        IGDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
            60        70        80                                  
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEM                                  
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 18.7 E():   96 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (36-74:309-349) 
 
          10        20        30        40         50          60   
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
             70        80 
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2MEPSP DVEIEIIDKLISIPYVEM 
        .. :.: :..:       
gi|752 GANAEVI-KMVSET     
      340        350      
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.1 E():   97 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (5-36:58-95) 
 
                                         10              20         
2MEPSP                           IGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
       30        40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
       :. .::::                                             
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK                         
        90       100       110                              
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.1 E():   97 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (5-36:58-95) 
 
                                         10              20         
2MEPSP                           IGDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
       30        40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
       :. .::::                                             
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK                         
        90       100       110                              
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.4  bits: 17.1 E():   99 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (39-60:7-24) 
 
       10        20        30        40        50        60         
2MEPSP KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     .:::: .    :  ...:::.:         
gi|209                         MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQ 
                                       10            20        30   
 
       70        80                                                 
2MEPSP IDKLISIPYVEM                                                 
                                                                    
gi|209 VASSVGSCIGYLRGTVPTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPG 
             40        50        60        70        80        90   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:38 2011 done: Tue Apr 19 10:57:38 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 135  - 214 - 80 aa 
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Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30    15     2:*=== 
  32    11     8:=*= 
  34    20    22:=====* 
  36    27    44:=======   * 
  38    54    73:==============    * 
  40    74   102:===================      * 
  42    80   125:====================           * 
  44   128   138:================================  * 
  46   148   140:==================================*== 
  48   226   134:=================================*======================= 
  50   135   122:==============================*=== 
  52   126   108:==========================*===== 
  54    78    92:====================  * 
  56    81    77:===================*= 
  58    45    63:============   * 
  60    48    51:============* 
  62    27    41:=======   * 
  64    29    33:========* 
  66    33    26:======*== 
  68    23    20:====*= 
  70    11    16:===* 
  72    12    12:==* 
  74    14    10:==*= 
  76     4     8:=* 
  78     7     6:=* 
  80     9     5:=*= 
  82     3     3:* 
  84     8     3:*= 
  86     1     2:* 
  88     4     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.51540.00309; mu= 14.1273 0.160 
 mean_var=37.8956 9.441, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.208344 
 Kolmogorov-Smirnov  statistic: 0.0688 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.5    0.31 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.7     2.5 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.1     2.6 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.6     2.8 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.1     5.1 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   58 22.5     5.2 
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gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.1     5.2 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.1     5.2 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.4     6.5 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   54 21.0     6.6 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   55 21.5     8.2 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.4     9.9 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.6      10 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   53 20.8      10 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 22.4      11 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.8      11 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.4      11 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   53 20.8      11 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   52 20.4      12 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   59 23.3      12 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   51 20.1      12 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.3      13 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.4      15 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.4      15 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.0      15 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.2      15 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.2      16 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   55 21.8      16 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.6      17 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.6      17 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.1      18 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   54 21.5      18 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.5      19 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.1      20 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   49 19.5      21 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.8      22 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.6      23 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   48 19.2      23 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.1      28 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.1      28 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   46 18.5      29 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   46 18.5      30 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   46 18.6      34 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.6      35 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.6      35 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.6      35 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 19.8      35 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 19.8      35 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.4      35 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   46 18.6      35 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.8      36 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   49 19.8      37 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.6      38 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.8      38 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.4      38 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.5      42 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.5      42 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 19.9      42 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   47 19.1      43 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.5      44 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.5      44 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   46 18.7      44 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.5      44 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 19.9      45 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.5      46 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   49 20.0      47 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.3      47 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   49 20.0      47 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   46 18.8      53 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   46 18.8      53 
gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=H ( 367)   48 19.6      54 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   43 17.6      55 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.2      55 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.2      60 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.2      60 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.3      61 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.7      61 
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gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 18.9      65 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   45 18.5      66 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.3      68 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.3      69 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   45 18.5      70 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   45 18.5      70 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.4      75 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.8      76 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.8      76 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.3      76 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.3      76 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.3      77 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.8      78 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.8      78 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.4      79 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   44 18.2      79 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   44 18.2      79 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.4      80 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.8      81 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 17.8      82 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.2      83 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   42 17.4      83 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 19.0      85 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   46 19.0      85 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 19.9      87 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   48 19.9      87 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   48 19.9      87 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.5      87 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.4      91 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.1      91 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.3      95 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 18.7      95 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   45 18.7      96 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   45 18.7      96 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.1      97 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.1      97 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.1      99 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.1      99 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.1      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 111.7  bits: 25.5 E(): 0.31 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (9-50:48-93) 
 
                                     10           20        30      
2MEPSP                       GDLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
           40        50        60        70        80 
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
         ... : ...: : :                               
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS 
        80        90       100       110       120    
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 95.3  bits: 23.7 E():  2.5 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (12-53:25-65) 
 
                            10        20        30        40        
2MEPSP              GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
        50        60        70        80                            
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMT                            
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
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>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 94.9  bits: 22.1 E():  2.6 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (9-29:24-46) 
 
                              10          20        30        40    
2MEPSP                GDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
            50        60        70        80     
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT     
                                                 
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 94.4  bits: 22.6 E():  2.8 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (16-36:66-87) 
 
                              10        20        30         40     
2MEPSP                GDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
           50        60        70        80                 
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT                 
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 89.7  bits: 22.1 E():  5.1 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (5-60:27-92) 
 
                                     10            20               
2MEPSP                       GDLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
        30        40         50        60        70        80       
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT       
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 89.7  bits: 22.5 E():  5.2 
Smith-Waterman score: 58; 31.8% identity (61.4% similar) in 44 aa overlap (35-77:8-47) 
 
           10        20        30        40         50        60    
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDV 
                                     ::. : .:.. . . .   : :. .:  :: 
gi|111                        MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV 
                                      10        20        30        
 
            70        80                                            
2MEPSP EIEIIDKLISIPYVEMT                                            
        .:..   .: :::                                               
gi|111 -VEVV---VSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVI 
         40           50        60        70        80        90    
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.6  bits: 22.1 E():  5.2 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (49-64:9-24) 
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       20        30        40        50        60        70         
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
       80                                                           
2MEPSP MT                                                           
                                                                    
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.6  bits: 22.1 E():  5.2 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (49-64:9-24) 
 
       20        30        40        50        60        70         
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
       80                                                           
2MEPSP MT                                                           
                                                                    
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 87.9  bits: 21.4 E():  6.5 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (16-36:66-87) 
 
                              10        20        30         40     
2MEPSP                GDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
           50        60        70        80                 
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT                 
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 87.8  bits: 21.0 E():  6.6 
Smith-Waterman score: 54; 25.0% identity (55.0% similar) in 60 aa overlap (11-70:48-105) 
 
                                   10        20        30        40 
2MEPSP                     GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
               50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
       ::. ..   ::   ::: :  . : :  :.           
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD   
          80        90       100       110      
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 86.0  bits: 21.5 E():  8.2 
Smith-Waterman score: 55; 36.4% identity (57.6% similar) in 33 aa overlap (43-75:26-58) 
 
             20        30        40        50        60        70   
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :.:. :: :  ...::  :   :: . : . 
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
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             80                                                     
2MEPSP SIPYVEMT                                                     
         :                                                          
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.6  bits: 22.4 E():  9.9 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (9-29:383-405) 
 
                                     10          20        30       
2MEPSP                       GDLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
         40        50        60        70        80     
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT     
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 84.5  bits: 21.6 E():   10 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (2-47:106-145) 
 
                                            10        20        30  
2MEPSP                              GDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
              40        50        60        70        80            
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT            
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 84.4  bits: 20.8 E():   10 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (13-71:26-98) 
 
                            10        20            30              
2MEPSP              GDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGG--------LPG 
                                :::  .    :     : :.: ::        ::  
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
          40        50          60        70        80              
2MEPSP GKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMT              
       :.   : .. .. ..  :: . . .  ::. .:.:...                       
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
gi|166 HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
              130       140       150     
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 84.1  bits: 22.4 E():   11 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (40-75:247-289) 
 
      10        20        30        40        50          60        
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
             70        80                                           
2MEPSP VEIEIIDKLISIPYVEMT                                           
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
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        280       290       300       310       320       330       
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.0  bits: 20.8 E():   11 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (16-37:66-88) 
 
                              10        20        30         40     
2MEPSP                GDLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
           50        60        70        80                         
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT                         
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.0  bits: 20.4 E():   11 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (2-18:98-114) 
 
                                            10        20        30  
2MEPSP                              GDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
              40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 83.9  bits: 20.8 E():   11 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (13-71:40-112) 
 
                                 10        20            30         
2MEPSP                   GDLVVGLKQLGADVDCFLGTDCP----PVRVNGIGG------ 
                                     :::  .    :     : :.: ::       
gi|133 NILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
      10        20        30        40        50        60          
 
               40        50          60        70        80         
2MEPSP --LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMT         
         :: :.   : .. .. ..  :: . . .  ::. .:.:...                  
gi|133 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
      70        80        90       100       110       120          
 
gi|133 TTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
     130       140       150       160         
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.4  bits: 20.4 E():   12 
Smith-Waterman score: 52; 18.8% identity (56.2% similar) in 48 aa overlap (28-75:66-113) 
 
                  10        20        30        40        50        
2MEPSP    GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
        60        70        80                     
2MEPSP LALGDVEIEIIDKLISIPYVEMT                     
         . :. :.... . . :                          
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  59  Z-score: 82.9  bits: 23.3 E():   12 
Smith-Waterman score: 59; 33.3% identity (60.6% similar) in 33 aa overlap (1-33:947-974) 
 
                                             10        20        30 
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2MEPSP                               GDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :.  :.:.:     .:  ::  ::: ...  
gi|119 PNNPPGSPLTIPETECMKSQVAMATCQKKFGSECVALQQ-----ECVAGTGAPPVTIGAR 
        920       930       940       950            960       970  
 
               40        50        60        70        80           
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT           
       :..                                                          
gi|119 GAFMLATALRSCIFNGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQLSPP 
             980       990      1000      1010      1020      1030  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.9  bits: 20.1 E():   12 
Smith-Waterman score: 51; 26.7% identity (50.0% similar) in 60 aa overlap (11-70:48-105) 
 
                                   10        20        30        40 
2MEPSP                     GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  .: .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG--AGGAAA 
        20        30        40        50        60          70      
 
               50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
       ::. ..   ::   ::: :  . : :  :.           
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD   
          80        90       100       110      
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 82.3  bits: 21.3 E():   13 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (12-53:25-65) 
 
                            10        20        30        40        
2MEPSP              GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
        50        60        70        80                            
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMT                            
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.6  bits: 21.4 E():   15 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (4-36:174-206) 
 
                                          10        20        30    
2MEPSP                            GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
             40        50        60        70        80             
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT             
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 81.4  bits: 21.4 E():   15 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (37-69:105-139) 
 
         10        20        30        40        50         60      
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
           70        80                                             
2MEPSP -EIIDKLISIPYVEMT                                             
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        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 81.4  bits: 21.0 E():   15 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (5-40:134-164) 
 
                                         10        20        30     
2MEPSP                           GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
           40        50        60        70        80               
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT               
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 81.1  bits: 22.2 E():   15 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (40-75:378-420) 
 
      10        20        30        40        50          60        
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
             70        80                                           
2MEPSP VEIEIIDKLISIPYVEMT                                           
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.0  bits: 20.2 E():   16 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (16-34:42-62) 
 
                              10        20          30        40    
2MEPSP                GDLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
            50        60        70        80                        
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT                        
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.0  bits: 21.8 E():   16 
Smith-Waterman score: 55; 52.9% identity (76.5% similar) in 17 aa overlap (2-18:465-481) 
 
                                            10        20        30  
2MEPSP                              GDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  ::. :.::: :.              
gi|424 SPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIELIKKLFGLSH   
          440       450       460       470       480       490     
 
              40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 80.5  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (2-18:202-218) 
 
                                            10        20        30  
2MEPSP                              GDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
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                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
              40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.4  bits: 20.6 E():   17 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (2-18:205-221) 
 
                                            10        20        30  
2MEPSP                              GDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
              40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 80.0  bits: 21.1 E():   18 
Smith-Waterman score: 62; 31.6% identity (51.9% similar) in 79 aa overlap (15-74:79-155) 
 
                               10         20        30              
2MEPSP                 GDLVVGLKQLGADVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
        40             50               60        70        80      
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISIPYVEMT      
        .:. .     .. :  :..: ..       :: :::::.. ::  :.:            
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.9  bits: 21.5 E():   18 
Smith-Waterman score: 54; 33.3% identity (70.0% similar) in 30 aa overlap (2-31:270-299) 
 
                                            10        20        30  
2MEPSP                              GDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :. .:   .:. . : 
gi|223 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIRVDQGTLRTLSSG 
     240       250       260       270       280       290          
 
              40        50        60        70        80            
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT            
                                                                    
gi|223 QRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEALPEFA 
     300       310       320       330       340       350          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 79.3  bits: 21.5 E():   19 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (2-19:295-313) 
 
                                             10        20        30 
2MEPSP                              GDLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
               40        50        60        70        80           
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT           
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
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>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.0  bits: 21.1 E():   20 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (25-42:167-184) 
 
                     10        20        30        40        50     
2MEPSP       GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
           60        70        80                                   
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMT                                   
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 49; 37.0% identity (51.9% similar) in 27 aa overlap (1-23:12-38) 
 
                          10            20        30        40      
2MEPSP            GDLVVGLKQLGA----DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                  :.:. : .:::.    :  :     ::                       
gi|144 IIFPGTLWCGNGNLANGTNQLGSWKETDSCCRTHDMCPDLIEAHGSKHGLTNAADYTRLS 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT                          
                                                                    
gi|144 CECDEEFRRCLHNSGDTVSAGFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDF 
               70        80        90       100       110       120 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.3  bits: 20.8 E():   22 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (23-57:175-211) 
 
                       10        20        30        40        50   
2MEPSP         GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
               60        70        80                               
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMT                               
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 19.6 E():   23 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (29-36:119-126) 
 
                 10        20        30        40        50         
2MEPSP   GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
       60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMT 
                              
gi|144 EEVD                   
      150                     
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 77.8  bits: 19.2 E():   23 
Smith-Waterman score: 48; 41.4% identity (62.1% similar) in 29 aa overlap (7-35:77-97) 
 
                                       10        20        30       
2MEPSP                         GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     ::::.:.:        : : .:. ..:::  
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gi|671 GAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASV--------PGVNANNAAALPGK 
         50        60        70        80                90         
 
         40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                                    
gi|671 CGVNVPYKISPSTNCATVK                          
      100       110                                 
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (24-70:133-176) 
 
                      10        20        30        40        50    
2MEPSP        GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
            60        70        80                                  
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMT                                  
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (24-70:133-176) 
 
                      10        20        30        40        50    
2MEPSP        GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
            60        70        80                                  
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMT                                  
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.0  bits: 18.5 E():   29 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (12-35:46-71) 
 
                                  10          20        30          
2MEPSP                    GDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|328 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
      40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                                 
gi|328 HIPYKISASTNCATVK                          
          80        90                           
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.0  bits: 18.5 E():   30 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (12-35:47-72) 
 
                                  10          20        30          
2MEPSP                    GDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|837 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
         20        30        40        50        60        70       
 
      40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                                 
gi|837 SIPYKISASTNCATVK                          
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         80        90                            
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 18.6 E():   34 
Smith-Waterman score: 46; 46.7% identity (73.3% similar) in 15 aa overlap (1-15:93-107) 
 
                                             10        20        30 
2MEPSP                               GDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::  .:. ..:: ::                
gi|131 LKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDKWGAKG          
             70        80        90       100       110             
 
               40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.7  bits: 18.6 E():   35 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (14-35:35-60) 
 
                                10            20        30          
2MEPSP                  GDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
      40        50        60        70        80           
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT           
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.7  bits: 18.6 E():   35 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (14-35:35-60) 
 
                                10            20        30          
2MEPSP                  GDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
      40        50        60        70        80           
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT           
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.7  bits: 18.6 E():   35 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (14-35:35-60) 
 
                                10            20        30          
2MEPSP                  GDLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
      40        50        60        70        80           
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT           
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (41-68:7-34) 
 
               20        30        40        50        60        70 
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
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                                       10        20        30       
 
               80                                                   
2MEPSP LISIPYVEMT                                                   
                                                                    
gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (41-68:7-34) 
 
               20        30        40        50        60        70 
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
               80                                                   
2MEPSP LISIPYVEMT                                                   
                                                                    
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 19.4 E():   35 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (31-70:162-201) 
 
               10        20        30        40        50        60 
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
               70        80 
2MEPSP GDVEIEIIDKLISIPYVEMT 
       : .  : . :           
gi|116 GKAFYEAVAKAHQ        
             200            
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.6  bits: 18.6 E():   35 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (12-35:72-97) 
 
                                  10          20        30          
2MEPSP                    GDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|547 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
              50        60        70        80        90       100  
 
      40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                                 
gi|547 SIPYKISASTNCATVK                          
             110                                 
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (4-30:13-38) 
 
                        10        20        30        40        50  
2MEPSP          GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                   ..:. . . . .:  : : :   :::.                      
gi|309 MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMY 
               10         20        30        40        50          
 
              60        70        80                                
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMT                                
                                                                    
gi|309 CGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPN 
      60        70        80        90       100       110          
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>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (1-42:235-275) 
 
                                             10        20        30 
2MEPSP                               GDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
          210       220       230       240        250       260    
 
               40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
       :.   :  : .:                                       
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR                      
           270       280       290                        
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 18.6 E():   38 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (17-26:48-57) 
 
                             10        20        30        40       
2MEPSP               GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
         50        60        70        80                  
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT                  
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 17.8 E():   38 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (16-25:38-47) 
 
                              10        20        30        40      
2MEPSP                GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
          50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                           
gi|114 CNKNCT                              
        70                                 
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.9  bits: 19.4 E():   38 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (35-70:117-149) 
 
           10        20        30        40        50        60     
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
           70        80                                             
2MEPSP IEIIDKLISIPYVEMT                                             
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.3  bits: 19.5 E():   42 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (35-70:144-176) 
 
           10        20        30        40        50        60     
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
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                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
           70        80                                             
2MEPSP IEIIDKLISIPYVEMT                                             
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.3  bits: 19.5 E():   42 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (35-70:144-176) 
 
           10        20        30        40        50        60     
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
           70        80                                             
2MEPSP IEIIDKLISIPYVEMT                                             
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.2  bits: 19.9 E():   42 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (24-60:244-280) 
 
                      10        20         30        40        50   
2MEPSP        GDLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
              60        70        80                                
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMT                                
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.0  bits: 19.1 E():   43 
Smith-Waterman score: 47; 29.2% identity (54.2% similar) in 48 aa overlap (2-48:81-123) 
 
                                            10        20         30 
2MEPSP                              GDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|482 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCRDVAKYQV 
               60        70        80        90        100          
 
               40        50        60        70        80           
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT           
       :     .: :.:: ...:                                           
gi|482 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (23-62:136-175) 
 
                       10        20        30        40        50   
2MEPSP         GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
             60        70        80                                 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMT                                 
         ::     :                                                   
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gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (23-62:137-176) 
 
                       10        20        30        40        50   
2MEPSP         GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
             60        70        80                                 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMT                                 
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 27 aa overlap (7-33:124-146) 
 
                                       10        20        30       
2MEPSP                         GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     .:...:..  : ..: :     ::::.    
gi|236 HMLVGMYKELGAPAKGQPMDEVFPGCRRGDMKRVAASLPAFCNVDIPI----GIGGVCYW 
           100       110       120       130       140              
 
         40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                                    
gi|236 LSYPMNPATGH                                  
     150       160                                  
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (23-62:140-179) 
 
                       10        20        30        40        50   
2MEPSP         GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
             60        70        80                                 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMT                                 
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.7  bits: 19.9 E():   45 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (36-60:221-245) 
 
          10        20        30        40        50        60      
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
          70        80                                              
2MEPSP EIIDKLISIPYVEMT                                              
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (23-62:151-190) 
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                       10        20        30        40        50   
2MEPSP         GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
             60        70        80                                 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMT                                 
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.4  bits: 20.0 E():   47 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (1-42:336-376) 
 
                                             10        20        30 
2MEPSP                               GDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|238 PSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
         310       320       330       340        350       360     
 
               40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
       :.   :  : .:                                       
gi|238 GAYLIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY           
          370       380       390       400               
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (23-75:79-126) 
 
                       10        20        30        40        50   
2MEPSP         GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
             60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMT 
       ..  :.. :. .. ....: . :      
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF 
          110        120       130  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.3  bits: 20.0 E():   47 
Smith-Waterman score: 49; 31.0% identity (59.5% similar) in 42 aa overlap (1-42:339-379) 
 
                                             10        20        30 
2MEPSP                               GDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :  ...::  :...: . ::.    .: :. 
gi|581 PSVCTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGL 
      310       320       330       340        350       360        
 
               40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
       :.   :  : .:                                       
gi|581 GAYLIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK      
       370       380       390       400       410        
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.4  bits: 18.8 E():   53 
Smith-Waterman score: 46; 29.2% identity (54.2% similar) in 48 aa overlap (2-48:81-123) 
 
                                            10        20         30 
2MEPSP                              GDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|549 FRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCRDVAKYPV 
               60        70        80        90        100          
 
               40        50        60        70        80           
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2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT           
       :     .: :.:: ...:                                           
gi|549 GQ----NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.4  bits: 18.8 E():   53 
Smith-Waterman score: 46; 29.2% identity (54.2% similar) in 48 aa overlap (2-48:81-123) 
 
                                            10        20         30 
2MEPSP                              GDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|740 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCRDVAKYPV 
               60        70        80        90        100          
 
               40        50        60        70        80           
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT           
       :     .: :.:: ...:                                           
gi|740 GQ----NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|14423735|sp|Q9U6V9.1|HUGA_POLAN RecName: Full=Hyalu  (367 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.3  bits: 19.6 E():   54 
Smith-Waterman score: 48; 29.0% identity (61.3% similar) in 31 aa overlap (1-31:107-133) 
 
                                             10        20        30 
2MEPSP                               GDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     :.... :.:.. :.: .     :    .:: 
gi|144 SIYYDPGKFPALMPLKNGNYEERNGGVPQRGNITIHLQQFNEDLDKMT----PDKNFGGI 
         80        90       100       110       120           130   
 
               40        50        60        70        80           
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT           
       :                                                            
gi|144 GVIDFERWKPIFRQNWGNTEIHKKYSIELVRKEHPKWSESMIEAEATKKFEKYARYFMEE 
            140       150       160       170       180       190   
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.1  bits: 17.6 E():   55 
Smith-Waterman score: 43; 34.6% identity (61.5% similar) in 26 aa overlap (12-35:46-71) 
 
                                  10          20        30          
2MEPSP                    GDLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :. . : :  :. ..:::     
gi|929 YVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
      40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                                 
gi|929 NVPYKISASTNCATVK                          
          80        90                           
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (23-56:146-179) 
 
                       10        20        30        40        50   
2MEPSP         GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
             60        70        80                                 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMT                                 
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 17.2 E():   60 
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Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (42-63:54-75) 
 
              20        30        40        50        60        70  
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
              80 
2MEPSP ISIPYVEMT 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 17.2 E():   60 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (42-63:54-75) 
 
              20        30        40        50        60        70  
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
              80 
2MEPSP ISIPYVEMT 
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 70.3  bits: 21.3 E():   61 
Smith-Waterman score: 54; 30.6% identity (53.1% similar) in 49 aa overlap (19-60:45-93) 
 
                           10        20          30             40  
2MEPSP             GDLVVGLKQLGADVDCFLGTDCPPVRV--NGIGGLPG-----GKVKLS 
                                     :   :: :   .:: : ::     :   :. 
gi|278 VTSCLATCQSLQEATARKGPSGDRGPRGERGPPGPPGRDGDDGIPGPPGPPGPPGPPGLG 
           20        30        40        50        60        70     
 
              50        60        70        80                      
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT                      
       :....:. .     .:..:                                          
gi|278 GNFAAQFDAKGGGPGPMGLMGPRGPPGASGAPGPQGFQGPPGEPGEPGQTGPAGARGPPG 
           80        90       100       110       120       130     
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 70.3  bits: 19.7 E():   61 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (32-71:393-434) 
 
              10        20        30        40        50            
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
      60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMT 
       :::  .   :..          
gi|601 LGDKAVYAGDNFRTAINL    
            430       440    
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.9 E():   65 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (2-18:60-76) 
 
                                            10        20        30  
2MEPSP                              GDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|225 SLDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTREA 
      30        40        50        60        70        80          
 
              40        50        60        70        80            
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT            
                                                                    
gi|225 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
      90       100       110       120       130       140          
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>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.6  bits: 18.5 E():   66 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 48 aa overlap (2-48:86-128) 
 
                                            10        20         30 
2MEPSP                              GDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|115 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYQV 
          60        70        80        90        100       110     
 
               40        50        60        70        80           
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT           
       :     .: :.:: ...:                                           
gi|115 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWANT 
              120       130       140       150       160       170 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (32-51:271-290) 
 
              10        20        30        40        50        60  
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
              70        80                                          
2MEPSP DVEIEIIDKLISIPYVEMT                                          
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.3  bits: 19.3 E():   69 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (22-31:339-348) 
 
                        10        20        30        40        50  
2MEPSP          GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
 
              60        70        80 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     
gi|513 SDPPVPLNMACHKTESLRTLASV       
      370       380       390        
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.2  bits: 18.5 E():   70 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 48 aa overlap (2-48:104-146) 
 
                                            10        20         30 
2MEPSP                              GDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|162 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYQV 
            80        90       100       110        120       130   
 
               40        50        60        70        80           
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT           
       :     .: :.:: ...:                                           
gi|162 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWANT 
                140       150       160       170       180         
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.2  bits: 18.5 E():   70 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 48 aa overlap (2-48:104-146) 
 
                                            10        20         30 
2MEPSP                              GDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
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                                     : .. . :. :. .:  : : :  :    . 
gi|856 FRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYQV 
            80        90       100       110        120       130   
 
               40        50        60        70        80           
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT           
       :     .: :.:: ...:                                           
gi|856 GQ----NVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWANT 
                140       150       160       170       180         
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (32-71:393-434) 
 
              10        20        30        40        50            
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
      60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMT 
       ::: ..   :..          
gi|467 LGDKRLYAGDNFRTAINL    
            430       440    
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (60-74:83-97) 
 
      30        40        50        60        70        80          
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT          
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (60-74:83-97) 
 
      30        40        50        60        70        80          
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT          
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 17.3 E():   76 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (11-43:48-83) 
 
                                   10          20         30        
2MEPSP                     GDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
        40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
       .  .:.                                      
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD            
        80        90       100                     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 17.3 E():   76 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (11-43:48-83) 
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                                   10          20         30        
2MEPSP                     GDLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
        40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
       .  .:.                                      
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD            
        80        90       100                     
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.3 E():   77 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (32-40:36-44) 
 
              10        20        30        40        50        60  
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
              70        80                           
2MEPSP DVEIEIIDKLISIPYVEMT                           
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.8 E():   78 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (11-47:49-85) 
 
                                   10        20        30        40 
2MEPSP                     GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
               50        60        70        80                     
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT                     
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.3  bits: 17.8 E():   78 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (4-23:84-104) 
 
                                           10        20        30   
2MEPSP                            GDLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
             40        50        60        70        80 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                                        
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM           
           120       130       140       150            
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (14-35:35-60) 
 
                                10          20          30          
2MEPSP                  GDLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
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      40        50        60        70        80           
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT           
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 44; 27.1% identity (54.2% similar) in 48 aa overlap (2-48:81-123) 
 
                                            10        20         30 
2MEPSP                              GDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  .    . 
gi|549 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDIAKYQV 
               60        70        80        90        100          
 
               40        50        60        70        80           
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT           
       :     .: :.:: ...:                                           
gi|549 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 44; 29.2% identity (54.2% similar) in 48 aa overlap (2-48:81-123) 
 
                                            10        20         30 
2MEPSP                              GDLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|549 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYPV 
               60        70        80        90        100          
 
               40        50        60        70        80           
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT           
       :     .: :.:: ...:                                           
gi|549 GQ----NVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (23-35:48-60) 
 
                       10        20        30        40        50   
2MEPSP         GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
             60        70        80            
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMT            
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (27-48:45-65) 
 
                   10        20        30        40        50       
2MEPSP     GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
         60        70        80                                     
2MEPSP PLALGDVEIEIIDKLISIPYVEMT                                     
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
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 initn:  41 init1:  41 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (41-71:108-139) 
 
               20        30        40        50        60           
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
      70        80              
2MEPSP KLISIPYVEMT              
       ..                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (24-73:115-164) 
 
                      10        20        30        40        50    
2MEPSP        GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
            60        70        80                                  
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMT                                  
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.8  bits: 17.4 E():   83 
Smith-Waterman score: 42; 26.7% identity (66.7% similar) in 45 aa overlap (35-79:21-61) 
 
           10        20        30        40        50        60     
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :... : :.. ... : : . :  . :..  
gi|217           MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAA 
                         10        20         30         40         
 
           70        80                                             
2MEPSP IEIIDKLISIPYVEMT                                             
       :  ..:: ..:. :.                                              
gi|217 I--VEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNA 
         50        60        70        80        90       100       
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (2-18:181-197) 
 
                                            10        20        30  
2MEPSP                              GDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
              40        50        60        70        80            
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT            
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 46; 41.2% identity (82.4% similar) in 17 aa overlap (2-18:369-385) 
 
                                            10        20        30  
2MEPSP                              GDLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :.              
gi|284 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSLFGLP    
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      340       350       360       370       380       390         
 
              40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.4  bits: 19.9 E():   87 
Smith-Waterman score: 48; 30.6% identity (50.0% similar) in 36 aa overlap (1-36:69-104) 
 
                                             10        20        30 
2MEPSP                               GDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::. :   .  ..   .::     : :::  
gi|219 KGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKIVYVNGT 
       40        50        60        70        80        90         
 
               40        50        60        70        80           
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT           
        .. ::                                                       
gi|219 DSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKSGDKINFVGYGQSTTKGDLYNEA 
      100       110       120       130       140       150         
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.4  bits: 19.9 E():   87 
Smith-Waterman score: 48; 30.6% identity (50.0% similar) in 36 aa overlap (1-36:69-104) 
 
                                             10        20        30 
2MEPSP                               GDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::. :   .  ..   .::     : :::  
gi|238 KGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGT 
       40        50        60        70        80        90         
 
               40        50        60        70        80           
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT           
        .. ::                                                       
gi|238 DSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVGYGQSTTKGDLYNEA 
      100       110       120       130       140       150         
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.4  bits: 19.9 E():   87 
Smith-Waterman score: 48; 30.6% identity (50.0% similar) in 36 aa overlap (1-36:69-104) 
 
                                             10        20        30 
2MEPSP                               GDLVVGLKQLGADVDCFLGTDCPPVRVNGI 
                                     ::. :   .  ..   .::     : :::  
gi|238 KGELAVFHVSKYNFDKKDRPSGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGT 
       40        50        60        70        80        90         
 
               40        50        60        70        80           
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT           
        .. ::                                                       
gi|238 DSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAKAGDKINFVGYGQSTTKGDLYNEA 
      100       110       120       130       140       150         
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.4  bits: 14.5 E():   87 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (21-34:5-18) 
 
               10        20        30        40        50        60 
2MEPSP GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                           :: :   . :  ::                           
gi|244                 IGNEDCTPWMSTLITPLP                           
                               10                                   
 
               70        80 
2MEPSP GDVEIEIIDKLISIPYVEMT 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (35-58:30-54) 
 
           10        20        30        40         50        60    
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2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDV 
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
            70        80                                            
2MEPSP EIEIIDKLISIPYVEMT                                            
                                                                    
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.0  bits: 19.1 E():   91 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (32-62:391-423) 
 
              10        20        30        40        50            
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
      60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMT 
       :::                   
gi|144 LGDNAVYAGNNFRTAVNL    
              430            
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.3 E():   95 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (23-62:124-163) 
 
                       10        20        30        40        50   
2MEPSP         GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
             60        70        80                                 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMT                                 
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 18.7 E():   95 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (35-73:309-349) 
 
           10        20        30        40         50          60  
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
              70        80 
2MEPSP DVEIEIIDKLISIPYVEMT 
        .. :.: :..:        
gi|752 GANAEVI-KMVSET      
      340        350       
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.7 E():   96 
Smith-Waterman score: 45; 50.0% identity (78.6% similar) in 14 aa overlap (3-16:10-23) 
 
                      10        20        30        40        50    
2MEPSP        GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                : .:.:.: : .::                                      
gi|274 MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLGATLLDVIQSGVEN 
               10        20        30        40        50        60 
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.7 E():   96 
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Smith-Waterman score: 45; 50.0% identity (78.6% similar) in 14 aa overlap (3-16:10-23) 
 
                      10        20        30        40        50    
2MEPSP        GDLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                : .:.:.: : .::                                      
gi|115 MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGATLLDVIQSGVEN 
               10        20        30        40        50        60 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.1 E():   97 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (4-35:58-95) 
 
                                          10              20        
2MEPSP                            GDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
        30        40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
       :. .::::                                              
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK                          
        90       100       110                               
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.1 E():   97 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (4-35:58-95) 
 
                                          10              20        
2MEPSP                            GDLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
        30        40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
       :. .::::                                              
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK                          
        90       100       110                               
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.4  bits: 17.1 E():   99 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (38-59:7-24) 
 
        10        20        30        40        50        60        
2MEPSP KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     .:::: .    :  ...:::.:         
gi|209                         MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQ 
                                       10            20        30   
 
        70        80                                                
2MEPSP IDKLISIPYVEMT                                                
                                                                    
gi|209 VASSVGSCIGYLRGTVPTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPG 
             40        50        60        70        80        90   
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.4  bits: 19.1 E():   99 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (40-74:1-35) 
 
      10        20        30        40        50        60          
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|142                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
      70        80                                                  
2MEPSP KLISIPYVEMT                                                  
        : :.                                                        
gi|142 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
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>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.4  bits: 19.1 E():   99 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (40-74:1-35) 
 
      10        20        30        40        50        60          
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|796                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
      70        80                                                  
2MEPSP KLISIPYVEMT                                                  
        : :.                                                        
gi|796 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:39 2011 done: Tue Apr 19 10:57:39 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 136  - 215 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30    14     2:*=== 
  32    11     8:=*= 
  34    21    22:=====* 
  36    29    44:========  * 
  38    55    73:==============    * 
  40    69   102:==================       * 
  42    81   125:=====================          * 
  44   129   138:================================= * 
  46   148   140:==================================*== 
  48   230   134:=================================*======================== 
  50   133   122:==============================*=== 
  52   124   108:==========================*==== 
  54    77    92:====================  * 
  56    82    77:===================*= 
  58    42    63:===========    * 
  60    63    51:============*=== 
  62    28    41:=======   * 
  64    32    33:========* 
  66    21    26:======* 
  68    23    20:====*= 
  70     9    16:===* 
  72    10    12:==* 
  74    14    10:==*= 
  76     5     8:=* 
  78     5     6:=* 
  80     6     5:=* 
  82     7     3:*= 
  84     6     3:*= 
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  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     5     1:*= 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.35530.00301; mu= 14.8785 0.156 
 mean_var=36.8441 9.257, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.211296 
 Kolmogorov-Smirnov  statistic: 0.0688 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.7    0.27 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 23.9     2.2 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.2     2.4 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.7     2.6 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   58 22.6     4.7 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.2     4.7 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.2     4.8 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.2     4.8 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.2       5 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.5       6 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   54 21.1     6.1 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.1     7.1 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.6     8.8 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   55 21.7     9.1 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 22.6     9.4 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   53 20.9     9.5 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.9     9.9 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   52 20.5      10 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   53 20.9      10 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   51 20.2      12 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.5      12 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.5      13 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.5      14 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.1      14 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.4      14 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   55 22.0      14 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.3      15 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   52 20.8      15 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   52 20.8      15 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.2      16 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   54 21.6      16 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   54 21.7      17 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.3      18 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   56 22.6      20 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.9      20 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.7      22 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   48 19.3      22 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.2      26 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.2      26 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   46 18.5      28 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   46 18.5      29 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 19.9      32 
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gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 19.9      32 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.5      33 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 19.9      33 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.6      33 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.6      33 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.6      33 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   46 18.6      34 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.5      36 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.7      36 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.8      37 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.6      39 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.6      39 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 20.0      39 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   47 19.2      40 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.6      41 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.6      41 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.6      41 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.1      42 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   46 18.8      42 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.6      42 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.4      45 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   46 18.9      50 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   46 18.9      50 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.3      51 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   43 17.6      53 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.8      56 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.3      59 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.3      59 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   46 19.0      61 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   45 18.6      62 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.4      63 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.5      64 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   46 19.0      64 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   45 18.6      66 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   45 18.6      66 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.5      69 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.8      73 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.8      73 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.4      74 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.4      74 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.4      74 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.8      75 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.8      75 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   44 18.3      75 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   44 18.3      75 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.4      76 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.4      77 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.9      78 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 17.9      79 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   46 19.2      79 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   46 19.2      79 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.3      79 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 19.2      80 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   42 17.4      81 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   46 19.2      81 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.2      85 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.5      88 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 18.8      89 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.5      90 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.4      90 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   45 18.8      90 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   45 18.8      90 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   40 16.7      91 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.2      92 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.2      92 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.0      93 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.1      94 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.1      94 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.1      96 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   44 18.4      99 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.0      99 
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>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 112.6  bits: 25.7 E(): 0.27 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (8-49:48-93) 
 
                                      10           20        30     
2MEPSP                        DLVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
            40        50        60        70        80 
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
         ... : ...: : :                                
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS  
        80        90       100       110       120     
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 96.2  bits: 23.9 E():  2.2 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (11-52:25-65) 
 
                             10        20        30        40       
2MEPSP               DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
         50        60        70        80                           
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL                           
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 95.5  bits: 22.2 E():  2.4 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (8-28:24-46) 
 
                               10          20        30        40   
2MEPSP                 DLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
             50        60        70        80    
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL    
                                                 
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 95.1  bits: 22.7 E():  2.6 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (15-35:66-87) 
 
                               10        20        30         40    
2MEPSP                 DLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
            50        60        70        80                
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL                
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 90.5  bits: 22.6 E():  4.7 
Smith-Waterman score: 58; 31.8% identity (61.4% similar) in 44 aa overlap (34-76:8-47) 
 
            10        20        30        40         50        60   
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDV 
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                                     ::. : .:.. . . .   : :. .:  :: 
gi|111                        MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV 
                                      10        20        30        
 
             70        80                                           
2MEPSP EIEIIDKLISIPYVEMTL                                           
        .:..   .: :::                                               
gi|111 -VEVV---VSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVI 
         40           50        60        70        80        90    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 90.4  bits: 22.2 E():  4.7 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (4-59:27-92) 
 
                                      10            20              
2MEPSP                        DLVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
         30        40         50        60        70        80      
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL      
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.3  bits: 22.2 E():  4.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (48-63:9-24) 
 
        20        30        40        50        60        70        
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
        80                                                          
2MEPSP MTL                                                          
                                                                    
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.3  bits: 22.2 E():  4.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (48-63:9-24) 
 
        20        30        40        50        60        70        
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
        80                                                          
2MEPSP MTL                                                          
                                                                    
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.0  bits: 22.2 E():    5 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (42-80:26-64) 
 
              20        30        40        50        60        70  
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :.:. :: :  ...::  :   :: . : . 
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
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              80                                                    
2MEPSP SIPYVEMTL                                                    
         :   . :                                                    
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 88.5  bits: 21.5 E():    6 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (15-35:66-87) 
 
                               10        20        30         40    
2MEPSP                 DLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
            50        60        70        80                
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL                
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 88.3  bits: 21.1 E():  6.1 
Smith-Waterman score: 54; 25.0% identity (55.0% similar) in 60 aa overlap (10-69:48-105) 
 
                                    10        20        30          
2MEPSP                      DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
      40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
       ::. ..   ::   ::: :  . : :  :.            
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD    
          80        90       100       110       
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 87.2  bits: 21.1 E():  7.1 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (27-80:66-119) 
 
                   10        20        30        40        50       
2MEPSP     DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
         60        70        80                    
2MEPSP LALGDVEIEIIDKLISIPYVEMTL                    
         . :. :.... . . : .  .:                    
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 85.5  bits: 22.6 E():  8.8 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (8-28:383-405) 
 
                                      10          20        30      
2MEPSP                        DLVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
          40        50        60        70        80    
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL    
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
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 initn:  50 init1:  50 opt:  55  Z-score: 85.2  bits: 21.7 E():  9.1 
Smith-Waterman score: 55; 23.9% identity (60.9% similar) in 46 aa overlap (1-46:106-145) 
 
                                             10        20        30 
2MEPSP                               DLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     : :: .   .  :.:....       ...: 
gi|462 LIYNISDKKLKNYDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVG 
          80        90       100       110       120                
 
               40        50        60        70        80           
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL           
        . :::. . :.:...                                             
gi|462 KVTGGKTCMYGGITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIK 
     130       140       150       160       170       180          
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 85.0  bits: 22.6 E():  9.4 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (39-74:247-289) 
 
       10        20        30        40        50          60       
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
              70        80                                          
2MEPSP VEIEIIDKLISIPYVEMTL                                          
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 85.0  bits: 20.9 E():  9.5 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (12-70:26-98) 
 
                             10        20            30             
2MEPSP               DLVVGLKQLGADVDCFLGTDCP----PVRVNGIGG--------LPG 
                                :::  .    :     : :.: ::        ::  
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
           40          50        60        70        80             
2MEPSP GKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTL             
       :.   : .. .. ..  :: . . .  ::. .:.:...                       
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
gi|166 HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
              130       140       150     
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.6  bits: 20.9 E():  9.9 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (15-36:66-88) 
 
                               10        20        30         40    
2MEPSP                 DLVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
            50        60        70        80                        
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL                        
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.5  bits: 20.5 E():   10 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (1-17:98-114) 
 
                                             10        20        30 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4486

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP                               DLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|301 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
        70        80        90       100       110       120        
 
               40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 84.5  bits: 20.9 E():   10 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (12-70:40-112) 
 
                                  10        20            30        
2MEPSP                    DLVVGLKQLGADVDCFLGTDCP----PVRVNGIGG------ 
                                     :::  .    :     : :.: ::       
gi|133 NILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
      10        20        30        40        50        60          
 
                40          50        60        70        80        
2MEPSP --LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTL        
         :: :.   : .. .. ..  :: . . .  ::. .:.:...                  
gi|133 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
      70        80        90       100       110       120          
 
gi|133 TTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
     130       140       150       160         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 83.4  bits: 20.2 E():   12 
Smith-Waterman score: 51; 26.7% identity (50.0% similar) in 60 aa overlap (10-69:48-105) 
 
                                    10        20        30          
2MEPSP                      DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  .: .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG--AGGAAA 
        20        30        40        50        60          70      
 
      40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
       ::. ..   ::   ::: :  . : :  :.            
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD    
          80        90       100       110       
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 83.0  bits: 21.5 E():   12 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (11-52:25-65) 
 
                             10        20        30        40       
2MEPSP               DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
         50        60        70        80                           
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL                           
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 82.3  bits: 21.5 E():   13 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (3-35:174-206) 
 
                                           10        20        30   
2MEPSP                             DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
              40        50        60        70        80            
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL            
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        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 82.1  bits: 21.5 E():   14 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (36-68:105-139) 
 
          10        20        30        40        50         60     
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
            70        80                                            
2MEPSP -EIIDKLISIPYVEMTL                                            
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 82.0  bits: 21.1 E():   14 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (4-39:134-164) 
 
                                          10        20        30    
2MEPSP                            DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
            40        50        60        70        80              
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL              
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 82.0  bits: 22.4 E():   14 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (39-74:378-420) 
 
       10        20        30        40        50          60       
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
              70        80                                          
2MEPSP VEIEIIDKLISIPYVEMTL                                          
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 55; 52.9% identity (76.5% similar) in 17 aa overlap (1-17:465-481) 
 
                                             10        20        30 
2MEPSP                               DLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  ::. :.::: :.              
gi|424 SPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIELIKKLFGLSH   
          440       450       460       470       480       490     
 
               40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.6  bits: 20.3 E():   15 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (15-33:42-62) 
 
                               10        20          30        40   
2MEPSP                 DLVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
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                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
             50        60        70        80                       
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL                       
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  86 init1:  52 opt:  52  Z-score: 81.1  bits: 20.8 E():   15 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (1-17:202-218) 
 
                                             10        20        30 
2MEPSP                               DLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|289 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
             180       190       200       210       220            
 
               40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.1  bits: 20.8 E():   15 
Smith-Waterman score: 52; 47.1% identity (82.4% similar) in 17 aa overlap (1-17:205-221) 
 
                                             10        20        30 
2MEPSP                               DLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::. .:.. :.::: :.              
gi|424 SPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP    
          180       190       200       210       220       230     
 
               40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 80.7  bits: 21.2 E():   16 
Smith-Waterman score: 62; 31.6% identity (51.9% similar) in 79 aa overlap (14-73:79-155) 
 
                                10         20              30       
2MEPSP                  DLVVGLKQLGADVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
         40             50               60        70        80     
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISIPYVEMTL     
        .:. .     .. :  :..: ..       :: :::::.. ::  :.:            
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.7  bits: 21.6 E():   16 
Smith-Waterman score: 54; 33.3% identity (70.0% similar) in 30 aa overlap (1-30:270-299) 
 
                                             10        20        30 
2MEPSP                               DLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :. .:   .:. . : 
gi|223 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIRVDQGTLRTLSSG 
     240       250       260       270       280       290          
 
               40        50        60        70        80           
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL           
                                                                    
gi|223 QRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEALPEFA 
     300       310       320       330       340       350          
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>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 80.1  bits: 21.7 E():   17 
Smith-Waterman score: 54; 47.4% identity (68.4% similar) in 19 aa overlap (1-18:295-313) 
 
                                              10        20          
2MEPSP                               DLVVG-LKQLGADVDCFLGTDCPPVRVNGI 
                                     :: ::   .:: ...:: :            
gi|505 GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFML 
          270       280       290       300       310       320     
 
      30        40        50        60        70        80          
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL          
                                                                    
gi|505 AWNYGVPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRW 
          330       340       350       360       370       380     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.7  bits: 21.3 E():   18 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (24-41:167-184) 
 
                      10        20        30        40        50    
2MEPSP        DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
            60        70        80                                  
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTL                                  
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.1  bits: 22.6 E():   20 
Smith-Waterman score: 56; 36.8% identity (68.4% similar) in 19 aa overlap (14-32:956-974) 
 
                                10        20        30        40    
2MEPSP                  DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                     .:  ::  ::: ... :..            
gi|119 TIPETECMKSQVAMATCQKKFGSECVALQQECVAGTGAPPVTIGARGAFMLATALRSCIF 
         930       940       950       960       970       980      
 
            50        60        70        80                        
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL                        
                                                                    
gi|119 NGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQLSPPMAVCVASQDLMTRC 
         990      1000      1010      1020      1030      1040      
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.0  bits: 20.9 E():   20 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (22-56:175-211) 
 
                        10        20        30        40        50  
2MEPSP          DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
                60        70        80                              
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMTL                              
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (28-35:119-126) 
 
                  10        20        30        40        50        
2MEPSP    DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
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gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTL 
                               
gi|144 EEVD                    
      150                      
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 78.2  bits: 19.3 E():   22 
Smith-Waterman score: 48; 41.4% identity (62.1% similar) in 29 aa overlap (6-34:77-97) 
 
                                        10        20        30      
2MEPSP                          DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     ::::.:.:        : : .:. ..:::  
gi|671 GAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASV--------PGVNANNAAALPGK 
         50        60        70        80                90         
 
          40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
                                                     
gi|671 CGVNVPYKISPSTNCATVK                           
      100       110                                  
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 77.1  bits: 20.2 E():   26 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (23-69:133-176) 
 
                       10        20        30        40        50   
2MEPSP         DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
             60        70        80                                 
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTL                                 
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 77.1  bits: 20.2 E():   26 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (23-69:133-176) 
 
                       10        20        30        40        50   
2MEPSP         DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
             60        70        80                                 
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTL                                 
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.3  bits: 18.5 E():   28 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (11-34:46-71) 
 
                                   10          20        30         
2MEPSP                     DLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|328 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
       40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
                                                  
gi|328 HIPYKISASTNCATVK                           
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          80        90                            
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.3  bits: 18.5 E():   29 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (11-34:47-72) 
 
                                   10          20        30         
2MEPSP                     DLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|837 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
         20        30        40        50        60        70       
 
       40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
                                                  
gi|837 SIPYKISASTNCATVK                           
         80        90                             
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (40-67:7-34) 
 
      10        20        30        40        50        60          
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
      70        80                                                  
2MEPSP LISIPYVEMTL                                                  
                                                                    
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (40-67:7-34) 
 
      10        20        30        40        50        60          
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
      70        80                                                  
2MEPSP LISIPYVEMTL                                                  
                                                                    
gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.2  bits: 19.5 E():   33 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (30-69:162-201) 
 
                10        20        30        40        50          
2MEPSP  DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
      60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTL 
       : .  : . :            
gi|116 GKAFYEAVAKAHQ         
             200             
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 75.1  bits: 19.9 E():   33 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (3-29:13-38) 
 
                         10        20        30        40        50 
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2MEPSP           DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                   ..:. . . . .:  : : :   :::.                      
gi|309 MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMY 
               10         20        30        40        50          
 
               60        70        80                               
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTL                               
                                                                    
gi|309 CGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPN 
      60        70        80        90       100       110          
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.0  bits: 18.6 E():   33 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (13-34:35-60) 
 
                                 10            20        30         
2MEPSP                   DLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       40        50        60        70        80          
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL          
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.0  bits: 18.6 E():   33 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (13-34:35-60) 
 
                                 10            20        30         
2MEPSP                   DLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       40        50        60        70        80          
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL          
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.0  bits: 18.6 E():   33 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (13-34:35-60) 
 
                                 10            20        30         
2MEPSP                   DLVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       40        50        60        70        80          
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL          
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.9  bits: 18.6 E():   34 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (11-34:72-97) 
 
                                   10          20        30         
2MEPSP                     DLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|547 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
              50        60        70        80        90       100  
 
       40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
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gi|547 SIPYKISASTNCATVK                           
             110                                  
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.5  bits: 19.5 E():   36 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (34-69:117-149) 
 
            10        20        30        40        50        60    
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
            70        80                                            
2MEPSP IEIIDKLISIPYVEMTL                                            
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (16-25:48-57) 
 
                              10        20        30        40      
2MEPSP                DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
          50        60        70        80                 
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL                 
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.3  bits: 17.8 E():   37 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (15-24:38-47) 
 
                               10        20        30        40     
2MEPSP                 DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
           50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
                                            
gi|114 CNKNCT                               
        70                                  
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.8  bits: 19.6 E():   39 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (34-69:144-176) 
 
            10        20        30        40        50        60    
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
            70        80                                            
2MEPSP IEIIDKLISIPYVEMTL                                            
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.8  bits: 19.6 E():   39 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (34-69:144-176) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4494

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
            10        20        30        40        50        60    
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
            70        80                                            
2MEPSP IEIIDKLISIPYVEMTL                                            
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.8  bits: 20.0 E():   39 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (23-59:244-280) 
 
                       10        20         30        40        50  
2MEPSP         DLVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
               60        70        80                               
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTL                               
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.5  bits: 19.2 E():   40 
Smith-Waterman score: 47; 29.2% identity (54.2% similar) in 48 aa overlap (1-47:81-123) 
 
                                             10        20           
2MEPSP                               DLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|482 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCRDVAKYQV 
               60        70        80        90        100          
 
      30        40        50        60        70        80          
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL          
       :     .: :.:: ...:                                           
gi|482 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (22-61:136-175) 
 
                        10        20        30        40        50  
2MEPSP          DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
              60        70        80                                
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTL                                
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (22-61:137-176) 
 
                        10        20        30        40        50  
2MEPSP          DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
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              60        70        80                                
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTL                                
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (22-61:140-179) 
 
                        10        20        30        40        50  
2MEPSP          DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
              60        70        80                                
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTL                                
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 20.1 E():   42 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (35-59:221-245) 
 
           10        20        30        40        50        60     
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
           70        80                                             
2MEPSP EIIDKLISIPYVEMTL                                             
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 27 aa overlap (6-32:124-146) 
 
                                        10        20        30      
2MEPSP                          DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     .:...:..  : ..: :     ::::.    
gi|236 HMLVGMYKELGAPAKGQPMDEVFPGCRRGDMKRVAASLPAFCNVDIPI----GIGGVCYW 
           100       110       120       130       140              
 
          40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
                                                     
gi|236 LSYPMNPATGH                                   
     150       160                                   
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.1  bits: 19.6 E():   42 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (22-61:151-190) 
 
                        10        20        30        40        50  
2MEPSP          DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
              60        70        80                                
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTL                                
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
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 initn:  41 init1:  41 opt:  45  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (22-74:79-126) 
 
                        10        20        30        40        50  
2MEPSP          DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
              60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTL 
       ..  :.. :. .. ....: . :       
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF  
          110        120       130   
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.9  bits: 18.9 E():   50 
Smith-Waterman score: 46; 29.2% identity (54.2% similar) in 48 aa overlap (1-47:81-123) 
 
                                             10        20           
2MEPSP                               DLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|549 FRQKIARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCRDVAKYPV 
               60        70        80        90        100          
 
      30        40        50        60        70        80          
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL          
       :     .: :.:: ...:                                           
gi|549 GQ----NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.9  bits: 18.9 E():   50 
Smith-Waterman score: 46; 29.2% identity (54.2% similar) in 48 aa overlap (1-47:81-123) 
 
                                             10        20           
2MEPSP                               DLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|740 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCRDVAKYPV 
               60        70        80        90        100          
 
      30        40        50        60        70        80          
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL          
       :     .: :.:: ...:                                           
gi|740 GQ----NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.6  bits: 19.3 E():   51 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (22-55:146-179) 
 
                        10        20        30        40        50  
2MEPSP          DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
              60        70        80                                
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTL                                
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.4  bits: 17.6 E():   53 
Smith-Waterman score: 43; 34.6% identity (61.5% similar) in 26 aa overlap (11-34:46-71) 
 
                                   10          20        30         
2MEPSP                     DLVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :. . : :  :. ..:::     
gi|929 YVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGVNPNNAAALPGKCGV 
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          20        30        40        50        60        70      
 
       40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
                                                  
gi|929 NVPYKISASTNCATVK                           
          80        90                            
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 70.9  bits: 19.8 E():   56 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (31-70:393-434) 
 
               10        20        30        40        50           
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
       60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTL 
       :::  .   :..           
gi|601 LGDKAVYAGDNFRTAINL     
            430       440     
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 17.3 E():   59 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (41-62:54-75) 
 
               20        30        40        50        60        70 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
               80 
2MEPSP ISIPYVEMTL 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 17.3 E():   59 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (41-62:54-75) 
 
               20        30        40        50        60        70 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
               80 
2MEPSP ISIPYVEMTL 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (1-17:60-76) 
 
                                             10        20        30 
2MEPSP                               DLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|225 SLDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTREA 
      30        40        50        60        70        80          
 
               40        50        60        70        80           
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL           
                                                                    
gi|225 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
      90       100       110       120       130       140          
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 70.1  bits: 18.6 E():   62 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 48 aa overlap (1-47:86-128) 
 
                                             10        20           
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2MEPSP                               DLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|115 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYQV 
          60        70        80        90        100       110     
 
      30        40        50        60        70        80          
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL          
       :     .: :.:: ...:                                           
gi|115 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWANT 
              120       130       140       150       160       170 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.4 E():   63 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (31-50:271-290) 
 
               10        20        30        40        50        60 
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
               70        80                                         
2MEPSP DVEIEIIDKLISIPYVEMTL                                         
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.5 E():   64 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (21-30:339-348) 
 
                         10        20        30        40        50 
2MEPSP           DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
 
               60        70        80 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTL 
                                      
gi|513 SDPPVPLNMACHKTESLRTLASV        
      370       380       390         
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 46; 30.8% identity (61.5% similar) in 39 aa overlap (3-41:238-275) 
 
                                           10        20        30   
2MEPSP                             DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ...::  :...: . ::.    .: :.:.  
gi|238 CTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGLGAY 
       210       220       230       240        250       260       
 
             40        50        60        70        80 
2MEPSP PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
         :  : .:                                        
gi|238 LIGLGKQGGPGLCDTIKEMANEAIQR                       
        270       280       290                         
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.6  bits: 18.6 E():   66 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 48 aa overlap (1-47:104-146) 
 
                                             10        20           
2MEPSP                               DLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|856 FRQKVARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYQV 
            80        90       100       110        120       130   
 
      30        40        50        60        70        80          
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL          
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       :     .: :.:: ...:                                           
gi|856 GQ----NVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWANT 
                140       150       160       170       180         
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.6  bits: 18.6 E():   66 
Smith-Waterman score: 45; 29.2% identity (54.2% similar) in 48 aa overlap (1-47:104-146) 
 
                                             10        20           
2MEPSP                               DLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|162 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYQV 
            80        90       100       110        120       130   
 
      30        40        50        60        70        80          
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL          
       :     .: :.:: ...:                                           
gi|162 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWANT 
                140       150       160       170       180         
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 69.3  bits: 19.5 E():   69 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (31-70:393-434) 
 
               10        20        30        40        50           
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
       60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTL 
       ::: ..   :..           
gi|467 LGDKRLYAGDNFRTAINL     
            430       440     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.8 E():   73 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (59-73:83-97) 
 
       30        40        50        60        70        80         
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL         
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.8 E():   73 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (59-73:83-97) 
 
       30        40        50        60        70        80         
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL         
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (10-42:48-83) 
 
                                    10          20         30       
2MEPSP                      DLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
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         40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
       .  .:.                                       
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD             
        80        90       100                      
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (10-42:48-83) 
 
                                    10          20         30       
2MEPSP                      DLVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
         40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
       .  .:.                                       
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD             
        80        90       100                      
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (31-39:36-44) 
 
               10        20        30        40        50        60 
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
               70        80                          
2MEPSP DVEIEIIDKLISIPYVEMTL                          
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (3-22:84-104) 
 
                                            10        20        30  
2MEPSP                             DLVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
              40        50        60        70        80 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
                                                         
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM            
           120       130       140       150             
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (10-46:49-85) 
 
                                    10        20        30          
2MEPSP                      DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
      40        50        60        70        80                    
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL                    
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
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>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 44; 29.2% identity (54.2% similar) in 48 aa overlap (1-47:81-123) 
 
                                             10        20           
2MEPSP                               DLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  :    . 
gi|549 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDVAKYPV 
               60        70        80        90        100          
 
      30        40        50        60        70        80          
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL          
       :     .: :.:: ...:                                           
gi|549 GQ----NVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 44; 27.1% identity (54.2% similar) in 48 aa overlap (1-47:81-123) 
 
                                             10        20           
2MEPSP                               DLVVGLKQLGADVDCFLGTD-CPPVRVNGI 
                                     : .. . :. :. .:  : : :  .    . 
gi|549 FRQKIARGLETRGNPGPQPPAKNMKNLVWNDELAYVAQVWAN-QCQYGHDTCRDIAKYQV 
               60        70        80        90        100          
 
      30        40        50        60        70        80          
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL          
       :     .: :.:: ...:                                           
gi|549 GQ----NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANT 
     110           120       130       140       150       160      
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (13-34:35-60) 
 
                                 10          20          30         
2MEPSP                   DLVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       40        50        60        70        80          
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL          
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (22-34:48-60) 
 
                        10        20        30        40        50  
2MEPSP          DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
              60        70        80           
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTL           
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (26-47:45-65) 
 
                    10        20        30        40        50      
2MEPSP      DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
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gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
          60        70        80                                    
2MEPSP PLALGDVEIEIIDKLISIPYVEMTL                                    
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (40-70:108-139) 
 
      10        20        30        40        50        60          
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
       70        80             
2MEPSP KLISIPYVEMTL             
       ..                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.2  bits: 19.2 E():   79 
Smith-Waterman score: 46; 41.2% identity (82.4% similar) in 17 aa overlap (1-17:369-385) 
 
                                             10        20        30 
2MEPSP                               DLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     .:. .:.. :.::: :.              
gi|284 SPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSLFGLP    
      340       350       360       370       380       390         
 
               40        50        60        70        80 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 19.2 E():   79 
Smith-Waterman score: 46; 41.2% identity (76.5% similar) in 17 aa overlap (1-17:181-197) 
 
                                             10        20        30 
2MEPSP                               DLVVGLKQLGADVDCFLGTDCPPVRVNGIG 
                                     ::.  :.. :.::: ..              
gi|258 SPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGVDVDHYIELIRALFGLTRAA 
              160       170       180       190       200       210 
 
               40        50        60        70        80           
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL           
                                                                    
gi|258 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIINTIEALPEFAN 
              220       230       240       250       260       270 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.2  bits: 18.3 E():   79 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (23-72:115-164) 
 
                       10        20        30        40        50   
2MEPSP         DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
             60        70        80                                 
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTL                                 
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
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 initn:  44 init1:  44 opt:  46  Z-score: 68.1  bits: 19.2 E():   80 
Smith-Waterman score: 46; 30.8% identity (61.5% similar) in 39 aa overlap (3-41:339-376) 
 
                                           10        20        30   
2MEPSP                             DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ...::  :...: . ::.    .: :.:.  
gi|238 CTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGLGAY 
      310       320       330       340        350       360        
 
             40        50        60        70        80 
2MEPSP PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
         :  : .:                                        
gi|238 LIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY            
       370       380       390       400                
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.0  bits: 17.4 E():   81 
Smith-Waterman score: 42; 26.7% identity (66.7% similar) in 45 aa overlap (34-78:21-61) 
 
            10        20        30        40        50        60    
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :... : :.. ... : : . :  . :..  
gi|217           MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAA 
                         10        20         30         40         
 
            70        80                                            
2MEPSP IEIIDKLISIPYVEMTL                                            
       :  ..:: ..:. :.                                              
gi|217 I--VEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNA 
         50        60        70        80        90       100       
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.0  bits: 19.2 E():   81 
Smith-Waterman score: 46; 30.8% identity (61.5% similar) in 39 aa overlap (3-41:342-379) 
 
                                           10        20        30   
2MEPSP                             DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ...::  :...: . ::.    .: :.:.  
gi|581 CTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGLGAY 
             320       330       340        350       360       370 
 
             40        50        60        70        80 
2MEPSP PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
         :  : .:                                        
gi|581 LIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK       
              380       390       400       410         
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.7  bits: 19.2 E():   85 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (31-61:391-423) 
 
               10        20        30        40        50           
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
       60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTL 
       :::                    
gi|144 LGDNAVYAGNNFRTAVNL     
              430             
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.4  bits: 17.5 E():   88 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (34-57:30-54) 
 
            10        20        30         40        50        60   
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDV 
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
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                10        20        30        40        50          
 
             70        80                                           
2MEPSP EIEIIDKLISIPYVEMTL                                           
                                                                    
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.2  bits: 18.8 E():   89 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (34-72:309-349) 
 
            10        20        30        40         50          60 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
               70        80 
2MEPSP DVEIEIIDKLISIPYVEMTL 
        .. :.: :..:         
gi|752 GANAEVI-KMVSET       
      340        350        
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.2  bits: 14.5 E():   90 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (20-33:5-18) 
 
               10        20        30        40        50        60 
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                          :: :   . :  ::                            
gi|244                IGNEDCTPWMSTLITPLP                            
                              10                                    
 
               70        80 
2MEPSP DVEIEIIDKLISIPYVEMTL 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (22-61:124-163) 
 
                        10        20        30        40        50  
2MEPSP          DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
              60        70        80                                
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTL                                
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.1  bits: 18.8 E():   90 
Smith-Waterman score: 45; 50.0% identity (78.6% similar) in 14 aa overlap (2-15:10-23) 
 
                       10        20        30        40        50   
2MEPSP         DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                : .:.:.: : .::                                      
gi|115 MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGATLLDVIQSGVEN 
               10        20        30        40        50        60 
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.1  bits: 18.8 E():   90 
Smith-Waterman score: 45; 50.0% identity (78.6% similar) in 14 aa overlap (2-15:10-23) 
 
                       10        20        30        40        50   
2MEPSP         DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                : .:.:.: : .::                                      
gi|274 MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLGATLLDVIQSGVEN 
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               10        20        30        40        50        60 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.1  bits: 16.7 E():   91 
Smith-Waterman score: 40; 26.8% identity (56.1% similar) in 41 aa overlap (40-80:6-44) 
 
      10        20        30        40        50        60          
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     :. .. :.:  :.  ::. :  :  ..  : 
gi|453                          RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQL--K 
                                        10        20        30      
 
      70        80                                      
2MEPSP LISIPYVEMTL                                      
        .. : . . :                                      
gi|453 PVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
            40        50        60        70        80  
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (39-73:1-35) 
 
       10        20        30        40        50        60         
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|796                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
       70        80                                                 
2MEPSP KLISIPYVEMTL                                                 
        : :.                                                        
gi|796 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (39-73:1-35) 
 
       10        20        30        40        50        60         
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|142                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
       70        80                                                 
2MEPSP KLISIPYVEMTL                                                 
        : :.                                                        
gi|142 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 66.9  bits: 21.0 E():   93 
Smith-Waterman score: 50; 28.8% identity (55.8% similar) in 52 aa overlap (12-60:58-99) 
 
                                  10        20         30           
2MEPSP                    DLVVGLKQLGADVDCFLGTDCPPV-RVNGIG--GLPGGKVK 
                                     :..  . .::  : :.....  :.:.:    
gi|203 NPKAQSTYVYSLDAKTVLTPRDSQKVTIKGDAEVAFVSDCEAVLRLQNVAIDGVPNGA-- 
        30        40        50        60        70        80        
 
       40        50        60        70        80                   
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL                   
                :.: : : :.:.:                                       
gi|203 --------ELAAELAAKPFAFGYFNGRILGVCPADDDQDWSLNVKKAIVSSLQALSDGNV 
                  90       100       110       120       130        
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (3-34:58-95) 
 
                                           10              20       
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2MEPSP                             DLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
         30        40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
       :. .::::                                               
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK                           
        90       100       110                                
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (3-34:58-95) 
 
                                           10              20       
2MEPSP                             DLVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
         30        40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
       :. .::::                                               
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK                           
        90       100       110                                
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.6  bits: 17.1 E():   96 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (37-58:7-24) 
 
         10        20        30        40        50        60       
2MEPSP KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     .:::: .    :  ...:::.:         
gi|209                         MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQ 
                                       10            20        30   
 
         70        80                                               
2MEPSP IDKLISIPYVEMTL                                               
                                                                    
gi|209 VASSVGSCIGYLRGTVPTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPG 
             40        50        60        70        80        90   
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.4  bits: 18.4 E():   99 
Smith-Waterman score: 44; 31.2% identity (46.9% similar) in 32 aa overlap (6-31:270-301) 
 
                                        10        20                
2MEPSP                          DLVVGLKQLGADVDCFLGTDCPPVRV------NGI 
                                     :: : .  . ..  ::  . :       :: 
gi|170 ILRPLFQLAQGLGIIQPQQPAQLEGIRSLVLKTLPTMCNVYVPPDCSTINVPYANIDAGI 
     240       250       260       270       280       290          
 
      30        40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
       ::                                                  
gi|170 GGQ                                                 
     300                                                   
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.0 E():   99 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (31-40:43-52) 
 
               10        20        30        40        50        60 
2MEPSP DLVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
               70        80                                         
2MEPSP DVEIEIIDKLISIPYVEMTL                                         
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gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:39 2011 done: Tue Apr 19 10:57:39 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 137  - 216 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     0     0: 
  28     2     0:= 
  30    15     2:*=== 
  32    11     8:=*= 
  34    20    22:=====* 
  36    29    44:========  * 
  38    54    73:==============    * 
  40    71   102:==================       * 
  42    89   125:=======================        * 
  44   126   138:================================  * 
  46   145   140:==================================*== 
  48   227   134:=================================*======================= 
  50   129   122:==============================*== 
  52   119   108:==========================*=== 
  54    77    92:====================  * 
  56    82    77:===================*= 
  58    46    63:============   * 
  60    64    51:============*=== 
  62    25    41:=======   * 
  64    41    33:========*== 
  66    23    26:======* 
  68    26    20:====*== 
  70     7    16:== * 
  72     5    12:==* 
  74    13    10:==*= 
  76     8     8:=* 
  78     5     6:=* 
  80     5     5:=* 
  82     6     3:*= 
  84     4     3:* 
  86     2     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     5     1:*= 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     3     1:*         :*== 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
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 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.40310.00299; mu= 14.6000 0.155 
 mean_var=35.4984 8.901, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.215263 
 Kolmogorov-Smirnov  statistic: 0.0641 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 25.9    0.23 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 24.1       2 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.4     2.2 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.9     2.3 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.3     4.2 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   58 22.8     4.2 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.4     4.3 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.4     4.3 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.4     4.5 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.6     5.4 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   54 21.2     5.5 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.3     6.4 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.7     8.1 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   53 21.0     8.6 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 22.7     8.7 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 21.0       9 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   53 21.1     9.2 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   51 20.3      11 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.6      11 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.6      12 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.6      13 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.2      13 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.5      13 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.4      13 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.3      15 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   52 20.9      16 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.4      17 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   56 22.7      19 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.0      19 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.8      20 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   48 19.4      21 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   52 21.1      23 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.3      24 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.3      24 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   46 18.6      26 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   46 18.7      26 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.0      30 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.0      30 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.6      31 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 20.0      31 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.7      31 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.7      31 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.7      31 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   46 18.7      31 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.8      34 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.6      34 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.9      34 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.7      37 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.7      37 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 20.1      37 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.7      39 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.7      39 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.7      39 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.1      39 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   46 18.9      39 
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gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.7      40 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.5      41 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.5      42 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.4      49 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   43 17.7      50 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   44 18.1      50 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.9      54 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.3      55 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.3      55 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.5      60 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.5      61 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   46 19.1      61 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.6      66 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.9      69 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.9      69 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.5      70 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.5      70 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.5      70 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.9      71 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.9      71 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 19.6      72 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   44 18.3      72 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.5      72 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.5      73 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.9      74 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 17.9      75 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.4      75 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 19.2      77 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   44 18.4      78 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   46 19.2      78 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   44 18.4      78 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.3      81 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.6      83 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.6      84 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 18.9      86 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   40 16.7      86 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.4      86 
gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen  ( 356)   45 18.9      86 
gi|115492980|gb|ABI98020.1| arginine kinase [Litop ( 356)   45 18.9      86 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   43 18.0      88 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   43 18.0      88 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   44 18.5      88 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.3      89 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.3      89 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.3      89 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.2      89 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.2      89 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.0      91 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.2      92 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.1      95 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   44 18.5      95 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.2      98 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 17.7      98 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 113.8  bits: 25.9 E(): 0.23 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (7-48:48-93) 
 
                                       10           20        30    
2MEPSP                         LVVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
             40        50        60        70        80 
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
         ... : ...: : :                                 
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS   
        80        90       100       110       120      
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
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 initn:  45 init1:  45 opt:  62  Z-score: 97.1  bits: 24.1 E():    2 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (10-51:25-65) 
 
                              10        20        30        40      
2MEPSP                LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
          50        60        70        80                          
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR                          
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 96.5  bits: 22.4 E():  2.2 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (7-27:24-46) 
 
                                10          20        30        40  
2MEPSP                  LVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
              50        60        70        80   
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR   
                                                 
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 96.0  bits: 22.9 E():  2.3 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (14-34:66-87) 
 
                                10        20         30        40   
2MEPSP                  LVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
             50        60        70        80               
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR               
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 91.3  bits: 22.3 E():  4.2 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (3-58:27-92) 
 
                                       10              20           
2MEPSP                         LVVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
          30        40         50        60        70        80     
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR     
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 91.2  bits: 22.8 E():  4.2 
Smith-Waterman score: 58; 31.8% identity (61.4% similar) in 44 aa overlap (33-75:8-47) 
 
             10        20        30        40         50        60  
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2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDV 
                                     ::. : .:.. . . .   : :. .:  :: 
gi|111                        MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV 
                                      10        20        30        
 
              70        80                                          
2MEPSP EIEIIDKLISIPYVEMTLR                                          
        .:..   .: :::                                               
gi|111 -VEVV---VSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVI 
         40           50        60        70        80        90    
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.1  bits: 22.4 E():  4.3 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (47-62:9-24) 
 
         20        30        40        50        60        70       
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
         80                                                         
2MEPSP MTLR                                                         
                                                                    
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.1  bits: 22.4 E():  4.3 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (47-62:9-24) 
 
         20        30        40        50        60        70       
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
         80                                                         
2MEPSP MTLR                                                         
                                                                    
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.8  bits: 22.4 E():  4.5 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (41-79:26-64) 
 
               20        30        40        50        60        70 
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :.:. :: :  ...::  :   :: . : . 
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
 
               80                                                   
2MEPSP SIPYVEMTLR                                                   
         :   . :                                                    
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 89.3  bits: 21.6 E():  5.4 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (14-34:66-87) 
 
                                10        20         30        40   
2MEPSP                  LVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
             50        60        70        80               
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR               
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gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 89.1  bits: 21.2 E():  5.5 
Smith-Waterman score: 54; 25.0% identity (55.0% similar) in 60 aa overlap (9-68:48-105) 
 
                                     10        20        30         
2MEPSP                       LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
       40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
       ::. ..   ::   ::: :  . : :  :.             
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD     
          80        90       100       110        
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.0  bits: 21.3 E():  6.4 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (26-79:66-119) 
 
                    10        20        30        40        50      
2MEPSP      LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
          60        70        80                   
2MEPSP LALGDVEIEIIDKLISIPYVEMTLR                   
         . :. :.... . . : .  .:                    
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 86.1  bits: 22.7 E():  8.1 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (7-27:383-405) 
 
                                       10          20        30     
2MEPSP                         LVVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
           40        50        60        70        80   
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR   
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 85.7  bits: 21.0 E():  8.6 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (11-69:26-98) 
 
                              10        20            30            
2MEPSP                LVVGLKQLGADVDCFLGTDCP----PVRVNGIGG--------LPG 
                                :::  .    :     : :.: ::        ::  
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
            40          50        60        70        80            
2MEPSP GKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLR            
       :.   : .. .. ..  :: . . .  ::. .:.:...                       
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
gi|166 HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
              130       140       150     
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>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 85.6  bits: 22.7 E():  8.7 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (38-73:247-289) 
 
        10        20        30        40        50               60 
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
               70        80                                         
2MEPSP VEIEIIDKLISIPYVEMTLR                                         
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 85.3  bits: 21.0 E():    9 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (14-35:66-88) 
 
                                10        20         30        40   
2MEPSP                  LVVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
             50        60        70        80                       
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR                       
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 85.2  bits: 21.1 E():  9.2 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (11-69:40-112) 
 
                                   10        20            30       
2MEPSP                     LVVGLKQLGADVDCFLGTDCP----PVRVNGIGG------ 
                                     :::  .    :     : :.: ::       
gi|133 NILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
      10        20        30        40        50        60          
 
                 40          50        60        70        80       
2MEPSP --LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLR       
         :: :.   : .. .. ..  :: . . .  ::. .:.:...                  
gi|133 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
      70        80        90       100       110       120          
 
gi|133 TTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
     130       140       150       160         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 84.1  bits: 20.3 E():   11 
Smith-Waterman score: 51; 26.7% identity (50.0% similar) in 60 aa overlap (9-68:48-105) 
 
                                     10        20        30         
2MEPSP                       LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  .: .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG--AGGAAA 
        20        30        40        50        60          70      
 
       40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
       ::. ..   ::   ::: :  . : :  :.             
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD     
          80        90       100       110        
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 83.6  bits: 21.6 E():   11 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (10-51:25-65) 
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                              10        20        30        40      
2MEPSP                LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
          50        60        70        80                          
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR                          
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 82.9  bits: 21.6 E():   12 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (2-34:174-206) 
 
                                            10        20        30  
2MEPSP                              LVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
               40        50        60        70        80           
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR           
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 82.8  bits: 21.6 E():   13 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (35-67:105-139) 
 
           10        20        30        40        50         60    
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
             70        80                                           
2MEPSP -EIIDKLISIPYVEMTLR                                           
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 82.7  bits: 21.2 E():   13 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (3-38:134-164) 
 
                                           10        20        30   
2MEPSP                             LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
             40        50        60        70        80             
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR             
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 82.6  bits: 22.5 E():   13 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (38-73:378-420) 
 
        10        20        30        40        50               60 
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
               70        80                                         
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2MEPSP VEIEIIDKLISIPYVEMTLR                                         
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 82.2  bits: 20.4 E():   13 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (14-32:42-62) 
 
                                10        20          30        40  
2MEPSP                  LVVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
              50        60        70        80                      
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR                      
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 81.3  bits: 21.3 E():   15 
Smith-Waterman score: 62; 31.6% identity (51.9% similar) in 79 aa overlap (13-72:79-155) 
 
                                 10         20              30      
2MEPSP                   LVVGLKQLGADVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
          40             50               60        70        80    
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISIPYVEMTLR    
        .:. .     .. :  :..: ..       :: :::::.. ::  :.:            
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 80.9  bits: 20.9 E():   16 
Smith-Waterman score: 52; 23.5% identity (67.6% similar) in 34 aa overlap (12-45:118-145) 
 
                                  10        20        30        40  
2MEPSP                    LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :.:....       ...: . :::. . :. 
gi|462 YDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVGKVTGGKTCMYGG 
        90       100       110       120             130       140  
 
              50        60        70        80                      
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR                      
       :...                                                         
gi|462 ITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLY 
             150       160       170       180       190       200  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 80.3  bits: 21.4 E():   17 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (23-40:167-184) 
 
                       10        20        30        40        50   
2MEPSP         LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
             60        70        80                                 
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLR                                 
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
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>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.5  bits: 22.7 E():   19 
Smith-Waterman score: 56; 36.8% identity (68.4% similar) in 19 aa overlap (13-31:956-974) 
 
                                 10        20        30        40   
2MEPSP                   LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                     .:  ::  ::: ... :..            
gi|119 TIPETECMKSQVAMATCQKKFGSECVALQQECVAGTGAPPVTIGARGAFMLATALRSCIF 
         930       940       950       960       970       980      
 
             50        60        70        80                       
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR                       
                                                                    
gi|119 NGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQLSPPMAVCVASQDLMTRC 
         990      1000      1010      1020      1030      1040      
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.5  bits: 21.0 E():   19 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (21-55:175-211) 
 
                         10        20        30        40        50 
2MEPSP           LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
                 60        70        80                             
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMTLR                             
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (27-34:119-126) 
 
                   10        20        30        40        50       
2MEPSP     LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
         60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLR 
                                
gi|144 EEVD                     
      150                       
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 78.9  bits: 19.4 E():   21 
Smith-Waterman score: 48; 41.4% identity (62.1% similar) in 29 aa overlap (5-33:77-97) 
 
                                         10        20        30     
2MEPSP                           LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     ::::.:.:        : : .:. ..:::  
gi|671 GAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASV--------PGVNANNAAALPGK 
         50        60        70        80                90         
 
           40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                                      
gi|671 CGVNVPYKISPSTNCATVK                            
      100       110                                   
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.9  bits: 21.1 E():   23 
Smith-Waterman score: 52; 34.5% identity (69.0% similar) in 29 aa overlap (1-29:271-299) 
 
                                             10        20        30 
2MEPSP                               LVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
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                                     :. .:.. :.::: :. .:   .:. . :  
gi|223 PDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIRVDQGTLRTLSSGQ 
              250       260       270       280       290       300 
 
               40        50        60        70        80           
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR           
                                                                    
gi|223 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEALPEFAN 
              310       320       330       340       350       360 
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 77.7  bits: 20.3 E():   24 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (22-68:133-176) 
 
                        10        20        30        40        50  
2MEPSP          LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
              60        70        80                                
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLR                                
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 77.7  bits: 20.3 E():   24 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (22-68:133-176) 
 
                        10        20        30        40        50  
2MEPSP          LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
              60        70        80                                
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLR                                
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.9  bits: 18.6 E():   26 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (10-33:46-71) 
 
                                    10          20        30        
2MEPSP                      LVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|328 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                                   
gi|328 HIPYKISASTNCATVK                            
          80        90                             
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.9  bits: 18.7 E():   26 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (10-33:47-72) 
 
                                    10          20        30        
2MEPSP                      LVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|837 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
         20        30        40        50        60        70       
 
        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
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gi|837 SIPYKISASTNCATVK                            
         80        90                              
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (39-66:7-34) 
 
       10        20        30        40        50        60         
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
       70        80                                                 
2MEPSP LISIPYVEMTLR                                                 
                                                                    
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (39-66:7-34) 
 
       10        20        30        40        50        60         
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
       70        80                                                 
2MEPSP LISIPYVEMTLR                                                 
                                                                    
gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.7  bits: 19.6 E():   31 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (29-68:162-201) 
 
                 10        20        30        40        50         
2MEPSP   LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
       60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLR 
       : .  : . :             
gi|116 GKAFYEAVAKAHQ          
             200              
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (2-28:13-38) 
 
                          10        20        30        40          
2MEPSP            LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                   ..:. . . . .:  : : :   :::.                      
gi|309 MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMY 
               10         20        30        40        50          
 
      50        60        70        80                              
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLR                              
                                                                    
gi|309 CGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPN 
      60        70        80        90       100       110          
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (12-33:35-60) 
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                                  10            20        30        
2MEPSP                    LVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        40        50        60        70        80         
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR         
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (12-33:35-60) 
 
                                  10            20        30        
2MEPSP                    LVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        40        50        60        70        80         
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR         
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (12-33:35-60) 
 
                                  10            20        30        
2MEPSP                    LVVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        40        50        60        70        80         
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR         
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.5  bits: 18.7 E():   31 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (10-33:72-97) 
 
                                    10          20        30        
2MEPSP                      LVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|547 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
              50        60        70        80        90       100  
 
        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                                   
gi|547 SIPYKISASTNCATVK                            
             110                                   
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 18.8 E():   34 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (15-24:48-57) 
 
                               10        20        30        40     
2MEPSP                 LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
           50        60        70        80                

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4520

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR                
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.9  bits: 19.6 E():   34 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (33-68:117-149) 
 
             10        20        30        40        50        60   
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
             70        80                                           
2MEPSP IEIIDKLISIPYVEMTLR                                           
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.8  bits: 17.9 E():   34 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (14-23:38-47) 
 
                                10        20        30        40    
2MEPSP                  LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
            50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                             
gi|114 CNKNCT                                
        70                                   
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (33-68:144-176) 
 
             10        20        30        40        50        60   
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
             70        80                                           
2MEPSP IEIIDKLISIPYVEMTLR                                           
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (33-68:144-176) 
 
             10        20        30        40        50        60   
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
             70        80                                           
2MEPSP IEIIDKLISIPYVEMTLR                                           
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.3  bits: 20.1 E():   37 
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Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (22-58:244-280) 
 
                        10        20         30        40        50 
2MEPSP          LVVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
                60        70        80                              
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTLR                              
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 19.7 E():   39 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (21-60:136-175) 
 
                         10        20        30        40        50 
2MEPSP           LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
               60        70        80                               
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLR                               
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 19.7 E():   39 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (21-60:137-176) 
 
                         10        20        30        40        50 
2MEPSP           LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
               60        70        80                               
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLR                               
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 19.7 E():   39 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (21-60:140-179) 
 
                         10        20        30        40        50 
2MEPSP           LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
               60        70        80                               
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLR                               
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 20.1 E():   39 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (34-58:221-245) 
 
            10        20        30        40        50        60    
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
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            70        80                                            
2MEPSP EIIDKLISIPYVEMTLR                                            
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.7  bits: 18.9 E():   39 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 27 aa overlap (5-31:124-146) 
 
                                         10        20        30     
2MEPSP                           LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     .:...:..  : ..: :     ::::.    
gi|236 HMLVGMYKELGAPAKGQPMDEVFPGCRRGDMKRVAASLPAFCNVDIPI----GIGGVCYW 
           100       110       120       130       140              
 
           40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                                      
gi|236 LSYPMNPATGH                                    
     150       160                                    
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.6  bits: 19.7 E():   40 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (21-60:151-190) 
 
                         10        20        30        40        50 
2MEPSP           LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
               60        70        80                               
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLR                               
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.5  bits: 18.5 E():   41 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (33-80:21-64) 
 
             10        20        30        40        50        60   
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :... : :.. ... : : . :  . :..  
gi|217           MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAA 
                         10        20         30         40         
 
             70        80                                           
2MEPSP IEIIDKLISIPYVEMTLR                                           
       :  ..:: ..:. :.  :                                           
gi|217 I--VEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNA 
         50        60        70        80        90       100       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (21-73:79-126) 
 
                         10        20        30        40        50 
2MEPSP           LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
               60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLR 
       ..  :.. :. .. ....: . :        
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF   
          110        120       130    
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>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.1  bits: 19.4 E():   49 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (21-54:146-179) 
 
                         10        20        30        40        50 
2MEPSP           LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
               60        70        80                               
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLR                               
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.9  bits: 17.7 E():   50 
Smith-Waterman score: 43; 34.6% identity (61.5% similar) in 26 aa overlap (10-33:46-71) 
 
                                    10          20        30        
2MEPSP                      LVVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :. . : :  :. ..:::     
gi|929 YVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                                   
gi|929 NVPYKISASTNCATVK                            
          80        90                             
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 18.1 E():   50 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (1-16:99-114) 
 
                                             10        20        30 
2MEPSP                               LVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                     :. .:.. :.::: :.               
gi|301 PDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP     
       70        80        90       100       110       120         
 
               40        50        60        70        80 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 71.3  bits: 19.9 E():   54 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (30-69:393-434) 
 
                10        20        30        40        50          
2MEPSP  LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLR 
       :::  .   :..            
gi|601 LGDKAVYAGDNFRTAINL      
            430       440      
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 17.3 E():   55 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (40-61:54-75) 
 
      10        20        30        40        50        60          
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
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      70        80 
2MEPSP ISIPYVEMTLR 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 17.3 E():   55 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (40-61:54-75) 
 
      10        20        30        40        50        60          
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
      70        80 
2MEPSP ISIPYVEMTLR 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (30-49:271-290) 
 
                10        20        30        40        50          
2MEPSP  LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
      60        70        80                                        
2MEPSP DVEIEIIDKLISIPYVEMTLR                                        
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (20-29:339-348) 
 
                          10        20        30        40          
2MEPSP            LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
 
      50        60        70        80 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                       
gi|513 SDPPVPLNMACHKTESLRTLASV         
      370       380       390          
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 46; 30.8% identity (61.5% similar) in 39 aa overlap (2-40:238-275) 
 
                                            10        20        30  
2MEPSP                              LVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ...::  :...: . ::.    .: :.:.  
gi|238 CTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGLGAY 
       210       220       230       240        250       260       
 
              40        50        60        70        80 
2MEPSP PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
         :  : .:                                         
gi|238 LIGLGKQGGPGLCDTIKEMANEAIQR                        
        270       280       290                          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (30-69:393-434) 
 
                10        20        30        40        50          
2MEPSP  LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
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gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLR 
       ::: ..   :..            
gi|467 LGDKRLYAGDNFRTAINL      
            430       440      
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (58-72:83-97) 
 
        30        40        50        60        70        80        
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR        
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (58-72:83-97) 
 
        30        40        50        60        70        80        
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR        
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.2  bits: 17.5 E():   70 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (9-41:48-83) 
 
                                     10           20        30      
2MEPSP                       LVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
          40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
       .  .:.                                        
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD              
        80        90       100                       
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.2  bits: 17.5 E():   70 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (9-41:48-83) 
 
                                     10           20        30      
2MEPSP                       LVVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
          40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
       .  .:.                                        
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD              
        80        90       100                       
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.5 E():   70 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (30-38:36-44) 
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                10        20        30        40        50          
2MEPSP  LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
      60        70        80                         
2MEPSP DVEIEIIDKLISIPYVEMTLR                         
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (9-45:49-85) 
 
                                     10        20        30         
2MEPSP                       LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
       40        50        60        70        80                   
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR                   
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (2-21:84-104) 
 
                                             10        20        30 
2MEPSP                              LVVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
               40        50        60        70        80 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                                          
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM             
           120       130       140       150              
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.0  bits: 19.6 E():   72 
Smith-Waterman score: 47; 50.0% identity (75.0% similar) in 16 aa overlap (1-16:466-481) 
 
                                             10        20        30 
2MEPSP                               LVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                     :.  ::. :.::: :.               
gi|424 PEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHFIELIKKLFGLSH    
         440       450       460       470       480       490      
 
               40        50        60        70        80 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.0  bits: 18.3 E():   72 
Smith-Waterman score: 44; 30.2% identity (53.5% similar) in 43 aa overlap (5-46:86-123) 
 
                                         10         20        30    
2MEPSP                           LVVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPG 
                                     . :. :. .:  : : :  :    .:     
gi|482 ARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCRDVAKYQVGQ--- 
          60        70        80        90        100       110     
 
            40        50        60        70        80              
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR              
        .: :.:: ...:                                                
gi|482 -NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANTKEVGC 
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              120       130       140       150       160       170 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.9  bits: 17.5 E():   72 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (12-33:35-60) 
 
                                  10            20        30        
2MEPSP                    LVVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        40        50        60        70        80         
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR         
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.5 E():   73 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (21-33:48-60) 
 
                         10        20        30        40        50 
2MEPSP           LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
               60        70        80          
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLR          
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (25-46:45-65) 
 
                     10        20        30        40        50     
2MEPSP       LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
           60        70        80                                   
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLR                                   
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (39-69:108-139) 
 
       10        20        30        40        50        60         
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
        70        80            
2MEPSP KLISIPYVEMTLR            
       ..                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (22-71:115-164) 
 
                        10        20        30        40        50  
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2MEPSP          LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
              60        70        80                                
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLR                                
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 46; 30.8% identity (61.5% similar) in 39 aa overlap (2-40:339-376) 
 
                                            10        20        30  
2MEPSP                              LVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ...::  :...: . ::.    .: :.:.  
gi|238 CTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGLGAY 
      310       320       330       340        350       360        
 
              40        50        60        70        80 
2MEPSP PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
         :  : .:                                         
gi|238 LIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY             
       370       380       390       400                 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.3  bits: 18.4 E():   78 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (1-16:203-218) 
 
                                             10        20        30 
2MEPSP                               LVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                     :. .:.. :.::: :.               
gi|289 PDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP     
            180       190       200       210       220             
 
               40        50        60        70        80 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.3  bits: 19.2 E():   78 
Smith-Waterman score: 46; 30.8% identity (61.5% similar) in 39 aa overlap (2-40:342-379) 
 
                                            10        20        30  
2MEPSP                              LVVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ...::  :...: . ::.    .: :.:.  
gi|581 CTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGLGAY 
             320       330       340        350       360       370 
 
              40        50        60        70        80 
2MEPSP PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
         :  : .:                                         
gi|581 LIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK        
              380       390       400       410          
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.3  bits: 18.4 E():   78 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (1-16:206-221) 
 
                                             10        20        30 
2MEPSP                               LVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                     :. .:.. :.::: :.               
gi|424 PDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP     
         180       190       200       210       220       230      
 
               40        50        60        70        80 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 68.0  bits: 19.3 E():   81 
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Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (30-60:391-423) 
 
                10        20        30        40        50          
2MEPSP  LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLR 
       :::                     
gi|144 LGDNAVYAGNNFRTAVNL      
              430              
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (33-56:30-54) 
 
             10        20        30         40        50        60  
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDV 
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
              70        80                                          
2MEPSP EIEIIDKLISIPYVEMTLR                                          
                                                                    
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.7  bits: 14.6 E():   84 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (19-32:5-18) 
 
               10        20        30        40        50        60 
2MEPSP LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 
                         :: :   . :  ::                             
gi|244               IGNEDCTPWMSTLITPLP                             
                             10                                     
 
               70        80 
2MEPSP VEIEIIDKLISIPYVEMTLR 
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (33-71:309-349) 
 
             10        20        30         40        50            
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
      60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLR 
        .. :.: :..:          
gi|752 GANAEVI-KMVSET        
      340        350         
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.5  bits: 16.7 E():   86 
Smith-Waterman score: 40; 26.8% identity (56.1% similar) in 41 aa overlap (39-79:6-44) 
 
       10        20        30        40        50        60         
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     :. .. :.:  :.  ::. :  :  ..  : 
gi|453                          RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQL--K 
                                        10        20        30      
 
       70        80                                     
2MEPSP LISIPYVEMTLR                                     
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        .. : . . :                                      
gi|453 PVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
            40        50        60        70        80  
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 18.4 E():   86 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (21-60:124-163) 
 
                         10        20        30        40        50 
2MEPSP           LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
               60        70        80                               
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLR                               
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|27463265|gb|AAO15713.1|AF479772_1 allergen Pen m 2   (356 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 45; 50.0% identity (78.6% similar) in 14 aa overlap (1-14:10-23) 
 
                        10        20        30        40        50  
2MEPSP          LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                : .:.:.: : .::                                      
gi|274 MADAAVIEKLEAGFKKLEAATDCKSLLKKYLSKAVFDQLKEKKTSLGATLLDVIQSGVEN 
               10        20        30        40        50        60 
 
>>gi|115492980|gb|ABI98020.1| arginine kinase [Litopenae  (356 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 45; 50.0% identity (78.6% similar) in 14 aa overlap (1-14:10-23) 
 
                        10        20        30        40        50  
2MEPSP          LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                : .:.:.: : .::                                      
gi|115 MADAAVIEKLEAGFKKLEAATDCKSLLKKYLTKEVFDKLKDKRTSLGATLLDVIQSGVEN 
               10        20        30        40        50        60 
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.3  bits: 18.0 E():   88 
Smith-Waterman score: 43; 30.2% identity (53.5% similar) in 43 aa overlap (5-46:86-123) 
 
                                         10         20        30    
2MEPSP                           LVVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPG 
                                     . :. :. .:  : : :  :    .:     
gi|740 ARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCRDVAKYPVGQ--- 
          60        70        80        90        100       110     
 
            40        50        60        70        80              
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR              
        .: :.:: ...:                                                
gi|740 -NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANTKEVGC 
              120       130       140       150       160       170 
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.3  bits: 18.0 E():   88 
Smith-Waterman score: 43; 30.2% identity (53.5% similar) in 43 aa overlap (5-46:86-123) 
 
                                         10         20        30    
2MEPSP                           LVVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPG 
                                     . :. :. .:  : : :  :    .:     
gi|549 ARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCRDVAKYPVGQ--- 
          60        70        80        90        100       110     
 
            40        50        60        70        80              
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR              
        .: :.:: ...:                                                
gi|549 -NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANTKEVGC 
              120       130       140       150       160       170 
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>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (1-16:249-264) 
 
                                             10        20        30 
2MEPSP                               LVVGLKQLGADVDCFLGTDCPPVRVNGIGG 
                                     :. .:.. :.::: :.               
gi|225 PDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIELIRSWFGLP     
      220       230       240       250       260       270         
 
               40        50        60        70        80 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.3  bits: 19.3 E():   89 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (38-72:1-35) 
 
        10        20        30        40        50        60        
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|142                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
        70        80                                                
2MEPSP KLISIPYVEMTLR                                                
        : :.                                                        
gi|142 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.3  bits: 19.3 E():   89 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (38-72:1-35) 
 
        10        20        30        40        50        60        
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|796                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
        70        80                                                
2MEPSP KLISIPYVEMTLR                                                
        : :.                                                        
gi|796 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 19.3 E():   89 
Smith-Waterman score: 46; 45.5% identity (81.8% similar) in 11 aa overlap (7-17:303-313) 
 
                                       10        20        30       
2MEPSP                         LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                     .:: ...:: :                    
gi|505 KNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAWNYGVPR 
            280       290       300       310       320       330   
 
         40        50        60        70        80                 
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR                 
                                                                    
gi|505 VMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRWREIYNMVK 
            340       350       360       370       380       390   
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.2 E():   89 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (2-33:58-95) 
 
                                            10              20      
2MEPSP                              LVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
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          30        40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
       :. .::::                                                
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK                            
        90       100       110                                 
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.2 E():   89 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (2-33:58-95) 
 
                                            10              20      
2MEPSP                              LVVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
          30        40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
       :. .::::                                                
gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK                            
        90       100       110                                 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 67.1  bits: 21.0 E():   91 
Smith-Waterman score: 50; 28.8% identity (55.8% similar) in 52 aa overlap (11-59:58-99) 
 
                                   10        20           30        
2MEPSP                     LVVGLKQLGADVDCFLGTDCPPV-RVNGIG--GLPGGKVK 
                                     :..  . .::  : :.....  :.:.:    
gi|203 NPKAQSTYVYSLDAKTVLTPRDSQKVTIKGDAEVAFVSDCEAVLRLQNVAIDGVPNGA-- 
        30        40        50        60        70        80        
 
        40        50        60        70        80                  
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR                  
                :.: : : :.:.:                                       
gi|203 --------ELAAELAAKPFAFGYFNGRILGVCPADDDQDWSLNVKKAIVSSLQALSDGNV 
                  90       100       110       120       130        
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.0  bits: 17.2 E():   92 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (36-57:7-24) 
 
          10        20        30        40        50        60      
2MEPSP KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     .:::: .    :  ...:::.:         
gi|209                         MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQ 
                                       10            20        30   
 
          70        80                                              
2MEPSP IDKLISIPYVEMTLR                                              
                                                                    
gi|209 VASSVGSCIGYLRGTVPTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPG 
             40        50        60        70        80        90   
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.1 E():   95 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (30-39:43-52) 
 
                10        20        30        40        50          
2MEPSP  LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
      60        70        80                                        
2MEPSP DVEIEIIDKLISIPYVEMTLR                                        
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
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>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 44; 31.2% identity (46.9% similar) in 32 aa overlap (5-30:270-301) 
 
                                         10        20               
2MEPSP                           LVVGLKQLGADVDCFLGTDCPPVRV------NGI 
                                     :: : .  . ..  ::  . :       :: 
gi|170 ILRPLFQLAQGLGIIQPQQPAQLEGIRSLVLKTLPTMCNVYVPPDCSTINVPYANIDAGI 
     240       250       260       270       280       290          
 
       30        40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
       ::                                                   
gi|170 GGQ                                                  
     300                                                    
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (21-40:79-98) 
 
                         10        20        30        40        50 
2MEPSP           LVVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|264 GIIKDFDEPGTLAPTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDE 
       50        60        70        80        90       100         
 
               60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                      
gi|264 PMTPGQCNMVVERLGDYLIEQGF        
      110       120       130         
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.4  bits: 17.7 E():   98 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (33-49:152-166) 
 
             10        20        30        40        50        60   
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
             70        80 
2MEPSP IEIIDKLISIPYVEMTLR 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:39 2011 done: Tue Apr 19 10:57:39 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 138  - 217 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     0     0: 
  28     2     0:= 
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  30    11     2:*== 
  32    11     8:=*= 
  34    22    22:=====* 
  36    31    44:========  * 
  38    54    73:==============    * 
  40    69   102:==================       * 
  42    98   125:=========================      * 
  44   119   138:==============================    * 
  46   144   140:==================================*= 
  48   229   134:=================================*======================== 
  50   128   122:==============================*= 
  52   114   108:==========================*== 
  54    79    92:====================  * 
  56    91    77:===================*=== 
  58    50    63:=============  * 
  60    52    51:============* 
  62    29    41:========  * 
  64    40    33:========*= 
  66    24    26:======* 
  68    20    20:====* 
  70    10    16:===* 
  72     5    12:==* 
  74    13    10:==*= 
  76    10     8:=*= 
  78     4     6:=* 
  80     5     5:=* 
  82     5     3:*= 
  84     3     3:* 
  86     4     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     5     1:*= 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     3     1:*         :*== 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.39100.00295; mu= 14.6672 0.153 
 mean_var=34.7114 8.590, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.217690 
 Kolmogorov-Smirnov  statistic: 0.0641 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 26.0    0.21 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 24.2     1.9 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.5       2 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 23.0     2.1 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.4       4 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   58 22.9       4 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.4     4.1 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.4     4.1 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.5     4.2 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.7     5.1 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   54 21.3     5.2 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.4     6.1 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.8     7.7 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   53 21.1     8.2 
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gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 22.8     8.2 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 21.1     8.6 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   53 21.1     8.7 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   51 20.4      10 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.7      11 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   54 21.7      12 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.7      12 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.3      12 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.6      12 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.5      13 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.4      14 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   52 21.0      15 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.5      16 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   56 22.8      18 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.1      18 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.8      19 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   48 19.4      20 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.4      23 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.4      23 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   46 18.7      25 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   46 18.7      25 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.1      29 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.1      29 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.6      30 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   49 20.1      30 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   46 18.8      30 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.8      32 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.7      33 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.0      33 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.7      35 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.7      35 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 20.1      35 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.8      37 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.8      37 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.8      38 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.2      38 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   46 18.9      38 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.8      39 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.5      39 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.5      41 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   49 20.2      42 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   50 20.7      47 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.4      47 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   43 17.8      48 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.9      52 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.4      54 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.4      54 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.4      55 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.8      56 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.6      58 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.6      59 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   46 19.1      59 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.6      64 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.9      67 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.9      67 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.5      68 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.5      68 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.5      68 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.9      70 
gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Glo ( 151)   43 17.9      70 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   44 18.4      70 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.5      71 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.5      71 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 18.0      72 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.0      73 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.4      73 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   46 19.3      75 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   46 19.3      76 
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gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.3      79 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.6      81 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.6      82 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 18.9      83 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.5      84 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.3      86 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.3      86 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   43 18.1      86 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   43 18.1      86 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.3      87 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.2      87 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.2      87 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.1      88 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.2      90 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.2      92 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   44 18.5      93 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.1      93 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.3      96 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 17.7      96 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   44 18.6      99 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   41 17.3   1e 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 114.5  bits: 26.0 E(): 0.21 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (6-47:48-93) 
 
                                        10           20        30   
2MEPSP                          VVGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
              40        50        60        70        80 
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
         ... : ...: : :                                  
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS    
        80        90       100       110       120       
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 97.6  bits: 24.2 E():  1.9 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (9-50:25-65) 
 
                               10        20        30        40     
2MEPSP                 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
           50        60        70        80                         
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL                         
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 97.0  bits: 22.5 E():    2 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (6-26:24-46) 
 
                                 10          20        30        40 
2MEPSP                   VVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
               50        60        70        80  
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL  
                                                 
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
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 initn:  54 init1:  54 opt:  59  Z-score: 96.5  bits: 23.0 E():  2.1 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (13-33:66-87) 
 
                                 10        20         30        40  
2MEPSP                   VVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
              50        60        70        80              
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL              
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 91.7  bits: 22.4 E():    4 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (2-57:27-92) 
 
                                        10              20          
2MEPSP                          VVGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
           30        40         50        60        70        80    
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL    
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 91.7  bits: 22.9 E():    4 
Smith-Waterman score: 58; 31.8% identity (61.4% similar) in 44 aa overlap (32-74:8-47) 
 
              10        20        30        40         50        60 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDV 
                                     ::. : .:.. . . .   : :. .:  :: 
gi|111                        MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV 
                                      10        20        30        
 
               70        80                                         
2MEPSP EIEIIDKLISIPYVEMTLRL                                         
        .:..   .: :::                                               
gi|111 -VEVV---VSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVI 
         40           50        60        70        80        90    
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.5  bits: 22.4 E():  4.1 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (46-61:9-24) 
 
          20        30        40        50        60        70      
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
          80                                                        
2MEPSP MTLRL                                                        
                                                                    
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.5  bits: 22.4 E():  4.1 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (46-61:9-24) 
 
          20        30        40        50        60        70      
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2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
          80                                                        
2MEPSP MTLRL                                                        
                                                                    
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.2  bits: 22.5 E():  4.2 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (40-78:26-64) 
 
      10        20        30        40        50        60          
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :.:. :: :  ...::  :   :: . : . 
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
 
      70        80                                                  
2MEPSP SIPYVEMTLRL                                                  
         :   . :                                                    
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 89.7  bits: 21.7 E():  5.1 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (13-33:66-87) 
 
                                 10        20         30        40  
2MEPSP                   VVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
              50        60        70        80              
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL              
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 89.6  bits: 21.3 E():  5.2 
Smith-Waterman score: 54; 25.0% identity (55.0% similar) in 60 aa overlap (8-67:48-105) 
 
                                      10        20        30        
2MEPSP                        VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
        40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
       ::. ..   ::   ::: :  . : :  :.              
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD      
          80        90       100       110         
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.4  bits: 21.4 E():  6.1 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (25-78:66-119) 
 
                     10        20        30        40        50     
2MEPSP       VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
           60        70        80                  
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRL                  
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         . :. :.... . . : .  .:                    
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 86.6  bits: 22.8 E():  7.7 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (6-26:383-405) 
 
                                        10          20        30    
2MEPSP                          VVGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
            40        50        60        70        80  
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL  
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 86.1  bits: 21.1 E():  8.2 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (10-68:26-98) 
 
                               10        20                    30   
2MEPSP                 VVGLKQLGADVDCFLGTDCP----PVRVNGIGG--------LPG 
                                :::  .    :     : :.: ::        ::  
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
             40          50        60        70        80           
2MEPSP GKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL           
       :.   : .. .. ..  :: . . .  ::. .:.:...                       
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
gi|166 HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
              130       140       150     
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 86.0  bits: 22.8 E():  8.2 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (37-72:247-289) 
 
         10        20        30        40        50                 
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
      60        70        80                                        
2MEPSP VEIEIIDKLISIPYVEMTLRL                                        
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 85.7  bits: 21.1 E():  8.6 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (13-34:66-88) 
 
                                 10        20         30        40  
2MEPSP                   VVGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
              50        60        70        80                      
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL                      
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
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>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 85.6  bits: 21.1 E():  8.7 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (10-68:40-112) 
 
                                    10        20                    
2MEPSP                      VVGLKQLGADVDCFLGTDCP----PVRVNGIGG------ 
                                     :::  .    :     : :.: ::       
gi|133 NILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
      10        20        30        40        50        60          
 
        30        40          50        60        70        80      
2MEPSP --LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL      
         :: :.   : .. .. ..  :: . . .  ::. .:.:...                  
gi|133 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
      70        80        90       100       110       120          
 
gi|133 TTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
     130       140       150       160         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 84.5  bits: 20.4 E():   10 
Smith-Waterman score: 51; 26.7% identity (50.0% similar) in 60 aa overlap (8-67:48-105) 
 
                                      10        20        30        
2MEPSP                        VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  .: .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG--AGGAAA 
        20        30        40        50        60          70      
 
        40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
       ::. ..   ::   ::: :  . : :  :.              
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD      
          80        90       100       110         
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 84.0  bits: 21.7 E():   11 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (9-50:25-65) 
 
                               10        20        30        40     
2MEPSP                 VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
           50        60        70        80                         
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL                         
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 83.3  bits: 21.7 E():   12 
Smith-Waterman score: 54; 35.3% identity (61.8% similar) in 34 aa overlap (1-33:174-206) 
 
                                             10        20        30 
2MEPSP                               VVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     :.:. . :: .  . :    :.:.. :.:: 
gi|237 YVVIPKVAKALSDLMKLLTGYGAVPQKNFHVIGFLH-GAHIAGIAGKYISPLRISRISGL 
           150       160       170        180       190       200   
 
                40        50        60        70        80          
2MEPSP -PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL          
        : :                                                         
gi|237 DPVGYNIDGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDP 
            210       220       230       240       250       260   
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 83.1  bits: 21.7 E():   12 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (34-66:105-139) 
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            10        20        30        40        50         60   
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
              70        80                                          
2MEPSP -EIIDKLISIPYVEMTLRL                                          
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 83.0  bits: 21.3 E():   12 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (2-37:134-164) 
 
                                            10        20        30  
2MEPSP                              VVGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
              40        50        60        70        80            
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL            
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 82.9  bits: 22.6 E():   12 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (37-72:378-420) 
 
         10        20        30        40        50                 
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
      60        70        80                                        
2MEPSP VEIEIIDKLISIPYVEMTLRL                                        
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 82.6  bits: 20.5 E():   13 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (13-31:42-62) 
 
                                 10        20          30        40 
2MEPSP                   VVGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
               50        60        70        80                     
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL                     
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 81.7  bits: 21.4 E():   14 
Smith-Waterman score: 62; 31.6% identity (51.9% similar) in 79 aa overlap (12-71:79-155) 
 
                                  10         20              30     
2MEPSP                    VVGLKQLGADVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
           40             50               60        70        80   
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2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISIPYVEMTLRL   
        .:. .     .. :  :..: ..       :: :::::.. ::  :.:            
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 81.2  bits: 21.0 E():   15 
Smith-Waterman score: 52; 23.5% identity (67.6% similar) in 34 aa overlap (11-44:118-145) 
 
                                   10        20        30        40 
2MEPSP                     VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :.:....       ...: . :::. . :. 
gi|462 YDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVGKVTGGKTCMYGG 
        90       100       110       120             130       140  
 
               50        60        70        80                     
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL                     
       :...                                                         
gi|462 ITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLY 
             150       160       170       180       190       200  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 80.6  bits: 21.5 E():   16 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (22-39:167-184) 
 
                        10        20        30        40        50  
2MEPSP          VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
              60        70        80                                
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRL                                
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.9  bits: 22.8 E():   18 
Smith-Waterman score: 56; 36.8% identity (68.4% similar) in 19 aa overlap (12-30:956-974) 
 
                                  10        20        30        40  
2MEPSP                    VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                     .:  ::  ::: ... :..            
gi|119 TIPETECMKSQVAMATCQKKFGSECVALQQECVAGTGAPPVTIGARGAFMLATALRSCIF 
         930       940       950       960       970       980      
 
              50        60        70        80                      
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL                      
                                                                    
gi|119 NGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQLSPPMAVCVASQDLMTRC 
         990      1000      1010      1020      1030      1040      
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.8  bits: 21.1 E():   18 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (20-54:175-211) 
 
                          10        20        30        40          
2MEPSP            VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
      50          60        70        80                            
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMTLRL                            
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
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>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.4  bits: 19.8 E():   19 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (26-33:119-126) 
 
                    10        20        30        40        50      
2MEPSP      VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
          60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRL 
                                 
gi|144 EEVD                      
      150                        
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.2  bits: 19.4 E():   20 
Smith-Waterman score: 48; 41.4% identity (62.1% similar) in 29 aa overlap (4-32:77-97) 
 
                                          10        20        30    
2MEPSP                            VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     ::::.:.:        : : .:. ..:::  
gi|671 GAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASV--------PGVNANNAAALPGK 
         50        60        70        80                90         
 
            40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                                                       
gi|671 CGVNVPYKISPSTNCATVK                             
      100       110                                    
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (21-67:133-176) 
 
                         10        20        30        40        50 
2MEPSP           VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
               60        70        80                               
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRL                               
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (21-67:133-176) 
 
                         10        20        30        40        50 
2MEPSP           VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
               60        70        80                               
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRL                               
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.2  bits: 18.7 E():   25 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (9-32:46-71) 
 
                                     10          20        30       
2MEPSP                       VVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
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                                     :  .:.  :... : :  :. ..:::     
gi|328 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
         40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                                                    
gi|328 HIPYKISASTNCATVK                             
          80        90                              
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.2  bits: 18.7 E():   25 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (9-32:47-72) 
 
                                     10          20        30       
2MEPSP                       VVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|837 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
         20        30        40        50        60        70       
 
         40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                                                    
gi|837 SIPYKISASTNCATVK                             
         80        90                               
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (38-65:7-34) 
 
        10        20        30        40        50        60        
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
        70        80                                                
2MEPSP LISIPYVEMTLRL                                                
                                                                    
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (38-65:7-34) 
 
        10        20        30        40        50        60        
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
        70        80                                                
2MEPSP LISIPYVEMTLRL                                                
                                                                    
gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.0  bits: 19.6 E():   30 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (28-67:162-201) 
 
                  10        20        30        40        50        
2MEPSP    VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRL 
       : .  : . :              
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gi|116 GKAFYEAVAKAHQ           
             200               
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 49; 29.6% identity (59.3% similar) in 27 aa overlap (1-27:13-38) 
 
                           10        20        30        40         
2MEPSP             VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                   ..:. . . . .:  : : :   :::.                      
gi|309 MNCGKIILLFITIIGVAK-SREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMY 
               10         20        30        40        50          
 
       50        60        70        80                             
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRL                             
                                                                    
gi|309 CGGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPN 
      60        70        80        90       100       110          
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.9  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (11-32:35-60) 
 
                                   10            20        30       
2MEPSP                     VVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         40        50        60        70        80        
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL        
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.9  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (11-32:35-60) 
 
                                   10            20        30       
2MEPSP                     VVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         40        50        60        70        80        
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL        
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.9  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (11-32:35-60) 
 
                                   10            20        30       
2MEPSP                     VVGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         40        50        60        70        80        
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL        
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.8  bits: 18.8 E():   30 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (9-32:72-97) 
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                                     10          20        30       
2MEPSP                       VVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|547 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
              50        60        70        80        90       100  
 
         40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                                                    
gi|547 SIPYKISASTNCATVK                             
             110                                    
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 18.8 E():   32 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (14-23:48-57) 
 
                                10        20        30        40    
2MEPSP                  VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
            50        60        70        80               
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL               
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.2  bits: 19.7 E():   33 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (32-67:117-149) 
 
              10        20        30        40        50        60  
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
              70        80                                          
2MEPSP IEIIDKLISIPYVEMTLRL                                          
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.1  bits: 18.0 E():   33 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (13-22:38-47) 
 
                                 10        20        30        40   
2MEPSP                   VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
             50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                                              
gi|114 CNKNCT                                 
        70                                    
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (32-67:144-176) 
 
              10        20        30        40        50        60  
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
              70        80                                          
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2MEPSP IEIIDKLISIPYVEMTLRL                                          
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (32-67:144-176) 
 
              10        20        30        40        50        60  
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
              70        80                                          
2MEPSP IEIIDKLISIPYVEMTLRL                                          
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.6  bits: 20.1 E():   35 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (21-57:244-280) 
 
                         10        20         30        40          
2MEPSP           VVGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
      50         60        70        80                             
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTLRL                             
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (20-59:136-175) 
 
                          10        20        30        40          
2MEPSP            VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
      50        60        70        80                              
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRL                              
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (20-59:137-176) 
 
                          10        20        30        40          
2MEPSP            VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
      50        60        70        80                              
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRL                              
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 19.8 E():   38 
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Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (20-59:140-179) 
 
                          10        20        30        40          
2MEPSP            VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
      50        60        70        80                              
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRL                              
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (33-57:221-245) 
 
             10        20        30        40        50        60   
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
             70        80                                           
2MEPSP EIIDKLISIPYVEMTLRL                                           
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 27 aa overlap (4-30:124-146) 
 
                                          10        20        30    
2MEPSP                            VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     .:...:..  : ..: :     ::::.    
gi|236 HMLVGMYKELGAPAKGQPMDEVFPGCRRGDMKRVAASLPAFCNVDIPI----GIGGVCYW 
           100       110       120       130       140              
 
            40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                                                       
gi|236 LSYPMNPATGH                                     
     150       160                                     
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 19.8 E():   39 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (20-59:151-190) 
 
                          10        20        30        40          
2MEPSP            VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
      50        60        70        80                              
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRL                              
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.7  bits: 18.5 E():   39 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (32-79:21-64) 
 
              10        20        30        40        50        60  
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :... : :.. ... : : . :  . :..  
gi|217           MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAA 
                         10        20         30         40         
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              70        80                                          
2MEPSP IEIIDKLISIPYVEMTLRL                                          
       :  ..:: ..:. :.  :                                           
gi|217 I--VEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNA 
         50        60        70        80        90       100       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.4  bits: 18.5 E():   41 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (20-72:79-126) 
 
                          10        20        30        40          
2MEPSP            VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
      50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
       ..  :.. :. .. ....: . :         
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF    
          110        120       130     
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 20.2 E():   42 
Smith-Waterman score: 49; 36.0% identity (68.0% similar) in 25 aa overlap (4-28:275-299) 
 
                                          10        20        30    
2MEPSP                            VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     :.. :.::: :. .:   .:. . :      
gi|223 ALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIRVDQGTLRTLSSGQRNLQ 
          250       260       270       280       290       300     
 
            40        50        60        70        80              
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL              
                                                                    
gi|223 DDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEALPEFANFYNF 
          310       320       330       340       350       360     
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.3  bits: 20.7 E():   47 
Smith-Waterman score: 50; 38.5% identity (61.5% similar) in 26 aa overlap (55-80:414-439) 
 
           30        40        50        60        70        80     
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL     
                                     ::  : ::: . :  .:   ....::     
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (20-53:146-179) 
 
                          10        20        30        40          
2MEPSP            VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
      50        60        70        80                              
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRL                              
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 72.1  bits: 17.8 E():   48 
Smith-Waterman score: 43; 34.6% identity (61.5% similar) in 26 aa overlap (9-32:46-71) 
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                                     10          20        30       
2MEPSP                       VVGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :. . : :  :. ..:::     
gi|929 YVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
         40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                                                    
gi|929 NVPYKISASTNCATVK                             
          80        90                              
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 71.5  bits: 19.9 E():   52 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (29-68:393-434) 
 
                 10        20        30        40          50       
2MEPSP   VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
         60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRL 
       :::  .   :..             
gi|601 LGDKAVYAGDNFRTAINL       
            430       440       
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 17.4 E():   54 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (39-60:54-75) 
 
       10        20        30        40        50        60         
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
       70        80 
2MEPSP ISIPYVEMTLRL 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 17.4 E():   54 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (39-60:54-75) 
 
       10        20        30        40        50        60         
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
       70        80 
2MEPSP ISIPYVEMTLRL 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.1  bits: 17.4 E():   55 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (38-80:6-51) 
 
        10        20        30        40        50        60        
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---I 
                                     :. .. :.:  :.  ::. :  :  .   . 
gi|453                          RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPV 
                                        10        20        30      
 
           70        80                               
2MEPSP IDKLISIPYVEMTLRL                               
          :. .:    ::..                               
gi|453 AHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
          40        50        60        70        80  
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>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 71.0  bits: 20.8 E():   56 
Smith-Waterman score: 50; 38.5% identity (61.5% similar) in 26 aa overlap (55-80:500-525) 
 
           30        40        50        60        70        80     
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL     
                                     ::  : ::: . :  .:   ....::     
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (29-48:271-290) 
 
                 10        20        30        40        50         
2MEPSP   VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
       60        70        80                                       
2MEPSP DVEIEIIDKLISIPYVEMTLRL                                       
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.6 E():   59 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (19-28:339-348) 
 
                           10        20        30        40         
2MEPSP             VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
 
       50        60        70        80 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                                        
gi|513 SDPPVPLNMACHKTESLRTLASV          
      370       380       390           
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 46; 30.8% identity (61.5% similar) in 39 aa overlap (1-39:238-275) 
 
                                             10        20        30 
2MEPSP                               VVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ...::  :...: . ::.    .: :.:.  
gi|238 CTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGLGAY 
       210       220       230       240        250       260       
 
               40        50        60        70        80 
2MEPSP PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
         :  : .:                                          
gi|238 LIGLGKQGGPGLCDTIKEMANEAIQR                         
        270       280       290                           
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 69.8  bits: 19.6 E():   64 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (29-68:393-434) 
 
                 10        20        30        40          50       
2MEPSP   VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
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         60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRL 
       ::: ..   :..             
gi|467 LGDKRLYAGDNFRTAINL       
            430       440       
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (57-71:83-97) 
 
         30        40        50        60        70        80       
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL       
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (57-71:83-97) 
 
         30        40        50        60        70        80       
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL       
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.4  bits: 17.5 E():   68 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (8-40:48-83) 
 
                                      10           20        30     
2MEPSP                        VVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
           40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
       .  .:.                                         
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD               
        80        90       100                        
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.4  bits: 17.5 E():   68 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (8-40:48-83) 
 
                                      10           20        30     
2MEPSP                        VVGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
           40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
       .  .:.                                         
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD               
        80        90       100                        
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.5 E():   68 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (29-37:36-44) 
 
                 10        20        30        40        50         
2MEPSP   VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
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gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
       60        70        80                        
2MEPSP DVEIEIIDKLISIPYVEMTLRL                        
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 17.9 E():   70 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (8-44:49-85) 
 
                                      10        20        30        
2MEPSP                        VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
        40        50        60        70        80                  
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL                  
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|121219|sp|P02229.2|GLB3_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.2  bits: 17.9 E():   70 
Smith-Waterman score: 43; 33.3% identity (71.4% similar) in 21 aa overlap (1-20:84-104) 
 
                                              10        20          
2MEPSP                               VVG-LKQLGADVDCFLGTDCPPVRVNGIGG 
                                     ..: : .. :::. :...  :          
gi|121 TQFAGKDLESIKGTAPFEIHANRIVGFFSKIIGELPNIEADVNTFVASHKPRGVTHDQLN 
            60        70        80        90       100       110    
 
      30        40        50        60        70        80 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                                                           
gi|121 NFRAGFVSYMKAHTDFAGAEAAWGATLDTFFGMIFSKM              
           120       130       140       150               
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.2  bits: 18.4 E():   70 
Smith-Waterman score: 44; 30.2% identity (53.5% similar) in 43 aa overlap (4-45:86-123) 
 
                                          10         20        30   
2MEPSP                            VVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPG 
                                     . :. :. .:  : : :  :    .:     
gi|482 ARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCRDVAKYQVGQ--- 
          60        70        80        90        100       110     
 
             40        50        60        70        80             
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL             
        .: :.:: ...:                                                
gi|482 -NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANTKEVGC 
              120       130       140       150       160       170 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.1  bits: 17.5 E():   71 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (11-32:35-60) 
 
                                   10            20        30       
2MEPSP                     VVGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         40        50        60        70        80        
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL        
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4554

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.5 E():   71 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (20-32:48-60) 
 
                          10        20        30        40          
2MEPSP            VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
      50        60        70        80         
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRL         
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (24-45:45-65) 
 
                      10        20        30        40        50    
2MEPSP        VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
            60        70        80                                  
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRL                                  
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (38-68:108-139) 
 
        10        20        30        40        50        60        
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
         70        80           
2MEPSP KLISIPYVEMTLRL           
       ..                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 18.4 E():   73 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (21-70:115-164) 
 
                         10        20        30        40        50 
2MEPSP           VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
               60        70        80                               
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRL                               
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.6  bits: 19.3 E():   75 
Smith-Waterman score: 46; 30.8% identity (61.5% similar) in 39 aa overlap (1-39:339-376) 
 
                                             10        20        30 
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2MEPSP                               VVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ...::  :...: . ::.    .: :.:.  
gi|238 CTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGLGAY 
      310       320       330       340        350       360        
 
               40        50        60        70        80 
2MEPSP PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
         :  : .:                                          
gi|238 LIGLGKQGGPGLCDTIKQMANEAIQRPGEGTTGKLIY              
       370       380       390       400                  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.5  bits: 19.3 E():   76 
Smith-Waterman score: 46; 30.8% identity (61.5% similar) in 39 aa overlap (1-39:342-379) 
 
                                             10        20        30 
2MEPSP                               VVGLKQLGADVDCFLGTDCPPVRVNGIGGL 
                                     ...::  :...: . ::.    .: :.:.  
gi|581 CTVAASTKDDGKADFSNYGAVVDVYAPGKDITSLKP-GGSTDTLSGTSMASPHVCGLGAY 
             320       330       340        350       360       370 
 
               40        50        60        70        80 
2MEPSP PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
         :  : .:                                          
gi|581 LIGLGKQGGPGLCDTIKKMANDVIQSPGEGTTGKLIYNGSGK         
              380       390       400       410           
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 68.2  bits: 19.3 E():   79 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (29-59:391-423) 
 
                 10        20        30        40          50       
2MEPSP   VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
         60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRL 
       :::                      
gi|144 LGDNAVYAGNNFRTAVNL       
              430               
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (32-55:30-54) 
 
              10        20        30         40        50        60 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDV 
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP EIEIIDKLISIPYVEMTLRL                                         
                                                                    
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.9  bits: 14.6 E():   82 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (18-31:5-18) 
 
               10        20        30        40        50        60 
2MEPSP VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDV 
                        :: :   . :  ::                              
gi|244              IGNEDCTPWMSTLITPLP                              
                            10                                      
 
               70        80 
2MEPSP EIEIIDKLISIPYVEMTLRL 
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>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.8  bits: 18.9 E():   83 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (32-70:309-349) 
 
              10        20        30         40        50           
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
       60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRL 
        .. :.: :..:           
gi|752 GANAEVI-KMVSET         
      340        350          
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (20-59:124-163) 
 
                          10        20        30        40          
2MEPSP            VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
      50        60        70        80                              
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRL                              
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.5  bits: 19.3 E():   86 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (37-71:1-35) 
 
         10        20        30        40        50        60       
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|796                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
         70        80                                               
2MEPSP KLISIPYVEMTLRL                                               
        : :.                                                        
gi|796 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.5  bits: 19.3 E():   86 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (37-71:1-35) 
 
         10        20        30        40        50        60       
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|142                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
         70        80                                               
2MEPSP KLISIPYVEMTLRL                                               
        : :.                                                        
gi|142 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 43; 30.2% identity (53.5% similar) in 43 aa overlap (4-45:86-123) 
 
                                          10         20        30   
2MEPSP                            VVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPG 
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                                     . :. :. .:  : : :  :    .:     
gi|740 ARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCRDVAKYPVGQ--- 
          60        70        80        90        100       110     
 
             40        50        60        70        80             
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL             
        .: :.:: ...:                                                
gi|740 -NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANTKEVGC 
              120       130       140       150       160       170 
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 43; 30.2% identity (53.5% similar) in 43 aa overlap (4-45:86-123) 
 
                                          10         20        30   
2MEPSP                            VVGLKQLGADVDCFLGTD-CPPVRVNGIGGLPG 
                                     . :. :. .:  : : :  :    .:     
gi|549 ARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCRDVAKYPVGQ--- 
          60        70        80        90        100       110     
 
             40        50        60        70        80             
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL             
        .: :.:: ...:                                                
gi|549 -NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANTKEVGC 
              120       130       140       150       160       170 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 19.3 E():   87 
Smith-Waterman score: 46; 45.5% identity (81.8% similar) in 11 aa overlap (6-16:303-313) 
 
                                        10        20        30      
2MEPSP                          VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                     .:: ...:: :                    
gi|505 KNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAWNYGVPR 
            280       290       300       310       320       330   
 
          40        50        60        70        80                
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL                
                                                                    
gi|505 VMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRWREIYNMVK 
            340       350       360       370       380       390   
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (1-32:58-95) 
 
                                             10              20     
2MEPSP                               VVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|144 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
           30        40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
       :. .::::                                                 
gi|144 NNAAGLPGKCGVNVPYKISTSTNCATVK                             
        90       100       110                                  
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 43; 31.6% identity (52.6% similar) in 38 aa overlap (1-32:58-95) 
 
                                             10              20     
2MEPSP                               VVGLKQLGAD----VDCF--LGTDCPPVRV 
                                     . :: .  ::     .:.  :. .   :   
gi|384 GQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNP 
        30        40        50        60        70        80        
 
           30        40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
       :. .::::                                                 
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gi|384 NNAAGLPGKCGVNVPYKISTSTNCATVK                             
        90       100       110                                  
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 67.3  bits: 21.1 E():   88 
Smith-Waterman score: 50; 28.8% identity (55.8% similar) in 52 aa overlap (10-58:58-99) 
 
                                    10        20           30       
2MEPSP                      VVGLKQLGADVDCFLGTDCPPV-RVNGIG--GLPGGKVK 
                                     :..  . .::  : :.....  :.:.:    
gi|203 NPKAQSTYVYSLDAKTVLTPRDSQKVTIKGDAEVAFVSDCEAVLRLQNVAIDGVPNGA-- 
        30        40        50        60        70        80        
 
         40        50        60        70        80                 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL                 
                :.: : : :.:.:                                       
gi|203 --------ELAAELAAKPFAFGYFNGRILGVCPADDDQDWSLNVKKAIVSSLQALSDGNV 
                  90       100       110       120       130        
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.2  bits: 17.2 E():   90 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (35-56:7-24) 
 
           10        20        30        40        50        60     
2MEPSP KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     .:::: .    :  ...:::.:         
gi|209                         MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQ 
                                       10            20        30   
 
           70        80                                             
2MEPSP IDKLISIPYVEMTLRL                                             
                                                                    
gi|209 VASSVGSCIGYLRGTVPTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPG 
             40        50        60        70        80        90   
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.2 E():   92 
Smith-Waterman score: 41; 50.0% identity (83.3% similar) in 12 aa overlap (4-15:103-114) 
 
                                          10        20        30    
2MEPSP                            VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     :.. :.::: :.                   
gi|301 ALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP         
             80        90       100       110       120             
 
            40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.9  bits: 18.5 E():   93 
Smith-Waterman score: 44; 31.2% identity (46.9% similar) in 32 aa overlap (4-29:270-301) 
 
                                          10        20              
2MEPSP                            VVGLKQLGADVDCFLGTDCPPVRV------NGI 
                                     :: : .  . ..  ::  . :       :: 
gi|170 ILRPLFQLAQGLGIIQPQQPAQLEGIRSLVLKTLPTMCNVYVPPDCSTINVPYANIDAGI 
     240       250       260       270       280       290          
 
        30        40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
       ::                                                    
gi|170 GGQ                                                   
     300                                                     
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (29-38:43-52) 
 
                 10        20        30        40        50         
2MEPSP   VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
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gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
       60        70        80                                       
2MEPSP DVEIEIIDKLISIPYVEMTLRL                                       
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.3 E():   96 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (20-39:79-98) 
 
                          10        20        30        40          
2MEPSP            VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|264 GIIKDFDEPGTLAPTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDE 
       50        60        70        80        90       100         
 
      50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                                       
gi|264 PMTPGQCNMVVERLGDYLIEQGF         
      110       120       130          
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.6  bits: 17.7 E():   96 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (32-48:152-166) 
 
              10        20        30        40        50        60  
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
              70        80 
2MEPSP IEIIDKLISIPYVEMTLRL 
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.6 E():   99 
Smith-Waterman score: 44; 38.9% identity (50.0% similar) in 18 aa overlap (11-28:166-183) 
 
                                   10        20        30        40 
2MEPSP                     VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :::  .   :  . :: :             
AOID|2 SCWAFAAAGVAESLYSIQKQQSIGLSEQELVDCTYNRYDPSYQCNGCGSGYSTEAFKYMI 
         140       150       160       170       180       190      
 
               50        60        70        80                     
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL                     
                                                                    
AOID|2 RTGLVEERNYPYNMRTQWCDPDVEGQRYHVSGYQQLRYHSSDEDVMYTIQQHGPVVIYMH 
         200       210       220       230       240       250      
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.3 E(): 1e 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (20-39:79-98) 
 
                          10        20        30        40          
2MEPSP            VVGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|105 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
      50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                                       
gi|105 PMTPGQCNLVVERLGDYLIDQGYWVPSSNS  
      110       120       130          
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:39 2011 done: Tue Apr 19 10:57:39 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 139  - 218 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     0     0: 
  28     2     0:= 
  30    11     2:*== 
  32    12     8:=*= 
  34    23    22:=====* 
  36    31    44:========  * 
  38    50    73:=============     * 
  40    72   102:==================       * 
  42    97   125:=========================      * 
  44   120   138:==============================    * 
  46   142   140:==================================*= 
  48   230   134:=================================*======================== 
  50   127   122:==============================*= 
  52   112   108:==========================*= 
  54    91    92:======================* 
  56    82    77:===================*= 
  58    48    63:============   * 
  60    52    51:============* 
  62    31    41:========  * 
  64    41    33:========*== 
  66    25    26:======* 
  68    17    20:====* 
  70    11    16:===* 
  72     6    12:==* 
  74    11    10:==* 
  76    11     8:=*= 
  78     3     6:=* 
  80     7     5:=* 
  82     4     3:* 
  84     3     3:* 
  86     4     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     4     1:*         :*=== 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
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 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.36290.00293; mu= 14.8003 0.152 
 mean_var=34.3862 8.494, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.218717 
 Kolmogorov-Smirnov  statistic: 0.0634 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 26.1     0.2 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 24.2     1.8 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.5       2 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 23.0     2.1 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   58 22.9     3.9 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   57 22.5     3.9 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.5       4 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.5       4 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.5     4.1 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.7       5 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   54 21.3     5.1 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.4     5.9 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.8     7.5 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 22.8       8 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   53 21.1       8 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 21.2     8.4 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   53 21.2     8.5 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   51 20.4     9.9 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.7      10 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.8      12 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.3      12 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.6      12 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.5      13 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.4      14 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   52 21.0      15 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.5      16 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   56 22.8      17 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.1      18 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.9      19 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   48 19.4      19 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.4      22 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.4      22 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   46 18.7      25 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   46 18.7      25 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   50 20.5      27 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.1      29 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.1      29 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.7      29 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   46 18.8      30 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.7      32 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.9      32 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.0      33 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.8      35 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.8      35 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 20.2      35 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.8      37 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.8      37 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.8      37 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.2      37 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   46 18.9      38 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.8      38 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.5      39 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.5      40 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   49 20.3      41 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   50 20.8      46 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.5      46 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   43 17.8      48 
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gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.0      51 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.4      53 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.4      53 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.4      54 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.8      54 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   46 19.1      56 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.6      57 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.6      58 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.6      63 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.9      66 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.9      66 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.5      67 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.5      67 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.5      68 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 18.0      69 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   44 18.4      69 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.5      70 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.6      70 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 18.0      71 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.0      72 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.4      72 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.3      78 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.6      80 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 18.9      82 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.6      82 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.5      83 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.4      85 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.4      85 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.4      85 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   43 18.1      85 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   43 18.1      85 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.1      86 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.2      86 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.2      86 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.2      89 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   44 18.5      89 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   44 18.5      91 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.3      91 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.1      91 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.3      95 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 17.7      95 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   44 18.6      98 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   41 17.3      98 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   41 17.3      99 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   41 17.3   1e 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 114.8  bits: 26.1 E():  0.2 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (5-46:48-93) 
 
                                         10           20        30  
2MEPSP                           VGLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
               40        50        60        70        80 
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
         ... : ...: : :                                   
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS     
        80        90       100       110       120        
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 97.9  bits: 24.2 E():  1.8 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (8-49:25-65) 
 
                                10        20        30        40    
2MEPSP                  VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
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            50        60        70        80                        
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM                        
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 97.2  bits: 22.5 E():    2 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (5-25:24-46) 
 
                                  10          20        30          
2MEPSP                    VGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
      40        50        60        70        80 
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                                 
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               70        80        90       100  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 96.8  bits: 23.0 E():  2.1 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (12-32:66-87) 
 
                                  10        20         30        40 
2MEPSP                    VGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
               50        60        70        80             
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM             
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 91.9  bits: 22.9 E():  3.9 
Smith-Waterman score: 58; 31.8% identity (61.4% similar) in 44 aa overlap (31-73:8-47) 
 
               10        20        30        40         50          
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDV 
                                     ::. : .:.. . . .   : :. .:  :: 
gi|111                        MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV 
                                      10        20        30        
 
      60        70        80                                        
2MEPSP EIEIIDKLISIPYVEMTLRLM                                        
        .:..   .: :::                                               
gi|111 -VEVV---VSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVI 
         40           50        60        70        80        90    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 91.9  bits: 22.5 E():  3.9 
Smith-Waterman score: 57; 33.8% identity (50.0% similar) in 68 aa overlap (1-56:27-92) 
 
                                         10              20         
2MEPSP                           VGLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                 .:   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
            30        40         50        60        70        80   
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM   
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
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gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.8  bits: 22.5 E():    4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (45-60:9-24) 
 
           20        30        40        50        60        70     
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
           80                                                       
2MEPSP MTLRLM                                                       
                                                                    
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.8  bits: 22.5 E():    4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (45-60:9-24) 
 
           20        30        40        50        60        70     
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
           80                                                       
2MEPSP MTLRLM                                                       
                                                                    
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.5  bits: 22.5 E():  4.1 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (39-77:26-64) 
 
       10        20        30        40        50        60         
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :.:. :: :  ...::  :   :: . : . 
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
 
       70        80                                                 
2MEPSP SIPYVEMTLRLM                                                 
         :   . :                                                    
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 89.9  bits: 21.7 E():    5 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (12-32:66-87) 
 
                                  10        20         30        40 
2MEPSP                    VGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
               50        60        70        80             
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM             
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 89.7  bits: 21.3 E():  5.1 
Smith-Waterman score: 54; 25.0% identity (55.0% similar) in 60 aa overlap (7-66:48-105) 
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                                       10        20        30       
2MEPSP                         VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
         40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
       ::. ..   ::   ::: :  . : :  :.               
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD       
          80        90       100       110          
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.6  bits: 21.4 E():  5.9 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (24-77:66-119) 
 
                      10        20        30        40        50    
2MEPSP        VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
            60        70        80                 
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLM                 
         . :. :.... . . : .  .:                    
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 86.8  bits: 22.8 E():  7.5 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (5-25:383-405) 
 
                                         10          20        30   
2MEPSP                           VGLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
             40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                                        
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            420       430       440       450       460 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 86.3  bits: 22.8 E():    8 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (36-71:247-289) 
 
          10        20        30        40        50                
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
       60        70        80                                       
2MEPSP VEIEIIDKLISIPYVEMTLRLM                                       
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 86.3  bits: 21.1 E():    8 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (9-67:26-98) 
 
                                10            20                30  
2MEPSP                  VGLKQLGADVDCFLGTDCP----PVRVNGIGG--------LPG 
                                :::  .    :     : :.: ::        ::  
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
              40          50        60        70        80          
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2MEPSP GKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM          
       :.   : .. .. ..  :: . . .  ::. .:.:...                       
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
gi|166 HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
              130       140       150     
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 85.9  bits: 21.2 E():  8.4 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (12-33:66-88) 
 
                                  10        20         30        40 
2MEPSP                    VGLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
               50        60        70        80                     
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM                     
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 85.8  bits: 21.2 E():  8.5 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (9-67:40-112) 
 
                                     10            20               
2MEPSP                       VGLKQLGADVDCFLGTDCP----PVRVNGIGG------ 
                                     :::  .    :     : :.: ::       
gi|133 NILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
      10        20        30        40        50        60          
 
         30        40          50        60        70        80     
2MEPSP --LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM     
         :: :.   : .. .. ..  :: . . .  ::. .:.:...                  
gi|133 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
      70        80        90       100       110       120          
 
gi|133 TTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
     130       140       150       160         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 84.6  bits: 20.4 E():  9.9 
Smith-Waterman score: 51; 26.7% identity (50.0% similar) in 60 aa overlap (7-66:48-105) 
 
                                       10        20        30       
2MEPSP                         VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  .: .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG--AGGAAA 
        20        30        40        50        60          70      
 
         40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
       ::. ..   ::   ::: :  . : :  :.               
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD       
          80        90       100       110          
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 84.2  bits: 21.7 E():   10 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (8-49:25-65) 
 
                                10        20        30        40    
2MEPSP                  VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
            50        60        70        80                        
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM                        
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        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 83.3  bits: 21.8 E():   12 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (33-65:105-139) 
 
             10        20        30        40         50        60  
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
               70        80                                         
2MEPSP -EIIDKLISIPYVEMTLRLM                                         
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 83.2  bits: 21.3 E():   12 
Smith-Waterman score: 53; 41.7% identity (58.3% similar) in 36 aa overlap (1-36:134-164) 
 
                                             10        20        30 
2MEPSP                               VGLKQLGADVDCFLGTDCPPVRVNGIGGLP 
                                     :::   :.::   .: .   :::.: : :  
gi|511 EKYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLE 
           110       120       130       140            150         
 
               40        50        60        70        80           
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM           
        :. .:                                                       
gi|511 EGSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPV 
      160       170       180       190       200       210         
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 83.2  bits: 22.6 E():   12 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (36-71:378-420) 
 
          10        20        30        40        50                
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
       60        70        80                                       
2MEPSP VEIEIIDKLISIPYVEMTLRLM                                       
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 82.7  bits: 20.5 E():   13 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (12-30:42-62) 
 
                                  10          20        30          
2MEPSP                    VGLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
      40        50        60        70        80                    
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM                    
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 81.9  bits: 21.4 E():   14 
Smith-Waterman score: 62; 31.6% identity (51.9% similar) in 79 aa overlap (11-70:79-155) 
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                                   10         20              30    
2MEPSP                     VGLKQLGADVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
                 40        50               60        70        80  
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISIPYVEMTLRLM  
        .:. .     .. :  :..: ..       :: :::::.. ::  :.:            
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 81.4  bits: 21.0 E():   15 
Smith-Waterman score: 52; 23.5% identity (67.6% similar) in 34 aa overlap (10-43:118-145) 
 
                                    10        20        30          
2MEPSP                      VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :.:....       ...: . :::. . :. 
gi|462 YDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVGKVTGGKTCMYGG 
        90       100       110       120             130       140  
 
      40        50        60        70        80                    
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM                    
       :...                                                         
gi|462 ITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLY 
             150       160       170       180       190       200  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 80.8  bits: 21.5 E():   16 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (21-38:167-184) 
 
                         10        20        30        40        50 
2MEPSP           VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
               60        70        80                               
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLM                               
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.1  bits: 22.8 E():   17 
Smith-Waterman score: 56; 36.8% identity (68.4% similar) in 19 aa overlap (11-29:956-974) 
 
                                   10        20        30        40 
2MEPSP                     VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                     .:  ::  ::: ... :..            
gi|119 TIPETECMKSQVAMATCQKKFGSECVALQQECVAGTGAPPVTIGARGAFMLATALRSCIF 
         930       940       950       960       970       980      
 
               50        60        70        80                     
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM                     
                                                                    
gi|119 NGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQLSPPMAVCVASQDLMTRC 
         990      1000      1010      1020      1030      1040      
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.0  bits: 21.1 E():   18 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (19-53:175-211) 
 
                           10        20        30        40         
2MEPSP             VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
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gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
       50          60        70        80                           
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMTLRLM                           
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (25-32:119-126) 
 
                     10        20        30        40        50     
2MEPSP       VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
           60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLM 
                                  
gi|144 EEVD                       
      150                         
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.3  bits: 19.4 E():   19 
Smith-Waterman score: 48; 41.4% identity (62.1% similar) in 29 aa overlap (3-31:77-97) 
 
                                           10        20        30   
2MEPSP                             VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     ::::.:.:        : : .:. ..:::  
gi|671 GAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASV--------PGVNANNAAALPGK 
         50        60        70        80                90         
 
             40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                                        
gi|671 CGVNVPYKISPSTNCATVK                              
      100       110                                     
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (20-66:133-176) 
 
                          10        20        30        40          
2MEPSP            VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
      50        60        70        80                              
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLM                              
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (20-66:133-176) 
 
                          10        20        30        40          
2MEPSP            VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
      50        60        70        80                              
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLM                              
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
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     160       170       180       190       200       210          
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.3  bits: 18.7 E():   25 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (8-31:46-71) 
 
                                      10          20        30      
2MEPSP                        VGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|328 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
          40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                                     
gi|328 HIPYKISASTNCATVK                              
          80        90                               
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.3  bits: 18.7 E():   25 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (8-31:47-72) 
 
                                      10          20        30      
2MEPSP                        VGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|837 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
         20        30        40        50        60        70       
 
          40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                                     
gi|837 SIPYKISASTNCATVK                              
         80        90                                
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.7  bits: 20.5 E():   27 
Smith-Waterman score: 50; 37.0% identity (59.3% similar) in 27 aa overlap (7-32:180-206) 
 
                                       10        20         30      
2MEPSP                         VGLKQLGADVDCFLGTDCPPVRVNGIGGL-PGGKVK 
                                     :: .  . :    :.:.. :.:: : :    
gi|237 VAKALSDLMKLLTGYGAVPQKNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNI 
     150       160       170       180       190       200          
 
          40        50        60        70        80                
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM                
                                                                    
gi|237 DGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSA 
     210       220       230       240       250       260          
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (37-64:7-34) 
 
         10        20        30        40        50        60       
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
         70        80                                               
2MEPSP LISIPYVEMTLRLM                                               
                                                                    
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (37-64:7-34) 
 
         10        20        30        40        50        60       
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2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
         70        80                                               
2MEPSP LISIPYVEMTLRLM                                               
                                                                    
gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.1  bits: 19.7 E():   29 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (27-66:162-201) 
 
                   10        20        30        40        50       
2MEPSP     VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
         60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLM 
       : .  : . :               
gi|116 GKAFYEAVAKAHQ            
             200                
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.0  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (10-31:35-60) 
 
                                    10            20        30      
2MEPSP                      VGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
          40        50        60        70        80       
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM       
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.0  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (10-31:35-60) 
 
                                    10            20        30      
2MEPSP                      VGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
          40        50        60        70        80       
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM       
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.0  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (10-31:35-60) 
 
                                    10            20        30      
2MEPSP                      VGLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
          40        50        60        70        80       
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM       
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gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.9  bits: 18.8 E():   30 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (8-31:72-97) 
 
                                      10          20        30      
2MEPSP                        VGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|547 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
              50        60        70        80        90       100  
 
          40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                                     
gi|547 SIPYKISASTNCATVK                              
             110                                     
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.4  bits: 19.7 E():   32 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (31-66:117-149) 
 
               10        20        30        40        50        60 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
               70        80                                         
2MEPSP IEIIDKLISIPYVEMTLRLM                                         
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 18.9 E():   32 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (13-22:48-57) 
 
                                 10        20        30        40   
2MEPSP                   VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
             50        60        70        80              
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM              
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.2  bits: 18.0 E():   33 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (12-21:38-47) 
 
                                  10        20        30        40  
2MEPSP                    VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
              50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                               
gi|114 CNKNCT                                  
        70                                     
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (31-66:144-176) 
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               10        20        30        40        50        60 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
               70        80                                         
2MEPSP IEIIDKLISIPYVEMTLRLM                                         
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (31-66:144-176) 
 
               10        20        30        40        50        60 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
               70        80                                         
2MEPSP IEIIDKLISIPYVEMTLRLM                                         
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.7  bits: 20.2 E():   35 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (20-56:244-280) 
 
                          10        20         30        40         
2MEPSP            VGLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
       50         60        70        80                            
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTLRLM                            
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (19-58:136-175) 
 
                           10        20        30        40         
2MEPSP             VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
       50        60        70        80                             
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLM                             
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (19-58:137-176) 
 
                           10        20        30        40         
2MEPSP             VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
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       50        60        70        80                             
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLM                             
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (19-58:140-179) 
 
                           10        20        30        40         
2MEPSP             VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
       50        60        70        80                             
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLM                             
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (32-56:221-245) 
 
              10        20        30        40        50        60  
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
              70        80                                          
2MEPSP EIIDKLISIPYVEMTLRLM                                          
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 27 aa overlap (3-29:124-146) 
 
                                           10        20        30   
2MEPSP                             VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     .:...:..  : ..: :     ::::.    
gi|236 HMLVGMYKELGAPAKGQPMDEVFPGCRRGDMKRVAASLPAFCNVDIPI----GIGGVCYW 
           100       110       120       130       140              
 
             40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                                        
gi|236 LSYPMNPATGH                                      
     150       160                                      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (19-58:151-190) 
 
                           10        20        30        40         
2MEPSP             VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
       50        60        70        80                             
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLM                             
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
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 initn:  44 init1:  44 opt:  45  Z-score: 73.9  bits: 18.5 E():   39 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (31-78:21-64) 
 
               10        20        30        40        50        60 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :... : :.. ... : : . :  . :..  
gi|217           MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAA 
                         10        20         30         40         
 
               70        80                                         
2MEPSP IEIIDKLISIPYVEMTLRLM                                         
       :  ..:: ..:. :.  :                                           
gi|217 I--VEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNA 
         50        60        70        80        90       100       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.5  bits: 18.5 E():   40 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (19-71:79-126) 
 
                           10        20        30        40         
2MEPSP             VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
       50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
       ..  :.. :. .. ....: . :          
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF     
          110        120       130      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 20.3 E():   41 
Smith-Waterman score: 49; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:275-299) 
 
                                           10        20        30   
2MEPSP                             VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     :.. :.::: :. .:   .:. . :      
gi|223 ALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIRVDQGTLRTLSSGQRNLQ 
          250       260       270       280       290       300     
 
             40        50        60        70        80             
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM             
                                                                    
gi|223 DDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEALPEFANFYNF 
          310       320       330       340       350       360     
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.5  bits: 20.8 E():   46 
Smith-Waterman score: 50; 38.5% identity (61.5% similar) in 26 aa overlap (54-79:414-439) 
 
            30        40        50        60        70        80    
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM    
                                     ::  : ::: . :  .:   ....::     
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (19-52:146-179) 
 
                           10        20        30        40         
2MEPSP             VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
       50        60        70        80                             
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2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLM                             
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 72.2  bits: 17.8 E():   48 
Smith-Waterman score: 43; 34.6% identity (61.5% similar) in 26 aa overlap (8-31:46-71) 
 
                                      10          20        30      
2MEPSP                        VGLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :. . : :  :. ..:::     
gi|929 YVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
          40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                                     
gi|929 NVPYKISASTNCATVK                              
          80        90                               
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 71.7  bits: 20.0 E():   51 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (28-67:393-434) 
 
                  10        20        30        40          50      
2MEPSP    VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
          60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLM 
       :::  .   :..              
gi|601 LGDKAVYAGDNFRTAINL        
            430       440        
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 17.4 E():   53 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (38-59:54-75) 
 
        10        20        30        40        50        60        
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
        70        80 
2MEPSP ISIPYVEMTLRLM 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 17.4 E():   53 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (38-59:54-75) 
 
        10        20        30        40        50        60        
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
        70        80 
2MEPSP ISIPYVEMTLRLM 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.2  bits: 17.4 E():   54 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (37-79:6-51) 
 
         10        20        30        40        50        60       
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---I 
                                     :. .. :.:  :.  ::. :  :  .   . 
gi|453                          RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPV 
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                                        10        20        30      
 
            70        80                              
2MEPSP IDKLISIPYVEMTLRLM                              
          :. .:    ::..                               
gi|453 AHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
          40        50        60        70        80  
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 71.2  bits: 20.8 E():   54 
Smith-Waterman score: 50; 38.5% identity (61.5% similar) in 26 aa overlap (54-79:500-525) 
 
            30        40        50        60        70        80    
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM    
                                     ::  : ::: . :  .:   ....::     
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 46; 43.8% identity (56.2% similar) in 16 aa overlap (11-26:23-38) 
 
                           10        20        30        40         
2MEPSP             VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                             .:  : : :   :::.                       
gi|309 MNCGKIILLFITIIGVAKSREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMYC 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLM                             
                                                                    
gi|309 GGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPNY 
               70        80        90       100       110       120 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.6 E():   57 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (28-47:271-290) 
 
                  10        20        30        40        50        
2MEPSP    VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
        60        70        80                                      
2MEPSP DVEIEIIDKLISIPYVEMTLRLM                                      
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (18-27:339-348) 
 
                            10        20        30        40        
2MEPSP              VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
 
        50        60        70        80 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                         
gi|513 SDPPVPLNMACHKTESLRTLASV           
      370       380       390            
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 70.0  bits: 19.6 E():   63 
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Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (28-67:393-434) 
 
                  10        20        30        40          50      
2MEPSP    VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
          60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLM 
       ::: ..   :..              
gi|467 LGDKRLYAGDNFRTAINL        
            430       440        
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (56-70:83-97) 
 
          30        40        50        60        70        80      
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM      
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (56-70:83-97) 
 
          30        40        50        60        70        80      
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM      
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.5  bits: 17.5 E():   67 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (7-39:48-83) 
 
                                       10           20        30    
2MEPSP                         VGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
            40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
       .  .:.                                          
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD                
        80        90       100                         
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.5  bits: 17.5 E():   67 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (7-39:48-83) 
 
                                       10           20        30    
2MEPSP                         VGLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
            40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
       .  .:.                                          
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD                
        80        90       100                         
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>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 17.5 E():   68 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (28-36:36-44) 
 
                  10        20        30        40        50        
2MEPSP    VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
        60        70        80                       
2MEPSP DVEIEIIDKLISIPYVEMTLRLM                       
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (7-43:49-85) 
 
                                       10        20        30       
2MEPSP                         VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
         40        50        60        70        80                 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM                 
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.3  bits: 18.4 E():   69 
Smith-Waterman score: 44; 30.2% identity (53.5% similar) in 43 aa overlap (3-44:86-123) 
 
                                           10         20        30  
2MEPSP                             VGLKQLGADVDCFLGTD-CPPVRVNGIGGLPG 
                                     . :. :. .:  : : :  :    .:     
gi|482 ARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCRDVAKYQVGQ--- 
          60        70        80        90        100       110     
 
              40        50        60        70        80            
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM            
        .: :.:: ...:                                                
gi|482 -NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANTKEVGC 
              120       130       140       150       160       170 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.2  bits: 17.5 E():   70 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (10-31:35-60) 
 
                                    10            20        30      
2MEPSP                      VGLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
          40        50        60        70        80       
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM       
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.6 E():   70 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (19-31:48-60) 
 
                           10        20        30        40         
2MEPSP             VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
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                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
       50        60        70        80        
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLM        
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (23-44:45-65) 
 
                       10        20        30        40        50   
2MEPSP         VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
             60        70        80                                 
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLM                                 
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (37-67:108-139) 
 
         10        20        30        40        50        60       
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
          70        80          
2MEPSP KLISIPYVEMTLRLM          
       ..                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (20-69:115-164) 
 
                          10        20        30        40          
2MEPSP            VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
      50        60        70        80                              
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLM                              
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 68.3  bits: 19.3 E():   78 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (28-58:391-423) 
 
                  10        20        30        40          50      
2MEPSP    VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
          60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLM 
       :::                       
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gi|144 LGDNAVYAGNNFRTAVNL        
              430                
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.0  bits: 17.6 E():   80 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (31-54:30-54) 
 
               10        20        30         40        50          
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDV 
                                     ::.. . :: : .  . :: .:.::      
gi|291  MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFS 
                10        20        30        40        50          
 
      60        70        80                                        
2MEPSP EIEIIDKLISIPYVEMTLRLM                                        
                                                                    
gi|291 PVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
      60        70        80        90       100       110          
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.9  bits: 18.9 E():   82 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (31-69:309-349) 
 
               10        20        30         40        50          
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLM 
        .. :.: :..:            
gi|752 GANAEVI-KMVSET          
      340        350           
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.9  bits: 14.6 E():   82 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (17-30:5-18) 
 
               10        20        30        40        50        60 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                       :: :   . :  ::                               
gi|244             IGNEDCTPWMSTLITPLP                               
                           10                                       
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (19-58:124-163) 
 
                           10        20        30        40         
2MEPSP             VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
       50        60        70        80                             
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLM                             
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (36-70:1-35) 
 
          10        20        30        40        50        60      
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|142                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
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          70        80                                              
2MEPSP KLISIPYVEMTLRLM                                              
        : :.                                                        
gi|142 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (36-70:1-35) 
 
          10        20        30        40        50        60      
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|796                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
          70        80                                              
2MEPSP KLISIPYVEMTLRLM                                              
        : :.                                                        
gi|796 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 46; 45.5% identity (81.8% similar) in 11 aa overlap (5-15:303-313) 
 
                                         10        20        30     
2MEPSP                           VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                     .:: ...:: :                    
gi|505 KNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAWNYGVPR 
            280       290       300       310       320       330   
 
           40        50        60        70        80               
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM               
                                                                    
gi|505 VMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRWREIYNMVK 
            340       350       360       370       380       390   
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 43; 30.2% identity (53.5% similar) in 43 aa overlap (3-44:86-123) 
 
                                           10         20        30  
2MEPSP                             VGLKQLGADVDCFLGTD-CPPVRVNGIGGLPG 
                                     . :. :. .:  : : :  :    .:     
gi|549 ARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCRDVAKYPVGQ--- 
          60        70        80        90        100       110     
 
              40        50        60        70        80            
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM            
        .: :.:: ...:                                                
gi|549 -NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANTKEVGC 
              120       130       140       150       160       170 
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 43; 30.2% identity (53.5% similar) in 43 aa overlap (3-44:86-123) 
 
                                           10         20        30  
2MEPSP                             VGLKQLGADVDCFLGTD-CPPVRVNGIGGLPG 
                                     . :. :. .:  : : :  :    .:     
gi|740 ARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCRDVAKYPVGQ--- 
          60        70        80        90        100       110     
 
              40        50        60        70        80            
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM            
        .: :.:: ...:                                                
gi|740 -NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANTKEVGC 
              120       130       140       150       160       170 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
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 initn:  48 init1:  48 opt:  50  Z-score: 67.5  bits: 21.1 E():   86 
Smith-Waterman score: 50; 28.8% identity (55.8% similar) in 52 aa overlap (9-57:58-99) 
 
                                     10        20           30      
2MEPSP                       VGLKQLGADVDCFLGTDCPPV-RVNGIG--GLPGGKVK 
                                     :..  . .::  : :.....  :.:.:    
gi|203 NPKAQSTYVYSLDAKTVLTPRDSQKVTIKGDAEVAFVSDCEAVLRLQNVAIDGVPNGA-- 
        30        40        50        60        70        80        
 
          40        50        60        70        80                
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM                
                :.: : : :.:.:                                       
gi|203 --------ELAAELAAKPFAFGYFNGRILGVCPADDDQDWSLNVKKAIVSSLQALSDGNV 
                  90       100       110       120       130        
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 42; 33.3% identity (52.8% similar) in 36 aa overlap (2-31:60-95) 
 
                                                10          20      
2MEPSP                              VGLKQLGAD----VDCF--LGTDCPPVRVNG 
                                     :: .  ::     .:.  :. .   :  :. 
gi|144 VTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNN 
      30        40        50        60        70        80          
 
          30        40        50        60        70        80 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
        .::::                                                  
gi|144 AAGLPGKCGVNVPYKISTSTNCATVK                              
      90       100       110                                   
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 42; 33.3% identity (52.8% similar) in 36 aa overlap (2-31:60-95) 
 
                                                10          20      
2MEPSP                              VGLKQLGAD----VDCF--LGTDCPPVRVNG 
                                     :: .  ::     .:.  :. .   :  :. 
gi|384 VTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNN 
      30        40        50        60        70        80          
 
          30        40        50        60        70        80 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
        .::::                                                  
gi|384 AAGLPGKCGVNVPYKISTSTNCATVK                              
      90       100       110                                   
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.2 E():   89 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (34-55:7-24) 
 
            10        20        30        40        50        60    
2MEPSP KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     .:::: .    :  ...:::.:         
gi|209                         MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQ 
                                       10            20        30   
 
            70        80                                            
2MEPSP IDKLISIPYVEMTLRLM                                            
                                                                    
gi|209 VASSVGSCIGYLRGTVPTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPG 
             40        50        60        70        80        90   
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.5 E():   89 
Smith-Waterman score: 44; 31.2% identity (59.4% similar) in 32 aa overlap (7-38:244-275) 
 
                                       10        20        30       
2MEPSP                         VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     :...: . ::.    .: :.:.   :  :  
gi|238 TEDDGKAEFSNYGAVVDVYAPGKDITSLKPGGSTDTLSGTSMASPHVCGLGAYLIGLGKQ 
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           220       230       240       250       260       270    
 
         40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
       .:                                           
gi|238 GGPGLCDTIKEMANEAIQR                          
           280       290                            
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.0  bits: 18.5 E():   91 
Smith-Waterman score: 44; 31.2% identity (46.9% similar) in 32 aa overlap (3-28:270-301) 
 
                                           10        20             
2MEPSP                             VGLKQLGADVDCFLGTDCPPVRV------NGI 
                                     :: : .  . ..  ::  . :       :: 
gi|170 ILRPLFQLAQGLGIIQPQQPAQLEGIRSLVLKTLPTMCNVYVPPDCSTINVPYANIDAGI 
     240       250       260       270       280       290          
 
         30        40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
       ::                                                     
gi|170 GGQ                                                    
     300                                                      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.3 E():   91 
Smith-Waterman score: 41; 50.0% identity (83.3% similar) in 12 aa overlap (3-14:103-114) 
 
                                           10        20        30   
2MEPSP                             VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     :.. :.::: :.                   
gi|301 ALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP         
             80        90       100       110       120             
 
             40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.1 E():   91 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (28-37:43-52) 
 
                  10        20        30        40        50        
2MEPSP    VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
        60        70        80                                      
2MEPSP DVEIEIIDKLISIPYVEMTLRLM                                      
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (19-38:79-98) 
 
                           10        20        30        40         
2MEPSP             VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|264 GIIKDFDEPGTLAPTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDE 
       50        60        70        80        90       100         
 
       50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                        
gi|264 PMTPGQCNMVVERLGDYLIEQGF          
      110       120       130           
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.7  bits: 17.7 E():   95 
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Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (31-47:152-166) 
 
               10        20        30        40        50        60 
2MEPSP VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
               70        80 
2MEPSP IEIIDKLISIPYVEMTLRLM 
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.6 E():   98 
Smith-Waterman score: 44; 38.9% identity (50.0% similar) in 18 aa overlap (10-27:166-183) 
 
                                    10        20        30          
2MEPSP                      VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :::  .   :  . :: :             
AOID|2 SCWAFAAAGVAESLYSIQKQQSIGLSEQELVDCTYNRYDPSYQCNGCGSGYSTEAFKYMI 
         140       150       160       170       180       190      
 
      40        50        60        70        80                    
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM                    
                                                                    
AOID|2 RTGLVEERNYPYNMRTQWCDPDVEGQRYHVSGYQQLRYHSSDEDVMYTIQQHGPVVIYMH 
         200       210       220       230       240       250      
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.3 E():   98 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (19-38:79-98) 
 
                           10        20        30        40         
2MEPSP             VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|105 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
       50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                        
gi|105 PMTPGQCNLVVERLGDYLIDQGYWVPSSNS   
      110       120       130           
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.3 E():   99 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (19-38:79-98) 
 
                           10        20        30        40         
2MEPSP             VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|100 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
       50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                        
gi|100 PMTPGQCNLVVERLGDYLIDQGYCGSHHHHHH 
      110       120       130       140 
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.3 E(): 1e 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (19-38:79-98) 
 
                           10        20        30        40         
2MEPSP             VGLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|100 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
       50        60        70        80  
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLM  
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gi|100 PMTPGQCNLVVERLGDYLIDQGYYVGSHHHHHH 
      110       120       130       140  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:39 2011 done: Tue Apr 19 10:57:39 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 140  - 219 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30    11     2:*== 
  32    12     8:=*= 
  34    25    22:=====*= 
  36    30    44:========  * 
  38    53    73:==============    * 
  40    72   102:==================       * 
  42    94   125:========================       * 
  44   116   138:=============================     * 
  46   144   140:==================================*= 
  48   226   134:=================================*======================= 
  50   127   122:==============================*= 
  52   115   108:==========================*== 
  54    94    92:======================*= 
  56    83    77:===================*= 
  58    47    63:============   * 
  60    52    51:============* 
  62    30    41:========  * 
  64    41    33:========*== 
  66    24    26:======* 
  68    17    20:====* 
  70    12    16:===* 
  72     4    12:= * 
  74    13    10:==*= 
  76    10     8:=*= 
  78     3     6:=* 
  80     9     5:=*= 
  82     3     3:* 
  84     4     3:* 
  86     4     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     4     1:*         :*=== 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
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 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.42150.00286; mu= 14.4981 0.149 
 mean_var=34.4528 8.531, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.218505 
 Kolmogorov-Smirnov  statistic: 0.0654 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 26.1    0.21 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 24.2     1.8 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.5       2 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 23.0     2.1 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   58 22.9     3.9 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.5       4 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.5       4 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.5     4.1 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.7       5 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   54 21.3     5.1 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.4     5.9 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.8     7.6 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   53 21.1       8 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 22.8     8.1 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 21.1     8.4 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   53 21.2     8.6 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   53 21.2     9.3 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   51 20.4     9.9 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.7      10 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.7      12 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.6      12 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.5      13 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.4      14 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   52 21.0      15 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.3      16 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.5      16 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.1      18 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   56 22.8      18 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.4      19 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.9      19 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   48 19.4      19 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.4      23 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.4      23 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   46 18.7      25 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   46 18.7      25 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   50 20.5      27 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.1      29 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.1      29 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.7      29 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.8      29 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.8      29 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.8      29 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   46 18.8      30 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.9      32 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.7      32 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.0      32 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.7      35 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.7      35 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   48 19.7      35 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 20.2      35 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.8      37 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.8      37 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.8      37 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   46 18.9      38 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.2      38 
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gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.8      38 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.5      39 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.5      40 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   49 20.3      42 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.5      47 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   43 17.8      47 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.9      52 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.4      53 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.4      53 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.4      54 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   46 19.1      56 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.6      58 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.6      59 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.6      64 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.9      66 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.9      66 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.5      67 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.5      67 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.5      67 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 18.0      69 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.5      69 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   44 18.4      69 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.6      70 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.6      70 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 18.0      71 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.0      72 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.4      73 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.3      79 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.7      80 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.6      80 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 18.9      83 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.5      83 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   43 18.1      86 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   43 18.1      86 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.3      86 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.3      86 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.2      86 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.2      86 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.3      86 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.2      88 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.0      89 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   44 18.5      90 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.3      91 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.1      92 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   44 18.5      92 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.3      95 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 17.7      95 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   41 17.3      98 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   44 18.6      99 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   41 17.3      99 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   41 17.3   1e 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 114.8  bits: 26.1 E(): 0.21 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (4-45:48-93) 
 
                                          10           20        30 
2MEPSP                            GLKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
                40        50        60        70        80 
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
         ... : ...: : :                                    
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS      
        80        90       100       110       120         
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 97.8  bits: 24.2 E():  1.8 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (7-48:25-65) 
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                                 10        20        30        40   
2MEPSP                   GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
             50        60        70        80                       
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME                       
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 97.2  bits: 22.5 E():    2 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (4-24:24-46) 
 
                                   10          20        30         
2MEPSP                     GLKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
       40        50        60        70        80 
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
                                                  
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN  
               70        80        90       100   
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 96.7  bits: 23.0 E():  2.1 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (11-31:66-87) 
 
                                   10        20         30          
2MEPSP                     GLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
      40        50        60        70        80            
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME            
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 91.9  bits: 22.9 E():  3.9 
Smith-Waterman score: 58; 31.8% identity (61.4% similar) in 44 aa overlap (30-72:8-47) 
 
               10        20        30        40         50          
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVE 
                                    ::. : .:.. . . .   : :. .:  ::  
gi|111                       MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV- 
                                     10        20        30         
 
      60        70        80                                        
2MEPSP IEIIDKLISIPYVEMTLRLME                                        
       .:..   .: :::                                                
gi|111 VEVV---VSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVIL 
        40           50        60        70        80        90     
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.7  bits: 22.5 E():    4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (44-59:9-24) 
 
            20        30        40        50        60        70    
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
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            80                                                      
2MEPSP MTLRLME                                                      
                                                                    
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.7  bits: 22.5 E():    4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (44-59:9-24) 
 
            20        30        40        50        60        70    
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
            80                                                      
2MEPSP MTLRLME                                                      
                                                                    
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.4  bits: 22.5 E():  4.1 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (38-76:26-64) 
 
        10        20        30        40        50        60        
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :.:. :: :  ...::  :   :: . : . 
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
 
        70        80                                                
2MEPSP SIPYVEMTLRLME                                                
         :   . :                                                    
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 89.9  bits: 21.7 E():    5 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (11-31:66-87) 
 
                                   10        20         30          
2MEPSP                     GLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
      40        50        60        70        80            
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME            
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 89.7  bits: 21.3 E():  5.1 
Smith-Waterman score: 54; 25.0% identity (55.0% similar) in 60 aa overlap (6-65:48-105) 
 
                                        10        20        30      
2MEPSP                          GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
          40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
       ::. ..   ::   ::: :  . : :  :.                
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD        
          80        90       100       110           
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
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 initn:  54 init1:  54 opt:  54  Z-score: 88.6  bits: 21.4 E():  5.9 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (23-76:66-119) 
 
                       10        20        30        40        50   
2MEPSP         GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
             60        70        80                
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLME                
         . :. :.... . . : .  .:                    
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 86.7  bits: 22.8 E():  7.6 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (4-24:383-405) 
 
                                          10          20        30  
2MEPSP                            GLKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
              40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
                                                         
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN  
            420       430       440       450       460  
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 86.2  bits: 21.1 E():    8 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (8-66:26-98) 
 
                                 10            20                30 
2MEPSP                   GLKQLGADVDCFLGTDCP----PVRVNGIGG--------LPG 
                                :::  .    :     : :.: ::        ::  
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
               40          50        60        70        80         
2MEPSP GKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME         
       :.   : .. .. ..  :: . . .  ::. .:.:...                       
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
gi|166 HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
              130       140       150     
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 86.1  bits: 22.8 E():  8.1 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (35-70:247-289) 
 
           10        20        30        40          50             
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
        60        70        80                                      
2MEPSP VEIEIIDKLISIPYVEMTLRLME                                      
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 85.9  bits: 21.1 E():  8.4 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (11-32:66-88) 
 
                                   10        20         30          
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2MEPSP                     GLKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
      40        50        60        70        80                    
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME                    
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 85.7  bits: 21.2 E():  8.6 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (8-66:40-112) 
 
                                      10            20              
2MEPSP                        GLKQLGADVDCFLGTDCP----PVRVNGIGG------ 
                                     :::  .    :     : :.: ::       
gi|133 NILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
      10        20        30        40        50        60          
 
          30        40          50        60        70        80    
2MEPSP --LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME    
         :: :.   : .. .. ..  :: . . .  ::. .:.:...                  
gi|133 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
      70        80        90       100       110       120          
 
gi|133 TTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
     130       140       150       160         
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 85.1  bits: 21.2 E():  9.3 
Smith-Waterman score: 53; 34.3% identity (49.3% similar) in 67 aa overlap (1-55:28-92) 
 
                                          10                20      
2MEPSP                            GLKQLGADVDCFLG----TD--CPP--VRVN-- 
                                  :   ::.::  .::    .:  ::    : :   
gi|124 ESPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSD 
               10        20        30          40        50         
 
             30         40        50        60        70        80  
2MEPSP -GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME  
        : .: :   . :::.:  .: :.  .  : . :                           
gi|124 VGPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGT 
       60        70        80        90       100       110         
 
gi|124 IGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNE 
      120       130       140       150       160       170         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 84.6  bits: 20.4 E():  9.9 
Smith-Waterman score: 51; 26.7% identity (50.0% similar) in 60 aa overlap (6-65:48-105) 
 
                                        10        20        30      
2MEPSP                          GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  .: .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG--AGGAAA 
        20        30        40        50        60          70      
 
          40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
       ::. ..   ::   ::: :  . : :  :.                
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD        
          80        90       100       110           
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 84.1  bits: 21.7 E():   10 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (7-48:25-65) 
 
                                 10        20        30        40   
2MEPSP                   GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
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                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
             50        60        70        80                       
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME                       
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 83.2  bits: 21.7 E():   12 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (32-64:105-139) 
 
              10        20        30        40         50        60 
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
                70        80                                        
2MEPSP -EIIDKLISIPYVEMTLRLME                                        
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 83.0  bits: 22.6 E():   12 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (35-70:378-420) 
 
           10        20        30        40          50             
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
        60        70        80                                      
2MEPSP VEIEIIDKLISIPYVEMTLRLME                                      
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 82.7  bits: 20.5 E():   13 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (11-29:42-62) 
 
                                   10          20        30         
2MEPSP                     GLKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
       40        50        60        70        80                   
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME                   
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 81.8  bits: 21.4 E():   14 
Smith-Waterman score: 62; 31.6% identity (51.9% similar) in 79 aa overlap (10-69:79-155) 
 
                                    10         20              30   
2MEPSP                      GLKQLGADVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
                  40        50               60        70        80 
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISIPYVEMTLRLME 
        .:. .     .. :  :..: ..       :: :::::.. ::  :.:            
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gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 81.3  bits: 21.0 E():   15 
Smith-Waterman score: 52; 23.5% identity (67.6% similar) in 34 aa overlap (9-42:118-145) 
 
                                     10        20        30         
2MEPSP                       GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :.:....       ...: . :::. . :. 
gi|462 YDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVGKVTGGKTCMYGG 
        90       100       110       120             130       140  
 
       40        50        60        70        80                   
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME                   
       :...                                                         
gi|462 ITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLY 
             150       160       170       180       190       200  
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.9  bits: 22.3 E():   16 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (53-80:414-441) 
 
             30        40        50        60        70        80   
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME   
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 80.7  bits: 21.5 E():   16 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (20-37:167-184) 
 
                          10        20        30        40          
2MEPSP            GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
      50        60        70        80                              
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLME                              
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.9  bits: 21.1 E():   18 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (18-52:175-211) 
 
                            10        20        30        40        
2MEPSP              GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
        50          60        70        80                          
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMTLRLME                          
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.9  bits: 22.8 E():   18 
Smith-Waterman score: 56; 36.8% identity (68.4% similar) in 19 aa overlap (10-28:956-974) 
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                                    10        20        30          
2MEPSP                      GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                     .:  ::  ::: ... :..            
gi|119 TIPETECMKSQVAMATCQKKFGSECVALQQECVAGTGAPPVTIGARGAFMLATALRSCIF 
         930       940       950       960       970       980      
 
      40        50        60        70        80                    
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME                    
                                                                    
gi|119 NGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQLSPPMAVCVASQDLMTRC 
         990      1000      1010      1020      1030      1040      
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 79.5  bits: 22.4 E():   19 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (53-80:500-527) 
 
             30        40        50        60        70        80   
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME   
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (24-31:119-126) 
 
                      10        20        30        40        50    
2MEPSP        GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
            60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLME 
                                   
gi|144 EEVD                        
      150                          
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.3  bits: 19.4 E():   19 
Smith-Waterman score: 48; 41.4% identity (62.1% similar) in 29 aa overlap (2-30:77-97) 
 
                                            10        20        30  
2MEPSP                              GLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     ::::.:.:        : : .:. ..:::  
gi|671 GAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASV--------PGVNANNAAALPGK 
         50        60        70        80                90         
 
              40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
                                                         
gi|671 CGVNVPYKISPSTNCATVK                               
      100       110                                      
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.1  bits: 20.4 E():   23 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (19-65:133-176) 
 
                           10        20        30        40         
2MEPSP             GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
       50        60        70        80                             
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLME                             
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
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     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.1  bits: 20.4 E():   23 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (19-65:133-176) 
 
                           10        20        30        40         
2MEPSP             GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
       50        60        70        80                             
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLME                             
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.4  bits: 18.7 E():   25 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (7-30:46-71) 
 
                                       10          20        30     
2MEPSP                         GLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|328 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
           40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
                                                      
gi|328 HIPYKISASTNCATVK                               
          80        90                                
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.3  bits: 18.7 E():   25 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (7-30:47-72) 
 
                                       10          20        30     
2MEPSP                         GLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|837 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
         20        30        40        50        60        70       
 
           40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
                                                      
gi|837 SIPYKISASTNCATVK                               
         80        90                                 
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.6  bits: 20.5 E():   27 
Smith-Waterman score: 50; 37.0% identity (59.3% similar) in 27 aa overlap (6-31:180-206) 
 
                                        10        20         30     
2MEPSP                          GLKQLGADVDCFLGTDCPPVRVNGIGGL-PGGKVK 
                                     :: .  . :    :.:.. :.:: : :    
gi|237 VAKALSDLMKLLTGYGAVPQKNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNI 
     150       160       170       180       190       200          
 
           40        50        60        70        80               
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME               
                                                                    
gi|237 DGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSA 
     210       220       230       240       250       260          
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (36-63:7-34) 
 
          10        20        30        40        50        60      
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2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
          70        80                                              
2MEPSP LISIPYVEMTLRLME                                              
                                                                    
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (36-63:7-34) 
 
          10        20        30        40        50        60      
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
          70        80                                              
2MEPSP LISIPYVEMTLRLME                                              
                                                                    
gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.1  bits: 19.7 E():   29 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (26-65:162-201) 
 
                    10        20        30        40        50      
2MEPSP      GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
          60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLME 
       : .  : . :                
gi|116 GKAFYEAVAKAHQ             
             200                 
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.0  bits: 18.8 E():   29 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (9-30:35-60) 
 
                                     10            20        30     
2MEPSP                       GLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
           40        50        60        70        80      
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME      
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.0  bits: 18.8 E():   29 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (9-30:35-60) 
 
                                     10            20        30     
2MEPSP                       GLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
           40        50        60        70        80      
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME      
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gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.0  bits: 18.8 E():   29 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (9-30:35-60) 
 
                                     10            20        30     
2MEPSP                       GLKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
           40        50        60        70        80      
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME      
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.9  bits: 18.8 E():   30 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (7-30:72-97) 
 
                                       10          20        30     
2MEPSP                         GLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|547 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
              50        60        70        80        90       100  
 
           40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
                                                      
gi|547 SIPYKISASTNCATVK                               
             110                                      
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 18.9 E():   32 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (12-21:48-57) 
 
                                  10        20        30        40  
2MEPSP                    GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
              50        60        70        80             
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME             
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.3  bits: 19.7 E():   32 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (30-65:117-149) 
 
                10        20        30        40        50          
2MEPSP  GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
      60        70        80                                        
2MEPSP IEIIDKLISIPYVEMTLRLME                                        
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.3  bits: 18.0 E():   32 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (11-20:38-47) 
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                                   10        20        30        40 
2MEPSP                     GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
               50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
                                                
gi|114 CNKNCT                                   
        70                                      
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.7  bits: 19.7 E():   35 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (30-65:144-176) 
 
                10        20        30        40        50          
2MEPSP  GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
      60        70        80                                        
2MEPSP IEIIDKLISIPYVEMTLRLME                                        
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.7  bits: 19.7 E():   35 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (30-65:144-176) 
 
                10        20        30        40        50          
2MEPSP  GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
      60        70        80                                        
2MEPSP IEIIDKLISIPYVEMTLRLME                                        
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 48; 40.0% identity (57.1% similar) in 35 aa overlap (1-35:135-164) 
 
                                             10        20        30 
2MEPSP                               GLKQLGADVDCFLGTDCPPVRVNGIGGLPG 
                                     ::   :.::   .: .   :::.: : :   
gi|511 KYDSYQIDNDIALIKLKSPMKLNQKNAKAVGLPAKGSDVK--VGDQ---VRVSGWGYLEE 
          110       120       130       140            150          
 
               40        50        60        70        80           
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME           
       :. .:                                                        
gi|511 GSYSLPSELRRVDIAVVSRKECNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPVV 
     160       170       180       190       200       210          
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.6  bits: 20.2 E():   35 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (19-55:244-280) 
 
                           10        20         30        40        
2MEPSP             GLKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
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        50         60        70        80                           
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTLRLME                           
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (18-57:136-175) 
 
                            10        20        30        40        
2MEPSP              GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
        50        60        70        80                            
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLME                            
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (18-57:137-176) 
 
                            10        20        30        40        
2MEPSP              GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
        50        60        70        80                            
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLME                            
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (18-57:140-179) 
 
                            10        20        30        40        
2MEPSP              GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
        50        60        70        80                            
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLME                            
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 27 aa overlap (2-28:124-146) 
 
                                            10        20        30  
2MEPSP                              GLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     .:...:..  : ..: :     ::::.    
gi|236 HMLVGMYKELGAPAKGQPMDEVFPGCRRGDMKRVAASLPAFCNVDIPI----GIGGVCYW 
           100       110       120       130       140              
 
              40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
                                                         
gi|236 LSYPMNPATGH                                       
     150       160                                       
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (31-55:221-245) 
 
               10        20        30        40        50        60 
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
               70        80                                         
2MEPSP EIIDKLISIPYVEMTLRLME                                         
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 19.8 E():   38 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (18-57:151-190) 
 
                            10        20        30        40        
2MEPSP              GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
        50        60        70        80                            
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLME                            
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.9  bits: 18.5 E():   39 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (30-77:21-64) 
 
               10        20        30        40        50        60 
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                    :... : :.. ... : : . :  . :.. : 
gi|217          MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI 
                        10        20         30         40          
 
               70        80                                         
2MEPSP EIIDKLISIPYVEMTLRLME                                         
         ..:: ..:. :.  :                                            
gi|217 --VEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAE 
        50        60        70        80        90       100        
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.5  bits: 18.5 E():   40 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (18-70:79-126) 
 
                            10        20        30        40        
2MEPSP              GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
       ..  :.. :. .. ....: . :           
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF      
          110        120       130       
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 20.3 E():   42 
Smith-Waterman score: 49; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:275-299) 
 
                                            10        20        30  
2MEPSP                              GLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     :.. :.::: :. .:   .:. . :      
gi|223 ALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIRVDQGTLRTLSSGQRNLQ 
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          250       260       270       280       290       300     
 
              40        50        60        70        80            
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME            
                                                                    
gi|223 DDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEALPEFANFYNF 
          310       320       330       340       350       360     
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.4  bits: 19.5 E():   47 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (18-51:146-179) 
 
                            10        20        30        40        
2MEPSP              GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
        50        60        70        80                            
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLME                            
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 72.3  bits: 17.8 E():   47 
Smith-Waterman score: 43; 34.6% identity (61.5% similar) in 26 aa overlap (7-30:46-71) 
 
                                       10          20        30     
2MEPSP                         GLKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :. . : :  :. ..:::     
gi|929 YVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
           40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
                                                      
gi|929 NVPYKISASTNCATVK                               
          80        90                                
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 71.6  bits: 19.9 E():   52 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (27-66:393-434) 
 
                   10        20        30        40          50     
2MEPSP     GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
           60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLME 
       :::  .   :..               
gi|601 LGDKAVYAGDNFRTAINL         
            430       440         
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 17.4 E():   53 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (37-58:54-75) 
 
         10        20        30        40        50        60       
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
         70        80 
2MEPSP ISIPYVEMTLRLME 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 17.4 E():   53 
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Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (37-58:54-75) 
 
         10        20        30        40        50        60       
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
         70        80 
2MEPSP ISIPYVEMTLRLME 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.2  bits: 17.4 E():   54 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (36-78:6-51) 
 
          10        20        30        40        50        60      
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---I 
                                     :. .. :.:  :.  ::. :  :  .   . 
gi|453                          RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPV 
                                        10        20        30      
 
             70        80                             
2MEPSP IDKLISIPYVEMTLRLME                             
          :. .:    ::..                               
gi|453 AHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
          40        50        60        70        80  
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 46; 43.8% identity (56.2% similar) in 16 aa overlap (10-25:23-38) 
 
                            10        20        30        40        
2MEPSP              GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                             .:  : : :   :::.                       
gi|309 MNCGKIILLFITIIGVAKSREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMYC 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLME                            
                                                                    
gi|309 GGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPNY 
               70        80        90       100       110       120 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (27-46:271-290) 
 
                   10        20        30        40        50       
2MEPSP     GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
         60        70        80                                     
2MEPSP DVEIEIIDKLISIPYVEMTLRLME                                     
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.6 E():   59 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (17-26:339-348) 
 
                             10        20        30        40       
2MEPSP               GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
 
         50        60        70        80 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
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gi|513 SDPPVPLNMACHKTESLRTLASV            
      370       380       390             
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 69.9  bits: 19.6 E():   64 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (27-66:393-434) 
 
                   10        20        30        40          50     
2MEPSP     GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
           60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLME 
       ::: ..   :..               
gi|467 LGDKRLYAGDNFRTAINL         
            430       440         
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (55-69:83-97) 
 
           30        40        50        60        70        80     
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME     
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (55-69:83-97) 
 
           30        40        50        60        70        80     
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME     
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.5  bits: 17.5 E():   67 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (6-38:48-83) 
 
                                        10           20        30   
2MEPSP                          GLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
             40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
       .  .:.                                           
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD                 
        80        90       100                          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.5  bits: 17.5 E():   67 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (6-38:48-83) 
 
                                        10           20        30   
2MEPSP                          GLKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
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             40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
       .  .:.                                           
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD                 
        80        90       100                          
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 17.5 E():   67 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (27-35:36-44) 
 
                   10        20        30        40        50       
2MEPSP     GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
         60        70        80                      
2MEPSP DVEIEIIDKLISIPYVEMTLRLME                      
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (6-42:49-85) 
 
                                        10        20        30      
2MEPSP                          GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
          40        50        60        70        80                
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME                
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.3  bits: 20.5 E():   69 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (53-80:500-527) 
 
             30        40        50        60        70        80   
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME   
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.3  bits: 18.4 E():   69 
Smith-Waterman score: 44; 30.2% identity (53.5% similar) in 43 aa overlap (2-43:86-123) 
 
                                            10         20        30 
2MEPSP                              GLKQLGADVDCFLGTD-CPPVRVNGIGGLPG 
                                     . :. :. .:  : : :  :    .:     
gi|482 ARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCRDVAKYQVGQ--- 
          60        70        80        90        100       110     
 
               40        50        60        70        80           
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME           
        .: :.:: ...:                                                
gi|482 -NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANTKEVGC 
              120       130       140       150       160       170 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.2  bits: 17.6 E():   70 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (9-30:35-60) 
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                                     10            20        30     
2MEPSP                       GLKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
           40        50        60        70        80      
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME      
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.6 E():   70 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (18-30:48-60) 
 
                            10        20        30        40        
2MEPSP              GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
        50        60        70        80       
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLME       
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (22-43:45-65) 
 
                        10        20        30        40        50  
2MEPSP          GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
              60        70        80                                
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLME                                
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (36-66:108-139) 
 
          10        20        30        40        50        60      
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
           70        80         
2MEPSP KLISIPYVEMTLRLME         
       ..                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 18.4 E():   73 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (19-68:115-164) 
 
                           10        20        30        40         
2MEPSP             GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
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       50        60        70        80                             
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLME                             
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 68.2  bits: 19.3 E():   79 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (27-57:391-423) 
 
                   10        20        30        40          50     
2MEPSP     GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
           60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLME 
       :::                        
gi|144 LGDNAVYAGNNFRTAVNL         
              430                 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.1  bits: 14.7 E():   80 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (16-29:5-18) 
 
               10        20        30        40        50        60 
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                      :: :   . :  ::                                
gi|244            IGNEDCTPWMSTLITPLP                                
                          10                                        
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.0  bits: 17.6 E():   80 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (30-53:30-54) 
 
               10        20        30         40        50          
2MEPSP GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.::       
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP IEIIDKLISIPYVEMTLRLME                                        
                                                                    
gi|291 VLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAR 
               70        80        90       100       110       120 
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.8  bits: 18.9 E():   83 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (30-68:309-349) 
 
                10        20        30         40        50         
2MEPSP  GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
         60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLME 
        .. :.: :..:             
gi|752 GANAEVI-KMVSET           
      340        350            
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (18-57:124-163) 
 
                            10        20        30        40        
2MEPSP              GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
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gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
        50        60        70        80                            
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLME                            
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.6  bits: 18.1 E():   86 
Smith-Waterman score: 43; 30.2% identity (53.5% similar) in 43 aa overlap (2-43:86-123) 
 
                                            10         20        30 
2MEPSP                              GLKQLGADVDCFLGTD-CPPVRVNGIGGLPG 
                                     . :. :. .:  : : :  :    .:     
gi|549 ARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCRDVAKYPVGQ--- 
          60        70        80        90        100       110     
 
               40        50        60        70        80           
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME           
        .: :.:: ...:                                                
gi|549 -NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANTKEVGC 
              120       130       140       150       160       170 
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.6  bits: 18.1 E():   86 
Smith-Waterman score: 43; 30.2% identity (53.5% similar) in 43 aa overlap (2-43:86-123) 
 
                                            10         20        30 
2MEPSP                              GLKQLGADVDCFLGTD-CPPVRVNGIGGLPG 
                                     . :. :. .:  : : :  :    .:     
gi|740 ARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCRDVAKYPVGQ--- 
          60        70        80        90        100       110     
 
               40        50        60        70        80           
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME           
        .: :.:: ...:                                                
gi|740 -NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANTKEVGC 
              120       130       140       150       160       170 
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.5  bits: 19.3 E():   86 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (35-69:1-35) 
 
           10        20        30        40        50        60     
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|142                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
           70        80                                             
2MEPSP KLISIPYVEMTLRLME                                             
        : :.                                                        
gi|142 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.5  bits: 19.3 E():   86 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (35-69:1-35) 
 
           10        20        30        40        50        60     
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|796                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
           70        80                                             
2MEPSP KLISIPYVEMTLRLME                                             
        : :.                                                        
gi|796 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
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               40        50        60        70        80        90 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 42; 33.3% identity (52.8% similar) in 36 aa overlap (1-30:60-95) 
 
                                                 10          20     
2MEPSP                               GLKQLGAD----VDCF--LGTDCPPVRVNG 
                                     :: .  ::     .:.  :. .   :  :. 
gi|144 VTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNN 
      30        40        50        60        70        80          
 
           30        40        50        60        70        80 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
        .::::                                                   
gi|144 AAGLPGKCGVNVPYKISTSTNCATVK                               
      90       100       110                                    
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 42; 33.3% identity (52.8% similar) in 36 aa overlap (1-30:60-95) 
 
                                                 10          20     
2MEPSP                               GLKQLGAD----VDCF--LGTDCPPVRVNG 
                                     :: .  ::     .:.  :. .   :  :. 
gi|384 VTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNN 
      30        40        50        60        70        80          
 
           30        40        50        60        70        80 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
        .::::                                                   
gi|384 AAGLPGKCGVNVPYKISTSTNCATVK                               
      90       100       110                                    
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 19.3 E():   86 
Smith-Waterman score: 46; 45.5% identity (81.8% similar) in 11 aa overlap (4-14:303-313) 
 
                                          10        20        30    
2MEPSP                            GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                     .:: ...:: :                    
gi|505 KNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAWNYGVPR 
            280       290       300       310       320       330   
 
            40        50        60        70        80              
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME              
                                                                    
gi|505 VMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRWREIYNMVK 
            340       350       360       370       380       390   
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.2 E():   88 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (33-54:7-24) 
 
             10        20        30        40        50        60   
2MEPSP KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     .:::: .    :  ...:::.:         
gi|209                         MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQ 
                                       10            20        30   
 
             70        80                                           
2MEPSP IDKLISIPYVEMTLRLME                                           
                                                                    
gi|209 VASSVGSCIGYLRGTVPTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPG 
             40        50        60        70        80        90   
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 67.3  bits: 21.0 E():   89 
Smith-Waterman score: 50; 28.8% identity (55.8% similar) in 52 aa overlap (8-56:58-99) 
 
                                      10        20           30     

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4610

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP                        GLKQLGADVDCFLGTDCPPV-RVNGIG--GLPGGKVK 
                                     :..  . .::  : :.....  :.:.:    
gi|203 NPKAQSTYVYSLDAKTVLTPRDSQKVTIKGDAEVAFVSDCEAVLRLQNVAIDGVPNGA-- 
        30        40        50        60        70        80        
 
           40        50        60        70        80               
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME               
                :.: : : :.:.:                                       
gi|203 --------ELAAELAAKPFAFGYFNGRILGVCPADDDQDWSLNVKKAIVSSLQALSDGNV 
                  90       100       110       120       130        
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.5 E():   90 
Smith-Waterman score: 44; 31.2% identity (59.4% similar) in 32 aa overlap (6-37:244-275) 
 
                                        10        20        30      
2MEPSP                          GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     :...: . ::.    .: :.:.   :  :  
gi|238 TEDDGKAEFSNYGAVVDVYAPGKDITSLKPGGSTDTLSGTSMASPHVCGLGAYLIGLGKQ 
           220       230       240       250       260       270    
 
          40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
       .:                                            
gi|238 GGPGLCDTIKEMANEAIQR                           
           280       290                             
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.3 E():   91 
Smith-Waterman score: 41; 50.0% identity (83.3% similar) in 12 aa overlap (2-13:103-114) 
 
                                            10        20        30  
2MEPSP                              GLKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     :.. :.::: :.                   
gi|301 ALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP         
             80        90       100       110       120             
 
              40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.1 E():   92 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (27-36:43-52) 
 
                   10        20        30        40        50       
2MEPSP     GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
         60        70        80                                     
2MEPSP DVEIEIIDKLISIPYVEMTLRLME                                     
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 44; 31.2% identity (46.9% similar) in 32 aa overlap (2-27:270-301) 
 
                                            10        20            
2MEPSP                              GLKQLGADVDCFLGTDCPPVRV------NGI 
                                     :: : .  . ..  ::  . :       :: 
gi|170 ILRPLFQLAQGLGIIQPQQPAQLEGIRSLVLKTLPTMCNVYVPPDCSTINVPYANIDAGI 
     240       250       260       270       280       290          
 
          30        40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
       ::                                                      
gi|170 GGQ                                                     
     300                                                       
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>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (18-37:79-98) 
 
                            10        20        30        40        
2MEPSP              GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|264 GIIKDFDEPGTLAPTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDE 
       50        60        70        80        90       100         
 
        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
                                         
gi|264 PMTPGQCNMVVERLGDYLIEQGF           
      110       120       130            
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.7  bits: 17.7 E():   95 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (30-46:152-166) 
 
                10        20        30        40        50          
2MEPSP  GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
      60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLME 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.3 E():   98 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (18-37:79-98) 
 
                            10        20        30        40        
2MEPSP              GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|105 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
                                         
gi|105 PMTPGQCNLVVERLGDYLIDQGYWVPSSNS    
      110       120       130            
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.6 E():   99 
Smith-Waterman score: 44; 38.9% identity (50.0% similar) in 18 aa overlap (9-26:166-183) 
 
                                     10        20        30         
2MEPSP                       GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :::  .   :  . :: :             
AOID|2 SCWAFAAAGVAESLYSIQKQQSIGLSEQELVDCTYNRYDPSYQCNGCGSGYSTEAFKYMI 
         140       150       160       170       180       190      
 
       40        50        60        70        80                   
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME                   
                                                                    
AOID|2 RTGLVEERNYPYNMRTQWCDPDVEGQRYHVSGYQQLRYHSSDEDVMYTIQQHGPVVIYMH 
         200       210       220       230       240       250      
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.3 E():   99 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (18-37:79-98) 
 
                            10        20        30        40        
2MEPSP              GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|100 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4612

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
                                         
gi|100 PMTPGQCNLVVERLGDYLIDQGYCGSHHHHHH  
      110       120       130       140  
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.3 E(): 1e 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (18-37:79-98) 
 
                            10        20        30        40        
2MEPSP              GLKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|100 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
                                         
gi|100 PMTPGQCNLVVERLGDYLIDQGYYVGSHHHHHH 
      110       120       130       140  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:39 2011 done: Tue Apr 19 10:57:39 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 141  - 220 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 5 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30    13     2:*== 
  32    14     8:=*= 
  34    28    22:====*= 
  36    25    44:=====   * 
  38    56    73:============  * 
  40    80   102:================    * 
  42    72   125:===============         * 
  44   127   138:========================== * 
  46   141   140:===========================*= 
  48   241   134:==========================*====================== 
  50   127   122:========================*= 
  52   114   108:=====================*= 
  54    85    92:================= * 
  56    82    77:===============*= 
  58    50    63:==========  * 
  60    50    51:==========* 
  62    31    41:======= * 
  64    36    33:======*= 
  66    25    26:=====* 
  68    19    20:===* 
  70     9    16:== * 
  72     6    12:==* 
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  74    14    10:=*= 
  76     9     8:=* 
  78     4     6:=* 
  80     8     5:*= 
  82     2     3:* 
  84     4     3:* 
  86     4     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     3     1:*         :*== 
  94     0     1:*         :* 
  96     2     1:*         :*= 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.13800.00296; mu= 15.9341 0.154 
 mean_var=34.7483 8.614, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.217574 
 Kolmogorov-Smirnov  statistic: 0.0647 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 26.0    0.22 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 24.2     1.8 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.5     2.1 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 23.0     2.2 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   58 22.9     3.9 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.5       4 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.5       4 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.5     4.2 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.7     5.1 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   54 21.3     5.3 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.4     6.1 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.9     7.3 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 22.9     7.7 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   53 21.1     8.2 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 21.1     8.6 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   53 21.1     8.7 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   51 20.3      10 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.7      10 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.7      11 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.8      11 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.5      13 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.4      14 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   51 20.6      15 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   52 21.0      15 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.4      15 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.5      16 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   56 22.9      16 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.5      17 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.1      17 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.8      19 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   48 19.4      20 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.4      22 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.4      22 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   46 18.7      26 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   46 18.7      26 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   50 20.5      27 
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gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.1      28 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.1      28 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.7      29 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   46 18.8      31 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.7      32 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.8      33 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 20.2      34 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.8      34 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.8      34 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.9      35 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.3      36 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.8      36 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.8      36 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.8      37 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.8      37 
gi|23616947|dbj|BAC20650.1| putative allergenic pr ( 160)   46 18.9      38 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.5      40 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   49 20.3      40 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.5      41 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.8      45 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.5      46 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.0      49 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   43 17.7      50 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   46 19.2      55 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.6      55 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.3      56 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.3      56 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.6      56 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.3      57 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.7      61 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.6      63 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.9      67 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.9      67 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   44 18.4      69 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.5      69 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.5      69 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.9      70 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.5      70 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.5      72 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.4      72 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 18.0      72 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.5      72 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.0      73 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.4      75 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.2      78 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 19.0      80 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.4      81 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.4      81 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.4      81 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.5      82 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.6      82 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   43 18.1      85 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   43 18.1      85 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   44 18.6      87 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.2      89 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.2      89 
gi|170702|gb|AAA34272.1| gamma gliadin precursor [ ( 302)   44 18.6      89 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.1      91 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.2      91 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.5      92 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.2      93 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   44 18.6      95 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 17.7      96 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.3      97 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 114.4  bits: 26.0 E(): 0.22 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (3-44:48-93) 
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                                             10         20          
2MEPSP                             LKQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
      30         40        50        60        70        80 
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
         ... : ...: : :                                     
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS       
        80        90       100       110       120          
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 97.9  bits: 24.2 E():  1.8 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (6-47:25-65) 
 
                                  10        20        30        40  
2MEPSP                    LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
              50        60        70        80                      
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER                      
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 96.8  bits: 22.5 E():  2.1 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (3-23:24-46) 
 
                                      10        20        30        
2MEPSP                      LKQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
        40        50        60        70        80 
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                                   
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN   
               70        80        90       100    
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (10-30:66-87) 
 
                                    10        20         30         
2MEPSP                      LKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
       40        50        60        70        80           
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER           
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 91.9  bits: 22.9 E():  3.9 
Smith-Waterman score: 58; 31.8% identity (61.4% similar) in 44 aa overlap (29-71:8-47) 
 
               10        20        30        40         50          
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEI 
                                   ::. : .:.. . . .   : :. .:  :: . 
gi|111                      MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-V 
                                    10        20        30          
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      60        70        80                                        
2MEPSP EIIDKLISIPYVEMTLRLMER                                        
       :..   .: :::                                                 
gi|111 EVV---VSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVILG 
       40           50        60        70        80        90      
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.6  bits: 22.5 E():    4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (43-58:9-24) 
 
             20        30        40        50        60        70   
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
             80                                                     
2MEPSP MTLRLMER                                                     
                                                                    
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.6  bits: 22.5 E():    4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (43-58:9-24) 
 
             20        30        40        50        60        70   
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
             80                                                     
2MEPSP MTLRLMER                                                     
                                                                    
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.4  bits: 22.5 E():  4.2 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (37-75:26-64) 
 
         10        20        30        40        50        60       
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :.:. :: :  ...::  :   :: . : . 
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
 
         70        80                                               
2MEPSP SIPYVEMTLRLMER                                               
         :   . :                                                    
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 89.7  bits: 21.7 E():  5.1 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (10-30:66-87) 
 
                                    10        20         30         
2MEPSP                      LKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
       40        50        60        70        80           
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER           
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
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 initn:  40 init1:  40 opt:  54  Z-score: 89.4  bits: 21.3 E():  5.3 
Smith-Waterman score: 54; 25.0% identity (55.0% similar) in 60 aa overlap (5-64:48-105) 
 
                                         10        20        30     
2MEPSP                           LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
           40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
       ::. ..   ::   ::: :  . : :  :.                 
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD         
          80        90       100       110            
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.3  bits: 21.4 E():  6.1 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (22-75:66-119) 
 
                        10        20        30        40        50  
2MEPSP          LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
              60        70        80               
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMER               
         . :. :.... . . : .  .:                    
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 87.0  bits: 22.9 E():  7.3 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (3-23:383-405) 
 
                                             10        20        30 
2MEPSP                             LKQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
               40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                                          
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN   
            420       430       440       450       460   
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 86.6  bits: 22.9 E():  7.7 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (34-69:247-289) 
 
            10        20        30        40          50            
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
         60        70        80                                     
2MEPSP VEIEIIDKLISIPYVEMTLRLMER                                     
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 86.1  bits: 21.1 E():  8.2 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (7-65:26-98) 
 
                                  10            20                  
2MEPSP                    LKQLGADVDCFLGTDCP----PVRVNGIGG--------LPG 
                                :::  .    :     : :.: ::        ::  
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
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               10        20        30        40        50        60 
 
      30        40          50        60        70        80        
2MEPSP GKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER        
       :.   : .. .. ..  :: . . .  ::. .:.:...                       
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
gi|166 HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
              130       140       150     
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 85.7  bits: 21.1 E():  8.6 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (10-31:66-88) 
 
                                    10        20         30         
2MEPSP                      LKQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
       40        50        60        70        80                   
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER                   
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 85.6  bits: 21.1 E():  8.7 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (7-65:40-112) 
 
                                       10            20             
2MEPSP                         LKQLGADVDCFLGTDCP----PVRVNGIGG------ 
                                     :::  .    :     : :.: ::       
gi|133 NILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
      10        20        30        40        50        60          
 
           30        40          50        60        70        80   
2MEPSP --LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER   
         :: :.   : .. .. ..  :: . . .  ::. .:.:...                  
gi|133 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
      70        80        90       100       110       120          
 
gi|133 TTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
     130       140       150       160         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 84.3  bits: 20.3 E():   10 
Smith-Waterman score: 51; 26.7% identity (50.0% similar) in 60 aa overlap (5-64:48-105) 
 
                                         10        20        30     
2MEPSP                           LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  .: .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG--AGGAAA 
        20        30        40        50        60          70      
 
           40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
       ::. ..   ::   ::: :  . : :  :.                 
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD         
          80        90       100       110            
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 84.3  bits: 21.7 E():   10 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (6-47:25-65) 
 
                                  10        20        30        40  
2MEPSP                    LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
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              50        60        70        80                      
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER                      
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 83.5  bits: 22.7 E():   11 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (34-69:378-420) 
 
            10        20        30        40          50            
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
         60        70        80                                     
2MEPSP VEIEIIDKLISIPYVEMTLRLMER                                     
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 83.5  bits: 21.8 E():   11 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (31-63:105-139) 
 
               10        20        30        40         50          
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
       60        70        80                                       
2MEPSP -EIIDKLISIPYVEMTLRLMER                                       
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 82.6  bits: 20.5 E():   13 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (10-28:42-62) 
 
                                    10          20        30        
2MEPSP                      LKQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
        40        50        60        70        80                  
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER                  
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 82.0  bits: 21.4 E():   14 
Smith-Waterman score: 62; 31.6% identity (51.9% similar) in 79 aa overlap (9-68:79-155) 
 
                                     10         20              30  
2MEPSP                       LKQLGADVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
                   40        50               60        70          
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISIPYVEMTLRLME 
        .:. .     .. :  :..: ..       :: :::::.. ::  :.:            
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
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      80                                                            
2MEPSP R                                                            
                                                                    
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 81.6  bits: 20.6 E():   15 
Smith-Waterman score: 51; 34.9% identity (50.8% similar) in 63 aa overlap (4-54:32-92) 
 
                                          10                20      
2MEPSP                            LKQLGADVDCFLG----TD--CPP--VRVN--- 
                                     ::.::  .::    .:  ::    : :    
gi|124 SPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSDV 
              10        20        30          40        50          
 
             30         40        50        60        70        80  
2MEPSP GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER  
       : .: :   . :::.:  .: :.  .  : . :                            
gi|124 GPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGTI 
      60        70        80        90       100       110          
 
gi|124 GQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNEN 
     120       130       140       150       160       170          
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 81.5  bits: 21.0 E():   15 
Smith-Waterman score: 52; 23.5% identity (67.6% similar) in 34 aa overlap (8-41:118-145) 
 
                                      10        20        30        
2MEPSP                        LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :.:....       ...: . :::. . :. 
gi|462 YDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVGKVTGGKTCMYGG 
        90       100       110       120             130       140  
 
        40        50        60        70        80                  
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER                  
       :...                                                         
gi|462 ITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLY 
             150       160       170       180       190       200  
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.5  bits: 22.4 E():   15 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (52-79:414-441) 
 
              30        40        50        60        70        80  
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER  
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.0  bits: 21.5 E():   16 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (19-36:167-184) 
 
                           10        20        30        40         
2MEPSP             LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
       50        60        70        80                             
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMER                             
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
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 initn:  56 init1:  56 opt:  56  Z-score: 80.7  bits: 22.9 E():   16 
Smith-Waterman score: 56; 36.8% identity (68.4% similar) in 19 aa overlap (9-27:956-974) 
 
                                     10        20        30         
2MEPSP                       LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                     .:  ::  ::: ... :..            
gi|119 TIPETECMKSQVAMATCQKKFGSECVALQQECVAGTGAPPVTIGARGAFMLATALRSCIF 
         930       940       950       960       970       980      
 
       40        50        60        70        80                   
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER                   
                                                                    
gi|119 NGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQLSPPMAVCVASQDLMTRC 
         990      1000      1010      1020      1030      1040      
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.2  bits: 22.5 E():   17 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (52-79:500-527) 
 
              30        40        50        60        70        80  
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER  
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.2  bits: 21.1 E():   17 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (17-51:175-211) 
 
                             10        20        30        40       
2MEPSP               LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
           50        60        70        80                         
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMTLRLMER                         
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.3  bits: 19.8 E():   19 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (23-30:119-126) 
 
                       10        20        30        40        50   
2MEPSP         LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
             60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMER 
                                    
gi|144 EEVD                         
      150                           
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.0  bits: 19.4 E():   20 
Smith-Waterman score: 48; 41.4% identity (62.1% similar) in 29 aa overlap (1-29:77-97) 
 
                                             10        20        30 
2MEPSP                               LKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     ::::.:.:        : : .:. ..:::  
gi|671 GAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASV--------PGVNANNAAALPGK 
         50        60        70        80                90         
 
               40        50        60        70        80 
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2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                                          
gi|671 CGVNVPYKISPSTNCATVK                                
      100       110                                       
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (18-64:133-176) 
 
                            10        20        30        40        
2MEPSP              LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
        50        60        70        80                            
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMER                            
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (18-64:133-176) 
 
                            10        20        30        40        
2MEPSP              LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
        50        60        70        80                            
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMER                            
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.0  bits: 18.7 E():   26 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (6-29:46-71) 
 
                                        10          20        30    
2MEPSP                          LKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|328 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
            40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                                       
gi|328 HIPYKISASTNCATVK                                
          80        90                                 
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.9  bits: 18.7 E():   26 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (6-29:47-72) 
 
                                        10          20        30    
2MEPSP                          LKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|837 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
         20        30        40        50        60        70       
 
            40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                                       
gi|837 SIPYKISASTNCATVK                                
         80        90                                  
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.8  bits: 20.5 E():   27 
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Smith-Waterman score: 50; 37.0% identity (59.3% similar) in 27 aa overlap (5-30:180-206) 
 
                                         10        20         30    
2MEPSP                           LKQLGADVDCFLGTDCPPVRVNGIGGL-PGGKVK 
                                     :: .  . :    :.:.. :.:: : :    
gi|237 VAKALSDLMKLLTGYGAVPQKNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNI 
     150       160       170       180       190       200          
 
            40        50        60        70        80              
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER              
                                                                    
gi|237 DGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSA 
     210       220       230       240       250       260          
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.3  bits: 20.1 E():   28 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (35-62:7-34) 
 
           10        20        30        40        50        60     
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
           70        80                                             
2MEPSP LISIPYVEMTLRLMER                                             
                                                                    
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.3  bits: 20.1 E():   28 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (35-62:7-34) 
 
           10        20        30        40        50        60     
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
           70        80                                             
2MEPSP LISIPYVEMTLRLMER                                             
                                                                    
gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.1  bits: 19.7 E():   29 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (25-64:162-201) 
 
                     10        20        30        40        50     
2MEPSP       LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
           60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMER 
       : .  : . :                 
gi|116 GKAFYEAVAKAHQ              
             200                  
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.7  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (8-29:35-60) 
 
                                      10            20        30    
2MEPSP                        LKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
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            40        50        60        70        80     
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER     
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.7  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (8-29:35-60) 
 
                                      10            20        30    
2MEPSP                        LKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
            40        50        60        70        80     
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER     
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.7  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (8-29:35-60) 
 
                                      10            20        30    
2MEPSP                        LKQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
            40        50        60        70        80     
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER     
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.7  bits: 18.8 E():   31 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (6-29:72-97) 
 
                                        10          20        30    
2MEPSP                          LKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|547 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
              50        60        70        80        90       100  
 
            40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                                       
gi|547 SIPYKISASTNCATVK                                
             110                                       
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.4  bits: 19.7 E():   32 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (29-64:117-149) 
 
                 10        20        30        40        50         
2MEPSP   LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
       60        70        80                                       
2MEPSP IEIIDKLISIPYVEMTLRLMER                                       
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
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>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 18.8 E():   33 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (11-20:48-57) 
 
                                   10        20        30        40 
2MEPSP                     LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
               50        60        70        80            
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER            
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.9  bits: 20.2 E():   34 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (18-54:244-280) 
 
                            10        20         30        40       
2MEPSP              LKQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
          50        60        70        80                          
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTLRLMER                          
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.8  bits: 19.8 E():   34 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (29-64:144-176) 
 
                 10        20        30        40        50         
2MEPSP   LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
       60        70        80                                       
2MEPSP IEIIDKLISIPYVEMTLRLMER                                       
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.8  bits: 19.8 E():   34 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (29-64:144-176) 
 
                 10        20        30        40        50         
2MEPSP   LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
       60        70        80                                       
2MEPSP IEIIDKLISIPYVEMTLRLMER                                       
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.8  bits: 17.9 E():   35 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (10-19:38-47) 
 
                                    10        20        30          
2MEPSP                      LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
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gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
      40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                                 
gi|114 CNKNCT                                    
        70                                       
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 20.3 E():   36 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (30-54:221-245) 
 
                10        20        30        40        50          
2MEPSP  LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
      60        70        80                                        
2MEPSP EIIDKLISIPYVEMTLRLMER                                        
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (17-56:136-175) 
 
                             10        20        30        40       
2MEPSP               LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
         50        60        70        80                           
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER                           
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (17-56:137-176) 
 
                             10        20        30        40       
2MEPSP               LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
         50        60        70        80                           
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER                           
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (17-56:140-179) 
 
                             10        20        30        40       
2MEPSP               LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
         50        60        70        80                           
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER                           
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
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     170       180       190       200       210       220          
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (17-56:151-190) 
 
                             10        20        30        40       
2MEPSP               LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
         50        60        70        80                           
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER                           
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|23616947|dbj|BAC20650.1| putative allergenic protei  (160 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 27 aa overlap (1-27:124-146) 
 
                                             10        20        30 
2MEPSP                               LKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     .:...:..  : ..: :     ::::.    
gi|236 HMLVGMYKELGAPAKGQPMDEVFPGCRRGDMKRVAASLPAFCNVDIPI----GIGGVCYW 
           100       110       120       130       140              
 
               40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                                          
gi|236 LSYPMNPATGH                                        
     150       160                                        
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.6  bits: 18.5 E():   40 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (29-76:21-64) 
 
               10        20        30        40        50        60 
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                   :... : :.. ... : : . :  . :.. :  
gi|217         MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI- 
                       10        20         30         40           
 
               70        80                                         
2MEPSP IIDKLISIPYVEMTLRLMER                                         
        ..:: ..:. :.  :                                             
gi|217 -VEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEG 
       50        60        70        80        90       100         
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 20.3 E():   40 
Smith-Waterman score: 49; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:275-299) 
 
                                             10        20        30 
2MEPSP                               LKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     :.. :.::: :. .:   .:. . :      
gi|223 ALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIRVDQGTLRTLSSGQRNLQ 
          250       260       270       280       290       300     
 
               40        50        60        70        80           
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER           
                                                                    
gi|223 DDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEALPEFANFYNF 
          310       320       330       340       350       360     
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.4  bits: 18.5 E():   41 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (17-69:79-126) 
 
                             10        20        30        40       
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2MEPSP               LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
         50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
       ..  :.. :. .. ....: . :            
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF       
          110        120       130        
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 72.8  bits: 21.8 E():   45 
Smith-Waterman score: 54; 30.6% identity (53.1% similar) in 49 aa overlap (13-54:45-93) 
 
                                 10        20               30      
2MEPSP                   LKQLGADVDCFLGTDCPPVRV--NGIGGLPG-----GKVKLS 
                                     :   :: :   .:: : ::     :   :. 
gi|278 VTSCLATCQSLQEATARKGPSGDRGPRGERGPPGPPGRDGDDGIPGPPGPPGPPGPPGLG 
           20        30        40        50        60        70     
 
          40        50        60        70        80                
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER                
       :....:. .     .:..:                                          
gi|278 GNFAAQFDAKGGGPGPMGLMGPRGPPGASGAPGPQGFQGPPGEPGEPGQTGPAGARGPPG 
           80        90       100       110       120       130     
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (17-50:146-179) 
 
                             10        20        30        40       
2MEPSP               LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
         50        60        70        80                           
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER                           
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 72.0  bits: 20.0 E():   49 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (26-65:393-434) 
 
                    10        20        30        40          50    
2MEPSP      LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
            60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMER 
       :::  .   :..                
gi|601 LGDKAVYAGDNFRTAINL          
            430       440          
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.9  bits: 17.7 E():   50 
Smith-Waterman score: 43; 34.6% identity (61.5% similar) in 26 aa overlap (6-29:46-71) 
 
                                        10          20        30    
2MEPSP                          LKQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :. . : :  :. ..:::     
gi|929 YVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
            40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
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gi|929 NVPYKISASTNCATVK                                
          80        90                                 
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 46; 43.8% identity (56.2% similar) in 16 aa overlap (9-24:23-38) 
 
                             10        20        30        40       
2MEPSP               LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                             .:  : : :   :::.                       
gi|309 MNCGKIILLFITIIGVAKSREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMYC 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER                           
                                                                    
gi|309 GGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPNY 
               70        80        90       100       110       120 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.6 E():   55 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (26-45:271-290) 
 
                    10        20        30        40        50      
2MEPSP      LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
          60        70        80                                    
2MEPSP DVEIEIIDKLISIPYVEMTLRLMER                                    
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 17.3 E():   56 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (36-57:54-75) 
 
          10        20        30        40        50        60      
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
          70        80 
2MEPSP ISIPYVEMTLRLMER 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 17.3 E():   56 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (36-57:54-75) 
 
          10        20        30        40        50        60      
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
          70        80 
2MEPSP ISIPYVEMTLRLMER 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.6 E():   56 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (16-25:339-348) 
 
                              10        20        30        40      
2MEPSP                LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
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          50        60        70        80 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                           
gi|513 SDPPVPLNMACHKTESLRTLASV             
      370       380       390              
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.8  bits: 17.3 E():   57 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (35-77:6-51) 
 
           10        20        30        40        50        60     
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---I 
                                     :. .. :.:  :.  ::. :  :  .   . 
gi|453                          RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPV 
                                        10        20        30      
 
              70        80                            
2MEPSP IDKLISIPYVEMTLRLMER                            
          :. .:    ::..                               
gi|453 AHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
          40        50        60        70        80  
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 70.3  bits: 19.7 E():   61 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (26-65:393-434) 
 
                    10        20        30        40          50    
2MEPSP      LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
            60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMER 
       ::: ..   :..                
gi|467 LGDKRLYAGDNFRTAINL          
            430       440          
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.0  bits: 20.6 E():   63 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (52-79:500-527) 
 
              30        40        50        60        70        80  
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER  
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (54-68:83-97) 
 
            30        40        50        60        70        80    
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER    
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (54-68:83-97) 
 
            30        40        50        60        70        80    
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER    
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                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.3  bits: 18.4 E():   69 
Smith-Waterman score: 44; 30.2% identity (53.5% similar) in 43 aa overlap (1-42:86-123) 
 
                                             10         20          
2MEPSP                               LKQLGADVDCFLGTD-CPPVRVNGIGGLPG 
                                     . :. :. .:  : : :  :    .:     
gi|482 ARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCEYGHDTCRDVAKYQVGQ--- 
          60        70        80        90        100       110     
 
      30        40        50        60        70        80          
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER          
        .: :.:: ...:                                                
gi|482 -NVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANTKEVGC 
              120       130       140       150       160       170 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.2  bits: 17.5 E():   69 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (5-37:48-83) 
 
                                         10           20        30  
2MEPSP                           LKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
              40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
       .  .:.                                            
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD                  
        80        90       100                           
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.2  bits: 17.5 E():   69 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (5-37:48-83) 
 
                                         10           20        30  
2MEPSP                           LKQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
              40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
       .  .:.                                            
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD                  
        80        90       100                           
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 17.9 E():   70 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (5-41:49-85) 
 
                                         10        20        30     
2MEPSP                           LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
           40        50        60        70        80               
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER               
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
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>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.5 E():   70 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (26-34:36-44) 
 
                    10        20        30        40        50      
2MEPSP      LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
          60        70        80                     
2MEPSP DVEIEIIDKLISIPYVEMTLRLMER                     
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.0  bits: 17.5 E():   72 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (8-29:35-60) 
 
                                      10            20        30    
2MEPSP                        LKQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
            40        50        60        70        80     
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER     
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (18-67:115-164) 
 
                            10        20        30        40        
2MEPSP              LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
        50        60        70        80                            
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMER                            
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (21-42:45-65) 
 
                         10        20        30        40        50 
2MEPSP           LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
               60        70        80                               
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMER                               
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.5 E():   72 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (17-29:48-60) 
 
                             10        20        30        40       
2MEPSP               LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
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gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
         50        60        70        80      
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER      
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.9  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (35-65:108-139) 
 
           10        20        30        40        50        60     
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
            70        80        
2MEPSP KLISIPYVEMTLRLMER        
       ..                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (26-56:391-423) 
 
                    10        20        30        40          50    
2MEPSP      LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
            60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMER 
       :::                         
gi|144 LGDNAVYAGNNFRTAVNL          
              430                  
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 68.3  bits: 21.2 E():   78 
Smith-Waterman score: 50; 28.8% identity (55.8% similar) in 52 aa overlap (7-55:58-99) 
 
                                       10         20          30    
2MEPSP                         LKQLGADVDCFLGTDCPPV-RVNGIG--GLPGGKVK 
                                     :..  . .::  : :.....  :.:.:    
gi|203 NPKAQSTYVYSLDAKTVLTPRDSQKVTIKGDAEVAFVSDCEAVLRLQNVAIDGVPNGA-- 
        30        40        50        60        70        80        
 
            40        50        60        70        80              
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER              
                :.: : : :.:.:                                       
gi|203 --------ELAAELAAKPFAFGYFNGRILGVCPADDDQDWSLNVKKAIVSSLQALSDGNV 
                  90       100       110       120       130        
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.1  bits: 19.0 E():   80 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (29-67:309-349) 
 
                 10        20        30         40        50        
2MEPSP   LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
          60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMER 
        .. :.: :..:              
gi|752 GANAEVI-KMVSET            
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      340        350             
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (34-68:1-35) 
 
            10        20        30        40        50        60    
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|796                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
            70        80                                            
2MEPSP KLISIPYVEMTLRLMER                                            
        : :.                                                        
gi|796 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (34-68:1-35) 
 
            10        20        30        40        50        60    
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|142                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
            70        80                                            
2MEPSP KLISIPYVEMTLRLMER                                            
        : :.                                                        
gi|142 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 46; 45.5% identity (81.8% similar) in 11 aa overlap (3-13:303-313) 
 
                                           10        20        30   
2MEPSP                             LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                     .:: ...:: :                    
gi|505 KNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAWNYGVPR 
            280       290       300       310       320       330   
 
             40        50        60        70        80             
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER             
                                                                    
gi|505 VMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRWREIYNMVK 
            340       350       360       370       380       390   
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (17-56:124-163) 
 
                             10        20        30        40       
2MEPSP               LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
         50        60        70        80                           
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER                           
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (29-52:30-54) 
 
                10        20        30         40        50         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4635

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP  LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.::       
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP IEIIDKLISIPYVEMTLRLMER                                       
                                                                    
gi|291 VLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAR 
               70        80        90       100       110       120 
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 43; 30.2% identity (53.5% similar) in 43 aa overlap (1-42:86-123) 
 
                                             10         20          
2MEPSP                               LKQLGADVDCFLGTD-CPPVRVNGIGGLPG 
                                     . :. :. .:  : : :  :    .:     
gi|740 ARGLETRGNPGPQPPAKNMKNLVWNDELAYIAQVWAN-QCQYGHDTCRDVAKYPVGQ--- 
          60        70        80        90        100       110     
 
      30        40        50        60        70        80          
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER          
        .: :.:: ...:                                                
gi|740 -NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANTKEVGC 
              120       130       140       150       160       170 
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 43; 30.2% identity (53.5% similar) in 43 aa overlap (1-42:86-123) 
 
                                             10         20          
2MEPSP                               LKQLGADVDCFLGTD-CPPVRVNGIGGLPG 
                                     . :. :. .:  : : :  :    .:     
gi|549 ARGLETRGNPGPQPPAKNMKNLVWSDELAYIAQVWAN-QCQYGHDTCRDVAKYPVGQ--- 
          60        70        80        90        100       110     
 
      30        40        50        60        70        80          
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER          
        .: :.:: ...:                                                
gi|549 -NVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANTKEVGC 
              120       130       140       150       160       170 
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.6 E():   87 
Smith-Waterman score: 44; 31.2% identity (59.4% similar) in 32 aa overlap (5-36:244-275) 
 
                                         10        20        30     
2MEPSP                           LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     :...: . ::.    .: :.:.   :  :  
gi|238 TEDDGKAEFSNYGAVVDVYAPGKDITSLKPGGSTDTLSGTSMASPHVCGLGAYLIGLGKQ 
           220       230       240       250       260       270    
 
           40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
       .:                                             
gi|238 GGPGLCDTIKEMANEAIQR                            
           280       290                              
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.2 E():   89 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (13-29:44-60) 
 
                                 10        20        30        40   
2MEPSP                   LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|144 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
             50        60        70        80     
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER     
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gi|144 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
            80        90       100       110      
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.2 E():   89 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (13-29:44-60) 
 
                                 10        20        30        40   
2MEPSP                   LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|384 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
             50        60        70        80     
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER     
                                                  
gi|384 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
            80        90       100       110      
 
>>gi|170702|gb|AAA34272.1| gamma gliadin precursor [Trit  (302 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.2  bits: 18.6 E():   89 
Smith-Waterman score: 44; 31.2% identity (46.9% similar) in 32 aa overlap (1-26:270-301) 
 
                                             10        20           
2MEPSP                               LKQLGADVDCFLGTDCPPVRV------NGI 
                                     :: : .  . ..  ::  . :       :: 
gi|170 ILRPLFQLAQGLGIIQPQQPAQLEGIRSLVLKTLPTMCNVYVPPDCSTINVPYANIDAGI 
     240       250       260       270       280       290          
 
           30        40        50        60        70        80 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
       ::                                                       
gi|170 GGQ                                                      
     300                                                        
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.1 E():   91 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (26-35:43-52) 
 
                    10        20        30        40        50      
2MEPSP      LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
          60        70        80                                    
2MEPSP DVEIEIIDKLISIPYVEMTLRLMER                                    
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.1  bits: 17.2 E():   91 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (32-53:7-24) 
 
              10        20        30        40        50        60  
2MEPSP KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     .:::: .    :  ...:::.:         
gi|209                         MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQ 
                                       10            20        30   
 
              70        80                                          
2MEPSP IDKLISIPYVEMTLRLMER                                          
                                                                    
gi|209 VASSVGSCIGYLRGTVPTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPG 
             40        50        60        70        80        90   
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.0  bits: 14.5 E():   92 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (15-28:5-18) 
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               10        20        30        40        50        60 
2MEPSP LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                     :: :   . :  ::                                 
gi|244           IGNEDCTPWMSTLITPLP                                 
                         10                                         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.2 E():   93 
Smith-Waterman score: 41; 50.0% identity (83.3% similar) in 12 aa overlap (1-12:103-114) 
 
                                             10        20        30 
2MEPSP                               LKQLGADVDCFLGTDCPPVRVNGIGGLPGG 
                                     :.. :.::: :.                   
gi|301 ALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP         
             80        90       100       110       120             
 
               40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.6 E():   95 
Smith-Waterman score: 44; 38.9% identity (50.0% similar) in 18 aa overlap (8-25:166-183) 
 
                                      10        20        30        
2MEPSP                        LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :::  .   :  . :: :             
AOID|2 SCWAFAAAGVAESLYSIQKQQSIGLSEQELVDCTYNRYDPSYQCNGCGSGYSTEAFKYMI 
         140       150       160       170       180       190      
 
        40        50        60        70        80                  
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER                  
                                                                    
AOID|2 RTGLVEERNYPYNMRTQWCDPDVEGQRYHVSGYQQLRYHSSDEDVMYTIQQHGPVVIYMH 
         200       210       220       230       240       250      
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.7  bits: 17.7 E():   96 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (29-45:152-166) 
 
                 10        20        30        40        50         
2MEPSP   LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
       60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMER 
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.3 E():   97 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (17-36:79-98) 
 
                             10        20        30        40       
2MEPSP               LKQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|264 GIIKDFDEPGTLAPTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDE 
       50        60        70        80        90       100         
 
         50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                          
gi|264 PMTPGQCNMVVERLGDYLIEQGF            
      110       120       130             
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:39 2011 done: Tue Apr 19 10:57:39 2011 
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 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 142  - 221 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30    13     2:*=== 
  32    15     8:=*== 
  34    32    22:=====*== 
  36    28    44:=======   * 
  38    61    73:================  * 
  40    80   102:====================     * 
  42    81   125:=====================          * 
  44   106   138:===========================       * 
  46   136   140:==================================* 
  48   220   134:=================================*===================== 
  50   145   122:==============================*====== 
  52   127   108:==========================*===== 
  54    86    92:======================* 
  56    88    77:===================*== 
  58    57    63:===============* 
  60    37    51:==========  * 
  62    28    41:=======   * 
  64    32    33:========* 
  66    27    26:======* 
  68    18    20:====* 
  70    10    16:===* 
  72     4    12:= * 
  74    13    10:==*= 
  76    10     8:=*= 
  78     3     6:=* 
  80     6     5:=* 
  82     4     3:* 
  84     5     3:*= 
  86     3     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     4     1:*         :*=== 
  94     0     1:*         :* 
  96     2     1:*         :*= 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.02280.00295; mu= 16.5304 0.153 
 mean_var=34.3447 8.662, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.218849 
 Kolmogorov-Smirnov  statistic: 0.0668 (N=29) at  46 
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Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 26.1    0.21 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 24.3     1.7 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 22.5       2 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 23.0     2.1 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   58 22.9     3.7 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.5     3.9 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.5     3.9 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.5       4 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.7       5 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   54 21.3     5.2 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.4       6 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 22.9     6.9 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.0     7.3 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   53 21.1       8 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 21.2     8.4 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   53 21.2     8.5 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.8     9.9 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   51 20.3      10 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.8      11 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.8      11 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.5      13 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.5      13 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.5      14 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   51 20.6      14 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   52 21.1      14 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.6      15 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   56 23.0      15 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.6      16 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.2      17 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.9      19 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.4      22 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.4      22 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   47 19.1      25 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   50 20.6      26 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   46 18.7      26 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   46 18.7      26 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.1      28 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.1      28 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.7      29 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.8      30 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   46 18.8      31 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.8      31 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.8      32 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 20.3      33 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.8      33 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.8      33 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.9      35 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.3      35 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.8      35 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.8      35 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.8      35 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.9      36 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.5      39 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.5      41 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.9      42 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.5      44 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.1      47 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   43 17.7      50 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   47 19.7      53 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   46 19.2      54 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.7      54 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.3      56 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.3      56 
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gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.3      57 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.7      58 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.7      59 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.9      67 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.9      67 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 18.0      69 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.5      69 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.5      69 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.5      70 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.5      71 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 18.0      71 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.5      72 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.0      72 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.5      72 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.4      72 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.3      73 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 19.0      77 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.5      78 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.5      78 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.5      78 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.6      80 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.6      81 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   43 18.1      84 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   44 18.6      85 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.2      89 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.2      89 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.2      89 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.2      90 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   44 18.7      93 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 17.7      94 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.3      96 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.4      96 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   41 17.3      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 114.7  bits: 26.1 E(): 0.21 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (2-43:48-93) 
 
                                              10         20         
2MEPSP                              KQLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
        30        40        50        60        70        80 
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
         ... : ...: : :                                      
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS        
        80        90       100       110       120           
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 98.3  bits: 24.3 E():  1.7 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (5-46:25-65) 
 
                                   10        20        30        40 
2MEPSP                     KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
               50        60        70        80                     
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF                     
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 97.0  bits: 22.5 E():    2 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (2-22:24-46) 
 
                                       10        20        30       
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2MEPSP                       KQLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
         40        50        60        70        80 
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                                    
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN    
               70        80        90       100     
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 96.7  bits: 23.0 E():  2.1 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (9-29:66-87) 
 
                                     10        20         30        
2MEPSP                       KQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
        40        50        60        70        80          
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF          
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 92.2  bits: 22.9 E():  3.7 
Smith-Waterman score: 58; 31.8% identity (61.4% similar) in 44 aa overlap (28-70:8-47) 
 
               10        20        30         40        50          
2MEPSP KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIE 
                                  ::. : .:.. . . .   : :. .:  :: .: 
gi|111                     MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VE 
                                   10        20        30           
 
      60        70        80                                        
2MEPSP IIDKLISIPYVEMTLRLMERF                                        
       ..   .: :::                                                  
gi|111 VV---VSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVILGH 
      40           50        60        70        80        90       
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.9  bits: 22.5 E():  3.9 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (42-57:9-24) 
 
              20        30        40        50        60        70  
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
              80                                                    
2MEPSP MTLRLMERF                                                    
                                                                    
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.9  bits: 22.5 E():  3.9 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (42-57:9-24) 
 
              20        30        40        50        60        70  
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
              80                                                    
2MEPSP MTLRLMERF                                                    
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gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.6  bits: 22.5 E():    4 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (36-74:26-64) 
 
          10        20        30        40        50        60      
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :.:. :: :  ...::  :   :: . : . 
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
 
          70        80                                              
2MEPSP SIPYVEMTLRLMERF                                              
         :   . :                                                    
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 89.9  bits: 21.7 E():    5 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (9-29:66-87) 
 
                                     10        20         30        
2MEPSP                       KQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
        40        50        60        70        80          
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF          
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 89.6  bits: 21.3 E():  5.2 
Smith-Waterman score: 54; 25.0% identity (55.0% similar) in 60 aa overlap (4-63:48-105) 
 
                                          10        20        30    
2MEPSP                            KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
            40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
       ::. ..   ::   ::: :  . : :  :.                  
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD          
          80        90       100       110             
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.5  bits: 21.4 E():    6 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (21-74:66-119) 
 
                         10        20        30        40        50 
2MEPSP           KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
               60        70        80              
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERF              
         . :. :.... . . : .  .:                    
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 87.4  bits: 22.9 E():  6.9 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (2-22:383-405) 
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                                              10        20          
2MEPSP                              KQLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
      30        40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                                           
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN    
            420       430       440       450       460    
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 87.0  bits: 23.0 E():  7.3 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (33-68:247-289) 
 
             10        20        30        40          50           
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
          60        70        80                                    
2MEPSP VEIEIIDKLISIPYVEMTLRLMERF                                    
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 86.3  bits: 21.1 E():    8 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (6-64:26-98) 
 
                                   10            20                 
2MEPSP                     KQLGADVDCFLGTDCP----PVRVNGIGG--------LPG 
                                :::  .    :     : :.: ::        ::  
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
       30        40          50        60        70        80       
2MEPSP GKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF       
       :.   : .. .. ..  :: . . .  ::. .:.:...                       
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
gi|166 HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
              130       140       150     
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 85.9  bits: 21.2 E():  8.4 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (9-30:66-88) 
 
                                     10        20         30        
2MEPSP                       KQLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
        40        50        60        70        80                  
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF                  
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 85.8  bits: 21.2 E():  8.5 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (6-64:40-112) 
 
                                        10            20            
2MEPSP                          KQLGADVDCFLGTDCP----PVRVNGIGG------ 
                                     :::  .    :     : :.: ::       
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gi|133 NILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
      10        20        30        40        50        60          
 
            30        40          50        60        70        80  
2MEPSP --LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF  
         :: :.   : .. .. ..  :: . . .  ::. .:.:...                  
gi|133 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
      70        80        90       100       110       120          
 
gi|133 TTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
     130       140       150       160         
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 84.6  bits: 21.8 E():  9.9 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (5-46:25-65) 
 
                                   10        20        30        40 
2MEPSP                     KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
               50        60        70        80                     
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF                     
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 84.4  bits: 20.3 E():   10 
Smith-Waterman score: 51; 26.7% identity (50.0% similar) in 60 aa overlap (4-63:48-105) 
 
                                          10        20        30    
2MEPSP                            KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  .: .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG--AGGAAA 
        20        30        40        50        60          70      
 
            40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
       ::. ..   ::   ::: :  . : :  :.                  
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD          
          80        90       100       110             
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 84.0  bits: 22.8 E():   11 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (33-68:378-420) 
 
             10        20        30        40          50           
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
          60        70        80                                    
2MEPSP VEIEIIDKLISIPYVEMTLRLMERF                                    
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 83.8  bits: 21.8 E():   11 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (30-62:105-139) 
 
                10        20        30        40         50         
2MEPSP  KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
        60        70        80                                      
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2MEPSP -EIIDKLISIPYVEMTLRLMERF                                      
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 82.7  bits: 20.5 E():   13 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (9-27:42-62) 
 
                                     10          20        30       
2MEPSP                       KQLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
         40        50        60        70        80                 
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF                 
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 82.3  bits: 21.5 E():   13 
Smith-Waterman score: 62; 31.6% identity (51.9% similar) in 79 aa overlap (8-67:79-155) 
 
                                       10        20              30 
2MEPSP                        KQLGADVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
                    40               50        60        70         
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISIPYVEMTLRLME 
        .:. .     .. :  :..: ..       :: :::::.. ::  :.:            
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
       80                                                           
2MEPSP RF                                                           
                                                                    
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.9  bits: 22.5 E():   14 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (51-78:414-441) 
 
               30        40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 81.8  bits: 20.6 E():   14 
Smith-Waterman score: 51; 34.9% identity (50.8% similar) in 63 aa overlap (3-53:32-92) 
 
                                           10                20     
2MEPSP                             KQLGADVDCFLG----TD--CPP--VRVN--- 
                                     ::.::  .::    .:  ::    : :    
gi|124 SPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSDV 
              10        20        30          40        50          
 
              30         40        50        60        70        80 
2MEPSP GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
       : .: :   . :::.:  .: :.  .  : . :                            
gi|124 GPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGTI 
      60        70        80        90       100       110          

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4646

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
gi|124 GQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNEN 
     120       130       140       150       160       170          
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 81.7  bits: 21.1 E():   14 
Smith-Waterman score: 52; 23.5% identity (67.6% similar) in 34 aa overlap (7-40:118-145) 
 
                                       10        20        30       
2MEPSP                         KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :.:....       ...: . :::. . :. 
gi|462 YDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVGKVTGGKTCMYGG 
        90       100       110       120             130       140  
 
         40        50        60        70        80                 
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF                 
       :...                                                         
gi|462 ITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLY 
             150       160       170       180       190       200  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.4  bits: 21.6 E():   15 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (18-35:167-184) 
 
                            10        20        30        40        
2MEPSP              KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
        50        60        70        80                            
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERF                            
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.2  bits: 23.0 E():   15 
Smith-Waterman score: 56; 36.8% identity (68.4% similar) in 19 aa overlap (8-26:956-974) 
 
                                      10        20        30        
2MEPSP                        KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                     .:  ::  ::: ... :..            
gi|119 TIPETECMKSQVAMATCQKKFGSECVALQQECVAGTGAPPVTIGARGAFMLATALRSCIF 
         930       940       950       960       970       980      
 
        40        50        60        70        80                  
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF                  
                                                                    
gi|119 NGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQLSPPMAVCVASQDLMTRC 
         990      1000      1010      1020      1030      1040      
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.7  bits: 22.6 E():   16 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (51-78:500-527) 
 
               30        40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.5  bits: 21.2 E():   17 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (16-50:175-211) 
 
                              10        20        30        40      
2MEPSP                KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
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                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
            50        60        70        80                        
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMTLRLMERF                        
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (22-29:119-126) 
 
                        10        20        30        40        50  
2MEPSP          KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
              60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     
gi|144 EEVD                          
      150                            
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.4  bits: 20.4 E():   22 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (17-63:133-176) 
 
                             10        20        30        40       
2MEPSP               KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
         50        60        70        80                           
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF                           
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.4  bits: 20.4 E():   22 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (17-63:133-176) 
 
                             10        20        30        40       
2MEPSP               KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
         50        60        70        80                           
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF                           
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 77.4  bits: 19.1 E():   25 
Smith-Waterman score: 47; 34.8% identity (73.9% similar) in 23 aa overlap (8-28:75-97) 
 
                                      10          20        30      
2MEPSP                        KQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVKLSG 
                                     .:.  :... : : .:. ..:::        
gi|671 GGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVP 
           50        60        70        80        90       100     
 
          40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
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gi|671 YKISPSTNCATVK                                 
          110                                        
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.1  bits: 20.6 E():   26 
Smith-Waterman score: 50; 37.0% identity (59.3% similar) in 27 aa overlap (4-29:180-206) 
 
                                          10        20         30   
2MEPSP                            KQLGADVDCFLGTDCPPVRVNGIGGL-PGGKVK 
                                     :: .  . :    :.:.. :.:: : :    
gi|237 VAKALSDLMKLLTGYGAVPQKNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNI 
     150       160       170       180       190       200          
 
             40        50        60        70        80             
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF             
                                                                    
gi|237 DGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSA 
     210       220       230       240       250       260          
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.0  bits: 18.7 E():   26 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (5-28:46-71) 
 
                                         10          20        30   
2MEPSP                           KQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|328 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
             40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                                        
gi|328 HIPYKISASTNCATVK                                 
          80        90                                  
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.0  bits: 18.7 E():   26 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (5-28:47-72) 
 
                                         10          20        30   
2MEPSP                           KQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|837 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
         20        30        40        50        60        70       
 
             40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                                        
gi|837 SIPYKISASTNCATVK                                 
         80        90                                   
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (34-61:7-34) 
 
            10        20        30        40        50        60    
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
            70        80                                            
2MEPSP LISIPYVEMTLRLMERF                                            
                                                                    
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (34-61:7-34) 
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            10        20        30        40        50        60    
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
            70        80                                            
2MEPSP LISIPYVEMTLRLMERF                                            
                                                                    
gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.3  bits: 19.7 E():   29 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (24-63:162-201) 
 
                      10        20        30        40        50    
2MEPSP        KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
            60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERF 
       : .  : . :                  
gi|116 GKAFYEAVAKAHQ               
             200                   
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.8  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (7-28:35-60) 
 
                                       10            20        30   
2MEPSP                         KQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
             40        50        60        70        80    
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF    
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.8  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (7-28:35-60) 
 
                                       10            20        30   
2MEPSP                         KQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
             40        50        60        70        80    
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF    
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.8  bits: 18.8 E():   30 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (7-28:35-60) 
 
                                       10            20        30   
2MEPSP                         KQLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
             40        50        60        70        80    
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2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF    
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.7  bits: 18.8 E():   31 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (5-28:72-97) 
 
                                         10          20        30   
2MEPSP                           KQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|547 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
              50        60        70        80        90       100  
 
             40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                                        
gi|547 SIPYKISASTNCATVK                                 
             110                                        
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.6  bits: 19.8 E():   31 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (28-63:117-149) 
 
                  10        20        30        40        50        
2MEPSP    KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
        60        70        80                                      
2MEPSP IEIIDKLISIPYVEMTLRLMERF                                      
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 18.8 E():   32 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (10-19:48-57) 
 
                                    10        20        30          
2MEPSP                      KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
      40        50        60        70        80           
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF           
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.2  bits: 20.3 E():   33 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (17-53:244-280) 
 
                             10        20         30        40      
2MEPSP               KQLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
           50        60        70        80                         
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTLRLMERF                         
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.0  bits: 19.8 E():   33 
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Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (28-63:144-176) 
 
                  10        20        30        40        50        
2MEPSP    KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
        60        70        80                                      
2MEPSP IEIIDKLISIPYVEMTLRLMERF                                      
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.0  bits: 19.8 E():   33 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (28-63:144-176) 
 
                  10        20        30        40        50        
2MEPSP    KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
        60        70        80                                      
2MEPSP IEIIDKLISIPYVEMTLRLMERF                                      
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.7  bits: 17.9 E():   35 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (9-18:38-47) 
 
                                     10        20        30         
2MEPSP                       KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
       40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                                  
gi|114 CNKNCT                                     
        70                                        
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.7  bits: 20.3 E():   35 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (29-53:221-245) 
 
                 10        20        30        40        50         
2MEPSP   KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
       60        70        80                                       
2MEPSP EIIDKLISIPYVEMTLRLMERF                                       
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (16-55:136-175) 
 
                              10        20        30        40      
2MEPSP                KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
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          50        60        70        80                          
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF                          
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (16-55:137-176) 
 
                              10        20        30        40      
2MEPSP                KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
          50        60        70        80                          
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF                          
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (16-55:140-179) 
 
                              10        20        30        40      
2MEPSP                KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
          50        60        70        80                          
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF                          
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 19.9 E():   36 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (16-55:151-190) 
 
                              10        20        30        40      
2MEPSP                KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
          50        60        70        80                          
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF                          
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.7  bits: 18.5 E():   39 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (28-75:21-64) 
 
               10        20        30        40        50        60 
2MEPSP KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                  :... : :.. ... : : . :  . :.. :   
gi|217        MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI-- 
                      10        20         30         40            
 
               70        80                                         
2MEPSP IDKLISIPYVEMTLRLMERF                                         
       ..:: ..:. :.  :                                              
gi|217 VEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGN 
      50        60        70        80        90       100          
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>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.4  bits: 18.5 E():   41 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (16-68:79-126) 
 
                              10        20        30        40      
2MEPSP                KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
          50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
       ..  :.. :. .. ....: . :             
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF        
          110        120       130         
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 73.3  bits: 21.9 E():   42 
Smith-Waterman score: 54; 30.6% identity (53.1% similar) in 49 aa overlap (12-53:45-93) 
 
                                  10        20               30     
2MEPSP                    KQLGADVDCFLGTDCPPVRV--NGIGGLPG-----GKVKLS 
                                     :   :: :   .:: : ::     :   :. 
gi|278 VTSCLATCQSLQEATARKGPSGDRGPRGERGPPGPPGRDGDDGIPGPPGPPGPPGPPGLG 
           20        30        40        50        60        70     
 
           40        50        60        70        80               
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF               
       :....:. .     .:..:                                          
gi|278 GNFAAQFDAKGGGPGPMGLMGPRGPPGASGAPGPQGFQGPPGEPGEPGQTGPAGARGPPG 
           80        90       100       110       120       130     
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (16-49:146-179) 
 
                              10        20        30        40      
2MEPSP                KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
          50        60        70        80                          
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF                          
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 72.3  bits: 20.1 E():   47 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (25-64:393-434) 
 
                     10        20        30        40          50   
2MEPSP       KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
             60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERF 
       :::  .   :..                 
gi|601 LGDKAVYAGDNFRTAINL           
            430       440           
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.9  bits: 17.7 E():   50 
Smith-Waterman score: 43; 34.6% identity (61.5% similar) in 26 aa overlap (5-28:46-71) 
 
                                         10          20        30   
2MEPSP                           KQLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :. . : :  :. ..:::     
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gi|929 YVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
             40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                                        
gi|929 NVPYKISASTNCATVK                                 
          80        90                                  
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.3  bits: 19.7 E():   53 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (25-44:271-290) 
 
                     10        20        30        40        50     
2MEPSP       KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..           
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
           60        70        80                                   
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERF                                   
                                                                    
gi|585 KYQDRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.3  bits: 19.2 E():   54 
Smith-Waterman score: 46; 43.8% identity (56.2% similar) in 16 aa overlap (8-23:23-38) 
 
                              10        20        30        40      
2MEPSP                KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                             .:  : : :   :::.                       
gi|309 MNCGKIILLFITIIGVAKSREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMYC 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF                          
                                                                    
gi|309 GGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPNY 
               70        80        90       100       110       120 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.7 E():   54 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (15-24:339-348) 
 
                               10        20        30        40     
2MEPSP                 KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
 
           50        60        70        80 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                            
gi|513 SDPPVPLNMACHKTESLRTLASV              
      370       380       390               
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 17.3 E():   56 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (35-56:54-75) 
 
           10        20        30        40        50        60     
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
           70        80 
2MEPSP ISIPYVEMTLRLMERF 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 17.3 E():   56 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (35-56:54-75) 
 
           10        20        30        40        50        60     
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
           70        80 
2MEPSP ISIPYVEMTLRLMERF 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.8  bits: 17.3 E():   57 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (34-76:6-51) 
 
            10        20        30        40        50           60 
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---I 
                                     :. .. :.:  :.  ::. :  :  .   . 
gi|453                          RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPV 
                                        10        20        30      
 
               70        80                           
2MEPSP IDKLISIPYVEMTLRLMERF                           
          :. .:    ::..                               
gi|453 AHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
          40        50        60        70        80  
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 70.6  bits: 19.7 E():   58 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (25-64:393-434) 
 
                     10        20        30        40          50   
2MEPSP       KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
             60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERF 
       ::: ..   :..                 
gi|467 LGDKRLYAGDNFRTAINL           
            430       440           
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.5  bits: 20.7 E():   59 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (51-78:500-527) 
 
               30        40        50        60        70        80 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (53-67:83-97) 
 
             30        40        50        60        70        80   
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF   
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (53-67:83-97) 
 
             30        40        50        60        70        80   
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF   
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (4-40:49-85) 
 
                                          10        20        30    
2MEPSP                            KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
            40        50        60        70        80              
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF              
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.3  bits: 17.5 E():   69 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (4-36:48-83) 
 
                                          10           20        30 
2MEPSP                            KQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
               40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
       .  .:.                                             
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD                   
        80        90       100                            
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.3  bits: 17.5 E():   69 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (4-36:48-83) 
 
                                          10           20        30 
2MEPSP                            KQLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
               40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
       .  .:.                                             
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD                   
        80        90       100                            
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.5 E():   70 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (25-33:36-44) 
 
                     10        20        30        40        50     
2MEPSP       KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
           60        70        80                    
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2MEPSP DVEIEIIDKLISIPYVEMTLRLMERF                    
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (17-66:115-164) 
 
                             10        20        30        40       
2MEPSP               KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
         50        60        70        80                           
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF                           
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (20-41:45-65) 
 
                          10        20        30        40          
2MEPSP            KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
      50        60        70        80                              
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERF                              
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.0  bits: 17.5 E():   72 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (7-28:35-60) 
 
                                       10            20        30   
2MEPSP                         KQLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
             40        50        60        70        80    
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF    
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (34-64:108-139) 
 
            10        20        30        40        50        60    
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
             70        80       
2MEPSP KLISIPYVEMTLRLMERF       
       ..                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.5 E():   72 
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Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (16-28:48-60) 
 
                              10        20        30        40      
2MEPSP                KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
          50        60        70        80     
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF     
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 68.9  bits: 19.4 E():   72 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (25-55:391-423) 
 
                     10        20        30        40          50   
2MEPSP       KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
             60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERF 
       :::                          
gi|144 LGDNAVYAGNNFRTAVNL           
              430                   
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 68.9  bits: 21.3 E():   73 
Smith-Waterman score: 50; 28.8% identity (55.8% similar) in 52 aa overlap (6-54:58-99) 
 
                                        10         20          30   
2MEPSP                          KQLGADVDCFLGTDCPPV-RVNGIG--GLPGGKVK 
                                     :..  . .::  : :.....  :.:.:    
gi|203 NPKAQSTYVYSLDAKTVLTPRDSQKVTIKGDAEVAFVSDCEAVLRLQNVAIDGVPNGA-- 
        30        40        50        60        70        80        
 
             40        50        60        70        80             
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF             
                :.: : : :.:.:                                       
gi|203 --------ELAAELAAKPFAFGYFNGRILGVCPADDDQDWSLNVKKAIVSSLQALSDGNV 
                  90       100       110       120       130        
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.3  bits: 19.0 E():   77 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (28-66:309-349) 
 
                  10        20        30         40          50     
2MEPSP    KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
           60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERF 
        .. :.: :..:               
gi|752 GANAEVI-KMVSET             
      340        350              
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.3  bits: 19.5 E():   78 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (33-67:1-35) 
 
             10        20        30        40        50        60   
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|142                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
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             70        80                                           
2MEPSP KLISIPYVEMTLRLMERF                                           
        : :.                                                        
gi|142 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.3  bits: 19.5 E():   78 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (33-67:1-35) 
 
             10        20        30        40        50        60   
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|796                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
             70        80                                           
2MEPSP KLISIPYVEMTLRLMERF                                           
        : :.                                                        
gi|796 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 19.5 E():   78 
Smith-Waterman score: 46; 45.5% identity (81.8% similar) in 11 aa overlap (2-12:303-313) 
 
                                            10        20        30  
2MEPSP                              KQLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                     .:: ...:: :                    
gi|505 KNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAWNYGVPR 
            280       290       300       310       320       330   
 
              40        50        60        70        80            
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF            
                                                                    
gi|505 VMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRWREIYNMVK 
            340       350       360       370       380       390   
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (16-55:124-163) 
 
                              10        20        30        40      
2MEPSP                KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
          50        60        70        80                          
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF                          
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 42; 40.0% identity (68.0% similar) in 25 aa overlap (28-51:30-54) 
 
                 10        20        30         40        50        
2MEPSP   KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.::       
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP IEIIDKLISIPYVEMTLRLMERF                                      
                                                                    
gi|291 VLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAR 
               70        80        90       100       110       120 
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>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (9-41:94-123) 
 
                                     10         20        30        
2MEPSP                       KQLGADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSI 
                                     :  : : :  :    .:     .: :.::  
gi|482 NPGPQPPAKNMKNLVWNDELAYIAQVWANQCEYGHDTCRDVAKYQVG----QNVALTGST 
            70        80        90       100       110              
 
        40        50        60        70        80                  
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF                  
       ...:                                                         
gi|482 AAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANTKEVGCGSIKYIQEK 
     120       130       140       150       160       170          
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 44; 31.2% identity (59.4% similar) in 32 aa overlap (4-35:244-275) 
 
                                          10        20        30    
2MEPSP                            KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     :...: . ::.    .: :.:.   :  :  
gi|238 TEDDGKAEFSNYGAVVDVYAPGKDITSLKPGGSTDTLSGTSMASPHVCGLGAYLIGLGKQ 
           220       230       240       250       260       270    
 
            40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
       .:                                              
gi|238 GGPGLCDTIKEMANEAIQR                             
           280       290                               
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.2 E():   89 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (12-28:44-60) 
 
                                  10        20        30        40  
2MEPSP                    KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|384 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
              50        60        70        80    
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF    
                                                  
gi|384 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
            80        90       100       110      
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.2 E():   89 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (12-28:44-60) 
 
                                  10        20        30        40  
2MEPSP                    KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|144 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
              50        60        70        80    
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF    
                                                  
gi|144 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
            80        90       100       110      
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (25-34:43-52) 
 
                     10        20        30        40        50     
2MEPSP       KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
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gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
           60        70        80                                   
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERF                                   
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.1  bits: 17.2 E():   90 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (31-52:7-24) 
 
               10        20        30        40        50        60 
2MEPSP KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     .:::: .    :  ...:::.:         
gi|209                         MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQ 
                                       10            20        30   
 
               70        80                                         
2MEPSP IDKLISIPYVEMTLRLMERF                                         
                                                                    
gi|209 VASSVGSCIGYLRGTVPTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPG 
             40        50        60        70        80        90   
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.7 E():   93 
Smith-Waterman score: 44; 38.9% identity (50.0% similar) in 18 aa overlap (7-24:166-183) 
 
                                       10        20        30       
2MEPSP                         KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :::  .   :  . :: :             
AOID|2 SCWAFAAAGVAESLYSIQKQQSIGLSEQELVDCTYNRYDPSYQCNGCGSGYSTEAFKYMI 
         140       150       160       170       180       190      
 
         40        50        60        70        80                 
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF                 
                                                                    
AOID|2 RTGLVEERNYPYNMRTQWCDPDVEGQRYHVSGYQQLRYHSSDEDVMYTIQQHGPVVIYMH 
         200       210       220       230       240       250      
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.8  bits: 17.7 E():   94 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (28-44:152-166) 
 
                  10        20        30        40        50        
2MEPSP    KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
        60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERF 
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.3 E():   96 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (16-35:79-98) 
 
                              10        20        30        40      
2MEPSP                KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|264 GIIKDFDEPGTLAPTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDE 
       50        60        70        80        90       100         
 
          50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                           
gi|264 PMTPGQCNMVVERLGDYLIEQGF             
      110       120       130              
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
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 initn:  35 init1:  35 opt:  35  Z-score: 66.6  bits: 14.4 E():   96 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (14-27:5-18) 
 
               10        20        30        40        50        60 
2MEPSP KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                    :: :   . :  ::                                  
gi|244          IGNEDCTPWMSTLITPLP                                  
                        10                                          
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.3 E():   99 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (16-35:79-98) 
 
                              10        20        30        40      
2MEPSP                KQLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|105 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
          50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                           
gi|105 PMTPGQCNLVVERLGDYLIDQGYWVPSSNS      
      110       120       130              
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:39 2011 done: Tue Apr 19 10:57:39 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 143  - 222 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     0     0: 
  28    13     0:==== 
  30    14     2:*=== 
  32    14     8:=*== 
  34    40    22:=====*==== 
  36    23    44:======    * 
  38    66    73:================= * 
  40    79   102:====================     * 
  42    88   125:======================         * 
  44   114   138:=============================     * 
  46   155   140:==================================*==== 
  48   190   134:=================================*============== 
  50   138   122:==============================*==== 
  52   118   108:==========================*=== 
  54    85    92:======================* 
  56    83    77:===================*= 
  58    55    63:============== * 
  60    36    51:=========   * 
  62    25    41:=======   * 
  64    33    33:========* 
  66    27    26:======* 
  68    14    20:====* 
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  70    12    16:===* 
  72     8    12:==* 
  74     8    10:==* 
  76    11     8:=*= 
  78     9     6:=*= 
  80     3     5:=* 
  82     6     3:*= 
  84     4     3:* 
  86     3     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     2     0:=         *== 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     1     0:=         *= 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.50610.00307; mu= 14.1898 0.159 
 mean_var=31.1065 7.350, 0's: 2 Z-trim: 3  B-trim: 130 in 1/43 
 Lambda= 0.229958 
 Kolmogorov-Smirnov  statistic: 0.0412 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   69 26.7    0.14 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 24.6     1.4 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   58 23.0     1.5 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 23.4     1.6 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   58 23.2     3.1 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.8     3.1 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.8     3.1 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.8     3.2 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 22.1     3.9 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   54 21.7       4 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.7     4.7 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   57 23.1     6.2 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   53 21.4     6.5 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.1     6.7 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 21.5     6.8 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   53 21.5     6.9 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   51 20.7       8 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 22.0     8.7 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 22.0     9.8 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.8      10 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.8      10 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.7      12 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   51 20.8      12 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   52 21.3      13 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.5      14 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.7      14 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.3      15 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   56 23.0      16 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 20.1      16 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.6      16 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.6      19 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.6      19 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   47 19.4      20 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   46 19.0      21 
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gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 21.0      21 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   46 19.0      21 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   50 20.7      24 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.3      25 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.3      25 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 19.0      25 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 19.0      25 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 19.0      25 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.9      25 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   46 19.0      26 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 19.1      28 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.2      28 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.9      28 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.9      31 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.9      31 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 20.3      31 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.9      33 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.9      33 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 20.0      33 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.4      34 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.7      34 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 20.0      34 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.7      35 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   49 20.4      41 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   43 18.0      42 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.6      42 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.7      46 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.6      47 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.6      47 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.1      47 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.6      48 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   46 19.3      51 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.7      53 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   43 18.1      59 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.7      59 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.1      60 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.1      60 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.7      60 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.7      60 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.7      61 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 18.1      62 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.7      63 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.7      63 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.6      64 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 18.1      65 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.1      65 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.5      66 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.9      70 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.4      73 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 19.0      77 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.6      77 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.4      79 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.4      79 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   43 18.2      79 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.4      80 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.4      80 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.4      81 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   46 19.4      81 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   44 18.6      83 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.2      85 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.1      85 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.4      87 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 17.8      88 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   41 17.4      91 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   41 17.4      92 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   41 17.4      92 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   44 18.7      92 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   40 17.0      94 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   42 17.9      98 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   42 17.9      98 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   42 17.9   1e 
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>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  69  Z-score: 118.0  bits: 26.7 E(): 0.14 
Smith-Waterman score: 69; 32.6% identity (60.9% similar) in 46 aa overlap (1-42:48-93) 
 
                                               10         20        
2MEPSP                               QLGADVD--CFL-GTDCPPVRVNGIGGLPG 
                                     :: ...:  :   : :: :...::    :. 
gi|294 SVPTSSSPVPKPPTQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPN 
        20        30        40        50        60        70        
 
         30        40        50        60        70        80 
2MEPSP G-KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
         ... : ...: : :                                       
gi|294 TVRAHASYAMNSWYQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS         
        80        90       100       110       120            
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 100.0  bits: 24.6 E():  1.4 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (4-45:25-65) 
 
                                    10        20        30          
2MEPSP                      QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
      40        50        60        70        80                    
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG                    
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 99.5  bits: 23.0 E():  1.5 
Smith-Waterman score: 58; 34.8% identity (65.2% similar) in 23 aa overlap (1-21:24-46) 
 
                                        10        20        30      
2MEPSP                        QLGADVD--CFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                              :: ....  :  : :: :.. .:               
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAY 
               10        20        30        40        50        60 
 
          40        50        60        70        80 
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                                     
gi|166 VMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN     
               70        80        90       100      
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 99.0  bits: 23.4 E():  1.6 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (8-28:66-87) 
 
                                      10        20         30       
2MEPSP                        QLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
         40        50        60        70        80         
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG         
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 93.8  bits: 23.2 E():  3.1 
Smith-Waterman score: 58; 31.8% identity (61.4% similar) in 44 aa overlap (27-69:8-47) 
 
               10        20        30         40        50          
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEI 
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                                 ::. : .:.. . . .   : :. .:  :: .:. 
gi|111                    MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEV 
                                  10        20        30         40 
 
      60        70        80                                        
2MEPSP IDKLISIPYVEMTLRLMERFG                                        
       .   .: :::                                                   
gi|111 V---VSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVILGHS 
                  50        60        70        80        90        
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 93.6  bits: 22.8 E():  3.1 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (41-56:9-24) 
 
               20        30        40        50        60        70 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
               80                                                   
2MEPSP MTLRLMERFG                                                   
                                                                    
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 93.6  bits: 22.8 E():  3.1 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (41-56:9-24) 
 
               20        30        40        50        60        70 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
               80                                                   
2MEPSP MTLRLMERFG                                                   
                                                                    
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 93.3  bits: 22.8 E():  3.2 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (35-73:26-64) 
 
           10        20        30        40        50        60     
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :.:. :: :  ...::  :   :: . : . 
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
 
           70        80                                             
2MEPSP SIPYVEMTLRLMERFG                                             
         :   . :                                                    
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 91.8  bits: 22.1 E():  3.9 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (8-28:66-87) 
 
                                      10        20         30       
2MEPSP                        QLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
         40        50        60        70        80         
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG         
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gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 91.7  bits: 21.7 E():    4 
Smith-Waterman score: 54; 25.0% identity (55.0% similar) in 60 aa overlap (3-62:48-105) 
 
                                           10        20        30   
2MEPSP                             QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
             40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
       ::. ..   ::   ::: :  . : :  :.                   
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD           
          80        90       100       110              
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 90.4  bits: 21.7 E():  4.7 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (20-73:66-119) 
 
                          10        20        30        40          
2MEPSP            QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
      50        60        70        80             
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFG             
         . :. :.... . . : .  .:                    
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 88.2  bits: 23.1 E():  6.2 
Smith-Waterman score: 57; 34.8% identity (65.2% similar) in 23 aa overlap (1-21:383-405) 
 
                                               10        20         
2MEPSP                               QLGADVD--CFLGTDCPPVRVNGIGGLPGG 
                                     :: ....  :  : :: :.. .:        
gi|142 TQNPTTPATPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNT 
            360       370       380       390       400       410   
 
       30        40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                                            
gi|142 VKAHAAYVMNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN     
            420       430       440       450       460     
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 87.9  bits: 21.4 E():  6.5 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (5-63:26-98) 
 
                                    10            20                
2MEPSP                      QLGADVDCFLGTDCP----PVRVNGIGG--------LPG 
                                :::  .    :     : :.: ::        ::  
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
        30        40          50        60        70        80      
2MEPSP GKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG      
       :.   : .. .. ..  :: . . .  ::. .:.:...                       
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
gi|166 HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
              130       140       150     
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
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 initn:  40 init1:  40 opt:  57  Z-score: 87.7  bits: 23.1 E():  6.7 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (32-67:247-289) 
 
              10        20        30        40          50          
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
           60        70        80                                   
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFG                                   
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 87.5  bits: 21.5 E():  6.8 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (8-29:66-88) 
 
                                      10        20         30       
2MEPSP                        QLGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
         40        50        60        70        80                 
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG                 
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 87.4  bits: 21.5 E():  6.9 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (5-63:40-112) 
 
                                         10            20           
2MEPSP                           QLGADVDCFLGTDCP----PVRVNGIGG------ 
                                     :::  .    :     : :.: ::       
gi|133 NILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
      10        20        30        40        50        60          
 
             30        40          50        60        70        80 
2MEPSP --LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
         :: :.   : .. .. ..  :: . . .  ::. .:.:...                  
gi|133 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
      70        80        90       100       110       120          
 
gi|133 TTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
     130       140       150       160         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 86.3  bits: 20.7 E():    8 
Smith-Waterman score: 51; 26.7% identity (50.0% similar) in 60 aa overlap (3-62:48-105) 
 
                                           10        20        30   
2MEPSP                             QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  .: .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG--AGGAAA 
        20        30        40        50        60          70      
 
             40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
       ::. ..   ::   ::: :  . : :  :.                   
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD           
          80        90       100       110              
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 85.6  bits: 22.0 E():  8.7 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (4-45:25-65) 
 
                                    10        20        30          
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2MEPSP                      QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
      40        50        60        70        80                    
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG                    
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 84.6  bits: 22.0 E():  9.8 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (29-61:105-139) 
 
                 10        20        30        40         50        
2MEPSP   QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
         60        70        80                                     
2MEPSP -EIIDKLISIPYVEMTLRLMERFG                                     
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 84.3  bits: 22.8 E():   10 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (32-67:378-420) 
 
              10        20        30        40          50          
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
           60        70        80                                   
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFG                                   
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 84.2  bits: 20.8 E():   10 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (8-26:42-62) 
 
                                      10          20        30      
2MEPSP                        QLGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
          40        50        60        70        80                
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG                
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 83.1  bits: 21.7 E():   12 
Smith-Waterman score: 62; 31.6% identity (51.9% similar) in 79 aa overlap (7-66:79-155) 
 
                                        10        20                
2MEPSP                         QLGADVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
      30             40               50        60        70        
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISIPYVEMTLRLME 
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        .:. .     .. :  :..: ..       :: :::::.. ::  :.:            
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
        80                                                          
2MEPSP RFG                                                          
                                                                    
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 83.1  bits: 20.8 E():   12 
Smith-Waterman score: 51; 34.9% identity (50.8% similar) in 63 aa overlap (2-52:32-92) 
 
                                            10                20    
2MEPSP                              QLGADVDCFLG----TD--CPP--VRVN--- 
                                     ::.::  .::    .:  ::    : :    
gi|124 SPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSDV 
              10        20        30          40        50          
 
               30         40        50        60        70          
2MEPSP GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
       : .: :   . :::.:  .: :.  .  : . :                            
gi|124 GPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGTI 
      60        70        80        90       100       110          
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|124 GQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNEN 
     120       130       140       150       160       170          
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 82.7  bits: 21.3 E():   13 
Smith-Waterman score: 52; 23.5% identity (67.6% similar) in 34 aa overlap (6-39:118-145) 
 
                                        10        20        30      
2MEPSP                          QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :.:....       ...: . :::. . :. 
gi|462 YDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVGKVTGGKTCMYGG 
        90       100       110       120             130       140  
 
          40        50        60        70        80                
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG                
       :...                                                         
gi|462 ITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLY 
             150       160       170       180       190       200  
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.1  bits: 22.5 E():   14 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (50-77:414-441) 
 
      20        30        40        50        60        70          
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 82.0  bits: 21.7 E():   14 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (17-34:167-184) 
 
                             10        20        30        40       
2MEPSP               QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
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gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
         50        60        70        80                           
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG                           
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.2  bits: 21.3 E():   15 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (15-49:175-211) 
 
                               10        20        30        40     
2MEPSP                 QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
             50        60        70        80                       
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMTLRLMERFG                       
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.0  bits: 23.0 E():   16 
Smith-Waterman score: 56; 36.8% identity (68.4% similar) in 19 aa overlap (7-25:956-974) 
 
                                       10        20        30       
2MEPSP                         QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                     .:  ::  ::: ... :..            
gi|119 TIPETECMKSQVAMATCQKKFGSECVALQQECVAGTGAPPVTIGARGAFMLATALRSCIF 
         930       940       950       960       970       980      
 
         40        50        60        70        80                 
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG                 
                                                                    
gi|119 NGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQLSPPMAVCVASQDLMTRC 
         990      1000      1010      1020      1030      1040      
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.8  bits: 20.1 E():   16 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (21-28:119-126) 
 
                         10        20        30        40        50 
2MEPSP           QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
               60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                      
gi|144 EEVD                           
      150                             
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.6  bits: 22.6 E():   16 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (50-77:500-527) 
 
      20        30        40        50        60        70          
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
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     530       540       550       560       570       580          
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 79.3  bits: 20.6 E():   19 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (16-62:133-176) 
 
                              10        20        30        40      
2MEPSP                QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
          50        60        70        80                          
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG                          
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 79.3  bits: 20.6 E():   19 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (16-62:133-176) 
 
                              10        20        30        40      
2MEPSP                QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
          50        60        70        80                          
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG                          
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 78.9  bits: 19.4 E():   20 
Smith-Waterman score: 47; 34.8% identity (73.9% similar) in 23 aa overlap (7-27:75-97) 
 
                                         10        20        30     
2MEPSP                         QLGADVDCF--LGTDCPPVRVNGIGGLPGGKVKLSG 
                                     .:.  :... : : .:. ..:::        
gi|671 GGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVP 
           50        60        70        80        90       100     
 
           40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                                      
gi|671 YKISPSTNCATVK                                  
          110                                         
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.7  bits: 19.0 E():   21 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (4-27:46-71) 
 
                                            10        20        30  
2MEPSP                            QLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|328 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
              40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                                         
gi|328 HIPYKISASTNCATVK                                  
          80        90                                   
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (24-80:271-326) 
 
                      10        20        30        40        50    
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2MEPSP        QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
            60        70        80                                  
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFG                                  
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.6  bits: 19.0 E():   21 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (4-27:47-72) 
 
                                            10        20        30  
2MEPSP                            QLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|837 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
         20        30        40        50        60        70       
 
              40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                                         
gi|837 SIPYKISASTNCATVK                                  
         80        90                                    
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.7  bits: 20.7 E():   24 
Smith-Waterman score: 50; 37.0% identity (59.3% similar) in 27 aa overlap (3-28:180-206) 
 
                                           10        20         30  
2MEPSP                             QLGADVDCFLGTDCPPVRVNGIGGL-PGGKVK 
                                     :: .  . :    :.:.. :.:: : :    
gi|237 VAKALSDLMKLLTGYGAVPQKNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNI 
     150       160       170       180       190       200          
 
              40        50        60        70        80            
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG            
                                                                    
gi|237 DGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSA 
     210       220       230       240       250       260          
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (33-60:7-34) 
 
             10        20        30        40        50        60   
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
             70        80                                           
2MEPSP LISIPYVEMTLRLMERFG                                           
                                                                    
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (33-60:7-34) 
 
             10        20        30        40        50        60   
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
             70        80                                           
2MEPSP LISIPYVEMTLRLMERFG                                           
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gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (6-27:35-60) 
 
                                            10        20        30  
2MEPSP                          QLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
              40        50        60        70        80   
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG   
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (6-27:35-60) 
 
                                            10        20        30  
2MEPSP                          QLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
              40        50        60        70        80   
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG   
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (6-27:35-60) 
 
                                            10        20        30  
2MEPSP                          QLGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
              40        50        60        70        80   
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG   
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.2  bits: 19.9 E():   25 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (23-62:162-201) 
 
                       10        20        30        40        50   
2MEPSP         QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
             60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFG 
       : .  : . :                   
gi|116 GKAFYEAVAKAHQ                
             200                    
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.1  bits: 19.0 E():   26 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (4-27:72-97) 
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                                            10        20        30  
2MEPSP                            QLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|547 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
              50        60        70        80        90       100  
 
              40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                                         
gi|547 SIPYKISASTNCATVK                                  
             110                                         
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.5  bits: 19.1 E():   28 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (9-18:48-57) 
 
                                     10        20        30         
2MEPSP                       QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
       40        50        60        70        80          
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG          
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.5  bits: 18.2 E():   28 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (8-17:38-47) 
 
                                      10        20        30        
2MEPSP                        QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
        40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                                   
gi|114 CNKNCT                                      
        70                                         
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.4  bits: 19.9 E():   28 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (27-62:117-149) 
 
                   10        20        30        40        50       
2MEPSP     QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
         60        70        80                                     
2MEPSP IEIIDKLISIPYVEMTLRLMERFG                                     
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.7  bits: 19.9 E():   31 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (27-62:144-176) 
 
                   10        20        30        40        50       
2MEPSP     QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
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         60        70        80                                     
2MEPSP IEIIDKLISIPYVEMTLRLMERFG                                     
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.7  bits: 19.9 E():   31 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (27-62:144-176) 
 
                   10        20        30        40        50       
2MEPSP     QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
         60        70        80                                     
2MEPSP IEIIDKLISIPYVEMTLRLMERFG                                     
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.6  bits: 20.3 E():   31 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (16-52:244-280) 
 
                              10        20         30        40     
2MEPSP                QLGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
            50        60        70        80                        
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTLRLMERFG                        
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.2  bits: 19.9 E():   33 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (15-54:136-175) 
 
                               10        20        30        40     
2MEPSP                 QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
           50        60        70        80                         
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG                         
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.2  bits: 19.9 E():   33 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (15-54:137-176) 
 
                               10        20        30        40     
2MEPSP                 QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
           50        60        70        80                         
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG                         
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4677

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  48 init1:  48 opt:  48  Z-score: 75.1  bits: 20.0 E():   33 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (15-54:140-179) 
 
                               10        20        30        40     
2MEPSP                 QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
           50        60        70        80                         
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG                         
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.0  bits: 20.4 E():   34 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (28-52:221-245) 
 
                  10        20        30        40        50        
2MEPSP    QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
        60        70        80                                      
2MEPSP EIIDKLISIPYVEMTLRLMERFG                                      
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.9  bits: 18.7 E():   34 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (27-74:21-64) 
 
               10        20        30        40        50        60 
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
                                 :... : :.. ... : : . :  . :.. :  . 
gi|217       MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--V 
                     10        20         30         40          50 
 
               70        80                                         
2MEPSP DKLISIPYVEMTLRLMERFG                                         
       .:: ..:. :.  :                                               
gi|217 EKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNW 
               60        70        80        90       100       110 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 20.0 E():   34 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (15-54:151-190) 
 
                               10        20        30        40     
2MEPSP                 QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
           50        60        70        80                         
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG                         
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (15-67:79-126) 
 
                               10        20        30        40     
2MEPSP                 QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4678

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

       50        60        70        80        90           100     
 
           50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
       ..  :.. :. .. ....: . :              
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF         
          110        120       130          
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 20.4 E():   41 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (60-80:9-29) 
 
      30        40        50        60        70        80          
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG          
                                     :  :..::.. .: :  .: :          
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.3  bits: 18.0 E():   42 
Smith-Waterman score: 43; 34.6% identity (61.5% similar) in 26 aa overlap (4-27:46-71) 
 
                                            10        20        30  
2MEPSP                            QLGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :. . : :  :. ..:::     
gi|929 YVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
              40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                                         
gi|929 NVPYKISASTNCATVK                                  
          80        90                                   
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (15-48:146-179) 
 
                               10        20        30        40     
2MEPSP                 QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
           50        60        70        80                         
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG                         
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 72.4  bits: 21.7 E():   46 
Smith-Waterman score: 54; 30.6% identity (53.1% similar) in 49 aa overlap (11-52:45-93) 
 
                                   10          20             30    
2MEPSP                     QLGADVDCFLGTDCPPVRV--NGIGGLPG-----GKVKLS 
                                     :   :: :   .:: : ::     :   :. 
gi|278 VTSCLATCQSLQEATARKGPSGDRGPRGERGPPGPPGRDGDDGIPGPPGPPGPPGPPGLG 
           20        30        40        50        60        70     
 
            40        50        60        70        80              
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG              
       :....:. .     .:..:                                          
gi|278 GNFAAQFDAKGGGPGPMGLMGPRGPPGASGAPGPQGFQGPPGEPGEPGQTGPAGARGPPG 
           80        90       100       110       120       130     
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 17.6 E():   47 
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Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (34-55:54-75) 
 
            10        20        30        40        50        60    
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
            70        80 
2MEPSP ISIPYVEMTLRLMERFG 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 17.6 E():   47 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (34-55:54-75) 
 
            10        20        30        40        50        60    
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
            70        80 
2MEPSP ISIPYVEMTLRLMERFG 
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 72.4  bits: 20.1 E():   47 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (24-63:393-434) 
 
                      10        20        30        40          50  
2MEPSP        QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
              60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFG 
       :::  .   :..                  
gi|601 LGDKAVYAGDNFRTAINL            
            430       440            
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 17.6 E():   48 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (33-75:6-51) 
 
             10        20        30        40        50             
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---I 
                                     :. .. :.:  :.  ::. :  :  .   . 
gi|453                          RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPV 
                                        10        20        30      
 
      60        70        80                          
2MEPSP IDKLISIPYVEMTLRLMERFG                          
          :. .:    ::..                               
gi|453 AHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
          40        50        60        70        80  
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 46; 43.8% identity (56.2% similar) in 16 aa overlap (7-22:23-38) 
 
                               10        20        30        40     
2MEPSP                 QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                             .:  : : :   :::.                       
gi|309 MNCGKIILLFITIIGVAKSREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMYC 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG                         
                                                                    
gi|309 GGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPNY 
               70        80        90       100       110       120 
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>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.3  bits: 19.7 E():   53 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (14-23:339-348) 
 
                                10        20        30        40    
2MEPSP                  QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
 
            50        60        70        80 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                             
gi|513 SDPPVPLNMACHKTESLRTLASV               
      370       380       390                
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.6  bits: 18.1 E():   59 
Smith-Waterman score: 43; 25.5% identity (54.5% similar) in 55 aa overlap (27-80:30-83) 
 
                  10        20        30         40        50       
2MEPSP    QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP IEIIDKLISIPYVEMTLRLMERFG                                     
       . ..  .:..  . : .     ::                                     
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 70.6  bits: 19.7 E():   59 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (24-63:393-434) 
 
                      10        20        30        40          50  
2MEPSP        QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
              60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFG 
       ::: ..   :..                  
gi|467 LGDKRLYAGDNFRTAINL            
            430       440            
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (52-66:83-97) 
 
              30        40        50        60        70        80  
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG  
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (52-66:83-97) 
 
              30        40        50        60        70        80  
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG  
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
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gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.4  bits: 17.7 E():   60 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (3-35:48-83) 
 
                                           10           20          
2MEPSP                             QLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
      30        40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
       .  .:.                                              
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD                    
        80        90       100                             
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.4  bits: 17.7 E():   60 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (3-35:48-83) 
 
                                           10           20          
2MEPSP                             QLGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
      30        40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
       .  .:.                                              
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD                    
        80        90       100                             
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 17.7 E():   61 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (24-32:36-44) 
 
                      10        20        30        40        50    
2MEPSP        QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
            60        70        80                   
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFG                   
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (3-39:49-85) 
 
                                           10        20        30   
2MEPSP                             QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
             40        50        60        70        80             
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG             
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.0  bits: 17.7 E():   63 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (6-27:35-60) 
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                                          10          20        30  
2MEPSP                          QLGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
              40        50        60        70        80   
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG   
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 17.7 E():   63 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (15-27:48-60) 
 
                               10        20        30        40     
2MEPSP                 QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
           50        60        70        80    
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG    
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.8  bits: 20.6 E():   64 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (50-77:500-527) 
 
      20        30        40        50        60        70          
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (19-40:45-65) 
 
                           10        20        30        40         
2MEPSP             QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
       50        60        70        80                             
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFG                             
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (33-63:108-139) 
 
             10        20        30        40        50         60  
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
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              70        80      
2MEPSP KLISIPYVEMTLRLMERFG      
       ..                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 18.5 E():   66 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (16-65:115-164) 
 
                              10        20        30        40      
2MEPSP                QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
          50        60        70        80                          
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG                          
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.1  bits: 14.9 E():   70 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (13-26:5-18) 
 
               10        20        30        40        50        60 
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
                   :: :   . :  ::                                   
gi|244         IGNEDCTPWMSTLITPLP                                   
                       10                                           
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 68.8  bits: 19.4 E():   73 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (24-54:391-423) 
 
                      10        20        30        40          50  
2MEPSP        QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
              60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFG 
       :::                           
gi|144 LGDNAVYAGNNFRTAVNL            
              430                    
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.4  bits: 19.0 E():   77 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (27-65:309-349) 
 
                   10        20        30         40          50    
2MEPSP     QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
            60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFG 
        .. :.: :..:                
gi|752 GANAEVI-KMVSET              
      340        350               
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (15-54:124-163) 
 
                               10        20        30        40     
2MEPSP                 QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
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gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
           50        60        70        80                         
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG                         
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (11-27:44-60) 
 
                                   10        20        30        40 
2MEPSP                     QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|384 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
               50        60        70        80   
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG   
                                                  
gi|384 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
            80        90       100       110      
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (11-27:44-60) 
 
                                   10        20        30        40 
2MEPSP                     QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|144 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
               50        60        70        80   
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG   
                                                  
gi|144 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
            80        90       100       110      
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (8-40:94-123) 
 
                                      10         20        30       
2MEPSP                        QLGADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSI 
                                     :  : : :  :    .:     .: :.::  
gi|482 NPGPQPPAKNMKNLVWNDELAYIAQVWANQCEYGHDTCRDVAKYQVG----QNVALTGST 
            70        80        90       100       110              
 
         40        50        60        70        80                 
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG                 
       ...:                                                         
gi|482 AAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANTKEVGCGSIKYIQEK 
     120       130       140       150       160       170          
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.0  bits: 19.4 E():   80 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (32-66:1-35) 
 
              10        20        30        40        50        60  
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|142                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
              70        80                                          
2MEPSP KLISIPYVEMTLRLMERFG                                          
        : :.                                                        
gi|142 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
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               40        50        60        70        80        90 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.0  bits: 19.4 E():   80 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (32-66:1-35) 
 
              10        20        30        40        50        60  
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|796                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
              70        80                                          
2MEPSP KLISIPYVEMTLRLMERFG                                          
        : :.                                                        
gi|796 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.0  bits: 17.4 E():   81 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (30-51:7-24) 
 
               10        20        30        40        50        60 
2MEPSP QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEII 
                                    .:::: .    :  ...:::.:          
gi|209                        MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQV 
                                      10            20        30    
 
               70        80                                         
2MEPSP DKLISIPYVEMTLRLMERFG                                         
                                                                    
gi|209 ASSVGSCIGYLRGTVPTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPGL 
            40        50        60        70        80        90    
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 46; 45.5% identity (81.8% similar) in 11 aa overlap (1-11:303-313) 
 
                                             10        20        30 
2MEPSP                               QLGADVDCFLGTDCPPVRVNGIGGLPGGKV 
                                     .:: ...:: :                    
gi|505 KNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGFNINCFEGRLLKAATAFMLAWNYGVPR 
            280       290       300       310       320       330   
 
               40        50        60        70        80           
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG           
                                                                    
gi|505 VMSSYFWNQIIKDGKDVNDWVGPPSDKNGNILSVHPNPDMTCNHEWICEHRWREIYNMVK 
            340       350       360       370       380       390   
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 44; 31.2% identity (59.4% similar) in 32 aa overlap (3-34:244-275) 
 
                                           10        20        30   
2MEPSP                             QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     :...: . ::.    .: :.:.   :  :  
gi|238 TEDDGKAEFSNYGAVVDVYAPGKDITSLKPGGSTDTLSGTSMASPHVCGLGAYLIGLGKQ 
           220       230       240       250       260       270    
 
             40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
       .:                                               
gi|238 GGPGLCDTIKEMANEAIQR                              
           280       290                                
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (24-33:43-52) 
 
                      10        20        30        40        50    
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2MEPSP        QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
            60        70        80                                  
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFG                                  
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 67.6  bits: 21.1 E():   85 
Smith-Waterman score: 50; 28.8% identity (55.8% similar) in 52 aa overlap (5-53:58-99) 
 
                                         10         20          30  
2MEPSP                           QLGADVDCFLGTDCPPV-RVNGIG--GLPGGKVK 
                                     :..  . .::  : :.....  :.:.:    
gi|203 NPKAQSTYVYSLDAKTVLTPRDSQKVTIKGDAEVAFVSDCEAVLRLQNVAIDGVPNGA-- 
        30        40        50        60        70        80        
 
              40        50        60        70        80            
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG            
                :.: : : :.:.:                                       
gi|203 --------ELAAELAAKPFAFGYFNGRILGVCPADDDQDWSLNVKKAIVSSLQALSDGNV 
                  90       100       110       120       130        
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (15-34:79-98) 
 
                               10        20        30        40     
2MEPSP                 QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|264 GIIKDFDEPGTLAPTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDE 
       50        60        70        80        90       100         
 
           50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                            
gi|264 PMTPGQCNMVVERLGDYLIEQGF              
      110       120       130               
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.3  bits: 17.8 E():   88 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (27-43:152-166) 
 
                   10        20        30        40        50       
2MEPSP     QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
         60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERFG 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (15-34:79-98) 
 
                               10        20        30        40     
2MEPSP                 QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|105 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
           50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                            
gi|105 PMTPGQCNLVVERLGDYLIDQGYWVPSSNS       
      110       120       130               
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>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (15-34:79-98) 
 
                               10        20        30        40     
2MEPSP                 QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|100 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
           50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                            
gi|100 PMTPGQCNLVVERLGDYLIDQGYCGSHHHHHH     
      110       120       130       140     
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (15-34:79-98) 
 
                               10        20        30        40     
2MEPSP                 QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|100 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
           50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                            
gi|100 PMTPGQCNLVVERLGDYLIDQGYYVGSHHHHHH    
      110       120       130       140     
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.7 E():   92 
Smith-Waterman score: 44; 38.9% identity (50.0% similar) in 18 aa overlap (6-23:166-183) 
 
                                        10        20        30      
2MEPSP                          QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :::  .   :  . :: :             
AOID|2 SCWAFAAAGVAESLYSIQKQQSIGLSEQELVDCTYNRYDPSYQCNGCGSGYSTEAFKYMI 
         140       150       160       170       180       190      
 
          40        50        60        70        80                
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG                
                                                                    
AOID|2 RTGLVEERNYPYNMRTQWCDPDVEGQRYHVSGYQQLRYHSSDEDVMYTIQQHGPVVIYMH 
         200       210       220       230       240       250      
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.0 E():   94 
Smith-Waterman score: 40; 54.5% identity (72.7% similar) in 11 aa overlap (9-19:67-77) 
 
                                     10        20        30         
2MEPSP                       QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     :: . :: .::                    
gi|288 ASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDG 
         40        50        60        70        80        90       
 
       40        50        60        70        80 
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                                  
gi|288 MIGIDEFAVWVKQ                              
        100                                       
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.4  bits: 17.9 E():   98 
Smith-Waterman score: 42; 32.4% identity (50.0% similar) in 34 aa overlap (8-40:94-123) 
 
                                      10         20        30       
2MEPSP                        QLGADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSI 
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                                     :  : : :  :    .:     .: :.::  
gi|549 NPGPQPPAKNMKNLVWSDELAYIAQVWANQCQYGHDTCRDVAKYPVG----QNVALTGST 
            70        80        90       100       110              
 
         40        50        60        70        80                 
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG                 
       ...:                                                         
gi|549 AAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANTKEVGCGSIKYIQDK 
     120       130       140       150       160       170          
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.4  bits: 17.9 E():   98 
Smith-Waterman score: 42; 32.4% identity (50.0% similar) in 34 aa overlap (8-40:94-123) 
 
                                      10         20        30       
2MEPSP                        QLGADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSI 
                                     :  : : :  :    .:     .: :.::  
gi|740 NPGPQPPAKNMKNLVWNDELAYIAQVWANQCQYGHDTCRDVAKYPVG----QNVALTGST 
            70        80        90       100       110              
 
         40        50        60        70        80                 
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG                 
       ...:                                                         
gi|740 AAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANTKEVGCGSIKYIQDK 
     120       130       140       150       160       170          
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.9 E(): 1e 
Smith-Waterman score: 42; 71.4% identity (100.0% similar) in 7 aa overlap (2-8:23-29) 
 
                                    10        20        30          
2MEPSP                      QLGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                             .::.:::                                
gi|162 MAMAGVFVLFSFVLCGFLPDAAFGAEVDCSRFPNATDKEGKDVLVCNKDLRPICGTDGVT 
               10        20        30        40        50        60 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:39 2011 done: Tue Apr 19 10:57:39 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 144  - 223 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     0     0: 
  28    14     0:==== 
  30    13     2:*=== 
  32    20     8:=*=== 
  34    28    22:=====*= 
  36    26    44:=======   * 
  38    65    73:================= * 
  40    86   102:======================   * 
  42    89   125:=======================        * 
  44   114   138:=============================     * 
  46   156   140:==================================*==== 
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  48   187   134:=================================*============= 
  50   136   122:==============================*=== 
  52   117   108:==========================*=== 
  54    84    92:===================== * 
  56    92    77:===================*=== 
  58    50    63:=============  * 
  60    40    51:==========  * 
  62    19    41:=====     * 
  64    36    33:========* 
  66    25    26:======* 
  68    15    20:====* 
  70    10    16:===* 
  72     7    12:==* 
  74     9    10:==* 
  76    12     8:=*= 
  78     7     6:=* 
  80     6     5:=* 
  82     5     3:*= 
  84     4     3:* 
  86     5     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     5     1:*=        :*==== 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.49820.0031; mu= 14.2323 0.160 
 mean_var=31.8912 7.531, 0's: 2 Z-trim: 2  B-trim: 130 in 1/43 
 Lambda= 0.227111 
 Kolmogorov-Smirnov  statistic: 0.0385 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   62 24.2    0.74 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 24.5     1.5 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 23.3     1.7 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   58 23.1     3.3 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.7     3.3 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.7     3.3 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.7     3.5 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   54 21.6     3.9 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 22.0     4.2 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   54 21.6     4.3 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.6       5 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   53 21.4     6.9 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.0     7.1 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 21.4     7.2 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   53 21.4     7.4 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   51 20.6     8.5 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.9     9.2 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.9      10 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.8      11 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.7      11 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.6      13 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   51 20.8      13 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   52 21.2      13 
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gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.0      14 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.5      14 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.6      15 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.3      16 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   53 21.7      16 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   56 22.9      16 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 20.0      17 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.5      17 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   48 19.7      20 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.5      20 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.5      20 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   47 19.3      21 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   46 18.9      22 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 21.0      22 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   46 18.9      22 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   50 20.6      25 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.2      26 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.2      26 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 19.0      26 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 19.0      26 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 19.0      26 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.8      27 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   46 19.0      27 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 19.0      29 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.2      29 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.8      29 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.9      32 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.9      32 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 20.3      32 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.9      34 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.9      34 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.9      34 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.3      35 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.7      35 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.9      35 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.7      37 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   43 17.9      43 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.6      43 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.7      48 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.5      48 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.5      48 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.0      48 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.6      49 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   46 19.2      53 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.7      55 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.7      61 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.1      62 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.1      62 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.6      62 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.6      62 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.6      63 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 18.1      64 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.7      65 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.7      65 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.6      66 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 18.1      67 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.1      67 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.5      68 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.8      73 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.4      75 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 19.0      79 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.6      79 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.3      81 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.3      81 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   43 18.2      81 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.4      83 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.4      83 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.3      83 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   44 18.6      86 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.1      87 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.2      87 
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gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.4      89 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 17.8      90 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   41 17.4      93 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   41 17.4      94 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   41 17.4      95 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   44 18.6      95 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   40 17.0      97 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 104.8  bits: 24.2 E(): 0.74 
Smith-Waterman score: 62; 33.3% identity (63.6% similar) in 33 aa overlap (10-41:61-93) 
 
                                    10        20         30         
2MEPSP                      LGADVDCFLGTDCPPVRVNGIGGLPGG-KVKLSGSISSQ 
                                     : :: :...::    :.  ... : ...:  
gi|294 TQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSW 
               40        50        60        70        80        90 
 
       40        50        60        70        80 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
       : :                                        
gi|294 YQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS          
              100       110       120             
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 99.4  bits: 24.5 E():  1.5 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (3-44:25-65) 
 
                                     10        20        30         
2MEPSP                       LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
       40        50        60        70        80                   
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV                   
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 98.4  bits: 23.3 E():  1.7 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (7-27:66-87) 
 
                                       10        20         30      
2MEPSP                         LGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
          40        50        60        70        80        
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV        
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 93.2  bits: 23.1 E():  3.3 
Smith-Waterman score: 58; 31.8% identity (61.4% similar) in 44 aa overlap (26-68:8-47) 
 
               10        20        30         40        50          
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEII 
                                ::. : .:.. . . .   : :. .:  :: .:.. 
gi|111                   MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV 
                                 10        20        30         40  
 
      60        70        80                                        
2MEPSP DKLISIPYVEMTLRLMERFGV                                        
          .: :::                                                    
gi|111 ---VSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVILGHSE 
                 50        60        70        80        90         
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>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 93.1  bits: 22.7 E():  3.3 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (40-55:9-24) 
 
      10        20        30        40        50        60          
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
      70        80                                                  
2MEPSP MTLRLMERFGV                                                  
                                                                    
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 93.1  bits: 22.7 E():  3.3 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (40-55:9-24) 
 
      10        20        30        40        50        60          
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
      70        80                                                  
2MEPSP MTLRLMERFGV                                                  
                                                                    
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 92.8  bits: 22.7 E():  3.5 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (34-72:26-64) 
 
            10        20        30        40        50        60    
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :.:. :: :  ...::  :   :: . : . 
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
 
            70        80                                            
2MEPSP SIPYVEMTLRLMERFGV                                            
         :   . :                                                    
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 91.8  bits: 21.6 E():  3.9 
Smith-Waterman score: 54; 42.9% identity (64.3% similar) in 14 aa overlap (7-20:33-46) 
 
                                       10        20        30       
2MEPSP                         LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :  : :: :.. .:                 
gi|166 PTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVM 
             10        20        30        40        50        60   
 
         40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                                    
gi|166 NLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN      
             70        80        90       100       
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 91.3  bits: 22.0 E():  4.2 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (7-27:66-87) 
 
                                       10        20         30      
2MEPSP                         LGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
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                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
          40        50        60        70        80        
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV        
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 91.1  bits: 21.6 E():  4.3 
Smith-Waterman score: 54; 25.0% identity (55.0% similar) in 60 aa overlap (2-61:48-105) 
 
                                            10        20        30  
2MEPSP                              LGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
              40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
       ::. ..   ::   ::: :  . : :  :.                    
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD            
          80        90       100       110               
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 89.9  bits: 21.6 E():    5 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (19-72:66-119) 
 
                           10        20        30        40         
2MEPSP             LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
       50        60        70        80            
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGV            
         . :. :.... . . : .  .:                    
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 87.4  bits: 21.4 E():  6.9 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (4-62:26-98) 
 
                                     10            20               
2MEPSP                       LGADVDCFLGTDCP----PVRVNGIGG--------LPG 
                                :::  .    :     : :.: ::        ::  
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
         30        40          50        60        70        80     
2MEPSP GKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV     
       :.   : .. .. ..  :: . . .  ::. .:.:...                       
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
gi|166 HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
              130       140       150     
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 87.2  bits: 23.0 E():  7.1 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (31-66:247-289) 
 
               10        20        30        40          50         
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
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            60        70        80                                  
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGV                                  
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 87.1  bits: 21.4 E():  7.2 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (7-28:66-88) 
 
                                       10        20         30      
2MEPSP                         LGADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
          40        50        60        70        80                
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV                
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 86.9  bits: 21.4 E():  7.4 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (4-62:40-112) 
 
                                          10            20          
2MEPSP                            LGADVDCFLGTDCP----PVRVNGIGG------ 
                                     :::  .    :     : :.: ::       
gi|133 NILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
      10        20        30        40        50        60          
 
              30        40          50        60        70          
2MEPSP --LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
         :: :.   : .. .. ..  :: . . .  ::. .:.:...                  
gi|133 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
      70        80        90       100       110       120          
 
      80                                       
2MEPSP V                                       
                                               
gi|133 TTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
     130       140       150       160         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 85.8  bits: 20.6 E():  8.5 
Smith-Waterman score: 51; 26.7% identity (50.0% similar) in 60 aa overlap (2-61:48-105) 
 
                                            10        20        30  
2MEPSP                              LGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  .: .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG--AGGAAA 
        20        30        40        50        60          70      
 
              40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
       ::. ..   ::   ::: :  . : :  :.                    
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD            
          80        90       100       110               
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 85.2  bits: 21.9 E():  9.2 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (3-44:25-65) 
 
                                     10        20        30         
2MEPSP                       LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
       40        50        60        70        80                   
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2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV                   
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 84.2  bits: 21.9 E():   10 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (28-60:105-139) 
 
                  10        20        30        40         50       
2MEPSP    LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
          60        70        80                                    
2MEPSP -EIIDKLISIPYVEMTLRLMERFGV                                    
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 83.9  bits: 22.8 E():   11 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (31-66:378-420) 
 
               10        20        30        40          50         
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
            60        70        80                                  
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGV                                  
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 83.8  bits: 20.7 E():   11 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (7-25:42-62) 
 
                                       10          20        30     
2MEPSP                         LGADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
           40        50        60        70        80               
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV               
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 82.7  bits: 21.6 E():   13 
Smith-Waterman score: 62; 31.6% identity (51.9% similar) in 79 aa overlap (6-65:79-155) 
 
                                         10        20               
2MEPSP                          LGADVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
       30             40               50        60        70       
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISIPYVEMTLRLME 
        .:. .     .. :  :..: ..       :: :::::.. ::  :.:            
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
         80                                                         
2MEPSP RFGV                                                         
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gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 82.7  bits: 20.8 E():   13 
Smith-Waterman score: 51; 34.9% identity (50.8% similar) in 63 aa overlap (1-51:32-92) 
 
                                             10                     
2MEPSP                               LGADVDCFLG----TD--CPP--VRVN--- 
                                     ::.::  .::    .:  ::    : :    
gi|124 SPLPKPVLDTNGKELNPNSSYRIISIGRGALGGDV--YLGKSPNSDAPCPDGVFRYNSDV 
              10        20        30          40        50          
 
      20        30         40        50        60        70         
2MEPSP GIGGLPGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
       : .: :   . :::.:  .: :.  .  : . :                            
gi|124 GPSGTPVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGTI 
      60        70        80        90       100       110          
 
       80                                                           
2MEPSP GV                                                           
                                                                    
gi|124 GQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGKRRLALVNEN 
     120       130       140       150       160       170          
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 82.3  bits: 21.2 E():   13 
Smith-Waterman score: 52; 23.5% identity (67.6% similar) in 34 aa overlap (5-38:118-145) 
 
                                         10        20        30     
2MEPSP                           LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :.:....       ...: . :::. . :. 
gi|462 YDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVGKVTGGKTCMYGG 
        90       100       110       120             130       140  
 
           40        50        60        70        80               
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV               
       :...                                                         
gi|462 ITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLY 
             150       160       170       180       190       200  
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 82.0  bits: 22.0 E():   14 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (59-80:9-30) 
 
       30        40        50        60        70        80         
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV         
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.7  bits: 22.5 E():   14 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (49-76:414-441) 
 
       20        30        40        50        60        70         
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
       80                                                           
2MEPSP GV                                                           
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
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>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.6  bits: 21.6 E():   15 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (16-33:167-184) 
 
                              10        20        30        40      
2MEPSP                LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
          50        60        70        80                          
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV                          
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.8  bits: 21.3 E():   16 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (14-48:175-211) 
 
                                10        20        30        40    
2MEPSP                  LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
              50        60        70        80                      
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMTLRLMERFGV                      
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.7  bits: 21.7 E():   16 
Smith-Waterman score: 53; 42.9% identity (64.3% similar) in 14 aa overlap (7-20:392-405) 
 
                                       10        20        30       
2MEPSP                         LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :  : :: :.. .:                 
gi|142 PTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNTVKAHAAYVM 
             370       380       390       400       410       420  
 
         40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                                    
gi|142 NLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN      
             430       440       450       460      
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.6  bits: 22.9 E():   16 
Smith-Waterman score: 56; 36.8% identity (68.4% similar) in 19 aa overlap (6-24:956-974) 
 
                                        10        20        30      
2MEPSP                          LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                     .:  ::  ::: ... :..            
gi|119 TIPETECMKSQVAMATCQKKFGSECVALQQECVAGTGAPPVTIGARGAFMLATALRSCIF 
         930       940       950       960       970       980      
 
          40        50        60        70        80                
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV                
                                                                    
gi|119 NGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQLSPPMAVCVASQDLMTRC 
         990      1000      1010      1020      1030      1040      
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (20-27:119-126) 
 
                          10        20        30        40          
2MEPSP            LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
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gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
      50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                       
gi|144 EEVD                            
      150                              
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.2  bits: 22.5 E():   17 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (49-76:500-527) 
 
       20        30        40        50        60        70         
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
       80                                                           
2MEPSP GV                                                           
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 48; 26.8% identity (55.4% similar) in 56 aa overlap (26-80:30-84) 
 
                   10        20        30         40        50      
2MEPSP     LGADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP IEIIDKLISIPYVEMTLRLMERFGV                                    
       . ..  .:..  . : .     :::                                    
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.9  bits: 20.5 E():   20 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (15-61:133-176) 
 
                               10        20        30        40     
2MEPSP                 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
           50        60        70        80                         
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV                         
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.9  bits: 20.5 E():   20 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (15-61:133-176) 
 
                               10        20        30        40     
2MEPSP                 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
           50        60        70        80                         
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV                         
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
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     160       170       180       190       200       210          
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 78.5  bits: 19.3 E():   21 
Smith-Waterman score: 47; 34.8% identity (73.9% similar) in 23 aa overlap (6-26:75-97) 
 
                                          10        20        30    
2MEPSP                          LGADVDCF--LGTDCPPVRVNGIGGLPGGKVKLSG 
                                     .:.  :... : : .:. ..:::        
gi|671 GGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVP 
           50        60        70        80        90       100     
 
            40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                                       
gi|671 YKISPSTNCATVK                                   
          110                                          
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.3  bits: 18.9 E():   22 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (3-26:46-71) 
 
                                             10        20        30 
2MEPSP                             LGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|328 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
               40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                                          
gi|328 HIPYKISASTNCATVK                                   
          80        90                                    
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 78.3  bits: 21.0 E():   22 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (23-79:271-326) 
 
                       10        20        30        40        50   
2MEPSP         LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
             60        70        80                                 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGV                                 
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.2  bits: 18.9 E():   22 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (3-26:47-72) 
 
                                             10        20        30 
2MEPSP                             LGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|837 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
         20        30        40        50        60        70       
 
               40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                                          
gi|837 SIPYKISASTNCATVK                                   
         80        90                                     
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.3  bits: 20.6 E():   25 
Smith-Waterman score: 50; 37.0% identity (59.3% similar) in 27 aa overlap (2-27:180-206) 
 
                                            10        20         30 
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2MEPSP                              LGADVDCFLGTDCPPVRVNGIGGL-PGGKVK 
                                     :: .  . :    :.:.. :.:: : :    
gi|237 VAKALSDLMKLLTGYGAVPQKNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNI 
     150       160       170       180       190       200          
 
               40        50        60        70        80           
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV           
                                                                    
gi|237 DGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSA 
     210       220       230       240       250       260          
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 20.2 E():   26 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (32-59:7-34) 
 
              10        20        30        40        50        60  
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
              70        80                                          
2MEPSP LISIPYVEMTLRLMERFGV                                          
                                                                    
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 20.2 E():   26 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (32-59:7-34) 
 
              10        20        30        40        50        60  
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
              70        80                                          
2MEPSP LISIPYVEMTLRLMERFGV                                          
                                                                    
gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.9  bits: 19.0 E():   26 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (5-26:35-60) 
 
                                             10        20        30 
2MEPSP                           LGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
               40        50        60        70        80  
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV  
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.9  bits: 19.0 E():   26 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (5-26:35-60) 
 
                                             10        20        30 
2MEPSP                           LGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
               40        50        60        70        80  
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV  
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gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.9  bits: 19.0 E():   26 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (5-26:35-60) 
 
                                             10        20        30 
2MEPSP                           LGADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
               40        50        60        70        80  
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV  
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.9  bits: 19.8 E():   27 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (22-61:162-201) 
 
                        10        20        30        40        50  
2MEPSP          LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
              60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGV 
       : .  : . :                    
gi|116 GKAFYEAVAKAHQ                 
             200                     
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.8  bits: 19.0 E():   27 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (3-26:72-97) 
 
                                             10        20        30 
2MEPSP                             LGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|547 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
              50        60        70        80        90       100  
 
               40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                                          
gi|547 SIPYKISASTNCATVK                                   
             110                                          
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.2  bits: 19.0 E():   29 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (8-17:48-57) 
 
                                      10        20        30        
2MEPSP                        LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
        40        50        60        70        80         
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV         
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.1  bits: 18.2 E():   29 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (7-16:38-47) 
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                                       10        20        30       
2MEPSP                         LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
         40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                                    
gi|114 CNKNCT                                       
        70                                          
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.1  bits: 19.8 E():   29 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (26-61:117-149) 
 
                    10        20        30        40        50      
2MEPSP      LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
          60        70        80                                    
2MEPSP IEIIDKLISIPYVEMTLRLMERFGV                                    
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (26-61:144-176) 
 
                    10        20        30        40        50      
2MEPSP      LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
          60        70        80                                    
2MEPSP IEIIDKLISIPYVEMTLRLMERFGV                                    
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (26-61:144-176) 
 
                    10        20        30        40        50      
2MEPSP      LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
          60        70        80                                    
2MEPSP IEIIDKLISIPYVEMTLRLMERFGV                                    
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.3  bits: 20.3 E():   32 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (15-51:244-280) 
 
                               10        20         30        40    
2MEPSP                 LGADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
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             50        60        70        80                       
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTLRLMERFGV                       
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 19.9 E():   34 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (14-53:136-175) 
 
                                10        20        30        40    
2MEPSP                  LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
            50        60        70        80                        
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV                        
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 19.9 E():   34 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (14-53:137-176) 
 
                                10        20        30        40    
2MEPSP                  LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
            50        60        70        80                        
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV                        
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (14-53:140-179) 
 
                                10        20        30        40    
2MEPSP                  LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
            50        60        70        80                        
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV                        
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.7  bits: 20.3 E():   35 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (27-51:221-245) 
 
                   10        20        30        40        50       
2MEPSP     LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
         60        70        80                                     
2MEPSP EIIDKLISIPYVEMTLRLMERFGV                                     
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
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 initn:  44 init1:  44 opt:  45  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (26-73:21-64) 
 
               10        20        30        40        50        60 
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                :... : :.. ... : : . :  . :.. :  .. 
gi|217      MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VE 
                    10        20         30         40          50  
 
               70        80                                         
2MEPSP KLISIPYVEMTLRLMERFGV                                         
       :: ..:. :.  :                                                
gi|217 KLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWF 
              60        70        80        90       100       110  
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (14-53:151-190) 
 
                                10        20        30        40    
2MEPSP                  LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
            50        60        70        80                        
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV                        
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.3  bits: 18.7 E():   37 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (14-66:79-126) 
 
                                10        20        30        40    
2MEPSP                  LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
            50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
       ..  :.. :. .. ....: . :               
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF          
          110        120       130           
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.0  bits: 17.9 E():   43 
Smith-Waterman score: 43; 34.6% identity (61.5% similar) in 26 aa overlap (3-26:46-71) 
 
                                             10        20        30 
2MEPSP                             LGADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :. . : :  :. ..:::     
gi|929 YVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
               40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                                          
gi|929 NVPYKISASTNCATVK                                   
          80        90                                    
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.0  bits: 19.6 E():   43 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (14-47:146-179) 
 
                                10        20        30        40    
2MEPSP                  LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
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         120       130       140       150       160       170      
 
            50        60        70        80                        
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV                        
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 72.2  bits: 21.7 E():   48 
Smith-Waterman score: 54; 30.6% identity (53.1% similar) in 49 aa overlap (10-51:45-93) 
 
                                    10          20             30   
2MEPSP                      LGADVDCFLGTDCPPVRV--NGIGGLPG-----GKVKLS 
                                     :   :: :   .:: : ::     :   :. 
gi|278 VTSCLATCQSLQEATARKGPSGDRGPRGERGPPGPPGRDGDDGIPGPPGPPGPPGPPGLG 
           20        30        40        50        60        70     
 
             40        50        60        70        80             
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV             
       :....:. .     .:..:                                          
gi|278 GNFAAQFDAKGGGPGPMGLMGPRGPPGASGAPGPQGFQGPPGEPGEPGQTGPAGARGPPG 
           80        90       100       110       120       130     
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.1  bits: 17.5 E():   48 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (33-54:54-75) 
 
             10        20        30        40        50        60   
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
             70        80 
2MEPSP ISIPYVEMTLRLMERFGV 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.1  bits: 17.5 E():   48 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (33-54:54-75) 
 
             10        20        30        40        50        60   
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
             70        80 
2MEPSP ISIPYVEMTLRLMERFGV 
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 72.1  bits: 20.0 E():   48 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (23-62:393-434) 
 
                       10        20        30        40          50 
2MEPSP         LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
               60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGV 
       :::  .   :..                   
gi|601 LGDKAVYAGDNFRTAINL             
            430       440             
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.9  bits: 17.6 E():   49 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (32-74:6-51) 
 
              10        20        30        40        50            
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2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---I 
                                     :. .. :.:  :.  ::. :  :  .   . 
gi|453                          RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPV 
                                        10        20        30      
 
       60        70        80                         
2MEPSP IDKLISIPYVEMTLRLMERFGV                         
          :. .:    ::..                               
gi|453 AHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
          40        50        60        70        80  
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 46; 43.8% identity (56.2% similar) in 16 aa overlap (6-21:23-38) 
 
                                10        20        30        40    
2MEPSP                  LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                             .:  : : :   :::.                       
gi|309 MNCGKIILLFITIIGVAKSREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMYC 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV                        
                                                                    
gi|309 GGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPNY 
               70        80        90       100       110       120 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.7 E():   55 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (13-22:339-348) 
 
                                 10        20        30        40   
2MEPSP                   LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
 
             50        60        70        80 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                              
gi|513 SDPPVPLNMACHKTESLRTLASV                
      370       380       390                 
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 70.3  bits: 19.7 E():   61 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (23-62:393-434) 
 
                       10        20        30        40          50 
2MEPSP         LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
               60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGV 
       ::: ..   :..                   
gi|467 LGDKRLYAGDNFRTAINL             
            430       440             
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 18.1 E():   62 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (51-65:83-97) 
 
               30        40        50        60        70        80 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
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>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 18.1 E():   62 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (51-65:83-97) 
 
               30        40        50        60        70        80 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.1  bits: 17.6 E():   62 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (2-34:48-83) 
 
                                              10         20         
2MEPSP                              LGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
       30        40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
       .  .:.                                               
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD                     
        80        90       100                              
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.1  bits: 17.6 E():   62 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (2-34:48-83) 
 
                                              10         20         
2MEPSP                              LGADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
       30        40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
       .  .:.                                               
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD                     
        80        90       100                              
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 17.6 E():   63 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (23-31:36-44) 
 
                       10        20        30        40        50   
2MEPSP         LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
             60        70        80                  
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGV                  
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 18.1 E():   64 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (2-38:49-85) 
 
                                            10        20        30  
2MEPSP                              LGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
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              40        50        60        70        80            
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV            
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.8  bits: 17.7 E():   65 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (5-26:35-60) 
 
                                           10          20        30 
2MEPSP                           LGADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
               40        50        60        70        80  
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV  
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 17.7 E():   65 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (14-26:48-60) 
 
                                10        20        30        40    
2MEPSP                  LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
            50        60        70        80   
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV   
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.6  bits: 20.6 E():   66 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (49-76:500-527) 
 
       20        30        40        50        60        70         
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
       80                                                           
2MEPSP GV                                                           
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (18-39:45-65) 
 
                            10        20        30        40        
2MEPSP              LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
        50        60        70        80                            
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGV                            
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4709

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (32-62:108-139) 
 
              10        20        30        40        50         60 
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
               70        80     
2MEPSP KLISIPYVEMTLRLMERFGV     
       ..                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (15-64:115-164) 
 
                               10        20        30        40     
2MEPSP                 LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
           50        60        70        80                         
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV                         
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.9  bits: 14.8 E():   73 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (12-25:5-18) 
 
               10        20        30        40        50        60 
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                  :: :   . :  ::                                    
gi|244        IGNEDCTPWMSTLITPLP                                    
                      10                                            
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (23-53:391-423) 
 
                       10        20        30        40          50 
2MEPSP         LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
               60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGV 
       :::                            
gi|144 LGDNAVYAGNNFRTAVNL             
              430                     
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.2  bits: 19.0 E():   79 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (26-64:309-349) 
 
                    10        20        30         40          50   
2MEPSP      LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
             60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGV 
        .. :.: :..:                 
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gi|752 GANAEVI-KMVSET               
      340        350                
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (14-53:124-163) 
 
                                10        20        30        40    
2MEPSP                  LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
            50        60        70        80                        
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV                        
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (10-26:44-60) 
 
                                    10        20        30          
2MEPSP                      LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|384 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
      40        50        60        70        80  
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV  
                                                  
gi|384 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
            80        90       100       110      
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (10-26:44-60) 
 
                                    10        20        30          
2MEPSP                      LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|144 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
      40        50        60        70        80  
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV  
                                                  
gi|144 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
            80        90       100       110      
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (7-39:94-123) 
 
                                       10         20        30      
2MEPSP                         LGADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSI 
                                     :  : : :  :    .:     .: :.::  
gi|482 NPGPQPPAKNMKNLVWNDELAYIAQVWANQCEYGHDTCRDVAKYQVG----QNVALTGST 
            70        80        90       100       110              
 
          40        50        60        70        80                
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV                
       ...:                                                         
gi|482 AAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANTKEVGCGSIKYIQEK 
     120       130       140       150       160       170          
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (31-65:1-35) 
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               10        20        30        40        50        60 
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|142                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
               70        80                                         
2MEPSP KLISIPYVEMTLRLMERFGV                                         
        : :.                                                        
gi|142 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (31-65:1-35) 
 
               10        20        30        40        50        60 
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     ..: .:   :  :. :.:.:..... .    
gi|796                               MKGFLSLTLLPLLVAASPVAVNSIHNDAAP 
                                             10        20        30 
 
               70        80                                         
2MEPSP KLISIPYVEMTLRLMERFGV                                         
        : :.                                                        
gi|796 ILSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAF 
               40        50        60        70        80        90 
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.8  bits: 17.3 E():   83 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (29-50:7-24) 
 
               10        20        30        40        50        60 
2MEPSP LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                   .:::: .    :  ...:::.:           
gi|209                       MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVA 
                                     10            20        30     
 
               70        80                                         
2MEPSP KLISIPYVEMTLRLMERFGV                                         
                                                                    
gi|209 SSVGSCIGYLRGTVPTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLA 
           40        50        60        70        80        90     
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 18.6 E():   86 
Smith-Waterman score: 44; 31.2% identity (59.4% similar) in 32 aa overlap (2-33:244-275) 
 
                                            10        20        30  
2MEPSP                              LGADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     :...: . ::.    .: :.:.   :  :  
gi|238 TEDDGKAEFSNYGAVVDVYAPGKDITSLKPGGSTDTLSGTSMASPHVCGLGAYLIGLGKQ 
           220       230       240       250       260       270    
 
              40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
       .:                                                
gi|238 GGPGLCDTIKEMANEAIQR                               
           280       290                                 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 67.4  bits: 21.1 E():   87 
Smith-Waterman score: 50; 28.8% identity (55.8% similar) in 52 aa overlap (4-52:58-99) 
 
                                          10         20          30 
2MEPSP                            LGADVDCFLGTDCPPV-RVNGIG--GLPGGKVK 
                                     :..  . .::  : :.....  :.:.:    
gi|203 NPKAQSTYVYSLDAKTVLTPRDSQKVTIKGDAEVAFVSDCEAVLRLQNVAIDGVPNGA-- 
        30        40        50        60        70        80        
 
               40        50        60        70        80           
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2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV           
                :.: : : :.:.:                                       
gi|203 --------ELAAELAAKPFAFGYFNGRILGVCPADDDQDWSLNVKKAIVSSLQALSDGNV 
                  90       100       110       120       130        
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (23-32:43-52) 
 
                       10        20        30        40        50   
2MEPSP         LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
             60        70        80                                 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGV                                 
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (14-33:79-98) 
 
                                10        20        30        40    
2MEPSP                  LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|264 GIIKDFDEPGTLAPTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDE 
       50        60        70        80        90       100         
 
            50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                             
gi|264 PMTPGQCNMVVERLGDYLIEQGF               
      110       120       130                
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.1  bits: 17.8 E():   90 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (26-42:152-166) 
 
                    10        20        30        40        50      
2MEPSP      LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
          60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGV 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.4 E():   93 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (14-33:79-98) 
 
                                10        20        30        40    
2MEPSP                  LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|105 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
            50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                             
gi|105 PMTPGQCNLVVERLGDYLIDQGYWVPSSNS        
      110       120       130                
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (14-33:79-98) 
 
                                10        20        30        40    
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2MEPSP                  LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|100 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
            50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                             
gi|100 PMTPGQCNLVVERLGDYLIDQGYCGSHHHHHH      
      110       120       130       140      
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (14-33:79-98) 
 
                                10        20        30        40    
2MEPSP                  LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|100 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
            50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                             
gi|100 PMTPGQCNLVVERLGDYLIDQGYYVGSHHHHHH     
      110       120       130       140      
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.6 E():   95 
Smith-Waterman score: 44; 38.9% identity (50.0% similar) in 18 aa overlap (5-22:166-183) 
 
                                         10        20        30     
2MEPSP                           LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :::  .   :  . :: :             
AOID|2 SCWAFAAAGVAESLYSIQKQQSIGLSEQELVDCTYNRYDPSYQCNGCGSGYSTEAFKYMI 
         140       150       160       170       180       190      
 
           40        50        60        70        80               
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV               
                                                                    
AOID|2 RTGLVEERNYPYNMRTQWCDPDVEGQRYHVSGYQQLRYHSSDEDVMYTIQQHGPVVIYMH 
         200       210       220       230       240       250      
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.0 E():   97 
Smith-Waterman score: 40; 54.5% identity (72.7% similar) in 11 aa overlap (8-18:67-77) 
 
                                      10        20        30        
2MEPSP                        LGADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     :: . :: .::                    
gi|288 ASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDG 
         40        50        60        70        80        90       
 
        40        50        60        70        80 
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                                   
gi|288 MIGIDEFAVWVKQ                               
        100                                        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:39 2011 done: Tue Apr 19 10:57:40 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
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 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 145  - 224 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28    15     0:==== 
  30    11     2:*== 
  32    25     8:=*===== 
  34    28    22:=====*= 
  36    26    44:=======   * 
  38    65    73:================= * 
  40    90   102:=======================  * 
  42    81   125:=====================          * 
  44   118   138:==============================    * 
  46   156   140:==================================*==== 
  48   185   134:=================================*============= 
  50   135   122:==============================*=== 
  52   118   108:==========================*=== 
  54    84    92:===================== * 
  56    89    77:===================*=== 
  58    51    63:=============  * 
  60    43    51:=========== * 
  62    17    41:=====     * 
  64    39    33:========*= 
  66    20    26:===== * 
  68    14    20:====* 
  70    10    16:===* 
  72     9    12:==* 
  74    10    10:==* 
  76    12     8:=*= 
  78     7     6:=* 
  80     7     5:=* 
  82     4     3:* 
  84     4     3:* 
  86     4     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     5     1:*=        :*==== 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.45780.00309; mu= 14.4727 0.160 
 mean_var=32.1212 7.554, 0's: 2 Z-trim: 2  B-trim: 130 in 1/43 
 Lambda= 0.226297 
 Kolmogorov-Smirnov  statistic: 0.0359 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
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gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   62 24.2    0.77 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 24.5     1.5 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 23.3     1.7 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   58 23.1     3.4 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.7     3.4 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.7     3.4 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.7     3.6 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   54 21.5       4 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 22.0     4.3 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   54 21.5     4.4 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.6     5.2 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   53 21.3       7 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.0     7.2 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 21.3     7.4 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   53 21.3     7.5 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   51 20.6     8.7 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.8     9.3 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.9      11 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.7      11 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.7      11 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.6      13 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   52 21.2      14 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.0      14 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.4      15 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.6      15 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.2      16 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   53 21.7      17 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   56 22.9      17 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 20.0      17 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.5      17 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   48 19.7      20 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.5      21 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.5      21 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   47 19.3      22 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 20.9      22 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   46 18.9      23 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   46 18.9      23 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   50 20.6      25 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.2      27 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.2      27 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.8      27 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.9      27 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.9      27 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.9      27 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   46 18.9      27 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 19.0      29 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.8      30 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.1      30 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.8      32 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.8      32 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 20.3      33 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.9      34 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.9      35 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.9      35 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.3      35 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.9      36 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.6      36 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.7      37 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   43 17.8      38 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   46 19.1      40 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   45 18.7      44 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.6      44 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   43 17.9      44 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.7      48 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.0      49 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.5      50 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.5      50 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.5      51 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   46 19.2      53 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.6      56 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.7      61 
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gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.0      63 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.0      63 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   42 17.6      63 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   42 17.6      63 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.6      64 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 18.0      65 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.6      66 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.6      66 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.6      67 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 18.1      68 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.1      69 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.5      69 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.8      75 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.4      76 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 19.0      80 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.5      80 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   43 18.1      82 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.3      82 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.3      82 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.4      83 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.4      83 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.3      85 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   44 18.6      87 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.1      87 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.2      88 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.3      91 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 17.8      92 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   41 17.4      94 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   41 17.4      95 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   44 18.6      96 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   41 17.4      96 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   41 17.4      96 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   40 17.0      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 104.5  bits: 24.2 E(): 0.77 
Smith-Waterman score: 62; 33.3% identity (63.6% similar) in 33 aa overlap (9-40:61-93) 
 
                                     10        20         30        
2MEPSP                       GADVDCFLGTDCPPVRVNGIGGLPGG-KVKLSGSISSQ 
                                     : :: :...::    :.  ... : ...:  
gi|294 TQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSW 
               40        50        60        70        80        90 
 
        40        50        60        70        80 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
       : :                                         
gi|294 YQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS           
              100       110       120              
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 99.2  bits: 24.5 E():  1.5 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (2-43:25-65) 
 
                                      10        20        30        
2MEPSP                        GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
        40        50        60        70        80                  
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK                  
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 98.1  bits: 23.3 E():  1.7 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (6-26:66-87) 
 
                                        10        20         30     
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2MEPSP                          GADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
           40        50        60        70        80       
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK       
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 93.0  bits: 23.1 E():  3.4 
Smith-Waterman score: 58; 31.8% identity (61.4% similar) in 44 aa overlap (25-67:8-47) 
 
               10        20        30         40        50          
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIID 
                               ::. : .:.. . . .   : :. .:  :: .:..  
gi|111                  MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV- 
                                10        20        30         40   
 
      60        70        80                                        
2MEPSP KLISIPYVEMTLRLMERFGVK                                        
         .: :::                                                     
gi|111 --VSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVILGHSER 
                50        60        70        80        90          
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 92.9  bits: 22.7 E():  3.4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (39-54:9-24) 
 
       10        20        30        40        50        60         
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
       70        80                                                 
2MEPSP MTLRLMERFGVK                                                 
                                                                    
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 92.9  bits: 22.7 E():  3.4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (39-54:9-24) 
 
       10        20        30        40        50        60         
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
       70        80                                                 
2MEPSP MTLRLMERFGVK                                                 
                                                                    
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 92.6  bits: 22.7 E():  3.6 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (33-71:26-64) 
 
             10        20        30        40        50        60   
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :.:. :: :  ...::  :   :: . : . 
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
 
             70        80                                           
2MEPSP SIPYVEMTLRLMERFGVK                                           
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         :   . :                                                    
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 91.6  bits: 21.5 E():    4 
Smith-Waterman score: 54; 42.9% identity (64.3% similar) in 14 aa overlap (6-19:33-46) 
 
                                        10        20        30      
2MEPSP                          GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :  : :: :.. .:                 
gi|166 PTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVM 
             10        20        30        40        50        60   
 
          40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                                     
gi|166 NLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN       
             70        80        90       100        
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 91.1  bits: 22.0 E():  4.3 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (6-26:66-87) 
 
                                        10        20         30     
2MEPSP                          GADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
           40        50        60        70        80       
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK       
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 90.9  bits: 21.5 E():  4.4 
Smith-Waterman score: 54; 25.0% identity (55.0% similar) in 60 aa overlap (1-60:48-105) 
 
                                             10        20        30 
2MEPSP                               GADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....   : .. .. .  .: .   
gi|185 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAA 
        20        30        40        50          60        70      
 
               40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
       ::. ..   ::   ::: :  . : :  :.                     
gi|185 SGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD             
          80        90       100       110                
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 89.7  bits: 21.6 E():  5.2 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (18-71:66-119) 
 
                            10        20        30        40        
2MEPSP              GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
        50        60        70        80           
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVK           
         . :. :.... . . : .  .:                    
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 87.2  bits: 21.3 E():    7 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (3-61:26-98) 
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                                      10            20              
2MEPSP                        GADVDCFLGTDCP----PVRVNGIGG--------LPG 
                                :::  .    :     : :.: ::        ::  
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
          30        40          50        60        70        80    
2MEPSP GKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK    
       :.   : .. .. ..  :: . . .  ::. .:.:...                       
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
gi|166 HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
              130       140       150     
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 87.1  bits: 23.0 E():  7.2 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (30-65:247-289) 
 
                10        20        30        40          50        
2MEPSP  GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
             60        70        80                                 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVK                                 
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 86.9  bits: 21.3 E():  7.4 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (6-27:66-88) 
 
                                        10        20         30     
2MEPSP                          GADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
           40        50        60        70        80               
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK               
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 86.7  bits: 21.3 E():  7.5 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (3-61:40-112) 
 
                                           10            20         
2MEPSP                             GADVDCFLGTDCP----PVRVNGIGG------ 
                                     :::  .    :     : :.: ::       
gi|133 NILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
      10        20        30        40        50        60          
 
               30        40          50        60        70         
2MEPSP --LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
         :: :.   : .. .. ..  :: . . .  ::. .:.:...                  
gi|133 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
      70        80        90       100       110       120          
 
       80                                      
2MEPSP VK                                      
                                               
gi|133 TTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
     130       140       150       160         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
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 initn:  41 init1:  41 opt:  51  Z-score: 85.6  bits: 20.6 E():  8.7 
Smith-Waterman score: 51; 26.7% identity (50.0% similar) in 60 aa overlap (1-60:48-105) 
 
                                             10        20        30 
2MEPSP                               GADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. ....    .     ::  .: .   
gi|117 PSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG--AGGAAA 
        20        30        40        50        60          70      
 
               40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
       ::. ..   ::   ::: :  . : :  :.                     
gi|117 SGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD             
          80        90       100       110                
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 85.0  bits: 21.8 E():  9.3 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (2-43:25-65) 
 
                                      10        20        30        
2MEPSP                        GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
        40        50        60        70        80                  
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK                  
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 84.1  bits: 21.9 E():   11 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (27-59:105-139) 
 
                   10        20        30        40         50      
2MEPSP     GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
           60        70        80                                   
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVK                                   
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 83.8  bits: 22.7 E():   11 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (30-65:378-420) 
 
                10        20        30        40          50        
2MEPSP  GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
             60        70        80                                 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVK                                 
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 83.6  bits: 20.7 E():   11 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (6-24:42-62) 
 
                                        10          20        30    
2MEPSP                          GADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
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              20        30        40        50        60        70  
 
            40        50        60        70        80              
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK              
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 82.6  bits: 21.6 E():   13 
Smith-Waterman score: 62; 31.6% identity (51.9% similar) in 79 aa overlap (5-64:79-155) 
 
                                          10        20              
2MEPSP                           GADVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
        30             40               50        60        70      
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISIPYVEMTLRLME 
        .:. .     .. :  :..: ..       :: :::::.. ::  :.:            
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
          80                                                        
2MEPSP RFGVK                                                        
                                                                    
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 82.1  bits: 21.2 E():   14 
Smith-Waterman score: 52; 23.5% identity (67.6% similar) in 34 aa overlap (4-37:118-145) 
 
                                          10        20        30    
2MEPSP                            GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :.:....       ...: . :::. . :. 
gi|462 YDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVGKVTGGKTCMYGG 
        90       100       110       120             130       140  
 
            40        50        60        70        80              
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK              
       :...                                                         
gi|462 ITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLY 
             150       160       170       180       190       200  
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.9  bits: 22.0 E():   14 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (58-79:9-30) 
 
        30        40        50        60        70        80        
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK        
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.6  bits: 22.4 E():   15 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (48-75:414-441) 
 
        20        30        40        50        60        70        
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
        80                                                          
2MEPSP GVK                                                          
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gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.5  bits: 21.6 E():   15 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (15-32:167-184) 
 
                               10        20        30        40     
2MEPSP                 GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
           50        60        70        80                         
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK                         
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.7  bits: 21.2 E():   16 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (13-47:175-211) 
 
                                 10        20        30        40   
2MEPSP                   GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
               50        60        70        80                     
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK                     
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.6  bits: 21.7 E():   17 
Smith-Waterman score: 53; 42.9% identity (64.3% similar) in 14 aa overlap (6-19:392-405) 
 
                                        10        20        30      
2MEPSP                          GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :  : :: :.. .:                 
gi|142 PTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNTVKAHAAYVM 
             370       380       390       400       410       420  
 
          40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                                     
gi|142 NLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN       
             430       440       450       460       
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.6  bits: 22.9 E():   17 
Smith-Waterman score: 56; 36.8% identity (68.4% similar) in 19 aa overlap (5-23:956-974) 
 
                                         10        20        30     
2MEPSP                           GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                     .:  ::  ::: ... :..            
gi|119 TIPETECMKSQVAMATCQKKFGSECVALQQECVAGTGAPPVTIGARGAFMLATALRSCIF 
         930       940       950       960       970       980      
 
           40        50        60        70        80               
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK               
                                                                    
gi|119 NGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQLSPPMAVCVASQDLMTRC 
         990      1000      1010      1020      1030      1040      
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.3  bits: 20.0 E():   17 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (19-26:119-126) 
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                           10        20        30        40         
2MEPSP             GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
       50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                        
gi|144 EEVD                             
      150                               
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.2  bits: 22.5 E():   17 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (48-75:500-527) 
 
        20        30        40        50        60        70        
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
        80                                                          
2MEPSP GVK                                                          
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 48; 26.8% identity (55.4% similar) in 56 aa overlap (25-79:30-84) 
 
                    10        20        30         40        50     
2MEPSP      GADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVK                                   
       . ..  .:..  . : .     :::                                    
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.8  bits: 20.5 E():   21 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (14-60:133-176) 
 
                                10        20        30        40    
2MEPSP                  GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
            50        60        70        80                        
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK                        
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.8  bits: 20.5 E():   21 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (14-60:133-176) 
 
                                10        20        30        40    
2MEPSP                  GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
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            50        60        70        80                        
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK                        
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 78.3  bits: 19.3 E():   22 
Smith-Waterman score: 47; 34.8% identity (73.9% similar) in 23 aa overlap (5-25:75-97) 
 
                                           10        20        30   
2MEPSP                           GADVDCF--LGTDCPPVRVNGIGGLPGGKVKLSG 
                                     .:.  :... : : .:. ..:::        
gi|671 GGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVP 
           50        60        70        80        90       100     
 
             40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                                        
gi|671 YKISPSTNCATVK                                    
          110                                           
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 78.2  bits: 20.9 E():   22 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (22-78:271-326) 
 
                        10        20        30        40        50  
2MEPSP          GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
              60        70        80                                
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVK                                
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.1  bits: 18.9 E():   23 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (2-25:46-71) 
 
                                              10        20          
2MEPSP                              GADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|328 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
      30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                                           
gi|328 HIPYKISASTNCATVK                                    
          80        90                                     
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.0  bits: 18.9 E():   23 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (2-25:47-72) 
 
                                              10        20          
2MEPSP                              GADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|837 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
         20        30        40        50        60        70       
 
      30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                                           
gi|837 SIPYKISASTNCATVK                                    
         80        90                                      
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
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 initn:  50 init1:  50 opt:  50  Z-score: 77.2  bits: 20.6 E():   25 
Smith-Waterman score: 50; 37.0% identity (59.3% similar) in 27 aa overlap (1-26:180-206) 
 
                                             10        20           
2MEPSP                               GADVDCFLGTDCPPVRVNGIGGL-PGGKVK 
                                     :: .  . :    :.:.. :.:: : :    
gi|237 VAKALSDLMKLLTGYGAVPQKNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNI 
     150       160       170       180       190       200          
 
      30        40        50        60        70        80          
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK          
                                                                    
gi|237 DGTALPVLQNGDADFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSA 
     210       220       230       240       250       260          
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.8  bits: 20.2 E():   27 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (31-58:7-34) 
 
               10        20        30        40        50        60 
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|833                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
               70        80                                         
2MEPSP LISIPYVEMTLRLMERFGVK                                         
                                                                    
gi|833 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.8  bits: 20.2 E():   27 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (31-58:7-34) 
 
               10        20        30        40        50        60 
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     : .. :  ..:.  :::. :   :....   
gi|668                         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWT 
                                       10        20        30       
 
               70        80                                         
2MEPSP LISIPYVEMTLRLMERFGVK                                         
                                                                    
gi|668 TVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPT 
         40        50        60        70        80        90       
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.7  bits: 19.8 E():   27 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (21-60:162-201) 
 
                         10        20        30        40        50 
2MEPSP           GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
               60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVK 
       : .  : . :                     
gi|116 GKAFYEAVAKAHQ                  
             200                      
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.7  bits: 18.9 E():   27 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (4-25:35-60) 
 
                                              10        20          
2MEPSP                            GADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
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           10        20        30        40        50        60     
 
      30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.7  bits: 18.9 E():   27 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (4-25:35-60) 
 
                                              10        20          
2MEPSP                            GADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
      30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.7  bits: 18.9 E():   27 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (4-25:35-60) 
 
                                              10        20          
2MEPSP                            GADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
      30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.6  bits: 18.9 E():   27 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (2-25:72-97) 
 
                                              10        20          
2MEPSP                              GADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|547 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
              50        60        70        80        90       100  
 
      30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                                           
gi|547 SIPYKISASTNCATVK                                    
             110                                           
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.0 E():   29 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (7-16:48-57) 
 
                                       10        20        30       
2MEPSP                         GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
         40        50        60        70        80        
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK        
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
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>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.9  bits: 19.8 E():   30 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (25-60:117-149) 
 
                     10        20        30        40        50     
2MEPSP       GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
           60        70        80                                   
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVK                                   
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.9  bits: 18.1 E():   30 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (6-15:38-47) 
 
                                        10        20        30      
2MEPSP                          GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
          40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                                     
gi|114 CNKNCT                                        
        70                                           
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.3  bits: 19.8 E():   32 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (25-60:144-176) 
 
                     10        20        30        40        50     
2MEPSP       GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
           60        70        80                                   
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVK                                   
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.3  bits: 19.8 E():   32 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (25-60:144-176) 
 
                     10        20        30        40        50     
2MEPSP       GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
           60        70        80                                   
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVK                                   
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.2  bits: 20.3 E():   33 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (14-50:244-280) 
 
                                10         20        30        40   
2MEPSP                  GADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4728

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
              50        60        70        80                      
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK                      
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (13-52:136-175) 
 
                                 10        20        30        40   
2MEPSP                   GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
             50        60        70        80                       
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK                       
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 19.9 E():   35 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (13-52:137-176) 
 
                                 10        20        30        40   
2MEPSP                   GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
             50        60        70        80                       
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK                       
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (13-52:140-179) 
 
                                 10        20        30        40   
2MEPSP                   GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
             50        60        70        80                       
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK                       
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (26-50:221-245) 
 
                    10        20        30        40        50      
2MEPSP      GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
          60        70        80                                    
2MEPSP EIIDKLISIPYVEMTLRLMERFGVK                                    
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gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 19.9 E():   36 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (13-52:151-190) 
 
                                 10        20        30        40   
2MEPSP                   GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
             50        60        70        80                       
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK                       
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.5  bits: 18.6 E():   36 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (25-72:21-64) 
 
               10        20        30        40        50        60 
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                               :... : :.. ... : : . :  . :.. :  ..: 
gi|217     MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEK 
                   10        20         30         40          50   
 
               70        80                                         
2MEPSP LISIPYVEMTLRLMERFGVK                                         
       : ..:. :.  :                                                 
gi|217 LQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFV 
             60        70        80        90       100       110   
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.1  bits: 18.7 E():   37 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (13-65:79-126) 
 
                                 10        20        30        40   
2MEPSP                   GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
             50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
       ..  :.. :. .. ....: . :                
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF           
          110        120       130            
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 74.1  bits: 17.8 E():   38 
Smith-Waterman score: 43; 31.4% identity (57.1% similar) in 35 aa overlap (49-80:5-38) 
 
       20        30        40        50           60        70      
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.:. .: ::   ::.: :     ..    
gi|603                           VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTS 
                                          10        20        30    
 
          80                                     
2MEPSP RFGVK                                     
       .. .:                                     
gi|603 KYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
            40        50        60        70     
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.7  bits: 19.1 E():   40 
Smith-Waterman score: 46; 32.8% identity (48.3% similar) in 58 aa overlap (5-50:35-92) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4730

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                             10               20    
2MEPSP                           GADVDCFLG----TD--CPP--VRVN---GIGGL 
                                     : .::    .:  ::    : :   : .:  
gi|124 PKPVLDTNGKELNPNSSYRIISIGRGALGGDVYLGKSPNSDAPCPDGVFRYNSDVGPSGT 
           10        20        30        40        50        60     
 
            30         40        50        60        70        80   
2MEPSP PGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK   
       :   . :::.:  .: :.  .  : . :                                 
gi|124 PVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGTIGQADS 
           70        80        90       100       110       120     
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 45; 18.5% identity (53.7% similar) in 54 aa overlap (27-80:71-124) 
 
                   10        20        30        40        50       
2MEPSP     GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
         60        70        80                                     
2MEPSP IIDKLISIPYVEMTLRLMERFGVK                                     
          ::.: :.    ..   .. .:                                     
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.9  bits: 19.6 E():   44 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (13-46:146-179) 
 
                                 10        20        30        40   
2MEPSP                   GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
             50        60        70        80                       
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK                       
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 72.8  bits: 17.9 E():   44 
Smith-Waterman score: 43; 34.6% identity (61.5% similar) in 26 aa overlap (2-25:46-71) 
 
                                              10        20          
2MEPSP                              GADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :. . : :  :. ..:::     
gi|929 YVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
      30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                                           
gi|929 NVPYKISASTNCATVK                                    
          80        90                                     
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 72.2  bits: 21.7 E():   48 
Smith-Waterman score: 54; 30.6% identity (53.1% similar) in 49 aa overlap (9-50:45-93) 
 
                                     10          20             30  
2MEPSP                       GADVDCFLGTDCPPVRV--NGIGGLPG-----GKVKLS 
                                     :   :: :   .:: : ::     :   :. 
gi|278 VTSCLATCQSLQEATARKGPSGDRGPRGERGPPGPPGRDGDDGIPGPPGPPGPPGPPGLG 
           20        30        40        50        60        70     
 
              40        50        60        70        80            
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2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK            
       :....:. .     .:..:                                          
gi|278 GNFAAQFDAKGGGPGPMGLMGPRGPPGASGAPGPQGFQGPPGEPGEPGQTGPAGARGPPG 
           80        90       100       110       120       130     
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 72.0  bits: 20.0 E():   49 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (22-61:393-434) 
 
                        10        20        30        40            
2MEPSP          GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
      50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
       :::  .   :..                    
gi|601 LGDKAVYAGDNFRTAINL              
            430       440              
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.9  bits: 17.5 E():   50 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (32-53:54-75) 
 
              10        20        30        40        50        60  
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
              70        80 
2MEPSP ISIPYVEMTLRLMERFGVK 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.9  bits: 17.5 E():   50 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (32-53:54-75) 
 
              10        20        30        40        50        60  
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
              70        80 
2MEPSP ISIPYVEMTLRLMERFGVK 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 17.5 E():   51 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (31-73:6-51) 
 
               10        20        30        40        50           
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---I 
                                     :. .. :.:  :.  ::. :  :  .   . 
gi|453                          RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPV 
                                        10        20        30      
 
        60        70        80                        
2MEPSP IDKLISIPYVEMTLRLMERFGVK                        
          :. .:    ::..                               
gi|453 AHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
          40        50        60        70        80  
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.3  bits: 19.2 E():   53 
Smith-Waterman score: 46; 43.8% identity (56.2% similar) in 16 aa overlap (5-20:23-38) 
 
                                 10        20        30        40   
2MEPSP                   GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                             .:  : : :   :::.                       
gi|309 MNCGKIILLFITIIGVAKSREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMYC 
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               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK                       
                                                                    
gi|309 GGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPNY 
               70        80        90       100       110       120 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.6 E():   56 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (12-21:339-348) 
 
                                  10        20        30        40  
2MEPSP                    GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
 
              50        60        70        80 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                               
gi|513 SDPPVPLNMACHKTESLRTLASV                 
      370       380       390                  
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 70.3  bits: 19.7 E():   61 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (22-61:393-434) 
 
                        10        20        30        40            
2MEPSP          GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
      50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
       ::: ..   :..                    
gi|467 LGDKRLYAGDNFRTAINL              
            430       440              
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (50-64:83-97) 
 
      20        30        40        50        60        70          
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
      80                                
2MEPSP K                                
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (50-64:83-97) 
 
      20        30        40        50        60        70          
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
      80                                
2MEPSP K                                
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
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>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.9  bits: 17.6 E():   63 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (1-33:48-83) 
 
                                               10         20        
2MEPSP                               GADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|416 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
        30        40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
       .  .:.                                                
gi|416 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD                      
        80        90       100                               
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.9  bits: 17.6 E():   63 
Smith-Waterman score: 42; 27.8% identity (55.6% similar) in 36 aa overlap (1-33:48-83) 
 
                                               10         20        
2MEPSP                               GADVDCFL--GTD-CPPVRVNGIGGLPGGK 
                                     : :.. ..  :..    :  .: ::  ::  
gi|461 PSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGA 
        20        30        40        50        60        70        
 
        30        40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
       .  .:.                                                
gi|461 AAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD                      
        80        90       100                               
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (22-30:36-44) 
 
                        10        20        30        40        50  
2MEPSP          GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
              60        70        80                 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVK                 
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 43; 32.4% identity (56.8% similar) in 37 aa overlap (1-37:49-85) 
 
                                             10        20        30 
2MEPSP                               GADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     : :.. .  :    :... : :. :  : : 
gi|121 WKAVSHDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTL 
       20        30        40        50        60        70         
 
               40        50        60        70        80           
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK           
        :: ..:                                                      
gi|121 LGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAF 
       80        90       100       110       120       130         
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (4-25:35-60) 
 
                                            10          20          
2MEPSP                            GADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
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                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
      30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                                           
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
           70        80        90       100       110      
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.6  bits: 20.6 E():   66 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (48-75:500-527) 
 
        20        30        40        50        60        70        
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
        80                                                          
2MEPSP GVK                                                          
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 17.6 E():   67 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (13-25:48-60) 
 
                                 10        20        30        40   
2MEPSP                   GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
             50        60        70        80  
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK  
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (17-38:45-65) 
 
                             10        20        30        40       
2MEPSP               GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
         50        60        70        80                           
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK                           
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (31-61:108-139) 
 
               10        20        30        40        50           
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
      60        70        80    
2MEPSP KLISIPYVEMTLRLMERFGVK    
       ..                       
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gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.5 E():   69 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (14-63:115-164) 
 
                                10        20        30        40    
2MEPSP                  GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
            50        60        70        80                        
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK                        
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.6  bits: 14.8 E():   75 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (11-24:5-18) 
 
               10        20        30        40        50        60 
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                 :: :   . :  ::                                     
gi|244       IGNEDCTPWMSTLITPLP                                     
                     10                                             
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 68.5  bits: 19.4 E():   76 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (22-52:391-423) 
 
                        10        20        30        40            
2MEPSP          GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
      50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
       :::                             
gi|144 LGDNAVYAGNNFRTAVNL              
              430                      
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.1  bits: 19.0 E():   80 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (25-63:309-349) 
 
                     10        20        30         40          50  
2MEPSP       GADVDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
              60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVK 
        .. :.: :..:                  
gi|752 GANAEVI-KMVSET                
      340        350                 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (13-52:124-163) 
 
                                 10        20        30        40   
2MEPSP                   GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
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             50        60        70        80                       
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK                       
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (6-38:94-123) 
 
                                        10         20        30     
2MEPSP                          GADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSI 
                                     :  : : :  :    .:     .: :.::  
gi|482 NPGPQPPAKNMKNLVWNDELAYIAQVWANQCEYGHDTCRDVAKYQVG----QNVALTGST 
            70        80        90       100       110              
 
           40        50        60        70        80               
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK               
       ...:                                                         
gi|482 AAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANTKEVGCGSIKYIQEK 
     120       130       140       150       160       170          
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (9-25:44-60) 
 
                                     10        20        30         
2MEPSP                       GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|144 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
       40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                                  
gi|144 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
            80        90       100       110      
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (9-25:44-60) 
 
                                     10        20        30         
2MEPSP                       GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|384 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
       40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                                  
gi|384 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
            80        90       100       110      
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (30-64:1-35) 
 
               10        20        30        40        50        60 
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                    ..: .:   :  :. :.:.:..... .     
gi|796                              MKGFLSLTLLPLLVAASPVAVNSIHNDAAPI 
                                            10        20        30  
 
               70        80                                         
2MEPSP LISIPYVEMTLRLMERFGVK                                         
       : :.                                                         
gi|796 LSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFM 
              40        50        60        70        80        90  
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4737

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  44 init1:  44 opt:  46  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (30-64:1-35) 
 
               10        20        30        40        50        60 
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                    ..: .:   :  :. :.:.:..... .     
gi|142                              MKGFLSLTLLPLLVAASPVAVNSIHNDAAPI 
                                            10        20        30  
 
               70        80                                         
2MEPSP LISIPYVEMTLRLMERFGVK                                         
       : :.                                                         
gi|142 LSSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFM 
              40        50        60        70        80        90  
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.3 E():   85 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (28-49:7-24) 
 
               10        20        30        40        50        60 
2MEPSP GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                  .:::: .    :  ...:::.:            
gi|209                      MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVAS 
                                    10            20        30      
 
               70        80                                         
2MEPSP LISIPYVEMTLRLMERFGVK                                         
                                                                    
gi|209 SVGSCIGYLRGTVPTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAA 
          40        50        60        70        80        90      
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 18.6 E():   87 
Smith-Waterman score: 44; 31.2% identity (59.4% similar) in 32 aa overlap (1-32:244-275) 
 
                                             10        20        30 
2MEPSP                               GADVDCFLGTDCPPVRVNGIGGLPGGKVKL 
                                     :...: . ::.    .: :.:.   :  :  
gi|238 TEDDGKAEFSNYGAVVDVYAPGKDITSLKPGGSTDTLSGTSMASPHVCGLGAYLIGLGKQ 
           220       230       240       250       260       270    
 
               40        50        60        70        80 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
       .:                                                 
gi|238 GGPGLCDTIKEMANEAIQR                                
           280       290                                  
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 67.4  bits: 21.1 E():   87 
Smith-Waterman score: 50; 28.8% identity (55.8% similar) in 52 aa overlap (3-51:58-99) 
 
                                           10         20            
2MEPSP                             GADVDCFLGTDCPPV-RVNGIG--GLPGGKVK 
                                     :..  . .::  : :.....  :.:.:    
gi|203 NPKAQSTYVYSLDAKTVLTPRDSQKVTIKGDAEVAFVSDCEAVLRLQNVAIDGVPNGA-- 
        30        40        50        60        70        80        
 
      30        40        50        60        70        80          
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK          
                :.: : : :.:.:                                       
gi|203 --------ELAAELAAKPFAFGYFNGRILGVCPADDDQDWSLNVKKAIVSSLQALSDGNV 
                  90       100       110       120       130        
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.2 E():   88 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (22-31:43-52) 
 
                        10        20        30        40        50  
2MEPSP          GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
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             20        30        40        50        60        70   
 
              60        70        80                                
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVK                                
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.3 E():   91 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (13-32:79-98) 
 
                                 10        20        30        40   
2MEPSP                   GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|264 GIIKDFDEPGTLAPTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDE 
       50        60        70        80        90       100         
 
             50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                              
gi|264 PMTPGQCNMVVERLGDYLIEQGF                
      110       120       130                 
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.0  bits: 17.8 E():   92 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (25-41:152-166) 
 
                     10        20        30        40        50     
2MEPSP       GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
           60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVK 
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 41; 32.5% identity (62.5% similar) in 40 aa overlap (41-80:8-43) 
 
               20        30        40        50        60        70 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :..::. ..   :...  ::  .  . .:  
gi|140                        MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM- 
                                      10        20        30        
 
               80                                                   
2MEPSP LRLMERFGVK                                                   
         :::.:: :                                                   
gi|140 --LMEEFGEKIDQIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQ 
            40        50        60        70        80        90    
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (13-32:79-98) 
 
                                 10        20        30        40   
2MEPSP                   GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|105 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
             50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                              
gi|105 PMTPGQCNLVVERLGDYLIDQGYWVPSSNS         
      110       120       130                 
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.6 E():   96 
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Smith-Waterman score: 44; 38.9% identity (50.0% similar) in 18 aa overlap (4-21:166-183) 
 
                                          10        20        30    
2MEPSP                            GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :::  .   :  . :: :             
AOID|2 SCWAFAAAGVAESLYSIQKQQSIGLSEQELVDCTYNRYDPSYQCNGCGSGYSTEAFKYMI 
         140       150       160       170       180       190      
 
            40        50        60        70        80              
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK              
                                                                    
AOID|2 RTGLVEERNYPYNMRTQWCDPDVEGQRYHVSGYQQLRYHSSDEDVMYTIQQHGPVVIYMH 
         200       210       220       230       240       250      
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.4 E():   96 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (13-32:79-98) 
 
                                 10        20        30        40   
2MEPSP                   GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|100 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
             50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                              
gi|100 PMTPGQCNLVVERLGDYLIDQGYCGSHHHHHH       
      110       120       130       140       
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (13-32:79-98) 
 
                                 10        20        30        40   
2MEPSP                   GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|100 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
             50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                              
gi|100 PMTPGQCNLVVERLGDYLIDQGYYVGSHHHHHH      
      110       120       130       140       
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 40; 54.5% identity (72.7% similar) in 11 aa overlap (7-17:67-77) 
 
                                       10        20        30       
2MEPSP                         GADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     :: . :: .::                    
gi|288 ASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDG 
         40        50        60        70        80        90       
 
         40        50        60        70        80 
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                                    
gi|288 MIGIDEFAVWVKQ                                
        100                                         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:40 2011 done: Tue Apr 19 10:57:40 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
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# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 146  - 225 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     2     0:= 
  28    10     0:==== 
  30    10     2:*=== 
  32    28     8:==*======= 
  34    22    22:=======* 
  36    36    44:============  * 
  38    50    73:=================       * 
  40    99   102:=================================* 
  42   103   125:===================================      * 
  44   130   138:============================================ * 
  46   135   140:============================================= * 
  48   172   134:============================================*============= 
  50   137   122:========================================*===== 
  52   106   108:===================================* 
  54    95    92:==============================*= 
  56    85    77:=========================*=== 
  58    63    63:====================* 
  60    37    51:=============   * 
  62    23    41:========     * 
  64    30    33:==========* 
  66    24    26:========* 
  68    17    20:======* 
  70     6    16:==   * 
  72    11    12:===* 
  74    10    10:===* 
  76    10     8:==*= 
  78     9     6:=*= 
  80     6     5:=* 
  82     4     3:*= 
  84     4     3:*= 
  86     5     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     5     1:*=        :*==== 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.49280.00307; mu= 14.0824 0.159 
 mean_var=32.5545 7.749, 0's: 2 Z-trim: 2  B-trim: 130 in 1/43 
 Lambda= 0.224786 
 Kolmogorov-Smirnov  statistic: 0.0269 (N=28) at  34 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
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 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   62 24.2    0.77 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   62 24.5     1.5 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 23.3     1.7 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   58 23.1     3.3 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.7     3.4 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.7     3.4 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.7     3.5 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   54 21.5       4 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 22.0     4.3 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.6     5.1 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   53 21.3     6.9 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.0     7.1 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 21.4     7.3 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   53 21.4     7.4 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   52 21.0     8.1 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   54 21.9     9.2 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.9      10 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.8      11 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.7      11 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.6      13 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   52 21.2      13 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.0      14 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.5      14 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.6      15 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.3      16 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   53 21.7      16 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   56 22.9      16 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 20.0      17 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.5      17 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.5      20 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.5      20 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   47 19.3      21 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   47 19.3      21 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   46 18.9      22 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 21.0      22 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   46 18.9      22 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.0      23 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.2      26 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.2      26 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 19.0      26 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 19.0      26 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 19.0      26 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.8      26 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   46 19.0      27 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 19.0      29 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.2      29 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.8      29 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.9      32 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.9      32 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 20.3      32 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.9      34 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.9      34 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.9      34 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.3      35 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.7      35 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.9      35 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.7      36 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   43 17.9      36 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   46 19.1      39 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   44 18.3      41 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   45 18.8      43 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   43 17.9      43 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.6      43 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.7      47 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.0      48 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.6      48 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.6      48 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.6      49 
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gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   46 19.2      52 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.7      55 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.7      60 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.1      61 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.1      61 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.7      62 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.7      64 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.7      64 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.6      65 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 18.1      66 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.1      66 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.5      67 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.8      72 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.4      74 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   41 17.3      76 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   41 17.3      76 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 19.0      78 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.6      78 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.4      80 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.4      80 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   43 18.2      80 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.4      81 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.4      81 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.4      82 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.1      86 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.2      86 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.4      88 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 17.8      89 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   41 17.4      90 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   41 17.4      92 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   41 17.4      93 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   41 17.4      93 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   44 18.7      93 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   40 17.0      95 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   42 17.9      99 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   42 17.9      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 104.5  bits: 24.2 E(): 0.77 
Smith-Waterman score: 62; 33.3% identity (63.6% similar) in 33 aa overlap (8-39:61-93) 
 
                                      10        20         30       
2MEPSP                        ADVDCFLGTDCPPVRVNGIGGLPGG-KVKLSGSISSQ 
                                     : :: :...::    :.  ... : ...:  
gi|294 TQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSW 
               40        50        60        70        80        90 
 
         40        50        60        70        80 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
       : :                                          
gi|294 YQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS            
              100       110       120               
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 99.2  bits: 24.5 E():  1.5 
Smith-Waterman score: 62; 31.0% identity (57.1% similar) in 42 aa overlap (1-42:25-65) 
 
                                       10        20        30       
2MEPSP                         ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
         40        50        60        70        80                 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA                 
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 98.2  bits: 23.3 E():  1.7 
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Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (5-25:66-87) 
 
                                         10        20         30    
2MEPSP                           ADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
            40        50        60        70        80      
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA      
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 93.1  bits: 23.1 E():  3.3 
Smith-Waterman score: 58; 31.8% identity (61.4% similar) in 44 aa overlap (24-66:8-47) 
 
               10        20        30         40        50          
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDK 
                              ::. : .:.. . . .   : :. .:  :: .:..   
gi|111                 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV-- 
                               10        20        30         40    
 
      60        70        80                                        
2MEPSP LISIPYVEMTLRLMERFGVKA                                        
        .: :::                                                      
gi|111 -VSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERR 
               50        60        70        80        90       100 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 93.0  bits: 22.7 E():  3.4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (38-53:9-24) 
 
        10        20        30        40        50        60        
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
        70        80                                                
2MEPSP MTLRLMERFGVKA                                                
                                                                    
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 93.0  bits: 22.7 E():  3.4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (38-53:9-24) 
 
        10        20        30        40        50        60        
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
        70        80                                                
2MEPSP MTLRLMERFGVKA                                                
                                                                    
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 92.7  bits: 22.7 E():  3.5 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (32-70:26-64) 
 
              10        20        30        40        50        60  
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :.:. :: :  ...::  :   :: . : . 
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
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              70        80                                          
2MEPSP SIPYVEMTLRLMERFGVKA                                          
         :   . :                                                    
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 91.7  bits: 21.5 E():    4 
Smith-Waterman score: 54; 42.9% identity (64.3% similar) in 14 aa overlap (5-18:33-46) 
 
                                         10        20        30     
2MEPSP                           ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :  : :: :.. .:                 
gi|166 PTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVM 
             10        20        30        40        50        60   
 
           40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                                      
gi|166 NLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN        
             70        80        90       100         
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 91.2  bits: 22.0 E():  4.3 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (5-25:66-87) 
 
                                         10        20         30    
2MEPSP                           ADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
            40        50        60        70        80      
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA      
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 89.8  bits: 21.6 E():  5.1 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (17-70:66-119) 
 
                             10        20        30        40       
2MEPSP               ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
         50        60        70        80          
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA          
         . :. :.... . . : .  .:                    
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 87.4  bits: 21.3 E():  6.9 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (2-60:26-98) 
 
                                       10            20             
2MEPSP                         ADVDCFLGTDCP----PVRVNGIGG--------LPG 
                                :::  .    :     : :.: ::        ::  
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
           30          40        50        60        70        80   
2MEPSP GKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA   
       :.   : .. .. ..  :: . . .  ::. .:.:...                       
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
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gi|166 HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
              130       140       150     
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 87.1  bits: 23.0 E():  7.1 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (29-64:247-289) 
 
                 10        20        30        40          50       
2MEPSP   ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
              60        70        80                                
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKA                                
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 87.0  bits: 21.4 E():  7.3 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (5-26:66-88) 
 
                                         10        20         30    
2MEPSP                           ADVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
            40        50        60        70        80              
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA              
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 86.8  bits: 21.4 E():  7.4 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (2-60:40-112) 
 
                                            10            20        
2MEPSP                              ADVDCFLGTDCP----PVRVNGIGG------ 
                                     :::  .    :     : :.: ::       
gi|133 NILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
      10        20        30        40        50        60          
 
                30          40        50        60        70        
2MEPSP --LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
         :: :.   : .. .. ..  :: . . .  ::. .:.:...                  
gi|133 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
      70        80        90       100       110       120          
 
        80                                     
2MEPSP VKA                                     
                                               
gi|133 TTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
     130       140       150       160         
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 86.2  bits: 21.0 E():  8.1 
Smith-Waterman score: 52; 27.6% identity (55.2% similar) in 58 aa overlap (24-80:30-86) 
 
                     10        20         30        40        50    
2MEPSP       ADVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKA                                  
       . ..  .:..  . : .     ::: :                                  
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
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                70        80        90       100       110          
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 85.1  bits: 21.9 E():  9.2 
Smith-Waterman score: 54; 26.2% identity (54.8% similar) in 42 aa overlap (1-42:25-65) 
 
                                       10        20        30       
2MEPSP                         ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                               :..  . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
         40        50        60        70        80                 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA                 
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 84.2  bits: 21.9 E():   10 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (26-58:105-139) 
 
                    10        20        30        40         50     
2MEPSP      ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
            60        70        80                                  
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKA                                  
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 83.9  bits: 22.8 E():   11 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (29-64:378-420) 
 
                 10        20        30        40          50       
2MEPSP   ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
              60        70        80                                
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKA                                
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 83.8  bits: 20.7 E():   11 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (5-23:42-62) 
 
                                         10          20        30   
2MEPSP                           ADVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
             40        50        60        70        80             
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA             
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 82.7  bits: 21.6 E():   13 
Smith-Waterman score: 62; 31.6% identity (51.9% similar) in 79 aa overlap (4-63:79-155) 
 
                                           10              20       
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2MEPSP                            ADVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
         30             40               50        60        70     
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISIPYVEMTLRLME 
        .:. .     .. :  :..: ..       :: :::::.. ::  :.:            
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
           80                                                       
2MEPSP RFGVKA                                                       
                                                                    
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 82.3  bits: 21.2 E():   13 
Smith-Waterman score: 52; 23.5% identity (67.6% similar) in 34 aa overlap (3-36:118-145) 
 
                                           10        20        30   
2MEPSP                             ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :.:....       ...: . :::. . :. 
gi|462 YDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVGKVTGGKTCMYGG 
        90       100       110       120             130       140  
 
             40        50        60        70        80             
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA             
       :...                                                         
gi|462 ITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLY 
             150       160       170       180       190       200  
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 82.0  bits: 22.0 E():   14 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (57-78:9-30) 
 
         30        40        50        60        70        80       
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA       
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.7  bits: 22.5 E():   14 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (47-74:414-441) 
 
         20        30        40        50        60        70       
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
         80                                                         
2MEPSP GVKA                                                         
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.6  bits: 21.6 E():   15 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (14-31:167-184) 
 
                                10        20        30        40    
2MEPSP                  ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
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            50        60        70        80                        
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA                        
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.8  bits: 21.3 E():   16 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (12-46:175-211) 
 
                                  10        20        30        40  
2MEPSP                    ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
                50        60        70        80                    
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA                    
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.7  bits: 21.7 E():   16 
Smith-Waterman score: 53; 42.9% identity (64.3% similar) in 14 aa overlap (5-18:392-405) 
 
                                         10        20        30     
2MEPSP                           ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :  : :: :.. .:                 
gi|142 PTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNTVKAHAAYVM 
             370       380       390       400       410       420  
 
           40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                                      
gi|142 NLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN        
             430       440       450       460        
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.6  bits: 22.9 E():   16 
Smith-Waterman score: 56; 36.8% identity (68.4% similar) in 19 aa overlap (4-22:956-974) 
 
                                          10        20        30    
2MEPSP                            ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                     .:  ::  ::: ... :..            
gi|119 TIPETECMKSQVAMATCQKKFGSECVALQQECVAGTGAPPVTIGARGAFMLATALRSCIF 
         930       940       950       960       970       980      
 
            40        50        60        70        80              
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA              
                                                                    
gi|119 NGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQLSPPMAVCVASQDLMTRC 
         990      1000      1010      1020      1030      1040      
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (18-25:119-126) 
 
                            10        20        30        40        
2MEPSP              ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                         
gi|144 EEVD                              
      150                                
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>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.2  bits: 22.5 E():   17 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (47-74:500-527) 
 
         20        30        40        50        60        70       
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
         80                                                         
2MEPSP GVKA                                                         
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.9  bits: 20.5 E():   20 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (13-59:133-176) 
 
                                 10        20        30        40   
2MEPSP                   ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
             50        60        70        80                       
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA                       
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.9  bits: 20.5 E():   20 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (13-59:133-176) 
 
                                 10        20        30        40   
2MEPSP                   ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
             50        60        70        80                       
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA                       
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 78.8  bits: 19.3 E():   21 
Smith-Waterman score: 47; 24.1% identity (55.2% similar) in 58 aa overlap (2-59:50-105) 
 
                                            10        20        30  
2MEPSP                              ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
                                     :.. ....   : .. .. .  .: .  :: 
gi|185 AADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAASG 
      20        30        40        50          60        70        
 
              40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
       . ..   ::   ::: :  . : :  :.                      
gi|185 GAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD              
        80        90       100       110                 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 78.5  bits: 19.3 E():   21 
Smith-Waterman score: 47; 34.8% identity (73.9% similar) in 23 aa overlap (4-24:75-97) 
 
                                            10        20        30  
2MEPSP                            ADVDCF--LGTDCPPVRVNGIGGLPGGKVKLSG 
                                     .:.  :... : : .:. ..:::        
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gi|671 GGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVP 
           50        60        70        80        90       100     
 
              40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                                         
gi|671 YKISPSTNCATVK                                     
          110                                            
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.3  bits: 18.9 E():   22 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (1-24:46-71) 
 
                                               10        20         
2MEPSP                               ADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|328 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
       30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                                            
gi|328 HIPYKISASTNCATVK                                     
          80        90                                      
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 78.3  bits: 21.0 E():   22 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (21-77:271-326) 
 
                         10        20        30        40        50 
2MEPSP           ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
               60        70        80                               
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKA                               
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.3  bits: 18.9 E():   22 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (1-24:47-72) 
 
                                               10        20         
2MEPSP                               ADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|837 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
         20        30        40        50        60        70       
 
       30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                                            
gi|837 SIPYKISASTNCATVK                                     
         80        90                                       
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.8  bits: 21.0 E():   23 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (32-80:54-105) 
 
              10        20        30          40        50          
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
       60        70        80                                       
2MEPSP KLISIPYVEMTLRLMERFGVKA                                       
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
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            90       100       110       120       130       140    
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 20.2 E():   26 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (30-57:7-34) 
 
               10        20        30        40        50        60 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                    : .. :  ..:.  :::. :   :....    
gi|833                        MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTT 
                                      10        20        30        
 
               70        80                                         
2MEPSP ISIPYVEMTLRLMERFGVKA                                         
                                                                    
gi|833 VTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQ 
        40        50        60        70        80        90        
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 20.2 E():   26 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (30-57:7-34) 
 
               10        20        30        40        50        60 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                    : .. :  ..:.  :::. :   :....    
gi|668                        MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTT 
                                      10        20        30        
 
               70        80                                         
2MEPSP ISIPYVEMTLRLMERFGVKA                                         
                                                                    
gi|668 VTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQ 
        40        50        60        70        80        90        
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.9  bits: 19.0 E():   26 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (3-24:35-60) 
 
                                               10        20         
2MEPSP                             ADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                                            
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK  
           70        80        90       100       110       
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.9  bits: 19.0 E():   26 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (3-24:35-60) 
 
                                               10        20         
2MEPSP                             ADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                                            
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK  
           70        80        90       100       110       
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.9  bits: 19.0 E():   26 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (3-24:35-60) 
 
                                               10        20         
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2MEPSP                             ADVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                                            
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK  
           70        80        90       100       110       
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.9  bits: 19.8 E():   26 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (20-59:162-201) 
 
                          10        20        30        40          
2MEPSP            ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
      50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
       : .  : . :                      
gi|116 GKAFYEAVAKAHQ                   
             200                       
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.8  bits: 19.0 E():   27 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (1-24:72-97) 
 
                                               10        20         
2MEPSP                               ADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :... : :  :. ..:::     
gi|547 YVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGV 
              50        60        70        80        90       100  
 
       30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                                            
gi|547 SIPYKISASTNCATVK                                     
             110                                            
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.2  bits: 19.0 E():   29 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (6-15:48-57) 
 
                                        10        20        30      
2MEPSP                          ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
          40        50        60        70        80       
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA       
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.2  bits: 18.2 E():   29 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (5-14:38-47) 
 
                                         10        20        30     
2MEPSP                           ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
           40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
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gi|114 CNKNCT                                         
        70                                            
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.1  bits: 19.8 E():   29 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (24-59:117-149) 
 
                      10        20        30        40        50    
2MEPSP        ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
            60        70        80                                  
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKA                                  
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (24-59:144-176) 
 
                      10        20        30        40        50    
2MEPSP        ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
            60        70        80                                  
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKA                                  
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (24-59:144-176) 
 
                      10        20        30        40        50    
2MEPSP        ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
            60        70        80                                  
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKA                                  
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.3  bits: 20.3 E():   32 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (13-49:244-280) 
 
                                 10         20        30        40  
2MEPSP                   ADVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
               50        60        70        80                     
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA                     
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (12-51:136-175) 
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                                  10        20        30        40  
2MEPSP                    ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
              50        60        70        80                      
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA                      
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 19.9 E():   34 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (12-51:137-176) 
 
                                  10        20        30        40  
2MEPSP                    ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
              50        60        70        80                      
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA                      
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 19.9 E():   34 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (12-51:140-179) 
 
                                  10        20        30        40  
2MEPSP                    ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
              50        60        70        80                      
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA                      
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.8  bits: 20.3 E():   35 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (25-49:221-245) 
 
                     10        20        30        40        50     
2MEPSP       ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
           60        70        80                                   
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKA                                   
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (24-71:21-64) 
 
               10        20        30        40        50        60 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                              :... : :.. ... : : . :  . :.. :  ..:: 
gi|217    MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKL 
                  10        20         30         40          50    
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               70        80                                         
2MEPSP ISIPYVEMTLRLMERFGVKA                                         
        ..:. :.  :                                                  
gi|217 QNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVL 
            60        70        80        90       100       110    
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (12-51:151-190) 
 
                                  10        20        30        40  
2MEPSP                    ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
              50        60        70        80                      
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA                      
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.3  bits: 18.7 E():   36 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (12-64:79-126) 
 
                                  10        20        30        40  
2MEPSP                    ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
              50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
       ..  :.. :. .. ....: . :                 
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF            
          110        120       130             
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 74.3  bits: 17.9 E():   36 
Smith-Waterman score: 43; 31.4% identity (57.1% similar) in 35 aa overlap (48-79:5-38) 
 
        20        30        40        50           60        70     
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.:. .: ::   ::.: :     ..    
gi|603                           VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTS 
                                          10        20        30    
 
           80                                    
2MEPSP RFGVKA                                    
       .. .:                                     
gi|603 KYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
            40        50        60        70     
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.9  bits: 19.1 E():   39 
Smith-Waterman score: 46; 32.8% identity (48.3% similar) in 58 aa overlap (4-49:35-92) 
 
                                              10               20   
2MEPSP                            ADVDCFLG----TD--CPP--VRVN---GIGGL 
                                     : .::    .:  ::    : :   : .:  
gi|124 PKPVLDTNGKELNPNSSYRIISIGRGALGGDVYLGKSPNSDAPCPDGVFRYNSDVGPSGT 
           10        20        30        40        50        60     
 
             30         40        50        60        70        80  
2MEPSP PGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA  
       :   . :::.:  .: :.  .  : . :                                 
gi|124 PVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGTIGQADS 
           70        80        90       100       110       120     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
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 initn:  41 init1:  41 opt:  44  Z-score: 73.5  bits: 18.3 E():   41 
Smith-Waterman score: 44; 27.6% identity (50.0% similar) in 58 aa overlap (2-59:50-105) 
 
                                            10        20        30  
2MEPSP                              ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
                                     :.. ....    .     ::  :: .  :: 
gi|117 AADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG-AGGAAA-SG 
      20        30        40        50        60         70         
 
              40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
       . ..   ::   ::: :  . : :  :.                      
gi|117 GAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD              
        80        90       100       110                 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 45; 18.5% identity (53.7% similar) in 54 aa overlap (26-79:71-124) 
 
                    10        20        30        40        50      
2MEPSP      ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
          60        70        80                                    
2MEPSP IIDKLISIPYVEMTLRLMERFGVKA                                    
          ::.: :.    ..   .. .:                                     
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.1  bits: 17.9 E():   43 
Smith-Waterman score: 43; 34.6% identity (61.5% similar) in 26 aa overlap (1-24:46-71) 
 
                                               10        20         
2MEPSP                               ADVDCF--LGTDCPPVRVNGIGGLPGGKVK 
                                     :  .:.  :. . : :  :. ..:::     
gi|929 YVKGGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGVNPNNAAALPGKCGV 
          20        30        40        50        60        70      
 
       30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                                            
gi|929 NVPYKISASTNCATVK                                     
          80        90                                      
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.0  bits: 19.6 E():   43 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (12-45:146-179) 
 
                                  10        20        30        40  
2MEPSP                    ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
              50        60        70        80                      
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA                      
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 72.3  bits: 21.7 E():   47 
Smith-Waterman score: 54; 30.6% identity (53.1% similar) in 49 aa overlap (8-49:45-93) 
 
                                      10          20             30 
2MEPSP                        ADVDCFLGTDCPPVRV--NGIGGLPG-----GKVKLS 
                                     :   :: :   .:: : ::     :   :. 
gi|278 VTSCLATCQSLQEATARKGPSGDRGPRGERGPPGPPGRDGDDGIPGPPGPPGPPGPPGLG 
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           20        30        40        50        60        70     
 
               40        50        60        70        80           
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA           
       :....:. .     .:..:                                          
gi|278 GNFAAQFDAKGGGPGPMGLMGPRGPPGASGAPGPQGFQGPPGEPGEPGQTGPAGARGPPG 
           80        90       100       110       120       130     
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 72.2  bits: 20.0 E():   48 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (21-60:393-434) 
 
                         10        20        30        40           
2MEPSP           ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
       50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
       :::  .   :..                     
gi|601 LGDKAVYAGDNFRTAINL               
            430       440               
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.2  bits: 17.6 E():   48 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (31-52:54-75) 
 
               10        20        30        40        50        60 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
               70        80 
2MEPSP ISIPYVEMTLRLMERFGVKA 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.2  bits: 17.6 E():   48 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (31-52:54-75) 
 
               10        20        30        40        50        60 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
               70        80 
2MEPSP ISIPYVEMTLRLMERFGVKA 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 17.6 E():   49 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (30-72:6-51) 
 
               10        20        30        40        50           
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---II 
                                    :. .. :.:  :.  ::. :  :  .   .  
gi|453                         RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVA 
                                       10        20        30       
 
        60        70        80                       
2MEPSP DKLISIPYVEMTLRLMERFGVKA                       
         :. .:    ::..                               
gi|453 HPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
         40        50        60        70        80  
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 46; 43.8% identity (56.2% similar) in 16 aa overlap (4-19:23-38) 
 
                                  10        20        30        40  
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2MEPSP                    ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                             .:  : : :   :::.                       
gi|309 MNCGKIILLFITIIGVAKSREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMYC 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA                      
                                                                    
gi|309 GGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPNY 
               70        80        90       100       110       120 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 19.7 E():   55 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (11-20:339-348) 
 
                                   10        20        30        40 
2MEPSP                     ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
 
               50        60        70        80 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                                
gi|513 SDPPVPLNMACHKTESLRTLASV                  
      370       380       390                   
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 70.4  bits: 19.7 E():   60 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (21-60:393-434) 
 
                         10        20        30        40           
2MEPSP           ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
       50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
       ::: ..   :..                     
gi|467 LGDKRLYAGDNFRTAINL               
            430       440               
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (49-63:83-97) 
 
       20        30        40        50        60        70         
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
       80                               
2MEPSP KA                               
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (49-63:83-97) 
 
       20        30        40        50        60        70         
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
       80                               
2MEPSP KA                               
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gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 17.7 E():   62 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (21-29:36-44) 
 
                         10        20        30        40        50 
2MEPSP           ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
               60        70        80                
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKA                
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.9  bits: 17.7 E():   64 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (3-24:35-60) 
 
                                             10          20         
2MEPSP                             ADVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
       30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                                            
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK  
           70        80        90       100       110       
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 17.7 E():   64 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (12-24:48-60) 
 
                                  10        20        30        40  
2MEPSP                    ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
              50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                               
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
        80        90       100       110       
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.7  bits: 20.6 E():   65 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (47-74:500-527) 
 
         20        30        40        50        60        70       
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
         80                                                         
2MEPSP GVKA                                                         
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (16-37:45-65) 
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                              10        20        30        40      
2MEPSP                ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
          50        60        70        80                          
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA                          
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (30-60:108-139) 
 
                10        20        30        40        50          
2MEPSP  ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
       60        70        80   
2MEPSP KLISIPYVEMTLRLMERFGVKA   
       ..                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 18.5 E():   67 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (13-62:115-164) 
 
                                 10        20        30        40   
2MEPSP                   ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
             50        60        70        80                       
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA                       
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.0  bits: 14.8 E():   72 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (10-23:5-18) 
 
               10        20        30        40        50        60 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                :: :   . :  ::                                      
gi|244      IGNEDCTPWMSTLITPLP                                      
                    10                                              
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 68.7  bits: 19.4 E():   74 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (21-51:391-423) 
 
                         10        20        30        40           
2MEPSP           ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
       50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
       :::                              
gi|144 LGDNAVYAGNNFRTAVNL               
              430                       
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>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.3 E():   76 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (18-32:69-83) 
 
                            10        20        30        40        
2MEPSP              ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|416 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                         
gi|416 SDEDMGFGLFD                       
      100                                
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.3 E():   76 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (18-32:69-83) 
 
                            10        20        30        40        
2MEPSP              ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|461 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                         
gi|461 SDEDMGFGLFD                       
      100                                
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.3  bits: 19.0 E():   78 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (24-62:309-349) 
 
                      10        20        30         40          50 
2MEPSP        ADVDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
               60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKA 
        .. :.: :..:                   
gi|752 GANAEVI-KMVSET                 
      340        350                  
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (12-51:124-163) 
 
                                  10        20        30        40  
2MEPSP                    ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
              50        60        70        80                      
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA                      
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (8-24:44-60) 
 
                                      10        20        30        
2MEPSP                        ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
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gi|384 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
        40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                                   
gi|384 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK  
            80        90       100       110       
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (8-24:44-60) 
 
                                      10        20        30        
2MEPSP                        ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|144 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
        40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                                   
gi|144 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK  
            80        90       100       110       
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (5-37:94-123) 
 
                                         10         20        30    
2MEPSP                           ADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSI 
                                     :  : : :  :    .:     .: :.::  
gi|482 NPGPQPPAKNMKNLVWNDELAYIAQVWANQCEYGHDTCRDVAKYQVG----QNVALTGST 
            70        80        90       100       110              
 
            40        50        60        70        80              
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA              
       ...:                                                         
gi|482 AAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANTKEVGCGSIKYIQEK 
     120       130       140       150       160       170          
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (29-63:1-35) 
 
               10        20        30        40        50        60 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                   ..: .:   :  :. :.:.:..... .    : 
gi|796                             MKGFLSLTLLPLLVAASPVAVNSIHNDAAPIL 
                                           10        20        30   
 
               70        80                                         
2MEPSP ISIPYVEMTLRLMERFGVKA                                         
        :.                                                          
gi|796 SSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMG 
             40        50        60        70        80        90   
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (29-63:1-35) 
 
               10        20        30        40        50        60 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                   ..: .:   :  :. :.:.:..... .    : 
gi|142                             MKGFLSLTLLPLLVAASPVAVNSIHNDAAPIL 
                                           10        20        30   
 
               70        80                                         
2MEPSP ISIPYVEMTLRLMERFGVKA                                         
        :.                                                          
gi|142 SSMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMG 
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             40        50        60        70        80        90   
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.9  bits: 17.4 E():   82 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (27-48:7-24) 
 
               10        20        30        40        50        60 
2MEPSP ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                 .:::: .    :  ...:::.:             
gi|209                     MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASS 
                                   10            20        30       
 
               70        80                                         
2MEPSP ISIPYVEMTLRLMERFGVKA                                         
                                                                    
gi|209 VGSCIGYLRGTVPTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAG 
         40        50        60        70        80        90       
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 67.6  bits: 21.1 E():   86 
Smith-Waterman score: 50; 28.8% identity (55.8% similar) in 52 aa overlap (2-50:58-99) 
 
                                            10         20           
2MEPSP                              ADVDCFLGTDCPPV-RVNGIG--GLPGGKVK 
                                     :..  . .::  : :.....  :.:.:    
gi|203 NPKAQSTYVYSLDAKTVLTPRDSQKVTIKGDAEVAFVSDCEAVLRLQNVAIDGVPNGA-- 
        30        40        50        60        70        80        
 
       30        40        50        60        70        80         
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA         
                :.: : : :.:.:                                       
gi|203 --------ELAAELAAKPFAFGYFNGRILGVCPADDDQDWSLNVKKAIVSSLQALSDGNV 
                  90       100       110       120       130        
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.2 E():   86 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (21-30:43-52) 
 
                         10        20        30        40        50 
2MEPSP           ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
               60        70        80                               
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKA                               
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (12-31:79-98) 
 
                                  10        20        30        40  
2MEPSP                    ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|264 GIIKDFDEPGTLAPTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDE 
       50        60        70        80        90       100         
 
              50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                               
gi|264 PMTPGQCNMVVERLGDYLIEQGF                 
      110       120       130                  
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.2  bits: 17.8 E():   89 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (24-40:152-166) 
 
                      10        20        30        40        50    
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2MEPSP        ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
            60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKA 
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 41; 32.5% identity (62.5% similar) in 40 aa overlap (40-79:8-43) 
 
      10        20        30        40        50        60          
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :..::. ..   :...  ::  .  . .:  
gi|140                        MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM- 
                                      10        20        30        
 
      70        80                                                  
2MEPSP LRLMERFGVKA                                                  
         :::.:: :                                                   
gi|140 --LMEEFGEKIDQIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQ 
            40        50        60        70        80        90    
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (12-31:79-98) 
 
                                  10        20        30        40  
2MEPSP                    ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|105 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
              50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                               
gi|105 PMTPGQCNLVVERLGDYLIDQGYWVPSSNS          
      110       120       130                  
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.4 E():   93 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (12-31:79-98) 
 
                                  10        20        30        40  
2MEPSP                    ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|100 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
              50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                               
gi|100 PMTPGQCNLVVERLGDYLIDQGYCGSHHHHHH        
      110       120       130       140        
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.4 E():   93 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (12-31:79-98) 
 
                                  10        20        30        40  
2MEPSP                    ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|100 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
              50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                               
gi|100 PMTPGQCNLVVERLGDYLIDQGYYVGSHHHHHH       
      110       120       130       140        
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>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.7 E():   93 
Smith-Waterman score: 44; 38.9% identity (50.0% similar) in 18 aa overlap (3-20:166-183) 
 
                                           10        20        30   
2MEPSP                             ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :::  .   :  . :: :             
AOID|2 SCWAFAAAGVAESLYSIQKQQSIGLSEQELVDCTYNRYDPSYQCNGCGSGYSTEAFKYMI 
         140       150       160       170       180       190      
 
             40        50        60        70        80             
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA             
                                                                    
AOID|2 RTGLVEERNYPYNMRTQWCDPDVEGQRYHVSGYQQLRYHSSDEDVMYTIQQHGPVVIYMH 
         200       210       220       230       240       250      
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 40; 54.5% identity (72.7% similar) in 11 aa overlap (6-16:67-77) 
 
                                        10        20        30      
2MEPSP                          ADVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     :: . :: .::                    
gi|288 ASKSADDVKKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDG 
         40        50        60        70        80        90       
 
          40        50        60        70        80 
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                                     
gi|288 MIGIDEFAVWVKQ                                 
        100                                          
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 42; 32.4% identity (50.0% similar) in 34 aa overlap (5-37:94-123) 
 
                                         10         20        30    
2MEPSP                           ADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSI 
                                     :  : : :  :    .:     .: :.::  
gi|740 NPGPQPPAKNMKNLVWNDELAYIAQVWANQCQYGHDTCRDVAKYPVG----QNVALTGST 
            70        80        90       100       110              
 
            40        50        60        70        80              
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA              
       ...:                                                         
gi|740 AAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANTKEVGCGSIKYIQDK 
     120       130       140       150       160       170          
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 42; 32.4% identity (50.0% similar) in 34 aa overlap (5-37:94-123) 
 
                                         10         20        30    
2MEPSP                           ADVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSI 
                                     :  : : :  :    .:     .: :.::  
gi|549 NPGPQPPAKNMKNLVWSDELAYIAQVWANQCQYGHDTCRDVAKYPVG----QNVALTGST 
            70        80        90       100       110              
 
            40        50        60        70        80              
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA              
       ...:                                                         
gi|549 AAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANTKEVGCGSIKYIQDK 
     120       130       140       150       160       170          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:40 2011 done: Tue Apr 19 10:57:40 2011 
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 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 147  - 226 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30    10     2:*== 
  32    14     8:=*== 
  34    30    22:=====*== 
  36    29    44:========  * 
  38    49    73:=============     * 
  40   101   102:=========================* 
  42   108   125:===========================    * 
  44   109   138:============================      * 
  46   133   140:==================================* 
  48   207   134:=================================*================== 
  50   140   122:==============================*==== 
  52   112   108:==========================*= 
  54    91    92:======================* 
  56    83    77:===================*= 
  58    64    63:===============* 
  60    37    51:==========  * 
  62    23    41:======    * 
  64    29    33:========* 
  66    25    26:======* 
  68    16    20:====* 
  70    10    16:===* 
  72     6    12:==* 
  74    14    10:==*= 
  76    10     8:=*= 
  78     6     6:=* 
  80     5     5:=* 
  82     7     3:*= 
  84     3     3:* 
  86     4     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     5     1:*=        :*==== 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 2.98820.00291; mu= 16.5062 0.151 
 mean_var=34.4506 8.783, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.218512 
 Kolmogorov-Smirnov  statistic: 0.0446 (N=29) at  46 
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Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   62 23.9    0.93 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 23.0       2 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   59 23.4     3.2 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   58 23.0     3.6 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.6     3.7 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.6     3.7 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.6     3.9 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   54 21.3     4.7 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.8     4.8 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.4     5.8 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.0       7 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   53 21.2     7.7 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 21.2       8 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   53 21.2     8.2 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   52 20.8       9 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.8      10 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.9      11 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.6      12 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.6      13 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.1      13 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.6      13 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   52 21.1      14 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.7      14 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   56 23.1      14 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.7      15 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   53 21.7      16 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.3      16 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   51 20.9      18 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.9      18 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.5      21 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.5      21 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 21.0      21 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.0      23 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   47 19.1      23 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   47 19.2      24 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.2      26 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.2      26 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 18.3      27 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.7      27 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 19.3      29 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.8      29 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.8      29 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.8      29 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.8      30 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.9      31 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 20.3      31 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.9      32 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.9      32 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.4      33 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 18.0      34 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.9      34 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.9      34 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.9      34 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.9      35 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.6      38 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   44 18.1      39 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   44 18.1      39 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.6      39 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 22.0      39 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   46 19.1      40 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.6      42 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   44 18.2      44 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.1      45 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   44 18.2      45 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   46 19.3      51 
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gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.8      52 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.4      54 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.4      54 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.4      55 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.8      56 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.8      56 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.0      64 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.0      64 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.5      67 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.5      68 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 18.0      69 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.4      69 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.5      69 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.6      69 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.1      69 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.6      69 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   41 17.1      74 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 19.1      74 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.6      74 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.6      74 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.6      76 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   42 17.7      77 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   43 18.2      80 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   41 17.2      82 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   41 17.2      82 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.3      85 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.3      85 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.2      85 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.3      87 
AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual En ( 333)   44 18.7      89 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 17.8      91 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.3      93 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.4      94 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   41 17.3      96 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   41 17.4      97 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   41 17.4      97 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 18.8      99 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 18.8      99 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   42 17.9      99 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   42 17.9      99 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   44 18.8   1e 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   44 18.8   1e 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 103.0  bits: 23.9 E(): 0.93 
Smith-Waterman score: 62; 33.3% identity (63.6% similar) in 33 aa overlap (7-38:61-93) 
 
                                       10        20         30      
2MEPSP                         DVDCFLGTDCPPVRVNGIGGLPGG-KVKLSGSISSQ 
                                     : :: :...::    :.  ... : ...:  
gi|294 TQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSW 
               40        50        60        70        80        90 
 
          40        50        60        70        80 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
       : :                                           
gi|294 YQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS             
              100       110       120                
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 97.0  bits: 23.0 E():    2 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (4-24:66-87) 
 
                                          10         20        30   
2MEPSP                            DVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
             40        50        60        70        80     
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE     

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4769

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  42 init1:  42 opt:  59  Z-score: 93.4  bits: 23.4 E():  3.2 
Smith-Waterman score: 59; 32.4% identity (56.8% similar) in 37 aa overlap (5-41:30-65) 
 
                                        10        20        30      
2MEPSP                          DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                    . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
          40        50        60        70        80                
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE                
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 92.5  bits: 23.0 E():  3.6 
Smith-Waterman score: 58; 31.8% identity (61.4% similar) in 44 aa overlap (23-65:8-47) 
 
               10        20        30         40        50          
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKL 
                             ::. : .:.. . . .   : :. .:  :: .:..    
gi|111                MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV--- 
                              10        20        30         40     
 
      60        70        80                                        
2MEPSP ISIPYVEMTLRLMERFGVKAE                                        
       .: :::                                                       
gi|111 VSPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRS 
              50        60        70        80        90       100  
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 92.2  bits: 22.6 E():  3.7 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (37-52:9-24) 
 
         10        20        30        40        50        60       
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
         70        80                                               
2MEPSP MTLRLMERFGVKAE                                               
                                                                    
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 92.2  bits: 22.6 E():  3.7 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (37-52:9-24) 
 
         10        20        30        40        50        60       
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
         70        80                                               
2MEPSP MTLRLMERFGVKAE                                               
                                                                    
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.9  bits: 22.6 E():  3.9 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (31-69:26-64) 
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               10        20        30        40        50        60 
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :.:. :: :  ...::  :   :: . : . 
gi|144      MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTV 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP SIPYVEMTLRLMERFGVKAE                                         
         :   . :                                                    
gi|144 VTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVF 
          60        70        80        90       100       110      
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 90.4  bits: 21.3 E():  4.7 
Smith-Waterman score: 54; 42.9% identity (64.3% similar) in 14 aa overlap (4-17:33-46) 
 
                                          10        20        30    
2MEPSP                            DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :  : :: :.. .:                 
gi|166 PTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVM 
             10        20        30        40        50        60   
 
            40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                                                       
gi|166 NLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN         
             70        80        90       100          
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 90.2  bits: 21.8 E():  4.8 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (4-24:66-87) 
 
                                          10         20        30   
2MEPSP                            DVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
             40        50        60        70        80     
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE     
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.8  bits: 21.4 E():  5.8 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (16-69:66-119) 
 
                              10        20        30        40      
2MEPSP                DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
          50        60        70        80         
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE         
         . :. :.... . . : .  .:                    
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 87.3  bits: 23.0 E():    7 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (28-63:247-289) 
 
                  10        20        30        40               50 
2MEPSP    DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
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               60        70        80                               
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAE                               
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 86.5  bits: 21.2 E():  7.7 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (1-59:26-98) 
 
                                        10            20            
2MEPSP                          DVDCFLGTDCP----PVRVNGIGG--------LPG 
                                :::  .    :     : :.: ::        ::  
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
            30          40        50        60        70        80  
2MEPSP GKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE  
       :.   : .. .. ..  :: . . .  ::. .:.:...                       
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
gi|166 HTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
              130       140       150     
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 86.2  bits: 21.2 E():    8 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (4-25:66-88) 
 
                                          10         20        30   
2MEPSP                            DVDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
             40        50        60        70        80             
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE             
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 86.1  bits: 21.2 E():  8.2 
Smith-Waterman score: 53; 26.0% identity (50.7% similar) in 73 aa overlap (1-59:40-112) 
 
                                             10            20       
2MEPSP                               DVDCFLGTDCP----PVRVNGIGG------ 
                                     :::  .    :     : :.: ::       
gi|133 NILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
      10        20        30        40        50        60          
 
                 30          40        50        60        70       
2MEPSP --LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
         :: :.   : .. .. ..  :: . . .  ::. .:.:...                  
gi|133 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
      70        80        90       100       110       120          
 
         80                                    
2MEPSP VKAE                                    
                                               
gi|133 TTAIFHTKGDAVVPEENIKFADAQNTALFKAIEAYLIAN 
     130       140       150       160         
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 85.3  bits: 20.8 E():    9 
Smith-Waterman score: 52; 27.6% identity (55.2% similar) in 58 aa overlap (23-79:30-86) 
 
                      10        20         30        40        50   
2MEPSP        DVDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
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               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAE                                 
       . ..  .:..  . : .     ::: :                                  
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 84.4  bits: 22.8 E():   10 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (28-63:378-420) 
 
                  10        20        30        40               50 
2MEPSP    DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
               60        70        80                               
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAE                               
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 84.1  bits: 21.9 E():   11 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (25-57:105-139) 
 
                     10        20        30        40         50    
2MEPSP       DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
             60        70        80                                 
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAE                                 
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 83.0  bits: 20.6 E():   12 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (4-22:42-62) 
 
                                          10          20        30  
2MEPSP                            DVDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
              40        50        60        70        80            
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE            
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 82.7  bits: 21.6 E():   13 
Smith-Waterman score: 62; 31.6% identity (51.9% similar) in 79 aa overlap (3-62:79-155) 
 
                                            10              20      
2MEPSP                             DVDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
          30             40               50        60        70    
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISIPYVEMTLRLME 
        .:. .     .. :  :..: ..       :: :::::.. ::  :.:            
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
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            80                                                      
2MEPSP RFGVKAE                                                      
                                                                    
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 82.3  bits: 22.1 E():   13 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (56-77:9-30) 
 
          30        40        50        60        70        80      
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE      
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.3  bits: 22.6 E():   13 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (46-73:414-441) 
 
          20        30        40        50        60        70      
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
          80                                                        
2MEPSP GVKAE                                                        
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 82.0  bits: 21.1 E():   14 
Smith-Waterman score: 52; 23.5% identity (67.6% similar) in 34 aa overlap (2-35:118-145) 
 
                                            10        20        30  
2MEPSP                              DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :.:....       ...: . :::. . :. 
gi|462 YDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVGKVTGGKTCMYGG 
        90       100       110       120             130       140  
 
              40        50        60        70        80            
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE            
       :...                                                         
gi|462 ITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLY 
             150       160       170       180       190       200  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.7  bits: 21.7 E():   14 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (13-30:167-184) 
 
                                 10        20        30        40   
2MEPSP                   DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
             50        60        70        80                       
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE                       
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.7  bits: 23.1 E():   14 
Smith-Waterman score: 56; 36.8% identity (68.4% similar) in 19 aa overlap (3-21:956-974) 
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                                           10        20        30   
2MEPSP                             DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                     .:  ::  ::: ... :..            
gi|119 TIPETECMKSQVAMATCQKKFGSECVALQQECVAGTGAPPVTIGARGAFMLATALRSCIF 
         930       940       950       960       970       980      
 
             40        50        60        70        80             
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE             
                                                                    
gi|119 NGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQLSPPMAVCVASQDLMTRC 
         990      1000      1010      1020      1030      1040      
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.1  bits: 22.7 E():   15 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (46-73:500-527) 
 
          20        30        40        50        60        70      
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
          80                                                        
2MEPSP GVKAE                                                        
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.0  bits: 21.7 E():   16 
Smith-Waterman score: 53; 42.9% identity (64.3% similar) in 14 aa overlap (4-17:392-405) 
 
                                          10        20        30    
2MEPSP                            DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :  : :: :.. .:                 
gi|142 PTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNTVKAHAAYVM 
             370       380       390       400       410       420  
 
            40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                                                       
gi|142 NLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN         
             430       440       450       460         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.8  bits: 21.3 E():   16 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (11-45:175-211) 
 
                                   10        20        30        40 
2MEPSP                     DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
                 50        60        70        80                   
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE                   
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.8  bits: 20.9 E():   18 
Smith-Waterman score: 51; 27.0% identity (54.1% similar) in 37 aa overlap (5-41:30-65) 
 
                                        10        20        30      
2MEPSP                          DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                    . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
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          40        50        60        70        80                
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE                
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.8  bits: 19.9 E():   18 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (17-24:119-126) 
 
                             10        20        30        40       
2MEPSP               DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
         50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                                          
gi|144 EEVD                               
      150                                 
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.8  bits: 20.5 E():   21 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (12-58:133-176) 
 
                                  10        20        30        40  
2MEPSP                    DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
              50        60        70        80                      
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE                      
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.8  bits: 20.5 E():   21 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (12-58:133-176) 
 
                                  10        20        30        40  
2MEPSP                    DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
              50        60        70        80                      
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE                      
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 78.5  bits: 21.0 E():   21 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (20-76:271-326) 
 
                          10        20        30        40          
2MEPSP            DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
      50        60        70        80                              
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAE                              
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
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 initn:  37 init1:  37 opt:  51  Z-score: 78.1  bits: 21.0 E():   23 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (31-79:54-105) 
 
               10        20        30          40        50         
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
        60        70        80                                      
2MEPSP KLISIPYVEMTLRLMERFGVKAE                                      
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 77.9  bits: 19.1 E():   23 
Smith-Waterman score: 47; 24.1% identity (55.2% similar) in 58 aa overlap (1-58:50-105) 
 
                                             10        20        30 
2MEPSP                               DVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
                                     :.. ....   : .. .. .  .: .  :: 
gi|185 AADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG--PEKLASVPSGGAGGAAASG 
      20        30        40        50          60        70        
 
               40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
       . ..   ::   ::: :  . : :  :.                       
gi|185 GAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD               
        80        90       100       110                  
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 77.7  bits: 19.2 E():   24 
Smith-Waterman score: 47; 34.8% identity (73.9% similar) in 23 aa overlap (3-23:75-97) 
 
                                             10        20        30 
2MEPSP                             DVDCF--LGTDCPPVRVNGIGGLPGGKVKLSG 
                                     .:.  :... : : .:. ..:::        
gi|671 GGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVP 
           50        60        70        80        90       100     
 
               40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                                                          
gi|671 YKISPSTNCATVK                                      
          110                                             
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 20.2 E():   26 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (29-56:7-34) 
 
               10        20        30        40        50        60 
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                   : .. :  ..:.  :::. :   :....     
gi|668                       MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTV 
                                     10        20        30         
 
               70        80                                         
2MEPSP SIPYVEMTLRLMERFGVKAE                                         
                                                                    
gi|668 TTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQP 
       40        50        60        70        80        90         
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 20.2 E():   26 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (29-56:7-34) 
 
               10        20        30        40        50        60 
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                   : .. :  ..:.  :::. :   :....     
gi|833                       MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTV 
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                                     10        20        30         
 
               70        80                                         
2MEPSP SIPYVEMTLRLMERFGVKAE                                         
                                                                    
gi|833 TTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQP 
       40        50        60        70        80        90         
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 76.6  bits: 18.3 E():   27 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (47-80:5-40) 
 
         20        30        40        50           60        70    
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.:. .: ::   ::.: :     ..    
gi|603                           VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTS 
                                          10        20        30    
 
            80                                   
2MEPSP RFGVKAE                                   
       .. .:..                                   
gi|603 KYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
            40        50        60        70     
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.6  bits: 19.7 E():   27 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (19-58:162-201) 
 
                           10        20        30        40         
2MEPSP             DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
       50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
       : .  : . :                       
gi|116 GKAFYEAVAKAHQ                    
             200                        
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (25-80:71-126) 
 
                     10        20        30        40        50     
2MEPSP       DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
           60        70        80                                   
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAE                                   
          ::.: :.    ..   .. .:..                                   
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (2-23:35-60) 
 
                                                10        20        
2MEPSP                              DVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                                                             
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK   
           70        80        90       100       110        
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>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (2-23:35-60) 
 
                                                10        20        
2MEPSP                              DVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                                                             
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK   
           70        80        90       100       110        
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (2-23:35-60) 
 
                                                10        20        
2MEPSP                              DVDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                                                             
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK   
           70        80        90       100       110        
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.9  bits: 19.8 E():   30 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (23-58:117-149) 
 
                       10        20        30        40        50   
2MEPSP         DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
             60        70        80                                 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAE                                 
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 18.9 E():   31 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (5-14:48-57) 
 
                                         10        20        30     
2MEPSP                           DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
           40        50        60        70        80      
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE      
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.5  bits: 20.3 E():   31 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (12-48:244-280) 
 
                                  10         20        30        40 
2MEPSP                    DVDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
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                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
                50        60        70        80                    
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE                    
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (23-58:144-176) 
 
                       10        20        30        40        50   
2MEPSP         DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
             60        70        80                                 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAE                                 
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (23-58:144-176) 
 
                       10        20        30        40        50   
2MEPSP         DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
             60        70        80                                 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAE                                 
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.1  bits: 20.4 E():   33 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (24-48:221-245) 
 
                      10        20        30        40        50    
2MEPSP        DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
            60        70        80                                  
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAE                                  
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.0  bits: 18.0 E():   34 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (4-13:38-47) 
 
                                          10        20        30    
2MEPSP                            DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
            40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
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gi|114 CNKNCT                                          
        70                                             
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (11-50:136-175) 
 
                                   10        20        30        40 
2MEPSP                     DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
               50        60        70        80                     
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE                     
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (11-50:137-176) 
 
                                   10        20        30        40 
2MEPSP                     DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
               50        60        70        80                     
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE                     
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 19.9 E():   34 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (11-50:140-179) 
 
                                   10        20        30        40 
2MEPSP                     DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
               50        60        70        80                     
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE                     
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (11-50:151-190) 
 
                                   10        20        30        40 
2MEPSP                     DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
               50        60        70        80                     
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE                     
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (23-70:21-64) 
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               10        20        30        40        50        60 
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                             :... : :.. ... : : . :  . :.. :  ..::  
gi|217   MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQ 
                 10        20         30         40          50     
 
               70        80                                         
2MEPSP SIPYVEMTLRLMERFGVKAE                                         
       ..:. :.  :                                                   
gi|217 NLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLN 
           60        70        80        90       100       110     
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 73.9  bits: 18.1 E():   39 
Smith-Waterman score: 44; 34.8% identity (69.6% similar) in 23 aa overlap (3-23:49-71) 
 
                                             10        20        30 
2MEPSP                             DVDCF--LGTDCPPVRVNGIGGLPGGKVKLSG 
                                     .:.  :... : :  :. ..:::        
gi|328 GGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVHIP 
       20        30        40        50        60        70         
 
               40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                                                          
gi|328 YKISASTNCATVK                                      
       80        90                                       
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 73.8  bits: 18.1 E():   39 
Smith-Waterman score: 44; 34.8% identity (69.6% similar) in 23 aa overlap (3-23:50-72) 
 
                                             10        20        30 
2MEPSP                             DVDCF--LGTDCPPVRVNGIGGLPGGKVKLSG 
                                     .:.  :... : :  :. ..:::        
gi|837 GGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIP 
      20        30        40        50        60        70          
 
               40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                                                          
gi|837 YKISASTNCATVK                                      
      80        90                                        
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (11-63:79-126) 
 
                                   10        20        30        40 
2MEPSP                     DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
               50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
       ..  :.. :. .. ....: . :                  
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF             
          110        120       130              
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 73.7  bits: 22.0 E():   39 
Smith-Waterman score: 54; 30.6% identity (53.1% similar) in 49 aa overlap (7-48:45-93) 
 
                                       10          20               
2MEPSP                         DVDCFLGTDCPPVRV--NGIGGLPG-----GKVKLS 
                                     :   :: :   .:: : ::     :   :. 
gi|278 VTSCLATCQSLQEATARKGPSGDRGPRGERGPPGPPGRDGDDGIPGPPGPPGPPGPPGLG 
           20        30        40        50        60        70     
 
      30        40        50        60        70        80          
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2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE          
       :....:. .     .:..:                                          
gi|278 GNFAAQFDAKGGGPGPMGLMGPRGPPGASGAPGPQGFQGPPGEPGEPGQTGPAGARGPPG 
           80        90       100       110       120       130     
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.6  bits: 19.1 E():   40 
Smith-Waterman score: 46; 32.8% identity (48.3% similar) in 58 aa overlap (3-48:35-92) 
 
                                                 10             20  
2MEPSP                             DVDCFLG----TD--CPP--VRVN---GIGGL 
                                     : .::    .:  ::    : :   : .:  
gi|124 PKPVLDTNGKELNPNSSYRIISIGRGALGGDVYLGKSPNSDAPCPDGVFRYNSDVGPSGT 
           10        20        30        40        50        60     
 
              30         40        50        60        70        80 
2MEPSP PGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
       :   . :::.:  .: :.  .  : . :                                 
gi|124 PVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGTIGQADS 
           70        80        90       100       110       120     
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.1  bits: 19.6 E():   42 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (11-44:146-179) 
 
                                   10        20        30        40 
2MEPSP                     DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
               50        60        70        80                     
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE                     
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.8  bits: 18.2 E():   44 
Smith-Waterman score: 44; 27.6% identity (50.0% similar) in 58 aa overlap (1-58:50-105) 
 
                                             10        20        30 
2MEPSP                               DVDCFLGTDCPPVRVNGIGGLPGGKVKLSG 
                                     :.. ....    .     ::  :: .  :: 
gi|117 AADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGG-AGGAAA-SG 
      20        30        40        50        60         70         
 
               40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
       . ..   ::   ::: :  . : :  :.                       
gi|117 GAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD               
        80        90       100       110                  
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 72.7  bits: 20.1 E():   45 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (20-59:393-434) 
 
                          10        20        30        40          
2MEPSP            DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
       :::  .   :..                      
gi|601 LGDKAVYAGDNFRTAINL                
            430       440                
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.6  bits: 18.2 E():   45 
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Smith-Waterman score: 44; 34.8% identity (69.6% similar) in 23 aa overlap (3-23:75-97) 
 
                                             10        20        30 
2MEPSP                             DVDCF--LGTDCPPVRVNGIGGLPGGKVKLSG 
                                     .:.  :... : :  :. ..:::        
gi|547 GGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIP 
           50        60        70        80        90       100     
 
               40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                                                          
gi|547 YKISASTNCATVK                                      
          110                                             
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 19.3 E():   51 
Smith-Waterman score: 46; 43.8% identity (56.2% similar) in 16 aa overlap (3-18:23-38) 
 
                                   10        20        30        40 
2MEPSP                     DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                             .:  : : :   :::.                       
gi|309 MNCGKIILLFITIIGVAKSREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMYC 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE                     
                                                                    
gi|309 GGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPNY 
               70        80        90       100       110       120 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.6  bits: 19.8 E():   52 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (10-19:339-348) 
 
                                    10        20        30          
2MEPSP                      DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
 
      40        50        60        70        80 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                                                 
gi|513 SDPPVPLNMACHKTESLRTLASV                   
      370       380       390                    
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 17.4 E():   54 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (30-51:54-75) 
 
                10        20        30        40        50          
2MEPSP  DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
      60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAE 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 17.4 E():   54 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (30-51:54-75) 
 
                10        20        30        40        50          
2MEPSP  DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
      60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAE 
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>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.1  bits: 17.4 E():   55 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (29-71:6-51) 
 
               10        20        30        40        50           
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IID 
                                   :. .. :.:  :.  ::. :  :  .   .   
gi|453                        RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAH 
                                      10        20        30        
 
        60        70        80                      
2MEPSP KLISIPYVEMTLRLMERFGVKAE                      
        :. .:    ::..                               
gi|453 PLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
        40        50        60        70        80  
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 71.0  bits: 19.8 E():   56 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (20-59:393-434) 
 
                          10        20        30        40          
2MEPSP            DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
       ::: ..   :..                      
gi|467 LGDKRLYAGDNFRTAINL                
            430       440                
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.9  bits: 20.8 E():   56 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (46-73:500-527) 
 
          20        30        40        50        60        70      
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
          80                                                        
2MEPSP GVKAE                                                        
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.0 E():   64 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (48-62:83-97) 
 
        20        30        40        50        60        70        
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
        80                              
2MEPSP KAE                              
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.0 E():   64 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (48-62:83-97) 
 
        20        30        40        50        60        70        
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
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                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
        80                              
2MEPSP KAE                              
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 17.5 E():   67 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (20-28:36-44) 
 
                          10        20        30        40          
2MEPSP            DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
      50        60        70        80               
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAE               
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (12-61:115-164) 
 
                                  10        20        30        40  
2MEPSP                    DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
              50        60        70        80                      
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE                      
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (15-36:45-65) 
 
                               10        20        30        40     
2MEPSP                 DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
           50        60        70        80                         
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE                         
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 69.3  bits: 21.4 E():   69 
Smith-Waterman score: 50; 28.8% identity (55.8% similar) in 52 aa overlap (1-49:58-99) 
 
                                             10           20        
2MEPSP                               DVDCFLGTDCPPV-RVNGIG--GLPGGKVK 
                                     :..  . .::  : :.....  :.:.:    
gi|203 NPKAQSTYVYSLDAKTVLTPRDSQKVTIKGDAEVAFVSDCEAVLRLQNVAIDGVPNGA-- 
        30        40        50        60        70        80        
 
        30        40        50        60        70        80        
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE        
                :.: : : :.:.:                                       
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gi|203 --------ELAAELAAKPFAFGYFNGRILGVCPADDDQDWSLNVKKAIVSSLQALSDGNV 
                  90       100       110       120       130        
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 69.3  bits: 19.5 E():   69 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (20-50:391-423) 
 
                          10        20        30        40          
2MEPSP            DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
       :::                               
gi|144 LGDNAVYAGNNFRTAVNL                
              430                        
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.3  bits: 17.6 E():   69 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (2-23:35-60) 
 
                                                10        20        
2MEPSP                              DVDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
        30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                                                             
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK   
           70        80        90       100       110        
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (29-59:108-139) 
 
                 10        20        30        40        50         
2MEPSP   DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
        60        70        80  
2MEPSP KLISIPYVEMTLRLMERFGVKAE  
       ..                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.6 E():   69 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (11-23:48-60) 
 
                                   10        20        30        40 
2MEPSP                     DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
               50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                                                
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF  
        80        90       100       110        
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.8  bits: 17.1 E():   74 
Smith-Waterman score: 41; 34.8% identity (65.2% similar) in 23 aa overlap (3-23:49-71) 
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                                             10        20        30 
2MEPSP                             DVDCF--LGTDCPPVRVNGIGGLPGGKVKLSG 
                                     .:.  :. . : :  :. ..:::        
gi|929 GGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGVNPNNAAALPGKCGVNVP 
       20        30        40        50        60        70         
 
               40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                                                          
gi|929 YKISASTNCATVK                                      
       80        90                                       
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.7  bits: 19.1 E():   74 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (23-61:309-349) 
 
                       10        20         30        40            
2MEPSP         DVDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
      50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
        .. :.: :..:                    
gi|752 GANAEVI-KMVSET                  
      340        350                   
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.7  bits: 19.6 E():   74 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (28-62:1-35) 
 
               10        20        30        40        50        60 
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                  ..: .:   :  :. :.:.:..... .    :  
gi|142                            MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILS 
                                          10        20        30    
 
               70        80                                         
2MEPSP SIPYVEMTLRLMERFGVKAE                                         
       :.                                                           
gi|142 SMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGL 
            40        50        60        70        80        90    
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.7  bits: 19.6 E():   74 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (28-62:1-35) 
 
               10        20        30        40        50        60 
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                  ..: .:   :  :. :.:.:..... .    :  
gi|796                            MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILS 
                                          10        20        30    
 
               70        80                                         
2MEPSP SIPYVEMTLRLMERFGVKAE                                         
       :.                                                           
gi|796 SMTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGL 
            40        50        60        70        80        90    
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.5  bits: 18.6 E():   76 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (11-50:124-163) 
 
                                   10        20        30        40 
2MEPSP                     DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
               50        60        70        80                     
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2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE                     
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 42; 31.0% identity (61.9% similar) in 42 aa overlap (39-80:8-45) 
 
       10        20        30        40        50        60         
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :..::. ..   :...  ::  .  . .:  
gi|140                        MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM- 
                                      10        20        30        
 
       70        80                                                 
2MEPSP LRLMERFGVKAE                                                 
         :::.:: : .                                                 
gi|140 --LMEEFGEKIDQIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQ 
            40        50        60        70        80        90    
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (4-36:94-123) 
 
                                           10        20        30   
2MEPSP                            DVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSI 
                                     :  : : :  :    .:     .: :.::  
gi|482 NPGPQPPAKNMKNLVWNDELAYIAQVWANQCEYGHDTCRDVAKYQVG----QNVALTGST 
            70        80        90       100       110              
 
             40        50        60        70        80             
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE             
       ...:                                                         
gi|482 AAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANTKEVGCGSIKYIQEK 
     120       130       140       150       160       170          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 17.2 E():   82 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (17-31:69-83) 
 
                             10        20        30        40       
2MEPSP               DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|461 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
         50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                                          
gi|461 SDEDMGFGLFD                        
      100                                 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 17.2 E():   82 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (17-31:69-83) 
 
                             10        20        30        40       
2MEPSP               DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|416 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
         50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                                          
gi|416 SDEDMGFGLFD                        
      100                                 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.3 E():   85 
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Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (7-23:44-60) 
 
                                       10        20        30       
2MEPSP                         DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|144 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
         40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                                                    
gi|144 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK   
            80        90       100       110        
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.3 E():   85 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (7-23:44-60) 
 
                                       10        20        30       
2MEPSP                         DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|384 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
         40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                                                    
gi|384 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK   
            80        90       100       110        
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (20-29:43-52) 
 
                          10        20        30        40          
2MEPSP            DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
      50        60        70        80                              
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAE                              
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.4  bits: 17.3 E():   87 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (26-47:7-24) 
 
               10        20        30        40        50        60 
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                .:::: .    :  ...:::.:              
gi|209                    MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSV 
                                  10            20        30        
 
               70        80                                         
2MEPSP SIPYVEMTLRLMERFGVKAE                                         
                                                                    
gi|209 GSCIGYLRGTVPTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGL 
        40        50        60        70        80        90        
 
>>AOID|2608|Blo t 1.02 [Blomia tropicalis] Manual Entry   (333 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.7 E():   89 
Smith-Waterman score: 44; 38.9% identity (50.0% similar) in 18 aa overlap (2-19:166-183) 
 
                                            10        20        30  
2MEPSP                              DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :::  .   :  . :: :             
AOID|2 SCWAFAAAGVAESLYSIQKQQSIGLSEQELVDCTYNRYDPSYQCNGCGSGYSTEAFKYMI 
         140       150       160       170       180       190      
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              40        50        60        70        80            
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE            
                                                                    
AOID|2 RTGLVEERNYPYNMRTQWCDPDVEGQRYHVSGYQQLRYHSSDEDVMYTIQQHGPVVIYMH 
         200       210       220       230       240       250      
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.1  bits: 17.8 E():   91 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (23-39:152-166) 
 
                       10        20        30        40        50   
2MEPSP         DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
             60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAE 
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (11-30:79-98) 
 
                                   10        20        30        40 
2MEPSP                     DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|264 GIIKDFDEPGTLAPTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDE 
       50        60        70        80        90       100         
 
               50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                                                
gi|264 PMTPGQCNMVVERLGDYLIEQGF                  
      110       120       130                   
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.8  bits: 14.4 E():   94 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (9-22:5-18) 
 
               10        20        30        40        50        60 
2MEPSP DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
               :: :   . :  ::                                       
gi|244     IGNEDCTPWMSTLITPLP                                       
                   10                                               
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.3 E():   96 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (11-30:79-98) 
 
                                   10        20        30        40 
2MEPSP                     DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|105 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
               50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                                                
gi|105 PMTPGQCNLVVERLGDYLIDQGYWVPSSNS           
      110       120       130                   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.4 E():   97 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (11-30:79-98) 
 
                                   10        20        30        40 
2MEPSP                     DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|100 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
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               50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                                                
gi|100 PMTPGQCNLVVERLGDYLIDQGYCGSHHHHHH         
      110       120       130       140         
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.4 E():   97 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (11-30:79-98) 
 
                                   10        20        30        40 
2MEPSP                     DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|100 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
               50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                                                
gi|100 PMTPGQCNLVVERLGDYLIDQGYYVGSHHHHHH        
      110       120       130       140         
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 44; 33.3% identity (66.7% similar) in 15 aa overlap (13-27:167-181) 
 
                                 10        20        30        40   
2MEPSP                   DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  :::: .:                
gi|113 DKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGD 
        140       150       160       170       180       190       
 
             50        60        70        80                       
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE                       
                                                                    
gi|113 TINVAGSSQIWIDHCSLSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDK 
        200       210       220       230       240       250       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 44; 33.3% identity (66.7% similar) in 15 aa overlap (13-27:167-181) 
 
                                 10        20        30        40   
2MEPSP                   DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  :::: .:                
gi|166 DKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGD 
        140       150       160       170       180       190       
 
             50        60        70        80                       
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE                       
                                                                    
gi|166 TINVAGSSQIWIDHCSLSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDK 
        200       210       220       230       240       250       
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 42; 32.4% identity (50.0% similar) in 34 aa overlap (4-36:94-123) 
 
                                           10        20        30   
2MEPSP                            DVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSI 
                                     :  : : :  :    .:     .: :.::  
gi|549 NPGPQPPAKNMKNLVWSDELAYIAQVWANQCQYGHDTCRDVAKYPVG----QNVALTGST 
            70        80        90       100       110              
 
             40        50        60        70        80             
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE             
       ...:                                                         
gi|549 AAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANTKEVGCGSIKYIQDK 
     120       130       140       150       160       170          
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>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 42; 32.4% identity (50.0% similar) in 34 aa overlap (4-36:94-123) 
 
                                           10        20        30   
2MEPSP                            DVDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSI 
                                     :  : : :  :    .:     .: :.::  
gi|740 NPGPQPPAKNMKNLVWNDELAYIAQVWANQCQYGHDTCRDVAKYPVG----QNVALTGST 
            70        80        90       100       110              
 
             40        50        60        70        80             
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE             
       ...:                                                         
gi|740 AAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANTKEVGCGSIKYIQDK 
     120       130       140       150       160       170          
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.3  bits: 18.8 E(): 1e 
Smith-Waterman score: 44; 29.8% identity (51.1% similar) in 47 aa overlap (20-66:69-113) 
 
                          10        20        30        40          
2MEPSP            DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . .  .:  .:    . :   ..  
gi|746 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPV--GIERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
      50        60        70        80                              
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAE                              
       :. :: : :  .. :::                                            
gi|746 DATIEEIRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGT 
        100       110       120       130       140       150       
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.3  bits: 18.8 E(): 1e 
Smith-Waterman score: 44; 29.8% identity (51.1% similar) in 47 aa overlap (20-66:69-113) 
 
                          10        20        30        40          
2MEPSP            DVDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . .  .:  .:    . :   ..  
gi|129 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPV--GIERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
      50        60        70        80                              
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAE                              
       :. :: : :  .. :::                                            
gi|129 DATIEEIRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGT 
        100       110       120       130       140       150       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:40 2011 done: Tue Apr 19 10:57:40 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 148  - 227 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
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  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30    10     2:*== 
  32    12     8:=*= 
  34    29    22:=====*== 
  36    33    44:========= * 
  38    46    73:============      * 
  40   102   102:=========================* 
  42   126   125:===============================* 
  44   112   138:============================      * 
  46   146   140:==================================*== 
  48   193   134:=================================*=============== 
  50   143   122:==============================*===== 
  52   112   108:==========================*= 
  54    74    92:===================   * 
  56    89    77:===================*=== 
  58    40    63:==========     * 
  60    43    51:=========== * 
  62    25    41:=======   * 
  64    32    33:========* 
  66    21    26:======* 
  68    18    20:====* 
  70    11    16:===* 
  72    13    12:==*= 
  74    16    10:==*= 
  76     7     8:=* 
  78    10     6:=*= 
  80     7     5:=* 
  82     3     3:* 
  84     2     3:* 
  86     4     2:* 
  88     4     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.09900.00303; mu= 16.0700 0.157 
 mean_var=38.663310.221, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.206265 
 Kolmogorov-Smirnov  statistic: 0.0319 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   62 23.3     1.4 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.5     2.9 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   59 22.9     4.5 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   58 22.5       5 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.1     5.2 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.1     5.2 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.1     5.4 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   54 20.8     6.4 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.3     6.6 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.0     7.8 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   54 21.1     8.6 
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gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 21.1     8.6 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   54 21.1     8.6 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 22.6     9.6 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.8      11 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   52 20.4      12 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.4      14 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.5      14 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.2      16 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.2      17 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.7      18 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.1      18 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   52 20.8      18 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.3      19 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   56 22.7      19 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 19.9      19 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 19.9      19 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 19.9      19 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 19.9      19 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.3      21 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   53 21.3      21 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.9      21 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.6      23 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   51 20.5      23 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 19.6      24 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.1      26 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.1      26 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 20.6      28 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 20.7      29 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 19.3      29 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   47 18.8      29 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 18.0      33 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 19.9      33 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 19.9      33 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.4      34 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   47 19.0      35 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 18.5      35 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   46 18.5      36 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   46 18.5      36 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   46 18.5      36 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 19.0      36 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   47 19.0      37 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.5      37 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.6      38 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 20.0      39 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.5      40 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.5      40 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.7      40 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.1      42 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.6      42 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.6      42 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.6      42 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.6      43 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 18.7      44 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 18.7      44 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 18.7      44 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.3      46 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   44 17.8      46 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   44 17.8      47 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.3      48 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   46 18.8      49 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.6      50 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.3      52 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   44 17.9      54 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.8      55 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   46 19.0      62 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.5      63 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.1      64 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.1      64 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.2      65 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.6      65 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 18.1      66 
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gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.1      66 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.5      68 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.5      70 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 17.7      73 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.8      76 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.8      76 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.3      78 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.3      80 
gi|50659889|gb|AAT80664.1| lipid transfer protein  ( 115)   42 17.3      80 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.8      80 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 17.8      81 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   43 17.8      81 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 17.8      81 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.3      81 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 17.8      81 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.2      83 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   41 16.9      85 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 18.8      88 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.3      89 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.3      89 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.4      90 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   43 17.9      94 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 18.9      95 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   41 17.0      95 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   41 17.0      95 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.0      98 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.0      98 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.0   1e 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 99.9  bits: 23.3 E():  1.4 
Smith-Waterman score: 62; 33.3% identity (63.6% similar) in 33 aa overlap (6-37:61-93) 
 
                                        10        20         30     
2MEPSP                          VDCFLGTDCPPVRVNGIGGLPGG-KVKLSGSISSQ 
                                     : :: :...::    :.  ... : ...:  
gi|294 TQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSW 
               40        50        60        70        80        90 
 
           40        50        60        70        80 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
       : :                                            
gi|294 YQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS              
              100       110       120                 
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 94.2  bits: 22.5 E():  2.9 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (3-23:66-87) 
 
                                           10         20        30  
2MEPSP                             VDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
              40        50        60        70        80    
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH    
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  42 init1:  42 opt:  59  Z-score: 90.7  bits: 22.9 E():  4.5 
Smith-Waterman score: 59; 32.4% identity (56.8% similar) in 37 aa overlap (4-40:30-65) 
 
                                         10        20        30     
2MEPSP                           VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                    . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
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           40        50        60        70        80               
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH               
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 89.9  bits: 22.5 E():    5 
Smith-Waterman score: 58; 31.8% identity (61.4% similar) in 44 aa overlap (22-64:8-47) 
 
               10        20        30         40        50          
2MEPSP VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLI 
                            ::. : .:.. . . .   : :. .:  :: .:..   . 
gi|111               MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---V 
                             10        20        30         40      
 
      60        70        80                                        
2MEPSP SIPYVEMTLRLMERFGVKAEH                                        
       : :::                                                        
gi|111 SPPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSL 
             50        60        70        80        90       100   
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.6  bits: 22.1 E():  5.2 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (36-51:9-24) 
 
          10        20        30        40        50        60      
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
          70        80                                              
2MEPSP MTLRLMERFGVKAEH                                              
                                                                    
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.6  bits: 22.1 E():  5.2 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (36-51:9-24) 
 
          10        20        30        40        50        60      
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
          70        80                                              
2MEPSP MTLRLMERFGVKAEH                                              
                                                                    
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.3  bits: 22.1 E():  5.4 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (30-68:26-64) 
 
               10        20        30        40        50        60 
2MEPSP VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
                                    :.:. :: :  ...::  :   :: . : .  
gi|144     MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVV 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP IPYVEMTLRLMERFGVKAEH                                         
        :   . :                                                     
gi|144 TPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFN 
         60        70        80        90       100       110       
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
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 initn:  54 init1:  54 opt:  54  Z-score: 88.0  bits: 20.8 E():  6.4 
Smith-Waterman score: 54; 42.9% identity (64.3% similar) in 14 aa overlap (3-16:33-46) 
 
                                           10        20        30   
2MEPSP                             VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :  : :: :.. .:                 
gi|166 PTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVM 
             10        20        30        40        50        60   
 
             40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                                                        
gi|166 NLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN          
             70        80        90       100           
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 87.7  bits: 21.3 E():  6.6 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (3-23:66-87) 
 
                                           10         20        30  
2MEPSP                             VDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
              40        50        60        70        80    
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH    
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 86.4  bits: 21.0 E():  7.8 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (15-68:66-119) 
 
                               10        20        30        40     
2MEPSP                 VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
           50        60        70        80        
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH        
         . :. :.... . . : .  .:                    
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 85.7  bits: 21.1 E():  8.6 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (46-80:90-126) 
 
          20        30        40        50          60        70    
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
            80                                  
2MEPSP FGVKAEH                                  
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 85.7  bits: 21.1 E():  8.6 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (46-80:90-126) 
 
          20        30        40        50          60        70    
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
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      60        70        80        90       100       110          
 
            80                                  
2MEPSP FGVKAEH                                  
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 85.7  bits: 21.1 E():  8.6 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (46-80:91-127) 
 
          20        30        40        50          60        70    
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
            80                                  
2MEPSP FGVKAEH                                  
       . .:..:                                  
gi|132 YHTKGDHEMKAEHMKAIKEKAEALLRAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 84.8  bits: 22.6 E():  9.6 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (27-62:247-289) 
 
                   10        20        30        40                 
2MEPSP     VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
      50        60        70        80                              
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEH                              
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.0  bits: 20.8 E():   11 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (3-24:66-88) 
 
                                           10         20        30  
2MEPSP                             VDCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
              40        50        60        70        80            
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH            
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 83.2  bits: 20.4 E():   12 
Smith-Waterman score: 52; 27.6% identity (55.2% similar) in 58 aa overlap (22-78:30-86) 
 
                       10        20         30        40        50  
2MEPSP         VDCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEH                                
       . ..  .:..  . : .     ::: :                                  
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
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>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 82.0  bits: 22.4 E():   14 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (27-62:378-420) 
 
                   10        20        30        40                 
2MEPSP     VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
      50        60        70        80                              
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEH                              
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 81.9  bits: 21.5 E():   14 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (24-56:105-139) 
 
                      10        20        30        40         50   
2MEPSP        VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
              60        70        80                                
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEH                                
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.0  bits: 20.2 E():   16 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (3-21:42-62) 
 
                                           10          20        30 
2MEPSP                             VDCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
               40        50        60        70        80           
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH           
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 80.5  bits: 21.2 E():   17 
Smith-Waterman score: 62; 31.6% identity (51.9% similar) in 79 aa overlap (2-61:79-155) 
 
                                             10              20     
2MEPSP                              VDC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
           30             40               50        60        70   
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISIPYVEMTLRLME 
        .:. .     .. :  :..: ..       :: :::::.. ::  :.:            
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
             80                                                     
2MEPSP RFGVKAEH                                                     
                                                                    
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
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>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (55-76:9-30) 
 
           30        40        50        60        70        80     
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH     
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.0  bits: 22.1 E():   18 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (45-72:414-441) 
 
           20        30        40        50        60        70     
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
           80                                                       
2MEPSP GVKAEH                                                       
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 80.0  bits: 20.8 E():   18 
Smith-Waterman score: 52; 23.5% identity (67.6% similar) in 34 aa overlap (1-34:118-145) 
 
                                             10        20        30 
2MEPSP                               VDCFLGTDCPPVRVNGIGGLPGGKVKLSGS 
                                     :.:....       ...: . :::. . :. 
gi|462 YDKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSK------DNVGKVTGGKTCMYGG 
        90       100       110       120             130       140  
 
               40        50        60        70        80           
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH           
       :...                                                         
gi|462 ITKHEGNHFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLY 
             150       160       170       180       190       200  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.6  bits: 21.3 E():   19 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (12-29:167-184) 
 
                                  10        20        30        40  
2MEPSP                    VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
              50        60        70        80                      
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH                      
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.3  bits: 22.7 E():   19 
Smith-Waterman score: 56; 36.8% identity (68.4% similar) in 19 aa overlap (2-20:956-974) 
 
                                            10        20        30  
2MEPSP                              VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                     .:  ::  ::: ... :..            
gi|119 TIPETECMKSQVAMATCQKKFGSECVALQQECVAGTGAPPVTIGARGAFMLATALRSCIF 
         930       940       950       960       970       980      
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              40        50        60        70        80            
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH            
                                                                    
gi|119 NGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQLSPPMAVCVASQDLMTRC 
         990      1000      1010      1020      1030      1040      
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (46-80:91-127) 
 
          20        30        40        50          60        70    
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
            80                                  
2MEPSP FGVKAEH                                  
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (23-80:70-127) 
 
                       10        20        30        40        50   
2MEPSP         VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
      40        50        60        70        80        90          
 
               60        70        80                               
2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEH                               
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (46-80:91-127) 
 
          20        30        40        50          60        70    
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
            80                                  
2MEPSP FGVKAEH                                  
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (46-80:91-127) 
 
          20        30        40        50          60        70    
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
            80                                  
2MEPSP FGVKAEH                                  
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4802

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  55 init1:  55 opt:  55  Z-score: 78.8  bits: 22.3 E():   21 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (45-72:500-527) 
 
           20        30        40        50        60        70     
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
           80                                                       
2MEPSP GVKAEH                                                       
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.8  bits: 21.3 E():   21 
Smith-Waterman score: 53; 42.9% identity (64.3% similar) in 14 aa overlap (3-16:392-405) 
 
                                           10        20        30   
2MEPSP                             VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :  : :: :.. .:                 
gi|142 PTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNTVKAHAAYVM 
             370       380       390       400       410       420  
 
             40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                                                        
gi|142 NLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN          
             430       440       450       460          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.7  bits: 20.9 E():   21 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (10-44:175-211) 
 
                                    10        20        30          
2MEPSP                      VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
      40          50        60        70        80                  
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH                  
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (16-23:119-126) 
 
                              10        20        30        40      
2MEPSP                VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
          50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                                           
gi|144 EEVD                                
      150                                  
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 77.8  bits: 20.5 E():   23 
Smith-Waterman score: 51; 27.0% identity (54.1% similar) in 37 aa overlap (4-40:30-65) 
 
                                         10        20        30     
2MEPSP                           VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                    . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
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               10        20        30         40        50          
 
           40        50        60        70        80               
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH               
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (57-80:104-127) 
 
         30        40        50        60        70        80       
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH       
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.9  bits: 20.1 E():   26 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (11-57:133-176) 
 
                                   10        20        30        40 
2MEPSP                     VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
               50        60        70        80                     
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH                     
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.9  bits: 20.1 E():   26 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (11-57:133-176) 
 
                                   10        20        30        40 
2MEPSP                     VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
               50        60        70        80                     
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH                     
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (19-75:271-326) 
 
                           10        20        30        40         
2MEPSP             VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
       50        60        70        80                             
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEH                             
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.2  bits: 20.7 E():   29 
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Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (30-78:54-105) 
 
                10        20        30          40        50        
2MEPSP  VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
         60        70        80                                     
2MEPSP KLISIPYVEMTLRLMERFGVKAEH                                     
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (34-80:80-126) 
 
            10        20        30        40        50          60  
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
              70        80                                  
2MEPSP PYVEMTLRLMERFGVKAEH                                  
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 76.0  bits: 18.8 E():   29 
Smith-Waterman score: 47; 34.8% identity (73.9% similar) in 23 aa overlap (2-22:75-97) 
 
                                              10        20          
2MEPSP                              VDCF--LGTDCPPVRVNGIGGLPGGKVKLSG 
                                     .:.  :... : : .:. ..:::        
gi|671 GGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVP 
           50        60        70        80        90       100     
 
      30        40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                                                           
gi|671 YKISPSTNCATVK                                       
          110                                              
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 75.1  bits: 18.0 E():   33 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (46-79:5-40) 
 
          20        30        40        50           60        70   
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.:. .: ::   ::.: :     ..    
gi|603                           VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTS 
                                          10        20        30    
 
             80                                  
2MEPSP RFGVKAEH                                  
       .. .:..                                   
gi|603 KYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
            40        50        60        70     
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.1  bits: 19.9 E():   33 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (28-55:7-34) 
 
               10        20        30        40        50        60 
2MEPSP VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
                                  : .. :  ..:.  :::. :   :....      
gi|833                      MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVT 
                                    10        20        30          
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               70        80                                         
2MEPSP IPYVEMTLRLMERFGVKAEH                                         
                                                                    
gi|833 TVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPS 
      40        50        60        70        80        90          
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.1  bits: 19.9 E():   33 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (28-55:7-34) 
 
               10        20        30        40        50        60 
2MEPSP VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
                                  : .. :  ..:.  :::. :   :....      
gi|668                      MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVT 
                                    10        20        30          
 
               70        80                                         
2MEPSP IPYVEMTLRLMERFGVKAEH                                         
                                                                    
gi|668 TVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPS 
      40        50        60        70        80        90          
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 19.4 E():   34 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (18-57:162-201) 
 
                            10        20        30        40        
2MEPSP              VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
        50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
       : .  : . :                        
gi|116 GKAFYEAVAKAHQ                     
             200                         
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (12-58:42-98) 
 
                                  10                20        30    
2MEPSP                    VDCFLGTDCPPVRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
gi|166 SSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
              20        30        40        50        60        70  
 
              40        50        60        70        80            
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH            
       . ..  :: . . .  ::. .:.:...                                  
gi|166 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
              80        90       100       110       120       130  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 74.6  bits: 18.5 E():   35 
Smith-Waterman score: 46; 27.7% identity (53.2% similar) in 47 aa overlap (11-57:59-105) 
 
                                   10        20        30        40 
2MEPSP                     VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : .. .. .  .: .  ::. ..   ::   
gi|185 SVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEA 
       30        40        50        60        70        80         
 
               50        60        70        80 
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
        ::: :  . : :  :.                        
gi|185 EAAPEAAKEEEKEESDEDMGFGLFD                
       90       100       110                   
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>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.5  bits: 18.5 E():   36 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (1-22:35-60) 
 
                                                 10        20       
2MEPSP                               VDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                                                              
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
           70        80        90       100       110         
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.5  bits: 18.5 E():   36 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (1-22:35-60) 
 
                                                 10        20       
2MEPSP                               VDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVIKLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                                                              
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK    
           70        80        90       100       110         
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.5  bits: 18.5 E():   36 
Smith-Waterman score: 46; 38.5% identity (46.2% similar) in 26 aa overlap (1-22:35-60) 
 
                                                 10        20       
2MEPSP                               VDCF----LGTDCPPVRVNGIGGLPGGKVK 
                                     : ::     :   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                                                              
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK    
           70        80        90       100       110         
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (24-79:71-126) 
 
                      10        20        30        40        50    
2MEPSP        VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
            60        70        80                                  
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEH                                  
          ::.: :.    ..   .. .:..                                   
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (12-58:56-112) 
 
                                  10                20        30    
2MEPSP                    VDCFLGTDCPPVRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
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gi|133 SSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
          30        40        50        60        70        80      
 
              40        50        60        70        80            
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH            
       . ..  :: . . .  ::. .:.:...                                  
gi|133 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
          90       100       110       120       130       140      
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.2  bits: 19.5 E():   37 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (22-57:117-149) 
 
                        10        20        30        40        50  
2MEPSP          VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
              60        70        80                                
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEH                                
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (4-13:48-57) 
 
                                          10        20        30    
2MEPSP                            VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
            40        50        60        70        80     
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH     
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.8  bits: 20.0 E():   39 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (11-47:244-280) 
 
                                   10         20        30          
2MEPSP                     VDCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
      40         50        60        70        80                   
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH                   
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.7  bits: 19.5 E():   40 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (22-57:144-176) 
 
                        10        20        30        40        50  
2MEPSP          VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
              60        70        80                                
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEH                                
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
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              180       190       200       210       220       230 
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.7  bits: 19.5 E():   40 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (22-57:144-176) 
 
                        10        20        30        40        50  
2MEPSP          VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
              60        70        80                                
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEH                                
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 17.7 E():   40 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (3-12:38-47) 
 
                                           10        20        30   
2MEPSP                             VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
             40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                                                        
gi|114 CNKNCT                                           
        70                                              
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 20.1 E():   42 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (23-47:221-245) 
 
                       10        20        30        40        50   
2MEPSP         VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
             60        70        80                                 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEH                                 
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.3  bits: 19.6 E():   42 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (10-49:136-175) 
 
                                    10        20        30          
2MEPSP                      VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
      40        50        60        70        80                    
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH                    
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (10-49:137-176) 
 
                                    10        20        30          
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2MEPSP                      VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
      40        50        60        70        80                    
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH                    
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (10-49:140-179) 
 
                                    10        20        30          
2MEPSP                      VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
      40        50        60        70        80                    
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH                    
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.0  bits: 19.6 E():   43 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (10-49:151-190) 
 
                                    10        20        30          
2MEPSP                      VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
      40        50        60        70        80                    
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH                    
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (34-80:81-127) 
 
            10        20        30        40        50          60  
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
              70        80                                  
2MEPSP PYVEMTLRLMERFGVKAEH                                  
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (34-80:81-127) 
 
            10        20        30        40        50          60  
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              70        80                                  
2MEPSP PYVEMTLRLMERFGVKAEH                                  
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       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (47-80:92-127) 
 
         20        30        40        50           60        70    
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
            80                                  
2MEPSP FGVKAEH                                  
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (22-69:21-64) 
 
               10        20        30        40        50        60 
2MEPSP VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
                            :... : :.. ... : : . :  . :.. :  ..:: . 
gi|217  MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQN 
                10        20         30         40          50      
 
               70        80                                         
2MEPSP IPYVEMTLRLMERFGVKAEH                                         
       .:. :.  :                                                    
gi|217 LPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLND 
          60        70        80        90       100       110      
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.4  bits: 17.8 E():   46 
Smith-Waterman score: 44; 34.8% identity (69.6% similar) in 23 aa overlap (2-22:49-71) 
 
                                              10        20          
2MEPSP                              VDCF--LGTDCPPVRVNGIGGLPGGKVKLSG 
                                     .:.  :... : :  :. ..:::        
gi|328 GGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVHIP 
       20        30        40        50        60        70         
 
      30        40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                                                           
gi|328 YKISASTNCATVK                                       
       80        90                                        
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.4  bits: 17.8 E():   47 
Smith-Waterman score: 44; 34.8% identity (69.6% similar) in 23 aa overlap (2-22:50-72) 
 
                                              10        20          
2MEPSP                              VDCF--LGTDCPPVRVNGIGGLPGGKVKLSG 
                                     .:.  :... : :  :. ..:::        
gi|837 GGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIP 
      20        30        40        50        60        70          
 
      30        40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                                                           
gi|837 YKISASTNCATVK                                       
      80        90                                         
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (10-62:79-126) 
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                                    10        20        30          
2MEPSP                      VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
      40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
       ..  :.. :. .. ....: . :                   
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF              
          110        120       130               
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.0  bits: 18.8 E():   49 
Smith-Waterman score: 46; 32.8% identity (48.3% similar) in 58 aa overlap (2-47:35-92) 
 
                                                  10             20 
2MEPSP                              VDCFLG----TD--CPP--VRVN---GIGGL 
                                     : .::    .:  ::    : :   : .:  
gi|124 PKPVLDTNGKELNPNSSYRIISIGRGALGGDVYLGKSPNSDAPCPDGVFRYNSDVGPSGT 
           10        20        30        40        50        60     
 
               30         40        50        60        70          
2MEPSP PGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
       :   . :::.:  .: :.  .  : . :                                 
gi|124 PVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGTIGQADS 
           70        80        90       100       110       120     
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 71.8  bits: 21.6 E():   50 
Smith-Waterman score: 54; 30.6% identity (53.1% similar) in 49 aa overlap (6-47:45-93) 
 
                                        10          20              
2MEPSP                          VDCFLGTDCPPVRV--NGIGGLPG-----GKVKLS 
                                     :   :: :   .:: : ::     :   :. 
gi|278 VTSCLATCQSLQEATARKGPSGDRGPRGERGPPGPPGRDGDDGIPGPPGPPGPPGPPGLG 
           20        30        40        50        60        70     
 
       30        40        50        60        70        80         
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH         
       :....:. .     .:..:                                          
gi|278 GNFAAQFDAKGGGPGPMGLMGPRGPPGASGAPGPQGFQGPPGEPGEPGQTGPAGARGPPG 
           80        90       100       110       120       130     
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.5  bits: 19.3 E():   52 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (10-43:146-179) 
 
                                    10        20        30          
2MEPSP                      VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
      40        50        60        70        80                    
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH                    
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 44; 34.8% identity (69.6% similar) in 23 aa overlap (2-22:75-97) 
 
                                              10        20          
2MEPSP                              VDCF--LGTDCPPVRVNGIGGLPGGKVKLSG 
                                     .:.  :... : :  :. ..:::        
gi|547 GGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIP 
           50        60        70        80        90       100     
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      30        40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                                                           
gi|547 YKISASTNCATVK                                       
          110                                              
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 71.0  bits: 19.8 E():   55 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (19-58:393-434) 
 
                           10        20        30          40       
2MEPSP             VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
         50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
       :::  .   :..                       
gi|601 LGDKAVYAGDNFRTAINL                 
            430       440                 
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 46; 43.8% identity (56.2% similar) in 16 aa overlap (2-17:23-38) 
 
                                    10        20        30          
2MEPSP                      VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                             .:  : : :   :::.                       
gi|309 MNCGKIILLFITIIGVAKSREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMYC 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH                    
                                                                    
gi|309 GGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPNY 
               70        80        90       100       110       120 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (9-18:339-348) 
 
                                     10        20        30         
2MEPSP                       VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
 
       40        50        60        70        80 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                                                  
gi|513 SDPPVPLNMACHKTESLRTLASV                    
      370       380       390                     
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 17.1 E():   64 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (29-50:54-75) 
 
                 10        20        30        40        50         
2MEPSP   VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
       60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEH 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 17.1 E():   64 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (29-50:54-75) 
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                 10        20        30        40        50         
2MEPSP   VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
       60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEH 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.8  bits: 17.2 E():   65 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (28-70:6-51) 
 
               10        20        30        40        50           
2MEPSP VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDK 
                                  :. .. :.:  :.  ::. :  :  .   .    
gi|453                       RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHP 
                                     10        20        30         
 
        60        70        80                     
2MEPSP LISIPYVEMTLRLMERFGVKAEH                     
       :. .:    ::..                               
gi|453 LLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
       40        50        60        70        80  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.7  bits: 17.6 E():   65 
Smith-Waterman score: 43; 35.9% identity (51.3% similar) in 39 aa overlap (19-57:68-105) 
 
                           10        20        30        40         
2MEPSP             VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|117 RLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAA-SGGAAAAGGSAQAEAAPEAAK 
        40        50        60        70         80        90       
 
       50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
       . : :  :.                        
gi|117 EEEKEESDEDMGFGLFD                
        100       110                   
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (34-80:81-127) 
 
            10        20        30        40        50          60  
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
              70        80                                  
2MEPSP PYVEMTLRLMERFGVKAEH                                  
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (47-80:92-127) 
 
         20        30        40            50        60        70   
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
             80                                  
2MEPSP RFGVKAEH                                  
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
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     120       130       140       150       160 
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 69.4  bits: 19.5 E():   68 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (19-58:393-434) 
 
                           10        20        30          40       
2MEPSP             VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
         50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
       ::: ..   :..                       
gi|467 LGDKRLYAGDNFRTAINL                 
            430       440                 
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.2  bits: 20.5 E():   70 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (45-72:500-527) 
 
           20        30        40        50        60        70     
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
           80                                                       
2MEPSP GVKAEH                                                       
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (38-80:8-46) 
 
        10        20        30        40        50        60        
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :..::. ..   :...  ::  .  . .:  
gi|140                        MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM- 
                                      10        20        30        
 
        70        80                                                
2MEPSP LRLMERFGVKAEH                                                
         :::.:: : ..                                                
gi|140 --LMEEFGEKIDQIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQ 
            40        50        60        70        80        90    
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (47-61:83-97) 
 
         20        30        40        50        60        70       
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
         80                             
2MEPSP KAEH                             
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (47-61:83-97) 
 
         20        30        40        50        60        70       
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2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
         80                             
2MEPSP KAEH                             
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.3 E():   78 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (19-27:36-44) 
 
                           10        20        30        40         
2MEPSP             VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
       50        60        70        80              
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEH              
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 18.3 E():   80 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (11-60:115-164) 
 
                                   10        20        30        40 
2MEPSP                     VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
               50        60        70        80                     
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH                     
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|50659889|gb|AAT80664.1| lipid transfer protein prec  (115 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 42; 38.5% identity (53.8% similar) in 26 aa overlap (1-22:35-60) 
 
                                                 10        20       
2MEPSP                               VDCF--LGTD--CPPVRVNGIGGLPGGKVK 
                                     : ::  . .:   ::.  :::  . :     
gi|506 AVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTINGLAKT 
           10        20        30        40        50        60     
 
         30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                                                              
gi|506 TPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK    
           70        80        90       100       110         
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.0  bits: 17.8 E():   80 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (14-35:45-65) 
 
                                10        20        30        40    
2MEPSP                  VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
            50        60        70        80                        
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH                        
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gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (57-80:104-127) 
 
         30        40        50        60        70        80       
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH       
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (57-80:104-127) 
 
         30        40        50        60        70        80       
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH       
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|226 IKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (57-80:104-127) 
 
         30        40        50        60        70        80       
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH       
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (10-22:48-60) 
 
                                    10        20        30          
2MEPSP                      VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
      40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                                                 
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF   
        80        90       100       110         
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (28-58:108-139) 
 
                  10        20        30        40        50        
2MEPSP    VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
         60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEH 
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       ..                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD 
       140       150       160  
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.8  bits: 19.2 E():   83 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (19-49:391-423) 
 
                           10        20        30          40       
2MEPSP             VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
         50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
       :::                                
gi|144 LGDNAVYAGNNFRTAVNL                 
              430                         
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.6  bits: 16.9 E():   85 
Smith-Waterman score: 41; 34.8% identity (65.2% similar) in 23 aa overlap (2-22:49-71) 
 
                                              10        20          
2MEPSP                              VDCF--LGTDCPPVRVNGIGGLPGGKVKLSG 
                                     .:.  :. . : :  :. ..:::        
gi|929 GGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGVNPNNAAALPGKCGVNVP 
       20        30        40        50        60        70         
 
      30        40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                                                           
gi|929 YKISASTNCATVK                                       
       80        90                                        
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.3  bits: 18.8 E():   88 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (22-60:309-349) 
 
                        10        20         30        40           
2MEPSP          VDCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
       50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
        .. :.: :..:                     
gi|752 GANAEVI-KMVSET                   
      340        350                    
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (27-61:1-35) 
 
               10        20        30        40        50        60 
2MEPSP VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
                                 ..: .:   :  :. :.:.:..... .    : : 
gi|142                           MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSS 
                                         10        20        30     
 
               70        80                                         
2MEPSP IPYVEMTLRLMERFGVKAEH                                         
       .                                                            
gi|142 MTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLK 
           40        50        60        70        80        90     
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (27-61:1-35) 
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               10        20        30        40        50        60 
2MEPSP VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
                                 ..: .:   :  :. :.:.:..... .    : : 
gi|796                           MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSS 
                                         10        20        30     
 
               70        80                                         
2MEPSP IPYVEMTLRLMERFGVKAEH                                         
       .                                                            
gi|796 MTSKDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLK 
           40        50        60        70        80        90     
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 18.4 E():   90 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (10-49:124-163) 
 
                                    10        20        30          
2MEPSP                      VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
      40        50        60        70        80                    
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH                    
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (3-35:94-123) 
 
                                            10        20        30  
2MEPSP                             VDCFLGTD-CPPVRVNGIGGLPGGKVKLSGSI 
                                     :  : : :  :    .:     .: :.::  
gi|482 NPGPQPPAKNMKNLVWNDELAYIAQVWANQCEYGHDTCRDVAKYQVG----QNVALTGST 
            70        80        90       100       110              
 
              40        50        60        70        80            
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH            
       ...:                                                         
gi|482 AAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANTKEVGCGSIKYIQEK 
     120       130       140       150       160       170          
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (54-80:169-195) 
 
            30        40        50        60         70        80   
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEH   
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (16-30:69-83) 
 
                              10        20        30        40      
2MEPSP                VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|416 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
          50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
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gi|416 SDEDMGFGLFD                         
      100                                  
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (16-30:69-83) 
 
                              10        20        30        40      
2MEPSP                VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|461 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
          50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                                           
gi|461 SDEDMGFGLFD                         
      100                                  
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.0 E():   98 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (6-22:44-60) 
 
                                        10        20        30      
2MEPSP                          VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|384 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
          40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                                                     
gi|384 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK    
            80        90       100       110         
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.0 E():   98 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (6-22:44-60) 
 
                                        10        20        30      
2MEPSP                          VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|144 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
          40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                                                     
gi|144 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK    
            80        90       100       110         
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (19-28:43-52) 
 
                           10        20        30        40         
2MEPSP             VDCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
       50        60        70        80                             
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEH                             
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
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 Scomplib [35.04] 
 start: Tue Apr 19 10:57:40 2011 done: Tue Apr 19 10:57:40 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 149  - 228 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     3     0:= 
  30    10     2:*=== 
  32    12     8:==*= 
  34    30    22:=======*== 
  36    35    44:============  * 
  38    42    73:==============          * 
  40    84   102:============================     * 
  42   135   125:=========================================*=== 
  44   135   138:=============================================* 
  46   148   140:==============================================*=== 
  48   162   134:============================================*========= 
  50   144   122:========================================*======= 
  52   113   108:===================================*== 
  54    79    92:===========================   * 
  56    92    77:=========================*===== 
  58    33    63:===========         * 
  60    45    51:=============== * 
  62    29    41:==========   * 
  64    29    33:==========* 
  66    27    26:========* 
  68    22    20:======*= 
  70    13    16:=====* 
  72    15    12:===*= 
  74    12    10:===* 
  76     7     8:==* 
  78    14     6:=*=== 
  80     3     5:=* 
  82     2     3:* 
  84     2     3:* 
  86     4     2:*= 
  88     5     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.64070.00275; mu= 13.3554 0.142 
 mean_var=39.035610.799, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
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 Lambda= 0.205279 
 Kolmogorov-Smirnov  statistic: 0.0255 (N=29) at  56 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   62 23.3     1.4 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.5       3 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   59 22.7       5 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   58 22.4     5.5 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.0     5.5 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.0     5.5 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.0     5.7 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   54 20.9     6.3 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.3     6.8 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.0     7.9 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   54 21.0     8.8 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 21.0     8.8 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   54 21.0     8.8 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.8      11 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 22.3      11 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   52 20.4      12 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.3      16 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.1      16 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.1      16 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.0      19 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 19.9      20 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 19.9      20 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 19.9      20 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 19.9      20 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.5      20 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.1      21 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 21.9      21 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.7      23 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.5      24 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   53 21.1      24 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 19.6      24 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   56 22.3      25 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.0      25 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   51 20.4      26 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.0      29 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.0      29 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   50 20.0      29 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   47 18.9      29 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 19.3      30 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 20.5      31 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 18.1      31 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 20.5      33 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 18.5      35 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   47 19.0      36 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.4      36 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 19.8      36 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 19.8      36 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 19.0      37 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.8      38 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   47 19.0      38 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.6      38 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.4      39 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.4      43 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.4      43 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 19.8      44 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   44 17.9      44 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   44 17.9      45 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 18.7      45 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 18.7      45 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 18.7      45 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.5      45 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.5      45 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.3      46 
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gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.5      46 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 19.9      47 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.5      47 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.3      48 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   46 18.7      51 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   44 18.0      54 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   45 18.4      55 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   45 18.4      55 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   45 18.4      55 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.2      56 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.2      60 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.2      60 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.2      61 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.6      63 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.7      64 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.2      65 
gi|30909091|gb|AAP37412.1| venom serine protease p ( 277)   46 18.9      67 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   44 18.1      67 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 18.1      67 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.1      67 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   44 18.1      67 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.3      71 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 17.7      73 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.7      76 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.7      76 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.4      76 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.3      77 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   42 17.4      79 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   42 17.4      79 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   42 17.4      79 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.4      79 
gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=N (  91)   41 17.0      81 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.8      82 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 17.8      82 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   43 17.8      82 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 17.8      82 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   43 17.8      82 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 17.8      83 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.6      83 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.2      84 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.2      85 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   41 17.1      93 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   41 17.1      93 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.0      94 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.1      96 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.1      96 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.3      97 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 18.7      98 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   43 17.9      98 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.1      99 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 17.5   1e 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 99.8  bits: 23.3 E():  1.4 
Smith-Waterman score: 62; 33.3% identity (63.6% similar) in 33 aa overlap (5-36:61-93) 
 
                                         10        20         30    
2MEPSP                           DCFLGTDCPPVRVNGIGGLPGG-KVKLSGSISSQ 
                                     : :: :...::    :.  ... : ...:  
gi|294 TQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSW 
               40        50        60        70        80        90 
 
            40        50        60        70        80 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
       : :                                             
gi|294 YQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS               
              100       110       120                  
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 94.0  bits: 22.5 E():    3 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (2-22:66-87) 
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                                            10         20        30 
2MEPSP                              DCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
               40        50        60        70        80   
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS   
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  42 init1:  42 opt:  59  Z-score: 89.9  bits: 22.7 E():    5 
Smith-Waterman score: 59; 32.4% identity (56.8% similar) in 37 aa overlap (3-39:30-65) 
 
                                          10        20        30    
2MEPSP                            DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                    . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
            40        50        60        70        80              
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS              
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 89.2  bits: 22.4 E():  5.5 
Smith-Waterman score: 58; 31.8% identity (61.4% similar) in 44 aa overlap (21-63:8-47) 
 
               10        20        30         40        50          
2MEPSP DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLIS 
                           ::. : .:.. . . .   : :. .:  :: .:..   .: 
gi|111              MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VS 
                            10        20        30         40       
 
      60        70        80                                        
2MEPSP IPYVEMTLRLMERFGVKAEHS                                        
        :::                                                         
gi|111 PPYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLM 
            50        60        70        80        90       100    
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.2  bits: 22.0 E():  5.5 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (35-50:9-24) 
 
           10        20        30        40        50        60     
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
           70        80                                             
2MEPSP MTLRLMERFGVKAEHS                                             
                                                                    
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.2  bits: 22.0 E():  5.5 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (35-50:9-24) 
 
           10        20        30        40        50        60     
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
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           70        80                                             
2MEPSP MTLRLMERFGVKAEHS                                             
                                                                    
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.9  bits: 22.0 E():  5.7 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (29-67:26-64) 
 
               10        20        30        40        50        60 
2MEPSP DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                                   :.:. :: :  ...::  :   :: . : .   
gi|144    MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVT 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP PYVEMTLRLMERFGVKAEHS                                         
       :   . :                                                      
gi|144 PVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNT 
        60        70        80        90       100       110        
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.2  bits: 20.9 E():  6.3 
Smith-Waterman score: 54; 42.9% identity (64.3% similar) in 14 aa overlap (2-15:33-46) 
 
                                            10        20        30  
2MEPSP                              DCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :  : :: :.. .:                 
gi|166 PTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVM 
             10        20        30        40        50        60   
 
              40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                                         
gi|166 NLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN           
             70        80        90       100            
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 87.6  bits: 21.3 E():  6.8 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (2-22:66-87) 
 
                                            10         20        30 
2MEPSP                              DCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
               40        50        60        70        80   
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS   
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 86.3  bits: 21.0 E():  7.9 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (14-67:66-119) 
 
                                10        20        30        40    
2MEPSP                  DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
            50        60        70        80       
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS       
         . :. :.... . . : .  .:                    
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
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 initn:  43 init1:  43 opt:  54  Z-score: 85.5  bits: 21.0 E():  8.8 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (45-79:90-126) 
 
           20        30        40        50          60        70   
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
             80                                 
2MEPSP FGVKAEHS                                 
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 85.5  bits: 21.0 E():  8.8 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (45-79:90-126) 
 
           20        30        40        50          60        70   
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
             80                                 
2MEPSP FGVKAEHS                                 
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 85.5  bits: 21.0 E():  8.8 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (45-79:91-127) 
 
           20        30        40        50          60        70   
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
             80                                 
2MEPSP FGVKAEHS                                 
       . .:..:                                  
gi|132 YHTKGDHEMKAEHMKAIKEKAEALLRAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.7  bits: 20.8 E():   11 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (2-23:66-88) 
 
                                            10         20        30 
2MEPSP                              DCFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
               40        50        60        70        80           
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS           
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 83.6  bits: 22.3 E():   11 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (26-61:247-289) 
 
                    10        20        30        40                
2MEPSP      DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
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        220       230       240       250       260       270       
 
       50        60        70        80                             
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHS                             
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 83.1  bits: 20.4 E():   12 
Smith-Waterman score: 52; 27.6% identity (55.2% similar) in 58 aa overlap (21-77:30-86) 
 
                        10        20         30        40        50 
2MEPSP          DCFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHS                               
       . ..  .:..  . : .     ::: :                                  
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 81.0  bits: 21.3 E():   16 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (23-55:105-139) 
 
                       10        20        30         40        50  
2MEPSP         DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
               60        70        80                               
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHS                               
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.8  bits: 20.1 E():   16 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (2-20:42-62) 
 
                                              10        20          
2MEPSP                              DCFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
      30        40        50        60        70        80          
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS          
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 80.6  bits: 22.1 E():   16 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (26-61:378-420) 
 
                    10        20        30        40                
2MEPSP      DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
       50        60        70        80                             
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHS                             
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
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>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 79.7  bits: 21.0 E():   19 
Smith-Waterman score: 62; 31.6% identity (51.9% similar) in 79 aa overlap (1-60:79-155) 
 
                                              10              20    
2MEPSP                               DC-FLGTDCPPVRVNGI------GGLPGGK 
                                     :: ::: .    . .:.      :: : :  
gi|612 SNLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGD 
       50        60        70        80        90       100         
 
                 30        40               50        60        70  
2MEPSP VKLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISIPYVEMTLRLME 
        .:. .     .. :  :..: ..       :: :::::.. ::  :.:            
gi|612 YHLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLAR 
       110       120       130       140        150       160       
 
              80                                                    
2MEPSP RFGVKAEHS                                                    
                                                                    
gi|612 NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTA 
        170       180       190       200       210       220       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 79.1  bits: 19.9 E():   20 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (45-79:91-127) 
 
           20        30        40        50          60        70   
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
             80                                 
2MEPSP FGVKAEHS                                 
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 79.1  bits: 19.9 E():   20 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (45-79:91-127) 
 
           20        30        40        50          60        70   
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
             80                                 
2MEPSP FGVKAEHS                                 
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 79.1  bits: 19.9 E():   20 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (22-79:70-127) 
 
                        10        20        30        40        50  
2MEPSP          DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
      40        50        60        70        80        90          
 
                60        70        80                              
2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEHS                              
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
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>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 79.1  bits: 19.9 E():   20 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (45-79:91-127) 
 
           20        30        40        50          60        70   
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
             80                                 
2MEPSP FGVKAEHS                                 
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 78.9  bits: 21.5 E():   20 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (54-75:9-30) 
 
            30        40        50        60        70        80    
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS    
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.6  bits: 21.1 E():   21 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (11-28:167-184) 
 
                                   10        20        30        40 
2MEPSP                     DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
               50        60        70        80                     
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS                     
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 78.5  bits: 21.9 E():   21 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (44-71:414-441) 
 
            20        30        40        50        60        70    
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
            80                                                      
2MEPSP GVKAEHS                                                      
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.9  bits: 20.7 E():   23 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (9-43:175-211) 
 
                                     10        20        30         
2MEPSP                       DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
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       40          50        60        70        80                 
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS                 
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.8  bits: 19.5 E():   24 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (15-22:119-126) 
 
                               10        20        30        40     
2MEPSP                 DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
           50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                            
gi|144 EEVD                                 
      150                                   
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.7  bits: 21.1 E():   24 
Smith-Waterman score: 53; 42.9% identity (64.3% similar) in 14 aa overlap (2-15:392-405) 
 
                                            10        20        30  
2MEPSP                              DCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :  : :: :.. .:                 
gi|142 PTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNTVKAHAAYVM 
             370       380       390       400       410       420  
 
              40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                                         
gi|142 NLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN           
             430       440       450       460           
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (56-79:104-127) 
 
          30        40        50        60        70        80      
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS      
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 77.5  bits: 22.3 E():   25 
Smith-Waterman score: 56; 36.8% identity (68.4% similar) in 19 aa overlap (1-19:956-974) 
 
                                             10        20        30 
2MEPSP                               DCFLGTDCPPVRVNGIGGLPGGKVKLSGSI 
                                     .:  ::  ::: ... :..            
gi|119 TIPETECMKSQVAMATCQKKFGSECVALQQECVAGTGAPPVTIGARGAFMLATALRSCIF 
         930       940       950       960       970       980      
 
               40        50        60        70        80           
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS           
                                                                    
gi|119 NGGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQLSPPMAVCVASQDLMTRC 
         990      1000      1010      1020      1030      1040      
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 77.2  bits: 22.0 E():   25 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (44-71:500-527) 
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            20        30        40        50        60        70    
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
            80                                                      
2MEPSP GVKAEHS                                                      
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 77.1  bits: 20.4 E():   26 
Smith-Waterman score: 51; 27.0% identity (54.1% similar) in 37 aa overlap (3-39:30-65) 
 
                                          10        20        30    
2MEPSP                            DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                    . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
            40        50        60        70        80              
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS              
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.3  bits: 20.0 E():   29 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (10-56:133-176) 
 
                                    10        20        30          
2MEPSP                      DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
      40        50        60        70        80                    
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS                    
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.3  bits: 20.0 E():   29 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (10-56:133-176) 
 
                                    10        20        30          
2MEPSP                      DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
      40        50        60        70        80                    
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS                    
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 50; 25.9% identity (66.7% similar) in 27 aa overlap (7-33:119-145) 
 
                                       10        20        30       
2MEPSP                         DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     .:     ...: . :::. . :.:...    
gi|462 DKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSKDNVGKVTGGKTCMYGGITKHEGN 
       90       100       110       120       130       140         
 
         40        50        60        70        80                 
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2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS                 
                                                                    
gi|462 HFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLYEFNSSPY 
      150       160       170       180       190       200         
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 76.1  bits: 18.9 E():   29 
Smith-Waterman score: 47; 34.8% identity (73.9% similar) in 23 aa overlap (1-21:75-97) 
 
                                               10        20         
2MEPSP                               DCF--LGTDCPPVRVNGIGGLPGGKVKLSG 
                                     .:.  :... : : .:. ..:::        
gi|671 GGGAVPPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVP 
           50        60        70        80        90       100     
 
       30        40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                                            
gi|671 YKISPSTNCATVK                                        
          110                                               
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (33-79:80-126) 
 
             10        20        30        40        50          60 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
               70        80                                 
2MEPSP PYVEMTLRLMERFGVKAEHS                                 
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 75.6  bits: 20.5 E():   31 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (18-74:271-326) 
 
                            10        20        30        40        
2MEPSP              DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
        50        60        70        80                            
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS                            
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 75.6  bits: 18.1 E():   31 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (45-78:5-40) 
 
           20        30        40        50           60        70  
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.:. .: ::   ::.: :     ..    
gi|603                           VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTS 
                                          10        20        30    
 
              80                                 
2MEPSP RFGVKAEHS                                 
       .. .:..                                   
gi|603 KYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
            40        50        60        70     
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.2  bits: 20.5 E():   33 
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Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (29-77:54-105) 
 
                 10        20        30          40        50       
2MEPSP   DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
          60        70        80                                    
2MEPSP KLISIPYVEMTLRLMERFGVKAEHS                                    
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 74.7  bits: 18.5 E():   35 
Smith-Waterman score: 46; 27.7% identity (53.2% similar) in 47 aa overlap (10-56:59-105) 
 
                                    10        20        30          
2MEPSP                      DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : .. .. .  .: .  ::. ..   ::   
gi|185 SVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEA 
       30        40        50        60        70        80         
 
      40        50        60        70        80 
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
        ::: :  . : :  :.                         
gi|185 EAAPEAAKEEEKEESDEDMGFGLFD                 
       90       100       110                    
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (11-57:42-98) 
 
                                   10                20        30   
2MEPSP                     DCFLGTDCPPVRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
gi|166 SSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
              20        30        40        50        60        70  
 
               40        50        60        70        80           
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS           
       . ..  :: . . .  ::. .:.:...                                  
gi|166 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
              80        90       100       110       120       130  
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (17-56:162-201) 
 
                             10        20        30        40       
2MEPSP               DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
         50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
       : .  : . :                         
gi|116 GKAFYEAVAKAHQ                      
             200                          
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (27-54:7-34) 
 
               10        20        30        40        50        60 
2MEPSP DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                                 : .. :  ..:.  :::. :   :....       
gi|833                     MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTT 
                                   10        20        30        40 
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               70        80                                         
2MEPSP PYVEMTLRLMERFGVKAEHS                                         
                                                                    
gi|833 VVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSV 
               50        60        70        80        90       100 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (27-54:7-34) 
 
               10        20        30        40        50        60 
2MEPSP DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                                 : .. :  ..:.  :::. :   :....       
gi|668                     MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTT 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP PYVEMTLRLMERFGVKAEHS                                         
                                                                    
gi|668 VVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSV 
               50        60        70        80        90       100 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (23-78:71-126) 
 
                       10        20        30        40        50   
2MEPSP         DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
             60        70        80                                 
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHS                                 
          ::.: :.    ..   .. .:..                                   
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 17.8 E():   38 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (2-11:38-47) 
 
                                            10        20        30  
2MEPSP                              DCFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
              40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                                         
gi|114 CNKNCT                                            
        70                                               
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.0  bits: 19.0 E():   38 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (11-57:56-112) 
 
                                   10                20        30   
2MEPSP                     DCFLGTDCPPVRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
gi|133 SSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
          30        40        50        60        70        80      
 
               40        50        60        70        80           
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS           
       . ..  :: . . .  ::. .:.:...                                  
gi|133 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
          90       100       110       120       130       140      
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>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (3-12:48-57) 
 
                                           10        20        30   
2MEPSP                             DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
             40        50        60        70        80    
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS    
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.7  bits: 19.4 E():   39 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (21-56:117-149) 
 
                         10        20        30        40        50 
2MEPSP           DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
               60        70        80                               
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHS                               
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.1  bits: 19.4 E():   43 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (21-56:144-176) 
 
                         10        20        30        40        50 
2MEPSP           DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
               60        70        80                               
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHS                               
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.1  bits: 19.4 E():   43 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (21-56:144-176) 
 
                         10        20        30        40        50 
2MEPSP           DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
               60        70        80                               
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHS                               
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.9  bits: 19.8 E():   44 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (10-46:244-280) 
 
                                    10         20        30         
2MEPSP                      DCFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
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gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
       40         50        60        70        80                  
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS                  
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.8  bits: 17.9 E():   44 
Smith-Waterman score: 44; 34.8% identity (69.6% similar) in 23 aa overlap (1-21:49-71) 
 
                                               10        20         
2MEPSP                               DCF--LGTDCPPVRVNGIGGLPGGKVKLSG 
                                     .:.  :... : :  :. ..:::        
gi|328 GGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVHIP 
       20        30        40        50        60        70         
 
       30        40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                                            
gi|328 YKISASTNCATVK                                        
       80        90                                         
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.7  bits: 17.9 E():   45 
Smith-Waterman score: 44; 34.8% identity (69.6% similar) in 23 aa overlap (1-21:50-72) 
 
                                               10        20         
2MEPSP                               DCF--LGTDCPPVRVNGIGGLPGGKVKLSG 
                                     .:.  :... : :  :. ..:::        
gi|837 GGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIP 
      20        30        40        50        60        70          
 
       30        40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                                            
gi|837 YKISASTNCATVK                                        
      80        90                                          
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (46-79:92-127) 
 
          20        30        40        50           60        70   
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
             80                                 
2MEPSP FGVKAEHS                                 
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (33-79:81-127) 
 
             10        20        30        40        50          60 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
               70        80                                 
2MEPSP PYVEMTLRLMERFGVKAEHS                                 
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
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      110       120       130       140       150       160 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (33-79:81-127) 
 
             10        20        30        40        50          60 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               70        80                                 
2MEPSP PYVEMTLRLMERFGVKAEHS                                 
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (9-48:136-175) 
 
                                     10        20        30         
2MEPSP                       DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
       40        50        60        70        80                   
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS                   
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (9-48:137-176) 
 
                                     10        20        30         
2MEPSP                       DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
       40        50        60        70        80                   
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS                   
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.6  bits: 18.3 E():   46 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (21-68:21-64) 
 
               10        20        30        40        50        60 
2MEPSP DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                           :... : :.. ... : : . :  . :.. :  ..:: .. 
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQNL 
               10        20         30         40          50       
 
               70        80                                         
2MEPSP PYVEMTLRLMERFGVKAEHS                                         
       :. :.  :                                                     
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (9-48:140-179) 
 
                                     10        20        30         
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2MEPSP                       DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
       40        50        60        70        80                   
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS                   
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.4  bits: 19.9 E():   47 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (22-46:221-245) 
 
                        10        20        30        40        50  
2MEPSP          DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
              60        70        80                                
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHS                                
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.3  bits: 19.5 E():   47 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (9-48:151-190) 
 
                                     10        20        30         
2MEPSP                       DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
       40        50        60        70        80                   
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS                   
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (9-61:79-126) 
 
                                     10        20        30         
2MEPSP                       DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
       40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
       ..  :.. :. .. ....: . :                    
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF               
          110        120       130                
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.7  bits: 18.7 E():   51 
Smith-Waterman score: 46; 32.8% identity (48.3% similar) in 58 aa overlap (1-46:35-92) 
 
                                                   10               
2MEPSP                               DCFLG----TD--CPP--VRVN---GIGGL 
                                     : .::    .:  ::    : :   : .:  
gi|124 PKPVLDTNGKELNPNSSYRIISIGRGALGGDVYLGKSPNSDAPCPDGVFRYNSDVGPSGT 
           10        20        30        40        50        60     
 
      20        30         40        50        60        70         
2MEPSP PGGKVKLSGSI-SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
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       :   . :::.:  .: :.  .  : . :                                 
gi|124 PVRFIPLSGGIFEDQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGTIGQADS 
           70        80        90       100       110       120     
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.3  bits: 18.0 E():   54 
Smith-Waterman score: 44; 34.8% identity (69.6% similar) in 23 aa overlap (1-21:75-97) 
 
                                               10        20         
2MEPSP                               DCF--LGTDCPPVRVNGIGGLPGGKVKLSG 
                                     .:.  :... : :  :. ..:::        
gi|547 GGGAVPPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIP 
           50        60        70        80        90       100     
 
       30        40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                                            
gi|547 YKISASTNCATVK                                        
          110                                               
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (33-79:80-126) 
 
             10        20        30        40        50          60 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
               70        80                                 
2MEPSP PYVEMTLRLMERFGVKAEHS                                 
       :     :.. ... .:..:                                  
gi|437 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (33-79:81-127) 
 
             10        20        30        40        50          60 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               70        80                                 
2MEPSP PYVEMTLRLMERFGVKAEHS                                 
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (33-79:81-127) 
 
             10        20        30        40        50          60 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               70        80                                 
2MEPSP PYVEMTLRLMERFGVKAEHS                                 
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (9-42:146-179) 
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                                     10        20        30         
2MEPSP                       DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
       40        50        60        70        80                   
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS                   
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 17.2 E():   60 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (28-49:54-75) 
 
                  10        20        30        40        50        
2MEPSP    DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHS 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 17.2 E():   60 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (28-49:54-75) 
 
                  10        20        30        40        50        
2MEPSP    DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHS 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.2  bits: 17.2 E():   61 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (27-69:6-51) 
 
               10        20        30        40        50           
2MEPSP DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKL 
                                 :. .. :.:  :.  ::. :  :  .   .   : 
gi|453                      RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPL 
                                    10        20        30          
 
        60        70        80                    
2MEPSP ISIPYVEMTLRLMERFGVKAEHS                    
       . .:    ::..                               
gi|453 LLLPLDTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
      40        50        60        70        80  
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 70.0  bits: 19.6 E():   63 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (18-57:393-434) 
 
                            10        20        30          40      
2MEPSP              DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
          50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
       :::  .   :..                        
gi|601 LGDKAVYAGDNFRTAINL                  
            430       440                  
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>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.9  bits: 17.7 E():   64 
Smith-Waterman score: 43; 35.9% identity (51.3% similar) in 39 aa overlap (18-56:68-105) 
 
                            10        20        30        40        
2MEPSP              DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|117 RLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAA-SGGAAAAGGSAQAEAAPEAAK 
        40        50        60        70         80        90       
 
        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
       . : :  :.                         
gi|117 EEEKEESDEDMGFGLFD                 
        100       110                    
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 69.8  bits: 21.2 E():   65 
Smith-Waterman score: 54; 30.6% identity (53.1% similar) in 49 aa overlap (5-46:45-93) 
 
                                         10          20             
2MEPSP                           DCFLGTDCPPVRV--NGIGGLPG-----GKVKLS 
                                     :   :: :   .:: : ::     :   :. 
gi|278 VTSCLATCQSLQEATARKGPSGDRGPRGERGPPGPPGRDGDDGIPGPPGPPGPPGPPGLG 
           20        30        40        50        60        70     
 
        30        40        50        60        70        80        
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS        
       :....:. .     .:..:                                          
gi|278 GNFAAQFDAKGGGPGPMGLMGPRGPPGASGAPGPQGFQGPPGEPGEPGQTGPAGARGPPG 
           80        90       100       110       120       130     
 
>>gi|30909091|gb|AAP37412.1| venom serine protease precu  (277 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 46; 43.8% identity (56.2% similar) in 16 aa overlap (1-16:23-38) 
 
                                     10        20        30         
2MEPSP                       DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                             .:  : : :   :::.                       
gi|309 MNCGKIILLFITIIGVAKSREENCKCGWDNPSRIVNGVETEINEFPMVARLIYPSPGMYC 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS                   
                                                                    
gi|309 GGTIITPQHIVTAAHCLQKYKRTNYTGIHVVVGEHDYTTDTETNVTKRYTIAEVTIHPNY 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 44; 20.4% identity (65.3% similar) in 49 aa overlap (33-79:81-127) 
 
             10        20        30        40        50          60 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               70        80                                 
2MEPSP PYVEMTLRLMERFGVKAEHS                                 
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (33-79:81-127) 
 
             10        20        30        40        50          60 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
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gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
               70        80                                 
2MEPSP PYVEMTLRLMERFGVKAEHS                                 
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (46-79:92-127) 
 
          20        30        40            50        60        70  
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
              80                                 
2MEPSP RFGVKAEHS                                 
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (33-79:81-127) 
 
             10        20        30        40        50          60 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               70        80                                 
2MEPSP PYVEMTLRLMERFGVKAEHS                                 
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVEGYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.1  bits: 19.3 E():   71 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (8-17:339-348) 
 
                                      10        20        30        
2MEPSP                        DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
 
        40        50        60        70        80 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                                   
gi|513 SDPPVPLNMACHKTESLRTLASV                     
      370       380       390                      
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (37-79:8-46) 
 
         10        20        30        40        50        60       
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :..::. ..   :...  ::  .  . .:  
gi|140                        MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM- 
                                      10        20        30        
 
         70        80                                               
2MEPSP LRLMERFGVKAEHS                                               
         :::.:: : ..                                                
gi|140 --LMEEFGEKIDQIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQ 
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            40        50        60        70        80        90    
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (46-60:83-97) 
 
          20        30        40        50        60        70      
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
          80                            
2MEPSP KAEHS                            
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (46-60:83-97) 
 
          20        30        40        50        60        70      
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
          80                            
2MEPSP KAEHS                            
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (18-26:36-44) 
 
                            10        20        30        40        
2MEPSP              DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
        50        60        70        80             
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS             
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 68.4  bits: 19.3 E():   77 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (18-57:393-434) 
 
                            10        20        30          40      
2MEPSP              DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
          50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
       ::: ..   :..                        
gi|467 LGDKRLYAGDNFRTAINL                  
            430       440                  
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 42; 41.2% identity (52.9% similar) in 17 aa overlap (5-21:44-60) 
 
                                         10        20        30     
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2MEPSP                           DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|506 ALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKTTPDRQAACN 
            20        30        40        50        60        70    
 
           40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                                      
gi|506 CLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK     
            80        90       100       110          
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 42; 41.2% identity (52.9% similar) in 17 aa overlap (5-21:44-60) 
 
                                         10        20        30     
2MEPSP                           DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|506 ALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKTTPDRQAACN 
            20        30        40        50        60        70    
 
           40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                                      
gi|506 CLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK     
            80        90       100       110          
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 42; 41.2% identity (52.9% similar) in 17 aa overlap (5-21:44-60) 
 
                                         10        20        30     
2MEPSP                           DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|506 ALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKTTPDRQAACN 
            20        30        40        50        60        70    
 
           40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                                      
gi|506 CLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK     
            80        90       100       110          
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.4 E():   79 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (9-21:48-60) 
 
                                     10        20        30         
2MEPSP                       DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
       40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                                  
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF    
        80        90       100       110          
 
>>gi|9297015|sp|P82534.1|NLTP1_PRUDO RecName: Full=Non-s  (91 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.0  bits: 17.0 E():   81 
Smith-Waterman score: 41; 34.8% identity (65.2% similar) in 23 aa overlap (1-21:49-71) 
 
                                               10        20         
2MEPSP                               DCF--LGTDCPPVRVNGIGGLPGGKVKLSG 
                                     .:.  :. . : :  :. ..:::        
gi|929 GGGAVPPACCNGIRNVNNLARTTADRRAACNCLKQLSGSIPGVNPNNAAALPGKCGVNVP 
       20        30        40        50        60        70         
 
       30        40        50        60        70        80 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
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gi|929 YKISASTNCATVK                                        
       80        90                                         
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (13-34:45-65) 
 
                                 10        20        30        40   
2MEPSP                   DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
             50        60        70        80                       
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS                       
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (56-79:104-127) 
 
          30        40        50        60        70        80      
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS      
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (33-79:81-127) 
 
             10        20        30        40        50          60 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               70        80                                 
2MEPSP PYVEMTLRLMERFGVKAEHS                                 
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (56-79:104-127) 
 
          30        40        50        60        70        80      
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS      
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (56-79:104-127) 
 
          30        40        50        60        70        80      
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS      
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
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gi|226 IKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (27-57:108-139) 
 
                   10        20        30        40        50       
2MEPSP     DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
          60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHS 
       ..                        
gi|606 EIDEDGSGKIEFEEFWELMAGEAD  
       140       150       160   
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.8  bits: 14.6 E():   83 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (7-20:5-18) 
 
               10        20        30        40        50        60 
2MEPSP DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
             :: :   . :  ::                                         
gi|244   IGNEDCTPWMSTLITPLP                                         
                 10                                                 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (10-59:115-164) 
 
                                    10        20        30          
2MEPSP                      DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
      40        50        60        70        80                    
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS                    
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.6  bits: 20.2 E():   85 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (44-71:500-527) 
 
            20        30        40        50        60        70    
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
            80                                                      
2MEPSP GVKAEHS                                                      
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (15-29:69-83) 
 
                               10        20        30        40     
2MEPSP                 DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|461 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
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           50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                            
gi|461 SDEDMGFGLFD                          
      100                                   
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (15-29:69-83) 
 
                               10        20        30        40     
2MEPSP                 DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|416 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
           50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                            
gi|416 SDEDMGFGLFD                          
      100                                   
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.8  bits: 19.0 E():   94 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (18-48:391-423) 
 
                            10        20        30          40      
2MEPSP              DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
          50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
       :::                                 
gi|144 LGDNAVYAGNNFRTAVNL                  
              430                          
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.1 E():   96 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (5-21:44-60) 
 
                                         10        20        30     
2MEPSP                           DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|384 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
           40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                                      
gi|384 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK     
            80        90       100       110          
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.1 E():   96 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (5-21:44-60) 
 
                                         10        20        30     
2MEPSP                           DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|144 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
           40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                                      
gi|144 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK     
            80        90       100       110          
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>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.3 E():   97 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (9-48:124-163) 
 
                                     10        20        30         
2MEPSP                       DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
       40        50        60        70        80                   
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS                   
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (21-59:309-349) 
 
                         10        20         30        40          
2MEPSP           DCFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
        .. :.: :..:                      
gi|752 GANAEVI-KMVSET                    
      340        350                     
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (2-34:94-123) 
 
                                             10        20        30 
2MEPSP                              DCFLGTD-CPPVRVNGIGGLPGGKVKLSGSI 
                                     :  : : :  :    .:     .: :.::  
gi|482 NPGPQPPAKNMKNLVWNDELAYIAQVWANQCEYGHDTCRDVAKYQVG----QNVALTGST 
            70        80        90       100       110              
 
               40        50        60        70        80           
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS           
       ...:                                                         
gi|482 AAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANTKEVGCGSIKYIQEK 
     120       130       140       150       160       170          
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.4  bits: 17.1 E():   99 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (24-45:7-24) 
 
               10        20        30        40        50        60 
2MEPSP DCFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                              .:::: .    :  ...:::.:                
gi|209                  MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGS 
                                10            20        30          
 
               70        80                                         
2MEPSP PYVEMTLRLMERFGVKAEHS                                         
                                                                    
gi|209 CIGYLRGTVPTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPG 
      40        50        60        70        80        90          
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (33-79:80-126) 
 
             10        20        30        40        50          60 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
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gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
               70        80                                 
2MEPSP PYVEMTLRLMERFGVKAEHS                                 
       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:40 2011 done: Tue Apr 19 10:57:40 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 150  - 229 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     3     0:= 
  30    13     2:*==== 
  32    13     8:==*== 
  34    30    22:=======*== 
  36    39    44:============= * 
  38    42    73:==============          * 
  40    89   102:==============================   * 
  42   113   125:======================================   * 
  44   141   138:=============================================*= 
  46   151   140:==============================================*==== 
  48   179   134:============================================*=============== 
  50   129   122:========================================*== 
  52   116   108:===================================*=== 
  54    81    92:===========================   * 
  56    89    77:=========================*==== 
  58    31    63:===========         * 
  60    43    51:=============== * 
  62    33    41:===========  * 
  64    28    33:==========* 
  66    30    26:========*= 
  68    18    20:======* 
  70    13    16:=====* 
  72    15    12:===*= 
  74    12    10:===* 
  76     6     8:==* 
  78    13     6:=*=== 
  80     3     5:=* 
  82     2     3:* 
  84     3     3:* 
  86     3     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
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 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.52590.00284; mu= 14.0685 0.147 
 mean_var=38.823010.592, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.205840 
 Kolmogorov-Smirnov  statistic: 0.0281 (N=29) at  56 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   62 23.3     1.4 
gi|285005081|emb|CBJ24287.1| ragweed homologue of  ( 147)   59 22.5       3 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   59 22.7       5 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   58 22.4     5.5 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.0     5.6 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.0     5.6 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.0     5.8 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   54 20.8     6.4 
gi|285005077|emb|CBJ24285.1| ragweed homologue of  ( 147)   55 21.3     6.9 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.0     8.1 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   54 21.0     8.9 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 21.0     8.9 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   54 21.0       9 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 22.4      11 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.7      11 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   52 20.4      12 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.3      16 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.2      16 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   51 20.1      16 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.0      19 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.5      20 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 19.8      20 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 19.8      20 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 19.8      20 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 19.8      20 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 21.9      21 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.1      21 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.7      23 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   53 21.1      24 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.5      24 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.0      25 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 19.5      25 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   51 20.4      26 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.0      29 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.0      29 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   50 20.0      29 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 19.2      30 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 20.5      31 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 18.0      32 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 20.5      33 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 18.5      36 
gi|119524036|gb|ABL77410.1| UA3-recognized allerge (1096)   54 21.8      36 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 19.7      36 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 19.7      36 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.3      36 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   47 18.9      36 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 18.9      37 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   47 19.0      39 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.6      39 
gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Po (  73)   44 17.7      39 
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gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.4      40 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.4      43 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.4      43 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 19.8      44 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   45 18.2      45 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.5      46 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.5      46 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 18.6      46 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 18.6      46 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 18.6      46 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.5      46 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 19.9      47 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.2      47 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.5      47 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.3      49 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   45 18.3      56 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   45 18.3      56 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 18.3      56 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   45 18.3      56 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.2      57 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.2      62 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.2      62 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.3      63 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.6      63 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.2      63 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.6      66 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   44 18.1      69 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 18.1      69 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   44 18.1      69 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.1      69 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   42 17.2      69 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   42 17.2      69 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.3      71 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 17.7      75 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.3      77 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   44 18.1      77 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.7      78 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.7      78 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.3      79 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   42 17.3      81 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   42 17.3      81 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   42 17.3      81 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.3      82 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   42 17.3      82 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.8      84 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.2      84 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   43 17.8      84 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 17.8      84 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   43 17.8      84 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 17.8      84 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 17.8      84 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.2      85 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.5      89 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.0      94 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   41 17.0      95 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   41 17.0      95 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.2      98 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 18.7      98 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   44 18.3      99 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.0      99 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.0      99 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   43 17.9      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 99.7  bits: 23.3 E():  1.4 
Smith-Waterman score: 62; 33.3% identity (63.6% similar) in 33 aa overlap (4-35:61-93) 
 
                                          10        20         30   
2MEPSP                            CFLGTDCPPVRVNGIGGLPGG-KVKLSGSISSQ 
                                     : :: :...::    :.  ... : ...:  
gi|294 TQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSW 
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               40        50        60        70        80        90 
 
             40        50        60        70        80 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
       : :                                              
gi|294 YQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS                
              100       110       120                   
 
>>gi|285005081|emb|CBJ24287.1| ragweed homologue of Art   (147 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 93.9  bits: 22.5 E():    3 
Smith-Waterman score: 59; 40.9% identity (54.5% similar) in 22 aa overlap (1-21:66-87) 
 
                                             10         20          
2MEPSP                               CFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::  .:: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYSDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
      30        40        50        60        70        80  
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD  
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGER 
         100       110       120       130       140        
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  42 init1:  42 opt:  59  Z-score: 89.9  bits: 22.7 E():    5 
Smith-Waterman score: 59; 32.4% identity (56.8% similar) in 37 aa overlap (2-38:30-65) 
 
                                           10        20        30   
2MEPSP                             CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                    . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
             40        50        60        70        80             
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD             
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 89.2  bits: 22.4 E():  5.5 
Smith-Waterman score: 58; 31.8% identity (61.4% similar) in 44 aa overlap (20-62:8-47) 
 
               10        20        30         40        50          
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISI 
                          ::. : .:.. . . .   : :. .:  :: .:..   .:  
gi|111             MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSP 
                           10        20        30         40        
 
      60        70        80                                        
2MEPSP PYVEMTLRLMERFGVKAEHSD                                        
       :::                                                          
gi|111 PYVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMG 
           50        60        70        80        90       100     
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.1  bits: 22.0 E():  5.6 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (34-49:9-24) 
 
            10        20        30        40        50        60    
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
            70        80                                            
2MEPSP MTLRLMERFGVKAEHSD                                            
                                                                    
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
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>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.1  bits: 22.0 E():  5.6 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (34-49:9-24) 
 
            10        20        30        40        50        60    
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
            70        80                                            
2MEPSP MTLRLMERFGVKAEHSD                                            
                                                                    
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.8  bits: 22.0 E():  5.8 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (28-66:26-64) 
 
               10        20        30        40        50        60 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
                                  :.:. :: :  ...::  :   :: . : .  : 
gi|144   MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTP 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP YVEMTLRLMERFGVKAEHSD                                         
          . :                                                       
gi|144 VYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTG 
       60        70        80        90       100       110         
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.0  bits: 20.8 E():  6.4 
Smith-Waterman score: 54; 42.9% identity (64.3% similar) in 14 aa overlap (1-14:33-46) 
 
                                             10        20        30 
2MEPSP                               CFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :  : :: :.. .:                 
gi|166 PTPTPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVM 
             10        20        30        40        50        60   
 
               40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
                                                          
gi|166 NLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN            
             70        80        90       100             
 
>>gi|285005077|emb|CBJ24285.1| ragweed homologue of Art   (147 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 87.5  bits: 21.3 E():  6.9 
Smith-Waterman score: 55; 40.9% identity (50.0% similar) in 22 aa overlap (1-21:66-87) 
 
                                             10         20          
2MEPSP                               CFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : :         
gi|285 FKETDKCDKRCIEWEGAKHGACHKRDSKAMCFCYFDCDPTKNPGPPPGAPKGMPPAPSPP 
          40        50        60        70        80        90      
 
      30        40        50        60        70        80  
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD  
                                                            
gi|285 SGGGAPPPSGGEGGGDGGGEGGGEGGGGGGEGGGEGGGGGGEGGGEGGGGGR 
         100       110       120       130       140        
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 86.2  bits: 21.0 E():  8.1 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (13-66:66-119) 
 
                                 10        20        30        40   
2MEPSP                   CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
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                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
             50        60        70        80      
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD      
         . :. :.... . . : .  .:                    
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 85.4  bits: 21.0 E():  8.9 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (44-78:90-126) 
 
            20        30        40        50          60        70  
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
              80                                
2MEPSP FGVKAEHSD                                
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 85.4  bits: 21.0 E():  8.9 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (44-78:90-126) 
 
            20        30        40        50          60        70  
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
              80                                
2MEPSP FGVKAEHSD                                
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 85.4  bits: 21.0 E():    9 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (44-78:91-127) 
 
            20        30        40        50          60        70  
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
              80                                
2MEPSP FGVKAEHSD                                
       . .:..:                                  
gi|132 YHTKGDHEMKAEHMKAIKEKAEALLRAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 83.7  bits: 22.4 E():   11 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (25-60:247-289) 
 
                     10        20        30          40             
2MEPSP       CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
        50        60        70        80                            
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD                            
       :   .: .  .::                                                
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gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.6  bits: 20.7 E():   11 
Smith-Waterman score: 61; 43.5% identity (52.2% similar) in 23 aa overlap (1-22:66-88) 
 
                                             10         20          
2MEPSP                               CFLGTDCPPVRVNGIG-GLPGGKVKLSGSI 
                                     ::   :: :..  :   : : ::        
gi|285 VKQTDKCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPP 
          40        50        60        70        80        90      
 
      30        40        50        60        70        80          
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD          
                                                                    
gi|285 SGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGE 
         100       110       120       130       140       150      
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 82.9  bits: 20.4 E():   12 
Smith-Waterman score: 52; 27.6% identity (55.2% similar) in 58 aa overlap (20-76:30-86) 
 
                         10        20         30        40          
2MEPSP           CFLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSD                              
       . ..  .:..  . : .     ::: :                                  
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 81.0  bits: 21.3 E():   16 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (22-54:105-139) 
 
                        10        20        30         40        50 
2MEPSP          CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
                60        70        80                              
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHSD                              
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 80.7  bits: 22.2 E():   16 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (25-60:378-420) 
 
                     10        20        30          40             
2MEPSP       CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
        50        60        70        80                            
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD                            
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 51; 42.9% identity (52.4% similar) in 21 aa overlap (1-19:42-62) 
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                                               10        20         
2MEPSP                               CFLGTDCP--PVRVNGIGGLPGGKVKLSGS 
                                     :  :   :  :.:: :.:  :          
gi|282 LLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRR 
              20        30        40        50        60        70  
 
       30        40        50        60        70        80         
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD         
                                                                    
gi|282 RAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARR 
              80        90       100       110       120       130  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 79.7  bits: 21.0 E():   19 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 78 aa overlap (1-59:80-155) 
 
                                              10              20    
2MEPSP                               C-FLGTDCPPVRVNGI------GGLPGGKV 
                                     : ::: .    . .:.      :: : :   
gi|612 NLYSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGG-PYGDY 
      50        60        70        80        90       100          
 
                 30        40               50        60        70  
2MEPSP KLSGS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISIPYVEMTLRLMER 
       .:. .     .. :  :..: ..       :: :::::.. ::  :.:             
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLARN 
      110       120       130       140        150       160        
 
              80                                                    
2MEPSP FGVKAEHSD                                                    
                                                                    
gi|612 LKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAA 
       170       180       190       200       210       220        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (53-74:9-30) 
 
             30        40        50        60        70        80   
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD   
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (44-78:91-127) 
 
            20        30        40        50          60        70  
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
              80                                
2MEPSP FGVKAEHSD                                
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (21-78:70-127) 
 
                         10        20        30        40        50 
2MEPSP           CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
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      40        50        60        70        80        90          
 
                 60        70        80                             
2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEHSD                             
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (44-78:91-127) 
 
            20        30        40        50          60        70  
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
              80                                
2MEPSP FGVKAEHSD                                
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (44-78:91-127) 
 
            20        30        40        50          60        70  
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
              80                                
2MEPSP FGVKAEHSD                                
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 78.7  bits: 21.9 E():   21 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (43-70:414-441) 
 
             20        30        40        50        60        70   
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
             80                                                     
2MEPSP GVKAEHSD                                                     
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.6  bits: 21.1 E():   21 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (10-27:167-184) 
 
                                    10        20        30          
2MEPSP                      CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
      40        50        60        70        80                    
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD                    
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
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>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.9  bits: 20.7 E():   23 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (8-42:175-211) 
 
                                      10        20        30        
2MEPSP                        CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
        40          50        60        70        80                
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD                
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 77.8  bits: 21.1 E():   24 
Smith-Waterman score: 53; 42.9% identity (64.3% similar) in 14 aa overlap (1-14:392-405) 
 
                                             10        20        30 
2MEPSP                               CFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :  : :: :.. .:                 
gi|142 PTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNTVKAHAAYVM 
             370       380       390       400       410       420  
 
               40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
                                                          
gi|142 NLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN            
             430       440       450       460            
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 19.5 E():   24 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (14-21:119-126) 
 
                                10        20        30        40    
2MEPSP                  CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
            50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
                                             
gi|144 EEVD                                  
      150                                    
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 77.4  bits: 22.0 E():   25 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (43-70:500-527) 
 
             20        30        40        50        60        70   
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
             80                                                     
2MEPSP GVKAEHSD                                                     
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (55-78:104-127) 
 
           30        40        50        60        70        80     
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD     
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                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 77.1  bits: 20.4 E():   26 
Smith-Waterman score: 51; 27.0% identity (54.1% similar) in 37 aa overlap (2-38:30-65) 
 
                                           10        20        30   
2MEPSP                             CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                    . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
             40        50        60        70        80             
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD             
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.2  bits: 20.0 E():   29 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (9-55:133-176) 
 
                                     10        20        30         
2MEPSP                       CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
       40        50        60        70        80                   
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD                   
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.2  bits: 20.0 E():   29 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (9-55:133-176) 
 
                                     10        20        30         
2MEPSP                       CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
       40        50        60        70        80                   
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD                   
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 50; 25.9% identity (66.7% similar) in 27 aa overlap (6-32:119-145) 
 
                                        10        20        30      
2MEPSP                          CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     .:     ...: . :::. . :.:...    
gi|462 DKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSKDNVGKVTGGKTCMYGGITKHEGN 
       90       100       110       120       130       140         
 
          40        50        60        70        80                
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD                
                                                                    
gi|462 HFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLYEFNSSPY 
      150       160       170       180       190       200         
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>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (32-78:80-126) 
 
              10        20        30        40        50            
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
      60        70        80                                
2MEPSP PYVEMTLRLMERFGVKAEHSD                                
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 75.6  bits: 20.5 E():   31 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (17-73:271-326) 
 
                             10        20        30        40       
2MEPSP               CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
         50        60        70        80                           
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD                           
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 75.3  bits: 18.0 E():   32 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (44-77:5-40) 
 
            20        30        40        50           60        70 
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.:. .: ::   ::.: :     ..    
gi|603                           VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTS 
                                          10        20        30    
 
               80                                
2MEPSP RFGVKAEHSD                                
       .. .:..                                   
gi|603 KYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
            40        50        60        70     
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.2  bits: 20.5 E():   33 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (28-76:54-105) 
 
                  10        20        30          40        50      
2MEPSP    CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
           60        70        80                                   
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSD                                   
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 74.5  bits: 18.5 E():   36 
Smith-Waterman score: 46; 27.7% identity (53.2% similar) in 47 aa overlap (9-55:59-105) 
 
                                     10        20        30         
2MEPSP                       CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : .. .. .  .: .  ::. ..   ::   
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gi|185 SVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEA 
       30        40        50        60        70        80         
 
       40        50        60        70        80 
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
        ::: :  . : :  :.                          
gi|185 EAAPEAAKEEEKEESDEDMGFGLFD                  
       90       100       110                     
 
>>gi|119524036|gb|ABL77410.1| UA3-recognized allergen [A  (1096 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 74.5  bits: 21.8 E():   36 
Smith-Waterman score: 54; 38.9% identity (66.7% similar) in 18 aa overlap (1-18:957-974) 
 
                                             10        20        30 
2MEPSP                               CFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :  ::  ::: ... :..             
gi|119 IPETECMKSQVAMATCQKKFGSECVALQQECVAGTGAPPVTIGARGAFMLATALRSCIFN 
        930       940       950       960       970       980       
 
               40        50        60        70        80           
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD           
                                                                    
gi|119 GGVIGSCVLYHPPSQCDQWVQQCATALQTSAGVTVAGGYRQLSPPMAVCVASQDLMTRCM 
        990      1000      1010      1020      1030      1040       
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (26-53:7-34) 
 
               10        20        30        40        50        60 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
                                : .. :  ..:.  :::. :   :....        
gi|833                    MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTV 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP YVEMTLRLMERFGVKAEHSD                                         
                                                                    
gi|833 VWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVA 
              50        60        70        80        90       100  
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (26-53:7-34) 
 
               10        20        30        40        50        60 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
                                : .. :  ..:.  :::. :   :....        
gi|668                    MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTV 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP YVEMTLRLMERFGVKAEHSD                                         
                                                                    
gi|668 VWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVA 
              50        60        70        80        90       100  
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 19.3 E():   36 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (16-55:162-201) 
 
                              10        20        30        40      
2MEPSP                CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
          50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
       : .  : . :                          
gi|116 GKAFYEAVAKAHQ                       
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             200                           
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.3  bits: 18.9 E():   36 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (10-56:42-98) 
 
                                    10                20        30  
2MEPSP                      CFLGTDCPPVRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
gi|166 SSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
              20        30        40        50        60        70  
 
                40        50        60        70        80          
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD          
       . ..  :: . . .  ::. .:.:...                                  
gi|166 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
              80        90       100       110       120       130  
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 74.1  bits: 18.9 E():   37 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (22-77:71-126) 
 
                        10        20        30        40        50  
2MEPSP          CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
              60        70        80                                
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSD                                
          ::.: :.    ..   .. .:..                                   
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.9  bits: 19.0 E():   39 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (10-56:56-112) 
 
                                    10                20        30  
2MEPSP                      CFLGTDCPPVRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
gi|133 SSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
          30        40        50        60        70        80      
 
                40        50        60        70        80          
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD          
       . ..  :: . . .  ::. .:.:...                                  
gi|133 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
          90       100       110       120       130       140      
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (2-11:48-57) 
 
                                            10        20        30  
2MEPSP                              CFLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
              40        50        60        70        80   
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD   
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|114091|sp|P10414.2|MPAT5_AMBTR RecName: Full=Pollen  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 17.7 E():   39 
Smith-Waterman score: 44; 50.0% identity (70.0% similar) in 10 aa overlap (1-10:38-47) 
 
                                             10        20        30 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4862

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP                               CFLGTDCPPVRVNGIGGLPGGKVKLSGSIS 
                                     :. ::.:  :                     
gi|114 TLFILIITSTIKAIGSTNEVDEIKQEDDGLCYEGTNCGKVGKYCCSPIGKYCVCYDSKAI 
        10        20        30        40        50        60        
 
               40        50        60        70        80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
                                                          
gi|114 CNKNCT                                             
        70                                                
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.6  bits: 19.4 E():   40 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (20-55:117-149) 
 
                          10        20        30        40          
2MEPSP            CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
      50        60        70        80                              
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSD                              
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.0  bits: 19.4 E():   43 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (20-55:144-176) 
 
                          10        20        30        40          
2MEPSP            CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
      50        60        70        80                              
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSD                              
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.0  bits: 19.4 E():   43 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (20-55:144-176) 
 
                          10        20        30        40          
2MEPSP            CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
      50        60        70        80                              
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSD                              
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 72.9  bits: 19.8 E():   44 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (9-45:244-280) 
 
                                     10         20        30        
2MEPSP                       CFLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
        40         50        60        70        80                 
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD                 
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       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.7  bits: 18.2 E():   45 
Smith-Waterman score: 45; 38.9% identity (77.8% similar) in 18 aa overlap (3-20:80-97) 
 
                                           10        20        30   
2MEPSP                             CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                     :... : : .:. ..:::             
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
             40        50        60        70        80 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
                                                        
gi|671 STNCATVK                                         
     110                                                
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (8-47:136-175) 
 
                                      10        20        30        
2MEPSP                        CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
        40        50        60        70        80                  
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD                  
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (8-47:137-176) 
 
                                      10        20        30        
2MEPSP                        CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
        40        50        60        70        80                  
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD                  
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (32-78:81-127) 
 
              10        20        30        40        50            
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      60        70        80                                
2MEPSP PYVEMTLRLMERFGVKAEHSD                                
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (45-78:92-127) 
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           20        30        40        50           60        70  
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
              80                                
2MEPSP FGVKAEHSD                                
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (32-78:81-127) 
 
              10        20        30        40        50            
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
      60        70        80                                
2MEPSP PYVEMTLRLMERFGVKAEHSD                                
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (8-47:140-179) 
 
                                      10        20        30        
2MEPSP                        CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
        40        50        60        70        80                  
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD                  
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.4  bits: 19.9 E():   47 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (21-45:221-245) 
 
                         10        20        30        40        50 
2MEPSP           CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
               60        70        80                               
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSD                               
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.4  bits: 18.2 E():   47 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (20-67:21-64) 
 
                10        20        30        40        50          
2MEPSP  CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                           :... : :.. ... : : . :  . :.. :  ..:: .. 
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQNL 
               10        20         30         40          50       
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      60        70        80                                        
2MEPSP PYVEMTLRLMERFGVKAEHSD                                        
       :. :.  :                                                     
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.3  bits: 19.5 E():   47 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (8-47:151-190) 
 
                                      10        20        30        
2MEPSP                        CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
        40        50        60        70        80                  
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD                  
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.1  bits: 18.3 E():   49 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (8-60:79-126) 
 
                                      10        20        30        
2MEPSP                        CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
        40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
       ..  :.. :. .. ....: . :                     
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF                
          110        120       130                 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 71.0  bits: 18.3 E():   56 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (32-78:80-126) 
 
              10        20        30        40        50            
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
      60        70        80                                
2MEPSP PYVEMTLRLMERFGVKAEHSD                                
       :     :.. ... .:..:                                  
gi|437 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (32-78:81-127) 
 
              10        20        30        40        50            
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      60        70        80                                
2MEPSP PYVEMTLRLMERFGVKAEHSD                                
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
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 initn:  40 init1:  40 opt:  45  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 45; 34.3% identity (54.3% similar) in 35 aa overlap (46-80:125-157) 
 
          20        30        40        50        60        70      
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
          80    
2MEPSP AEHSD    
         :::    
gi|132 --HSDAYN 
            160 
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (32-78:81-127) 
 
              10        20        30        40        50            
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      60        70        80                                
2MEPSP PYVEMTLRLMERFGVKAEHSD                                
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (8-41:146-179) 
 
                                      10        20        30        
2MEPSP                        CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
        40        50        60        70        80                  
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD                  
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 17.2 E():   62 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (27-48:54-75) 
 
                   10        20        30        40        50       
2MEPSP     CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
         60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSD 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 17.2 E():   62 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (27-48:54-75) 
 
                   10        20        30        40        50       
2MEPSP     CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
         60        70        80 
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2MEPSP ISIPYVEMTLRLMERFGVKAEHSD 
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 70.0  bits: 21.3 E():   63 
Smith-Waterman score: 54; 30.6% identity (53.1% similar) in 49 aa overlap (4-45:45-93) 
 
                                          10          20            
2MEPSP                            CFLGTDCPPVRV--NGIGGLPG-----GKVKLS 
                                     :   :: :   .:: : ::     :   :. 
gi|278 VTSCLATCQSLQEATARKGPSGDRGPRGERGPPGPPGRDGDDGIPGPPGPPGPPGPPGLG 
           20        30        40        50        60        70     
 
         30        40        50        60        70        80       
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD       
       :....:. .     .:..:                                          
gi|278 GNFAAQFDAKGGGPGPMGLMGPRGPPGASGAPGPQGFQGPPGEPGEPGQTGPAGARGPPG 
           80        90       100       110       120       130     
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 70.0  bits: 19.6 E():   63 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (17-56:393-434) 
 
                             10        20        30          40     
2MEPSP               CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
           50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
       :::  .   :..                         
gi|601 LGDKAVYAGDNFRTAINL                   
            430       440                   
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.0  bits: 17.2 E():   63 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (26-68:6-51) 
 
               10        20        30        40        50           
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLI 
                                :. .. :.:  :.  ::. :  :  .   .   :. 
gi|453                     RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLL 
                                   10        20        30        40 
 
        60        70        80                   
2MEPSP SIPYVEMTLRLMERFGVKAEHSD                   
        .:    ::..                               
gi|453 LLPLDTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
               50        60        70        80  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.7  bits: 17.6 E():   66 
Smith-Waterman score: 43; 35.9% identity (51.3% similar) in 39 aa overlap (17-55:68-105) 
 
                             10        20        30        40       
2MEPSP               CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|117 RLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAA-SGGAAAAGGSAQAEAAPEAAK 
        40        50        60        70         80        90       
 
         50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
       . : :  :.                          
gi|117 EEEKEESDEDMGFGLFD                  
        100       110                     
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 44; 20.4% identity (65.3% similar) in 49 aa overlap (32-78:81-127) 
 
              10        20        30        40        50            
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2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      60        70        80                                
2MEPSP PYVEMTLRLMERFGVKAEHSD                                
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (32-78:81-127) 
 
              10        20        30        40        50            
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
      60        70        80                                
2MEPSP PYVEMTLRLMERFGVKAEHSD                                
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (32-78:81-127) 
 
              10        20        30        40        50            
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      60        70        80                                
2MEPSP PYVEMTLRLMERFGVKAEHSD                                
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVEGYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (45-78:92-127) 
 
           20        30        40            50        60        70 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
               80                                
2MEPSP RFGVKAEHSD                                
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.2 E():   69 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:54-71) 
 
                                           10        20        30   
2MEPSP                             CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                     :... : :  :. ..:::             
gi|328 PPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVHIPYKISA 
            30        40        50        60        70        80    
 
             40        50        60        70        80 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
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gi|328 STNCATVK                                         
            90                                          
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.2 E():   69 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:55-72) 
 
                                           10        20        30   
2MEPSP                             CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                     :... : :  :. ..:::             
gi|837 PPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISA 
           30        40        50        60        70        80     
 
             40        50        60        70        80 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
                                                        
gi|837 STNCATVK                                         
           90                                           
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.1  bits: 19.3 E():   71 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (7-16:339-348) 
 
                                       10        20        30       
2MEPSP                         CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
 
         40        50        60        70        80 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
                                                    
gi|513 SDPPVPLNMACHKTESLRTLASV                      
      370       380       390                       
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.6  bits: 17.7 E():   75 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (36-78:8-46) 
 
          10        20        30        40        50        60      
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :..::. ..   :...  ::  .  . .:  
gi|140                        MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM- 
                                      10        20        30        
 
          70        80                                              
2MEPSP LRLMERFGVKAEHSD                                              
         :::.:: : ..                                                
gi|140 --LMEEFGEKIDQIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQ 
            40        50        60        70        80        90    
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 68.4  bits: 19.3 E():   77 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (17-56:393-434) 
 
                             10        20        30          40     
2MEPSP               CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
           50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
       ::: ..   :..                         
gi|467 LGDKRLYAGDNFRTAINL                   
            430       440                   
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.4  bits: 18.1 E():   77 
Smith-Waterman score: 44; 33.3% identity (48.9% similar) in 45 aa overlap (7-45:48-92) 
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                                         10           20         30 
2MEPSP                         CFLGTDCPP--VRVN---GIGGLPGGKVKLSGSI-S 
                                     ::    : :   : .: :   . :::.:   
gi|124 PNSSYRIISIGRGALGGDVYLGKSPNSDAPCPDGVFRYNSDVGPSGTPVRFIPLSGGIFE 
        20        30        40        50        60        70        
 
               40        50        60        70        80           
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD           
       .: :.  .  : . :                                              
gi|124 DQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGTIGQADSSYFKIVKLSNFGY 
        80        90       100       110       120       130        
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (45-59:83-97) 
 
           20        30        40        50        60        70     
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
           80                           
2MEPSP KAEHSD                           
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (45-59:83-97) 
 
           20        30        40        50        60        70     
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
           80                           
2MEPSP KAEHSD                           
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (17-25:36-44) 
 
                             10        20        30        40       
2MEPSP               CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
         50        60        70        80            
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD            
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 42; 41.2% identity (52.9% similar) in 17 aa overlap (4-20:44-60) 
 
                                          10        20        30    
2MEPSP                            CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|506 ALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKTTPDRQAACN 
            20        30        40        50        60        70    
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            40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
                                                       
gi|506 CLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK      
            80        90       100       110           
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 42; 41.2% identity (52.9% similar) in 17 aa overlap (4-20:44-60) 
 
                                          10        20        30    
2MEPSP                            CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|506 ALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKTTPDRQAACN 
            20        30        40        50        60        70    
 
            40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
                                                       
gi|506 CLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK      
            80        90       100       110           
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 42; 41.2% identity (52.9% similar) in 17 aa overlap (4-20:44-60) 
 
                                          10        20        30    
2MEPSP                            CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|506 ALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKTTPDRQAACN 
            20        30        40        50        60        70    
 
            40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
                                                       
gi|506 CLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK      
            80        90       100       110           
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (8-20:48-60) 
 
                                      10        20        30        
2MEPSP                        CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
        40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
                                                   
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF     
        80        90       100       110           
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:80-97) 
 
                                           10        20        30   
2MEPSP                             CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                     :... : :  :. ..:::             
gi|547 PPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISA 
      50        60        70        80        90       100          
 
             40        50        60        70        80 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
                                                        
gi|547 STNCATVK                                         
     110                                                
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4872

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  38 init1:  38 opt:  43  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (12-33:45-65) 
 
                                  10        20        30        40  
2MEPSP                    CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
              50        60        70        80                      
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD                      
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.7  bits: 20.2 E():   84 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (43-70:500-527) 
 
             20        30        40        50        60        70   
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
             80                                                     
2MEPSP GVKAEHSD                                                     
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (55-78:104-127) 
 
           30        40        50        60        70        80     
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD     
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|226 IKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (55-78:104-127) 
 
           30        40        50        60        70        80     
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD     
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (32-78:81-127) 
 
              10        20        30        40        50            
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      60        70        80                                
2MEPSP PYVEMTLRLMERFGVKAEHSD                                
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
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      110       120       130       140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (55-78:104-127) 
 
           30        40        50        60        70        80     
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD     
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (26-56:108-139) 
 
                    10        20        30        40        50      
2MEPSP      CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
           60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSD 
       ..                         
gi|606 EIDEDGSGKIEFEEFWELMAGEAD   
       140       150       160    
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (9-58:115-164) 
 
                                     10        20        30         
2MEPSP                       CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
       40        50        60        70        80                   
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD                   
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.2  bits: 14.5 E():   89 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (6-19:5-18) 
 
               10        20        30        40        50        60 
2MEPSP CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
            :: :   . :  ::                                          
gi|244  IGNEDCTPWMSTLITPLP                                          
                10                                                  
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.8  bits: 19.0 E():   94 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (17-47:391-423) 
 
                             10        20        30          40     
2MEPSP               CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
           50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
       :::                                  
gi|144 LGDNAVYAGNNFRTAVNL                   
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              430                           
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (14-28:69-83) 
 
                                10        20        30        40    
2MEPSP                  CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|416 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
            50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
                                             
gi|416 SDEDMGFGLFD                           
      100                                    
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (14-28:69-83) 
 
                                10        20        30        40    
2MEPSP                  CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|461 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
            50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
                                             
gi|461 SDEDMGFGLFD                           
      100                                    
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.2 E():   98 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (8-47:124-163) 
 
                                      10        20        30        
2MEPSP                        CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
        40        50        60        70        80                  
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD                  
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (20-58:309-349) 
 
                          10        20         30        40         
2MEPSP            CFLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
         50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
        .. :.: :..:                       
gi|752 GANAEVI-KMVSET                     
      340        350                      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 44; 38.7% identity (58.1% similar) in 31 aa overlap (50-80:228-254) 
 
      20        30        40        50        60        70          
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2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     :.  ::: . :.   :.:   . :.:::   
gi|249 GDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLTG-PF---TVRYTTEGGTKAEFE 
       200       210       220       230           240       250    
 
      80                
2MEPSP D                
       :                
gi|249 DVIPEGWKADTHDASK 
           260          
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (4-20:44-60) 
 
                                          10        20        30    
2MEPSP                            CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|144 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
            40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
                                                       
gi|144 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK      
            80        90       100       110           
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (4-20:44-60) 
 
                                          10        20        30    
2MEPSP                            CFLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|384 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
            40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
                                                       
gi|384 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK      
            80        90       100       110           
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.3  bits: 17.9 E():   99 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (1-33:94-123) 
 
                                              10        20          
2MEPSP                               CFLGTD-CPPVRVNGIGGLPGGKVKLSGSI 
                                     :  : : :  :    .:     .: :.::  
gi|482 NPGPQPPAKNMKNLVWNDELAYIAQVWANQCEYGHDTCRDVAKYQVG----QNVALTGST 
            70        80        90       100       110              
 
      30        40        50        60        70        80          
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD          
       ...:                                                         
gi|482 AAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANTKEVGCGSIKYIQEK 
     120       130       140       150       160       170          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:40 2011 done: Tue Apr 19 10:57:40 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
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 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 151  - 230 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     6     2:*= 
  32     7     8:==* 
  34    21    22:=======* 
  36    59    44:==============*===== 
  38    50    73:=================       * 
  40    97   102:=================================* 
  42   111   125:=====================================    * 
  44   131   138:============================================ * 
  46   144   140:==============================================*= 
  48   177   134:============================================*============== 
  50   135   122:========================================*==== 
  52   114   108:===================================*== 
  54    82    92:============================  * 
  56    84    77:=========================*== 
  58    41    63:==============      * 
  60    45    51:=============== * 
  62    26    41:=========    * 
  64    36    33:==========*= 
  66    24    26:========* 
  68    21    20:======* 
  70    12    16:==== * 
  72     4    12:== * 
  74    18    10:===*== 
  76     8     8:==* 
  78     7     6:=*= 
  80    10     5:=*== 
  82     2     3:* 
  84     3     3:* 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     4     1:*= 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.56790.00282; mu= 13.7572 0.146 
 mean_var=35.6529 9.373, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.214796 
 Kolmogorov-Smirnov  statistic: 0.0259 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
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gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   62 23.7     1.1 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   59 23.1     3.9 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   58 22.7     4.3 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.3     4.4 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.3     4.4 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.3     4.6 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.3     6.4 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   54 21.3     7.2 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 21.3     7.2 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   54 21.3     7.2 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 22.7     9.1 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 21.0     9.1 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   52 20.7      10 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.6      13 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.4      14 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   53 21.3      15 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   50 20.1      17 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.1      17 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.1      17 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 20.1      17 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.1      17 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.7      17 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.1      18 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.3      18 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.0      20 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.8      20 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 19.8      21 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.2      21 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   51 20.6      22 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.3      24 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.3      24 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   50 20.3      25 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 19.5      26 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 20.7      27 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 18.3      27 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 18.7      28 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 20.7      28 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 18.7      30 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   47 19.2      31 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.6      31 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.0      31 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.0      31 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 19.2      32 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   47 19.2      33 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   46 18.8      33 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.6      34 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.6      37 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.6      37 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 20.1      38 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   45 18.4      39 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.7      40 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   46 18.9      40 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 18.9      40 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 18.9      40 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 18.9      40 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.7      40 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.7      40 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.5      40 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.1      41 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.7      41 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.5      42 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.4      50 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.4      54 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.4      54 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.4      55 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.8      56 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.4      56 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.8      58 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   42 17.4      60 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.2      61 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 18.2      61 
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gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   42 17.4      61 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.5      63 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 17.9      66 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   44 18.3      68 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.5      69 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.9      69 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.9      69 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.5      70 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   42 17.5      72 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   42 17.5      72 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   42 17.5      72 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.5      72 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   42 17.5      73 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.9      74 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   43 17.9      75 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 17.9      75 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 17.9      75 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 17.9      75 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.4      76 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.3      76 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.7      78 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.2      84 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   41 17.2      85 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   41 17.2      85 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   46 19.2      88 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.4      88 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 18.8      88 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.2      89 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.2      89 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   44 18.4      89 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.2      91 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 17.6      92 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 17.6      92 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   42 17.6      92 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 17.6      92 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.2      92 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.2      92 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.2      94 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.0      96 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 18.9      96 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.2      98 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.1      98 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 17.7      99 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 102.0  bits: 23.7 E():  1.1 
Smith-Waterman score: 62; 33.3% identity (63.6% similar) in 33 aa overlap (3-34:61-93) 
 
                                           10        20         30  
2MEPSP                             FLGTDCPPVRVNGIGGLPGG-KVKLSGSISSQ 
                                     : :: :...::    :.  ... : ...:  
gi|294 TQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSW 
               40        50        60        70        80        90 
 
              40        50        60        70        80 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
       : :                                               
gi|294 YQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS                 
              100       110       120                    
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  42 init1:  42 opt:  59  Z-score: 91.8  bits: 23.1 E():  3.9 
Smith-Waterman score: 59; 32.4% identity (56.8% similar) in 37 aa overlap (1-37:30-65) 
 
                                            10        20        30  
2MEPSP                              FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                    . :. :     .:.::  :: : :.. :: . 
gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRS 
               10        20        30        40         50          
 
              40        50        60        70        80            
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2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS            
        .  .:                                                       
gi|275 TFEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 91.0  bits: 22.7 E():  4.3 
Smith-Waterman score: 58; 31.8% identity (61.4% similar) in 44 aa overlap (19-61:8-47) 
 
               10        20        30         40        50          
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIP 
                         ::. : .:.. . . .   : :. .:  :: .:..   .: : 
gi|111            MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPP 
                          10        20        30         40         
 
      60        70        80                                        
2MEPSP YVEMTLRLMERFGVKAEHSDS                                        
       ::                                                           
gi|111 YVFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGE 
          50        60        70        80        90       100      
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.9  bits: 22.3 E():  4.4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (33-48:9-24) 
 
             10        20        30        40        50        60   
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
             70        80                                           
2MEPSP MTLRLMERFGVKAEHSDS                                           
                                                                    
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.9  bits: 22.3 E():  4.4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (33-48:9-24) 
 
             10        20        30        40        50        60   
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
             70        80                                           
2MEPSP MTLRLMERFGVKAEHSDS                                           
                                                                    
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.6  bits: 22.3 E():  4.6 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (27-65:26-64) 
 
               10        20        30        40        50        60 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
                                 :.:. :: :  ...::  :   :: . : .  :  
gi|144  MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPV 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP VEMTLRLMERFGVKAEHSDS                                         
         . :                                                        
gi|144 YYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGV 
      60        70        80        90       100       110          
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.0  bits: 21.3 E():  6.4 
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Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (12-65:66-119) 
 
                                  10        20        30        40  
2MEPSP                    FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
              50        60        70        80     
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS     
         . :. :.... . . : .  .:                    
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 87.1  bits: 21.3 E():  7.2 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (43-77:90-126) 
 
             20        30        40        50          60        70 
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
               80                               
2MEPSP FGVKAEHSDS                               
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 87.1  bits: 21.3 E():  7.2 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (43-77:90-126) 
 
             20        30        40        50          60        70 
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
               80                               
2MEPSP FGVKAEHSDS                               
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 87.1  bits: 21.3 E():  7.2 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (43-77:91-127) 
 
             20        30        40        50          60        70 
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
               80                               
2MEPSP FGVKAEHSDS                               
       . .:..:                                  
gi|132 YHTKGDHEMKAEHMKAIKEKAEALLRAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (24-59:247-289) 
 
                      10        20        30          40            
2MEPSP        FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
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         50        60        70        80                           
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS                           
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 85.2  bits: 21.0 E():  9.1 
Smith-Waterman score: 53; 50.0% identity (55.6% similar) in 18 aa overlap (3-20:108-125) 
 
                                           10        20        30   
2MEPSP                             FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     : : ::   .: ::  ::             
gi|285 PGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGG 
        80        90       100       110       120       130        
 
             40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                                        
gi|285 GEGGGEGGGDGGGDGGGEGGGEGGGER                      
       140       150       160                          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 84.5  bits: 20.7 E():   10 
Smith-Waterman score: 52; 27.6% identity (55.2% similar) in 58 aa overlap (19-75:30-86) 
 
                          10        20         30        40         
2MEPSP            FLGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDS                             
       . ..  .:..  . : .     ::: :                                  
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 82.5  bits: 21.6 E():   13 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (21-53:105-139) 
 
                         10        20        30         40          
2MEPSP           FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
       50        60        70        80                             
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHSDS                             
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 82.1  bits: 22.4 E():   14 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (24-59:378-420) 
 
                      10        20        30          40            
2MEPSP        FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
         50        60        70        80                           
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS                           
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
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>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 81.1  bits: 21.3 E():   15 
Smith-Waterman score: 53; 29.3% identity (50.7% similar) in 75 aa overlap (1-58:82-155) 
 
                                             10             20      
2MEPSP                               FLGTDCPPVRVNGIG-----GLPGGKVKLS 
                                     ::: .    . .:.      : : :  .:. 
gi|612 YSYINIAYLNIFGEGRYLSLNISGHCSDCTFLGEEIKACQSQGVKIFLSLGGPYGDYHLT 
              60        70        80        90       100       110  
 
               30        40               50        60        70    
2MEPSP GS-----ISSQYLSALLMAA-------PLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
        .     .. :  :..: ..       :: :::::.. ::  :.:                
gi|612 TDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLARNLKD 
             120       130       140        150       160       170 
 
            80                                                      
2MEPSP KAEHSDS                                                      
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 50; 41.2% identity (58.8% similar) in 17 aa overlap (2-18:46-62) 
 
                                            10        20        30  
2MEPSP                              FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                     .:    :.:: :.:  :              
gi|282 VSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVP 
          20        30        40        50        60        70      
 
              40        50        60        70        80            
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS            
                                                                    
gi|282 GDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPG 
          80        90       100       110       120       130      
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (43-77:91-127) 
 
             20        30        40        50          60        70 
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
               80                               
2MEPSP FGVKAEHSDS                               
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (43-77:91-127) 
 
             20        30        40        50          60        70 
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
               80                               
2MEPSP FGVKAEHSDS                               
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
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 initn:  45 init1:  45 opt:  50  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (20-77:70-127) 
 
                          10        20        30        40          
2MEPSP            FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
      40        50        60        70        80        90          
 
      50          60        70        80                            
2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEHSDS                            
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (43-77:91-127) 
 
             20        30        40        50          60        70 
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
               80                               
2MEPSP FGVKAEHSDS                               
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.4  bits: 21.7 E():   17 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (52-73:9-30) 
 
              30        40        50        60        70        80  
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS  
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.0  bits: 22.1 E():   18 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (42-69:414-441) 
 
              20        30        40        50        60        70  
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
              80                                                    
2MEPSP GVKAEHSDS                                                    
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 80.0  bits: 21.3 E():   18 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (9-26:167-184) 
 
                                     10        20        30         
2MEPSP                       FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
       40        50        60        70        80                   
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2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS                   
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.2  bits: 21.0 E():   20 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (7-41:175-211) 
 
                                       10        20        30       
2MEPSP                         FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
           40        50        60        70        80               
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS               
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (13-20:119-126) 
 
                                 10        20        30        40   
2MEPSP                   FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
             50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                              
gi|144 EEVD                                   
      150                                     
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (54-77:104-127) 
 
            30        40        50        60        70        80    
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS    
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 78.6  bits: 22.2 E():   21 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (42-69:500-527) 
 
              20        30        40        50        60        70  
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
              80                                                    
2MEPSP GVKAEHSDS                                                    
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.4  bits: 20.6 E():   22 
Smith-Waterman score: 51; 27.0% identity (54.1% similar) in 37 aa overlap (1-37:30-65) 
 
                                            10        20        30  
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2MEPSP                              FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                    . :. :   . .: ::   : . :.. :: . 
gi|145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRS 
               10        20        30         40        50          
 
              40        50        60        70        80            
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS            
        .  .:                                                       
gi|145 TFEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATT 
      60        70        80        90       100       110          
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 77.5  bits: 20.3 E():   24 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (8-54:133-176) 
 
                                      10        20        30        
2MEPSP                        FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
        40        50        60        70        80                  
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS                  
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 77.5  bits: 20.3 E():   24 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (8-54:133-176) 
 
                                      10        20        30        
2MEPSP                        FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
        40        50        60        70        80                  
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS                  
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.3  bits: 20.3 E():   25 
Smith-Waterman score: 50; 25.9% identity (66.7% similar) in 27 aa overlap (5-31:119-145) 
 
                                         10        20        30     
2MEPSP                           FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     .:     ...: . :::. . :.:...    
gi|462 DKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSKDNVGKVTGGKTCMYGGITKHEGN 
       90       100       110       120       130       140         
 
           40        50        60        70        80               
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS               
                                                                    
gi|462 HFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLYEFNSSPY 
      150       160       170       180       190       200         
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (31-77:80-126) 
 
               10        20        30        40        50           
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
       60        70        80                               
2MEPSP PYVEMTLRLMERFGVKAEHSDS                               
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       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (16-72:271-326) 
 
                              10        20        30        40      
2MEPSP                FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
          50        60        70        80                          
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS                          
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 76.6  bits: 18.3 E():   27 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (43-76:5-40) 
 
             20        30        40        50           60          
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.:. .: ::   ::.: :     ..    
gi|603                           VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTS 
                                          10        20        30    
 
      70        80                               
2MEPSP RFGVKAEHSDS                               
       .. .:..                                   
gi|603 KYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
            40        50        60        70     
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.4  bits: 18.7 E():   28 
Smith-Waterman score: 46; 45.5% identity (72.7% similar) in 11 aa overlap (3-13:36-46) 
 
                                           10        20        30   
2MEPSP                             FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     : :: :.. .:                    
gi|166 TPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLY 
          10        20        30        40        50        60      
 
             40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                                        
gi|166 YQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN             
          70        80        90       100              
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.4  bits: 20.7 E():   28 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (27-75:54-105) 
 
                   10        20        30          40        50     
2MEPSP     FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
            60        70        80                                  
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDS                                  
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 46; 27.7% identity (53.2% similar) in 47 aa overlap (8-54:59-105) 
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                                      10        20        30        
2MEPSP                        FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : .. .. .  .: .  ::. ..   ::   
gi|185 SVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEA 
       30        40        50        60        70        80         
 
        40        50        60        70        80 
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
        ::: :  . : :  :.                           
gi|185 EAAPEAAKEEEKEESDEDMGFGLFD                   
       90       100       110                      
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (9-55:42-98) 
 
                                     10                20        30 
2MEPSP                       FLGTDCPPVRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
gi|166 SSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
              20        30        40        50        60        70  
 
                 40        50        60        70        80         
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS         
       . ..  :: . . .  ::. .:.:...                                  
gi|166 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
              80        90       100       110       120       130  
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 19.6 E():   31 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (15-54:162-201) 
 
                               10        20        30        40     
2MEPSP                 FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
           50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
       : .  : . :                           
gi|116 GKAFYEAVAKAHQ                        
             200                            
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (25-52:7-34) 
 
               10        20        30        40        50        60 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
                               : .. :  ..:.  :::. :   :....         
gi|833                   MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVV 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP VEMTLRLMERFGVKAEHSDS                                         
                                                                    
gi|833 WTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVAT 
             50        60        70        80        90       100   
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (25-52:7-34) 
 
               10        20        30        40        50        60 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
                               : .. :  ..:.  :::. :   :....         
gi|668                   MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVV 
                                 10        20        30        40   
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               70        80                                         
2MEPSP VEMTLRLMERFGVKAEHSDS                                         
                                                                    
gi|668 WTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVAT 
             50        60        70        80        90       100   
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (21-76:71-126) 
 
                         10        20        30        40        50 
2MEPSP           FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
               60        70        80                               
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDS                               
          ::.: :.    ..   .. .:..                                   
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 75.1  bits: 19.2 E():   33 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (9-55:56-112) 
 
                                     10                20        30 
2MEPSP                       FLGTDCPPVRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
gi|133 SSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
          30        40        50        60        70        80      
 
                 40        50        60        70        80         
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS         
       . ..  :: . . .  ::. .:.:...                                  
gi|133 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
          90       100       110       120       130       140      
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 18.8 E():   33 
Smith-Waterman score: 46; 60.0% identity (70.0% similar) in 10 aa overlap (1-10:48-57) 
 
                                             10        20        30 
2MEPSP                               FLGTDCPPVRVNGIGGLPGGKVKLSGSISS 
                                     : .: ::: :                     
gi|668 EGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPIFADMAKKSPNVVFLK 
        20        30        40        50        60        70        
 
               40        50        60        70        80  
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS  
                                                           
gi|668 VDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKLELHMAS 
        80        90       100       110       120         
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.8  bits: 19.6 E():   34 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (19-54:117-149) 
 
                           10        20        30        40         
2MEPSP             FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
       50        60        70        80                             
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDS                             
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
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 initn:  40 init1:  40 opt:  48  Z-score: 74.1  bits: 19.6 E():   37 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (19-54:144-176) 
 
                           10        20        30        40         
2MEPSP             FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
       50        60        70        80                             
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDS                             
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.1  bits: 19.6 E():   37 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (19-54:144-176) 
 
                           10        20        30        40         
2MEPSP             FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
       50        60        70        80                             
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDS                             
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.0  bits: 20.1 E():   38 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (8-44:244-280) 
 
                                      10         20        30       
2MEPSP                        FLGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
          40        50        60        70        80                
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS                
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.9  bits: 18.4 E():   39 
Smith-Waterman score: 45; 38.9% identity (77.8% similar) in 18 aa overlap (2-19:80-97) 
 
                                            10        20        30  
2MEPSP                              FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                     :... : : .:. ..:::             
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
              40        50        60        70        80 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                                         
gi|671 STNCATVK                                          
     110                                                 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.7  bits: 19.7 E():   40 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (7-46:136-175) 
 
                                       10        20        30       
2MEPSP                         FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
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         110       120       130       140       150       160      
 
         40        50        60        70        80                 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS                 
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 46; 33.3% identity (55.6% similar) in 36 aa overlap (45-80:125-158) 
 
           20        30        40        50        60        70     
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLL- 
          100       110       120       130       140       150     
 
           80   
2MEPSP AEHSDS   
         :::.   
gi|132 -AHSDAYN 
            160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (44-77:92-127) 
 
            20        30        40        50           60        70 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
               80                               
2MEPSP FGVKAEHSDS                               
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (31-77:81-127) 
 
               10        20        30        40        50           
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
       60        70        80                               
2MEPSP PYVEMTLRLMERFGVKAEHSDS                               
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (31-77:81-127) 
 
               10        20        30        40        50           
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       60        70        80                               
2MEPSP PYVEMTLRLMERFGVKAEHSDS                               
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
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>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.7  bits: 19.7 E():   40 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (7-46:137-176) 
 
                                       10        20        30       
2MEPSP                         FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
         40        50        60        70        80                 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS                 
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.6  bits: 19.7 E():   40 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (7-46:140-179) 
 
                                       10        20        30       
2MEPSP                         FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
         40        50        60        70        80                 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS                 
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.5  bits: 18.5 E():   40 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (19-66:21-64) 
 
                 10        20        30        40        50         
2MEPSP   FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                           :... : :.. ... : : . :  . :.. :  ..:: .. 
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQNL 
               10        20         30         40          50       
 
       60        70        80                                       
2MEPSP PYVEMTLRLMERFGVKAEHSDS                                       
       :. :.  :                                                     
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 20.1 E():   41 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (20-44:221-245) 
 
                          10        20        30        40          
2MEPSP            FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
      50        60        70        80                              
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDS                              
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.4  bits: 19.7 E():   41 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (7-46:151-190) 
 
                                       10        20        30       
2MEPSP                         FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
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                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
         40        50        60        70        80                 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS                 
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (7-59:79-126) 
 
                                       10        20        30       
2MEPSP                         FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
         40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
       ..  :.. :. .. ....: . :                      
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF                 
          110        120       130                  
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.9  bits: 19.4 E():   50 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (7-40:146-179) 
 
                                       10        20        30       
2MEPSP                         FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
         40        50        60        70        80                 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS                 
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 17.4 E():   54 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (26-47:54-75) 
 
                    10        20        30        40        50      
2MEPSP      FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
          60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDS 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 17.4 E():   54 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (26-47:54-75) 
 
                    10        20        30        40        50      
2MEPSP      FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
          60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDS 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.0  bits: 17.4 E():   55 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (25-67:6-51) 
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               10        20        30        40        50           
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLIS 
                               :. .. :.:  :.  ::. :  :  .   .   :.  
gi|453                    RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLL 
                                  10        20        30        40  
 
        60        70        80                  
2MEPSP IPYVEMTLRLMERFGVKAEHSDS                  
       .:    ::..                               
gi|453 LPLDTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
              50        60        70        80  
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 71.0  bits: 19.8 E():   56 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (16-55:393-434) 
 
                              10        20        30          40    
2MEPSP                FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
            50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
       :::  .   :..                          
gi|601 LGDKAVYAGDNFRTAINL                    
            430       440                    
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 70.9  bits: 21.4 E():   56 
Smith-Waterman score: 54; 30.6% identity (53.1% similar) in 49 aa overlap (3-44:45-93) 
 
                                           10               20      
2MEPSP                             FLGTDCPPVRV--NGIGGLPG-----GKVKLS 
                                     :   :: :   .:: : ::     :   :. 
gi|278 VTSCLATCQSLQEATARKGPSGDRGPRGERGPPGPPGRDGDDGIPGPPGPPGPPGPPGLG 
           20        30        40        50        60        70     
 
          30        40        50        60        70        80      
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS      
       :....:. .     .:..:                                          
gi|278 GNFAAQFDAKGGGPGPMGLMGPRGPPGASGAPGPQGFQGPPGEPGEPGQTGPAGARGPPG 
           80        90       100       110       120       130     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.7  bits: 17.8 E():   58 
Smith-Waterman score: 43; 35.9% identity (51.3% similar) in 39 aa overlap (16-54:68-105) 
 
                              10        20        30        40      
2MEPSP                FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|117 RLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAA-SGGAAAAGGSAQAEAAPEAAK 
        40        50        60        70         80        90       
 
          50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
       . : :  :.                           
gi|117 EEEKEESDEDMGFGLFD                   
        100       110                      
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 17.4 E():   60 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:54-71) 
 
                                            10        20        30  
2MEPSP                              FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                     :... : :  :. ..:::             
gi|328 PPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVHIPYKISA 
            30        40        50        60        70        80    
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              40        50        60        70        80 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                                         
gi|328 STNCATVK                                          
            90                                           
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (44-77:92-127) 
 
            20        30        40            50        60          
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
      70        80                               
2MEPSP RFGVKAEHSDS                               
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (31-77:81-127) 
 
               10        20        30        40        50           
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
       60        70        80                               
2MEPSP PYVEMTLRLMERFGVKAEHSDS                               
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 17.4 E():   61 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:55-72) 
 
                                            10        20        30  
2MEPSP                              FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                     :... : :  :. ..:::             
gi|837 PPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISA 
           30        40        50        60        70        80     
 
              40        50        60        70        80 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                                         
gi|837 STNCATVK                                          
           90                                            
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (6-15:339-348) 
 
                                        10        20        30      
2MEPSP                          FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
 
          40        50        60        70        80 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                                     
gi|513 SDPPVPLNMACHKTESLRTLASV                       
      370       380       390                        
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
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 initn:  39 init1:  39 opt:  43  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (35-77:8-46) 
 
           10        20        30        40        50        60     
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :..::. ..   :...  ::  .  . .:  
gi|140                        MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM- 
                                      10        20        30        
 
           70        80                                             
2MEPSP LRLMERFGVKAEHSDS                                             
         :::.:: : ..                                                
gi|140 --LMEEFGEKIDQIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQ 
            40        50        60        70        80        90    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.4  bits: 18.3 E():   68 
Smith-Waterman score: 44; 33.3% identity (48.9% similar) in 45 aa overlap (6-44:48-92) 
 
                                          10           20           
2MEPSP                          FLGTDCPP--VRVN---GIGGLPGGKVKLSGSI-S 
                                     ::    : :   : .: :   . :::.:   
gi|124 PNSSYRIISIGRGALGGDVYLGKSPNSDAPCPDGVFRYNSDVGPSGTPVRFIPLSGGIFE 
        20        30        40        50        60        70        
 
      30        40        50        60        70        80          
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS          
       .: :.  .  : . :                                              
gi|124 DQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGTIGQADSSYFKIVKLSNFGY 
        80        90       100       110       120       130        
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 69.3  bits: 19.5 E():   69 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (16-55:393-434) 
 
                              10        20        30          40    
2MEPSP                FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
            50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
       ::: ..   :..                          
gi|467 LGDKRLYAGDNFRTAINL                    
            430       440                    
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (44-58:83-97) 
 
            20        30        40        50        60        70    
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
            80                          
2MEPSP KAEHSDS                          
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (44-58:83-97) 
 
            20        30        40        50        60        70    
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
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             60        70        80        90       100       110   
 
            80                          
2MEPSP KAEHSDS                          
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.5 E():   70 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (16-24:36-44) 
 
                              10        20        30        40      
2MEPSP                FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
          50        60        70        80           
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS           
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.5 E():   72 
Smith-Waterman score: 42; 41.2% identity (52.9% similar) in 17 aa overlap (3-19:44-60) 
 
                                           10        20        30   
2MEPSP                             FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|506 ALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKTTPDRQAACN 
            20        30        40        50        60        70    
 
             40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                                        
gi|506 CLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK       
            80        90       100       110            
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.5 E():   72 
Smith-Waterman score: 42; 41.2% identity (52.9% similar) in 17 aa overlap (3-19:44-60) 
 
                                           10        20        30   
2MEPSP                             FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|506 ALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKTTPDRQAACN 
            20        30        40        50        60        70    
 
             40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                                        
gi|506 CLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK       
            80        90       100       110            
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.5 E():   72 
Smith-Waterman score: 42; 41.2% identity (52.9% similar) in 17 aa overlap (3-19:44-60) 
 
                                           10        20        30   
2MEPSP                             FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|506 ALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKTTPDRQAACN 
            20        30        40        50        60        70    
 
             40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                                        
gi|506 CLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK       
            80        90       100       110            
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>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.5 E():   72 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (7-19:48-60) 
 
                                       10        20        30       
2MEPSP                         FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
         40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                                    
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF      
        80        90       100       110            
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.5 E():   73 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:80-97) 
 
                                            10        20        30  
2MEPSP                              FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                     :... : :  :. ..:::             
gi|547 PPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISA 
      50        60        70        80        90       100          
 
              40        50        60        70        80 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                                         
gi|547 STNCATVK                                          
     110                                                 
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (11-32:45-65) 
 
                                   10        20        30        40 
2MEPSP                     FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
               50        60        70        80                     
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS                     
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (54-77:104-127) 
 
            30        40        50        60        70        80    
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS    
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|226 IKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (54-77:104-127) 
 
            30        40        50        60        70        80    
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS    
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
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gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (54-77:104-127) 
 
            30        40        50        60        70        80    
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS    
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (25-55:108-139) 
 
                     10        20        30        40        50     
2MEPSP       FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
            60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDS 
       ..                          
gi|606 EIDEDGSGKIEFEEFWELMAGEAD    
       140       150       160     
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.5  bits: 20.4 E():   76 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (42-69:500-527) 
 
              20        30        40        50        60        70  
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
              80                                                    
2MEPSP GVKAEHSDS                                                    
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (8-57:115-164) 
 
                                      10        20        30        
2MEPSP                        FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
        40        50        60        70        80                  
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS                  
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.3  bits: 14.7 E():   78 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (5-18:5-18) 
 
               10        20        30        40        50        60 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
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           :: :   . :  ::                                           
gi|244 IGNEDCTPWMSTLITPLP                                           
               10                                                   
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.7  bits: 19.2 E():   84 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (16-46:391-423) 
 
                              10        20        30          40    
2MEPSP                FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
            50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
       :::                                   
gi|144 LGDNAVYAGNNFRTAVNL                    
              430                            
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (13-27:69-83) 
 
                                 10        20        30        40   
2MEPSP                   FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|416 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
             50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                              
gi|416 SDEDMGFGLFD                            
      100                                     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (13-27:69-83) 
 
                                 10        20        30        40   
2MEPSP                   FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|461 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
             50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                              
gi|461 SDEDMGFGLFD                            
      100                                     
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 19.2 E():   88 
Smith-Waterman score: 46; 45.5% identity (72.7% similar) in 11 aa overlap (3-13:395-405) 
 
                                           10        20        30   
2MEPSP                             FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     : :: :.. .:                    
gi|142 TPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNTVKAHAAYVMNLY 
          370       380       390       400       410       420     
 
             40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                                        
gi|142 YQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN             
          430       440       450       460             
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (7-46:124-163) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4900

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
                                       10        20        30       
2MEPSP                         FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
         40        50        60        70        80                 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS                 
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.3  bits: 18.8 E():   88 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (19-57:309-349) 
 
                           10        20         30        40        
2MEPSP             FLGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
          50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
        .. :.: :..:                        
gi|752 GANAEVI-KMVSET                      
      340        350                       
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.2 E():   89 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (3-19:44-60) 
 
                                           10        20        30   
2MEPSP                             FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|144 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
             40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                                        
gi|144 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK       
            80        90       100       110            
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.2 E():   89 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (3-19:44-60) 
 
                                           10        20        30   
2MEPSP                             FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|384 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
             40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                                        
gi|384 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK       
            80        90       100       110            
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 44; 38.7% identity (58.1% similar) in 31 aa overlap (49-79:228-254) 
 
       20        30        40        50        60        70         
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     :.  ::: . :.   :.:   . :.:::   
gi|249 GDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLTG-PF---TVRYTTEGGTKAEFE 
       200       210       220       230           240       250    
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       80               
2MEPSP DS               
       :                
gi|249 DVIPEGWKADTHDASK 
           260          
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.1  bits: 17.2 E():   91 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (22-43:7-24) 
 
               10        20        30        40        50        60 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
                            .:::: .    :  ...:::.:                  
gi|209                MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCI 
                              10            20        30        40  
 
               70        80                                         
2MEPSP VEMTLRLMERFGVKAEHSDS                                         
                                                                    
gi|209 GYLRGTVPTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKC 
              50        60        70        80        90       100  
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (31-77:80-126) 
 
               10        20        30        40        50           
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
       60        70        80                               
2MEPSP PYVEMTLRLMERFGVKAEHSDS                               
       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (31-77:81-127) 
 
               10        20        30        40        50           
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       60        70        80                               
2MEPSP PYVEMTLRLMERFGVKAEHSDS                               
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (31-77:81-127) 
 
               10        20        30        40        50           
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       60        70        80                               
2MEPSP PYVEMTLRLMERFGVKAEHSDS                               
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
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 initn:  39 init1:  39 opt:  42  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (31-77:81-127) 
 
               10        20        30        40        50           
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       60        70        80                               
2MEPSP PYVEMTLRLMERFGVKAEHSDS                               
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 19.2 E():   92 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (24-58:1-35) 
 
               10        20        30        40        50        60 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
                              ..: .:   :  :. :.:.:..... .    : :.   
gi|796                        MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTS 
                                      10        20        30        
 
               70        80                                         
2MEPSP VEMTLRLMERFGVKAEHSDS                                         
                                                                    
gi|796 KDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTF 
        40        50        60        70        80        90        
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 19.2 E():   92 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (24-58:1-35) 
 
               10        20        30        40        50        60 
2MEPSP FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
                              ..: .:   :  :. :.:.:..... .    : :.   
gi|142                        MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTS 
                                      10        20        30        
 
               70        80                                         
2MEPSP VEMTLRLMERFGVKAEHSDS                                         
                                                                    
gi|142 KDIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTF 
        40        50        60        70        80        90        
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.2 E():   94 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (51-77:86-112) 
 
               30        40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
gi|301 LIRSLFGLP 
         120     
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.0 E():   96 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (16-25:43-52) 
 
                              10        20        30        40      
2MEPSP                FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
          50        60        70        80                          
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2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS                          
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.6  bits: 18.9 E():   96 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (51-77:169-195) 
 
               30        40        50         60        70          
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
      80                                                            
2MEPSP S                                                            
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (7-26:79-98) 
 
                                       10        20        30       
2MEPSP                         FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|264 GIIKDFDEPGTLAPTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDE 
       50        60        70        80        90       100         
 
         40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                                    
gi|264 PMTPGQCNMVVERLGDYLIEQGF                      
      110       120       130                       
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.1 E():   98 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (51-77:5-31) 
 
               30        40        50        60        70        80 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|424                           EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIE 
                                         10        20        30     
 
gi|424 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
           40        50        60        70        80        90     
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.4  bits: 17.7 E():   99 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (19-35:152-166) 
 
                           10        20        30        40         
2MEPSP             FLGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
       50        60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:40 2011 done: Tue Apr 19 10:57:40 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4904

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 152  - 231 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     4     2:*= 
  32     9     8:==* 
  34    12    22:====   * 
  36    61    44:==============*====== 
  38    56    73:===================     * 
  40    94   102:================================ * 
  42   111   125:=====================================    * 
  44   134   138:=============================================* 
  46   157   140:==============================================*====== 
  48   180   134:============================================*=============== 
  50   130   122:========================================*=== 
  52   113   108:===================================*== 
  54    72    92:========================      * 
  56    85    77:=========================*=== 
  58    39    63:=============       * 
  60    49    51:================* 
  62    27    41:=========    * 
  64    30    33:==========* 
  66    25    26:========* 
  68    20    20:======* 
  70    12    16:==== * 
  72    12    12:===* 
  74    14    10:===*= 
  76    11     8:==*= 
  78     7     6:=*= 
  80     7     5:=*= 
  82     2     3:* 
  84     2     3:* 
  86     3     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.34080.00289; mu= 14.9084 0.150 
 mean_var=36.8826 9.576, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.211185 
 Kolmogorov-Smirnov  statistic: 0.0313 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
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 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   65 24.8     1.1 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   62 23.5     1.2 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   61 23.3     1.6 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.2     4.7 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.2     4.7 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.2     4.9 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   57 22.4     6.4 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.2       7 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   54 21.2     7.8 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 21.2     7.8 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   54 21.2     7.8 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 22.6     9.3 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.9     9.8 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.5      13 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.4      14 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.7      17 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.1      18 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   50 20.0      18 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.0      18 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.0      18 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.0      18 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 20.0      18 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.3      18 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.9      20 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   49 19.7      21 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   49 19.7      21 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.2      21 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.7      21 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 19.7      22 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   51 20.6      24 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.2      25 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.2      25 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   50 20.2      26 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 20.7      27 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 19.4      27 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   48 19.4      27 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 20.7      28 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 18.2      30 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 18.6      30 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 19.9      32 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 19.9      32 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.5      33 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 18.6      33 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   47 19.1      33 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 19.1      34 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   49 20.0      34 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   47 19.1      35 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.6      36 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.6      38 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.6      38 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 20.0      38 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.6      41 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.6      41 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.6      41 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.1      41 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   45 18.3      41 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 18.8      42 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 18.8      42 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 18.8      42 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.7      42 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 15.8      42 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   49 20.1      42 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   49 20.1      42 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.4      43 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.4      45 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.3      51 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.5      53 
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gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.8      56 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.3      59 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.3      59 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.3      60 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.7      61 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.0      62 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.5      63 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 18.2      63 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.2      63 
gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=N (  91)   42 17.3      65 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   42 17.3      65 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.5      68 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 17.8      69 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   44 18.2      71 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.8      72 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.8      72 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.4      73 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.4      74 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   42 17.4      76 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   42 17.4      76 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   42 17.4      76 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.4      76 
gi|54793477|gb|AAV40850.1| lipid transfer protein  ( 117)   42 17.4      77 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.9      77 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 17.9      78 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   43 17.9      78 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 17.9      78 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 17.9      78 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.3      78 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.2      84 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   46 19.2      86 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 18.8      88 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.4      89 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.5      90 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   41 17.1      90 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   41 17.1      90 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.3      91 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.3      91 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.1      93 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.1      93 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 17.6      95 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   42 17.6      95 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 17.6      95 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 17.6      95 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.1      95 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 18.9      96 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.0      98 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.2      98 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.0   1e 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  65  Z-score: 102.0  bits: 24.8 E():  1.1 
Smith-Waterman score: 65; 26.2% identity (58.5% similar) in 65 aa overlap (18-80:8-68) 
 
               10        20         30        40        50          
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPY 
                        ::. : .:.. . . .   : :. .:  :: .:..   .: :: 
gi|111           MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPY 
                         10        20        30         40          
 
      60         70        80                                       
2MEPSP VEM-TLRLMERFGVKAEHSDSW                                       
       : . :..   :  ...  .. :                                       
gi|111 VFLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGES 
         50        60        70        80        90       100       
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 101.1  bits: 23.5 E():  1.2 
Smith-Waterman score: 62; 33.3% identity (63.6% similar) in 33 aa overlap (2-33:61-93) 
 
                                            10         20        30 
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2MEPSP                              LGTDCPPVRVNGIGGLPGG-KVKLSGSISSQ 
                                     : :: :...::    :.  ... : ...:  
gi|294 TQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSW 
               40        50        60        70        80        90 
 
               40        50        60        70        80 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
       : :                                                
gi|294 YQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS                  
              100       110       120                     
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  61  Z-score: 98.7  bits: 23.3 E():  1.6 
Smith-Waterman score: 61; 28.1% identity (53.1% similar) in 64 aa overlap (18-80:30-92) 
 
                           10        20         30        40        
2MEPSP             LGTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                            
       . ..  .:..  . : .     ::: :    ::                            
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
gi|291 REMKDRAEQFGQQHVTGSQGS 
     120       130       140 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.3  bits: 22.2 E():  4.7 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (32-47:9-24) 
 
              10        20        30        40        50        60  
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
              70        80                                          
2MEPSP MTLRLMERFGVKAEHSDSW                                          
                                                                    
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.3  bits: 22.2 E():  4.7 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (32-47:9-24) 
 
              10        20        30        40        50        60  
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
              70        80                                          
2MEPSP MTLRLMERFGVKAEHSDSW                                          
                                                                    
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.1  bits: 22.2 E():  4.9 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (26-64:26-64) 
 
               10        20        30        40        50        60 
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4908

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
               70        80                                         
2MEPSP EMTLRLMERFGVKAEHSDSW                                         
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 88.0  bits: 22.4 E():  6.4 
Smith-Waterman score: 57; 34.3% identity (57.1% similar) in 35 aa overlap (2-36:32-65) 
 
                                            10        20        30  
2MEPSP                              LGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :. :     .:.::  :: : :.. :: .  
gi|275 QCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRST 
              10        20        30        40         50        60 
 
              40        50        60        70        80            
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW            
       .  .:                                                        
gi|275 FEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATTG 
               70        80        90       100       110       120 
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 87.3  bits: 21.2 E():    7 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (11-64:66-119) 
 
                                   10        20        30        40 
2MEPSP                     LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
               50        60        70        80    
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW    
         . :. :.... . . : .  .:                    
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 86.5  bits: 21.2 E():  7.8 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (42-76:90-126) 
 
              20        30        40        50          60          
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
      70        80                              
2MEPSP FGVKAEHSDSW                              
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 86.5  bits: 21.2 E():  7.8 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (42-76:90-126) 
 
              20        30        40        50          60          
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
      70        80                              
2MEPSP FGVKAEHSDSW                              
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
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>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 86.4  bits: 21.2 E():  7.8 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (42-76:91-127) 
 
              20        30        40        50          60          
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
      70        80                              
2MEPSP FGVKAEHSDSW                              
       . .:..:                                  
gi|132 YHTKGDHEMKAEHMKAIKEKAEALLRAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 85.1  bits: 22.6 E():  9.3 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (23-58:247-289) 
 
                       10        20        30          40           
2MEPSP         LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
          50        60        70        80                          
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                          
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.7  bits: 20.9 E():  9.8 
Smith-Waterman score: 53; 50.0% identity (55.6% similar) in 18 aa overlap (2-19:108-125) 
 
                                            10        20        30  
2MEPSP                              LGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     : : ::   .: ::  ::             
gi|285 PGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGG 
        80        90       100       110       120       130        
 
              40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                                         
gi|285 GEGGGEGGGDGGGDGGGEGGGEGGGER                       
       140       150       160                           
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 82.2  bits: 21.5 E():   13 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (20-52:105-139) 
 
                          10        20        30         40         
2MEPSP            LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
        50        60        70        80                            
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                            
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 82.1  bits: 22.4 E():   14 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (23-58:378-420) 
 
                       10        20        30          40           
2MEPSP         LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
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gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
          50        60        70        80                          
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                          
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.3  bits: 21.7 E():   17 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (51-72:9-30) 
 
               30        40        50        60        70        80 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.0  bits: 22.1 E():   18 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (41-68:414-441) 
 
               20        30        40        50        60        70 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
               80                                                   
2MEPSP GVKAEHSDSW                                                   
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 50; 41.2% identity (58.8% similar) in 17 aa overlap (1-17:46-62) 
 
                                             10        20        30 
2MEPSP                               LGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                     .:    :.:: :.:  :              
gi|282 VSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVP 
          20        30        40        50        60        70      
 
               40        50        60        70        80           
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW           
                                                                    
gi|282 GDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPG 
          80        90       100       110       120       130      
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (42-76:91-127) 
 
              20        30        40        50          60          
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
      70        80                              
2MEPSP FGVKAEHSDSW                              
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
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 initn:  44 init1:  44 opt:  50  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (42-76:91-127) 
 
              20        30        40        50          60          
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
      70        80                              
2MEPSP FGVKAEHSDSW                              
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (42-76:91-127) 
 
              20        30        40        50          60          
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
      70        80                              
2MEPSP FGVKAEHSDSW                              
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (19-76:70-127) 
 
                           10        20        30        40         
2MEPSP             LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
      40        50        60        70        80        90          
 
       50          60        70        80                           
2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEHSDSW                           
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.8  bits: 21.3 E():   18 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (8-25:167-184) 
 
                                      10        20        30        
2MEPSP                        LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
        40        50        60        70        80                  
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                  
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.0  bits: 20.9 E():   20 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (6-40:175-211) 
 
                                        10        20        30      
2MEPSP                          LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4912

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

          150       160       170       180       190       200     
 
            40        50        60        70        80              
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW              
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 49; 27.0% identity (49.2% similar) in 63 aa overlap (18-80:36-97) 
 
                            10        20        30        40        
2MEPSP              LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|753 GQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
        50        60        70        80                            
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                            
       . ..  .:.:  .   .     ::: :    ::                            
gi|753 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|753 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 49; 27.0% identity (49.2% similar) in 63 aa overlap (18-80:36-97) 
 
                            10        20        30        40        
2MEPSP              LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|198 GQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
        50        60        70        80                            
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                            
       . ..  .:.:  .   .     ::: :    ::                            
gi|198 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|198 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 78.7  bits: 22.2 E():   21 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (41-68:500-527) 
 
               20        30        40        50        60        70 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
               80                                                   
2MEPSP GVKAEHSDSW                                                   
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.5  bits: 19.7 E():   21 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (12-19:119-126) 
 
                                  10        20        30        40  
2MEPSP                    LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
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              50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                               
gi|144 EEVD                                    
      150                                      
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.2  bits: 19.7 E():   22 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (53-76:104-127) 
 
             30        40        50        60        70        80   
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW   
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 77.5  bits: 20.6 E():   24 
Smith-Waterman score: 51; 61.1% identity (77.8% similar) in 18 aa overlap (40-57:139-155) 
 
      10        20        30        40        50        60          
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :::::.. ::  :.:             
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLARN 
      110       120       130       140        150       160        
 
      70        80                                                  
2MEPSP FGVKAEHSDSW                                                  
                                                                    
gi|612 LKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAA 
       170       180       190       200       210       220        
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 77.2  bits: 20.2 E():   25 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (7-53:133-176) 
 
                                       10        20        30       
2MEPSP                         LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
         40        50        60        70        80                 
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                 
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 77.2  bits: 20.2 E():   25 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (7-53:133-176) 
 
                                       10        20        30       
2MEPSP                         LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
         40        50        60        70        80                 
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                 
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.1  bits: 20.2 E():   26 
Smith-Waterman score: 50; 25.9% identity (66.7% similar) in 27 aa overlap (4-30:119-145) 
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                                          10        20        30    
2MEPSP                            LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     .:     ...: . :::. . :.:...    
gi|462 DKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSKDNVGKVTGGKTCMYGGITKHEGN 
       90       100       110       120       130       140         
 
            40        50        60        70        80              
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW              
                                                                    
gi|462 HFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLYEFNSSPY 
      150       160       170       180       190       200         
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 76.7  bits: 20.7 E():   27 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (15-71:271-326) 
 
                               10        20        30        40     
2MEPSP                 LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
           50        60        70        80                         
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                         
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (30-76:80-126) 
 
                10        20        30        40        50          
2MEPSP  LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
        60        70        80                              
2MEPSP PYVEMTLRLMERFGVKAEHSDSW                              
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 48; 32.4% identity (56.8% similar) in 37 aa overlap (44-80:125-159) 
 
            20        30        40        50        60        70    
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
            80  
2MEPSP AEHSDSW  
         :::..  
gi|132 --HSDAYN 
            160 
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.3  bits: 20.7 E():   28 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (26-74:54-105) 
 
                    10        20        30          40         50   
2MEPSP      LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
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             60        70        80                                 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSW                                 
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 75.9  bits: 18.2 E():   30 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (42-75:5-40) 
 
              20        30        40        50           60         
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.:. .: ::   ::.: :     ..    
gi|603                           VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTS 
                                          10        20        30    
 
       70        80                              
2MEPSP RFGVKAEHSDSW                              
       .. .:..                                   
gi|603 KYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
            40        50        60        70     
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.8  bits: 18.6 E():   30 
Smith-Waterman score: 46; 45.5% identity (72.7% similar) in 11 aa overlap (2-12:36-46) 
 
                                            10        20        30  
2MEPSP                              LGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     : :: :.. .:                    
gi|166 TPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLY 
          10        20        30        40        50        60      
 
              40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                                         
gi|166 YQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN              
          70        80        90       100               
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (24-51:7-34) 
 
               10        20        30        40        50        60 
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                              : .. :  ..:.  :::. :   :....          
gi|668                  MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVW 
                                10        20        30        40    
 
               70        80                                         
2MEPSP EMTLRLMERFGVKAEHSDSW                                         
                                                                    
gi|668 TTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATF 
            50        60        70        80        90       100    
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (24-51:7-34) 
 
               10        20        30        40        50        60 
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                              : .. :  ..:.  :::. :   :....          
gi|833                  MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVW 
                                10        20        30        40    
 
               70        80                                         
2MEPSP EMTLRLMERFGVKAEHSDSW                                         
                                                                    
gi|833 TTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATF 
            50        60        70        80        90       100    
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 75.2  bits: 19.5 E():   33 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (14-53:162-201) 
 
                                10        20        30        40    
2MEPSP                  LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
            50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
       : .  : . :                            
gi|116 GKAFYEAVAKAHQ                         
             200                             
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 75.2  bits: 18.6 E():   33 
Smith-Waterman score: 46; 27.7% identity (53.2% similar) in 47 aa overlap (7-53:59-105) 
 
                                       10        20        30       
2MEPSP                         LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : .. .. .  .: .  ::. ..   ::   
gi|185 SVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEA 
       30        40        50        60        70        80         
 
         40        50        60        70        80 
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
        ::: :  . : :  :.                            
gi|185 EAAPEAAKEEEKEESDEDMGFGLFD                    
       90       100       110                       
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (8-54:42-98) 
 
                                      10                20          
2MEPSP                        LGTDCPPVRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
gi|166 SSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
              20        30        40        50        60        70  
 
      30          40        50        60        70        80        
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW        
       . ..  :: . . .  ::. .:.:...                                  
gi|166 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
              80        90       100       110       120       130  
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (20-75:71-126) 
 
                          10        20        30        40          
2MEPSP            LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
      50        60        70        80                              
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSW                              
          ::.: :.    ..   .. .:..                                   
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 74.9  bits: 20.0 E():   34 
Smith-Waterman score: 49; 28.6% identity (54.3% similar) in 35 aa overlap (2-36:32-65) 
 
                                            10        20        30  
2MEPSP                              LGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :. :   . .: ::   : . :.. :: .  
gi|145 QCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRST 
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              10        20        30         40        50        60 
 
              40        50        60        70        80            
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW            
       .  .:                                                        
gi|145 FEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATTG 
               70        80        90       100       110       120 
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.7  bits: 19.1 E():   35 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (8-54:56-112) 
 
                                      10                20          
2MEPSP                        LGTDCPPVRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
gi|133 SSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
          30        40        50        60        70        80      
 
      30          40        50        60        70        80        
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW        
       . ..  :: . . .  ::. .:.:...                                  
gi|133 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
          90       100       110       120       130       140      
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.5  bits: 19.6 E():   36 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (18-53:117-149) 
 
                            10        20        30        40        
2MEPSP              LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
        50        60        70        80                            
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                            
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.9  bits: 19.6 E():   38 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (18-53:144-176) 
 
                            10        20        30        40        
2MEPSP              LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
        50        60        70        80                            
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                            
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.9  bits: 19.6 E():   38 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (18-53:144-176) 
 
                            10        20        30        40        
2MEPSP              LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
        50        60        70        80                            
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                            
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
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>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.9  bits: 20.0 E():   38 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (7-43:244-280) 
 
                                       10         20        30      
2MEPSP                         LGTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
           40        50        60        70        80               
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW               
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.5  bits: 19.6 E():   41 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (6-45:136-175) 
 
                                        10        20        30      
2MEPSP                          LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
          40        50        60        70        80                
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.5  bits: 19.6 E():   41 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (6-45:137-176) 
 
                                        10        20        30      
2MEPSP                          LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
          40        50        60        70        80                
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (6-45:140-179) 
 
                                        10        20        30      
2MEPSP                          LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
          40        50        60        70        80                
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 20.1 E():   41 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (19-43:221-245) 
 
                           10        20        30        40         
2MEPSP             LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
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                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
       50        60        70        80                             
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                             
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.4  bits: 18.3 E():   41 
Smith-Waterman score: 45; 38.9% identity (77.8% similar) in 18 aa overlap (1-18:80-97) 
 
                                             10        20        30 
2MEPSP                               LGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                     :... : : .:. ..:::             
gi|671 PPACCNGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISP 
      50        60        70        80        90       100          
 
               40        50        60        70        80 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                                          
gi|671 STNCATVK                                           
     110                                                  
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (30-76:81-127) 
 
                10        20        30        40        50          
2MEPSP  LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        60        70        80                              
2MEPSP PYVEMTLRLMERFGVKAEHSDSW                              
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (30-76:81-127) 
 
                10        20        30        40        50          
2MEPSP  LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
        60        70        80                              
2MEPSP PYVEMTLRLMERFGVKAEHSDSW                              
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (43-76:92-127) 
 
             20        30        40        50           60          
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
      70        80                              
2MEPSP FGVKAEHSDSW                              
       : .:..:                                  
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gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.2  bits: 19.7 E():   42 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (6-45:151-190) 
 
                                        10        20        30      
2MEPSP                          LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
          40        50        60        70        80                
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.2  bits: 15.8 E():   42 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (72-80:10-18) 
 
              50        60        70        80   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW   
                                     . ::..:.:   
gi|409                      IAKVPPGGXITAEYGDKWLD 
                                    10        20 
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 73.1  bits: 20.1 E():   42 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (15-80:69-131) 
 
                               10        20        30        40     
2MEPSP                 LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|746 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
           50        60        70        80                         
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                         
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|746 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|746 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 73.1  bits: 20.1 E():   42 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (15-80:69-131) 
 
                               10        20        30        40     
2MEPSP                 LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|129 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
           50        60        70        80                         
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                         
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|129 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|129 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.0  bits: 18.4 E():   43 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (18-65:21-64) 
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                  10        20        30        40        50        
2MEPSP    LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                           :... : :.. ... : : . :  . :.. :  ..:: .. 
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQNL 
               10        20         30         40          50       
 
        60        70        80                                      
2MEPSP PYVEMTLRLMERFGVKAEHSDSW                                      
       :. :.  :                                                     
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (6-58:79-126) 
 
                                        10        20        30      
2MEPSP                          LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
          40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
       ..  :.. :. .. ....: . :                       
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF                  
          110        120       130                   
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (6-39:146-179) 
 
                                        10        20        30      
2MEPSP                          LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
          40        50        60        70        80                
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 71.4  bits: 21.5 E():   53 
Smith-Waterman score: 54; 30.6% identity (53.1% similar) in 49 aa overlap (2-43:45-93) 
 
                                            10               20     
2MEPSP                              LGTDCPPVRV--NGIGGLPG-----GKVKLS 
                                     :   :: :   .:: : ::     :   :. 
gi|278 VTSCLATCQSLQEATARKGPSGDRGPRGERGPPGPPGRDGDDGIPGPPGPPGPPGPPGLG 
           20        30        40        50        60        70     
 
           30        40        50        60        70        80     
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW     
       :....:. .     .:..:                                          
gi|278 GNFAAQFDAKGGGPGPMGLMGPRGPPGASGAPGPQGFQGPPGEPGEPGQTGPAGARGPPG 
           80        90       100       110       120       130     
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 71.0  bits: 19.8 E():   56 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (15-54:393-434) 
 
                               10        20        30          40   
2MEPSP                 LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
             50        60        70        80 
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2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
       :::  .   :..                           
gi|601 LGDKAVYAGDNFRTAINL                     
            430       440                     
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.6  bits: 17.3 E():   59 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (25-46:54-75) 
 
                     10        20        30        40        50     
2MEPSP       LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
           60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSW 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.6  bits: 17.3 E():   59 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (25-46:54-75) 
 
                     10        20        30        40        50     
2MEPSP       LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
           60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSW 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.4  bits: 17.3 E():   60 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (24-66:6-51) 
 
               10        20        30        40           50        
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISI 
                              :. .. :.:  :.  ::. :  :  .   .   :. . 
gi|453                   RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLL 
                                 10        20        30        40   
 
        60        70        80                 
2MEPSP PYVEMTLRLMERFGVKAEHSDSW                 
       :    ::..                               
gi|453 PLDTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
             50        60        70        80  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.3  bits: 17.7 E():   61 
Smith-Waterman score: 43; 35.9% identity (51.3% similar) in 39 aa overlap (15-53:68-105) 
 
                               10        20        30        40     
2MEPSP                 LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|117 RLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAA-SGGAAAAGGSAQAEAAPEAAK 
        40        50        60        70         80        90       
 
           50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
       . : :  :.                            
gi|117 EEEKEESDEDMGFGLFD                    
        100       110                       
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.1  bits: 16.0 E():   62 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (72-80:10-18) 
 
              50        60        70        80                  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                  
                                     . ::..:.:                  
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4923

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                    10        20        30      
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (5-14:339-348) 
 
                                         10        20        30     
2MEPSP                           LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
 
           40        50        60        70        80 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                                      
gi|513 SDPPVPLNMACHKTESLRTLASV                        
      370       380       390                         
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (30-76:81-127) 
 
                10        20        30        40        50          
2MEPSP  LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
        60        70        80                              
2MEPSP PYVEMTLRLMERFGVKAEHSDSW                              
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (43-76:92-127) 
 
             20        30        40            50        60         
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
       70        80                              
2MEPSP RFGVKAEHSDSW                              
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|3287877|sp|P81402.1|NLTP1_PRUPE RecName: Full=Non-s  (91 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 17.3 E():   65 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:54-71) 
 
                                             10        20        30 
2MEPSP                               LGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                     :... : :  :. ..:::             
gi|328 PPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVHIPYKISA 
            30        40        50        60        70        80    
 
               40        50        60        70        80 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                                          
gi|328 STNCATVK                                           
            90                                            
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 17.3 E():   65 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:55-72) 
 
                                             10        20        30 
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2MEPSP                               LGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                     :... : :  :. ..:::             
gi|837 PPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISA 
           30        40        50        60        70        80     
 
               40        50        60        70        80 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                                          
gi|837 STNCATVK                                           
           90                                             
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 69.4  bits: 19.5 E():   68 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (15-54:393-434) 
 
                               10        20        30          40   
2MEPSP                 LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
             50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
       ::: ..   :..                           
gi|467 LGDKRLYAGDNFRTAINL                     
            430       440                     
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.2  bits: 17.8 E():   69 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (34-76:8-46) 
 
            10        20        30        40        50        60    
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :..::. ..   :...  ::  .  . .:  
gi|140                        MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM- 
                                      10        20        30        
 
            70        80                                            
2MEPSP LRLMERFGVKAEHSDSW                                            
         :::.:: : ..                                                
gi|140 --LMEEFGEKIDQIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQ 
            40        50        60        70        80        90    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.1  bits: 18.2 E():   71 
Smith-Waterman score: 44; 33.3% identity (48.9% similar) in 45 aa overlap (5-43:48-92) 
 
                                           10           20          
2MEPSP                           LGTDCPP--VRVN---GIGGLPGGKVKLSGSI-S 
                                     ::    : :   : .: :   . :::.:   
gi|124 PNSSYRIISIGRGALGGDVYLGKSPNSDAPCPDGVFRYNSDVGPSGTPVRFIPLSGGIFE 
        20        30        40        50        60        70        
 
       30        40        50        60        70        80         
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW         
       .: :.  .  : . :                                              
gi|124 DQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGTIGQADSSYFKIVKLSNFGY 
        80        90       100       110       120       130        
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (43-57:83-97) 
 
             20        30        40        50        60        70   
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
             80                         
2MEPSP KAEHSDSW                         
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gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (43-57:83-97) 
 
             20        30        40        50        60        70   
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
             80                         
2MEPSP KAEHSDSW                         
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.9  bits: 20.4 E():   73 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (41-68:500-527) 
 
               20        30        40        50        60        70 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
               80                                                   
2MEPSP GVKAEHSDSW                                                   
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.4 E():   74 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (15-23:36-44) 
 
                               10        20        30        40     
2MEPSP                 LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
           50        60        70        80          
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW          
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 42; 41.2% identity (52.9% similar) in 17 aa overlap (2-18:44-60) 
 
                                            10        20        30  
2MEPSP                              LGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|506 ALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKTTPDRQAACN 
            20        30        40        50        60        70    
 
              40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                                         
gi|506 CLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK        
            80        90       100       110             
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 42; 41.2% identity (52.9% similar) in 17 aa overlap (2-18:44-60) 
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                                            10        20        30  
2MEPSP                              LGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|506 ALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKTTPDRQAACN 
            20        30        40        50        60        70    
 
              40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                                         
gi|506 CLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK        
            80        90       100       110             
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 42; 41.2% identity (52.9% similar) in 17 aa overlap (2-18:44-60) 
 
                                            10        20        30  
2MEPSP                              LGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|506 ALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKTTPDRQAACN 
            20        30        40        50        60        70    
 
              40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                                         
gi|506 CLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK        
            80        90       100       110             
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (6-18:48-60) 
 
                                        10        20        30      
2MEPSP                          LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
          40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                                     
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF       
        80        90       100       110             
 
>>gi|54793477|gb|AAV40850.1| lipid transfer protein 1 pr  (117 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:80-97) 
 
                                             10        20        30 
2MEPSP                               LGTDCPPVRVNGIGGLPGGKVKLSGSISSQ 
                                     :... : :  :. ..:::             
gi|547 PPACCNGIRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISA 
      50        60        70        80        90       100          
 
               40        50        60        70        80 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                                          
gi|547 STNCATVK                                           
     110                                                  
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (10-31:45-65) 
 
                                    10        20        30          
2MEPSP                      LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
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      40        50        60        70        80                    
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                    
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (53-76:104-127) 
 
             30        40        50        60        70        80   
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW   
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (53-76:104-127) 
 
             30        40        50        60        70        80   
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW   
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|226 IKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (53-76:104-127) 
 
             30        40        50        60        70        80   
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW   
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (24-54:108-139) 
 
                      10        20        30        40        50    
2MEPSP        LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
             60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSW 
       ..                           
gi|606 EIDEDGSGKIEFEEFWELMAGEAD     
       140       150       160      
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.3  bits: 18.3 E():   78 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (7-56:115-164) 
 
                                       10        20        30       
2MEPSP                         LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
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         40        50        60        70        80                 
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                 
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.7  bits: 19.2 E():   84 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (15-45:391-423) 
 
                               10        20        30          40   
2MEPSP                 LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
             50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
       :::                                    
gi|144 LGDNAVYAGNNFRTAVNL                     
              430                             
 
>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 46; 45.5% identity (72.7% similar) in 11 aa overlap (2-12:395-405) 
 
                                            10        20        30  
2MEPSP                              LGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     : :: :.. .:                    
gi|142 TPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNTVKAHAAYVMNLY 
          370       380       390       400       410       420     
 
              40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                                         
gi|142 YQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN              
          430       440       450       460              
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.3  bits: 18.8 E():   88 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (18-56:309-349) 
 
                            10        20         30          40     
2MEPSP              LGTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
           50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
        .. :.: :..:                         
gi|752 GANAEVI-KMVSET                       
      340        350                        
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (6-45:124-163) 
 
                                        10        20        30      
2MEPSP                          LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
          40        50        60        70        80                
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
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 initn:  35 init1:  35 opt:  35  Z-score: 67.2  bits: 14.5 E():   90 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (4-17:5-18) 
 
                10        20        30        40        50          
2MEPSP  LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
           :: :   . :  ::                                           
gi|244 IGNEDCTPWMSTLITPLP                                           
               10                                                   
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.1 E():   90 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (12-26:69-83) 
 
                                  10        20        30        40  
2MEPSP                    LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|416 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
              50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                               
gi|416 SDEDMGFGLFD                             
      100                                      
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.1 E():   90 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (12-26:69-83) 
 
                                  10        20        30        40  
2MEPSP                    LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|461 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
              50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                               
gi|461 SDEDMGFGLFD                             
      100                                      
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 19.3 E():   91 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (23-57:1-35) 
 
               10        20        30        40        50        60 
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                             ..: .:   :  :. :.:.:..... .    : :.    
gi|142                       MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSK 
                                     10        20        30         
 
               70        80                                         
2MEPSP EMTLRLMERFGVKAEHSDSW                                         
                                                                    
gi|142 DIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFH 
       40        50        60        70        80        90         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 19.3 E():   91 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (23-57:1-35) 
 
               10        20        30        40        50        60 
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                             ..: .:   :  :. :.:.:..... .    : :.    
gi|796                       MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSK 
                                     10        20        30         
 
               70        80                                         
2MEPSP EMTLRLMERFGVKAEHSDSW                                         
                                                                    
gi|796 DIPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFH 
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       40        50        60        70        80        90         
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (2-18:44-60) 
 
                                            10        20        30  
2MEPSP                              LGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|144 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
              40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                                         
gi|144 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK        
            80        90       100       110             
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (2-18:44-60) 
 
                                            10        20        30  
2MEPSP                              LGTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|384 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
              40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                                         
gi|384 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK        
            80        90       100       110             
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (30-76:80-126) 
 
                10        20        30        40        50          
2MEPSP  LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
        60        70        80                              
2MEPSP PYVEMTLRLMERFGVKAEHSDSW                              
       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (30-76:81-127) 
 
                10        20        30        40        50          
2MEPSP  LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        60        70        80                              
2MEPSP PYVEMTLRLMERFGVKAEHSDSW                              
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (30-76:81-127) 
 
                10        20        30        40        50          
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2MEPSP  LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        60        70        80                              
2MEPSP PYVEMTLRLMERFGVKAEHSDSW                              
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (30-76:81-127) 
 
                10        20        30        40        50          
2MEPSP  LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        60        70        80                              
2MEPSP PYVEMTLRLMERFGVKAEHSDSW                              
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.7  bits: 17.1 E():   95 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (21-42:7-24) 
 
               10        20        30        40        50        60 
2MEPSP LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                           .:::: .    :  ...:::.:                   
gi|209               MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCIG 
                             10            20        30        40   
 
               70        80                                         
2MEPSP EMTLRLMERFGVKAEHSDSW                                         
                                                                    
gi|209 YLRGTVPTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCG 
             50        60        70        80        90       100   
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.7  bits: 18.9 E():   96 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (50-76:169-195) 
 
      20        30        40        50         60        70         
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
       80                                                           
2MEPSP SW                                                           
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (15-24:43-52) 
 
                               10        20        30        40     
2MEPSP                 LGTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
           50        60        70        80                         
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW                         
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gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.2 E():   98 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (50-76:86-112) 
 
      20        30        40        50        60        70          
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
      80         
2MEPSP W         
                 
gi|301 LIRSLFGLP 
         120     
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (50-76:5-31) 
 
      20        30        40        50        60        70          
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|424                           EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIE 
                                         10        20        30     
 
      80                                                            
2MEPSP W                                                            
                                                                    
gi|424 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
           40        50        60        70        80        90     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:40 2011 done: Tue Apr 19 10:57:40 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 153  - 232 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     9     2:*== 
  32     9     8:=*= 
  34    16    22:==== * 
  36    52    44:==========*== 
  38    58    73:===============   * 
  40    89   102:=======================  * 
  42   111   125:============================   * 
  44   128   138:================================  * 
  46   160   140:==================================*===== 
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  48   183   134:=================================*============ 
  50   128   122:==============================*= 
  52   116   108:==========================*== 
  54    76    92:===================   * 
  56    85    77:===================*== 
  58    39    63:==========     * 
  60    48    51:============* 
  62    29    41:========  * 
  64    29    33:========* 
  66    26    26:======* 
  68    19    20:====* 
  70    11    16:===* 
  72    12    12:==* 
  74    13    10:==*= 
  76    10     8:=*= 
  78     8     6:=* 
  80     6     5:=* 
  82     2     3:* 
  84     2     3:* 
  86     3     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.39110.00287; mu= 14.7048 0.149 
 mean_var=36.5457 9.574, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.212156 
 Kolmogorov-Smirnov  statistic: 0.0306 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   65 24.8       1 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   62 23.6     1.2 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   61 23.3     1.6 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.2     4.7 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.2     4.7 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.3     4.9 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   57 22.4     6.3 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.2     6.9 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   54 21.2     7.7 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 21.2     7.7 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   54 21.2     7.7 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 22.6     9.3 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   53 20.9     9.7 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.5      13 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.4      14 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.7      17 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.1      18 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 20.0      18 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.0      18 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.0      18 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.0      18 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 20.0      18 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.3      18 
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gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 20.9      20 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   49 19.7      21 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   49 19.7      21 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.2      21 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.7      21 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 19.7      22 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   51 20.6      24 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.2      25 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.2      25 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   50 20.2      26 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 20.7      27 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 19.4      27 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 20.7      29 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 18.2      30 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 18.6      30 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 19.9      32 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 19.9      32 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 18.6      32 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.5      33 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   47 19.1      33 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.1      33 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 19.1      34 
gi|14575525|emb|CAC42881.1| putative class I chiti ( 295)   49 20.0      34 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   47 19.1      35 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.6      36 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.6      39 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.6      39 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 20.0      39 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.6      41 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.6      41 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.6      41 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 15.8      41 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.1      41 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 18.8      42 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 18.8      42 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 18.8      42 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.6      42 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   49 20.1      43 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   49 20.1      43 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.4      43 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.4      44 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.3      51 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.5      54 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 19.8      56 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.3      58 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.3      58 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.3      59 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.7      61 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.0      61 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.2      63 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 18.2      63 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.5      63 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.5      69 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 17.8      69 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   44 18.2      71 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.8      72 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.8      72 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.4      73 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.4      74 
gi|50659879|gb|AAT80659.1| lipid transfer protein  ( 115)   42 17.4      76 
gi|50659885|gb|AAT80662.1| lipid transfer protein  ( 115)   42 17.4      76 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   42 17.4      76 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.4      76 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.9      77 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   43 17.9      78 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 17.9      78 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 17.9      78 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 17.9      78 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.3      78 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.2      85 
gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-gluc ( 460)   46 19.2      87 
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gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.5      88 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 18.8      89 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.4      90 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   41 17.1      90 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   41 17.1      90 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.2      92 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.2      92 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   41 17.1      93 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   41 17.1      93 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   41 17.1      94 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 17.6      95 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.1      95 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   42 17.6      95 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 17.6      95 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 17.6      95 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 18.8      97 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.2      98 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.0      98 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  65  Z-score: 102.2  bits: 24.8 E():    1 
Smith-Waterman score: 65; 26.2% identity (58.5% similar) in 65 aa overlap (17-79:8-68) 
 
               10        20         30        40        50          
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                       ::. : .:.. . . .   : :. .:  :: .:..   .: ::: 
gi|111          MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYV 
                        10        20        30         40           
 
      60         70        80                                       
2MEPSP EM-TLRLMERFGVKAEHSDSWD                                       
        . :..   :  ...  .. :                                        
gi|111 FLPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESS 
        50        60        70        80        90       100        
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 101.2  bits: 23.6 E():  1.2 
Smith-Waterman score: 62; 33.3% identity (63.6% similar) in 33 aa overlap (1-32:61-93) 
 
                                             10         20          
2MEPSP                               GTDCPPVRVNGIGGLPGG-KVKLSGSISSQ 
                                     : :: :...::    :.  ... : ...:  
gi|294 TQGNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSW 
               40        50        60        70        80        90 
 
      30        40        50        60        70        80 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
       : :                                                 
gi|294 YQSKGRNDFDCDFSGTGAITSSDPSNGSCSFLS                   
              100       110       120                      
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  61  Z-score: 98.9  bits: 23.3 E():  1.6 
Smith-Waterman score: 61; 28.1% identity (53.1% similar) in 64 aa overlap (17-79:30-92) 
 
                            10        20         30        40       
2MEPSP              GTDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD                           
       . ..  .:..  . : .     ::: :    ::                            
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
gi|291 REMKDRAEQFGQQHVTGSQGS 
     120       130       140 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
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 initn:  57 init1:  57 opt:  57  Z-score: 90.4  bits: 22.2 E():  4.7 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (31-46:9-24) 
 
               10        20        30        40        50        60 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|476                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
               70        80                                         
2MEPSP MTLRLMERFGVKAEHSDSWD                                         
                                                                    
gi|476 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.4  bits: 22.2 E():  4.7 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (31-46:9-24) 
 
               10        20        30        40        50        60 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                                     :.:::.:: . :::..               
gi|313                       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPC 
                                     10        20        30         
 
               70        80                                         
2MEPSP MTLRLMERFGVKAEHSDSWD                                         
                                                                    
gi|313 TQEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKP 
       40        50        60        70        80        90         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.1  bits: 22.3 E():  4.9 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (25-63:26-64) 
 
                10        20        30        40        50          
2MEPSP  GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP EMTLRLMERFGVKAEHSDSWD                                        
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 88.1  bits: 22.4 E():  6.3 
Smith-Waterman score: 57; 34.3% identity (57.1% similar) in 35 aa overlap (1-35:32-65) 
 
                                             10        20        30 
2MEPSP                               GTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :. :     .:.::  :: : :.. :: .  
gi|275 QCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRST 
              10        20        30        40         50        60 
 
               40        50        60        70        80           
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD           
       .  .:                                                        
gi|275 FEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATTG 
               70        80        90       100       110       120 
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 87.4  bits: 21.2 E():  6.9 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (10-63:66-119) 
 
                                    10        20        30          
2MEPSP                      GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
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          40        50        60        70        80        90      
 
      40        50        60        70        80   
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD   
         . :. :.... . . : .  .:                    
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 86.6  bits: 21.2 E():  7.7 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (41-75:90-126) 
 
               20        30        40        50          60         
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
       70        80                             
2MEPSP FGVKAEHSDSWD                             
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 86.6  bits: 21.2 E():  7.7 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (41-75:90-126) 
 
               20        30        40        50          60         
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
       70        80                             
2MEPSP FGVKAEHSDSWD                             
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 86.5  bits: 21.2 E():  7.7 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (41-75:91-127) 
 
               20        30        40        50          60         
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
       70        80                             
2MEPSP FGVKAEHSDSWD                             
       . .:..:                                  
gi|132 YHTKGDHEMKAEHMKAIKEKAEALLRAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 85.1  bits: 22.6 E():  9.3 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (22-57:247-289) 
 
                        10        20        30          40          
2MEPSP          GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
           50        60        70        80                         
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD                         
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
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>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.7  bits: 20.9 E():  9.7 
Smith-Waterman score: 53; 50.0% identity (55.6% similar) in 18 aa overlap (1-18:108-125) 
 
                                             10        20        30 
2MEPSP                               GTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     : : ::   .: ::  ::             
gi|285 PGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGG 
        80        90       100       110       120       130        
 
               40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                                          
gi|285 GEGGGEGGGDGGGDGGGEGGGEGGGER                        
       140       150       160                            
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 82.2  bits: 21.5 E():   13 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (19-51:105-139) 
 
                           10        20        30         40        
2MEPSP             GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
         50        60        70        80                           
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD                           
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 82.0  bits: 22.4 E():   14 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (22-57:378-420) 
 
                        10        20        30          40          
2MEPSP          GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
           50        60        70        80                         
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD                         
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.2  bits: 21.7 E():   17 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (50-71:9-30) 
 
      20        30        40        50        60        70          
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
      80                                                            
2MEPSP D                                                            
                                                                    
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.0  bits: 22.1 E():   18 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (40-67:414-441) 
 
      10        20        30        40        50        60          
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
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                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
      70        80                                                  
2MEPSP GVKAEHSDSWD                                                  
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (43-80:125-160) 
 
             20        30        40        50        60        70   
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
             80 
2MEPSP AEHSDSWD 
         :::... 
gi|132 --HSDAYN 
            160 
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (41-75:91-127) 
 
               20        30        40        50          60         
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
       70        80                             
2MEPSP FGVKAEHSDSWD                             
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (41-75:91-127) 
 
               20        30        40        50          60         
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
       70        80                             
2MEPSP FGVKAEHSDSWD                             
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (41-75:91-127) 
 
               20        30        40        50          60         
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
       70        80                             
2MEPSP FGVKAEHSDSWD                             
       : .:..:                                  
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gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (18-75:70-127) 
 
                            10        20        30        40        
2MEPSP              GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
      40        50        60        70        80        90          
 
        50          60        70        80                          
2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEHSDSWD                          
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.8  bits: 21.3 E():   18 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (7-24:167-184) 
 
                                       10        20        30       
2MEPSP                         GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
         40        50        60        70        80                 
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD                 
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.0  bits: 20.9 E():   20 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (5-39:175-211) 
 
                                         10        20        30     
2MEPSP                           GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
             40        50        60        70        80             
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD             
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 49; 27.0% identity (49.2% similar) in 63 aa overlap (17-79:36-97) 
 
                             10        20        30        40       
2MEPSP               GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|753 GQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
         50        60        70        80                           
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD                           
       . ..  .:.:  .   .     ::: :    ::                            
gi|753 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|753 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
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 initn:  40 init1:  40 opt:  49  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 49; 27.0% identity (49.2% similar) in 63 aa overlap (17-79:36-97) 
 
                             10        20        30        40       
2MEPSP               GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|198 GQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
         50        60        70        80                           
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD                           
       . ..  .:.:  .   .     ::: :    ::                            
gi|198 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|198 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 78.7  bits: 22.2 E():   21 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (40-67:500-527) 
 
      10        20        30        40        50        60          
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
      70        80                                                  
2MEPSP GVKAEHSDSWD                                                  
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.5  bits: 19.7 E():   21 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (11-18:119-126) 
 
                                   10        20        30        40 
2MEPSP                     GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
               50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                                
gi|144 EEVD                                     
      150                                       
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (52-75:104-127) 
 
              30        40        50        60        70        80  
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD  
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 77.5  bits: 20.6 E():   24 
Smith-Waterman score: 51; 61.1% identity (77.8% similar) in 18 aa overlap (39-56:139-155) 
 
       10        20        30        40        50        60         
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :::::.. ::  :.:             
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLARN 
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      110       120       130       140        150       160        
 
       70        80                                                 
2MEPSP FGVKAEHSDSWD                                                 
                                                                    
gi|612 LKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAA 
       170       180       190       200       210       220        
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 77.2  bits: 20.2 E():   25 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (6-52:133-176) 
 
                                        10        20        30      
2MEPSP                          GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
          40        50        60        70        80                
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD                
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 77.2  bits: 20.2 E():   25 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (6-52:133-176) 
 
                                        10        20        30      
2MEPSP                          GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
          40        50        60        70        80                
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD                
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.1  bits: 20.2 E():   26 
Smith-Waterman score: 50; 25.9% identity (66.7% similar) in 27 aa overlap (3-29:119-145) 
 
                                           10        20        30   
2MEPSP                             GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     .:     ...: . :::. . :.:...    
gi|462 DKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSKDNVGKVTGGKTCMYGGITKHEGN 
       90       100       110       120       130       140         
 
             40        50        60        70        80             
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD             
                                                                    
gi|462 HFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLYEFNSSPY 
      150       160       170       180       190       200         
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 76.7  bits: 20.7 E():   27 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (14-70:271-326) 
 
                                10        20        30        40    
2MEPSP                  GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
            50        60        70        80                        
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD                        
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
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>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (29-75:80-126) 
 
                 10        20        30        40        50         
2MEPSP   GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
         60        70        80                             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWD                             
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.3  bits: 20.7 E():   29 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (25-73:54-105) 
 
                     10        20        30          40         50  
2MEPSP       GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
              60        70        80                                
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWD                                
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 76.0  bits: 18.2 E():   30 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (41-74:5-40) 
 
               20        30        40        50           60        
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.:. .: ::   ::.: :     ..    
gi|603                           VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTS 
                                          10        20        30    
 
        70        80                             
2MEPSP RFGVKAEHSDSWD                             
       .. .:..                                   
gi|603 KYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
            40        50        60        70     
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 18.6 E():   30 
Smith-Waterman score: 46; 45.5% identity (72.7% similar) in 11 aa overlap (1-11:36-46) 
 
                                             10        20        30 
2MEPSP                               GTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     : :: :.. .:                    
gi|166 TPKAAGSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLY 
          10        20        30        40        50        60      
 
               40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                                          
gi|166 YQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN               
          70        80        90       100                
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (23-50:7-34) 
 
               10        20        30        40        50        60 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
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                             : .. :  ..:.  :::. :   :....           
gi|668                 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWT 
                               10        20        30        40     
 
               70        80                                         
2MEPSP MTLRLMERFGVKAEHSDSWD                                         
                                                                    
gi|668 TIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFI 
           50        60        70        80        90       100     
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (23-50:7-34) 
 
               10        20        30        40        50        60 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                             : .. :  ..:.  :::. :   :....           
gi|833                 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWT 
                               10        20        30        40     
 
               70        80                                         
2MEPSP MTLRLMERFGVKAEHSDSWD                                         
                                                                    
gi|833 TIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFI 
           50        60        70        80        90       100     
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 75.2  bits: 18.6 E():   32 
Smith-Waterman score: 46; 27.7% identity (53.2% similar) in 47 aa overlap (6-52:59-105) 
 
                                        10        20        30      
2MEPSP                          GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : .. .. .  .: .  ::. ..   ::   
gi|185 SVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEA 
       30        40        50        60        70        80         
 
          40        50        60        70        80 
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
        ::: :  . : :  :.                             
gi|185 EAAPEAAKEEEKEESDEDMGFGLFD                     
       90       100       110                        
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.2  bits: 19.5 E():   33 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (13-52:162-201) 
 
                                 10        20        30        40   
2MEPSP                   GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
             50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
       : .  : . :                             
gi|116 GKAFYEAVAKAHQ                          
             200                              
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (7-53:42-98) 
 
                                       10                20         
2MEPSP                         GTDCPPVRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
gi|166 SSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
              20        30        40        50        60        70  
 
       30          40        50        60        70        80       
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD       
       . ..  :: . . .  ::. .:.:...                                  
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gi|166 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
              80        90       100       110       120       130  
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 47; 54.5% identity (72.7% similar) in 11 aa overlap (6-16:52-62) 
 
                                        10        20        30      
2MEPSP                          GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :.:: :.:  :                    
gi|282 TATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVPGDCCRQ 
              30        40        50        60        70        80  
 
          40        50        60        70        80                
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD                
                                                                    
gi|282 FPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGVLQVDI 
              90       100       110       120       130       140  
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (19-74:71-126) 
 
                           10        20        30        40         
2MEPSP             GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
       50        60        70        80                             
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWD                             
          ::.: :.    ..   .. .:..                                   
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|14575525|emb|CAC42881.1| putative class I chitinase  (295 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 74.8  bits: 20.0 E():   34 
Smith-Waterman score: 49; 28.6% identity (54.3% similar) in 35 aa overlap (1-35:32-65) 
 
                                             10        20        30 
2MEPSP                               GTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :. :   . .: ::   : . :.. :: .  
gi|145 QCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQS-QCDGGGGGEDGGIDLGSIISRST 
              10        20        30         40        50        60 
 
               40        50        60        70        80           
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD           
       .  .:                                                        
gi|145 FEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATTG 
               70        80        90       100       110       120 
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.7  bits: 19.1 E():   35 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (7-53:56-112) 
 
                                       10                20         
2MEPSP                         GTDCPPVRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
gi|133 SSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
          30        40        50        60        70        80      
 
       30          40        50        60        70        80       
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD       
       . ..  :: . . .  ::. .:.:...                                  
gi|133 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
          90       100       110       120       130       140      
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.5  bits: 19.6 E():   36 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (17-52:117-149) 
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                             10        20        30        40       
2MEPSP               GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
         50        60        70        80                           
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD                           
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.9  bits: 19.6 E():   39 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (17-52:144-176) 
 
                             10        20        30        40       
2MEPSP               GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
         50        60        70        80                           
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD                           
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.9  bits: 19.6 E():   39 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (17-52:144-176) 
 
                             10        20        30        40       
2MEPSP               GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
         50        60        70        80                           
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD                           
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.9  bits: 20.0 E():   39 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (6-42:244-280) 
 
                                        10         20        30     
2MEPSP                          GTDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
            40        50        60        70        80              
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD              
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.5  bits: 19.6 E():   41 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (5-44:136-175) 
 
                                         10        20        30     
2MEPSP                           GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
           40        50        60        70        80               
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2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD               
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (5-44:137-176) 
 
                                         10        20        30     
2MEPSP                           GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
           40        50        60        70        80               
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD               
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (5-44:140-179) 
 
                                         10        20        30     
2MEPSP                           GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
           40        50        60        70        80               
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD               
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.4  bits: 15.8 E():   41 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (71-79:10-18) 
 
               50        60        70        80  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD  
                                     . ::..:.:   
gi|409                      IAKVPPGGXITAEYGDKWLD 
                                    10        20 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 20.1 E():   41 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (18-42:221-245) 
 
                            10        20        30        40        
2MEPSP              GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
        50        60        70        80                            
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD                            
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (29-75:81-127) 
 
                 10        20        30        40        50         
2MEPSP   GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
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               60        70        80        90         100         
 
         60        70        80                             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWD                             
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (29-75:81-127) 
 
                 10        20        30        40        50         
2MEPSP   GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         60        70        80                             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWD                             
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (42-75:92-127) 
 
              20        30        40        50           60         
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
       70        80                             
2MEPSP FGVKAEHSDSWD                             
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (5-44:151-190) 
 
                                         10        20        30     
2MEPSP                           GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
           40        50        60        70        80               
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD               
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 73.1  bits: 20.1 E():   43 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (14-79:69-131) 
 
                                10        20        30        40    
2MEPSP                  GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|746 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
            50        60        70        80                        
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD                        
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|746 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
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gi|746 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 73.1  bits: 20.1 E():   43 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (14-79:69-131) 
 
                                10        20        30        40    
2MEPSP                  GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|129 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
            50        60        70        80                        
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD                        
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|129 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|129 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.1  bits: 18.4 E():   43 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (17-64:21-64) 
 
                   10        20        30        40        50       
2MEPSP     GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                           :... : :.. ... : : . :  . :.. :  ..:: .. 
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQNL 
               10        20         30         40          50       
 
         60        70        80                                     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWD                                     
       :. :.  :                                                     
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.8  bits: 18.4 E():   44 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (5-57:79-126) 
 
                                         10        20        30     
2MEPSP                           GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
           40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
       ..  :.. :. .. ....: . :                        
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF                   
          110        120       130                    
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (5-38:146-179) 
 
                                         10        20        30     
2MEPSP                           GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
           40        50        60        70        80               
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD               
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
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>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 71.2  bits: 21.5 E():   54 
Smith-Waterman score: 54; 30.6% identity (53.1% similar) in 49 aa overlap (1-42:45-93) 
 
                                               10             20    
2MEPSP                               GTDCPPVRV--NGIGGLPG-----GKVKLS 
                                     :   :: :   .:: : ::     :   :. 
gi|278 VTSCLATCQSLQEATARKGPSGDRGPRGERGPPGPPGRDGDDGIPGPPGPPGPPGPPGLG 
           20        30        40        50        60        70     
 
            30        40        50        60        70        80    
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD    
       :....:. .     .:..:                                          
gi|278 GNFAAQFDAKGGGPGPMGLMGPRGPPGASGAPGPQGFQGPPGEPGEPGQTGPAGARGPPG 
           80        90       100       110       120       130     
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 70.9  bits: 19.8 E():   56 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (14-53:393-434) 
 
                                10        20        30          40  
2MEPSP                  GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
              50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
       :::  .   :..                            
gi|601 LGDKAVYAGDNFRTAINL                      
            430       440                      
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.6  bits: 17.3 E():   58 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (24-45:54-75) 
 
                      10        20        30        40        50    
2MEPSP        GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
            60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWD 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.6  bits: 17.3 E():   58 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (24-45:54-75) 
 
                      10        20        30        40        50    
2MEPSP        GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
            60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWD 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.5  bits: 17.3 E():   59 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (23-65:6-51) 
 
               10        20        30        40           50        
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIP 
                             :. .. :.:  :.  ::. :  :  .   .   :. .: 
gi|453                  RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLP 
                                10        20        30        40    
 
        60        70        80                
2MEPSP YVEMTLRLMERFGVKAEHSDSWD                
           ::..                               
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gi|453 LDTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
            50        60        70        80  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.3  bits: 17.7 E():   61 
Smith-Waterman score: 43; 35.9% identity (51.3% similar) in 39 aa overlap (14-52:68-105) 
 
                                10        20        30        40    
2MEPSP                  GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|117 RLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAA-SGGAAAAGGSAQAEAAPEAAK 
        40        50        60        70         80        90       
 
            50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
       . : :  :.                             
gi|117 EEEKEESDEDMGFGLFD                     
        100       110                        
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.2  bits: 16.0 E():   61 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (71-79:10-18) 
 
               50        60        70        80                 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD                 
                                     . ::..:.:                  
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK 
                                    10        20        30      
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (42-75:92-127) 
 
              20        30        40            50        60        
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
        70        80                             
2MEPSP RFGVKAEHSDSWD                             
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (29-75:81-127) 
 
                 10        20        30        40        50         
2MEPSP   GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
         60        70        80                             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWD                             
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.5 E():   63 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (4-13:339-348) 
 
                                          10        20        30    
2MEPSP                            GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
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            40        50        60        70        80 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                                       
gi|513 SDPPVPLNMACHKTESLRTLASV                         
      370       380       390                          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 69.3  bits: 19.5 E():   69 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (14-53:393-434) 
 
                                10        20        30          40  
2MEPSP                  GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
              50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
       ::: ..   :..                            
gi|467 LGDKRLYAGDNFRTAINL                      
            430       440                      
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.2  bits: 17.8 E():   69 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (33-75:8-46) 
 
             10        20        30        40        50        60   
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :..::. ..   :...  ::  .  . .:  
gi|140                        MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM- 
                                      10        20        30        
 
             70        80                                           
2MEPSP LRLMERFGVKAEHSDSWD                                           
         :::.:: : ..                                                
gi|140 --LMEEFGEKIDQIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQ 
            40        50        60        70        80        90    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.1  bits: 18.2 E():   71 
Smith-Waterman score: 44; 33.3% identity (48.9% similar) in 45 aa overlap (4-42:48-92) 
 
                                            10           20         
2MEPSP                            GTDCPP--VRVN---GIGGLPGGKVKLSGSI-S 
                                     ::    : :   : .: :   . :::.:   
gi|124 PNSSYRIISIGRGALGGDVYLGKSPNSDAPCPDGVFRYNSDVGPSGTPVRFIPLSGGIFE 
        20        30        40        50        60        70        
 
        30        40        50        60        70        80        
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD        
       .: :.  .  : . :                                              
gi|124 DQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGTIGQADSSYFKIVKLSNFGY 
        80        90       100       110       120       130        
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (42-56:83-97) 
 
              20        30        40        50        60        70  
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
              80                        
2MEPSP KAEHSDSWD                        
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (42-56:83-97) 
 
              20        30        40        50        60        70  
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
              80                        
2MEPSP KAEHSDSWD                        
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.4 E():   73 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (14-22:36-44) 
 
                                10        20        30        40    
2MEPSP                  GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
            50        60        70        80         
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD         
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.7  bits: 20.4 E():   74 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (40-67:500-527) 
 
      10        20        30        40        50        60          
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
      70        80                                                  
2MEPSP GVKAEHSDSWD                                                  
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|50659879|gb|AAT80659.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 42; 41.2% identity (52.9% similar) in 17 aa overlap (1-17:44-60) 
 
                                             10        20        30 
2MEPSP                               GTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|506 ALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKTTPDRQAACN 
            20        30        40        50        60        70    
 
               40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                                          
gi|506 CLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK         
            80        90       100       110              
 
>>gi|50659885|gb|AAT80662.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 42; 41.2% identity (52.9% similar) in 17 aa overlap (1-17:44-60) 
 
                                             10        20        30 
2MEPSP                               GTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|506 ALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKTTPDRQAACN 
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            20        30        40        50        60        70    
 
               40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                                          
gi|506 CLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK         
            80        90       100       110              
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 42; 41.2% identity (52.9% similar) in 17 aa overlap (1-17:44-60) 
 
                                             10        20        30 
2MEPSP                               GTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|506 ALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTINGLAKTTPDRQAACN 
            20        30        40        50        60        70    
 
               40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                                          
gi|506 CLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK         
            80        90       100       110              
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (5-17:48-60) 
 
                                         10        20        30     
2MEPSP                           GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
           40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                                      
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
        80        90       100       110              
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (9-30:45-65) 
 
                                     10        20        30         
2MEPSP                       GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
       40        50        60        70        80                   
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD                   
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (52-75:104-127) 
 
              30        40        50        60        70        80  
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD  
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|226 IKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
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Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (52-75:104-127) 
 
              30        40        50        60        70        80  
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD  
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (52-75:104-127) 
 
              30        40        50        60        70        80  
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD  
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (23-53:108-139) 
 
                       10        20        30        40         50  
2MEPSP         GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
              60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWD 
       ..                            
gi|606 EIDEDGSGKIEFEEFWELMAGEAD      
       140       150       160       
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.3  bits: 18.3 E():   78 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (6-55:115-164) 
 
                                        10        20        30      
2MEPSP                          GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
          40        50        60        70        80                
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD                
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (14-44:391-423) 
 
                                10        20        30          40  
2MEPSP                  GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
              50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
       :::                                     
gi|144 LGDNAVYAGNNFRTAVNL                      
              430                              
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>>gi|14279169|gb|AAK58515.1|AF249675_1 beta-1,3-glucanas  (460 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 19.2 E():   87 
Smith-Waterman score: 46; 45.5% identity (72.7% similar) in 11 aa overlap (1-11:395-405) 
 
                                             10        20        30 
2MEPSP                               GTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     : :: :.. .:                    
gi|142 TPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNTVKAHAAYVMNLY 
          370       380       390       400       410       420     
 
               40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                                          
gi|142 YQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN               
          430       440       450       460               
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.4  bits: 14.5 E():   88 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (3-16:5-18) 
 
                 10        20        30        40        50         
2MEPSP   GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
           :: :   . :  ::                                           
gi|244 IGNEDCTPWMSTLITPLP                                           
               10                                                   
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.2  bits: 18.8 E():   89 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (17-55:309-349) 
 
                             10        20         30          40    
2MEPSP               GTDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
            50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
        .. :.: :..:                          
gi|752 GANAEVI-KMVSET                        
      340        350                         
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (5-44:124-163) 
 
                                         10        20        30     
2MEPSP                           GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
           40        50        60        70        80               
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD               
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.1 E():   90 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (11-25:69-83) 
 
                                   10        20        30        40 
2MEPSP                     GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|461 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
               50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
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gi|461 SDEDMGFGLFD                              
      100                                       
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.1 E():   90 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (11-25:69-83) 
 
                                   10        20        30        40 
2MEPSP                     GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|416 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
               50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                                
gi|416 SDEDMGFGLFD                              
      100                                       
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (22-56:1-35) 
 
               10        20        30        40        50        60 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                            ..: .:   :  :. :.:.:..... .    : :.     
gi|142                      MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKD 
                                    10        20        30          
 
               70        80                                         
2MEPSP MTLRLMERFGVKAEHSDSWD                                         
                                                                    
gi|142 IPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHI 
      40        50        60        70        80        90          
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (22-56:1-35) 
 
               10        20        30        40        50        60 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                            ..: .:   :  :. :.:.:..... .    : :.     
gi|796                      MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKD 
                                    10        20        30          
 
               70        80                                         
2MEPSP MTLRLMERFGVKAEHSDSWD                                         
                                                                    
gi|796 IPDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHI 
      40        50        60        70        80        90          
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (1-17:44-60) 
 
                                             10        20        30 
2MEPSP                               GTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|144 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
               40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                                          
gi|144 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK         
            80        90       100       110              
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 41; 41.2% identity (52.9% similar) in 17 aa overlap (1-17:44-60) 
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                                             10        20        30 
2MEPSP                               GTDCPPVRVNGIGGLPGGKVKLSGSISSQY 
                                     :   ::.  :::  . :              
gi|384 ALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTINGLARTTADRQTACN 
            20        30        40        50        60        70    
 
               40        50        60        70        80 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                                          
gi|384 CLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK         
            80        90       100       110              
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 41; 46.2% identity (76.9% similar) in 13 aa overlap (5-17:85-97) 
 
                                         10        20        30     
2MEPSP                           GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : .:. ..:::                  
gi|671 NGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISPSTNCA 
           60        70        80        90       100       110     
 
           40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                                      
gi|671 TVK                                            
                                                      
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (29-75:80-126) 
 
                 10        20        30        40        50         
2MEPSP   GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
         60        70        80                             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWD                             
       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.7  bits: 17.1 E():   95 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (20-41:7-24) 
 
               10        20        30        40        50        60 
2MEPSP GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                          .:::: .    :  ...:::.:                    
gi|209              MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCIGY 
                            10            20        30        40    
 
               70        80                                         
2MEPSP MTLRLMERFGVKAEHSDSWD                                         
                                                                    
gi|209 LRGTVPTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGV 
            50        60        70        80        90       100    
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (29-75:81-127) 
 
                 10        20        30        40        50         
2MEPSP   GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
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         60        70        80                             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWD                             
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (29-75:81-127) 
 
                 10        20        30        40        50         
2MEPSP   GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         60        70        80                             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWD                             
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (29-75:81-127) 
 
                 10        20        30        40        50         
2MEPSP   GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         60        70        80                             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWD                             
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.6  bits: 18.8 E():   97 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (49-75:169-195) 
 
       20        30        40        50         60        70        
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
        80                                                          
2MEPSP SWD                                                          
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (49-75:86-112) 
 
       20        30        40        50        60        70         
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
       80        
2MEPSP WD        
                 
gi|301 LIRSLFGLP 
         120     
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.0 E():   98 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (14-23:43-52) 
 
                                10        20        30        40    
2MEPSP                  GTDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
            50        60        70        80                        
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD                        
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:40 2011 done: Tue Apr 19 10:57:40 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 154  - 233 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     4     0:== 
  30     4     2:*= 
  32     4     8:==* 
  34    23    22:=======* 
  36    42    44:==============* 
  38    65    73:======================  * 
  40   117   102:=================================*===== 
  42   102   125:==================================       * 
  44   138   138:=============================================* 
  46   145   140:==============================================*== 
  48   180   134:============================================*=============== 
  50   130   122:========================================*=== 
  52   110   108:===================================*= 
  54    70    92:========================      * 
  56    83    77:=========================*== 
  58    48    63:================    * 
  60    39    51:=============   * 
  62    33    41:===========  * 
  64    33    33:==========* 
  66    24    26:========* 
  68    17    20:======* 
  70    12    16:==== * 
  72     4    12:== * 
  74    16    10:===*== 
  76    12     8:==*= 
  78     6     6:=* 
  80    13     5:=*=== 
  82     2     3:* 
  84     1     3:* 
  86     1     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
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  90     1     1:* 
  92     3     1:*         :*== 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.28300.00286; mu= 15.2453 0.148 
 mean_var=34.1772 9.079, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.219384 
 Kolmogorov-Smirnov  statistic: 0.0319 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   65 25.1    0.82 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   61 23.6     1.3 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.5     3.9 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.5     3.9 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.5     4.1 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   55 21.7     4.4 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.4     5.9 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 21.5     6.5 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   54 21.5     6.5 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   54 21.5     6.6 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 22.9     7.8 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.8      11 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.7      12 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.9      15 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.4      15 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.5      16 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.2      16 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 20.2      16 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.2      16 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.2      16 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 20.2      16 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.1      17 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.5      18 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   49 19.8      18 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   49 19.8      18 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.9      19 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 19.9      20 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   51 20.8      21 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.4      22 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.4      22 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   50 20.4      23 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 20.9      24 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 19.6      24 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 20.9      25 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 18.3      27 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.1      28 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.1      28 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.7      29 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 18.8      29 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   47 19.2      29 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.2      30 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 19.3      30 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   49 20.1      30 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   47 19.3      31 
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gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   47 19.3      31 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.7      32 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 20.2      34 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.8      34 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.8      34 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.8      36 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.8      36 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.2      37 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.8      37 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 18.9      38 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 18.9      38 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 18.9      38 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.8      38 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   49 20.3      38 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   49 20.3      38 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.5      39 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 15.9      39 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.5      40 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.5      46 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.7      47 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.0      50 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.4      54 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.4      54 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.4      55 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.8      56 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.6      57 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.3      58 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 18.3      58 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.1      58 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.7      62 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 17.9      64 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   44 18.4      65 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.6      65 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.9      67 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.9      67 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.5      68 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.5      71 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 18.0      71 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   43 18.0      72 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.0      72 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.0      72 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.4      72 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.0      72 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.3      76 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 18.9      81 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.5      82 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.4      83 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.4      83 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   41 17.2      84 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   41 17.2      84 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.6      85 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.0      88 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   41 17.2      88 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 17.7      88 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   42 17.7      89 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 17.7      89 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 17.7      89 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.2      89 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.1      91 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.3      92 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.1      93 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 17.7      95 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.3      95 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   41 17.3      99 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   41 17.3   1e 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  65  Z-score: 104.0  bits: 25.1 E(): 0.82 
Smith-Waterman score: 65; 26.2% identity (58.5% similar) in 65 aa overlap (16-78:8-68) 
 
               10        20         30        40        50          
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2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVE 
                      ::. : .:.. . . .   : :. .:  :: .:..   .: :::  
gi|111         MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVF 
                       10        20        30         40            
 
      60         70        80                                       
2MEPSP M-TLRLMERFGVKAEHSDSWDR                                       
       . :..   :  ...  .. :                                         
gi|111 LPTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSE 
       50        60        70        80        90       100         
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  61  Z-score: 100.5  bits: 23.6 E():  1.3 
Smith-Waterman score: 61; 28.1% identity (53.1% similar) in 64 aa overlap (16-78:30-92) 
 
                             10        20         30        40      
2MEPSP               TDCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR                          
       . ..  .:..  . : .     ::: :    ::                            
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
gi|291 REMKDRAEQFGQQHVTGSQGS 
     120       130       140 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.8  bits: 22.5 E():  3.9 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (30-45:9-24) 
 
               10        20        30        40        50        60 
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
                                    :.:::.:: . :::..                
gi|476                      MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCT 
                                    10        20        30          
 
               70        80                                         
2MEPSP TLRLMERFGVKAEHSDSWDR                                         
                                                                    
gi|476 QEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPA 
      40        50        60        70        80        90          
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.8  bits: 22.5 E():  3.9 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (30-45:9-24) 
 
               10        20        30        40        50        60 
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
                                    :.:::.:: . :::..                
gi|313                      MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCT 
                                    10        20        30          
 
               70        80                                         
2MEPSP TLRLMERFGVKAEHSDSWDR                                         
                                                                    
gi|313 QEGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPA 
      40        50        60        70        80        90          
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.6  bits: 22.5 E():  4.1 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (24-62:26-64) 
 
                 10        20        30        40        50         
2MEPSP   TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
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       60        70        80                                       
2MEPSP EMTLRLMERFGVKAEHSDSWDR                                       
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 91.0  bits: 21.7 E():  4.4 
Smith-Waterman score: 55; 32.3% identity (64.5% similar) in 31 aa overlap (2-31:63-93) 
 
                                            10         20        30 
2MEPSP                              TDCPPVRVNGIGGLPGG-KVKLSGSISSQYL 
                                     :: :...::    :.  ... : ...: :  
gi|294 GNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQ 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
       :                                                  
gi|294 SKGRNDFDCDFSGTGAITSSDPSNGSCSFLS                    
            100       110       120                       
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.6  bits: 21.4 E():  5.9 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (9-62:66-119) 
 
                                     10        20        30         
2MEPSP                       TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
       40        50        60        70        80  
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR  
         . :. :.... . . : .  .:                    
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 87.8  bits: 21.5 E():  6.5 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (40-74:90-126) 
 
      10        20        30        40        50          60        
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
        70        80                            
2MEPSP FGVKAEHSDSWDR                            
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 87.8  bits: 21.5 E():  6.5 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (40-74:90-126) 
 
      10        20        30        40        50          60        
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
        70        80                            
2MEPSP FGVKAEHSDSWDR                            
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
     120       130       140       150          
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>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 87.8  bits: 21.5 E():  6.6 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (40-74:91-127) 
 
      10        20        30        40        50          60        
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
        70        80                            
2MEPSP FGVKAEHSDSWDR                            
       . .:..:                                  
gi|132 YHTKGDHEMKAEHMKAIKEKAEALLRAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 86.5  bits: 22.9 E():  7.8 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (21-56:247-289) 
 
                         10        20        30          40         
2MEPSP           TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
            50        60        70        80                        
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR                        
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 83.5  bits: 21.8 E():   11 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (18-50:105-139) 
 
                            10        20        30         40       
2MEPSP              TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
          50        60        70        80                          
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR                          
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 83.4  bits: 22.7 E():   12 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (21-56:378-420) 
 
                         10        20        30          40         
2MEPSP           TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
            50        60        70        80                        
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR                        
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.5  bits: 21.9 E():   15 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (49-70:9-30) 
 
       20        30        40        50        60        70         
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  :..::.. .: :  .: ::         
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gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
       80                                                           
2MEPSP DR                                                           
                                                                    
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.3  bits: 22.4 E():   15 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (39-66:414-441) 
 
       10        20        30        40        50        60         
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
       70        80                                                 
2MEPSP GVKAEHSDSWDR                                                 
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.0  bits: 21.5 E():   16 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (6-23:167-184) 
 
                                        10        20        30      
2MEPSP                          TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
          40        50        60        70        80                
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR                
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 80.9  bits: 20.2 E():   16 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (40-74:91-127) 
 
      10        20        30        40        50          60        
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
        70        80                            
2MEPSP FGVKAEHSDSWDR                            
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 80.9  bits: 20.2 E():   16 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (42-79:125-160) 
 
              20        30        40        50        60        70  
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
              80 
2MEPSP AEHSDSWDR 
         :::...  
gi|132 --HSDAYN  
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            160  
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 80.9  bits: 20.2 E():   16 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (40-74:91-127) 
 
      10        20        30        40        50          60        
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
        70        80                            
2MEPSP FGVKAEHSDSWDR                            
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 80.9  bits: 20.2 E():   16 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (40-74:91-127) 
 
      10        20        30        40        50          60        
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
        70        80                            
2MEPSP FGVKAEHSDSWDR                            
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 80.9  bits: 20.2 E():   16 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (17-74:70-127) 
 
                             10        20        30        40       
2MEPSP               TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
      40        50        60        70        80        90          
 
         50          60        70        80                         
2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEHSDSWDR                         
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.2  bits: 21.1 E():   17 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (4-38:175-211) 
 
                                          10        20        30    
2MEPSP                            TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
              40        50        60        70        80            
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR            
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.0  bits: 22.5 E():   18 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (39-66:500-527) 
 
       10        20        30        40        50        60         
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2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
       70        80                                                 
2MEPSP GVKAEHSDSWDR                                                 
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.8  bits: 19.8 E():   18 
Smith-Waterman score: 49; 27.0% identity (49.2% similar) in 63 aa overlap (16-78:36-97) 
 
                              10        20        30        40      
2MEPSP                TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|753 GQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
          50        60        70        80                          
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR                          
       . ..  .:.:  .   .     ::: :    ::                            
gi|753 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|753 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.8  bits: 19.8 E():   18 
Smith-Waterman score: 49; 27.0% identity (49.2% similar) in 63 aa overlap (16-78:36-97) 
 
                              10        20        30        40      
2MEPSP                TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|198 GQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
          50        60        70        80                          
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR                          
       . ..  .:.:  .   .     ::: :    ::                            
gi|198 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|198 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (10-17:119-126) 
 
                                    10        20        30          
2MEPSP                      TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
      40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                                 
gi|144 EEVD                                      
      150                                        
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (51-74:104-127) 
 
               30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
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                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 78.6  bits: 20.8 E():   21 
Smith-Waterman score: 51; 61.1% identity (77.8% similar) in 18 aa overlap (38-55:139-155) 
 
        10        20        30        40        50        60        
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :::::.. ::  :.:             
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLARN 
      110       120       130       140        150       160        
 
        70        80                                                
2MEPSP FGVKAEHSDSWDR                                                
                                                                    
gi|612 LKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAA 
       170       180       190       200       210       220        
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (5-51:133-176) 
 
                                         10        20        30     
2MEPSP                           TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
           40        50        60        70        80               
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR               
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (5-51:133-176) 
 
                                         10        20        30     
2MEPSP                           TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
           40        50        60        70        80               
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR               
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.1  bits: 20.4 E():   23 
Smith-Waterman score: 50; 25.9% identity (66.7% similar) in 27 aa overlap (2-28:119-145) 
 
                                            10        20        30  
2MEPSP                              TDCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     .:     ...: . :::. . :.:...    
gi|462 DKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSKDNVGKVTGGKTCMYGGITKHEGN 
       90       100       110       120       130       140         
 
              40        50        60        70        80            
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR            
                                                                    
gi|462 HFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLYEFNSSPY 
      150       160       170       180       190       200         
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>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 77.8  bits: 20.9 E():   24 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (13-69:271-326) 
 
                                 10        20        30        40   
2MEPSP                   TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
             50        60        70        80                       
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR                       
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (28-74:80-126) 
 
                  10        20        30        40        50        
2MEPSP    TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
          60        70        80                            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDR                            
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.3  bits: 20.9 E():   25 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (24-72:54-105) 
 
                      10        20        30          40         50 
2MEPSP        TDCPPVRVNGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
               60        70        80                               
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDR                               
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 76.7  bits: 18.3 E():   27 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (40-73:5-40) 
 
      10        20        30        40        50           60       
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.:. .: ::   ::.: :     ..    
gi|603                           VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTS 
                                          10        20        30    
 
         70        80                            
2MEPSP RFGVKAEHSDSWDR                            
       .. .:..                                   
gi|603 KYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
            40        50        60        70     
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.3  bits: 20.1 E():   28 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (22-49:7-34) 
 
               10        20        30        40        50        60 
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
                            : .. :  ..:.  :::. :   :....            
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gi|833                MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTT 
                              10        20        30        40      
 
               70        80                                         
2MEPSP TLRLMERFGVKAEHSDSWDR                                         
                                                                    
gi|833 IDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIP 
          50        60        70        80        90       100      
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.3  bits: 20.1 E():   28 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (22-49:7-34) 
 
               10        20        30        40        50        60 
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
                            : .. :  ..:.  :::. :   :....            
gi|668                MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTT 
                              10        20        30        40      
 
               70        80                                         
2MEPSP TLRLMERFGVKAEHSDSWDR                                         
                                                                    
gi|668 IDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIP 
          50        60        70        80        90       100      
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.2  bits: 19.7 E():   29 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (12-51:162-201) 
 
                                  10        20        30        40  
2MEPSP                    TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
              50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
       : .  : . :                              
gi|116 GKAFYEAVAKAHQ                           
             200                               
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 46; 27.7% identity (53.2% similar) in 47 aa overlap (5-51:59-105) 
 
                                         10        20        30     
2MEPSP                           TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : .. .. .  .: .  ::. ..   ::   
gi|185 SVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEA 
       30        40        50        60        70        80         
 
           40        50        60        70        80 
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
        ::: :  . : :  :.                              
gi|185 EAAPEAAKEEEKEESDEDMGFGLFD                      
       90       100       110                         
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 76.0  bits: 19.2 E():   29 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (6-52:42-98) 
 
                                        10                20        
2MEPSP                          TDCPPVRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
gi|166 SSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
              20        30        40        50        60        70  
 
        30          40        50        60        70        80      
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR      
       . ..  :: . . .  ::. .:.:...                                  
gi|166 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
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              80        90       100       110       120       130  
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.9  bits: 19.2 E():   30 
Smith-Waterman score: 47; 54.5% identity (72.7% similar) in 11 aa overlap (5-15:52-62) 
 
                                         10        20        30     
2MEPSP                           TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :.:: :.:  :                    
gi|282 TATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVPGDCCRQ 
              30        40        50        60        70        80  
 
           40        50        60        70        80               
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR               
                                                                    
gi|282 FPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGVLQVDI 
              90       100       110       120       130       140  
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (18-73:71-126) 
 
                            10        20        30        40        
2MEPSP              TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
        50        60        70        80                            
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR                            
          ::.: :.    ..   .. .:..                                   
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 49; 32.4% identity (55.9% similar) in 34 aa overlap (1-34:33-65) 
 
                                             10        20        30 
2MEPSP                               TDCPPVRVNGIGGLPGGKVKLSGSISSQYL 
                                     . :     .:.::  :: : :.. :: . . 
gi|275 CGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRSTF 
             10        20        30        40         50        60  
 
               40        50        60        70        80           
2MEPSP SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR           
         .:                                                         
gi|275 EEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATTGG 
              70        80        90       100       110       120  
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.7  bits: 19.3 E():   31 
Smith-Waterman score: 47; 44.4% identity (55.6% similar) in 18 aa overlap (2-18:71-88) 
 
                                            10         20        30 
2MEPSP                              TDCPPVRVNGIG-GLPGGKVKLSGSISSQYL 
                                     :: :..  :   : : ::             
gi|285 KCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPPSGGGA 
               50        60        70        80        90       100 
 
               40        50        60        70        80           
2MEPSP SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR           
                                                                    
gi|285 PPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGEGGGEG 
              110       120       130       140       150       160 
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 75.5  bits: 19.3 E():   31 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (6-52:56-112) 
 
                                        10                20        
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2MEPSP                          TDCPPVRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
gi|133 SSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
          30        40        50        60        70        80      
 
        30          40        50        60        70        80      
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR      
       . ..  :: . . .  ::. .:.:...                                  
gi|133 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
          90       100       110       120       130       140      
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.4  bits: 19.7 E():   32 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (16-51:117-149) 
 
                              10        20        30        40      
2MEPSP                TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
          50        60        70        80                          
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR                          
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.8  bits: 20.2 E():   34 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (5-41:244-280) 
 
                                         10         20        30    
2MEPSP                           TDCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
             40        50        60        70        80             
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR             
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.8  bits: 19.8 E():   34 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (16-51:144-176) 
 
                              10        20        30        40      
2MEPSP                TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
          50        60        70        80                          
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR                          
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.8  bits: 19.8 E():   34 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (16-51:144-176) 
 
                              10        20        30        40      
2MEPSP                TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
          50        60        70        80                          
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR                          
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       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (4-43:136-175) 
 
                                          10        20        30    
2MEPSP                            TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
            40        50        60        70        80              
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR              
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (4-43:137-176) 
 
                                          10        20        30    
2MEPSP                            TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
            40        50        60        70        80              
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR              
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 20.2 E():   37 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (17-41:221-245) 
 
                             10        20        30        40       
2MEPSP               TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
         50        60        70        80                           
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR                           
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (4-43:140-179) 
 
                                          10        20        30    
2MEPSP                            TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
            40        50        60        70        80              
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR              
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (28-74:81-127) 
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                  10        20        30        40        50        
2MEPSP    TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
          60        70        80                            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDR                            
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (41-74:92-127) 
 
               20        30        40        50           60        
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
        70        80                            
2MEPSP FGVKAEHSDSWDR                            
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (28-74:81-127) 
 
                  10        20        30        40        50        
2MEPSP    TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          60        70        80                            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDR                            
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 19.8 E():   38 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (4-43:151-190) 
 
                                          10        20        30    
2MEPSP                            TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
            40        50        60        70        80              
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR              
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 74.1  bits: 20.3 E():   38 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (13-78:69-131) 
 
                                 10        20        30        40   
2MEPSP                   TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|129 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
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             50        60        70        80                       
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR                       
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|129 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|129 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 74.1  bits: 20.3 E():   38 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (13-78:69-131) 
 
                                 10        20        30        40   
2MEPSP                   TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|746 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
             50        60        70        80                       
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR                       
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|746 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|746 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.8  bits: 18.5 E():   39 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (16-63:21-64) 
 
                    10        20        30        40        50      
2MEPSP      TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                           :... : :.. ... : : . :  . :.. :  ..:: .. 
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQNL 
               10        20         30         40          50       
 
          60        70        80                                    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDR                                    
       :. :.  :                                                     
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.8  bits: 15.9 E():   39 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (70-78:10-18) 
 
      40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     . ::..:.:   
gi|409                      IAKVPPGGXITAEYGDKWLD 
                                    10        20 
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.5  bits: 18.5 E():   40 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (4-56:79-126) 
 
                                          10        20        30    
2MEPSP                            TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
            40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
       ..  :.. :. .. ....: . :                         
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF                    
          110        120       130                     
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
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 initn:  47 init1:  47 opt:  47  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (4-37:146-179) 
 
                                          10        20        30    
2MEPSP                            TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
            40        50        60        70        80              
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR              
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 72.3  bits: 21.7 E():   47 
Smith-Waterman score: 52; 36.8% identity (60.5% similar) in 38 aa overlap (10-42:644-680) 
 
                                    10             20        30     
2MEPSP                      TDCPPVRVNGIGGLPGGK-----VKLSGSISSQYLSALL 
                                     : .:.::::     . : :.:.:   ..   
gi|278 GPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIGSPGRDGA- 
           620       630       640       650       660       670    
 
           40        50        60        70        80               
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR               
        .:: :.:                                                     
gi|278 RGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAGPAGAAGQ 
            680       690       700       710       720       730   
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 71.8  bits: 20.0 E():   50 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (13-52:393-434) 
 
                                 10        20        30          40 
2MEPSP                   TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
               50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
       :::  .   :..                             
gi|601 LGDKAVYAGDNFRTAINL                       
            430       440                       
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 17.4 E():   54 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (23-44:54-75) 
 
                       10        20        30        40        50   
2MEPSP         TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
             60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDR 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 17.4 E():   54 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (23-44:54-75) 
 
                       10        20        30        40        50   
2MEPSP         TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
             60        70        80 
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2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDR 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.1  bits: 17.4 E():   55 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (22-64:6-51) 
 
               10        20        30        40           50        
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIPY 
                            :. .. :.:  :.  ::. :  :  .   .   :. .:  
gi|453                 RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPL 
                               10        20        30        40     
 
        60        70        80               
2MEPSP VEMTLRLMERFGVKAEHSDSWDR               
          ::..                               
gi|453 DTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
           50        60        70        80  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.9  bits: 17.8 E():   56 
Smith-Waterman score: 43; 35.9% identity (51.3% similar) in 39 aa overlap (13-51:68-105) 
 
                                 10        20        30        40   
2MEPSP                   TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|117 RLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAA-SGGAAAAGGSAQAEAAPEAAK 
        40        50        60        70         80        90       
 
             50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
       . : :  :.                              
gi|117 EEEKEESDEDMGFGLFD                      
        100       110                         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.6 E():   57 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (3-12:339-348) 
 
                                           10        20        30   
2MEPSP                             TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
 
             40        50        60        70        80 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                                        
gi|513 SDPPVPLNMACHKTESLRTLASV                          
      370       380       390                           
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (41-74:92-127) 
 
               20        30        40            50        60       
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
         70        80                            
2MEPSP RFGVKAEHSDSWDR                            
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (28-74:81-127) 
 
                  10        20        30        40        50        

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4979

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP    TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
          60        70        80                            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDR                            
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.7  bits: 16.1 E():   58 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (70-78:10-18) 
 
      40        50        60        70        80                
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR                
                                     . ::..:.:                  
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK 
                                    10        20        30      
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 70.1  bits: 19.7 E():   62 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (13-52:393-434) 
 
                                 10        20        30          40 
2MEPSP                   TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
               50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
       ::: ..   :..                             
gi|467 LGDKRLYAGDNFRTAINL                       
            430       440                       
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (32-74:8-46) 
 
              10        20        30        40        50        60  
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :..::. ..   :...  ::  .  . .:  
gi|140                        MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM- 
                                      10        20        30        
 
              70        80                                          
2MEPSP LRLMERFGVKAEHSDSWDR                                          
         :::.:: : ..                                                
gi|140 --LMEEFGEKIDQIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQ 
            40        50        60        70        80        90    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.8  bits: 18.4 E():   65 
Smith-Waterman score: 44; 33.3% identity (48.9% similar) in 45 aa overlap (3-41:48-92) 
 
                                                10        20        
2MEPSP                             TDCPP--VRVN---GIGGLPGGKVKLSGSI-S 
                                     ::    : :   : .: :   . :::.:   
gi|124 PNSSYRIISIGRGALGGDVYLGKSPNSDAPCPDGVFRYNSDVGPSGTPVRFIPLSGGIFE 
        20        30        40        50        60        70        
 
         30        40        50        60        70        80       
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR       
       .: :.  .  : . :                                              
gi|124 DQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGTIGQADSSYFKIVKLSNFGY 
        80        90       100       110       120       130        
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.7  bits: 20.6 E():   65 
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Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (39-66:500-527) 
 
       10        20        30        40        50        60         
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
       70        80                                                 
2MEPSP GVKAEHSDSWDR                                                 
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 17.9 E():   67 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (41-55:83-97) 
 
               20        30        40        50        60        70 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
               80                       
2MEPSP KAEHSDSWDR                       
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 17.9 E():   67 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (41-55:83-97) 
 
               20        30        40        50        60        70 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
               80                       
2MEPSP KAEHSDSWDR                       
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 17.5 E():   68 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (13-21:36-44) 
 
                                 10        20        30        40   
2MEPSP                   TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
             50        60        70        80        
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR        
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.5 E():   71 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (4-16:48-60) 
 
                                          10        20        30    
2MEPSP                            TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
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            40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                                       
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF         
        80        90       100       110               
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (8-29:45-65) 
 
                                      10        20        30        
2MEPSP                        TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
        40        50        60        70        80                  
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR                  
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (51-74:104-127) 
 
               30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|226 IKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (51-74:104-127) 
 
               30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (51-74:104-127) 
 
               30        40        50        60        70        80 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (5-54:115-164) 
 
                                         10        20        30     
2MEPSP                           TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
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           40        50        60        70        80               
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR               
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (22-52:108-139) 
 
                        10        20        30        40         50 
2MEPSP          TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
               60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDR 
       ..                             
gi|606 EIDEDGSGKIEFEEFWELMAGEAD       
       140       150       160        
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 68.5  bits: 19.3 E():   76 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (13-43:391-423) 
 
                                 10        20        30          40 
2MEPSP                   TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
               50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
       :::                                      
gi|144 LGDNAVYAGNNFRTAVNL                       
              430                               
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.0  bits: 18.9 E():   81 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (16-54:309-349) 
 
                              10        20         30          40   
2MEPSP                TDCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
             50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
        .. :.: :..:                           
gi|752 GANAEVI-KMVSET                         
      340        350                          
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (4-43:124-163) 
 
                                          10        20        30    
2MEPSP                            TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
            40        50        60        70        80              
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR              
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
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>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (21-55:1-35) 
 
               10        20        30        40        50        60 
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
                           ..: .:   :  :. :.:.:..... .    : :.      
gi|142                     MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDI 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP TLRLMERFGVKAEHSDSWDR                                         
                                                                    
gi|142 PDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIA 
               50        60        70        80        90       100 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (21-55:1-35) 
 
               10        20        30        40        50        60 
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
                           ..: .:   :  :. :.:.:..... .    : :.      
gi|796                     MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDI 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP TLRLMERFGVKAEHSDSWDR                                         
                                                                    
gi|796 PDSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIA 
               50        60        70        80        90       100 
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (10-24:69-83) 
 
                                    10        20        30          
2MEPSP                      TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|461 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
      40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                                 
gi|461 SDEDMGFGLFD                               
      100                                        
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (10-24:69-83) 
 
                                    10        20        30          
2MEPSP                      TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|416 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
      40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                                 
gi|416 SDEDMGFGLFD                               
      100                                        
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.6  bits: 14.6 E():   85 
Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (2-15:5-18) 
 
                  10        20        30        40        50        
2MEPSP    TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
           :: :   . :  ::                                           
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gi|244 IGNEDCTPWMSTLITPLP                                           
               10                                                   
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.3  bits: 19.0 E():   88 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (48-74:169-195) 
 
        20        30        40        50         60        70       
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
         80                                                         
2MEPSP SWDR                                                         
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.2 E():   88 
Smith-Waterman score: 41; 46.2% identity (76.9% similar) in 13 aa overlap (4-16:85-97) 
 
                                          10        20        30    
2MEPSP                            TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : .:. ..:::                  
gi|671 NGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISPSTNCA 
           60        70        80        90       100       110     
 
            40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                                       
gi|671 TVK                                             
                                                       
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (28-74:80-126) 
 
                  10        20        30        40        50        
2MEPSP    TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
          60        70        80                            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDR                            
       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (28-74:81-127) 
 
                  10        20        30        40        50        
2MEPSP    TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          60        70        80                            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDR                            
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (28-74:81-127) 
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                  10        20        30        40        50        
2MEPSP    TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          60        70        80                            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDR                            
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (28-74:81-127) 
 
                  10        20        30        40        50        
2MEPSP    TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          60        70        80                            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDR                            
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.2  bits: 17.2 E():   89 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (19-40:7-24) 
 
               10        20        30        40        50        60 
2MEPSP TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
                         .:::: .    :  ...:::.:                     
gi|209             MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCIGYL 
                           10            20        30        40     
 
               70        80                                         
2MEPSP TLRLMERFGVKAEHSDSWDR                                         
                                                                    
gi|209 RGTVPTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVS 
           50        60        70        80        90       100     
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.1 E():   91 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (13-22:43-52) 
 
                                 10        20        30        40   
2MEPSP                   TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
             50        60        70        80                       
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR                       
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (48-74:86-112) 
 
        20        30        40        50        60        70        
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
        80       
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2MEPSP WDR       
                 
gi|301 LIRSLFGLP 
         120     
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (48-74:5-31) 
 
        20        30        40        50        60        70        
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|424                           EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIE 
                                         10        20        30     
 
        80                                                          
2MEPSP WDR                                                          
                                                                    
gi|424 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
           40        50        60        70        80        90     
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.7  bits: 17.7 E():   95 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (16-32:152-166) 
 
                              10        20        30        40      
2MEPSP                TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
          50        60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (4-23:79-98) 
 
                                          10        20        30    
2MEPSP                            TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|264 GIIKDFDEPGTLAPTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDE 
       50        60        70        80        90       100         
 
            40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                                       
gi|264 PMTPGQCNMVVERLGDYLIEQGF                         
      110       120       130                          
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (4-23:79-98) 
 
                                          10        20        30    
2MEPSP                            TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|105 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
            40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                                       
gi|105 PMTPGQCNLVVERLGDYLIDQGYWVPSSNS                  
      110       120       130                          
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.3 E(): 1e 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (4-23:79-98) 
 
                                          10        20        30    
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2MEPSP                            TDCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|100 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
            40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                                       
gi|100 PMTPGQCNLVVERLGDYLIDQGYCGSHHHHHH                
      110       120       130       140                
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:40 2011 done: Tue Apr 19 10:57:41 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 155  - 234 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     4     0:= 
  30     7     2:*= 
  32     3     8:=* 
  34    21    22:=====* 
  36    38    44:==========* 
  38    66    73:================= * 
  40   121   102:=========================*===== 
  42   102   125:==========================     * 
  44   142   138:==================================*= 
  46   148   140:==================================*== 
  48   184   134:=================================*============ 
  50   117   122:==============================* 
  52   109   108:==========================*= 
  54    71    92:==================    * 
  56    83    77:===================*= 
  58    44    63:===========    * 
  60    39    51:==========  * 
  62    39    41:==========* 
  64    30    33:========* 
  66    26    26:======* 
  68    16    20:====* 
  70    12    16:===* 
  72     6    12:==* 
  74    18    10:==*== 
  76     9     8:=*= 
  78    10     6:=*= 
  80     9     5:=*= 
  82     2     3:* 
  84     1     3:* 
  86     3     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
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  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.19640.00286; mu= 15.7468 0.148 
 mean_var=34.6490 9.194, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.217886 
 Kolmogorov-Smirnov  statistic: 0.0332 (N=29) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   65 25.1    0.86 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   61 23.5     1.4 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.4     4.1 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.4     4.1 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.5     4.2 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   55 21.6     4.6 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.3     6.2 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 21.4     6.9 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   54 21.4     6.9 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   54 21.4     6.9 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 22.8       8 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.6      12 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.7      12 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.9      15 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.4      15 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.5      16 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.1      16 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 20.1      16 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.1      16 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.1      16 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 20.1      16 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.1      18 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.5      18 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   49 19.8      19 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   49 19.8      19 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.8      20 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 19.8      20 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   51 20.8      22 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.4      23 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.4      23 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   50 20.4      23 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 20.8      24 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 19.5      25 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 20.9      25 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 18.2      28 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.1      29 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.1      29 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.6      30 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   47 19.2      31 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 18.7      31 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.2      31 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 19.2      31 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   47 19.2      32 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   47 19.2      32 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.7      33 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 20.2      35 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.7      35 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.7      35 
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gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.8      37 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.8      37 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.2      37 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.8      37 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   49 20.2      38 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   49 20.2      38 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   48 19.8      38 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.8      38 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 18.9      39 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 18.9      39 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 18.9      39 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.5      40 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 15.8      42 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.5      42 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   50 20.8      46 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.7      47 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.5      47 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.0      51 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.2      52 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.2      52 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.3      56 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.3      56 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.3      57 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.6      58 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.8      58 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.3      60 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 18.3      60 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.0      61 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.6      63 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.6      65 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 17.9      66 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   44 18.3      67 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.9      69 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.9      69 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.5      71 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.5      73 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 17.9      73 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.4      74 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   43 17.9      74 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 17.9      74 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 17.9      74 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 17.9      74 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.3      77 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 18.9      82 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.5      84 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.4      84 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.4      84 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   41 17.1      87 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   41 17.1      87 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.0      89 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 17.6      91 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   41 17.2      91 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 17.6      91 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   42 17.6      91 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 17.6      91 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   35 14.5      92 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.2      92 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.1      93 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.1      95 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.2      95 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 17.7      98 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.2      98 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  65  Z-score: 103.6  bits: 25.1 E(): 0.86 
Smith-Waterman score: 65; 26.2% identity (58.5% similar) in 65 aa overlap (15-77:8-68) 
 
               10        20         30        40        50          
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEM 
                     ::. : .:.. . . .   : :. .:  :: .:..   .: ::: . 
gi|111        MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFL 
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                      10        20        30         40             
 
       60        70        80                                       
2MEPSP -TLRLMERFGVKAEHSDSWDRF                                       
        :..   :  ...  .. :                                          
gi|111 PTVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEF 
      50        60        70        80        90       100          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  61  Z-score: 100.0  bits: 23.5 E():  1.4 
Smith-Waterman score: 61; 28.1% identity (53.1% similar) in 64 aa overlap (15-77:30-92) 
 
                              10        20         30        40     
2MEPSP                DCPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF                         
       . ..  .:..  . : .     ::: :    ::                            
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
gi|291 REMKDRAEQFGQQHVTGSQGS 
     120       130       140 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.5  bits: 22.4 E():  4.1 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (29-44:9-24) 
 
               10        20        30        40        50        60 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                   :.:::.:: . :::..                 
gi|476                     MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQ 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP LRLMERFGVKAEHSDSWDRF                                         
                                                                    
gi|476 EGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAE 
               50        60        70        80        90       100 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.5  bits: 22.4 E():  4.1 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (29-44:9-24) 
 
               10        20        30        40        50        60 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                   :.:::.:: . :::..                 
gi|313                     MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQ 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP LRLMERFGVKAEHSDSWDRF                                         
                                                                    
gi|313 EGGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAE 
               50        60        70        80        90       100 
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.2  bits: 22.5 E():  4.2 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (23-61:26-64) 
 
                  10        20        30        40        50        
2MEPSP    DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP EMTLRLMERFGVKAEHSDSWDRF                                      
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        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 90.6  bits: 21.6 E():  4.6 
Smith-Waterman score: 55; 32.3% identity (64.5% similar) in 31 aa overlap (1-30:63-93) 
 
                                             10         20          
2MEPSP                               DCPPVRVNGIGGLPGG-KVKLSGSISSQYL 
                                     :: :...::    :.  ... : ...: :  
gi|294 GNKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQ 
             40        50        60        70        80        90   
 
      30        40        50        60        70        80 
2MEPSP SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
       :                                                   
gi|294 SKGRNDFDCDFSGTGAITSSDPSNGSCSFLS                     
            100       110       120                        
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.2  bits: 21.3 E():  6.2 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (8-61:66-119) 
 
                                      10        20        30        
2MEPSP                        DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
        40        50        60        70        80 
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
         . :. :.... . . : .  .:                    
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN 
         100       110       120       130         
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 87.5  bits: 21.4 E():  6.9 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (39-73:90-126) 
 
       10        20        30        40          50        60       
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
         70        80                           
2MEPSP FGVKAEHSDSWDRF                           
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 87.5  bits: 21.4 E():  6.9 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (39-73:90-126) 
 
       10        20        30        40          50        60       
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
         70        80                           
2MEPSP FGVKAEHSDSWDRF                           
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 87.4  bits: 21.4 E():  6.9 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (39-73:91-127) 
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       10        20        30        40          50        60       
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
         70        80                           
2MEPSP FGVKAEHSDSWDRF                           
       . .:..:                                  
gi|132 YHTKGDHEMKAEHMKAIKEKAEALLRAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 86.3  bits: 22.8 E():    8 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (20-55:247-289) 
 
                          10        20        30          40        
2MEPSP            DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
             50        60        70        80                       
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF                       
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 83.3  bits: 22.6 E():   12 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (20-55:378-420) 
 
                          10        20        30          40        
2MEPSP            DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
             50        60        70        80                       
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF                       
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 83.3  bits: 21.7 E():   12 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (17-49:105-139) 
 
                             10        20        30         40      
2MEPSP               DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
           50        60        70        80                         
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF                         
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.3  bits: 21.9 E():   15 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (48-69:9-30) 
 
        20        30        40        50        60        70        
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
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        80                                                          
2MEPSP DRF                                                          
                                                                    
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.2  bits: 22.4 E():   15 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (38-65:414-441) 
 
        10        20        30        40        50        60        
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
        70        80                                                
2MEPSP GVKAEHSDSWDRF                                                
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 80.8  bits: 21.5 E():   16 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (5-22:167-184) 
 
                                         10        20        30     
2MEPSP                           DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
           40        50        60        70        80               
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF               
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (39-73:91-127) 
 
       10        20        30        40          50        60       
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
         70        80                           
2MEPSP FGVKAEHSDSWDRF                           
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (41-78:125-160) 
 
               20        30        40        50        60        70 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
               80 
2MEPSP AEHSDSWDRF 
         :::...   
gi|132 --HSDAYN   
            160   
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
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 initn:  44 init1:  44 opt:  50  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (39-73:91-127) 
 
       10        20        30        40          50        60       
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
         70        80                           
2MEPSP FGVKAEHSDSWDRF                           
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (39-73:91-127) 
 
       10        20        30        40          50        60       
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
         70        80                           
2MEPSP FGVKAEHSDSWDRF                           
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (16-73:70-127) 
 
                              10        20        30        40      
2MEPSP                DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
      40        50        60        70        80        90          
 
            50        60        70        80                        
2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEHSDSWDRF                        
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.0  bits: 21.1 E():   18 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (3-37:175-211) 
 
                                           10        20        30   
2MEPSP                             DCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
               40        50        60        70        80           
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF           
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 79.9  bits: 22.5 E():   18 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (38-65:500-527) 
 
        10        20        30        40        50        60        
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
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     470       480       490       500       510       520          
 
        70        80                                                
2MEPSP GVKAEHSDSWDRF                                                
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.5  bits: 19.8 E():   19 
Smith-Waterman score: 49; 27.0% identity (49.2% similar) in 63 aa overlap (15-77:36-97) 
 
                               10        20        30        40     
2MEPSP                 DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|753 GQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
           50        60        70        80                         
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF                         
       . ..  .:.:  .   .     ::: :    ::                            
gi|753 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|753 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.5  bits: 19.8 E():   19 
Smith-Waterman score: 49; 27.0% identity (49.2% similar) in 63 aa overlap (15-77:36-97) 
 
                               10        20        30        40     
2MEPSP                 DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|198 GQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
           50        60        70        80                         
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF                         
       . ..  .:.:  .   .     ::: :    ::                            
gi|198 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|198 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.2  bits: 19.8 E():   20 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (9-16:119-126) 
 
                                     10        20        30         
2MEPSP                       DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
       40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                                                  
gi|144 EEVD                                       
      150                                         
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (50-73:104-127) 
 
      20        30        40        50        60        70          
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
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      80                           
2MEPSP F                           
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 78.4  bits: 20.8 E():   22 
Smith-Waterman score: 51; 61.1% identity (77.8% similar) in 18 aa overlap (37-54:139-155) 
 
         10        20        30        40        50        60       
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :::::.. ::  :.:             
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLARN 
      110       120       130       140        150       160        
 
         70        80                                               
2MEPSP FGVKAEHSDSWDRF                                               
                                                                    
gi|612 LKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAA 
       170       180       190       200       210       220        
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (4-50:133-176) 
 
                                          10        20        30    
2MEPSP                            DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
            40        50        60        70        80              
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF              
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (4-50:133-176) 
 
                                          10        20        30    
2MEPSP                            DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
            40        50        60        70        80              
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF              
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 50; 25.9% identity (66.7% similar) in 27 aa overlap (1-27:119-145) 
 
                                             10        20        30 
2MEPSP                               DCPPVRVNGIGGLPGGKVKLSGSISSQYLS 
                                     .:     ...: . :::. . :.:...    
gi|462 DKVKTELLNEDLAKKYKDEVVDVYGSNYYVNCYFSSKDNVGKVTGGKTCMYGGITKHEGN 
       90       100       110       120       130       140         
 
               40        50        60        70        80           
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF           
                                                                    
gi|462 HFDNGNLQNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLYEFNSSPY 
      150       160       170       180       190       200         
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 4997

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 77.6  bits: 20.8 E():   24 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (12-68:271-326) 
 
                                  10        20        30        40  
2MEPSP                    DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
              50        60        70        80                      
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF                      
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (27-73:80-126) 
 
                   10        20        30        40          50     
2MEPSP     DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
           60        70        80                           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRF                           
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.2  bits: 20.9 E():   25 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (23-71:54-105) 
 
                       10        20        30          40           
2MEPSP         DCPPVRVNGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
      50        60        70        80                              
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRF                              
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 76.3  bits: 18.2 E():   28 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (39-72:5-40) 
 
       10        20        30        40           50        60      
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.:. .: ::   ::.: :     ..    
gi|603                           VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTS 
                                          10        20        30    
 
          70        80                           
2MEPSP RFGVKAEHSDSWDRF                           
       .. .:..                                   
gi|603 KYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
            40        50        60        70     
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (21-48:7-34) 
 
               10        20        30        40        50        60 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                           : .. :  ..:.  :::. :   :....             
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gi|833               MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTI 
                             10        20        30        40       
 
               70        80                                         
2MEPSP LRLMERFGVKAEHSDSWDRF                                         
                                                                    
gi|833 DVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPV 
         50        60        70        80        90       100       
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (21-48:7-34) 
 
               10        20        30        40        50        60 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                           : .. :  ..:.  :::. :   :....             
gi|668               MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTI 
                             10        20        30        40       
 
               70        80                                         
2MEPSP LRLMERFGVKAEHSDSWDRF                                         
                                                                    
gi|668 DVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPV 
         50        60        70        80        90       100       
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.9  bits: 19.6 E():   30 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (11-50:162-201) 
 
                                   10        20        30        40 
2MEPSP                     DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
               50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
       : .  : . :                               
gi|116 GKAFYEAVAKAHQ                            
             200                                
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (5-51:42-98) 
 
                                         10                20       
2MEPSP                           DCPPVRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
gi|166 SSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
              20        30        40        50        60        70  
 
         30          40        50        60        70        80     
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF     
       . ..  :: . . .  ::. .:.:...                                  
gi|166 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
              80        90       100       110       120       130  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 46; 27.7% identity (53.2% similar) in 47 aa overlap (4-50:59-105) 
 
                                          10        20        30    
2MEPSP                            DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : .. .. .  .: .  ::. ..   ::   
gi|185 SVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEA 
       30        40        50        60        70        80         
 
            40        50        60        70        80 
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
        ::: :  . : :  :.                               
gi|185 EAAPEAAKEEEKEESDEDMGFGLFD                       
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       90       100       110                          
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 47; 54.5% identity (72.7% similar) in 11 aa overlap (4-14:52-62) 
 
                                          10        20        30    
2MEPSP                            DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :.:: :.:  :                    
gi|282 TATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVPGDCCRQ 
              30        40        50        60        70        80  
 
            40        50        60        70        80              
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF              
                                                                    
gi|282 FPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGVLQVDI 
              90       100       110       120       130       140  
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (17-72:71-126) 
 
                             10        20        30        40       
2MEPSP               DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
         50        60        70        80                           
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF                           
          ::.: :.    ..   .. .:..                                   
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 47; 44.4% identity (55.6% similar) in 18 aa overlap (1-17:71-88) 
 
                                             10         20          
2MEPSP                               DCPPVRVNGIG-GLPGGKVKLSGSISSQYL 
                                     :: :..  :   : : ::             
gi|285 KCDKRCIEWEGAKHGACHKRDSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPPSGGGA 
               50        60        70        80        90       100 
 
      30        40        50        60        70        80          
2MEPSP SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF          
                                                                    
gi|285 PPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGGGEGGGDGGGDGGGEGGGEG 
              110       120       130       140       150       160 
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (5-51:56-112) 
 
                                         10                20       
2MEPSP                           DCPPVRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
gi|133 SSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
          30        40        50        60        70        80      
 
         30          40        50        60        70        80     
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF     
       . ..  :: . . .  ::. .:.:...                                  
gi|133 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
          90       100       110       120       130       140      
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.2  bits: 19.7 E():   33 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (15-50:117-149) 
 
                               10        20        30        40     
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2MEPSP                 DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
           50        60        70        80                         
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF                         
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.7  bits: 20.2 E():   35 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (4-40:244-280) 
 
                                           10        20        30   
2MEPSP                            DCPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
              40        50        60        70        80            
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF            
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (15-50:144-176) 
 
                               10        20        30        40     
2MEPSP                 DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
           50        60        70        80                         
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF                         
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (15-50:144-176) 
 
                               10        20        30        40     
2MEPSP                 DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
           50        60        70        80                         
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF                         
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (3-42:136-175) 
 
                                           10        20        30   
2MEPSP                             DCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
             40        50        60        70        80             
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF             
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         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (3-42:137-176) 
 
                                           10        20        30   
2MEPSP                             DCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
             40        50        60        70        80             
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF             
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (16-40:221-245) 
 
                              10        20        30        40      
2MEPSP                DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
          50        60        70        80                          
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF                          
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (3-42:140-179) 
 
                                           10        20        30   
2MEPSP                             DCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
             40        50        60        70        80             
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF             
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 73.9  bits: 20.2 E():   38 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (12-77:69-131) 
 
                                  10        20        30        40  
2MEPSP                    DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|746 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
              50        60        70        80                      
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF                      
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|746 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|746 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
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>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 73.9  bits: 20.2 E():   38 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (12-77:69-131) 
 
                                  10        20        30        40  
2MEPSP                    DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|129 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
              50        60        70        80                      
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF                      
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|129 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|129 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.9  bits: 19.8 E():   38 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (9-33:42-65) 
 
                                     10        20        30         
2MEPSP                       DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.::  :: : :.. :: . .  .:      
gi|275 CPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRSTFEEMLKHRNN 
              20        30        40         50        60        70 
 
       40        50        60        70        80                   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF                   
                                                                    
gi|275 AACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATTGGWPTAPDGPY 
               80        90       100       110       120       130 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.9  bits: 19.8 E():   38 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (3-42:151-190) 
 
                                           10        20        30   
2MEPSP                             DCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
             40        50        60        70        80             
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF             
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (40-73:92-127) 
 
      10        20        30        40           50        60       
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
         70        80                           
2MEPSP FGVKAEHSDSWDRF                           
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (27-73:81-127) 
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                   10        20        30        40          50     
2MEPSP     DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           60        70        80                           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRF                           
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (27-73:81-127) 
 
                   10        20        30        40          50     
2MEPSP     DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
           60        70        80                           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRF                           
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.5  bits: 18.5 E():   40 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (15-62:21-64) 
 
                     10        20        30        40        50     
2MEPSP       DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                           :... : :.. ... : : . :  . :.. :  ..:: .. 
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQNL 
               10        20         30         40          50       
 
           60        70        80                                   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRF                                   
       :. :.  :                                                     
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.2  bits: 15.8 E():   42 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (69-77:10-18) 
 
       40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                                     . ::..:.:    
gi|409                      IAKVPPGGXITAEYGDKWLD  
                                    10        20  
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (3-55:79-126) 
 
                                           10        20        30   
2MEPSP                             DCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
             40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
       ..  :.. :. .. ....: . :                          
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF                     
          110        120       130                      
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
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 initn:  41 init1:  41 opt:  50  Z-score: 72.6  bits: 20.8 E():   46 
Smith-Waterman score: 50; 22.7% identity (63.6% similar) in 44 aa overlap (37-80:372-414) 
 
         10        20        30        40        50        60       
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
         70        80                                               
2MEPSP FGVKAEHSDSWDRF                                               
       :.  ::  ...:.:                                               
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 72.4  bits: 21.7 E():   47 
Smith-Waterman score: 52; 36.8% identity (60.5% similar) in 38 aa overlap (9-41:644-680) 
 
                                     10             20        30    
2MEPSP                       DCPPVRVNGIGGLPGGK-----VKLSGSISSQYLSALL 
                                     : .:.::::     . : :.:.:   ..   
gi|278 GPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIGSPGRDGA- 
           620       630       640       650       660       670    
 
            40        50        60        70        80              
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF              
        .:: :.:                                                     
gi|278 RGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAGPAGAAGQ 
            680       690       700       710       720       730   
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.4  bits: 19.5 E():   47 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (3-36:146-179) 
 
                                           10        20        30   
2MEPSP                             DCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
             40        50        60        70        80             
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF             
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 71.7  bits: 20.0 E():   51 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (12-51:393-434) 
 
                                  10        20        30            
2MEPSP                    DCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
      40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
       :::  .   :..                              
gi|601 LGDKAVYAGDNFRTAINL                        
            430       440                        
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.6  bits: 18.2 E():   52 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (70-80:8-18) 
 
      40        50        60        70        80                    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF                    
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
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                                      10        20        30        
 
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.6  bits: 18.2 E():   52 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (70-80:8-18) 
 
      40        50        60        70        80                    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF                    
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 17.3 E():   56 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (22-43:54-75) 
 
                        10        20        30        40        50  
2MEPSP          DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
              60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRF 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 17.3 E():   56 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (22-43:54-75) 
 
                        10        20        30        40        50  
2MEPSP          DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
              60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRF 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.7  bits: 17.3 E():   57 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (21-63:6-51) 
 
               10        20        30        40           50        
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIPYV 
                           :. .. :.:  :.  ::. :  :  .   .   :. .:   
gi|453                RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLD 
                              10        20        30        40      
 
        60        70        80              
2MEPSP EMTLRLMERFGVKAEHSDSWDRF              
         ::..                               
gi|453 TTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
          50        60        70        80  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (2-11:339-348) 
 
                                            10        20        30  
2MEPSP                              DCPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
 
              40        50        60        70        80 
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2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                                                         
gi|513 SDPPVPLNMACHKTESLRTLASV                           
      370       380       390                            
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.6  bits: 17.8 E():   58 
Smith-Waterman score: 43; 35.9% identity (51.3% similar) in 39 aa overlap (12-50:68-105) 
 
                                  10        20        30        40  
2MEPSP                    DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|117 RLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAA-SGGAAAAGGSAQAEAAPEAAK 
        40        50        60        70         80        90       
 
              50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
       . : :  :.                               
gi|117 EEEKEESDEDMGFGLFD                       
        100       110                          
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (40-73:92-127) 
 
      10        20        30        40            50        60      
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
          70        80                           
2MEPSP RFGVKAEHSDSWDRF                           
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (27-73:81-127) 
 
                   10        20        30        40          50     
2MEPSP     DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
           60        70        80                           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRF                           
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.2  bits: 16.0 E():   61 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (69-77:10-18) 
 
       40        50        60        70        80               
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF               
                                     . ::..:.:                  
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK 
                                    10        20        30      
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 70.0  bits: 19.6 E():   63 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (12-51:393-434) 
 
                                  10        20        30            
2MEPSP                    DCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
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            370       380       390       400       410       420   
 
      40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
       ::: ..   :..                              
gi|467 LGDKRLYAGDNFRTAINL                        
            430       440                        
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.7  bits: 20.6 E():   65 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (38-65:500-527) 
 
        10        20        30        40        50        60        
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
        70        80                                                
2MEPSP GVKAEHSDSWDRF                                                
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (31-73:8-46) 
 
               10        20        30        40        50        60 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :..::. ..   :...  ::  .  . .:  
gi|140                        MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM- 
                                      10        20        30        
 
               70        80                                         
2MEPSP LRLMERFGVKAEHSDSWDRF                                         
         :::.:: : ..                                                
gi|140 --LMEEFGEKIDQIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQ 
            40        50        60        70        80        90    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.6  bits: 18.3 E():   67 
Smith-Waterman score: 44; 33.3% identity (48.9% similar) in 45 aa overlap (2-40:48-92) 
 
                                                 10        20       
2MEPSP                              DCPP--VRVN---GIGGLPGGKVKLSGSI-S 
                                     ::    : :   : .: :   . :::.:   
gi|124 PNSSYRIISIGRGALGGDVYLGKSPNSDAPCPDGVFRYNSDVGPSGTPVRFIPLSGGIFE 
        20        30        40        50        60        70        
 
          30        40        50        60        70        80      
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF      
       .: :.  .  : . :                                              
gi|124 DQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGTIGQADSSYFKIVKLSNFGY 
        80        90       100       110       120       130        
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (40-54:83-97) 
 
      10        20        30        40        50        60          
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
      70        80                      
2MEPSP KAEHSDSWDRF                      
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
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>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (40-54:83-97) 
 
      10        20        30        40        50        60          
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
      70        80                      
2MEPSP KAEHSDSWDRF                      
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.5 E():   71 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (12-20:36-44) 
 
                                  10        20        30        40  
2MEPSP                    DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
              50        60        70        80       
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF       
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.5 E():   73 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (3-15:48-60) 
 
                                           10        20        30   
2MEPSP                             DCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
             40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                                                        
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF          
        80        90       100       110                
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (7-28:45-65) 
 
                                       10        20        30       
2MEPSP                         DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
         40        50        60        70        80                 
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF                 
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 18.4 E():   74 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (4-53:115-164) 
 
                                          10        20        30    
2MEPSP                            DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
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                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
            40        50        60        70        80              
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF              
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (50-73:104-127) 
 
      20        30        40        50        60        70          
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
      80                           
2MEPSP F                           
                                   
gi|226 IKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (50-73:104-127) 
 
      20        30        40        50        60        70          
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
      80                           
2MEPSP F                           
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (50-73:104-127) 
 
      20        30        40        50        60        70          
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
      80                           
2MEPSP F                           
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (21-51:108-139) 
 
                         10        20        30        40           
2MEPSP           DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
      50        60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
       ..                              
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gi|606 EIDEDGSGKIEFEEFWELMAGEAD        
       140       150       160         
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 68.4  bits: 19.3 E():   77 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (12-42:391-423) 
 
                                  10        20        30            
2MEPSP                    DCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
      40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
       :::                                       
gi|144 LGDNAVYAGNNFRTAVNL                        
              430                                
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.9  bits: 18.9 E():   82 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (15-53:309-349) 
 
                               10        20         30          40  
2MEPSP                 DCPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
              50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
        .. :.: :..:                            
gi|752 GANAEVI-KMVSET                          
      340        350                           
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (3-42:124-163) 
 
                                           10        20        30   
2MEPSP                             DCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
             40        50        60        70        80             
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF             
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (20-54:1-35) 
 
               10        20        30        40        50        60 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                          ..: .:   :  :. :.:.:..... .    : :.       
gi|142                    MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIP 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP LRLMERFGVKAEHSDSWDRF                                         
                                                                    
gi|142 DSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAG 
              50        60        70        80        90       100  
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (20-54:1-35) 
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               10        20        30        40        50        60 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                          ..: .:   :  :. :.:.:..... .    : :.       
gi|796                    MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIP 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP LRLMERFGVKAEHSDSWDRF                                         
                                                                    
gi|796 DSYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAG 
              50        60        70        80        90       100  
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.1 E():   87 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (9-23:69-83) 
 
                                     10        20        30         
2MEPSP                       DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|416 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
       40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                                                  
gi|416 SDEDMGFGLFD                                
      100                                         
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.1 E():   87 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (9-23:69-83) 
 
                                     10        20        30         
2MEPSP                       DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|461 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
       40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                                                  
gi|461 SDEDMGFGLFD                                
      100                                         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.2  bits: 19.0 E():   89 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (47-73:169-195) 
 
         20        30        40        50         60        70      
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
          80                                                        
2MEPSP SWDRF                                                        
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (27-73:80-126) 
 
                   10        20        30        40          50     
2MEPSP     DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
           60        70        80                           
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2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRF                           
       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.2 E():   91 
Smith-Waterman score: 41; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:85-97) 
 
                                           10        20        30   
2MEPSP                             DCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : .:. ..:::                  
gi|671 NGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISPSTNCA 
           60        70        80        90       100       110     
 
             40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                                                        
gi|671 TVK                                              
                                                        
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (27-73:81-127) 
 
                   10        20        30        40          50     
2MEPSP     DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           60        70        80                           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRF                           
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (27-73:81-127) 
 
                   10        20        30        40          50     
2MEPSP     DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           60        70        80                           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRF                           
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (27-73:81-127) 
 
                   10        20        30        40          50     
2MEPSP     DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           60        70        80                           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRF                           
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.0  bits: 14.5 E():   92 
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Smith-Waterman score: 35; 42.9% identity (50.0% similar) in 14 aa overlap (1-14:5-18) 
 
                   10        20        30        40        50       
2MEPSP     DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPY 
           :: :   . :  ::                                           
gi|244 IGNEDCTPWMSTLITPLP                                           
               10                                                   
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.0  bits: 17.2 E():   92 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (18-39:7-24) 
 
               10        20        30        40        50        60 
2MEPSP DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                        .:::: .    :  ...:::.:                      
gi|209            MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCIGYLR 
                          10            20        30        40      
 
               70        80                                         
2MEPSP LRLMERFGVKAEHSDSWDRF                                         
                                                                    
gi|209 GTVPTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSV 
          50        60        70        80        90       100      
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (12-21:43-52) 
 
                                  10        20        30        40  
2MEPSP                    DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
              50        60        70        80                      
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF                      
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.1 E():   95 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (47-73:5-31) 
 
         20        30        40        50        60        70       
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|424                           EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIE 
                                         10        20        30     
 
         80                                                         
2MEPSP WDRF                                                         
                                                                    
gi|424 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
           40        50        60        70        80        90     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.2 E():   95 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (47-73:86-112) 
 
         20        30        40        50        60        70       
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
         80      
2MEPSP WDRF      
                 
gi|301 LIRSLFGLP 
         120     
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>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.5  bits: 17.7 E():   98 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (15-31:152-166) 
 
                               10        20        30        40     
2MEPSP                 DCPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
           50        60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.2 E():   98 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (3-22:79-98) 
 
                                           10        20        30   
2MEPSP                             DCPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|264 GIIKDFDEPGTLAPTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDE 
       50        60        70        80        90       100         
 
             40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                                                        
gi|264 PMTPGQCNMVVERLGDYLIEQGF                          
      110       120       130                           
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:41 2011 done: Tue Apr 19 10:57:41 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 156  - 235 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     4     2:* 
  32    10     8:=*= 
  34    25    22:=====*= 
  36    29    44:========  * 
  38    77    73:==================*= 
  40   118   102:=========================*==== 
  42   101   125:==========================     * 
  44   128   138:================================  * 
  46   147   140:==================================*== 
  48   186   134:=================================*============= 
  50   134   122:==============================*=== 
  52    96   108:========================  * 
  54    76    92:===================   * 
  56    79    77:===================* 
  58    48    63:============   * 
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  60    41    51:=========== * 
  62    41    41:==========* 
  64    26    33:======= * 
  66    24    26:======* 
  68    19    20:====* 
  70    12    16:===* 
  72     5    12:==* 
  74    17    10:==*== 
  76    10     8:=*= 
  78    10     6:=*= 
  80     7     5:=* 
  82     3     3:* 
  84     2     3:* 
  86     3     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     3     1:*         :*== 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 2.70120.00318; mu= 18.1371 0.166 
 mean_var=34.9464 9.126, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.216957 
 Kolmogorov-Smirnov  statistic: 0.0350 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   65 25.1    0.82 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   61 23.5     1.4 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.5       4 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.5       4 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.5     4.1 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.3     6.3 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 21.4     6.8 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   54 21.4     6.8 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   54 21.4     6.8 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.5     6.9 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.0       7 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.9      10 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.9      11 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.6      13 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.1      13 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.6      14 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.7      15 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.2      16 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 20.2      16 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.2      16 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 20.2      16 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.2      16 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.2      16 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   49 19.8      19 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   49 19.8      19 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.8      20 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   51 20.9      20 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 19.8      20 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.4      21 
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gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.4      21 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 21.0      22 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.0      23 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 19.5      25 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   47 19.1      27 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.2      27 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.2      27 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.7      29 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   47 19.2      30 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 18.1      30 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.2      31 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 19.2      31 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.8      31 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 18.7      31 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 20.3      32 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   47 19.2      32 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.8      33 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.8      33 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.4      34 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   48 19.8      34 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   49 20.4      34 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   49 20.4      34 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.9      35 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.9      35 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.9      35 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   48 19.9      36 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.9      36 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 22.1      37 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 18.9      38 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 18.9      38 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 18.9      38 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.4      41 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.5      42 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.6      43 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.1      45 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 15.5      52 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.8      52 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.2      52 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.2      52 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.9      54 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.8      55 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 18.3      59 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.3      59 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.8      59 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.2      60 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.2      60 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.2      61 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   44 18.4      64 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 17.9      66 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.9      68 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.9      68 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.5      68 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.5      70 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 15.8      71 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 18.0      72 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.4      72 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.0      73 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.0      73 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   43 18.0      73 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.0      73 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.6      73 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.6      73 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 19.1      75 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.5      75 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.6      78 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.1      80 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.2      88 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   41 17.1      89 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   41 17.1      89 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.3      89 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.2      90 
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gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   42 17.7      91 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   41 17.2      93 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.2      94 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 17.7      95 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.2      96 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   48 20.9      96 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.3      99 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 18.8      99 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 18.8      99 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.2      99 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  65  Z-score: 104.0  bits: 25.1 E(): 0.82 
Smith-Waterman score: 65; 26.2% identity (58.5% similar) in 65 aa overlap (14-76:8-68) 
 
               10        20         30        40        50          
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEM- 
                    ::. : .:.. . . .   : :. .:  :: .:..   .: ::: .  
gi|111       MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLP 
                     10        20        30         40           50 
 
       60        70        80                                       
2MEPSP TLRLMERFGVKAEHSDSWDRFY                                       
       :..   :  ...  .. :                                           
gi|111 TVKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFV 
               60        70        80        90       100       110 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  61  Z-score: 99.9  bits: 23.5 E():  1.4 
Smith-Waterman score: 61; 28.1% identity (53.1% similar) in 64 aa overlap (14-76:30-92) 
 
                               10         20        30        40    
2MEPSP                 CPPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY                        
       . ..  .:..  . : .     ::: :    ::                            
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
gi|291 REMKDRAEQFGQQHVTGSQGS 
     120       130       140 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.7  bits: 22.5 E():    4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (28-43:9-24) 
 
               10        20        30        40        50        60 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
                                  :.:::.:: . :::..                  
gi|476                    MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQE 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP RLMERFGVKAEHSDSWDRFY                                         
                                                                    
gi|476 GGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAED 
              50        60        70        80        90       100  
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.7  bits: 22.5 E():    4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (28-43:9-24) 
 
               10        20        30        40        50        60 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
                                  :.:::.:: . :::..                  
gi|313                    MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQE 
                                  10        20        30        40  
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               70        80                                         
2MEPSP RLMERFGVKAEHSDSWDRFY                                         
                                                                    
gi|313 GGVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAED 
              50        60        70        80        90       100  
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.4  bits: 22.5 E():  4.1 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (22-60:26-64) 
 
                   10        20        30        40        50       
2MEPSP     CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP EMTLRLMERFGVKAEHSDSWDRFY                                     
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.2  bits: 21.3 E():  6.3 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (7-60:66-119) 
 
                                       10        20        30       
2MEPSP                         CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
         40        50        60        70        80 
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
         . :. :.... . . : .  .:                     
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN  
         100       110       120       130          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 87.5  bits: 21.4 E():  6.8 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (38-72:90-126) 
 
        10        20        30        40          50        60      
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
          70        80                          
2MEPSP FGVKAEHSDSWDRFY                          
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 87.5  bits: 21.4 E():  6.8 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (38-72:90-126) 
 
        10        20        30        40          50        60      
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
          70        80                          
2MEPSP FGVKAEHSDSWDRFY                          
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
     120       130       140       150          
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>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 87.5  bits: 21.4 E():  6.8 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (38-72:91-127) 
 
        10        20        30        40          50        60      
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
          70        80                          
2MEPSP FGVKAEHSDSWDRFY                          
       . .:..:                                  
gi|132 YHTKGDHEMKAEHMKAIKEKAEALLRAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 87.5  bits: 23.5 E():  6.9 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (36-80:372-415) 
 
          10        20        30        40        50        60      
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
          70        80                                              
2MEPSP FGVKAEHSDSWDRFY                                              
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 87.3  bits: 23.0 E():    7 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (19-54:247-289) 
 
                           10        20        30          40       
2MEPSP             CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
              50        60        70        80                      
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY                      
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 84.5  bits: 22.9 E():   10 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (19-54:378-420) 
 
                           10        20        30          40       
2MEPSP             CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
              50        60        70        80                      
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY                      
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 84.0  bits: 21.9 E():   11 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (16-48:105-139) 
 
                              10        20        30         40     
2MEPSP                CPPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
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gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
            50        60        70        80                        
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY                        
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.5  bits: 22.6 E():   13 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (37-64:414-441) 
 
         10        20        30        40        50        60       
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
         70        80                                               
2MEPSP GVKAEHSDSWDRFY                                               
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 82.3  bits: 22.1 E():   13 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (47-68:9-30) 
 
         20        30        40        50        60        70       
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
         80                                                         
2MEPSP DRFY                                                         
                                                                    
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.6  bits: 21.6 E():   14 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (4-21:167-184) 
 
                                          10        20        30    
2MEPSP                            CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
            40        50        60        70        80              
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY              
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.4  bits: 22.7 E():   15 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (37-64:500-527) 
 
         10        20        30        40        50        60       
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
         70        80                                               
2MEPSP GVKAEHSDSWDRFY                                               
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
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     530       540       550       560       570       580          
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 80.7  bits: 20.2 E():   16 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (38-72:91-127) 
 
        10        20        30        40          50        60      
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
          70        80                          
2MEPSP FGVKAEHSDSWDRFY                          
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 80.7  bits: 20.2 E():   16 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (40-77:125-160) 
 
      10        20        30        40        50        60          
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
      70        80 
2MEPSP AEHSDSWDRFY 
         :::...    
gi|132 --HSDAYN    
            160    
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 80.7  bits: 20.2 E():   16 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (38-72:91-127) 
 
        10        20        30        40          50        60      
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
          70        80                          
2MEPSP FGVKAEHSDSWDRFY                          
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 80.7  bits: 20.2 E():   16 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (15-72:70-127) 
 
                               10        20        30        40     
2MEPSP                 CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
      40        50        60        70        80        90          
 
             50        60        70        80                       
2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEHSDSWDRFY                       
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 80.7  bits: 20.2 E():   16 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (38-72:91-127) 
 
        10        20        30        40          50        60      
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2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
          70        80                          
2MEPSP FGVKAEHSDSWDRFY                          
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.7  bits: 21.2 E():   16 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (2-36:175-211) 
 
                                            10        20        30  
2MEPSP                              CPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
                40        50        60        70        80          
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY          
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.5  bits: 19.8 E():   19 
Smith-Waterman score: 49; 27.0% identity (49.2% similar) in 63 aa overlap (14-76:36-97) 
 
                                10        20        30        40    
2MEPSP                  CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|753 GQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
            50        60        70        80                        
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY                        
       . ..  .:.:  .   .     ::: :    ::                            
gi|753 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|753 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.5  bits: 19.8 E():   19 
Smith-Waterman score: 49; 27.0% identity (49.2% similar) in 63 aa overlap (14-76:36-97) 
 
                                10        20        30        40    
2MEPSP                  CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|198 GQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
            50        60        70        80                        
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY                        
       . ..  .:.:  .   .     ::: :    ::                            
gi|198 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|198 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.3  bits: 19.8 E():   20 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (8-15:119-126) 
 
                                      10        20        30        
2MEPSP                        CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
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                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
                                                   
gi|144 EEVD                                        
      150                                          
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 79.1  bits: 20.9 E():   20 
Smith-Waterman score: 51; 61.1% identity (77.8% similar) in 18 aa overlap (36-53:139-155) 
 
          10        20        30        40        50        60      
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :::::.. ::  :.:             
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLARN 
      110       120       130       140        150       160        
 
          70        80                                              
2MEPSP FGVKAEHSDSWDRFY                                              
                                                                    
gi|612 LKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAA 
       170       180       190       200       210       220        
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (49-72:104-127) 
 
       20        30        40        50        60        70         
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
       80                          
2MEPSP FY                          
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.5  bits: 20.4 E():   21 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (3-49:133-176) 
 
                                           10        20        30   
2MEPSP                             CPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
             40        50        60        70        80             
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY             
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.5  bits: 20.4 E():   21 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (3-49:133-176) 
 
                                           10        20        30   
2MEPSP                             CPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
             40        50        60        70        80             
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY             
       .. :  :  :.:.....                                            
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gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 78.4  bits: 21.0 E():   22 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (11-67:271-326) 
 
                                   10        20        30        40 
2MEPSP                     CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
               50        60        70        80                     
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY                     
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.1  bits: 21.0 E():   23 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (22-70:54-105) 
 
                        10        20          30        40          
2MEPSP          CPPVRVNGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
       50        60        70        80                             
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFY                             
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (26-72:80-126) 
 
                    10        20        30        40          50    
2MEPSP      CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
            60        70        80                          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFY                          
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.8  bits: 19.1 E():   27 
Smith-Waterman score: 47; 30.0% identity (63.3% similar) in 30 aa overlap (1-29:64-93) 
 
                                             10         20          
2MEPSP                               CPPVRVNGIGGLPGG-KVKLSGSISSQYLS 
                                     : :...::    :.  ... : ...: : : 
gi|294 NKKWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQS 
            40        50        60        70        80        90    
 
      30        40        50        60        70        80 
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
                                                           
gi|294 KGRNDFDCDFSGTGAITSSDPSNGSCSFLS                      
           100       110       120                         
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (20-47:7-34) 
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               10        20        30        40        50        60 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
                          : .. :  ..:.  :::. :   :....              
gi|668              MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTID 
                            10        20        30        40        
 
               70        80                                         
2MEPSP RLMERFGVKAEHSDSWDRFY                                         
                                                                    
gi|668 VTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVA 
        50        60        70        80        90       100        
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (20-47:7-34) 
 
               10        20        30        40        50        60 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
                          : .. :  ..:.  :::. :   :....              
gi|833              MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTID 
                            10        20        30        40        
 
               70        80                                         
2MEPSP RLMERFGVKAEHSDSWDRFY                                         
                                                                    
gi|833 VTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVA 
        50        60        70        80        90       100        
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.2  bits: 19.7 E():   29 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (10-49:162-201) 
 
                                    10        20        30          
2MEPSP                      CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
      40        50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
       : .  : . :                                
gi|116 GKAFYEAVAKAHQ                             
             200                                 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (4-50:42-98) 
 
                                          10                20      
2MEPSP                            CPPVRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
gi|166 SSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
              20        30        40        50        60        70  
 
            30        40        50        60        70        80    
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY    
       . ..  :: . . .  ::. .:.:...                                  
gi|166 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
              80        90       100       110       120       130  
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 75.8  bits: 18.1 E():   30 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (38-71:5-40) 
 
        10        20        30        40           50        60     
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.:. .: ::   ::.: :     ..    
gi|603                           VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTS 
                                          10        20        30    
 
           70        80                          
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2MEPSP RFGVKAEHSDSWDRFY                          
       .. .:..                                   
gi|603 KYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
            40        50        60        70     
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 47; 54.5% identity (72.7% similar) in 11 aa overlap (3-13:52-62) 
 
                                           10        20        30   
2MEPSP                             CPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :.:: :.:  :                    
gi|282 TATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVPGDCCRQ 
              30        40        50        60        70        80  
 
             40        50        60        70        80             
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY             
                                                                    
gi|282 FPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGVLQVDI 
              90       100       110       120       130       140  
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (16-71:71-126) 
 
                              10        20        30        40      
2MEPSP                CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
          50        60        70        80                          
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY                          
          ::.: :.    ..   .. .:..                                   
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.6  bits: 19.8 E():   31 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (14-49:117-149) 
 
                                10        20        30        40    
2MEPSP                  CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
            50        60        70        80                        
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY                        
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 75.5  bits: 18.7 E():   31 
Smith-Waterman score: 46; 27.7% identity (53.2% similar) in 47 aa overlap (3-49:59-105) 
 
                                           10        20        30   
2MEPSP                             CPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : .. .. .  .: .  ::. ..   ::   
gi|185 SVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEA 
       30        40        50        60        70        80         
 
             40        50        60        70        80 
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
        ::: :  . : :  :.                                
gi|185 EAAPEAAKEEEKEESDEDMGFGLFD                        
       90       100       110                           
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.4  bits: 20.3 E():   32 
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Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (3-39:244-280) 
 
                                            10        20        30  
2MEPSP                             CPPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
               40        50        60        70        80           
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY           
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (4-50:56-112) 
 
                                          10                20      
2MEPSP                            CPPVRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
gi|133 SSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
          30        40        50        60        70        80      
 
            30        40        50        60        70        80    
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY    
       . ..  :: . . .  ::. .:.:...                                  
gi|133 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
          90       100       110       120       130       140      
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.1  bits: 19.8 E():   33 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (14-49:144-176) 
 
                                10        20        30        40    
2MEPSP                  CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
            50        60        70        80                        
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY                        
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.1  bits: 19.8 E():   33 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (14-49:144-176) 
 
                                10        20        30        40    
2MEPSP                  CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
            50        60        70        80                        
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY                        
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.0  bits: 20.4 E():   34 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (15-39:221-245) 
 
                               10        20        30        40     
2MEPSP                 CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5028

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
           50        60        70        80                         
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY                         
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.0  bits: 19.8 E():   34 
Smith-Waterman score: 48; 30.0% identity (80.0% similar) in 20 aa overlap (7-26:126-145) 
 
                                       10        20        30       
2MEPSP                         CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     ...: . :::. . :.:...           
gi|462 LNEDLAKKYKDEVVDVYGSNYYVNCYFSSKDNVGKVTGGKTCMYGGITKHEGNHFDNGNL 
         100       110       120       130       140       150      
 
         40        50        60        70        80                 
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY                 
                                                                    
gi|462 QNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLYEFNSSPYETGYIKF 
         160       170       180       190       200       210      
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 74.8  bits: 20.4 E():   34 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (11-76:69-131) 
 
                                   10        20        30        40 
2MEPSP                     CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|746 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
               50        60        70        80                     
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY                     
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|746 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|746 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 74.8  bits: 20.4 E():   34 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (11-76:69-131) 
 
                                   10        20        30        40 
2MEPSP                     CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|129 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
               50        60        70        80                     
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY                     
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|129 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|129 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 19.9 E():   35 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (2-41:136-175) 
 
                                            10        20        30  
2MEPSP                              CPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
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              40        50        60        70        80            
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY            
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 19.9 E():   35 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (2-41:137-176) 
 
                                            10        20        30  
2MEPSP                              CPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
              40        50        60        70        80            
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY            
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (2-41:140-179) 
 
                                            10        20        30  
2MEPSP                              CPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
              40        50        60        70        80            
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY            
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 74.5  bits: 19.9 E():   36 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (8-32:42-65) 
 
                                      10        20        30        
2MEPSP                        CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.::  :: : :.. :: . .  .:      
gi|275 CPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRSTFEEMLKHRNN 
              20        30        40         50        60        70 
 
        40        50        60        70        80                  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY                  
                                                                    
gi|275 AACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATTGGWPTAPDGPY 
               80        90       100       110       120       130 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 19.9 E():   36 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (2-41:151-190) 
 
                                            10        20        30  
2MEPSP                              CPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
              40        50        60        70        80            
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY            
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
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 initn:  49 init1:  49 opt:  52  Z-score: 74.3  bits: 22.1 E():   37 
Smith-Waterman score: 52; 36.8% identity (60.5% similar) in 38 aa overlap (8-40:644-680) 
 
                                      10             20        30   
2MEPSP                        CPPVRVNGIGGLPGGK-----VKLSGSISSQYLSALL 
                                     : .:.::::     . : :.:.:   ..   
gi|278 GPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIGSPGRDGA- 
           620       630       640       650       660       670    
 
             40        50        60        70        80             
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY             
        .:: :.:                                                     
gi|278 RGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAGPAGAAGQ 
            680       690       700       710       720       730   
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (26-72:81-127) 
 
                    10        20        30        40          50    
2MEPSP      CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
            60        70        80                          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFY                          
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (39-72:92-127) 
 
       10        20        30        40           50        60      
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
          70        80                          
2MEPSP FGVKAEHSDSWDRFY                          
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (26-72:81-127) 
 
                    10        20        30        40          50    
2MEPSP      CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            60        70        80                          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFY                          
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.4  bits: 18.4 E():   41 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (14-61:21-64) 
 
                      10        20        30        40        50    
2MEPSP        CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                           :... : :.. ... : : . :  . :.. :  ..:: .. 
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQNL 
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               10        20         30         40          50       
 
            60        70        80                                  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFY                                  
       :. :.  :                                                     
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (2-54:79-126) 
 
                                            10        20        30  
2MEPSP                              CPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
              40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
       ..  :.. :. .. ....: . :                           
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF                      
          110        120       130                       
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.0  bits: 19.6 E():   43 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (2-35:146-179) 
 
                                            10        20        30  
2MEPSP                              CPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
              40        50        60        70        80            
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY            
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 72.7  bits: 20.1 E():   45 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (11-50:393-434) 
 
                                   10        20        30           
2MEPSP                     CPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
       40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
       :::  .   :..                               
gi|601 LGDKAVYAGDNFRTAINL                         
            430       440                         
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.6  bits: 15.5 E():   52 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (68-76:10-18) 
 
        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
                                     . ::..:.:     
gi|409                      IAKVPPGGXITAEYGDKWLD   
                                    10        20   
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.6  bits: 19.8 E():   52 
Smith-Waterman score: 47; 70.0% identity (70.0% similar) in 10 aa overlap (1-10:339-348) 
 
                                             10        20        30 
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2MEPSP                               CPPVRVNGIGGLPGGKVKLSGSISSQYLSA 
                                     :: ::::  :                     
gi|513 GGKYNFSVTAPCGDTVTADDGTKIVVGSCACPSVRVNWDGAHYTEAANEYFFDQISTGAF 
      310       320       330       340       350       360         
 
               40        50        60        70        80 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
                                                          
gi|513 SDPPVPLNMACHKTESLRTLASV                            
      370       380       390                             
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (69-79:8-18) 
 
       40        50        60        70        80                   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY                   
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (69-79:8-18) 
 
       40        50        60        70        80                   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY                   
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.3  bits: 20.9 E():   54 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (37-64:500-527) 
 
         10        20        30        40        50        60       
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
         70        80                                               
2MEPSP GVKAEHSDSWDRFY                                               
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 71.0  bits: 19.8 E():   55 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (11-50:393-434) 
 
                                   10        20        30           
2MEPSP                     CPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
       40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
       ::: ..   :..                               
gi|467 LGDKRLYAGDNFRTAINL                         
            430       440                         
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.6  bits: 18.3 E():   59 
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Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (26-72:81-127) 
 
                    10        20        30        40          50    
2MEPSP      CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
            60        70        80                          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFY                          
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (39-72:92-127) 
 
       10        20        30        40            50        60     
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
           70        80                          
2MEPSP RFGVKAEHSDSWDRFY                          
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.5  bits: 17.8 E():   59 
Smith-Waterman score: 43; 35.9% identity (51.3% similar) in 39 aa overlap (11-49:68-105) 
 
                                   10        20        30        40 
2MEPSP                     CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|117 RLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAA-SGGAAAAGGSAQAEAAPEAAK 
        40        50        60        70         80        90       
 
               50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
       . : :  :.                                
gi|117 EEEKEESDEDMGFGLFD                        
        100       110                           
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 17.2 E():   60 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (21-42:54-75) 
 
                         10        20        30        40        50 
2MEPSP           CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
               60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 17.2 E():   60 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (21-42:54-75) 
 
                         10        20        30        40        50 
2MEPSP           CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
               60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
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>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.3  bits: 17.2 E():   61 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (20-62:6-51) 
 
               10        20        30        40           50        
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIPYVE 
                          :. .. :.:  :.  ::. :  :  .   .   :. .:    
gi|453               RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDT 
                             10        20        30        40       
 
        60        70        80             
2MEPSP MTLRLMERFGVKAEHSDSWDRFY             
        ::..                               
gi|453 TTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
         50        60        70        80  
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.8  bits: 18.4 E():   64 
Smith-Waterman score: 44; 33.3% identity (48.9% similar) in 45 aa overlap (1-39:48-92) 
 
                                                  10        20      
2MEPSP                               CPP--VRVN---GIGGLPGGKVKLSGSI-S 
                                     ::    : :   : .: :   . :::.:   
gi|124 PNSSYRIISIGRGALGGDVYLGKSPNSDAPCPDGVFRYNSDVGPSGTPVRFIPLSGGIFE 
        20        30        40        50        60        70        
 
           30        40        50        60        70        80     
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY     
       .: :.  .  : . :                                              
gi|124 DQLLNIQFNIATVKLCVSYTIWKVGNLNAYFRTMLLETGGTIGQADSSYFKIVKLSNFGY 
        80        90       100       110       120       130        
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (30-72:8-46) 
 
               10        20        30        40        50        60 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
                                    :..::. ..   :...  ::  .  . .:   
gi|140                       MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM-- 
                                     10        20        30         
 
               70        80                                         
2MEPSP RLMERFGVKAEHSDSWDRFY                                         
        :::.:: : ..                                                 
gi|140 -LMEEFGEKIDQIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQE 
           40        50        60        70        80        90     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.9 E():   68 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (39-53:83-97) 
 
       10        20        30        40        50        60         
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
       70        80                     
2MEPSP KAEHSDSWDRFY                     
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.9 E():   68 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (39-53:83-97) 
 
       10        20        30        40        50        60         
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
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                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
       70        80                     
2MEPSP KAEHSDSWDRFY                     
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 69.3  bits: 19.5 E():   68 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (11-41:391-423) 
 
                                   10        20        30           
2MEPSP                     CPPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
       40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
       :::                                        
gi|144 LGDNAVYAGNNFRTAVNL                         
              430                                 
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (3-52:115-164) 
 
                                           10        20        30   
2MEPSP                             CPPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
             40        50        60        70        80             
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY             
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.0  bits: 15.8 E():   71 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (68-76:10-18) 
 
        40        50        60        70        80              
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY              
                                     . ::..:.:                  
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK 
                                    10        20        30      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (6-27:45-65) 
 
                                        10        20        30      
2MEPSP                          CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
          40        50        60        70        80                
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY                
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.4 E():   72 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (11-19:36-44) 
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                                   10        20        30        40 
2MEPSP                     CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
               50        60        70        80      
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY      
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.0 E():   73 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (49-72:104-127) 
 
       20        30        40        50        60        70         
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
       80                          
2MEPSP FY                          
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.0 E():   73 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (49-72:104-127) 
 
       20        30        40        50        60        70         
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
       80                          
2MEPSP FY                          
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.0 E():   73 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (49-72:104-127) 
 
       20        30        40        50        60        70         
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
       80                          
2MEPSP FY                          
                                   
gi|226 IKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (20-50:108-139) 
 
                          10        20        30        40          
2MEPSP            CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
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       50        60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
       ..                               
gi|606 EIDEDGSGKIEFEEFWELMAGEAD         
       140       150       160          
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (19-53:1-35) 
 
               10        20        30        40        50        60 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
                         ..: .:   :  :. :.:.:..... .    : :.        
gi|142                   MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPD 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP RLMERFGVKAEHSDSWDRFY                                         
                                                                    
gi|142 SYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGS 
             50        60        70        80        90       100   
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (19-53:1-35) 
 
               10        20        30        40        50        60 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
                         ..: .:   :  :. :.:.:..... .    : :.        
gi|796                   MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPD 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP RLMERFGVKAEHSDSWDRFY                                         
                                                                    
gi|796 SYIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGS 
             50        60        70        80        90       100   
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.7  bits: 19.1 E():   75 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (14-52:309-349) 
 
                                10        20         30          40 
2MEPSP                  CPPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
               50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
        .. :.: :..:                             
gi|752 GANAEVI-KMVSET                           
      340        350                            
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 17.5 E():   75 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (2-14:48-60) 
 
                                            10        20        30  
2MEPSP                              CPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
              40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
                                                         
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF           
        80        90       100       110                 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (2-41:124-163) 
 
                                            10        20        30  
2MEPSP                              CPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
              40        50        60        70        80            
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY            
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (46-72:169-195) 
 
          20        30        40        50         60        70     
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
           80                                                       
2MEPSP SWDRFY                                                       
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.2 E():   88 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (11-20:43-52) 
 
                                   10        20        30        40 
2MEPSP                     CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
               50        60        70        80                     
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY                     
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.1 E():   89 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (8-22:69-83) 
 
                                      10        20        30        
2MEPSP                        CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|461 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
                                                   
gi|461 SDEDMGFGLFD                                 
      100                                          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.1 E():   89 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (8-22:69-83) 
 
                                      10        20        30        
2MEPSP                        CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|416 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
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       40        50        60        70        80        90         
 
        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
                                                   
gi|416 SDEDMGFGLFD                                 
      100                                          
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (33-73:372-412) 
 
             10        20        30        40        50         60  
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
              70        80                                          
2MEPSP LMERFGVKAEHSDSWDRFY                                          
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.2 E():   90 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (46-72:5-31) 
 
          20        30        40        50        60        70      
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|424                           EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIE 
                                         10        20        30     
 
          80                                                        
2MEPSP WDRFY                                                        
                                                                    
gi|424 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
           40        50        60        70        80        90     
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 17.7 E():   91 
Smith-Waterman score: 42; 50.0% identity (57.1% similar) in 14 aa overlap (2-15:112-125) 
 
                                            10        20        30  
2MEPSP                              CPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::   .: ::  ::                 
gi|285 PGAPKGKAPAPSPPSGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGG 
              90       100       110       120       130       140  
 
              40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
                                                         
gi|285 GEGGGDGGGDGGGEGGGEGGGER                           
             150       160                               
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.2 E():   93 
Smith-Waterman score: 41; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:85-97) 
 
                                            10        20        30  
2MEPSP                              CPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : .:. ..:::                  
gi|671 NGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISPSTNCA 
           60        70        80        90       100       110     
 
              40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
                                                         
gi|671 TVK                                               
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>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.8  bits: 17.2 E():   94 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (17-38:7-24) 
 
               10        20        30        40        50        60 
2MEPSP CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTL 
                       .:::: .    :  ...:::.:                       
gi|209           MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCIGYLRG 
                         10            20        30        40       
 
               70        80                                         
2MEPSP RLMERFGVKAEHSDSWDRFY                                         
                                                                    
gi|209 TVPTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVP 
         50        60        70        80        90       100       
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.7  bits: 17.7 E():   95 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (14-30:152-166) 
 
                                10        20        30        40    
2MEPSP                  CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
            50        60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.2 E():   96 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (46-72:86-112) 
 
          20        30        40        50        60        70      
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
          80     
2MEPSP WDRFY     
                 
gi|301 LIRSLFGLP 
         120     
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.6  bits: 20.9 E():   96 
Smith-Waterman score: 54; 23.8% identity (54.8% similar) in 84 aa overlap (4-79:760-840) 
 
                                           10         20         30 
2MEPSP                            CPPVRVNG-IGGLPGGK-VKLSGSI-SSQYLSA 
                                     :: .: ..:  : . ....:.. .. : .  
gi|203 SIGGVLLDSKLVLPTITGLPLMYKFGDNLVVRYDGEFSGEKGDRNIRMNGGVVAGLYGKM 
     730       740       750       760       770       780          
 
               40        50        60             70        80      
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLR-----LMERFGVKAEHSDSWDRFY      
        ::.    .:    :   :    :...:...     :. ::..:   . .  ::       
gi|203 KLMVKDHKMG---YEYDAKASYTPMIDMNVQKQEHSLLVRFNMKDMDQHTVMRFKQSLRE 
     790          800       810       820       830       840       
 
gi|203 KRATGEEKDYENEITPDARSDRCFSFFLLDYCRKASHIKGLMLPNVEYYVVKPEKEVTAL 
        850       860       870       880       890       900       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (46-72:236-262) 
 
          20        30        40        50        60        70      
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
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                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
          80     
2MEPSP WDRFY     
                 
gi|225 LIRSWFGLP 
         270     
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 44; 33.3% identity (66.7% similar) in 15 aa overlap (4-18:167-181) 
 
                                          10        20        30    
2MEPSP                            CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  :::: .:                
gi|113 DKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGD 
        140       150       160       170       180       190       
 
            40        50        60        70        80              
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY              
                                                                    
gi|113 TINVAGSSQIWIDHCSLSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDK 
        200       210       220       230       240       250       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 44; 33.3% identity (66.7% similar) in 15 aa overlap (4-18:167-181) 
 
                                          10        20        30    
2MEPSP                            CPPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  :::: .:                
gi|166 DKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGD 
        140       150       160       170       180       190       
 
            40        50        60        70        80              
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY              
                                                                    
gi|166 TINVAGSSQIWIDHCSLSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDK 
        200       210       220       230       240       250       
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (2-21:79-98) 
 
                                            10        20        30  
2MEPSP                              CPPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|264 GIIKDFDEPGTLAPTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDE 
       50        60        70        80        90       100         
 
              40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
                                                         
gi|264 PMTPGQCNMVVERLGDYLIEQGF                           
      110       120       130                            
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:41 2011 done: Tue Apr 19 10:57:41 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
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Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 157  - 236 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     2     2:* 
  32    12     8:=*= 
  34    23    22:=====* 
  36    36    44:========= * 
  38    72    73:==================* 
  40   133   102:=========================*======== 
  42    91   125:=======================        * 
  44   116   138:=============================     * 
  46   145   140:==================================*== 
  48   183   134:=================================*============ 
  50   142   122:==============================*===== 
  52    90   108:=======================   * 
  54    77    92:====================  * 
  56    73    77:===================* 
  58    61    63:===============* 
  60    42    51:=========== * 
  62    37    41:==========* 
  64    33    33:========* 
  66    22    26:======* 
  68    18    20:====* 
  70    13    16:===* 
  72     5    12:==* 
  74    17    10:==*== 
  76    10     8:=*= 
  78     6     6:=* 
  80     9     5:=*= 
  82     5     3:*= 
  84     2     3:* 
  86     2     2:* 
  88     4     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     3     1:*         :*== 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 2.84440.0032; mu= 17.1957 0.167 
 mean_var=35.2204 9.127, 0's: 2 Z-trim: 4  B-trim: 0 in 0/44 
 Lambda= 0.216111 
 Kolmogorov-Smirnov  statistic: 0.0323 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   65 24.8    0.57 
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gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   65 25.1    0.82 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.5     3.9 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.5     3.9 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.5       4 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.4     6.1 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 21.4     6.6 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   54 21.4     6.6 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   54 21.5     6.7 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.5       7 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.0       7 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.8      10 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 21.9      11 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   51 20.5      12 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   51 20.5      12 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.6      13 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.1      13 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.6      14 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.7      15 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.2      16 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.2      16 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 20.2      16 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.2      16 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 20.2      16 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.2      16 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 19.9      19 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 19.9      19 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   51 20.9      20 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.5      21 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.5      21 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 21.0      22 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.0      23 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 19.6      24 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.2      27 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.2      27 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.7      28 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 18.2      29 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   47 19.2      29 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.3      30 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 19.3      30 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 18.8      30 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.8      30 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   47 19.3      31 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 20.3      31 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.8      32 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.8      32 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   48 19.9      33 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.4      33 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.9      34 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   48 19.9      34 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   49 20.4      34 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   49 20.4      34 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   48 19.9      34 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   48 19.9      35 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   48 19.9      35 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.0      37 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.0      37 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.0      37 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 22.0      38 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.5      39 
gi|190684061|gb|ACE82291.1| profilin [Triticum aes ( 131)   45 18.5      41 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.6      43 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.1      45 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 15.6      47 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.2      50 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.2      50 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.8      55 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.8      55 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.3      57 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.3      57 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 18.3      57 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.3      57 
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gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 17.8      57 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.3      57 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 17.9      64 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.5      65 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 15.9      65 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.0      66 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.0      66 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.5      68 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.5      68 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.5      69 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 18.0      70 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.0      70 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   43 18.0      70 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.0      70 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.0      70 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   42 17.5      71 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.6      73 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.6      73 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 19.1      74 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.6      77 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.1      79 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   41 17.2      85 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   41 17.2      85 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.2      86 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.2      87 
gi|285005079|emb|CBJ24286.1| ragweed homologue of  ( 164)   42 17.7      88 
gi|6715520|gb|AAF26449.1| lipid transfer protein p ( 117)   41 17.2      88 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.3      89 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.2      89 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.3      92 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 17.8      92 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.3      95 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.3      97 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   41 17.3      98 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 18.8      98 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 18.8      98 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   41 17.3      98 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   41 17.3      99 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   48 20.9      99 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 17.3   1e 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 17.3   1e 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  65  Z-score: 106.9  bits: 24.8 E(): 0.57 
Smith-Waterman score: 65; 27.5% identity (52.2% similar) in 69 aa overlap (13-80:30-97) 
 
                                10         20        30        40   
2MEPSP                  PPVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI                       
       . ..  .:..  . : .     ::: :    ::   :.                       
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
gi|291 REMKDRAEQFGQQHVTGSQGS 
     120       130       140 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  65  Z-score: 104.0  bits: 25.1 E(): 0.82 
Smith-Waterman score: 65; 26.2% identity (58.5% similar) in 65 aa overlap (13-75:8-68) 
 
               10        20         30        40        50          
2MEPSP PPVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-T 
                   ::. : .:.. . . .   : :. .:  :: .:..   .: ::: . : 
gi|111      MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPT 
                    10        20        30         40           50  
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       60        70        80                                       
2MEPSP LRLMERFGVKAEHSDSWDRFYI                                       
       ..   :  ...  .. :                                            
gi|111 VKGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVG 
              60        70        80        90       100       110  
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.8  bits: 22.5 E():  3.9 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (27-42:9-24) 
 
               10        20        30        40        50        60 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                 :.:::.:: . :::..                   
gi|476                   MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEG 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP LMERFGVKAEHSDSWDRFYI                                         
                                                                    
gi|476 GVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDS 
             50        60        70        80        90       100   
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.8  bits: 22.5 E():  3.9 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (27-42:9-24) 
 
               10        20        30        40        50        60 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                 :.:::.:: . :::..                   
gi|313                   MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEG 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP LMERFGVKAEHSDSWDRFYI                                         
                                                                    
gi|313 GVKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDS 
             50        60        70        80        90       100   
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 91.6  bits: 22.5 E():    4 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (21-59:26-64) 
 
                    10        20        30        40        50      
2MEPSP      PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYI                                    
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 88.4  bits: 21.4 E():  6.1 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (6-59:66-119) 
 
                                        10        20        30      
2MEPSP                          PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
          40        50        60        70        80 
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
         . :. :.... . . : .  .:                      
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN   
         100       110       120       130           
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
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 initn:  43 init1:  43 opt:  54  Z-score: 87.7  bits: 21.4 E():  6.6 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (37-71:90-126) 
 
         10        20        30        40          50        60     
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
           70        80                         
2MEPSP FGVKAEHSDSWDRFYI                         
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 87.7  bits: 21.4 E():  6.6 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (37-71:90-126) 
 
         10        20        30        40          50        60     
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
           70        80                         
2MEPSP FGVKAEHSDSWDRFYI                         
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 87.7  bits: 21.5 E():  6.7 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (37-71:91-127) 
 
         10        20        30        40          50        60     
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
           70        80                         
2MEPSP FGVKAEHSDSWDRFYI                         
       . .:..:                                  
gi|132 YHTKGDHEMKAEHMKAIKEKAEALLRAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 87.3  bits: 23.5 E():    7 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (35-79:372-415) 
 
           10        20        30        40        50        60     
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
           70        80                                             
2MEPSP FGVKAEHSDSWDRFYI                                             
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 87.3  bits: 23.0 E():    7 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (18-53:247-289) 
 
                            10        20        30               40 
2MEPSP              PPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
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        220       230       240       250       260       270       
 
               50        60        70        80                     
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI                     
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 84.4  bits: 22.8 E():   10 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (18-53:378-420) 
 
                            10        20        30               40 
2MEPSP              PPVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
               50        60        70        80                     
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI                     
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 84.0  bits: 21.9 E():   11 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (15-47:105-139) 
 
                               10        20        30         40    
2MEPSP                 PPVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
             50        60        70        80                       
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI                       
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 83.1  bits: 20.5 E():   12 
Smith-Waterman score: 51; 26.5% identity (48.5% similar) in 68 aa overlap (13-80:36-102) 
 
                                 10        20        30        40   
2MEPSP                   PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|753 GQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
             50        60        70        80                       
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI                       
       . ..  .:.:  .   .     ::: :    ::   :.                       
gi|753 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|753 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 83.1  bits: 20.5 E():   12 
Smith-Waterman score: 51; 26.5% identity (48.5% similar) in 68 aa overlap (13-80:36-102) 
 
                                 10        20        30        40   
2MEPSP                   PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|198 GQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
             50        60        70        80                       
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI                       
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       . ..  .:.:  .   .     ::: :    ::   :.                       
gi|198 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|198 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.4  bits: 22.6 E():   13 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (36-63:414-441) 
 
          10        20        30        40        50        60      
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
          70        80                                              
2MEPSP GVKAEHSDSWDRFYI                                              
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 82.3  bits: 22.1 E():   13 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (46-67:9-30) 
 
          20        30        40        50        60        70      
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
          80                                                        
2MEPSP DRFYI                                                        
                                                                    
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.7  bits: 21.6 E():   14 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (3-20:167-184) 
 
                                           10        20        30   
2MEPSP                             PPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
             40        50        60        70        80             
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI             
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.2  bits: 22.7 E():   15 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (36-63:500-527) 
 
          10        20        30        40        50        60      
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
          70        80                                              
2MEPSP GVKAEHSDSWDRFYI                                              
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
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>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 81.0  bits: 20.2 E():   16 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (37-71:91-127) 
 
         10        20        30        40          50        60     
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
           70        80                         
2MEPSP FGVKAEHSDSWDRFYI                         
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 81.0  bits: 20.2 E():   16 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (37-71:91-127) 
 
         10        20        30        40          50        60     
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
           70        80                         
2MEPSP FGVKAEHSDSWDRFYI                         
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 81.0  bits: 20.2 E():   16 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (39-76:125-160) 
 
       10        20        30        40        50        60         
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
       70        80 
2MEPSP AEHSDSWDRFYI 
         :::...     
gi|132 --HSDAYN     
            160     
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 81.0  bits: 20.2 E():   16 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (37-71:91-127) 
 
         10        20        30        40          50        60     
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
           70        80                         
2MEPSP FGVKAEHSDSWDRFYI                         
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 81.0  bits: 20.2 E():   16 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (14-71:70-127) 
 
                                10        20        30        40    
2MEPSP                  PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
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gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
      40        50        60        70        80        90          
 
              50        60        70        80                      
2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI                      
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.7  bits: 21.2 E():   16 
Smith-Waterman score: 52; 27.0% identity (64.9% similar) in 37 aa overlap (1-35:175-211) 
 
                                             10        20        30 
2MEPSP                               PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..   .:..:...:.:  .... : .:  
gi|249 TPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAA 
          150       160       170       180       190       200     
 
                 40        50        60        70        80         
2MEPSP LMA--APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI         
         :  ::                                                      
gi|249 TAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKY 
          210       220       230       240       250       260     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (7-14:119-126) 
 
                                       10        20        30       
2MEPSP                         PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
         40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                                    
gi|144 EEVD                                         
      150                                           
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (48-71:104-127) 
 
        20        30        40        50        60        70        
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
        80                         
2MEPSP FYI                         
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 79.2  bits: 20.9 E():   20 
Smith-Waterman score: 51; 61.1% identity (77.8% similar) in 18 aa overlap (35-52:139-155) 
 
           10        20        30        40        50        60     
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :::::.. ::  :.:             
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLARN 
      110       120       130       140        150       160        
 
           70        80                                             
2MEPSP FGVKAEHSDSWDRFYI                                             
                                                                    
gi|612 LKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAA 
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       170       180       190       200       210       220        
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.6  bits: 20.5 E():   21 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (2-48:133-176) 
 
                                            10        20        30  
2MEPSP                              PPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
              40        50        60        70        80            
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI            
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.6  bits: 20.5 E():   21 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (2-48:133-176) 
 
                                            10        20        30  
2MEPSP                              PPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
              40        50        60        70        80            
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI            
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 78.5  bits: 21.0 E():   22 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (10-66:271-326) 
 
                                    10        20        30          
2MEPSP                      PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
      40        50        60        70        80                    
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI                    
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.1  bits: 21.0 E():   23 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (21-69:54-105) 
 
                         10        20          30        40         
2MEPSP           PPVRVNGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
        50        60        70        80                            
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI                            
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (25-71:80-126) 
 
                     10        20        30        40          50   
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2MEPSP       PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
             60        70        80                         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYI                         
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.8  bits: 20.2 E():   27 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (19-46:7-34) 
 
               10        20        30        40        50        60 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                         : .. :  ..:.  :::. :   :....               
gi|668             MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDV 
                           10        20        30        40         
 
               70        80                                         
2MEPSP LMERFGVKAEHSDSWDRFYI                                         
                                                                    
gi|668 TTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAA 
       50        60        70        80        90       100         
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.8  bits: 20.2 E():   27 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (19-46:7-34) 
 
               10        20        30        40        50        60 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                         : .. :  ..:.  :::. :   :....               
gi|833             MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDV 
                           10        20        30        40         
 
               70        80                                         
2MEPSP LMERFGVKAEHSDSWDRFYI                                         
                                                                    
gi|833 TTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAA 
       50        60        70        80        90       100         
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.4  bits: 19.7 E():   28 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (9-48:162-201) 
 
                                     10        20        30         
2MEPSP                       PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
       40        50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
       : .  : . :                                 
gi|116 GKAFYEAVAKAHQ                              
             200                                  
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 76.2  bits: 18.2 E():   29 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (37-70:5-40) 
 
         10        20        30        40           50        60    
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.:. .: ::   ::.: :     ..    
gi|603                           VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTS 
                                          10        20        30    
 
            70        80                         
2MEPSP RFGVKAEHSDSWDRFYI                         
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       .. .:..                                   
gi|603 KYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
            40        50        60        70     
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 76.1  bits: 19.2 E():   29 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (3-49:42-98) 
 
                                           10                20     
2MEPSP                             PPVRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
gi|166 SSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
              20        30        40        50        60        70  
 
             30        40        50        60        70        80   
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI   
       . ..  :: . . .  ::. .:.:...                                  
gi|166 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
              80        90       100       110       120       130  
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 47; 54.5% identity (72.7% similar) in 11 aa overlap (2-12:52-62) 
 
                                            10        20        30  
2MEPSP                              PPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :.:: :.:  :                    
gi|282 TATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVPGDCCRQ 
              30        40        50        60        70        80  
 
              40        50        60        70        80            
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI            
                                                                    
gi|282 FPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGVLQVDI 
              90       100       110       120       130       140  
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (15-70:71-126) 
 
                               10        20        30        40     
2MEPSP                 PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
           50        60        70        80                         
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI                         
          ::.: :.    ..   .. .:..                                   
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 75.9  bits: 18.8 E():   30 
Smith-Waterman score: 46; 27.7% identity (53.2% similar) in 47 aa overlap (2-48:59-105) 
 
                                            10        20        30  
2MEPSP                              PPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : .. .. .  .: .  ::. ..   ::   
gi|185 SVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEA 
       30        40        50        60        70        80         
 
              40        50        60        70        80 
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
        ::: :  . : :  :.                                 
gi|185 EAAPEAAKEEEKEESDEDMGFGLFD                         
       90       100       110                            
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.8  bits: 19.8 E():   30 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (13-48:117-149) 
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                                 10        20        30        40   
2MEPSP                   PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
             50        60        70        80                       
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI                       
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 75.7  bits: 19.3 E():   31 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (3-49:56-112) 
 
                                           10                20     
2MEPSP                             PPVRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
gi|133 SSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
          30        40        50        60        70        80      
 
             30        40        50        60        70        80   
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI   
       . ..  :: . . .  ::. .:.:...                                  
gi|133 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
          90       100       110       120       130       140      
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.5  bits: 20.3 E():   31 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (2-38:244-280) 
 
                                             10        20        30 
2MEPSP                              PPVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
                40        50        60        70        80          
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI          
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.3  bits: 19.8 E():   32 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (13-48:144-176) 
 
                                 10        20        30        40   
2MEPSP                   PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
             50        60        70        80                       
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI                       
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.3  bits: 19.8 E():   32 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (13-48:144-176) 
 
                                 10        20        30        40   
2MEPSP                   PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
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             50        60        70        80                       
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI                       
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.1  bits: 19.9 E():   33 
Smith-Waterman score: 48; 30.0% identity (80.0% similar) in 20 aa overlap (6-25:126-145) 
 
                                        10        20        30      
2MEPSP                          PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     ...: . :::. . :.:...           
gi|462 LNEDLAKKYKDEVVDVYGSNYYVNCYFSSKDNVGKVTGGKTCMYGGITKHEGNHFDNGNL 
         100       110       120       130       140       150      
 
          40        50        60        70        80                
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI                
                                                                    
gi|462 QNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLYEFNSSPYETGYIKF 
         160       170       180       190       200       210      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.1  bits: 20.4 E():   33 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (14-38:221-245) 
 
                                10        20        30        40    
2MEPSP                  PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
            50        60        70        80                        
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI                        
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 19.9 E():   34 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (1-40:136-175) 
 
                                             10        20        30 
2MEPSP                               PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
               40        50        60        70        80           
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI           
         ::     :                                                   
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 19.9 E():   34 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (1-40:137-176) 
 
                                             10        20        30 
2MEPSP                               PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|168 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
        110       120       130       140       150       160       
 
               40        50        60        70        80           
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI           
         ::     :                                                   
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
        170       180       190       200       210       220       
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
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 initn:  38 init1:  38 opt:  49  Z-score: 74.8  bits: 20.4 E():   34 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (10-75:69-131) 
 
                                    10        20        30          
2MEPSP                      PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|746 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
      40        50        60        70        80                    
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI                    
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|746 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|746 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 74.8  bits: 20.4 E():   34 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (10-75:69-131) 
 
                                    10        20        30          
2MEPSP                      PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|129 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
      40        50        60        70        80                    
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI                    
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|129 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|129 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (1-40:140-179) 
 
                                             10        20        30 
2MEPSP                               PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|285 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
     110       120       130       140       150       160          
 
               40        50        60        70        80           
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI           
         ::     :                                                   
gi|285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
     170       180       190       200       210       220          
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (7-31:42-65) 
 
                                       10        20        30       
2MEPSP                         PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.::  :: : :.. :: . .  .:      
gi|275 CPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRSTFEEMLKHRNN 
              20        30        40         50        60        70 
 
         40        50        60        70        80                 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI                 
                                                                    
gi|275 AACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATTGGWPTAPDGPY 
               80        90       100       110       120       130 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 19.9 E():   35 
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Smith-Waterman score: 48; 22.5% identity (57.5% similar) in 40 aa overlap (1-40:151-190) 
 
                                             10        20        30 
2MEPSP                               PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
              130       140       150       160       170       180 
 
               40        50        60        70        80           
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI           
         ::     :                                                   
gi|330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY 
              190       200       210       220       230       240 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (25-71:81-127) 
 
                     10        20        30        40          50   
2MEPSP       PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
             60        70        80                         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYI                         
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (38-71:92-127) 
 
        10        20        30        40           50        60     
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
           70        80                         
2MEPSP FGVKAEHSDSWDRFYI                         
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (25-71:81-127) 
 
                     10        20        30        40          50   
2MEPSP       PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             60        70        80                         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYI                         
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 74.0  bits: 22.0 E():   38 
Smith-Waterman score: 52; 36.8% identity (60.5% similar) in 38 aa overlap (7-39:644-680) 
 
                                       10             20        30  
2MEPSP                         PPVRVNGIGGLPGGK-----VKLSGSISSQYLSALL 
                                     : .:.::::     . : :.:.:   ..   
gi|278 GPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIGSPGRDGA- 
           620       630       640       650       660       670    
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              40        50        60        70        80            
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI            
        .:: :.:                                                     
gi|278 RGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAGPAGAAGQ 
            680       690       700       710       720       730   
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.7  bits: 18.5 E():   39 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (13-60:21-64) 
 
                       10        20        30        40        50   
2MEPSP         PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                           :... : :.. ... : : . :  . :.. :  ..:: .. 
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQNL 
               10        20         30         40          50       
 
             60        70        80                                 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYI                                 
       :. :.  :                                                     
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|190684061|gb|ACE82291.1| profilin [Triticum aestivu  (131 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 73.5  bits: 18.5 E():   41 
Smith-Waterman score: 45; 22.6% identity (52.8% similar) in 53 aa overlap (1-53:79-126) 
 
                                             10        20        30 
2MEPSP                               PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:    . :    
gi|190 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG----MALILG 
       50        60        70        80        90           100     
 
               40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
       ..  :.. :. .. ....: . :                            
gi|190 IYDEPMTPGQCNL-VVERLGDYPVEQGF                       
          110        120       130                        
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.1  bits: 19.6 E():   43 
Smith-Waterman score: 47; 23.5% identity (64.7% similar) in 34 aa overlap (1-34:146-179) 
 
                                             10        20        30 
2MEPSP                               PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  :.. .:.:....  .:.. .  :  
gi|330 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         120       130       140       150       160       170      
 
               40        50        60        70        80           
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI           
         ::                                                         
gi|330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVF 
         180       190       200       210       220       230      
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 72.7  bits: 20.1 E():   45 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (10-49:393-434) 
 
                                    10        20        30          
2MEPSP                      PPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
        40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
       :::  .   :..                                
gi|601 LGDKAVYAGDNFRTAINL                          
            430       440                          
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>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.4  bits: 15.6 E():   47 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (67-75:10-18) 
 
         40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     . ::..:.:      
gi|409                      IAKVPPGGXITAEYGDKWLD    
                                    10        20    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 18.2 E():   50 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (68-78:8-18) 
 
        40        50        60        70        80                  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI                  
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 18.2 E():   50 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (68-78:8-18) 
 
        40        50        60        70        80                  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI                  
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.1  bits: 20.8 E():   55 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (36-63:500-527) 
 
          10        20        30        40        50        60      
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
          70        80                                              
2MEPSP GVKAEHSDSWDRFYI                                              
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 71.0  bits: 19.8 E():   55 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (10-49:393-434) 
 
                                    10        20        30          
2MEPSP                      PPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
        40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
       ::: ..   :..                                
gi|467 LGDKRLYAGDNFRTAINL                          
            430       440                          
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 17.3 E():   57 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (20-41:54-75) 
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                          10        20        30        40          
2MEPSP            PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
      50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 17.3 E():   57 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (20-41:54-75) 
 
                          10        20        30        40          
2MEPSP            PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
      50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (25-71:81-127) 
 
                     10        20        30        40          50   
2MEPSP       PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
             60        70        80                         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYI                         
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (38-71:92-127) 
 
        10        20        30        40            50        60    
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
            70        80                         
2MEPSP RFGVKAEHSDSWDRFYI                         
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.8  bits: 17.8 E():   57 
Smith-Waterman score: 43; 35.9% identity (51.3% similar) in 39 aa overlap (10-48:68-105) 
 
                                    10        20        30          
2MEPSP                      PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|117 RLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAA-SGGAAAAGGSAQAEAAPEAAK 
        40        50        60        70         80        90       
 
      40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
       . : :  :.                                 
gi|117 EEEKEESDEDMGFGLFD                         
        100       110                            
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>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.7  bits: 17.3 E():   57 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (19-61:6-51) 
 
               10        20        30        40           50        
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIPYVEM 
                         :. .. :.:  :.  ::. :  :  .   .   :. .:     
gi|453              RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTT 
                            10        20        30        40        
 
        60        70        80            
2MEPSP TLRLMERFGVKAEHSDSWDRFYI            
       ::..                               
gi|453 TLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
        50        60        70        80  
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (29-71:8-46) 
 
               10        20        30        40        50        60 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                   :..::. ..   :...  ::  .  . .:    
gi|140                      MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM--- 
                                    10        20        30          
 
               70        80                                         
2MEPSP LMERFGVKAEHSDSWDRFYI                                         
       :::.:: : ..                                                  
gi|140 LMEEFGEKIDQIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEA 
          40        50        60        70        80        90      
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.7  bits: 18.5 E():   65 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (54-80:155-183) 
 
            30        40        50        60        70          80  
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYI  
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
gi|549 CNYGPAGNVGNEPIYERK 
          190       200   
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.7  bits: 15.9 E():   65 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (67-75:10-18) 
 
         40        50        60        70        80             
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI             
                                     . ::..:.:                  
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK 
                                    10        20        30      
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (38-52:83-97) 
 
        10        20        30        40        50        60        
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
        70        80                    
2MEPSP KAEHSDSWDRFYI                    
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
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>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (38-52:83-97) 
 
        10        20        30        40        50        60        
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
        70        80                    
2MEPSP KAEHSDSWDRFYI                    
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 69.4  bits: 19.5 E():   68 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (10-40:391-423) 
 
                                    10        20        30          
2MEPSP                      PPVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
        40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
       :::                                         
gi|144 LGDNAVYAGNNFRTAVNL                          
              430                                  
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (2-51:115-164) 
 
                                            10        20        30  
2MEPSP                              PPVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
              40        50        60        70        80            
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI            
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.5 E():   69 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (10-18:36-44) 
 
                                    10        20        30          
2MEPSP                      PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
      40        50        60        70        80     
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI     
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (5-26:45-65) 
 
                                         10        20        30     
2MEPSP                           PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
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gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
           40        50        60        70        80               
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI               
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (48-71:104-127) 
 
        20        30        40        50        60        70        
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
        80                         
2MEPSP FYI                         
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (48-71:104-127) 
 
        20        30        40        50        60        70        
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
        80                         
2MEPSP FYI                         
                                   
gi|226 IKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (48-71:104-127) 
 
        20        30        40        50        60        70        
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
        80                         
2MEPSP FYI                         
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (19-49:108-139) 
 
                           10        20        30        40         
2MEPSP             PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
        50        60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
       ..                                
gi|606 EIDEDGSGKIEFEEFWELMAGEAD          
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       140       150       160           
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.5 E():   71 
Smith-Waterman score: 42; 46.2% identity (69.2% similar) in 13 aa overlap (1-13:48-60) 
 
                                             10        20        30 
2MEPSP                               PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::.  .:. :: :                  
gi|161 GAPMVNAISCGQVNSALAPCIPFLTKGGAPPPACCSGVRGLLGALRTTADRQAACNCLKA 
        20        30        40        50        60        70        
 
               40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                                          
gi|161 AAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF            
        80        90       100       110                  
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (18-52:1-35) 
 
               10        20        30        40        50        60 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                        ..: .:   :  :. :.:.:..... .    : :.         
gi|142                  MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDS 
                                10        20        30        40    
 
               70        80                                         
2MEPSP LMERFGVKAEHSDSWDRFYI                                         
                                                                    
gi|142 YIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSL 
            50        60        70        80        90       100    
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (18-52:1-35) 
 
               10        20        30        40        50        60 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                        ..: .:   :  :. :.:.:..... .    : :.         
gi|796                  MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDS 
                                10        20        30        40    
 
               70        80                                         
2MEPSP LMERFGVKAEHSDSWDRFYI                                         
                                                                    
gi|796 YIVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSL 
            50        60        70        80        90       100    
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.8  bits: 19.1 E():   74 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (13-51:309-349) 
 
                                 10         20        30            
2MEPSP                   PPVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
      40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
        .. :.: :..:                              
gi|752 GANAEVI-KMVSET                            
      340        350                             
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 44; 20.0% identity (57.5% similar) in 40 aa overlap (1-40:124-163) 
 
                                             10        20        30 
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2MEPSP                               PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : ..  : . .:.:....  .:.. .  :  
gi|226 TPEAKYDAFVTTLTEALRVIAGALEVHAVKPATEEVGAAKIPAGELQIVDKIDAAFRIAA 
           100       110       120       130       140       150    
 
               40        50        60        70        80           
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI           
         :    ..:                                                   
gi|226 TAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKY 
           160       170       180       190       200       210    
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (45-71:169-195) 
 
           20        30        40        50         60        70    
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
            80                                                      
2MEPSP SWDRFYI                                                      
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (7-21:69-83) 
 
                                       10        20        30       
2MEPSP                         PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|416 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
         40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                                    
gi|416 SDEDMGFGLFD                                  
      100                                           
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (7-21:69-83) 
 
                                       10        20        30       
2MEPSP                         PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|461 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
         40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                                    
gi|461 SDEDMGFGLFD                                  
      100                                           
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.2 E():   86 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (10-19:43-52) 
 
                                    10        20        30          
2MEPSP                      PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
      40        50        60        70        80                    
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI                    
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gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (45-71:5-31) 
 
           20        30        40        50        60        70     
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|424                           EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIE 
                                         10        20        30     
 
           80                                                       
2MEPSP WDRFYI                                                       
                                                                    
gi|424 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
           40        50        60        70        80        90     
 
>>gi|285005079|emb|CBJ24286.1| ragweed homologue of Art   (164 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.7 E():   88 
Smith-Waterman score: 42; 50.0% identity (57.1% similar) in 14 aa overlap (1-14:112-125) 
 
                                             10        20        30 
2MEPSP                               PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     ::   .: ::  ::                 
gi|285 PGAPKGKAPAPSPPSGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGGDGGGEGG 
              90       100       110       120       130       140  
 
               40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                                          
gi|285 GEGGGDGGGDGGGEGGGEGGGER                            
             150       160                                
 
>>gi|6715520|gb|AAF26449.1| lipid transfer protein precu  (117 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.2 E():   88 
Smith-Waterman score: 41; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:85-97) 
 
                                             10        20        30 
2MEPSP                               PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : .:. ..:::                  
gi|671 NGIRNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISPSTNCA 
           60        70        80        90       100       110     
 
               40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                                          
gi|671 TVK                                                
                                                          
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.3  bits: 19.3 E():   89 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (32-72:372-412) 
 
              10        20        30        40        50         60 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
               70        80                                         
2MEPSP LMERFGVKAEHSDSWDRFYI                                         
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.2  bits: 17.2 E():   89 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (16-37:7-24) 
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               10        20        30        40        50        60 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                      .:::: .    :  ...:::.:                        
gi|209          MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGT 
                        10            20        30        40        
 
               70        80                                         
2MEPSP LMERFGVKAEHSDSWDRFYI                                         
                                                                    
gi|209 VPTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPY 
        50        60        70        80        90       100        
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (45-71:86-112) 
 
           20        30        40        50        60        70     
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
           80    
2MEPSP WDRFYI    
                 
gi|301 LIRSLFGLP 
         120     
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.0  bits: 17.8 E():   92 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (13-29:152-166) 
 
                                 10        20        30        40   
2MEPSP                   PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
             50        60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (1-20:79-98) 
 
                                             10        20        30 
2MEPSP                               PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|264 GIIKDFDEPGTLAPTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMSLIIGVYDE 
       50        60        70        80        90       100         
 
               40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                                          
gi|264 PMTPGQCNMVVERLGDYLIEQGF                            
      110       120       130                             
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.3 E():   97 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (45-71:236-262) 
 
           20        30        40        50        60        70     
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
           80    
2MEPSP WDRFYI    
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gi|225 LIRSWFGLP 
         270     
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.3 E():   98 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (1-20:79-98) 
 
                                             10        20        30 
2MEPSP                               PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|105 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
               40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                                          
gi|105 PMTPGQCNLVVERLGDYLIDQGYWVPSSNS                     
      110       120       130                             
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.5  bits: 18.8 E():   98 
Smith-Waterman score: 44; 33.3% identity (66.7% similar) in 15 aa overlap (3-17:167-181) 
 
                                           10        20        30   
2MEPSP                             PPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  :::: .:                
gi|113 DKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGD 
        140       150       160       170       180       190       
 
             40        50        60        70        80             
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI             
                                                                    
gi|113 TINVAGSSQIWIDHCSLSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDK 
        200       210       220       230       240       250       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.5  bits: 18.8 E():   98 
Smith-Waterman score: 44; 33.3% identity (66.7% similar) in 15 aa overlap (3-17:167-181) 
 
                                           10        20        30   
2MEPSP                             PPVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  :::: .:                
gi|166 DKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGD 
        140       150       160       170       180       190       
 
             40        50        60        70        80             
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI             
                                                                    
gi|166 TINVAGSSQIWIDHCSLSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDK 
        200       210       220       230       240       250       
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.3 E():   98 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (1-20:79-98) 
 
                                             10        20        30 
2MEPSP                               PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|100 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
               40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                                          
gi|100 PMTPGQCNLVVERLGDYLIDQGYCGSHHHHHH                   
      110       120       130       140                   
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 41; 35.0% identity (50.0% similar) in 20 aa overlap (1-20:79-98) 
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                                             10        20        30 
2MEPSP                               PPVRVNGIGGLPGGKVKLSGSISSQYLSAL 
                                     : : . :  :  :  .: .:           
gi|100 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
               40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                                          
gi|100 PMTPGQCNLVVERLGDYLIDQGYYVGSHHHHHH                  
      110       120       130       140                   
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.4  bits: 20.9 E():   99 
Smith-Waterman score: 54; 23.8% identity (54.8% similar) in 84 aa overlap (3-78:760-840) 
 
                                            10         20           
2MEPSP                             PPVRVNG-IGGLPGGK-VKLSGSI-SSQYLSA 
                                     :: .: ..:  : . ....:.. .. : .  
gi|203 SIGGVLLDSKLVLPTITGLPLMYKFGDNLVVRYDGEFSGEKGDRNIRMNGGVVAGLYGKM 
     730       740       750       760       770       780          
 
      30        40        50        60             70        80     
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLR-----LMERFGVKAEHSDSWDRFYI     
        ::.    .:    :   :    :...:...     :. ::..:   . .  ::       
gi|203 KLMVKDHKMG---YEYDAKASYTPMIDMNVQKQEHSLLVRFNMKDMDQHTVMRFKQSLRE 
     790          800       810       820       830       840       
 
gi|203 KRATGEEKDYENEITPDARSDRCFSFFLLDYCRKASHIKGLMLPNVEYYVVKPEKEVTAL 
        850       860       870       880       890       900       
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.3  bits: 17.3 E(): 1e 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (31-75:99-142) 
 
               10        20        30        40        50        60 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
               70        80 
2MEPSP LMERFGVKAEHSDSWDRFYI 
           . .  :.:. :      
gi|195 HNTPYCLAMEESQ-WS     
      130       140         
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.3  bits: 17.3 E(): 1e 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (31-75:99-142) 
 
               10        20        30        40        50        60 
2MEPSP PPVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
               70        80 
2MEPSP LMERFGVKAEHSDSWDRFYI 
           . .  :.:. :      
gi|219 HNTPYCLAMEESQ-WS     
      130       140         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:41 2011 done: Tue Apr 19 10:57:41 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
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Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 158  - 237 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     6     0:== 
  30     3     2:* 
  32     7     8:=* 
  34    14    22:==== * 
  36    39    44:==========* 
  38    72    73:==================* 
  40   102   102:=========================* 
  42   114   125:=============================  * 
  44   102   138:==========================        * 
  46   156   140:==================================*==== 
  48   165   134:=================================*======== 
  50   182   122:==============================*=============== 
  52    81   108:=====================     * 
  54    93    92:======================*= 
  56    53    77:==============     * 
  58    69    63:===============*== 
  60    33    51:=========   * 
  62    45    41:==========*= 
  64    35    33:========* 
  66    17    26:===== * 
  68    14    20:====* 
  70    15    16:===* 
  72    14    12:==*= 
  74     8    10:==* 
  76    14     8:=*== 
  78     7     6:=* 
  80     5     5:=* 
  82     8     3:*= 
  84     4     3:* 
  86     2     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.30950.00327; mu= 14.4109 0.170 
 mean_var=34.3288 8.989, 0's: 2 Z-trim: 4  B-trim: 0 in 0/44 
 Lambda= 0.218900 
 Kolmogorov-Smirnov  statistic: 0.0359 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
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 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   65 25.1    0.47 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   65 25.3    0.72 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.7     3.4 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.7     3.4 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.7     3.5 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.6     5.1 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 21.7     5.7 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   54 21.7     5.7 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   54 21.7     5.7 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.1     6.8 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.5       7 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 22.0     9.9 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.9      10 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   51 20.7      10 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   51 20.7      10 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.1      13 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.6      13 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.4      14 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 20.4      14 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.4      14 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.4      14 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 20.4      14 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.7      14 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.7      16 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 20.1      16 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.1      17 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   51 21.0      18 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   51 21.0      19 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   50 20.6      19 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   50 20.6      19 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 21.1      21 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 19.8      21 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.1      22 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 18.5      23 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.3      25 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.3      25 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.9      25 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 19.0      25 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   47 19.4      25 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.5      26 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 19.5      26 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   47 19.5      27 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.9      27 
gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full= ( 350)   49 20.4      30 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 20.0      30 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 20.0      30 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   48 20.0      30 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.4      32 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.1      32 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.1      32 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.1      32 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   48 20.0      33 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   49 20.5      33 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   49 20.5      33 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.1      33 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.7      34 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.9      41 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.4      43 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.4      43 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.2      43 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.6      47 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.6      47 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.6      47 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.1      48 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 19.4      48 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   46 19.4      49 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   46 19.4      49 
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gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.3      50 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.5      50 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 18.5      50 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   46 19.4      50 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.9      54 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.1      55 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.8      57 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.2      58 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.2      58 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.7      59 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.6      59 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   45 19.1      61 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 18.2      62 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   43 18.2      62 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.2      62 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.2      62 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.2      62 
gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticu ( 218)   44 18.6      62 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.5      67 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 19.1      71 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   41 17.4      72 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   41 17.4      72 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.6      73 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.6      73 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.2      77 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 17.9      77 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.5      77 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.3      79 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.5      79 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.3      80 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 17.9      82 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 17.9      84 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 17.5      88 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 17.5      88 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.3      88 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.4      91 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   43 18.4      95 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 18.9      95 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 18.9      95 
gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3  ( 225)   42 18.0      98 
gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2  ( 225)   42 18.0      98 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   42 18.0      98 
gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1  ( 225)   42 18.0      98 
gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2  ( 225)   42 18.0      98 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  65  Z-score: 108.4  bits: 25.1 E(): 0.47 
Smith-Waterman score: 65; 27.5% identity (52.2% similar) in 69 aa overlap (12-79:30-97) 
 
                                 10         20        30        40  
2MEPSP                   PVRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                      
       . ..  .:..  . : .     ::: :    ::   :.                       
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
gi|291 REMKDRAEQFGQQHVTGSQGS 
     120       130       140 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  65  Z-score: 105.1  bits: 25.3 E(): 0.72 
Smith-Waterman score: 65; 26.2% identity (58.5% similar) in 65 aa overlap (12-74:8-68) 
 
               10        20         30        40        50          
2MEPSP PVRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TL 
                  ::. : .:.. . . .   : :. .:  :: .:..   .: ::: . :. 
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gi|111     MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTV 
                   10        20        30         40           50   
 
       60        70        80                                       
2MEPSP RLMERFGVKAEHSDSWDRFYIK                                       
       .   :  ...  .. :                                             
gi|111 KGKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGE 
             60        70        80        90       100       110   
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 92.9  bits: 22.7 E():  3.4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (26-41:9-24) 
 
               10        20        30        40        50        60 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                                :.:::.:: . :::..                    
gi|476                  MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGG 
                                10        20        30        40    
 
               70        80                                         
2MEPSP MERFGVKAEHSDSWDRFYIK                                         
                                                                    
gi|476 VKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSN 
            50        60        70        80        90       100    
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 92.9  bits: 22.7 E():  3.4 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (26-41:9-24) 
 
               10        20        30        40        50        60 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                                :.:::.:: . :::..                    
gi|313                  MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGG 
                                10        20        30        40    
 
               70        80                                         
2MEPSP MERFGVKAEHSDSWDRFYIK                                         
                                                                    
gi|313 VKPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSN 
            50        60        70        80        90       100    
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 92.6  bits: 22.7 E():  3.5 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (20-58:26-64) 
 
                     10        20        30        40        50     
2MEPSP       PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIK                                   
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 89.7  bits: 21.6 E():  5.1 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (5-58:66-119) 
 
                                         10        20        30     
2MEPSP                           PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
           40        50        60        70        80 
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
         . :. :.... . . : .  .:                       
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN    
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         100       110       120       130            
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 88.9  bits: 21.7 E():  5.7 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (36-70:90-126) 
 
          10        20        30        40          50        60    
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
            70        80                        
2MEPSP FGVKAEHSDSWDRFYIK                        
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 88.9  bits: 21.7 E():  5.7 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (36-70:90-126) 
 
          10        20        30        40          50        60    
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
            70        80                        
2MEPSP FGVKAEHSDSWDRFYIK                        
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 88.9  bits: 21.7 E():  5.7 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (36-70:91-127) 
 
          10        20        30        40          50        60    
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
            70        80                        
2MEPSP FGVKAEHSDSWDRFYIK                        
       . .:..:                                  
gi|132 YHTKGDHEMKAEHMKAIKEKAEALLRAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 87.6  bits: 23.1 E():  6.8 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (17-52:247-289) 
 
                             10        20        30                 
2MEPSP               PVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
      40        50        60        70        80                    
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                    
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 87.3  bits: 23.5 E():    7 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (34-78:372-415) 
 
            10        20        30        40        50        60    
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2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
            70        80                                            
2MEPSP FGVKAEHSDSWDRFYIK                                            
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 84.6  bits: 22.0 E():  9.9 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (14-46:105-139) 
 
                                10        20        30         40   
2MEPSP                  PVRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
              50        60        70        80                      
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                      
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 84.5  bits: 22.9 E():   10 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (17-52:378-420) 
 
                             10        20        30                 
2MEPSP               PVRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
      40        50        60        70        80                    
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                    
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 84.3  bits: 20.7 E():   10 
Smith-Waterman score: 51; 26.5% identity (48.5% similar) in 68 aa overlap (12-79:36-102) 
 
                                  10        20        30        40  
2MEPSP                    PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|753 GQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
              50        60        70        80                      
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                      
       . ..  .:.:  .   .     ::: :    ::   :.                       
gi|753 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|753 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 84.3  bits: 20.7 E():   10 
Smith-Waterman score: 51; 26.5% identity (48.5% similar) in 68 aa overlap (12-79:36-102) 
 
                                  10        20        30        40  
2MEPSP                    PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|198 GQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
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              50        60        70        80                      
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                      
       . ..  .:.:  .   .     ::: :    ::   :.                       
gi|198 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|198 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 82.6  bits: 22.1 E():   13 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (45-66:9-30) 
 
           20        30        40        50        60        70     
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
           80                                                       
2MEPSP DRFYIK                                                       
                                                                    
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.3  bits: 22.6 E():   13 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (35-62:414-441) 
 
           10        20        30        40        50        60     
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
           70        80                                             
2MEPSP GVKAEHSDSWDRFYIK                                             
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 82.1  bits: 20.4 E():   14 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (36-70:91-127) 
 
          10        20        30        40          50        60    
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
            70        80                        
2MEPSP FGVKAEHSDSWDRFYIK                        
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 82.1  bits: 20.4 E():   14 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (38-75:125-160) 
 
        10        20        30        40        50        60        
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
        70        80 
2MEPSP AEHSDSWDRFYIK 
         :::...      
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gi|132 --HSDAYN      
            160      
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 82.1  bits: 20.4 E():   14 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (36-70:91-127) 
 
          10        20        30        40          50        60    
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
            70        80                        
2MEPSP FGVKAEHSDSWDRFYIK                        
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 82.1  bits: 20.4 E():   14 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (36-70:91-127) 
 
          10        20        30        40          50        60    
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
            70        80                        
2MEPSP FGVKAEHSDSWDRFYIK                        
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 82.1  bits: 20.4 E():   14 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (13-70:70-127) 
 
                                 10        20        30        40   
2MEPSP                   PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
      40        50        60        70        80        90          
 
               50        60        70        80                     
2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                     
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 82.1  bits: 21.7 E():   14 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (2-19:167-184) 
 
                                            10        20        30  
2MEPSP                              PVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
              40        50        60        70        80            
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK            
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.0  bits: 22.7 E():   16 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (35-62:500-527) 
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           10        20        30        40        50        60     
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
           70        80                                             
2MEPSP GVKAEHSDSWDRFYIK                                             
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (6-13:119-126) 
 
                                        10        20        30      
2MEPSP                          PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
          40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
                                                     
gi|144 EEVD                                          
      150                                            
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (47-70:104-127) 
 
         20        30        40        50        60        70       
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
         80                        
2MEPSP FYIK                        
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 79.7  bits: 21.0 E():   18 
Smith-Waterman score: 51; 61.1% identity (77.8% similar) in 18 aa overlap (34-51:139-155) 
 
            10        20        30        40        50        60    
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :::::.. ::  :.:             
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLARN 
      110       120       130       140        150       160        
 
            70        80                                            
2MEPSP FGVKAEHSDSWDRFYIK                                            
                                                                    
gi|612 LKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAA 
       170       180       190       200       210       220        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.5  bits: 21.0 E():   19 
Smith-Waterman score: 51; 30.0% identity (70.0% similar) in 30 aa overlap (7-34:182-211) 
 
                                       10        20        30       
2MEPSP                         PVRVNGIGGLPGGKVKLSGSISSQYLSALLMA--AP 
                                     .:..:...:.:  .... : .:   :  :: 
gi|249 AYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAP 
             160       170       180       190       200       210  
 
           40        50        60        70        80               
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2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK               
                                                                    
gi|249 ANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKYTVSETAL 
             220       230       240       250       260       270  
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 79.4  bits: 20.6 E():   19 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (1-47:133-176) 
 
                                             10        20        30 
2MEPSP                               PVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|250 NYDSMTIDNDVALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
               40        50        60        70        80           
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK           
       .. :  :  :.:.....                                            
gi|250 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDV 
     160       170       180       190       200       210          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 79.4  bits: 20.6 E():   19 
Smith-Waterman score: 50; 25.5% identity (57.4% similar) in 47 aa overlap (1-47:133-176) 
 
                                             10        20        30 
2MEPSP                               PVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :. ..:     : :...::     ::.    
gi|163 NYDSMTIDNDVALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGS 
            110       120       130       140       150             
 
               40        50        60        70        80           
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK           
       .. :  :  :.:.....                                            
gi|163 YSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDI 
     160       170       180       190       200       210          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 78.9  bits: 21.1 E():   21 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (9-65:271-326) 
 
                                     10        20        30         
2MEPSP                       PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
       40        50        60        70        80                   
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                   
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (24-70:80-126) 
 
                      10        20        30        40          50  
2MEPSP        PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
              60        70        80                        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIK                        
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.4  bits: 21.1 E():   22 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5080

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (20-68:54-105) 
 
                          10        20          30        40        
2MEPSP            PVRVNGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
         50        60        70        80                           
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                           
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 77.9  bits: 18.5 E():   23 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (36-69:5-40) 
 
          10        20        30        40           50        60   
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.:. .: ::   ::.: :     ..    
gi|603                           VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTS 
                                          10        20        30    
 
             70        80                        
2MEPSP RFGVKAEHSDSWDRFYIK                        
       .. .:..                                   
gi|603 KYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
            40        50        60        70     
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.4  bits: 20.3 E():   25 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (18-45:7-34) 
 
               10        20        30        40        50        60 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                        : .. :  ..:.  :::. :   :....                
gi|668            MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVT 
                          10        20        30        40          
 
               70        80                                         
2MEPSP MERFGVKAEHSDSWDRFYIK                                         
                                                                    
gi|668 TTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAA 
      50        60        70        80        90       100          
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.4  bits: 20.3 E():   25 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (18-45:7-34) 
 
               10        20        30        40        50        60 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                        : .. :  ..:.  :::. :   :....                
gi|833            MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVT 
                          10        20        30        40          
 
               70        80                                         
2MEPSP MERFGVKAEHSDSWDRFYIK                                         
                                                                    
gi|833 TTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAA 
      50        60        70        80        90       100          
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.3  bits: 19.9 E():   25 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (8-47:162-201) 
 
                                      10        20        30        
2MEPSP                        PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
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        40        50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
       : .  : . :                                  
gi|116 GKAFYEAVAKAHQ                               
             200                                   
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 46; 27.7% identity (53.2% similar) in 47 aa overlap (1-47:59-105) 
 
                                             10        20        30 
2MEPSP                               PVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : .. .. .  .: .  ::. ..   ::   
gi|185 SVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEA 
       30        40        50        60        70        80         
 
               40        50        60        70        80 
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
        ::: :  . : :  :.                                  
gi|185 EAAPEAAKEEEKEESDEDMGFGLFD                          
       90       100       110                             
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 77.2  bits: 19.4 E():   25 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (2-48:42-98) 
 
                                                    10        20    
2MEPSP                              PVRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
gi|166 SSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
              20        30        40        50        60        70  
 
              30        40        50        60        70        80  
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK  
       . ..  :: . . .  ::. .:.:...                                  
gi|166 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
              80        90       100       110       120       130  
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 47; 54.5% identity (72.7% similar) in 11 aa overlap (1-11:52-62) 
 
                                             10        20        30 
2MEPSP                               PVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     :.:: :.:  :                    
gi|282 TATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGEAPLLGRARPRRRAVPGDCCRQ 
              30        40        50        60        70        80  
 
               40        50        60        70        80           
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK           
                                                                    
gi|282 FPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGVLQVDI 
              90       100       110       120       130       140  
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (14-69:71-126) 
 
                                10        20        30        40    
2MEPSP                  PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
            50        60        70        80                        
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                        
          ::.: :.    ..   .. .:..                                   
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
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>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 76.7  bits: 19.5 E():   27 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (2-48:56-112) 
 
                                                    10        20    
2MEPSP                              PVRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
gi|133 SSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
          30        40        50        60        70        80      
 
              30        40        50        60        70        80  
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK  
       . ..  :: . . .  ::. .:.:...                                  
gi|133 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
          90       100       110       120       130       140      
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.6  bits: 19.9 E():   27 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (12-47:117-149) 
 
                                  10        20        30        40  
2MEPSP                    PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
              50        60        70        80                      
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                      
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|13959403|sp|Q01940.1|MALF1_MALFU RecName: Full=Majo  (350 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.9  bits: 20.4 E():   30 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 39 aa overlap (1-37:244-280) 
 
                                              10        20          
2MEPSP                               PVRVNG-IGGLPGGKVKLSGSISSQYLSAL 
                                     ::..:: .: : : .  ..  ....  :.: 
gi|139 FDPHSNKLIAFGGPRALTAFDVSKPYAWPEPVKINGDFGTLSGTEKIVTVPVGNE--SVL 
           220       230       240       250       260         270  
 
      30         40        50        60        70        80         
2MEPSP LMA-APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK         
       . : :: :.                                                    
gi|139 VGARAPYAISFRSWDNWKSANIKKTKRSELQNSGFTAVADYYQGSEQGLYAVSAFFDNGA 
             280       290       300       310       320       330  
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (12-47:144-176) 
 
                                  10        20        30        40  
2MEPSP                    PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
              50        60        70        80                      
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                      
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (12-47:144-176) 
 
                                  10        20        30        40  
2MEPSP                    PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
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gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
              50        60        70        80                      
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                      
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 48; 30.0% identity (80.0% similar) in 20 aa overlap (5-24:126-145) 
 
                                         10        20        30     
2MEPSP                           PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     ...: . :::. . :.:...           
gi|462 LNEDLAKKYKDEVVDVYGSNYYVNCYFSSKDNVGKVTGGKTCMYGGITKHEGNHFDNGNL 
         100       110       120       130       140       150      
 
           40        50        60        70        80               
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK               
                                                                    
gi|462 QNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLYEFNSSPYETGYIKF 
         160       170       180       190       200       210      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.4  bits: 20.4 E():   32 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (13-37:221-245) 
 
                                 10        20        30        40   
2MEPSP                   PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
             50        60        70        80                       
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                       
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 75.2  bits: 19.1 E():   32 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (24-70:81-127) 
 
                      10        20        30        40          50  
2MEPSP        PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              60        70        80                        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIK                        
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 75.2  bits: 19.1 E():   32 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (37-70:92-127) 
 
         10        20        30        40           50        60    
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
            70        80                        
2MEPSP FGVKAEHSDSWDRFYIK                        
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
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              130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 75.2  bits: 19.1 E():   32 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (24-70:81-127) 
 
                      10        20        30        40          50  
2MEPSP        PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
              60        70        80                        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIK                        
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 75.2  bits: 20.0 E():   33 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (6-30:42-65) 
 
                                        10        20        30      
2MEPSP                          PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.::  :: : :.. :: . .  .:      
gi|275 CPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRSTFEEMLKHRNN 
              20        30        40         50        60        70 
 
          40        50        60        70        80                
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                
                                                                    
gi|275 AACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATTGGWPTAPDGPY 
               80        90       100       110       120       130 
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 75.1  bits: 20.5 E():   33 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (9-74:69-131) 
 
                                     10        20        30         
2MEPSP                       PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|746 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
       40        50        60        70        80                   
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                   
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|746 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|746 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 75.1  bits: 20.5 E():   33 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (9-74:69-131) 
 
                                     10        20        30         
2MEPSP                       PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|129 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
       40        50        60        70        80                   
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                   
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|129 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|129 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
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>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 75.0  bits: 16.1 E():   33 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (66-74:10-18) 
 
          40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
                                     . ::..:.:       
gi|409                      IAKVPPGGXITAEYGDKWLD     
                                    10        20     
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.0  bits: 18.7 E():   34 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (12-59:21-64) 
 
                        10        20        30        40        50  
2MEPSP          PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                           :... : :.. ... : : . :  . :.. :  ..:: .. 
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQNL 
               10        20         30         40          50       
 
              60        70        80                                
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIK                                
       :. :.  :                                                     
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 73.4  bits: 21.9 E():   41 
Smith-Waterman score: 52; 36.8% identity (60.5% similar) in 38 aa overlap (6-38:644-680) 
 
                                        10             20        30 
2MEPSP                          PVRVNGIGGLPGGK-----VKLSGSISSQYLSALL 
                                     : .:.::::     . : :.:.:   ..   
gi|278 GPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIGSPGRDGA- 
           620       630       640       650       660       670    
 
               40        50        60        70        80           
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK           
        .:: :.:                                                     
gi|278 RGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAGPAGAAGQ 
            680       690       700       710       720       730   
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.0  bits: 18.4 E():   43 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (67-77:8-18) 
 
         40        50        60        70        80                 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                 
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.0  bits: 18.4 E():   43 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (67-77:8-18) 
 
         40        50        60        70        80                 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                 
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 72.9  bits: 20.2 E():   43 
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Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (9-48:393-434) 
 
                                     10        20          30       
2MEPSP                       PVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
         40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
       :::  .   :..                                 
gi|601 LGDKAVYAGDNFRTAINL                           
            430       440                           
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 17.6 E():   47 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (19-40:54-75) 
 
                           10        20        30        40         
2MEPSP             PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
       50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 17.6 E():   47 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (19-40:54-75) 
 
                           10        20        30        40         
2MEPSP             PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
       50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.3  bits: 17.6 E():   47 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (18-60:6-51) 
 
               10        20        30        40           50        
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIPYVEMT 
                        :. .. :.:  :.  ::. :  :  .   .   :. .:    : 
gi|453             RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTT 
                           10        20        30        40         
 
        60        70        80           
2MEPSP LRLMERFGVKAEHSDSWDRFYIK           
       :..                               
gi|453 LHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
       50        60        70        80  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.1  bits: 18.1 E():   48 
Smith-Waterman score: 43; 35.9% identity (51.3% similar) in 39 aa overlap (9-47:68-105) 
 
                                     10        20        30         
2MEPSP                       PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|117 RLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAA-SGGAAAAGGSAQAEAAPEAAK 
        40        50        60        70         80        90       
 
       40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
       . : :  :.                                  
gi|117 EEEKEESDEDMGFGLFD                          
        100       110                             
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>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 19.4 E():   48 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (6-39:142-175) 
 
                                        10        20        30      
2MEPSP                          PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|481 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
             120       130       140       150       160       170  
 
          40        50        60        70        80                
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                
          :                                                         
gi|481 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAA 
             180       190       200       210       220       230  
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 19.4 E():   49 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (6-39:143-176) 
 
                                        10        20        30      
2MEPSP                          PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|168 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
            120       130       140       150       160       170   
 
          40        50        60        70        80                
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                
          :                                                         
gi|168 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAA 
            180       190       200       210       220       230   
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (6-39:146-179) 
 
                                        10        20        30      
2MEPSP                          PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|285 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
         120       130       140       150       160       170      
 
          40        50        60        70        80                
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                
          :                                                         
gi|285 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAA 
         180       190       200       210       220       230      
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.9  bits: 16.3 E():   50 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (66-74:10-18) 
 
          40        50        60        70        80            
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK            
                                     . ::..:.:                  
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK 
                                    10        20        30      
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (37-70:92-127) 
 
         10        20        30            40        50        60   
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
             70        80                        
2MEPSP RFGVKAEHSDSWDRFYIK                        
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       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (24-70:81-127) 
 
                      10        20        30        40          50  
2MEPSP        PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
              60        70        80                        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIK                        
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (6-39:157-190) 
 
                                        10        20        30      
2MEPSP                          PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|330 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
        130       140       150       160       170       180       
 
          40        50        60        70        80                
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                
          :                                                         
gi|330 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAA 
        190       200       210       220       230       240       
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 71.2  bits: 19.9 E():   54 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (9-48:393-434) 
 
                                     10        20          30       
2MEPSP                       PVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
         40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
       ::: ..   :..                                 
gi|467 LGDKRLYAGDNFRTAINL                           
            430       440                           
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.0  bits: 18.1 E():   55 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (28-70:8-46) 
 
               10        20        30        40        50        60 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                                  :..::. ..   :...  ::  .  . .:   : 
gi|140                     MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---L 
                                   10        20        30           
 
               70        80                                         
2MEPSP MERFGVKAEHSDSWDRFYIK                                         
       ::.:: : ..                                                   
gi|140 MEEFGEKIDQIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAK 
         40        50        60        70        80        90       
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.8  bits: 20.8 E():   57 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (35-62:500-527) 
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           10        20        30        40        50        60     
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
           70        80                                             
2MEPSP GVKAEHSDSWDRFYIK                                             
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (37-51:83-97) 
 
         10        20        30        40        50        60       
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
         70        80                   
2MEPSP KAEHSDSWDRFYIK                   
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (37-51:83-97) 
 
         10        20        30        40        50        60       
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
         70        80                   
2MEPSP KAEHSDSWDRFYIK                   
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 17.7 E():   59 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (9-17:36-44) 
 
                                     10        20        30         
2MEPSP                       PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
       40        50        60        70        80    
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK    
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.5  bits: 18.6 E():   59 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (53-79:155-183) 
 
             30        40        50        60        70          80 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
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gi|549 CNYGPAGNVGNEPIYERK 
          190       200   
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.1 E():   61 
Smith-Waterman score: 45; 25.0% identity (67.9% similar) in 28 aa overlap (6-33:152-179) 
 
                                        10        20        30      
2MEPSP                          PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|330 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
             130       140       150       160       170       180  
 
          40        50        60        70        80                
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                
                                                                    
gi|330 PADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTK 
             190       200       210       220       230       240  
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (4-25:45-65) 
 
                                          10        20        30    
2MEPSP                            PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
            40        50        60        70        80              
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK              
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (47-70:104-127) 
 
         20        30        40        50        60        70       
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
         80                        
2MEPSP FYIK                        
                                   
gi|226 IKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (47-70:104-127) 
 
         20        30        40        50        60        70       
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
         80                        
2MEPSP FYIK                        
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (47-70:104-127) 
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         20        30        40        50        60        70       
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
         80                        
2MEPSP FYIK                        
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (18-48:108-139) 
 
                            10        20        30        40        
2MEPSP              PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
         50        60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
       ..                                 
gi|606 EIDEDGSGKIEFEEFWELMAGEAD           
       140       150       160            
 
>>gi|190684059|gb|ACE82290.1| peroxiredoxin [Triticum ae  (218 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.6 E():   62 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (1-50:115-164) 
 
                                             10        20        30 
2MEPSP                               PVRVNGIGGLPGGKVKLSGSISSQYLSALL 
                                     : . .: : ::.  ... :  .   :: :  
gi|190 IEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSRTLHIVGPDKVVKLSFLY 
           90       100       110       120       130       140     
 
               40        50        60        70        80           
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK           
        .      :  .. .:.:..                                         
gi|190 PSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDEEAKKMFPQGFETA 
          150       160       170       180       190       200     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 69.6  bits: 19.5 E():   67 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (9-39:391-423) 
 
                                     10        20          30       
2MEPSP                       PVRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
         40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
       :::                                          
gi|144 LGDNAVYAGNNFRTAVNL                           
              430                                   
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.1  bits: 19.1 E():   71 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (12-50:309-349) 
 
                                  10         20        30           
2MEPSP                    PVRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
       40        50        60        70        80 
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2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
        .. :.: :..:                               
gi|752 GANAEVI-KMVSET                             
      340        350                              
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 17.4 E():   72 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (6-20:69-83) 
 
                                        10        20        30      
2MEPSP                          PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|416 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
          40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
                                                     
gi|416 SDEDMGFGLFD                                   
      100                                            
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 17.4 E():   72 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (6-20:69-83) 
 
                                        10        20        30      
2MEPSP                          PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|461 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
          40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
                                                     
gi|461 SDEDMGFGLFD                                   
      100                                            
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 19.6 E():   73 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (17-51:1-35) 
 
               10        20        30        40        50        60 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                       ..: .:   :  :. :.:.:..... .    : :.          
gi|142                 MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSY 
                               10        20        30        40     
 
               70        80                                         
2MEPSP MERFGVKAEHSDSWDRFYIK                                         
                                                                    
gi|142 IVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLL 
           50        60        70        80        90       100     
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 19.6 E():   73 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (17-51:1-35) 
 
               10        20        30        40        50        60 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                       ..: .:   :  :. :.:.:..... .    : :.          
gi|796                 MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSY 
                               10        20        30        40     
 
               70        80                                         
2MEPSP MERFGVKAEHSDSWDRFYIK                                         
                                                                    
gi|796 IVVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLL 
           50        60        70        80        90       100     
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.4  bits: 19.2 E():   77 
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Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (44-70:169-195) 
 
            20        30        40        50         60        70   
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
             80                                                     
2MEPSP SWDRFYIK                                                     
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (24-70:81-127) 
 
                      10        20        30        40          50  
2MEPSP        PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              60        70        80                        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIK                        
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.4  bits: 17.5 E():   77 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (15-36:7-24) 
 
               10        20        30        40        50        60 
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                     .:::: .    :  ...:::.:                         
gi|209         MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTV 
                       10            20        30        40         
 
               70        80                                         
2MEPSP MERFGVKAEHSDSWDRFYIK                                         
                                                                    
gi|209 PTVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYK 
       50        60        70        80        90       100         
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.3 E():   79 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (9-18:43-52) 
 
                                     10        20        30         
2MEPSP                       PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
       40        50        60        70        80                   
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                   
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (44-70:86-112) 
 
            20        30        40        50        60        70    
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
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            80   
2MEPSP WDRFYIK   
                 
gi|301 LIRSLFGLP 
         120     
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.3 E():   80 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (44-70:5-31) 
 
            20        30        40        50        60        70    
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|424                           EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIE 
                                         10        20        30     
 
            80                                                      
2MEPSP WDRFYIK                                                      
                                                                    
gi|424 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
           40        50        60        70        80        90     
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (12-28:152-166) 
 
                                  10        20        30        40  
2MEPSP                    PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
              50        60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.7  bits: 17.9 E():   84 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (39-80:115-155) 
 
       10        20        30        40        50        60         
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
       70        80                           
2MEPSP EHSDSWDRFYIK                           
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (30-74:99-142) 
 
                10        20        30        40        50          
2MEPSP  PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
      60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIK 
           . .  :.:. :       
gi|195 HNTPYCLAMEESQ-WS      
      130       140          
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (30-74:99-142) 
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                10        20        30        40        50          
2MEPSP  PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
      60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIK 
           . .  :.:. :       
gi|219 HNTPYCLAMEESQ-WS      
      130       140          
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.3  bits: 19.3 E():   88 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (31-71:372-412) 
 
               10        20        30        40        50           
2MEPSP PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
      60        70        80                                        
2MEPSP LMERFGVKAEHSDSWDRFYIK                                        
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (44-70:236-262) 
 
            20        30        40        50        60        70    
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
            80   
2MEPSP WDRFYIK   
                 
gi|225 LIRSWFGLP 
         270     
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 43; 34.5% identity (65.5% similar) in 29 aa overlap (11-38:234-262) 
 
                                   10         20        30          
2MEPSP                     PVRVNGIGGLPGGKV-KLSGSISSQYLSALLMAAPLALGD 
                                     ::  . .:. . :.. ::.  ::.: . :  
gi|238 EPSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKPGGSTDTLSGTSMASPHVCGL 
           210       220       230       240       250       260    
 
      40        50        60        70        80 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
                                                 
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR             
           270       280       290               
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 44; 33.3% identity (66.7% similar) in 15 aa overlap (2-16:167-181) 
 
                                            10        20        30  
2MEPSP                              PVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  :::: .:                
gi|113 DKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGD 
        140       150       160       170       180       190       
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              40        50        60        70        80            
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK            
                                                                    
gi|113 TINVAGSSQIWIDHCSLSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDK 
        200       210       220       230       240       250       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 44; 33.3% identity (66.7% similar) in 15 aa overlap (2-16:167-181) 
 
                                            10        20        30  
2MEPSP                              PVRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  :::: .:                
gi|166 DKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGD 
        140       150       160       170       180       190       
 
              40        50        60        70        80            
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK            
                                                                    
gi|166 TINVAGSSQIWIDHCSLSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDK 
        200       210       220       230       240       250       
 
>>gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (9-17:43-51) 
 
                                     10        20        30         
2MEPSP                       PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATSAISLHMQEAGAVKFDIKNQCRYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
       40        50        60        70        80                   
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                   
                                                                    
gi|384 RTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (9-17:43-51) 
 
                                     10        20        30         
2MEPSP                       PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIRNQCGYTVWAAGLPGGGKRLDQGQTWTLNLAAGTASARFWG 
             20        30        40        50        60        70   
 
       40        50        60        70        80                   
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                   
                                                                    
gi|384 RTGCTFDASGKGSCKTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (9-17:43-51) 
 
                                     10        20        30         
2MEPSP                       PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|908 ATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
       40        50        60        70        80                   
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                   
                                                                    
gi|908 RTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1 prec  (225 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (9-17:43-51) 
 
                                     10        20        30         
2MEPSP                       PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTLNLAAGTASARFWG 
             20        30        40        50        60        70   
 
       40        50        60        70        80                   
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                   
                                                                    
gi|384 RTGCTFDASGKGSCKTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (9-17:43-51) 
 
                                     10        20        30         
2MEPSP                       PVRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
       40        50        60        70        80                   
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK                   
                                                                    
gi|384 RTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDKDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:41 2011 done: Tue Apr 19 10:57:41 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 159  - 238 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     6     0:== 
  30     3     2:* 
  32     4     8:==* 
  34    15    22:=====  * 
  36    39    44:============= * 
  38    68    73:======================= * 
  40    89   102:==============================   * 
  42   106   125:====================================     * 
  44   124   137:==========================================   * 
  46   141   140:==============================================* 
  48   170   134:============================================*============ 
  50   180   122:========================================*=================== 
  52    93   107:===============================    * 
  54   106    92:==============================*===== 
  56    51    77:=================        * 
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  58    67    63:====================*== 
  60    32    51:===========     * 
  62    39    41:=============* 
  64    35    33:==========*= 
  66    22    26:========* 
  68    15    20:===== * 
  70    15    16:=====* 
  72    15    12:===*= 
  74     5    10:== * 
  76    15     8:==*== 
  78     6     6:=* 
  80     4     5:=* 
  82     8     3:*== 
  84     2     3:* 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.50560.00319; mu= 13.3049 0.166 
 mean_var=34.1930 9.007, 0's: 2 Z-trim: 4  B-trim: 0 in 0/44 
 Lambda= 0.219334 
 Kolmogorov-Smirnov  statistic: 0.0397 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   72 27.4   0.096 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   65 25.4     0.7 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   58 23.0     2.1 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   58 23.0     2.1 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   60 23.9       3 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 22.7     3.3 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 22.7     3.3 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 22.8     3.4 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.7     4.9 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 21.7     5.5 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   54 21.7     5.5 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   54 21.7     5.5 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.1     6.9 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.5     7.2 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 22.0     9.9 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 22.8      10 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.1      13 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.5      13 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 20.5      13 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.5      13 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.5      13 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 20.5      13 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.5      14 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 21.7      14 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 20.1      16 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.6      16 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.1      16 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   51 21.0      18 
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gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   51 21.0      19 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 19.8      20 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 21.1      21 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 18.6      22 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.1      22 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.3      24 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.3      24 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 19.9      25 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   47 19.5      25 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 19.5      25 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   47 19.5      26 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.9      27 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 20.0      29 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   48 20.0      29 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   48 20.0      29 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 20.0      29 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.3      30 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   48 20.0      30 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.2      32 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.2      32 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.2      32 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.4      32 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.8      32 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   48 20.0      33 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   49 20.4      33 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   49 20.4      33 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.5      42 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.5      42 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 21.8      44 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.7      44 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.7      44 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.2      44 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.7      45 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.5      45 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.1      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 19.4      48 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   46 19.4      48 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.6      49 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 18.6      49 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   46 19.4      49 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   46 19.4      50 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.2      53 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 19.8      55 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.2      56 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.2      56 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.8      56 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   42 17.8      57 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.6      58 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.7      60 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 18.2      60 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   43 18.2      60 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.2      60 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.2      60 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.2      61 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   45 19.1      61 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.5      68 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   41 17.5      69 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   41 17.5      69 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 19.1      71 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.6      74 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.6      74 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.5      74 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 17.9      75 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.5      76 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.2      77 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.4      78 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.4      79 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 18.0      81 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.0      82 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 17.6      85 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 17.6      85 
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gi|2129802|pir||S65145 pollen allergen group II (c (  83)   39 16.8      87 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.2      90 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.4      90 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   43 18.4      95 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   44 18.9      96 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   44 18.9      96 
gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1  ( 225)   42 18.0      96 
gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3  ( 225)   42 18.0      96 
gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2  ( 225)   42 18.0      96 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   42 18.0      96 
gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2  ( 225)   42 18.0      96 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.2   1e 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  72  Z-score: 120.8  bits: 27.4 E(): 0.096 
Smith-Waterman score: 72; 28.2% identity (52.1% similar) in 71 aa overlap (11-80:30-99) 
 
                                  10         20        30        40 
2MEPSP                    VRVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                     
       . ..  .:..  . : .     ::: :    ::   :. :                     
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
gi|291 REMKDRAEQFGQQHVTGSQGS 
     120       130       140 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  65  Z-score: 105.2  bits: 25.4 E():  0.7 
Smith-Waterman score: 65; 26.2% identity (58.5% similar) in 65 aa overlap (11-73:8-68) 
 
               10        20         30        40        50          
2MEPSP VRVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                 ::. : .:.. . . .   : :. .:  :: .:..   .: ::: . :.. 
gi|111    MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVK 
                  10        20        30         40           50    
 
       60        70        80                                       
2MEPSP LMERFGVKAEHSDSWDRFYIKG                                       
          :  ...  .. :                                              
gi|111 GKLRPEIQVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
            60        70        80        90       100       110    
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 96.6  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 27.1% identity (48.6% similar) in 70 aa overlap (11-80:36-104) 
 
                                   10        20        30        40 
2MEPSP                     VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|753 GQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
               50        60        70        80                     
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                     
       . ..  .:.:  .   .     ::: :    ::   :. :                     
gi|753 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|753 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 96.6  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 27.1% identity (48.6% similar) in 70 aa overlap (11-80:36-104) 
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                                   10        20        30        40 
2MEPSP                     VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|198 GQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
               50        60        70        80                     
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                     
       . ..  .:.:  .   .     ::: :    ::   :. :                     
gi|198 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|198 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  60  Z-score: 94.0  bits: 23.9 E():    3 
Smith-Waterman score: 60; 26.1% identity (51.1% similar) in 88 aa overlap (3-80:216-299) 
 
                                           10          20        30 
2MEPSP                             VRVNGIGGLPGGKVKL--SGSISSQYLSALLM 
                                     :.:.     : ..:  :.:. .:.  .::. 
gi|113 AAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLF 
         190       200       210       220       230       240      
 
               40        50        60                70        80   
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMER--------FGVKAEHSDSWDRFYIKG   
       .:    :: .::    : .. .  .:  . .:        : :  .. :.:  . : :   
gi|113 GA----GDENIEDRGMLATVAFNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSA 
             250       260       270       280       290       300  
 
gi|113 SPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVL 
             310       320       330       340       350       360  
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 93.1  bits: 22.7 E():  3.3 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (25-40:9-24) 
 
               10        20        30        40        50        60 
2MEPSP VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                               :.:::.:: . :::..                     
gi|476                 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGV 
                               10        20        30        40     
 
               70        80                                         
2MEPSP ERFGVKAEHSDSWDRFYIKG                                         
                                                                    
gi|476 KPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNG 
           50        60        70        80        90       100     
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 93.1  bits: 22.7 E():  3.3 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (25-40:9-24) 
 
               10        20        30        40        50        60 
2MEPSP VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                               :.:::.:: . :::..                     
gi|313                 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGV 
                               10        20        30        40     
 
               70        80                                         
2MEPSP ERFGVKAEHSDSWDRFYIKG                                         
                                                                    
gi|313 KPSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNG 
           50        60        70        80        90       100     
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 92.8  bits: 22.8 E():  3.4 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (19-57:26-64) 
 
                      10        20        30        40        50    
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2MEPSP        VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKG                                  
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 90.1  bits: 21.7 E():  4.9 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (4-57:66-119) 
 
                                          10        20        30    
2MEPSP                            VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
            40        50        60        70        80 
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
         . :. :.... . . : .  .:                        
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN     
         100       110       120       130             
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 89.2  bits: 21.7 E():  5.5 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (35-69:90-126) 
 
           10        20        30        40          50        60   
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
             70        80                       
2MEPSP FGVKAEHSDSWDRFYIKG                       
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 89.2  bits: 21.7 E():  5.5 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (35-69:90-126) 
 
           10        20        30        40          50        60   
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
             70        80                       
2MEPSP FGVKAEHSDSWDRFYIKG                       
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 89.2  bits: 21.7 E():  5.5 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (35-69:91-127) 
 
           10        20        30        40          50        60   
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
             70        80                       
2MEPSP FGVKAEHSDSWDRFYIKG                       
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       . .:..:                                  
gi|132 YHTKGDHEMKAEHMKAIKEKAEALLRAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 87.4  bits: 23.1 E():  6.9 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (16-51:247-289) 
 
                              10        20        30                
2MEPSP                VRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
       40        50        60        70        80                   
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                   
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 87.1  bits: 23.5 E():  7.2 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (33-77:372-415) 
 
             10        20        30        40        50        60   
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
             70        80                                           
2MEPSP FGVKAEHSDSWDRFYIKG                                           
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 84.6  bits: 22.0 E():  9.9 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (13-45:105-139) 
 
                                 10        20         30        40  
2MEPSP                   VRVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
               50        60        70        80                     
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                     
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 84.3  bits: 22.8 E():   10 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (16-51:378-420) 
 
                              10        20        30                
2MEPSP                VRVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
       40        50        60        70        80                   
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                   
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (44-65:9-30) 
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            20        30        40        50        60        70    
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
            80                                                      
2MEPSP DRFYIKG                                                      
                                                                    
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 82.3  bits: 20.5 E():   13 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (35-69:91-127) 
 
           10        20        30        40          50        60   
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
             70        80                       
2MEPSP FGVKAEHSDSWDRFYIKG                       
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 82.3  bits: 20.5 E():   13 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (37-74:125-160) 
 
         10        20        30        40        50        60       
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
         70        80 
2MEPSP AEHSDSWDRFYIKG 
         :::...       
gi|132 --HSDAYN       
            160       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 82.3  bits: 20.5 E():   13 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (35-69:91-127) 
 
           10        20        30        40          50        60   
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
             70        80                       
2MEPSP FGVKAEHSDSWDRFYIKG                       
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 82.3  bits: 20.5 E():   13 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (35-69:91-127) 
 
           10        20        30        40          50        60   
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
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             70        80                       
2MEPSP FGVKAEHSDSWDRFYIKG                       
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 82.3  bits: 20.5 E():   13 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (12-69:70-127) 
 
                                  10        20        30        40  
2MEPSP                    VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
      40        50        60        70        80        90          
 
                50        60        70        80                    
2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                    
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.1  bits: 22.5 E():   14 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (34-61:414-441) 
 
            10        20        30        40        50        60    
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
            70        80                                            
2MEPSP GVKAEHSDSWDRFYIKG                                            
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  85 init1:  50 opt:  53  Z-score: 82.0  bits: 21.7 E():   14 
Smith-Waterman score: 53; 33.3% identity (72.2% similar) in 18 aa overlap (1-18:167-184) 
 
                                             10        20        30 
2MEPSP                               VRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  ::::..: .:             
gi|113 DKTIDGRGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGD 
        140       150       160       170       180       190       
 
               40        50        60        70        80           
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG           
                                                                    
gi|113 AIHVTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDL 
        200       210       220       230       240       250       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.9  bits: 20.1 E():   16 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (5-12:119-126) 
 
                                         10        20        30     
2MEPSP                           VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
           40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
                                                      
gi|144 EEVD                                           
      150                                             
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
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 initn:  55 init1:  55 opt:  55  Z-score: 80.7  bits: 22.6 E():   16 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (34-61:500-527) 
 
            10        20        30        40        50        60    
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
            70        80                                            
2MEPSP GVKAEHSDSWDRFYIKG                                            
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (46-69:104-127) 
 
          20        30        40        50        60        70      
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
          80                       
2MEPSP FYIKG                       
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 79.7  bits: 21.0 E():   18 
Smith-Waterman score: 51; 61.1% identity (77.8% similar) in 18 aa overlap (33-50:139-155) 
 
             10        20        30        40        50        60   
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :::::.. ::  :.:             
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLARN 
      110       120       130       140        150       160        
 
             70        80                                           
2MEPSP FGVKAEHSDSWDRFYIKG                                           
                                                                    
gi|612 LKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAA 
       170       180       190       200       210       220        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.5  bits: 21.0 E():   19 
Smith-Waterman score: 51; 30.0% identity (70.0% similar) in 30 aa overlap (6-33:182-211) 
 
                                        10        20        30      
2MEPSP                          VRVNGIGGLPGGKVKLSGSISSQYLSALLMA--AP 
                                     .:..:...:.:  .... : .:   :  :: 
gi|249 AYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAP 
             160       170       180       190       200       210  
 
            40        50        60        70        80              
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG              
                                                                    
gi|249 ANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKYTVSETAL 
             220       230       240       250       260       270  
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (23-69:80-126) 
 
                       10        20        30        40          50 
2MEPSP         VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
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      50        60        70        80        90         100        
 
               60        70        80                       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKG                       
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 78.8  bits: 21.1 E():   21 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (8-64:271-326) 
 
                                      10        20        30        
2MEPSP                        VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
        40        50        60        70        80                  
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                  
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 78.4  bits: 18.6 E():   22 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (35-68:5-40) 
 
           10        20        30        40           50        60  
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.:. .: ::   ::.: :     ..    
gi|603                           VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTS 
                                          10        20        30    
 
              70        80                       
2MEPSP RFGVKAEHSDSWDRFYIKG                       
       .. .:..                                   
gi|603 KYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
            40        50        60        70     
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.4  bits: 21.1 E():   22 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (19-67:54-105) 
 
                           10        20          30        40       
2MEPSP             VRVNGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
          50        60        70        80                          
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                          
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.5  bits: 20.3 E():   24 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (17-44:7-34) 
 
               10        20        30        40        50        60 
2MEPSP VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                       : .. :  ..:.  :::. :   :....                 
gi|668           MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTT 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP ERFGVKAEHSDSWDRFYIKG                                         
                                                                    
gi|668 TIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAA 
               60        70        80        90       100       110 
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>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.5  bits: 20.3 E():   24 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (17-44:7-34) 
 
               10        20        30        40        50        60 
2MEPSP VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                       : .. :  ..:.  :::. :   :....                 
gi|833           MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTT 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP ERFGVKAEHSDSWDRFYIKG                                         
                                                                    
gi|833 TIYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAA 
               60        70        80        90       100       110 
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 19.9 E():   25 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (7-46:162-201) 
 
                                       10        20        30       
2MEPSP                         VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
         40        50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
       : .  : . :                                   
gi|116 GKAFYEAVAKAHQ                                
             200                                    
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (1-47:42-98) 
 
                                                     10        20   
2MEPSP                               VRVNGIGG--------LPGGKVKLSGSISS 
                                     : :.: ::        :: :.   : .. . 
gi|166 SSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
              20        30        40        50        60        70  
 
               30        40        50        60        70        80 
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
       . ..  :: . . .  ::. .:.:...                                  
gi|166 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
              80        90       100       110       120       130  
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (13-68:71-126) 
 
                                 10        20        30        40   
2MEPSP                   VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
             50        60        70        80                       
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                       
          ::.: :.    ..   .. .:..                                   
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 47; 26.3% identity (56.1% similar) in 57 aa overlap (1-47:56-112) 
 
                                                     10        20   
2MEPSP                               VRVNGIGG--------LPGGKVKLSGSISS 
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                                     : :.: ::        :: :.   : .. . 
gi|133 SSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRT 
          30        40        50        60        70        80      
 
               30        40        50        60        70        80 
2MEPSP QYLS--ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
       . ..  :: . . .  ::. .:.:...                                  
gi|133 DAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEE 
          90       100       110       120       130       140      
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.7  bits: 19.9 E():   27 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (11-46:117-149) 
 
                                   10        20        30        40 
2MEPSP                     VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|131 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
         90       100       110       120          130       140    
 
               50        60        70        80                     
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                     
       :.....                                                       
gi|131 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
           150       160       170       180       190       200    
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.0  bits: 20.0 E():   29 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (11-46:144-176) 
 
                                   10        20        30        40 
2MEPSP                     VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
               50        60        70        80                     
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                     
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.0  bits: 20.0 E():   29 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (11-46:144-176) 
 
                                   10        20        30        40 
2MEPSP                     VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|163 ALIKLKTPTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
               50        60        70        80                     
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                     
       :.....                                                       
gi|163 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.0  bits: 20.0 E():   29 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (11-46:144-176) 
 
                                   10        20        30        40 
2MEPSP                     VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|250 ALIKLKTPMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
               50        60        70        80                     
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                     
       :.....                                                       
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gi|250 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDVATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.0  bits: 20.0 E():   29 
Smith-Waterman score: 48; 27.8% identity (61.1% similar) in 36 aa overlap (11-46:144-176) 
 
                                   10        20        30        40 
2MEPSP                     VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : :...::     ::.   .. :  :  :. 
gi|218 ALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDKIRVSGW---GYLQEGSYSLPSELQRVD 
           120       130       140       150          160       170 
 
               50        60        70        80                     
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                     
       :.....                                                       
gi|218 IDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSW 
              180       190       200       210       220       230 
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.0  bits: 16.3 E():   30 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (65-73:10-18) 
 
           40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
                                     . ::..:.:        
gi|409                      IAKVPPGGXITAEYGDKWLD      
                                    10        20      
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 48; 30.0% identity (80.0% similar) in 20 aa overlap (4-23:126-145) 
 
                                          10        20        30    
2MEPSP                            VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     ...: . :::. . :.:...           
gi|462 LNEDLAKKYKDEVVDVYGSNYYVNCYFSSKDNVGKVTGGKTCMYGGITKHEGNHFDNGNL 
         100       110       120       130       140       150      
 
            40        50        60        70        80              
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG              
                                                                    
gi|462 QNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLYEFNSSPYETGYIKF 
         160       170       180       190       200       210      
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (23-69:81-127) 
 
                       10        20        30        40          50 
2MEPSP         VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
               60        70        80                       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKG                       
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (23-69:81-127) 
 
                       10        20        30        40          50 
2MEPSP         VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
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               60        70        80                       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKG                       
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (36-69:92-127) 
 
          10        20        30        40           50        60   
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
             70        80                       
2MEPSP FGVKAEHSDSWDRFYIKG                       
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.4  bits: 20.4 E():   32 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (12-36:221-245) 
 
                                  10        20        30        40  
2MEPSP                    VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
              50        60        70        80                      
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                      
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 18.8 E():   32 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (11-58:21-64) 
 
                         10        20        30        40        50 
2MEPSP           VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                           :... : :.. ... : : . :  . :.. :  ..:: .. 
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQNL 
               10        20         30         40          50       
 
               60        70        80                               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKG                               
       :. :.  :                                                     
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 75.2  bits: 20.0 E():   33 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (5-29:42-65) 
 
                                         10        20        30     
2MEPSP                           VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.::  :: : :.. :: . .  .:      
gi|275 CPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRSTFEEMLKHRNN 
              20        30        40         50        60        70 
 
           40        50        60        70        80               
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG               
                                                                    
gi|275 AACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATTGGWPTAPDGPY 
               80        90       100       110       120       130 
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
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 initn:  38 init1:  38 opt:  49  Z-score: 75.1  bits: 20.4 E():   33 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (8-73:69-131) 
 
                                      10        20        30        
2MEPSP                        VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|129 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
        40        50        60        70        80                  
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                  
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|129 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|129 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 75.1  bits: 20.4 E():   33 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (8-73:69-131) 
 
                                      10        20        30        
2MEPSP                        VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|746 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
        40        50        60        70        80                  
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                  
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|746 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|746 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.3  bits: 18.5 E():   42 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (66-76:8-18) 
 
          40        50        60        70        80                
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.3  bits: 18.5 E():   42 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (66-76:8-18) 
 
          40        50        60        70        80                
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 72.9  bits: 21.8 E():   44 
Smith-Waterman score: 52; 36.8% identity (60.5% similar) in 38 aa overlap (5-37:644-680) 
 
                                         10             20          
2MEPSP                           VRVNGIGGLPGGK-----VKLSGSISSQYLSALL 
                                     : .:.::::     . : :.:.:   ..   
gi|278 GPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIGSPGRDGA- 
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           620       630       640       650       660       670    
 
      30        40        50        60        70        80          
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG          
        .:: :.:                                                     
gi|278 RGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAGPAGAAGQ 
            680       690       700       710       720       730   
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.9  bits: 17.7 E():   44 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (18-39:54-75) 
 
                            10        20        30        40        
2MEPSP              VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.9  bits: 17.7 E():   44 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (18-39:54-75) 
 
                            10        20        30        40        
2MEPSP              VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 72.8  bits: 20.2 E():   44 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (8-47:393-434) 
 
                                      10        20          30      
2MEPSP                        VRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
          40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
       :::  .   :..                                  
gi|601 LGDKAVYAGDNFRTAINL                            
            430       440                            
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.7  bits: 17.7 E():   45 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (17-59:6-51) 
 
               10        20        30        40           50        
2MEPSP VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIPYVEMTL 
                       :. .. :.:  :.  ::. :  :  .   .   :. .:    :: 
gi|453            RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTL 
                          10        20        30        40          
 
        60        70        80          
2MEPSP RLMERFGVKAEHSDSWDRFYIKG          
       ..                               
gi|453 HMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
      50        60        70        80  
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.6  bits: 16.5 E():   45 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (65-73:10-18) 
 
           40        50        60        70        80           
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2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG           
                                     . ::..:.:                  
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK 
                                    10        20        30      
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.4  bits: 18.1 E():   46 
Smith-Waterman score: 43; 35.9% identity (51.3% similar) in 39 aa overlap (8-46:68-105) 
 
                                      10        20        30        
2MEPSP                        VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|117 RLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAA-SGGAAAAGGSAQAEAAPEAAK 
        40        50        60        70         80        90       
 
        40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
       . : :  :.                                   
gi|117 EEEKEESDEDMGFGLFD                           
        100       110                              
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 19.4 E():   48 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (5-38:142-175) 
 
                                         10        20        30     
2MEPSP                           VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|481 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
             120       130       140       150       160       170  
 
           40        50        60        70        80               
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG               
          :                                                         
gi|481 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAA 
             180       190       200       210       220       230  
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 19.4 E():   48 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (5-38:143-176) 
 
                                         10        20        30     
2MEPSP                           VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|168 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
            120       130       140       150       160       170   
 
           40        50        60        70        80               
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG               
          :                                                         
gi|168 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAA 
            180       190       200       210       220       230   
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (36-69:92-127) 
 
          10        20        30            40        50        60  
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
              70        80                       
2MEPSP RFGVKAEHSDSWDRFYIKG                       
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 72.1  bits: 18.6 E():   49 
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Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (23-69:81-127) 
 
                       10        20        30        40          50 
2MEPSP         VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
               60        70        80                       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKG                       
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (5-38:146-179) 
 
                                         10        20        30     
2MEPSP                           VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|285 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
         120       130       140       150       160       170      
 
           40        50        60        70        80               
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG               
          :                                                         
gi|285 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAA 
         180       190       200       210       220       230      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (5-38:157-190) 
 
                                         10        20        30     
2MEPSP                           VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|330 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
        130       140       150       160       170       180       
 
           40        50        60        70        80               
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG               
          :                                                         
gi|330 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAA 
        190       200       210       220       230       240       
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.3  bits: 18.2 E():   53 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (27-69:8-46) 
 
               10        20        30        40        50        60 
2MEPSP VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                 :..::. ..   :...  ::  .  . .:   :: 
gi|140                    MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LM 
                                  10        20        30            
 
               70        80                                         
2MEPSP ERFGVKAEHSDSWDRFYIKG                                         
       :.:: : ..                                                    
gi|140 EEFGEKIDQIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKR 
        40        50        60        70        80        90        
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 71.1  bits: 19.8 E():   55 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (8-47:393-434) 
 
                                      10        20          30      
2MEPSP                        VRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
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          40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
       ::: ..   :..                                  
gi|467 LGDKRLYAGDNFRTAINL                            
            430       440                            
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (36-50:83-97) 
 
          10        20        30        40        50        60      
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
          70        80                  
2MEPSP KAEHSDSWDRFYIKG                  
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (36-50:83-97) 
 
          10        20        30        40        50        60      
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
          70        80                  
2MEPSP KAEHSDSWDRFYIKG                  
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 17.8 E():   56 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (8-16:36-44) 
 
                                      10        20        30        
2MEPSP                        VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
        40        50        60        70        80   
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG   
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.7  bits: 17.8 E():   57 
Smith-Waterman score: 42; 35.9% identity (51.3% similar) in 39 aa overlap (8-46:68-105) 
 
                                      10        20        30        
2MEPSP                        VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|185 RLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAA-SGGAAAAGGSAEAEAAPEAAK 
        40        50        60        70         80        90       
 
        40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
       . : :  :.                                   
gi|185 EEEKEESDEDMGFGLFD                           
        100       110                              
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>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.7  bits: 18.6 E():   58 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (52-78:155-183) 
 
              30        40        50        60          70          
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
      80                  
2MEPSP G                  
                          
gi|549 CNYGPAGNVGNEPIYERK 
          190       200   
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.4  bits: 20.7 E():   60 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (34-61:500-527) 
 
            10        20        30        40        50        60    
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
            70        80                                            
2MEPSP GVKAEHSDSWDRFYIKG                                            
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (3-24:45-65) 
 
                                           10        20        30   
2MEPSP                             VRVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
             40        50        60        70        80             
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG             
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (46-69:104-127) 
 
          20        30        40        50        60        70      
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
          80                       
2MEPSP FYIKG                       
                                   
gi|226 IKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (46-69:104-127) 
 
          20        30        40        50        60        70      
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
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gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
          80                       
2MEPSP FYIKG                       
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (46-69:104-127) 
 
          20        30        40        50        60        70      
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
          80                       
2MEPSP FYIKG                       
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (17-47:108-139) 
 
                             10        20        30        40       
2MEPSP               VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
          50        60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
       ..                                  
gi|606 EIDEDGSGKIEFEEFWELMAGEAD            
       140       150       160             
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 45; 25.0% identity (67.9% similar) in 28 aa overlap (5-32:152-179) 
 
                                         10        20        30     
2MEPSP                           VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|330 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
             130       140       150       160       170       180  
 
           40        50        60        70        80               
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG               
                                                                    
gi|330 PADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTK 
             190       200       210       220       230       240  
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 69.5  bits: 19.5 E():   68 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (8-38:391-423) 
 
                                      10        20          30      
2MEPSP                        VRVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
          40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
       :::                                           
gi|144 LGDNAVYAGNNFRTAVNL                            
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              430                                    
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 17.5 E():   69 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (5-19:69-83) 
 
                                         10        20        30     
2MEPSP                           VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|416 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
           40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
                                                      
gi|416 SDEDMGFGLFD                                    
      100                                             
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 17.5 E():   69 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (5-19:69-83) 
 
                                         10        20        30     
2MEPSP                           VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|461 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
           40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
                                                      
gi|461 SDEDMGFGLFD                                    
      100                                             
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.1  bits: 19.1 E():   71 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (11-49:309-349) 
 
                                   10         20        30          
2MEPSP                     VRVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
        40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
        .. :.: :..:                                
gi|752 GANAEVI-KMVSET                              
      340        350                               
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 19.6 E():   74 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (16-50:1-35) 
 
               10        20        30        40        50        60 
2MEPSP VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                      ..: .:   :  :. :.:.:..... .    : :.           
gi|142                MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYI 
                              10        20        30        40      
 
               70        80                                         
2MEPSP ERFGVKAEHSDSWDRFYIKG                                         
                                                                    
gi|142 VVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLG 
          50        60        70        80        90       100      
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 19.6 E():   74 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (16-50:1-35) 
 
               10        20        30        40        50        60 
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2MEPSP VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                      ..: .:   :  :. :.:.:..... .    : :.           
gi|796                MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYI 
                              10        20        30        40      
 
               70        80                                         
2MEPSP ERFGVKAEHSDSWDRFYIKG                                         
                                                                    
gi|796 VVFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLG 
          50        60        70        80        90       100      
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.7  bits: 17.5 E():   74 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (14-35:7-24) 
 
               10        20        30        40        50        60 
2MEPSP VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                    .:::: .    :  ...:::.:                          
gi|209        MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVP 
                      10            20        30        40          
 
               70        80                                         
2MEPSP ERFGVKAEHSDSWDRFYIKG                                         
                                                                    
gi|209 TVPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKI 
      50        60        70        80        90       100          
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (23-69:81-127) 
 
                       10        20        30        40          50 
2MEPSP         VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               60        70        80                       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKG                       
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.5 E():   76 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (43-69:86-112) 
 
             20        30        40        50        60        70   
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
             80  
2MEPSP WDRFYIKG  
                 
gi|301 LIRSLFGLP 
         120     
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (43-69:169-195) 
 
             20        30        40        50         60        70  
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
              80                                                    
2MEPSP SWDRFYIKG                                                    
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gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.4 E():   78 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (8-17:43-52) 
 
                                      10        20        30        
2MEPSP                        VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
        40        50        60        70        80                  
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                  
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.4 E():   79 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (43-69:5-31) 
 
             20        30        40        50        60        70   
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|424                           EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIE 
                                         10        20        30     
 
             80                                                     
2MEPSP WDRFYIKG                                                     
                                                                    
gi|424 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
           40        50        60        70        80        90     
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.0  bits: 18.0 E():   81 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (11-27:152-166) 
 
                                   10        20        30        40 
2MEPSP                     VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
               50        60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.9  bits: 18.0 E():   82 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (38-79:115-155) 
 
        10        20        30        40        50        60        
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
        70        80                          
2MEPSP EHSDSWDRFYIKG                          
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (29-73:99-142) 
 
                 10        20        30        40        50         
2MEPSP   VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
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                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
       60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKG 
           . .  :.:. :        
gi|219 HNTPYCLAMEESQ-WS       
      130       140           
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (29-73:99-142) 
 
                 10        20        30        40        50         
2MEPSP   VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
       60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKG 
           . .  :.:. :        
gi|195 HNTPYCLAMEESQ-WS       
      130       140           
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 67.5  bits: 16.8 E():   87 
Smith-Waterman score: 39; 57.1% identity (64.3% similar) in 14 aa overlap (66-79:7-16) 
 
          40        50        60        70        80                
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                
                                     ::::    :::. :                 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.2  bits: 19.2 E():   90 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (30-70:372-412) 
 
                10        20        30        40        50          
2MEPSP  VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
       60        70        80                                       
2MEPSP LMERFGVKAEHSDSWDRFYIKG                                       
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.4 E():   90 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (43-69:236-262) 
 
             20        30        40        50        60        70   
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
             80  
2MEPSP WDRFYIKG  
                 
gi|225 LIRSWFGLP 
         270     
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>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.8  bits: 18.4 E():   95 
Smith-Waterman score: 43; 34.5% identity (65.5% similar) in 29 aa overlap (10-37:234-262) 
 
                                    10         20        30         
2MEPSP                      VRVNGIGGLPGGKV-KLSGSISSQYLSALLMAAPLALGD 
                                     ::  . .:. . :.. ::.  ::.: . :  
gi|238 EPSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKPGGSTDTLSGTSMASPHVCGL 
           210       220       230       240       250       260    
 
       40        50        60        70        80 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
                                                  
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR              
           270       280       290                
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.6  bits: 18.9 E():   96 
Smith-Waterman score: 44; 33.3% identity (66.7% similar) in 15 aa overlap (1-15:167-181) 
 
                                             10        20        30 
2MEPSP                               VRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  :::: .:                
gi|166 DKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGD 
        140       150       160       170       180       190       
 
               40        50        60        70        80           
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG           
                                                                    
gi|166 TINVAGSSQIWIDHCSLSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDK 
        200       210       220       230       240       250       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.6  bits: 18.9 E():   96 
Smith-Waterman score: 44; 33.3% identity (66.7% similar) in 15 aa overlap (1-15:167-181) 
 
                                             10        20        30 
2MEPSP                               VRVNGIGGLPGGKVKLSGSISSQYLSALLM 
                                     . .. .  :::: .:                
gi|113 DKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLPGGMIKSNDGPPILRQASDGD 
        140       150       160       170       180       190       
 
               40        50        60        70        80           
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG           
                                                                    
gi|113 TINVAGSSQIWIDHCSLSKSFDGLVDVTLGSTHVTISNCKFTQQSKAILLGADDTHVQDK 
        200       210       220       230       240       250       
 
>>gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 18.0 E():   96 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (8-16:43-51) 
 
                                      10        20        30        
2MEPSP                        VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTLNLAAGTASARFWG 
             20        30        40        50        60        70   
 
        40        50        60        70        80                  
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                  
                                                                    
gi|384 RTGCTFDASGKGSCKTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 18.0 E():   96 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (8-16:43-51) 
 
                                      10        20        30        
2MEPSP                        VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
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gi|384 ATSAISLHMQEAGAVKFDIKNQCRYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
        40        50        60        70        80                  
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                  
                                                                    
gi|384 RTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 18.0 E():   96 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (8-16:43-51) 
 
                                      10        20        30        
2MEPSP                        VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
        40        50        60        70        80                  
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                  
                                                                    
gi|384 RTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDKDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 18.0 E():   96 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (8-16:43-51) 
 
                                      10        20        30        
2MEPSP                        VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|908 ATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
        40        50        60        70        80                  
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                  
                                                                    
gi|908 RTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 18.0 E():   96 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (8-16:43-51) 
 
                                      10        20        30        
2MEPSP                        VRVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIRNQCGYTVWAAGLPGGGKRLDQGQTWTLNLAAGTASARFWG 
             20        30        40        50        60        70   
 
        40        50        60        70        80                  
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG                  
                                                                    
gi|384 RTGCTFDASGKGSCKTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.3  bits: 15.2 E(): 1e 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (65-73:10-18) 
 
           40        50        60        70        80        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG        
                                     . :...:.:               
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA 
                                    10        20        30   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
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 Scomplib [35.04] 
 start: Tue Apr 19 10:57:41 2011 done: Tue Apr 19 10:57:41 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 160  - 239 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     5     0:== 
  30     2     2:* 
  32     7     8:=* 
  34    19    22:=====* 
  36    40    44:==========* 
  38    64    73:================  * 
  40    92   102:=======================  * 
  42   102   125:==========================     * 
  44   116   137:=============================     * 
  46   138   140:==================================* 
  48   156   134:=================================*===== 
  50   181   122:==============================*=============== 
  52   106   107:==========================* 
  54   100    92:======================*== 
  56    57    77:===============    * 
  58    72    63:===============*== 
  60    29    51:========    * 
  62    52    41:==========*== 
  64    24    33:======  * 
  66    32    26:======*= 
  68    15    20:====* 
  70    14    16:===* 
  72    17    12:==*== 
  74     4    10:= * 
  76    10     8:=*= 
  78     6     6:=* 
  80     5     5:=* 
  82     8     3:*= 
  84     2     3:* 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     4     1:*         :*=== 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.32660.00315; mu= 14.1463 0.164 
 mean_var=32.6431 8.185, 0's: 2 Z-trim: 4  B-trim: 0 in 0/44 
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 Lambda= 0.224481 
 Kolmogorov-Smirnov  statistic: 0.0450 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   72 27.7   0.077 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   70 27.3    0.19 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   58 23.2     1.8 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   58 23.2     1.8 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   60 24.2     2.5 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.0     2.8 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.0     2.8 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 23.0     2.9 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.9     4.3 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.3     5.8 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.8       6 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 22.2     8.6 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 23.1     8.7 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.3      11 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.8      12 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 20.6      12 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.6      12 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.6      12 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 20.6      12 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.6      12 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.9      14 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 20.3      14 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.3      15 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   51 21.2      16 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   51 21.2      16 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 21.3      18 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 20.0      18 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   51 21.3      19 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.3      19 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 18.7      20 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.5      22 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.5      22 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 20.1      22 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 19.6      23 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   48 20.2      27 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.6      28 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.3      29 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.3      29 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.3      29 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   48 20.2      29 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   49 20.6      29 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   49 20.6      29 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.3      29 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.9      30 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   45 19.0      35 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 22.1      37 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   45 19.0      37 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.6      38 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.6      38 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.3      39 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.8      42 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.8      42 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.8      42 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.2      43 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 19.5      43 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   46 19.5      44 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   46 19.5      44 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.5      44 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 18.7      45 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.7      45 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   46 19.5      45 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 20.0      49 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.3      50 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5127

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.3      52 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.3      52 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.9      52 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.9      53 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.8      53 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   42 17.9      54 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   45 19.2      55 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 18.4      56 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   43 18.4      56 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.4      56 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.4      56 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.4      56 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.7      60 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 19.3      64 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   41 17.6      66 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   41 17.6      66 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.7      66 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.7      66 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 18.0      70 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.3      70 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.6      70 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.5      72 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.6      72 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.5      73 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 18.1      75 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.1      76 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 17.7      80 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 17.7      80 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.4      80 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.5      83 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   39 16.8      83 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   43 18.6      87 
gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1  ( 225)   42 18.2      89 
gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2  ( 225)   42 18.2      89 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   42 18.2      89 
gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3  ( 225)   42 18.2      89 
gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2  ( 225)   42 18.2      89 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   40 17.3      93 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   40 17.3      93 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   40 17.3      93 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   42 18.2      95 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   42 18.2      97 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   43 18.6      97 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.2   1e 
gi|1405736|emb|CAA35188.1| trypsin inhibitor cme p ( 144)   40 17.3   1e 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  72  Z-score: 122.5  bits: 27.7 E(): 0.077 
Smith-Waterman score: 72; 28.2% identity (52.1% similar) in 71 aa overlap (10-79:30-99) 
 
                                   10         20        30          
2MEPSP                     RVNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                    
       . ..  .:..  . : .     ::: :    ::   :. :                     
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
gi|291 REMKDRAEQFGQQHVTGSQGS 
     120       130       140 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  70  Z-score: 115.5  bits: 27.3 E(): 0.19 
Smith-Waterman score: 70; 27.4% identity (57.5% similar) in 73 aa overlap (10-80:8-73) 
 
               10        20         30        40        50          
2MEPSP RVNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRL 
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                ::. : .:.. . . .   : :. .:  :: .:..   .: ::: . :..  
gi|111   MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKG 
                 10        20        30         40           50     
 
       60        70        80                                       
2MEPSP MERFGVKAEHSDSWDRFYIKGG                                       
         :  ...  .. : .   :::                                       
gi|111 KLRPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVG 
           60        70           80        90       100       110  
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 97.8  bits: 23.2 E():  1.8 
Smith-Waterman score: 58; 27.1% identity (48.6% similar) in 70 aa overlap (10-79:36-104) 
 
                                    10        20        30          
2MEPSP                      RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|753 GQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
      40        50        60        70        80                    
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                    
       . ..  .:.:  .   .     ::: :    ::   :. :                     
gi|753 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|753 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 97.8  bits: 23.2 E():  1.8 
Smith-Waterman score: 58; 27.1% identity (48.6% similar) in 70 aa overlap (10-79:36-104) 
 
                                    10        20        30          
2MEPSP                      RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|198 GQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
      40        50        60        70        80                    
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                    
       . ..  .:.:  .   .     ::: :    ::   :. :                     
gi|198 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|198 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  60  Z-score: 95.4  bits: 24.2 E():  2.5 
Smith-Waterman score: 60; 26.1% identity (51.1% similar) in 88 aa overlap (2-79:216-299) 
 
                                            10          20          
2MEPSP                              RVNGIGGLPGGKVKL--SGSISSQYLSALLM 
                                     :.:.     : ..:  :.:. .:.  .::. 
gi|113 AAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLF 
         190       200       210       220       230       240      
 
      30        40        50        60                70        80  
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMER--------FGVKAEHSDSWDRFYIKGG  
       .:    :: .::    : .. .  .:  . .:        : :  .. :.:  . : :   
gi|113 GA----GDENIEDRGMLATVAFNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSA 
             250       260       270       280       290       300  
 
gi|113 SPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVL 
             310       320       330       340       350       360  
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.3  bits: 23.0 E():  2.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (24-39:9-24) 
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               10        20        30        40        50        60 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
                              :.:::.:: . :::..                      
gi|476                MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVK 
                              10        20        30        40      
 
               70        80                                         
2MEPSP RFGVKAEHSDSWDRFYIKGG                                         
                                                                    
gi|476 PSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNGE 
          50        60        70        80        90       100      
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.3  bits: 23.0 E():  2.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (24-39:9-24) 
 
               10        20        30        40        50        60 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
                              :.:::.:: . :::..                      
gi|313                MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVK 
                              10        20        30        40      
 
               70        80                                         
2MEPSP RFGVKAEHSDSWDRFYIKGG                                         
                                                                    
gi|313 PSVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNGE 
          50        60        70        80        90       100      
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.0  bits: 23.0 E():  2.9 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (18-56:26-64) 
 
                       10        20        30        40        50   
2MEPSP         RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGG                                 
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 91.1  bits: 21.9 E():  4.3 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (3-56:66-119) 
 
                                           10        20        30   
2MEPSP                             RVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
             40        50        60        70        80 
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
         . :. :.... . . : .  .:                         
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN      
         100       110       120       130              
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 88.8  bits: 23.3 E():  5.8 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (15-50:247-289) 
 
                               10        20          30             
2MEPSP                 RVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
        40        50        60        70        80                  
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2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                  
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 88.6  bits: 23.8 E():    6 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (32-76:372-415) 
 
              10        20        30        40        50        60  
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
              70        80                                          
2MEPSP FGVKAEHSDSWDRFYIKGG                                          
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 85.7  bits: 22.2 E():  8.6 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (12-44:105-139) 
 
                                  10        20         30        40 
2MEPSP                    RVNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
                50        60        70        80                    
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                    
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 85.6  bits: 23.1 E():  8.7 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (15-50:378-420) 
 
                               10        20          30             
2MEPSP                 RVNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
        40        50        60        70        80                  
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                  
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 83.7  bits: 22.3 E():   11 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (43-64:9-30) 
 
             20        30        40        50        60        70   
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
             80                                                     
2MEPSP DRFYIKGG                                                     
                                                                    
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.4  bits: 22.8 E():   12 
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Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (33-60:414-441) 
 
             10        20        30        40        50        60   
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
             70        80                                           
2MEPSP GVKAEHSDSWDRFYIKGG                                           
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.2  bits: 20.6 E():   12 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (36-73:125-160) 
 
          10        20        30        40        50        60      
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
          70        80 
2MEPSP AEHSDSWDRFYIKGG 
         :::...        
gi|132 --HSDAYN        
            160        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.2  bits: 20.6 E():   12 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (34-68:91-127) 
 
            10        20        30        40          50        60  
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
              70        80                      
2MEPSP FGVKAEHSDSWDRFYIKGG                      
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.2  bits: 20.6 E():   12 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (34-68:91-127) 
 
            10        20        30        40          50        60  
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
              70        80                      
2MEPSP FGVKAEHSDSWDRFYIKGG                      
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 83.2  bits: 20.6 E():   12 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (11-68:70-127) 
 
                                   10        20        30        40 
2MEPSP                     RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
      40        50        60        70        80        90          
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                 50        60        70        80                   
2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                   
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.2  bits: 20.6 E():   12 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (34-68:91-127) 
 
            10        20        30        40          50        60  
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
              70        80                      
2MEPSP FGVKAEHSDSWDRFYIKGG                      
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.1  bits: 22.9 E():   14 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (33-60:500-527) 
 
             10        20        30        40        50        60   
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
             70        80                                           
2MEPSP GVKAEHSDSWDRFYIKGG                                           
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.8  bits: 20.3 E():   14 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (4-11:119-126) 
 
                                          10        20        30    
2MEPSP                            RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
            40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                                       
gi|144 EEVD                                            
      150                                              
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.5  bits: 20.3 E():   15 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (45-68:104-127) 
 
           20        30        40        50        60        70     
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
           80                      
2MEPSP FYIKGG                      
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
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>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 80.7  bits: 21.2 E():   16 
Smith-Waterman score: 51; 61.1% identity (77.8% similar) in 18 aa overlap (32-49:139-155) 
 
              10        20        30        40        50        60  
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :::::.. ::  :.:             
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLARN 
      110       120       130       140        150       160        
 
              70        80                                          
2MEPSP FGVKAEHSDSWDRFYIKGG                                          
                                                                    
gi|612 LKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAA 
       170       180       190       200       210       220        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.6  bits: 21.2 E():   16 
Smith-Waterman score: 51; 30.0% identity (70.0% similar) in 30 aa overlap (5-32:182-211) 
 
                                         10        20        30     
2MEPSP                           RVNGIGGLPGGKVKLSGSISSQYLSALLMA--AP 
                                     .:..:...:.:  .... : .:   :  :: 
gi|249 AYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAP 
             160       170       180       190       200       210  
 
             40        50        60        70        80             
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG             
                                                                    
gi|249 ANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKYTVSETAL 
             220       230       240       250       260       270  
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 79.9  bits: 21.3 E():   18 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (7-63:271-326) 
 
                                       10        20        30       
2MEPSP                         RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
         40        50        60        70        80                 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                 
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 79.7  bits: 20.0 E():   18 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (22-68:80-126) 
 
                        10        20        30        40            
2MEPSP          RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
      50        60        70        80                      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                      
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  85 init1:  50 opt:  51  Z-score: 79.7  bits: 21.3 E():   19 
Smith-Waterman score: 53; 22.7% identity (54.7% similar) in 75 aa overlap (13-79:230-300) 
 
                                 10        20        30        40   
2MEPSP                   RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     : .:.   ... .:.:..:    .:....  
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gi|113 VTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGA----SDTHFQD 
     200       210       220       230       240           250      
 
             50        60                70        80               
2MEPSP IDKLISIPYVEMTLRLMER-----FG---VKAEHSDSWDRFYIKGG               
       .   ... :  .:  . ::     ::   .  .  : ::.. : :                
gi|113 LKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVA 
         260       270       280       290       300       310      
 
gi|113 PDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEP 
         320       330       340       350       360       370      
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 79.4  bits: 21.3 E():   19 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (18-66:54-105) 
 
                            10        20          30        40      
2MEPSP              RVNGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
           50        60        70        80                         
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                         
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 78.9  bits: 18.7 E():   20 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (34-67:5-40) 
 
            10        20        30        40           50        60 
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.:. .: ::   ::.: :     ..    
gi|603                           VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTS 
                                          10        20        30    
 
               70        80                      
2MEPSP RFGVKAEHSDSWDRFYIKGG                      
       .. .:..                                   
gi|603 KYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
            40        50        60        70     
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.4  bits: 20.5 E():   22 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (16-43:7-34) 
 
               10        20        30        40        50        60 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
                      : .. :  ..:.  :::. :   :....                  
gi|833          MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTT 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP RFGVKAEHSDSWDRFYIKGG                                         
                                                                    
gi|833 IYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAA 
              60        70        80        90       100       110  
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.4  bits: 20.5 E():   22 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (16-43:7-34) 
 
               10        20        30        40        50        60 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
                      : .. :  ..:.  :::. :   :....                  
gi|668          MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTT 
                        10        20        30        40        50  
 
               70        80                                         
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2MEPSP RFGVKAEHSDSWDRFYIKGG                                         
                                                                    
gi|668 IYPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAA 
              60        70        80        90       100       110  
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.3  bits: 20.1 E():   22 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (6-45:162-201) 
 
                                        10        20        30      
2MEPSP                          RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
          40        50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
       : .  : . :                                    
gi|116 GKAFYEAVAKAHQ                                 
             200                                     
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 78.0  bits: 19.6 E():   23 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (12-67:71-126) 
 
                                  10        20        30        40  
2MEPSP                    RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
              50        60        70        80                      
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                      
          ::.: :.    ..   .. .:..                                   
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.7  bits: 20.2 E():   27 
Smith-Waterman score: 48; 30.0% identity (80.0% similar) in 20 aa overlap (3-22:126-145) 
 
                                           10        20        30   
2MEPSP                             RVNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     ...: . :::. . :.:...           
gi|462 LNEDLAKKYKDEVVDVYGSNYYVNCYFSSKDNVGKVTGGKTCMYGGITKHEGNHFDNGNL 
         100       110       120       130       140       150      
 
             40        50        60        70        80             
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG             
                                                                    
gi|462 QNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLYEFNSSPYETGYIKF 
         160       170       180       190       200       210      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (11-35:221-245) 
 
                                   10        20        30        40 
2MEPSP                     RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
               50        60        70        80                     
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                     
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 76.2  bits: 19.3 E():   29 
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Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (22-68:81-127) 
 
                        10        20        30        40            
2MEPSP          RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      50        60        70        80                      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                      
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (22-68:81-127) 
 
                        10        20        30        40            
2MEPSP          RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
      50        60        70        80                      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                      
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (35-68:92-127) 
 
           10        20        30        40           50        60  
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
              70        80                      
2MEPSP FGVKAEHSDSWDRFYIKGG                      
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 76.1  bits: 20.2 E():   29 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (4-28:42-65) 
 
                                          10        20        30    
2MEPSP                            RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.::  :: : :.. :: . .  .:      
gi|275 CPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRSTFEEMLKHRNN 
              20        30        40         50        60        70 
 
            40        50        60        70        80              
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG              
                                                                    
gi|275 AACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATTGGWPTAPDGPY 
               80        90       100       110       120       130 
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 76.1  bits: 20.6 E():   29 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (7-72:69-131) 
 
                                       10        20        30       
2MEPSP                         RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|746 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
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         40        50        60        70        80                 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                 
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|746 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|746 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 76.1  bits: 20.6 E():   29 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (7-72:69-131) 
 
                                       10        20        30       
2MEPSP                         RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|129 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
         40        50        60        70        80                 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                 
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|129 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|129 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.1  bits: 16.3 E():   29 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (64-72:10-18) 
 
            40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                     . ::..:.:         
gi|409                      IAKVPPGGXITAEYGDKWLD       
                                    10        20       
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.9  bits: 18.9 E():   30 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (10-57:21-64) 
 
                          10        20        30        40          
2MEPSP            RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                           :... : :.. ... : : . :  . :.. :  ..:: .. 
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQNL 
               10        20         30         40          50       
 
      50        60        70        80                              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                              
       :. :.  :                                                     
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 45; 24.4% identity (63.4% similar) in 41 aa overlap (8-46:58-98) 
 
                                      10        20          30      
2MEPSP                        RVNGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLAL 
                                     :: :.   : .. .. ..  :: . . .   
gi|166 DTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVID 
        30        40        50        60        70        80        
 
          40        50        60        70        80                
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                
       ::. .:.:...                                                  
gi|166 GDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEENIKFADAQNTALFKAI 
        90       100       110       120       130       140        
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>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 74.2  bits: 22.1 E():   37 
Smith-Waterman score: 52; 36.8% identity (60.5% similar) in 38 aa overlap (4-36:644-680) 
 
                                          10             20         
2MEPSP                            RVNGIGGLPGGK-----VKLSGSISSQYLSALL 
                                     : .:.::::     . : :.:.:   ..   
gi|278 GPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIGSPGRDGA- 
           620       630       640       650       660       670    
 
       30        40        50        60        70        80         
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG         
        .:: :.:                                                     
gi|278 RGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAGPAGAAGQ 
            680       690       700       710       720       730   
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 45; 24.4% identity (63.4% similar) in 41 aa overlap (8-46:72-112) 
 
                                      10        20          30      
2MEPSP                        RVNGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLAL 
                                     :: :.   : .. .. ..  :: . . .   
gi|133 DTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVID 
              50        60        70        80        90       100  
 
          40        50        60        70        80                
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                
       ::. .:.:...                                                  
gi|133 GDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEENIKFADAQNTALFKAI 
             110       120       130       140       150       160  
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.6 E():   38 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (65-75:8-18) 
 
           40        50        60        70        80               
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG               
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.6 E():   38 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (65-75:8-18) 
 
           40        50        60        70        80               
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG               
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.8  bits: 20.3 E():   39 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (7-46:393-434) 
 
                                       10        20          30     
2MEPSP                         RVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
           40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
       :::  .   :..                                   
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gi|601 LGDKAVYAGDNFRTAINL                             
            430       440                             
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 17.8 E():   42 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (17-38:54-75) 
 
                             10        20        30        40       
2MEPSP               RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
         50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 17.8 E():   42 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (17-38:54-75) 
 
                             10        20        30        40       
2MEPSP               RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
         50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 73.2  bits: 17.8 E():   42 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (16-58:6-51) 
 
               10        20        30        40           50        
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIPYVEMTLR 
                      :. .. :.:  :.  ::. :  :  .   .   :. .:    ::. 
gi|453           RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLH 
                         10        20        30        40        50 
 
        60        70        80         
2MEPSP LMERFGVKAEHSDSWDRFYIKGG         
       .                               
gi|453 MPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
               60        70        80  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.0  bits: 18.2 E():   43 
Smith-Waterman score: 43; 35.9% identity (51.3% similar) in 39 aa overlap (7-45:68-105) 
 
                                       10        20        30       
2MEPSP                         RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|117 RLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAA-SGGAAAAGGSAQAEAAPEAAK 
        40        50        60        70         80        90       
 
         40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
       . : :  :.                                    
gi|117 EEEKEESDEDMGFGLFD                            
        100       110                               
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.9  bits: 19.5 E():   43 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (4-37:142-175) 
 
                                          10        20        30    
2MEPSP                            RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|481 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
             120       130       140       150       160       170  
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            40        50        60        70        80              
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG              
          :                                                         
gi|481 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAA 
             180       190       200       210       220       230  
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (4-37:143-176) 
 
                                          10        20        30    
2MEPSP                            RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|168 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
            120       130       140       150       160       170   
 
            40        50        60        70        80              
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG              
          :                                                         
gi|168 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAA 
            180       190       200       210       220       230   
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (4-37:146-179) 
 
                                          10        20        30    
2MEPSP                            RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|285 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
         120       130       140       150       160       170      
 
            40        50        60        70        80              
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG              
          :                                                         
gi|285 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAA 
         180       190       200       210       220       230      
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.8  bits: 16.5 E():   44 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (64-72:10-18) 
 
            40        50        60        70        80          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG          
                                     . ::..:.:                  
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK 
                                    10        20        30      
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (22-68:81-127) 
 
                        10        20        30        40            
2MEPSP          RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
      50        60        70        80                      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                      
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (35-68:92-127) 
 
           10        20        30            40        50        60 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
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gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
               70        80                      
2MEPSP RFGVKAEHSDSWDRFYIKGG                      
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (4-37:157-190) 
 
                                          10        20        30    
2MEPSP                            RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|330 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
        130       140       150       160       170       180       
 
            40        50        60        70        80              
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG              
          :                                                         
gi|330 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAA 
        190       200       210       220       230       240       
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 72.1  bits: 20.0 E():   49 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (7-46:393-434) 
 
                                       10        20          30     
2MEPSP                         RVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
           40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
       ::: ..   :..                                   
gi|467 LGDKRLYAGDNFRTAINL                             
            430       440                             
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.9  bits: 18.3 E():   50 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (26-68:8-46) 
 
               10        20        30        40        50        60 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
                                :..::. ..   :...  ::  .  . .:   ::: 
gi|140                   MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LME 
                                 10        20        30             
 
               70        80                                         
2MEPSP RFGVKAEHSDSWDRFYIKGG                                         
       .:: : ..                                                     
gi|140 EFGEKIDQIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRT 
       40        50        60        70        80        90         
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.3 E():   52 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (35-49:83-97) 
 
           10        20        30        40        50        60     
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
           70        80                 
2MEPSP KAEHSDSWDRFYIKGG                 
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
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            120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.3 E():   52 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (35-49:83-97) 
 
           10        20        30        40        50        60     
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
           70        80                 
2MEPSP KAEHSDSWDRFYIKGG                 
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.6  bits: 20.9 E():   52 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (33-60:500-527) 
 
             10        20        30        40        50        60   
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
             70        80                                           
2MEPSP GVKAEHSDSWDRFYIKGG                                           
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (7-15:36-44) 
 
                                       10        20        30       
2MEPSP                         RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
         40        50        60        70        80  
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG  
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.3  bits: 18.8 E():   53 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (51-77:155-183) 
 
               30        40        50        60          70         
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
       80                 
2MEPSP GG                 
                          
gi|549 CNYGPAGNVGNEPIYERK 
          190       200   
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 42; 35.9% identity (51.3% similar) in 39 aa overlap (7-45:68-105) 
 
                                       10        20        30       
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2MEPSP                         RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|185 RLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAA-SGGAAAAGGSAEAEAAPEAAK 
        40        50        60        70         80        90       
 
         40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
       . : :  :.                                    
gi|185 EEEKEESDEDMGFGLFD                            
        100       110                               
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 45; 25.0% identity (67.9% similar) in 28 aa overlap (4-31:152-179) 
 
                                          10        20        30    
2MEPSP                            RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|330 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
             130       140       150       160       170       180  
 
            40        50        60        70        80              
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG              
                                                                    
gi|330 PADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTK 
             190       200       210       220       230       240  
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (2-23:45-65) 
 
                                            10        20        30  
2MEPSP                              RVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
              40        50        60        70        80            
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG            
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (45-68:104-127) 
 
           20        30        40        50        60        70     
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
           80                      
2MEPSP FYIKGG                      
                                   
gi|226 IKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (45-68:104-127) 
 
           20        30        40        50        60        70     
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
           80                      
2MEPSP FYIKGG                      
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gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (45-68:104-127) 
 
           20        30        40        50        60        70     
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
           80                      
2MEPSP FYIKGG                      
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.9  bits: 18.4 E():   56 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (16-46:108-139) 
 
                              10        20        30        40      
2MEPSP                RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
           50        60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
       ..                                   
gi|606 EIDEDGSGKIEFEEFWELMAGEAD             
       140       150       160              
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.3  bits: 19.7 E():   60 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (7-37:391-423) 
 
                                       10        20          30     
2MEPSP                         RVNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
           40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
       :::                                            
gi|144 LGDNAVYAGNNFRTAVNL                             
              430                                     
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.9  bits: 19.3 E():   64 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (10-48:309-349) 
 
                                    10         20        30         
2MEPSP                      RVNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
         40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
        .. :.: :..:                                 
gi|752 GANAEVI-KMVSET                               
      340        350                                
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 17.6 E():   66 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (4-18:69-83) 
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                                          10        20        30    
2MEPSP                            RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|416 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
            40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                                       
gi|416 SDEDMGFGLFD                                     
      100                                              
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 17.6 E():   66 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (4-18:69-83) 
 
                                          10        20        30    
2MEPSP                            RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|461 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
            40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                                       
gi|461 SDEDMGFGLFD                                     
      100                                              
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 19.7 E():   66 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (15-49:1-35) 
 
               10        20        30        40        50        60 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
                     ..: .:   :  :. :.:.:..... .    : :.            
gi|796               MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIV 
                             10        20        30        40       
 
               70        80                                         
2MEPSP RFGVKAEHSDSWDRFYIKGG                                         
                                                                    
gi|796 VFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGY 
         50        60        70        80        90       100       
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 19.7 E():   66 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (15-49:1-35) 
 
               10        20        30        40        50        60 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
                     ..: .:   :  :. :.:.:..... .    : :.            
gi|142               MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIV 
                             10        20        30        40       
 
               70        80                                         
2MEPSP RFGVKAEHSDSWDRFYIKGG                                         
                                                                    
gi|142 VFKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGY 
         50        60        70        80        90       100       
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (22-68:81-127) 
 
                        10        20        30        40            
2MEPSP          RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
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      50        60        70        80                      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                      
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (42-68:169-195) 
 
              20        30        40        50         60        70 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
               80                                                   
2MEPSP SWDRFYIKGG                                                   
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.2  bits: 17.6 E():   70 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (13-34:7-24) 
 
               10        20        30        40        50        60 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
                   .:::: .    :  ...:::.:                           
gi|209       MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPT 
                     10            20        30        40        50 
 
               70        80                                         
2MEPSP RFGVKAEHSDSWDRFYIKGG                                         
                                                                    
gi|209 VPPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKIS 
               60        70        80        90       100       110 
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.5 E():   72 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (7-16:43-52) 
 
                                       10        20        30       
2MEPSP                         RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
         40        50        60        70        80                 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                 
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 17.6 E():   72 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (42-68:86-112) 
 
              20        30        40        50        60        70  
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
              80 
2MEPSP WDRFYIKGG 
                 
gi|301 LIRSLFGLP 
         120     
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (42-68:5-31) 
 
              20        30        40        50        60        70  
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|424                           EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIE 
                                         10        20        30     
 
              80                                                    
2MEPSP WDRFYIKGG                                                    
                                                                    
gi|424 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
           40        50        60        70        80        90     
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (10-26:152-166) 
 
                                    10        20        30          
2MEPSP                      RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
      40        50        60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 18.1 E():   76 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (37-78:115-155) 
 
         10        20        30        40        50        60       
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
         70        80                         
2MEPSP EHSDSWDRFYIKGG                         
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (28-72:99-142) 
 
                  10        20        30        40        50        
2MEPSP    RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGG 
           . .  :.:. :         
gi|195 HNTPYCLAMEESQ-WS        
      130       140            
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (28-72:99-142) 
 
                  10        20        30        40        50        
2MEPSP    RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
        60        70        80 
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2MEPSP LMERFGVKAEHSDSWDRFYIKGG 
           . .  :.:. :         
gi|219 HNTPYCLAMEESQ-WS        
      130       140            
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.0  bits: 19.4 E():   80 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (29-69:372-412) 
 
                 10        20        30        40        50         
2MEPSP   RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
        60        70        80                                      
2MEPSP LMERFGVKAEHSDSWDRFYIKGG                                      
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (42-68:236-262) 
 
              20        30        40        50        60        70  
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
              80 
2MEPSP WDRFYIKGG 
                 
gi|225 LIRSWFGLP 
         270     
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 67.8  bits: 16.8 E():   83 
Smith-Waterman score: 39; 57.1% identity (64.3% similar) in 14 aa overlap (65-78:7-16) 
 
           40        50        60        70        80               
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG               
                                     ::::    :::. :                 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.4  bits: 18.6 E():   87 
Smith-Waterman score: 43; 34.5% identity (65.5% similar) in 29 aa overlap (9-36:234-262) 
 
                                     10         20        30        
2MEPSP                       RVNGIGGLPGGKV-KLSGSISSQYLSALLMAAPLALGD 
                                     ::  . .:. . :.. ::.  ::.: . :  
gi|238 EPSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKPGGSTDTLSGTSMASPHVCGL 
           210       220       230       240       250       260    
 
        40        50        60        70        80 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                                   
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR               
           270       280       290                 
 
>>gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (7-15:43-51) 
 
                                       10        20        30       
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2MEPSP                         RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTLNLAAGTASARFWG 
             20        30        40        50        60        70   
 
         40        50        60        70        80                 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                 
                                                                    
gi|384 RTGCTFDASGKGSCKTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (7-15:43-51) 
 
                                       10        20        30       
2MEPSP                         RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIRNQCGYTVWAAGLPGGGKRLDQGQTWTLNLAAGTASARFWG 
             20        30        40        50        60        70   
 
         40        50        60        70        80                 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                 
                                                                    
gi|384 RTGCTFDASGKGSCKTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (7-15:43-51) 
 
                                       10        20        30       
2MEPSP                         RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|908 ATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
         40        50        60        70        80                 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                 
                                                                    
gi|908 RTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (7-15:43-51) 
 
                                       10        20        30       
2MEPSP                         RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATSAISLHMQEAGAVKFDIKNQCRYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
         40        50        60        70        80                 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                 
                                                                    
gi|384 RTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (7-15:43-51) 
 
                                       10        20        30       
2MEPSP                         RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
         40        50        60        70        80                 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                 
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gi|384 RTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDKDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 40; 43.8% identity (68.8% similar) in 16 aa overlap (65-80:9-24) 
 
           40        50        60        70        80               
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG               
                                     : :.::..: :  . :               
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 40; 43.8% identity (68.8% similar) in 16 aa overlap (65-80:9-24) 
 
           40        50        60        70        80               
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG               
                                     : :.::..: :  . :               
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 40; 43.8% identity (68.8% similar) in 16 aa overlap (65-80:9-24) 
 
           40        50        60        70        80               
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG               
                                     : :.::..: :  . :               
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.7  bits: 18.2 E():   95 
Smith-Waterman score: 42; 34.3% identity (57.1% similar) in 35 aa overlap (8-40:122-156) 
 
                                      10        20          30      
2MEPSP                        RVNGIGGLPGGKVKLSGSISS--QYLSALLMAAPLAL 
                                     :::. :  .:...:   ::    .. :  : 
gi|225 HEKYDSRLLDNDIALIKLKSPRLNSKNARVLPGSDVVKDGQVQSVWGYLEEGSYSLPPEL 
             100       110       120       130       140       150  
 
          40        50        60        70        80                
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                
         :.:                                                        
gi|225 RRVDIGGASRKECNELYSKVNAEVTDNMICGGDVANGGKDSCQGDSGGPLVDVKNNQVVG 
             160       170       180       190       200       210  
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.6  bits: 18.2 E():   97 
Smith-Waterman score: 42; 26.1% identity (53.6% similar) in 69 aa overlap (2-70:179-237) 
 
                                            10        20        30  
2MEPSP                              RVNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     :.: : . .  :: .:: . . :.       
gi|898 RRVKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAVDVKEKGSDTYEPLKH----- 
      150       160       170       180       190       200         
 
              40        50        60        70        80      
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG      
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         . : .  .  :: .. :   .:.::  . :.:. ..:                
gi|898 --SWGAIWRKDSDKPLKGP---LTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
             210       220          230       240       250   
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.5  bits: 18.6 E():   97 
Smith-Waterman score: 43; 30.0% identity (63.3% similar) in 30 aa overlap (7-36:246-275) 
 
                                       10        20        30       
2MEPSP                         RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     ::   .. .... .. :::.  ::.:   : 
gi|546 ENAITVGASTISDARAYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAG 
         220       230       240       250       260       270      
 
         40        50        60        70        80                 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG                 
                                                                    
gi|546 LLTYYLSLQPSSDSEFFIGAEGITPAQLKKNLIAFGTPDVLADIPADTPNILAFNGAGQN 
         280       290       300       310       320       330      
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.3  bits: 15.2 E(): 1e 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (64-72:10-18) 
 
            40        50        60        70        80       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG       
                                     . :...:.:               
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA 
                                    10        20        30   
 
>>gi|1405736|emb|CAA35188.1| trypsin inhibitor cme precu  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 17.3 E(): 1e 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (19-37:9-27) 
 
               10        20        30        40        50        60 
2MEPSP RVNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLME 
                         .:.  . :.:.:.  ..::                        
gi|140           MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQ 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP RFGVKAEHSDSWDRFYIKGG                                         
                                                                    
gi|140 ICHQGPRLLTSDMKRRCCDELSAIPAYCRCEALRIIMQGVVTWQGAFEGAYFKDSPNCPR 
               60        70        80        90       100       110 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:42 2011 done: Tue Apr 19 10:57:42 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 161  - 240 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
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  28     3     0:= 
  30     1     2:* 
  32    10     8:=*= 
  34    14    22:==== * 
  36    43    44:==========* 
  38    63    73:================  * 
  40    92   102:=======================  * 
  42   100   125:=========================      * 
  44   109   137:============================      * 
  46   144   140:==================================*= 
  48   152   134:=================================*==== 
  50   190   122:==============================*================= 
  52   100   107:========================= * 
  54   101    92:======================*=== 
  56    62    77:================   * 
  58    73    63:===============*=== 
  60    28    51:=======     * 
  62    50    41:==========*== 
  64    26    33:======= * 
  66    31    26:======*= 
  68    17    20:====* 
  70    12    16:===* 
  72    18    12:==*== 
  74     5    10:==* 
  76    10     8:=*= 
  78     6     6:=* 
  80     5     5:=* 
  82     7     3:*= 
  84     3     3:* 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     4     1:*         :*=== 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.38490.00311; mu= 13.8351 0.162 
 mean_var=32.4932 8.228, 0's: 2 Z-trim: 4  B-trim: 0 in 0/44 
 Lambda= 0.224998 
 Kolmogorov-Smirnov  statistic: 0.0517 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   72 27.7   0.075 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   70 27.3    0.18 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   58 23.2     1.8 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   58 23.2     1.8 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   60 24.2     2.5 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.0     2.8 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.0     2.8 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 23.0     2.9 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.9     4.2 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.3     5.8 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.7       6 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 22.2     8.5 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 23.1     8.7 
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gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.3      11 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.8      12 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 20.6      12 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.6      12 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.6      12 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 20.6      12 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.6      12 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.8      14 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 20.3      14 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.3      15 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   51 21.2      16 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   51 21.2      16 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 21.3      18 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 20.0      18 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   51 21.3      19 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.3      19 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 18.8      20 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.5      22 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.5      22 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 20.1      22 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 19.7      23 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   48 20.2      27 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.4      28 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.6      28 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.3      28 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.3      28 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.3      28 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   48 20.2      29 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   49 20.6      29 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   49 20.6      29 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.9      29 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   45 19.0      35 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   45 19.0      36 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   45 19.0      37 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 22.0      38 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.6      38 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.6      38 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.3      39 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.8      41 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.8      41 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.8      42 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.2      43 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.5      43 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 19.5      43 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   46 19.5      43 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   46 19.5      44 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 18.7      44 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.7      44 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   46 19.6      45 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 20.0      49 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.3      49 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.3      51 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.3      51 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.9      52 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.9      52 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.8      53 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   42 17.9      53 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   45 19.2      55 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 18.4      55 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.4      55 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.4      55 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.4      56 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.7      61 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 19.3      64 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   41 17.6      65 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   41 17.6      65 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.7      66 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.7      66 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.6      69 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 18.0      69 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.3      70 
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gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.6      71 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.5      71 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.5      73 
gi|29539109|emb|CAD87730.1| allergen Len c 1.0101  ( 418)   45 19.3      73 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 18.1      74 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.1      76 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 17.7      79 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 17.7      79 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.4      81 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   39 16.8      82 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.6      83 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   43 18.6      87 
gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1  ( 225)   42 18.2      89 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   42 18.2      89 
gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3  ( 225)   42 18.2      89 
gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2  ( 225)   42 18.2      89 
gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2  ( 225)   42 18.2      89 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   40 17.3      92 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   40 17.3      92 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   40 17.3      92 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   42 18.2      94 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   42 18.2      97 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.2      97 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   43 18.6      97 
gi|1405736|emb|CAA35188.1| trypsin inhibitor cme p ( 144)   40 17.4      99 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  72  Z-score: 122.7  bits: 27.7 E(): 0.075 
Smith-Waterman score: 72; 28.2% identity (52.1% similar) in 71 aa overlap (9-78:30-99) 
 
                                    10         20        30         
2MEPSP                      VNGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                   
       . ..  .:..  . : .     ::: :    ::   :. :                     
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
gi|291 REMKDRAEQFGQQHVTGSQGS 
     120       130       140 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  70  Z-score: 115.7  bits: 27.3 E(): 0.18 
Smith-Waterman score: 70; 27.4% identity (57.5% similar) in 73 aa overlap (9-79:8-73) 
 
               10        20         30        40        50          
2MEPSP VNGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLM 
               ::. : .:.. . . .   : :. .:  :: .:..   .: ::: . :..   
gi|111  MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGK 
                10        20        30         40           50      
 
       60        70        80                                       
2MEPSP ERFGVKAEHSDSWDRFYIKGGQ                                       
        :  ...  .. : .   :::                                        
gi|111 LRPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGE 
          60        70           80        90       100       110   
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 97.9  bits: 23.2 E():  1.8 
Smith-Waterman score: 58; 27.1% identity (48.6% similar) in 70 aa overlap (9-78:36-104) 
 
                                     10        20        30         
2MEPSP                       VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|753 GQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
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       40        50        60        70        80                   
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                   
       . ..  .:.:  .   .     ::: :    ::   :. :                     
gi|753 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|753 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 97.9  bits: 23.2 E():  1.8 
Smith-Waterman score: 58; 27.1% identity (48.6% similar) in 70 aa overlap (9-78:36-104) 
 
                                     10        20        30         
2MEPSP                       VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|198 GQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
       40        50        60        70        80                   
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                   
       . ..  .:.:  .   .     ::: :    ::   :. :                     
gi|198 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|198 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  60  Z-score: 95.5  bits: 24.2 E():  2.5 
Smith-Waterman score: 60; 26.1% identity (51.1% similar) in 88 aa overlap (1-78:216-299) 
 
                                             10          20         
2MEPSP                               VNGIGGLPGGKVKL--SGSISSQYLSALLM 
                                     :.:.     : ..:  :.:. .:.  .::. 
gi|113 AAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLF 
         190       200       210       220       230       240      
 
       30        40        50        60                70        80 
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMER--------FGVKAEHSDSWDRFYIKGGQ 
       .:    :: .::    : .. .  .:  . .:        : :  .. :.:  . : :   
gi|113 GA----GDENIEDRGMLATVAFNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSA 
             250       260       270       280       290       300  
 
gi|113 SPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVL 
             310       320       330       340       350       360  
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.4  bits: 23.0 E():  2.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (23-38:9-24) 
 
               10        20        30        40        50        60 
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                             :.:::.:: . :::..                       
gi|476               MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKP 
                             10        20        30        40       
 
               70        80                                         
2MEPSP FGVKAEHSDSWDRFYIKGGQ                                         
                                                                    
gi|476 SVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNGEQ 
         50        60        70        80        90       100       
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.4  bits: 23.0 E():  2.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (23-38:9-24) 
 
               10        20        30        40        50        60 
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                             :.:::.:: . :::..                       
gi|313               MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKP 
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                             10        20        30        40       
 
               70        80                                         
2MEPSP FGVKAEHSDSWDRFYIKGGQ                                         
                                                                    
gi|313 SVAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNGEQ 
         50        60        70        80        90       100       
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.1  bits: 23.0 E():  2.9 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (17-55:26-64) 
 
                        10        20        30        40        50  
2MEPSP          VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQ                                
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 91.2  bits: 21.9 E():  4.2 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (2-55:66-119) 
 
                                            10        20        30  
2MEPSP                              VNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
              40        50        60        70        80 
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
         . :. :.... . . : .  .:                          
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN       
         100       110       120       130               
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 88.8  bits: 23.3 E():  5.8 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (14-49:247-289) 
 
                                10        20          30            
2MEPSP                  VNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
         40        50        60        70        80                 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                 
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 88.5  bits: 23.7 E():    6 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (31-75:372-415) 
 
               10        20        30        40        50        60 
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
               70        80                                         
2MEPSP FGVKAEHSDSWDRFYIKGGQ                                         
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
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>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 85.8  bits: 22.2 E():  8.5 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (11-43:105-139) 
 
                                   10        20         30          
2MEPSP                     VNGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
       40        50        60        70        80                   
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                   
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 85.6  bits: 23.1 E():  8.7 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (14-49:378-420) 
 
                                10        20          30            
2MEPSP                  VNGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
         40        50        60        70        80                 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                 
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 83.7  bits: 22.3 E():   11 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (42-63:9-30) 
 
              20        30        40        50        60        70  
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
              80                                                    
2MEPSP DRFYIKGGQ                                                    
                                                                    
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.4  bits: 22.8 E():   12 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (32-59:414-441) 
 
              10        20        30        40        50        60  
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
              70        80                                          
2MEPSP GVKAEHSDSWDRFYIKGGQ                                          
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.3  bits: 20.6 E():   12 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (35-72:125-160) 
 
           10        20        30        40        50        60     
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
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                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
           70        80 
2MEPSP AEHSDSWDRFYIKGGQ 
         :::...         
gi|132 --HSDAYN         
            160         
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.3  bits: 20.6 E():   12 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (33-67:91-127) 
 
             10        20        30        40          50        60 
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
               70        80                     
2MEPSP FGVKAEHSDSWDRFYIKGGQ                     
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.3  bits: 20.6 E():   12 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (33-67:91-127) 
 
             10        20        30        40          50        60 
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
               70        80                     
2MEPSP FGVKAEHSDSWDRFYIKGGQ                     
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 83.3  bits: 20.6 E():   12 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (10-67:70-127) 
 
                                    10        20        30          
2MEPSP                      VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
      40        50        60        70        80        90          
 
      40          50        60        70        80                  
2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                  
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.3  bits: 20.6 E():   12 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (33-67:91-127) 
 
             10        20        30        40          50        60 
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
               70        80                     
2MEPSP FGVKAEHSDSWDRFYIKGGQ                     
       : .:..:                                  
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gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.0  bits: 22.8 E():   14 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (32-59:500-527) 
 
              10        20        30        40        50        60  
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
              70        80                                          
2MEPSP GVKAEHSDSWDRFYIKGGQ                                          
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.9  bits: 20.3 E():   14 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (3-10:119-126) 
 
                                           10        20        30   
2MEPSP                             VNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
             40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
                                                        
gi|144 EEVD                                             
      150                                               
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.6  bits: 20.3 E():   15 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (44-67:104-127) 
 
            20        30        40        50        60        70    
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
            80                     
2MEPSP FYIKGGQ                     
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 80.8  bits: 21.2 E():   16 
Smith-Waterman score: 51; 61.1% identity (77.8% similar) in 18 aa overlap (31-48:139-155) 
 
               10        20        30        40        50        60 
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :::::.. ::  :.:             
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDVLARN 
      110       120       130       140        150       160        
 
               70        80                                         
2MEPSP FGVKAEHSDSWDRFYIKGGQ                                         
                                                                    
gi|612 LKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAA 
       170       180       190       200       210       220        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.6  bits: 21.2 E():   16 
Smith-Waterman score: 51; 30.0% identity (70.0% similar) in 30 aa overlap (4-31:182-211) 
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                                          10        20          30  
2MEPSP                            VNGIGGLPGGKVKLSGSISSQYLSALLMA--AP 
                                     .:..:...:.:  .... : .:   :  :: 
gi|249 AYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAP 
             160       170       180       190       200       210  
 
              40        50        60        70        80            
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ            
                                                                    
gi|249 ANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKYTVSETAL 
             220       230       240       250       260       270  
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 79.9  bits: 21.3 E():   18 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (6-62:271-326) 
 
                                        10        20        30      
2MEPSP                          VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
          40        50        60        70        80                
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (21-67:80-126) 
 
                         10        20        30        40           
2MEPSP           VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
       50        60        70        80                     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                     
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  85 init1:  50 opt:  51  Z-score: 79.7  bits: 21.3 E():   19 
Smith-Waterman score: 53; 22.7% identity (54.7% similar) in 75 aa overlap (12-78:230-300) 
 
                                  10        20        30        40  
2MEPSP                    VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     : .:.   ... .:.:..:    .:....  
gi|113 VTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGA----SDTHFQD 
     200       210       220       230       240           250      
 
              50        60                70        80              
2MEPSP IDKLISIPYVEMTLRLMER-----FG---VKAEHSDSWDRFYIKGGQ              
       .   ... :  .:  . ::     ::   .  .  : ::.. : :                
gi|113 LKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVA 
         260       270       280       290       300       310      
 
gi|113 PDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEP 
         320       330       340       350       360       370      
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 79.4  bits: 21.3 E():   19 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (17-65:54-105) 
 
                             10        20          30        40     
2MEPSP               VNGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
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            30        40        50        60        70        80    
 
            50        60        70        80                        
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                        
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 79.1  bits: 18.8 E():   20 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (33-66:5-40) 
 
             10        20        30        40           50          
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.:. .: ::   ::.: :     ..    
gi|603                           VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTS 
                                          10        20        30    
 
      60        70        80                     
2MEPSP RFGVKAEHSDSWDRFYIKGGQ                     
       .. .:..                                   
gi|603 KYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
            40        50        60        70     
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.4  bits: 20.5 E():   22 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (15-42:7-34) 
 
               10        20        30        40        50        60 
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                     : .. :  ..:.  :::. :   :....                   
gi|833         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTI 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP FGVKAEHSDSWDRFYIKGGQ                                         
                                                                    
gi|833 YPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAA 
             60        70        80        90       100       110   
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.4  bits: 20.5 E():   22 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (15-42:7-34) 
 
               10        20        30        40        50        60 
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                     : .. :  ..:.  :::. :   :....                   
gi|668         MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTI 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP FGVKAEHSDSWDRFYIKGGQ                                         
                                                                    
gi|668 YPTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAA 
             60        70        80        90       100       110   
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.4  bits: 20.1 E():   22 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (5-44:162-201) 
 
                                         10        20        30     
2MEPSP                           VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
           40        50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
       : .  : . :                                     
gi|116 GKAFYEAVAKAHQ                                  
             200                                      
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>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (11-66:71-126) 
 
                                   10        20        30        40 
2MEPSP                     VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
               50        60        70        80                     
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                     
          ::.: :.    ..   .. .:..                                   
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 20.2 E():   27 
Smith-Waterman score: 48; 30.0% identity (80.0% similar) in 20 aa overlap (2-21:126-145) 
 
                                            10        20        30  
2MEPSP                              VNGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     ...: . :::. . :.:...           
gi|462 LNEDLAKKYKDEVVDVYGSNYYVNCYFSSKDNVGKVTGGKTCMYGGITKHEGNHFDNGNL 
         100       110       120       130       140       150      
 
              40        50        60        70        80            
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ            
                                                                    
gi|462 QNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLYEFNSSPYETGYIKF 
         160       170       180       190       200       210      
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.4  bits: 16.4 E():   28 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (63-71:10-18) 
 
             40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
                                     . ::..:.:          
gi|409                      IAKVPPGGXITAEYGDKWLD        
                                    10        20        
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (10-34:221-245) 
 
                                    10        20        30          
2MEPSP                      VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
      40        50        60        70        80                    
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                    
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (21-67:81-127) 
 
                         10        20        30        40           
2MEPSP           VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       50        60        70        80                     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                     
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       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (34-67:92-127) 
 
            10        20        30        40           50        60 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
               70        80                     
2MEPSP FGVKAEHSDSWDRFYIKGGQ                     
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (21-67:81-127) 
 
                         10        20        30        40           
2MEPSP           VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
       50        60        70        80                     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                     
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 76.2  bits: 20.2 E():   29 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (3-27:42-65) 
 
                                           10        20        30   
2MEPSP                             VNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.::  :: : :.. :: . .  .:      
gi|275 CPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRSTFEEMLKHRNN 
              20        30        40         50        60        70 
 
             40        50        60        70        80             
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ             
                                                                    
gi|275 AACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATTGGWPTAPDGPY 
               80        90       100       110       120       130 
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 76.1  bits: 20.6 E():   29 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (6-71:69-131) 
 
                                        10        20        30      
2MEPSP                          VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|746 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
          40        50        60        70        80                
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|746 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|746 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
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>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 76.1  bits: 20.6 E():   29 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (6-71:69-131) 
 
                                        10        20        30      
2MEPSP                          VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|129 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
          40        50        60        70        80                
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|129 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|129 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.0  bits: 18.9 E():   29 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (9-56:21-64) 
 
                           10        20        30        40         
2MEPSP             VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                           :... : :.. ... : : . :  . :.. :  ..:: .. 
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQNL 
               10        20         30         40          50       
 
       50        60        70        80                             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                             
       :. :.  :                                                     
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.8  bits: 19.0 E():   35 
Smith-Waterman score: 45; 24.4% identity (63.4% similar) in 41 aa overlap (7-45:58-98) 
 
                                       10        20          30     
2MEPSP                         VNGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLAL 
                                     :: :.   : .. .. ..  :: . . .   
gi|166 DTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVID 
        30        40        50        60        70        80        
 
           40        50        60        70        80               
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ               
       ::. .:.:...                                                  
gi|166 GDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEENIKFADAQNTALFKAI 
        90       100       110       120       130       140        
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 45; 24.3% identity (62.2% similar) in 37 aa overlap (44-80:104-138) 
 
            20        30        40        50        60        70    
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
            80                       
2MEPSP FYIKGGQ                       
         :::..                       
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
             140       150       160 
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 45; 24.4% identity (63.4% similar) in 41 aa overlap (7-45:72-112) 
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                                       10        20          30     
2MEPSP                         VNGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLAL 
                                     :: :.   : .. .. ..  :: . . .   
gi|133 DTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVID 
              50        60        70        80        90       100  
 
           40        50        60        70        80               
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ               
       ::. .:.:...                                                  
gi|133 GDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEENIKFADAQNTALFKAI 
             110       120       130       140       150       160  
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 74.1  bits: 22.0 E():   38 
Smith-Waterman score: 52; 36.8% identity (60.5% similar) in 38 aa overlap (3-35:644-680) 
 
                                           10             20        
2MEPSP                             VNGIGGLPGGK-----VKLSGSISSQYLSALL 
                                     : .:.::::     . : :.:.:   ..   
gi|278 GPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIGSPGRDGA- 
           620       630       640       650       660       670    
 
        30        40        50        60        70        80        
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ        
        .:: :.:                                                     
gi|278 RGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAGPAGAAGQ 
            680       690       700       710       720       730   
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (64-74:8-18) 
 
            40        50        60        70        80              
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ              
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (64-74:8-18) 
 
            40        50        60        70        80              
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ              
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.8  bits: 20.3 E():   39 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (6-45:393-434) 
 
                                        10        20          30    
2MEPSP                          VNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
            40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
       :::  .   :..                                    
gi|601 LGDKAVYAGDNFRTAINL                              
            430       440                              
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 17.8 E():   41 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (16-37:54-75) 
 
                              10        20        30        40      
2MEPSP                VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
          50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 17.8 E():   41 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (16-37:54-75) 
 
                              10        20        30        40      
2MEPSP                VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
          50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 73.3  bits: 17.8 E():   42 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (15-57:6-51) 
 
               10        20        30        40           50        
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIPYVEMTLRL 
                     :. .. :.:  :.  ::. :  :  .   .   :. .:    ::.. 
gi|453          RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHM 
                        10        20        30        40        50  
 
        60        70        80        
2MEPSP MERFGVKAEHSDSWDRFYIKGGQ        
                                      
gi|453 PPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
              60        70        80  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.1  bits: 18.2 E():   43 
Smith-Waterman score: 43; 35.9% identity (51.3% similar) in 39 aa overlap (6-44:68-105) 
 
                                        10        20        30      
2MEPSP                          VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|117 RLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAA-SGGAAAAGGSAQAEAAPEAAK 
        40        50        60        70         80        90       
 
          40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
       . : :  :.                                     
gi|117 EEEKEESDEDMGFGLFD                             
        100       110                                
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.0  bits: 16.5 E():   43 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (63-71:10-18) 
 
             40        50        60        70        80         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ         
                                     . ::..:.:                  
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK 
                                    10        20        30      
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (3-36:142-175) 
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                                           10        20        30   
2MEPSP                             VNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|481 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
             120       130       140       150       160       170  
 
             40        50        60        70        80             
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ             
          :                                                         
gi|481 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAA 
             180       190       200       210       220       230  
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.9  bits: 19.5 E():   43 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (3-36:143-176) 
 
                                           10        20        30   
2MEPSP                             VNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|168 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
            120       130       140       150       160       170   
 
             40        50        60        70        80             
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ             
          :                                                         
gi|168 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAA 
            180       190       200       210       220       230   
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (3-36:146-179) 
 
                                           10        20        30   
2MEPSP                             VNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|285 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
         120       130       140       150       160       170      
 
             40        50        60        70        80             
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ             
          :                                                         
gi|285 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAA 
         180       190       200       210       220       230      
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (21-67:81-127) 
 
                         10        20        30        40           
2MEPSP           VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
       50        60        70        80                     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                     
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (34-67:92-127) 
 
            10        20        30            40        50          
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
      60        70        80                     
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2MEPSP RFGVKAEHSDSWDRFYIKGGQ                     
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.6 E():   45 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (3-36:157-190) 
 
                                           10        20        30   
2MEPSP                             VNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|330 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
        130       140       150       160       170       180       
 
             40        50        60        70        80             
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ             
          :                                                         
gi|330 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAA 
        190       200       210       220       230       240       
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 72.0  bits: 20.0 E():   49 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (6-45:393-434) 
 
                                        10        20          30    
2MEPSP                          VNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
            40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
       ::: ..   :..                                    
gi|467 LGDKRLYAGDNFRTAINL                              
            430       440                              
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 72.0  bits: 18.3 E():   49 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (25-67:8-46) 
 
               10        20        30        40        50        60 
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                               :..::. ..   :...  ::  .  . .:   :::. 
gi|140                  MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEE 
                                10        20        30              
 
               70        80                                         
2MEPSP FGVKAEHSDSWDRFYIKGGQ                                         
       :: : ..                                                      
gi|140 FGEKIDQIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTD 
      40        50        60        70        80        90          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 18.3 E():   51 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (34-48:83-97) 
 
            10        20        30        40        50        60    
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
            70        80                
2MEPSP KAEHSDSWDRFYIKGGQ                
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 18.3 E():   51 
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Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (34-48:83-97) 
 
            10        20        30        40        50        60    
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
            70        80                
2MEPSP KAEHSDSWDRFYIKGGQ                
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (6-14:36-44) 
 
                                        10        20        30      
2MEPSP                          VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
          40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
                                                     
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY 
          70        80        90       100       110 
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.5  bits: 20.9 E():   52 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (32-59:500-527) 
 
              10        20        30        40        50        60  
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
              70        80                                          
2MEPSP GVKAEHSDSWDRFYIKGGQ                                          
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.4  bits: 18.8 E():   53 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (50-76:155-183) 
 
      20        30        40        50        60          70        
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
        80                
2MEPSP GGQ                
                          
gi|549 CNYGPAGNVGNEPIYERK 
          190       200   
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.3  bits: 17.9 E():   53 
Smith-Waterman score: 42; 35.9% identity (51.3% similar) in 39 aa overlap (6-44:68-105) 
 
                                        10        20        30      
2MEPSP                          VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|185 RLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAA-SGGAAAAGGSAEAEAAPEAAK 
        40        50        60        70         80        90       
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          40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
       . : :  :.                                     
gi|185 EEEKEESDEDMGFGLFD                             
        100       110                                
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 45; 25.0% identity (67.9% similar) in 28 aa overlap (3-30:152-179) 
 
                                           10        20        30   
2MEPSP                             VNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|330 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
             130       140       150       160       170       180  
 
             40        50        60        70        80             
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ             
                                                                    
gi|330 PADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTK 
             190       200       210       220       230       240  
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (1-22:45-65) 
 
                                             10        20        30 
2MEPSP                               VNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     ..: :: ::   :.. . .:::         
gi|753 PPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKID 
           20        30        40        50         60        70    
 
               40        50        60        70        80           
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ           
                                                                    
gi|753 SVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHV 
            80        90       100       110       120       130    
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (44-67:104-127) 
 
            20        30        40        50        60        70    
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
            80                     
2MEPSP FYIKGGQ                     
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (44-67:104-127) 
 
            20        30        40        50        60        70    
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
            80                     
2MEPSP FYIKGGQ                     
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
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>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (15-45:108-139) 
 
                               10        20        30        40     
2MEPSP                 VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
            50        60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
       ..                                    
gi|606 EIDEDGSGKIEFEEFWELMAGEAD              
       140       150       160               
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.3  bits: 19.7 E():   61 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (6-36:391-423) 
 
                                        10        20          30    
2MEPSP                          VNGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
            40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
       :::                                             
gi|144 LGDNAVYAGNNFRTAVNL                              
              430                                      
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.9  bits: 19.3 E():   64 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (9-47:309-349) 
 
                                     10         20        30        
2MEPSP                       VNGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
          40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
        .. :.: :..:                                  
gi|752 GANAEVI-KMVSET                                
      340        350                                 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (3-17:69-83) 
 
                                           10        20        30   
2MEPSP                             VNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|416 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
             40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
                                                        
gi|416 SDEDMGFGLFD                                      
      100                                               
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (3-17:69-83) 
 
                                           10        20        30   
2MEPSP                             VNGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5172

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|461 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
             40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
                                                        
gi|461 SDEDMGFGLFD                                      
      100                                               
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 19.7 E():   66 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (14-48:1-35) 
 
               10        20        30        40        50        60 
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                    ..: .:   :  :. :.:.:..... .    : :.             
gi|796              MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVV 
                            10        20        30        40        
 
               70        80                                         
2MEPSP FGVKAEHSDSWDRFYIKGGQ                                         
                                                                    
gi|796 FKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYA 
        50        60        70        80        90       100        
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 19.7 E():   66 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (14-48:1-35) 
 
               10        20        30        40        50        60 
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                    ..: .:   :  :. :.:.:..... .    : :.             
gi|142              MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVV 
                            10        20        30        40        
 
               70        80                                         
2MEPSP FGVKAEHSDSWDRFYIKGGQ                                         
                                                                    
gi|142 FKKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYA 
        50        60        70        80        90       100        
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.3  bits: 17.6 E():   69 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (12-33:7-24) 
 
               10        20        30        40        50        60 
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                  .:::: .    :  ...:::.:                            
gi|209      MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTV 
                    10            20        30        40        50  
 
               70        80                                         
2MEPSP FGVKAEHSDSWDRFYIKGGQ                                         
                                                                    
gi|209 PPSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKIST 
              60        70        80        90       100       110  
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (21-67:81-127) 
 
                         10        20        30        40           
2MEPSP           VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       50        60        70        80                     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                     
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
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      110       120       130       140       150       160 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (41-67:169-195) 
 
               20        30        40         50        60          
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
      70        80                                                  
2MEPSP SWDRFYIKGGQ                                                  
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 17.6 E():   71 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (41-67:86-112) 
 
               20        30        40        50        60        70 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
               80 
2MEPSP WDRFYIKGGQ 
                  
gi|301 LIRSLFGLP  
         120      
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.5 E():   71 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (6-15:43-52) 
 
                                        10        20        30      
2MEPSP                          VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
          40        50        60        70        80                
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (41-67:5-31) 
 
               20        30        40        50        60        70 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|424                           EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIE 
                                         10        20        30     
 
               80                                                   
2MEPSP WDRFYIKGGQ                                                   
                                                                    
gi|424 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
           40        50        60        70        80        90     
 
>>gi|29539109|emb|CAD87730.1| allergen Len c 1.0101 [Len  (418 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.8  bits: 19.3 E():   73 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (12-70:126-183) 
 
                                  10        20        30        40  
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2MEPSP                    VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     :.  :...:  ::.  .  :  :.    .: 
gi|295 DTIKLPAGTIAYLANRDDNEDLRVLDLAIPVNRPGQLQSFLLSGT-QNQPSFLSGFSKNI 
         100       110       120       130       140        150     
 
              50        60        70        80                      
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                      
       ..  ..  : :.   :.:.   :..:  :                                
gi|295 LEAAFNTEYEEIEKVLLEEQEQKSQHRRSLRDKRQEITNEDVIVKVSREQIEELSKNAKS 
          160       170       180       190       200       210     
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.7  bits: 18.1 E():   74 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (9-25:152-166) 
 
                                     10        20        30         
2MEPSP                       VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
       40        50        60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 18.1 E():   76 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (36-77:115-155) 
 
          10        20        30        40        50        60      
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
          70        80                        
2MEPSP EHSDSWDRFYIKGGQ                        
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (27-71:99-142) 
 
                   10        20        30        40        50       
2MEPSP     VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
         60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQ 
           . .  :.:. :          
gi|219 HNTPYCLAMEESQ-WS         
      130       140             
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (27-71:99-142) 
 
                   10        20        30        40        50       
2MEPSP     VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
         60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQ 
           . .  :.:. :          
gi|195 HNTPYCLAMEESQ-WS         
      130       140             
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>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (28-68:372-412) 
 
                  10        20        30        40        50        
2MEPSP    VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
         60        70        80                                     
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQ                                     
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 67.9  bits: 16.8 E():   82 
Smith-Waterman score: 39; 57.1% identity (64.3% similar) in 14 aa overlap (64-77:7-16) 
 
            40        50        60        70        80              
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ              
                                     ::::    :::. :                 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (41-67:236-262) 
 
               20        30        40        50        60        70 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
               80 
2MEPSP WDRFYIKGGQ 
                  
gi|225 LIRSWFGLP  
         270      
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.5  bits: 18.6 E():   87 
Smith-Waterman score: 43; 34.5% identity (65.5% similar) in 29 aa overlap (8-35:234-262) 
 
                                      10         20        30       
2MEPSP                        VNGIGGLPGGKV-KLSGSISSQYLSALLMAAPLALGD 
                                     ::  . .:. . :.. ::.  ::.: . :  
gi|238 EPSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKPGGSTDTLSGTSMASPHVCGL 
           210       220       230       240       250       260    
 
         40        50        60        70        80 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
                                                    
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR                
           270       280       290                  
 
>>gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (6-14:43-51) 
 
                                        10        20        30      
2MEPSP                          VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTLNLAAGTASARFWG 
             20        30        40        50        60        70   
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          40        50        60        70        80                
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                
                                                                    
gi|384 RTGCTFDASGKGSCKTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (6-14:43-51) 
 
                                        10        20        30      
2MEPSP                          VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|908 ATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
          40        50        60        70        80                
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                
                                                                    
gi|908 RTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (6-14:43-51) 
 
                                        10        20        30      
2MEPSP                          VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATSAISLHMQEAGAVKFDIKNQCRYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
          40        50        60        70        80                
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                
                                                                    
gi|384 RTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (6-14:43-51) 
 
                                        10        20        30      
2MEPSP                          VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIRNQCGYTVWAAGLPGGGKRLDQGQTWTLNLAAGTASARFWG 
             20        30        40        50        60        70   
 
          40        50        60        70        80                
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                
                                                                    
gi|384 RTGCTFDASGKGSCKTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (6-14:43-51) 
 
                                        10        20        30      
2MEPSP                          VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
          40        50        60        70        80                
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                
                                                                    
gi|384 RTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDKDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
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>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 40; 43.8% identity (68.8% similar) in 16 aa overlap (64-79:9-24) 
 
            40        50        60        70        80              
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ              
                                     : :.::..: :  . :               
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 40; 43.8% identity (68.8% similar) in 16 aa overlap (64-79:9-24) 
 
            40        50        60        70        80              
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ              
                                     : :.::..: :  . :               
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 40; 43.8% identity (68.8% similar) in 16 aa overlap (64-79:9-24) 
 
            40        50        60        70        80              
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ              
                                     : :.::..: :  . :               
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.8  bits: 18.2 E():   94 
Smith-Waterman score: 42; 34.3% identity (57.1% similar) in 35 aa overlap (7-39:122-156) 
 
                                       10        20          30     
2MEPSP                         VNGIGGLPGGKVKLSGSISS--QYLSALLMAAPLAL 
                                     :::. :  .:...:   ::    .. :  : 
gi|225 HEKYDSRLLDNDIALIKLKSPRLNSKNARVLPGSDVVKDGQVQSVWGYLEEGSYSLPPEL 
             100       110       120       130       140       150  
 
           40        50        60        70        80               
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ               
         :.:                                                        
gi|225 RRVDIGGASRKECNELYSKVNAEVTDNMICGGDVANGGKDSCQGDSGGPLVDVKNNQVVG 
             160       170       180       190       200       210  
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.6  bits: 18.2 E():   97 
Smith-Waterman score: 42; 26.1% identity (53.6% similar) in 69 aa overlap (1-69:179-237) 
 
                                             10        20        30 
2MEPSP                               VNGIGGLPGGKVKLSGSISSQYLSALLMAA 
                                     :.: : . .  :: .:: . . :.       
gi|898 RRVKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAVDVKEKGSDTYEPLKH----- 
      150       160       170       180       190       200         
 
               40        50        60        70        80     
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ     
         . : .  .  :: .. :   .:.::  . :.:. ..:                
gi|898 --SWGAIWRKDSDKPLKGP---LTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
             210       220          230       240       250   
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>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.5  bits: 15.2 E():   97 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (63-71:10-18) 
 
             40        50        60        70        80      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ      
                                     . :...:.:               
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA 
                                    10        20        30   
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.5  bits: 18.6 E():   97 
Smith-Waterman score: 43; 30.0% identity (63.3% similar) in 30 aa overlap (6-35:246-275) 
 
                                        10        20        30      
2MEPSP                          VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     ::   .. .... .. :::.  ::.:   : 
gi|546 ENAITVGASTISDARAYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAG 
         220       230       240       250       260       270      
 
          40        50        60        70        80                
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ                
                                                                    
gi|546 LLTYYLSLQPSSDSEFFIGAEGITPAQLKKNLIAFGTPDVLADIPADTPNILAFNGAGQN 
         280       290       300       310       320       330      
 
>>gi|1405736|emb|CAA35188.1| trypsin inhibitor cme precu  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (18-36:9-27) 
 
               10        20        30        40        50        60 
2MEPSP VNGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                        .:.  . :.:.:.  ..::                         
gi|140          MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQI 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP FGVKAEHSDSWDRFYIKGGQ                                         
                                                                    
gi|140 CHQGPRLLTSDMKRRCCDELSAIPAYCRCEALRIIMQGVVTWQGAFEGAYFKDSPNCPRE 
              60        70        80        90       100       110  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:42 2011 done: Tue Apr 19 10:57:42 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 162  - 241 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     1     2:* 
  32     9     8:=*= 
  34    10    22:===  * 
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  36    39    44:==========* 
  38    58    73:===============   * 
  40    85   102:======================   * 
  42   114   125:=============================  * 
  44   114   137:=============================     * 
  46   144   140:==================================*= 
  48   138   134:=================================*= 
  50   192   122:==============================*================= 
  52   112   107:==========================*= 
  54   103    92:======================*=== 
  56    57    77:===============    * 
  58    70    63:===============*== 
  60    37    51:==========  * 
  62    44    41:==========* 
  64    27    33:======= * 
  66    29    26:======*= 
  68    19    20:====* 
  70    11    16:===* 
  72    20    12:==*== 
  74     7    10:==* 
  76    11     8:=*= 
  78     6     6:=* 
  80     4     5:=* 
  82     7     3:*= 
  84     4     3:* 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.45150.00315; mu= 13.3997 0.164 
 mean_var=32.5296 8.191, 0's: 2 Z-trim: 4  B-trim: 0 in 0/44 
 Lambda= 0.224872 
 Kolmogorov-Smirnov  statistic: 0.0531 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   72 27.8   0.073 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   70 27.3    0.18 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   58 23.2     1.8 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   58 23.2     1.8 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.0     2.8 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.0     2.8 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 23.0     2.9 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   58 23.6     3.8 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   54 21.9     4.2 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.3     5.8 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.7       6 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   54 22.2     8.2 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 22.2     8.5 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 23.1     8.7 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.3      11 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.7      11 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 20.7      11 
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gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 20.7      11 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.7      11 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.7      11 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.8      12 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 20.3      14 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.8      14 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.3      14 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   51 21.2      16 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 20.0      18 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 21.3      18 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.3      19 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 18.8      19 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.5      21 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.5      21 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 20.1      22 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 19.7      22 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 21.0      23 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   48 20.2      26 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.4      27 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.4      28 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.4      28 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.4      28 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.4      28 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.6      28 
gi|27526732|emb|CAD24068.1| class I chitinase [Hev ( 295)   48 20.2      29 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 19.0      29 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   49 20.6      29 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   49 20.6      29 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   45 19.0      34 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   45 19.1      36 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.7      37 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.7      37 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 22.0      38 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.1      38 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.3      39 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.8      40 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.8      40 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.1      40 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.9      40 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.6      41 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.3      42 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 19.6      43 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   46 19.6      43 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   46 19.6      43 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.7      44 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 18.7      44 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   46 19.6      45 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.3      48 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 20.0      49 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.4      50 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.4      50 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 18.0      51 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   42 18.0      52 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.8      52 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.9      53 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.4      54 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.4      54 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   45 19.2      54 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.4      55 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.7      60 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   41 17.6      63 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   41 17.6      63 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 19.3      64 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.2      64 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.2      64 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.7      66 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.7      66 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.7      67 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   42 18.1      67 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 18.1      68 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.3      69 
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gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.7      69 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   38 16.4      69 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.5      70 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.5      72 
gi|29539109|emb|CAD87730.1| allergen Len c 1.0101  ( 418)   45 19.4      72 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 18.1      73 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.1      74 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 17.7      77 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 17.7      77 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   39 16.9      79 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.4      81 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.6      82 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   43 18.6      86 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   42 18.2      88 
gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2  ( 225)   42 18.2      88 
gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2  ( 225)   42 18.2      88 
gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3  ( 225)   42 18.2      88 
gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1  ( 225)   42 18.2      88 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 16.9      89 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   40 17.4      90 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   40 17.4      90 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   40 17.4      90 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.3      93 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   42 18.2      93 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   43 18.6      96 
gi|1405736|emb|CAA35188.1| trypsin inhibitor cme p ( 144)   40 17.4      97 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   35 15.3      97 
gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subs ( 148)   40 17.4      99 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 15.3      99 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 16.6   1e 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 16.6   1e 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  72  Z-score: 122.8  bits: 27.8 E(): 0.073 
Smith-Waterman score: 72; 28.2% identity (52.1% similar) in 71 aa overlap (8-77:30-99) 
 
                                     10         20        30        
2MEPSP                       NGIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK                  
       . ..  .:..  . : .     ::: :    ::   :. :                     
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
gi|291 REMKDRAEQFGQQHVTGSQGS 
     120       130       140 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  70  Z-score: 115.8  bits: 27.3 E(): 0.18 
Smith-Waterman score: 70; 27.4% identity (57.5% similar) in 73 aa overlap (8-78:8-73) 
 
               10         20        30        40        50          
2MEPSP NGIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
              ::. : .:.. . . .   : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
       60        70        80                                       
2MEPSP RFGVKAEHSDSWDRFYIKGGQK                                       
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 98.1  bits: 23.2 E():  1.8 
Smith-Waterman score: 58; 27.1% identity (48.6% similar) in 70 aa overlap (8-77:36-104) 
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                                      10        20        30        
2MEPSP                        NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|753 GQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
        40        50        60        70        80                  
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK                  
       . ..  .:.:  .   .     ::: :    ::   :. :                     
gi|753 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|753 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 98.1  bits: 23.2 E():  1.8 
Smith-Waterman score: 58; 27.1% identity (48.6% similar) in 70 aa overlap (8-77:36-104) 
 
                                      10        20        30        
2MEPSP                        NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|198 GQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
        40        50        60        70        80                  
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK                  
       . ..  .:.:  .   .     ::: :    ::   :. :                     
gi|198 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|198 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.6  bits: 23.0 E():  2.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (22-37:9-24) 
 
               10        20        30        40        50        60 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                            :.:::.:: . :::..                        
gi|476              MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPS 
                            10        20        30        40        
 
               70        80                                         
2MEPSP GVKAEHSDSWDRFYIKGGQK                                         
                                                                    
gi|476 VAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNGEQL 
        50        60        70        80        90       100        
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.6  bits: 23.0 E():  2.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (22-37:9-24) 
 
               10        20        30        40        50        60 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                            :.:::.:: . :::..                        
gi|313              MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPS 
                            10        20        30        40        
 
               70        80                                         
2MEPSP GVKAEHSDSWDRFYIKGGQK                                         
                                                                    
gi|313 VAWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNGEQL 
        50        60        70        80        90       100        
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.3  bits: 23.0 E():  2.9 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (16-54:26-64) 
 
                         10        20        30        40        50 
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2MEPSP           NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQK                               
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 92.0  bits: 23.6 E():  3.8 
Smith-Waterman score: 58; 25.0% identity (52.6% similar) in 76 aa overlap (10-77:228-299) 
 
                                    10        20        30          
2MEPSP                      NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     .. .:.:. .:.  .::..:    :: .:: 
gi|113 SISGSSQIWIDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLFGA----GDENIE 
       200       210       220       230       240           250    
 
      40        50                60        70        80            
2MEPSP IIDKLISIPYVEMTLRLMER--------FGVKAEHSDSWDRFYIKGGQK            
           : .. .  .:  . .:        : :  .. :.:  . : :               
gi|113 DRGMLATVAFNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFC 
           260       270       280       290       300       310    
 
gi|113 APDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAE 
           320       330       340       350       360       370    
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 91.4  bits: 21.9 E():  4.2 
Smith-Waterman score: 54; 18.5% identity (55.6% similar) in 54 aa overlap (1-54:66-119) 
 
                                             10        20        30 
2MEPSP                               NGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     : .. .:.: .:.  :     .. .  . : 
gi|132 YLFAKDKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLP 
          40        50        60        70        80        90      
 
               40        50        60        70        80 
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
         . :. :.... . . : .  .:                           
gi|132 PIVKDASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN        
         100       110       120       130                
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 88.8  bits: 23.3 E():  5.8 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (13-48:247-289) 
 
                                 10        20          30           
2MEPSP                   NGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
          40        50        60        70        80                
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK                
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 88.5  bits: 23.7 E():    6 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (30-74:372-415) 
 
                10        20        30        40        50          
2MEPSP  NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
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      60        70        80                                        
2MEPSP FGVKAEHSDSWDRFYIKGGQK                                        
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 86.1  bits: 22.2 E():  8.2 
Smith-Waterman score: 54; 36.5% identity (61.5% similar) in 52 aa overlap (30-80:139-186) 
 
                10        20        30        40         50         
2MEPSP  NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :. .  .  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDV--LA 
      110       120       130       140        150       160        
 
       60        70        80                                       
2MEPSP RFGVKAEHSDSWDRFYIKGGQK                                       
       : ..:   .:    ::.... :                                       
gi|612 R-NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNND 
          170       180       190       200       210       220     
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 85.8  bits: 22.2 E():  8.5 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (10-42:105-139) 
 
                                    10        20         30         
2MEPSP                      NGIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
        40        50        60        70        80                  
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK                  
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 85.6  bits: 23.1 E():  8.7 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (13-48:378-420) 
 
                                 10        20          30           
2MEPSP                   NGIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
          40        50        60        70        80                
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK                
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 83.7  bits: 22.3 E():   11 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (41-62:9-30) 
 
               20        30        40        50        60        70 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
               80                                                   
2MEPSP DRFYIKGGQK                                                   
                                                                    
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
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>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.5  bits: 20.7 E():   11 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (32-66:91-127) 
 
              10        20        30        40          50          
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
      60        70        80                    
2MEPSP FGVKAEHSDSWDRFYIKGGQK                    
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 83.5  bits: 20.7 E():   11 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (9-66:70-127) 
 
                                     10        20        30         
2MEPSP                       NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
      40        50        60        70        80        90          
 
       40          50        60        70        80                 
2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK                 
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.5  bits: 20.7 E():   11 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (34-71:125-160) 
 
            10        20        30        40        50        60    
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
            70        80 
2MEPSP AEHSDSWDRFYIKGGQK 
         :::...          
gi|132 --HSDAYN          
            160          
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.5  bits: 20.7 E():   11 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (32-66:91-127) 
 
              10        20        30        40          50          
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
      60        70        80                    
2MEPSP FGVKAEHSDSWDRFYIKGGQK                    
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.5  bits: 20.7 E():   11 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (32-66:91-127) 
 
              10        20        30        40          50          
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
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gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
      60        70        80                    
2MEPSP FGVKAEHSDSWDRFYIKGGQK                    
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.4  bits: 22.8 E():   12 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (31-58:414-441) 
 
               10        20        30        40        50        60 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
               70        80                                         
2MEPSP GVKAEHSDSWDRFYIKGGQK                                         
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.0  bits: 20.3 E():   14 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (2-9:119-126) 
 
                                            10        20        30  
2MEPSP                              NGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
              40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
                                                         
gi|144 EEVD                                              
      150                                                
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.9  bits: 22.8 E():   14 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (31-58:500-527) 
 
               10        20        30        40        50        60 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
               70        80                                         
2MEPSP GVKAEHSDSWDRFYIKGGQK                                         
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.7  bits: 20.3 E():   14 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (43-66:104-127) 
 
             20        30        40        50        60        70   
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
             80                    
2MEPSP FYIKGGQK                    
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
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           140       150       160 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.7  bits: 21.2 E():   16 
Smith-Waterman score: 51; 30.0% identity (70.0% similar) in 30 aa overlap (3-30:182-211) 
 
                                           10        20          30 
2MEPSP                             NGIGGLPGGKVKLSGSISSQYLSALLMA--AP 
                                     .:..:...:.:  .... : .:   :  :: 
gi|249 AYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAP 
             160       170       180       190       200       210  
 
               40        50        60        70        80           
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK           
                                                                    
gi|249 ANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKYTVSETAL 
             220       230       240       250       260       270  
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (20-66:80-126) 
 
                          10        20        30        40          
2MEPSP            NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
        50        60        70        80                    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK                    
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 79.9  bits: 21.3 E():   18 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (5-61:271-326) 
 
                                         10        20        30     
2MEPSP                           NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
           40        50        60        70        80               
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK               
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 79.5  bits: 21.3 E():   19 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (16-64:54-105) 
 
                              10        20          30         40   
2MEPSP                NGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
             50        60        70        80                       
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK                       
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 79.4  bits: 18.8 E():   19 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (32-65:5-40) 
 
              10        20        30        40           50         
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2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.:. .: ::   ::.: :     ..    
gi|603                           VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTS 
                                          10        20        30    
 
       60        70        80                    
2MEPSP RFGVKAEHSDSWDRFYIKGGQK                    
       .. .:..                                   
gi|603 KYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
            40        50        60        70     
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.5  bits: 20.5 E():   21 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (14-41:7-34) 
 
               10        20        30        40        50        60 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                    : .. :  ..:.  :::. :   :....                    
gi|833        MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIY 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP GVKAEHSDSWDRFYIKGGQK                                         
                                                                    
gi|833 PTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAA 
            60        70        80        90       100       110    
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.5  bits: 20.5 E():   21 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (14-41:7-34) 
 
               10        20        30        40        50        60 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                    : .. :  ..:.  :::. :   :....                    
gi|668        MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIY 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP GVKAEHSDSWDRFYIKGGQK                                         
                                                                    
gi|668 PTPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAA 
            60        70        80        90       100       110    
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 20.1 E():   22 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (4-43:162-201) 
 
                                          10        20        30    
2MEPSP                            NGIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
            40        50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
       : .  : . :                                      
gi|116 GKAFYEAVAKAHQ                                   
             200                                       
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 78.2  bits: 19.7 E():   22 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (10-65:71-126) 
 
                                    10        20        30          
2MEPSP                      NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
      40        50        60        70        80                    
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK                    
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          ::.: :.    ..   .. .:..                                   
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  85 init1:  50 opt:  50  Z-score: 78.0  bits: 21.0 E():   23 
Smith-Waterman score: 53; 22.7% identity (54.7% similar) in 75 aa overlap (11-77:230-300) 
 
                                   10        20        30        40 
2MEPSP                     NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     : .:.   ... .:.:..:    .:....  
gi|113 VTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGA----SDTHFQD 
     200       210       220       230       240           250      
 
               50             60           70        80             
2MEPSP IDKLISIPYVEMTLRLMER-----FG---VKAEHSDSWDRFYIKGGQK             
       .   ... :  .:  . ::     ::   .  .  : ::.. : :                
gi|113 LKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVA 
         260       270       280       290       300       310      
 
gi|113 PDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEP 
         320       330       340       350       360       370      
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.9  bits: 20.2 E():   26 
Smith-Waterman score: 48; 30.0% identity (80.0% similar) in 20 aa overlap (1-20:126-145) 
 
                                             10        20        30 
2MEPSP                               NGIGGLPGGKVKLSGSISSQYLSALLMAAP 
                                     ...: . :::. . :.:...           
gi|462 LNEDLAKKYKDEVVDVYGSNYYVNCYFSSKDNVGKVTGGKTCMYGGITKHEGNHFDNGNL 
         100       110       120       130       140       150      
 
               40        50        60        70        80           
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK           
                                                                    
gi|462 QNVLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLYEFNSSPYETGYIKF 
         160       170       180       190       200       210      
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.8  bits: 16.4 E():   27 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (62-70:10-18) 
 
              40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
                                     . ::..:.:           
gi|409                      IAKVPPGGXITAEYGDKWLD         
                                    10        20         
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (20-66:81-127) 
 
                          10        20        30        40          
2MEPSP            NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        50        60        70        80                    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK                    
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (20-66:81-127) 
 
                          10        20        30        40          
2MEPSP            NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5190

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
        50        60        70        80                    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK                    
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (43-80:104-139) 
 
             20        30        40        50        60        70   
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
             80                      
2MEPSP FYIKGGQK                      
         :::...                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
             140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (33-66:92-127) 
 
             10        20        30        40           50          
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
      60        70        80                    
2MEPSP FGVKAEHSDSWDRFYIKGGQK                    
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (9-33:221-245) 
 
                                     10        20        30         
2MEPSP                       NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
       40        50        60        70        80                   
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK                   
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|27526732|emb|CAD24068.1| class I chitinase [Hevea b  (295 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 76.3  bits: 20.2 E():   29 
Smith-Waterman score: 48; 40.0% identity (64.0% similar) in 25 aa overlap (2-26:42-65) 
 
                                            10        20        30  
2MEPSP                              NGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.::  :: : :.. :: . .  .:      
gi|275 CPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGG-EGGCVDLGSIISRSTFEEMLKHRNN 
              20        30        40         50        60        70 
 
              40        50        60        70        80            
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK            
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gi|275 AACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATTGGWPTAPDGPY 
               80        90       100       110       120       130 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.2  bits: 19.0 E():   29 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (8-55:21-64) 
 
                            10        20        30        40        
2MEPSP              NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                           :... : :.. ... : : . :  . :.. :  ..:: .. 
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQNL 
               10        20         30         40          50       
 
        50        60        70        80                            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK                            
       :. :.  :                                                     
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 76.1  bits: 20.6 E():   29 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (5-70:69-131) 
 
                                         10        20        30     
2MEPSP                           NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|746 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
           40        50        60        70        80               
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK               
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|746 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|746 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 76.1  bits: 20.6 E():   29 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (5-70:69-131) 
 
                                         10        20        30     
2MEPSP                           NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|129 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
           40        50        60        70        80               
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK               
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|129 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|129 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.9  bits: 19.0 E():   34 
Smith-Waterman score: 45; 24.4% identity (63.4% similar) in 41 aa overlap (6-44:58-98) 
 
                                        10        20          30    
2MEPSP                          NGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLAL 
                                     :: :.   : .. .. ..  :: . . .   
gi|166 DTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVID 
        30        40        50        60        70        80        
 
            40        50        60        70        80              
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK              
       ::. .:.:...                                                  
gi|166 GDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEENIKFADAQNTALFKAI 
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        90       100       110       120       130       140        
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.4  bits: 19.1 E():   36 
Smith-Waterman score: 45; 24.4% identity (63.4% similar) in 41 aa overlap (6-44:72-112) 
 
                                        10        20          30    
2MEPSP                          NGIGGLPGGKVKLSGSISSQYLS--ALLMAAPLAL 
                                     :: :.   : .. .. ..  :: . . .   
gi|133 DTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVID 
              50        60        70        80        90       100  
 
            40        50        60        70        80              
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK              
       ::. .:.:...                                                  
gi|133 GDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEENIKFADAQNTALFKAI 
             110       120       130       140       150       160  
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.2  bits: 18.7 E():   37 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (63-73:8-18) 
 
             40        50        60        70        80             
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK             
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.2  bits: 18.7 E():   37 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (63-73:8-18) 
 
             40        50        60        70        80             
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK             
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 74.0  bits: 22.0 E():   38 
Smith-Waterman score: 52; 36.8% identity (60.5% similar) in 38 aa overlap (2-34:644-680) 
 
                                            10             20       
2MEPSP                              NGIGGLPGGK-----VKLSGSISSQYLSALL 
                                     : .:.::::     . : :.:.:   ..   
gi|278 GPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIGSPGRDGA- 
           620       630       640       650       660       670    
 
         30        40        50        60        70        80       
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK       
        .:: :.:                                                     
gi|278 RGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAGPAGAAGQ 
            680       690       700       710       720       730   
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.9  bits: 19.1 E():   38 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (69-80:134-145) 
 
       40        50        60        70        80                   
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK                   
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
gi|144 EEDLKHFNLKYEDLHSTCH 
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           170       180   
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.8  bits: 20.3 E():   39 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (5-44:393-434) 
 
                                         10        20          30   
2MEPSP                           NGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
             40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
       :::  .   :..                                     
gi|601 LGDKAVYAGDNFRTAINL                               
            430       440                               
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.7  bits: 17.8 E():   40 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (15-36:54-75) 
 
                               10        20        30        40     
2MEPSP                 NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
           50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.7  bits: 17.8 E():   40 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (15-36:54-75) 
 
                               10        20        30        40     
2MEPSP                 NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
           50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.7  bits: 19.1 E():   40 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (69-80:142-153) 
 
       40        50        60        70        80                   
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK                   
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 73.6  bits: 17.9 E():   40 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (14-56:6-51) 
 
               10        20        30           40        50        
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIPYVEMTLRLM 
                    :. .. :.:  :.  ::. :  :  .   .   :. .:    ::..  
gi|453         RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMP 
                       10        20        30        40        50   
 
        60        70        80       
2MEPSP ERFGVKAEHSDSWDRFYIKGGQK       
                                     
gi|453 PLLLQLQLPPLLSQGNPACSPKWLQLLVP 
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             60        70        80  
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.4  bits: 16.6 E():   41 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (62-70:10-18) 
 
              40        50        60        70        80        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK        
                                     . ::..:.:                  
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK 
                                    10        20        30      
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.3  bits: 18.3 E():   42 
Smith-Waterman score: 43; 35.9% identity (51.3% similar) in 39 aa overlap (5-43:68-105) 
 
                                         10        20        30     
2MEPSP                           NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|117 RLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAA-SGGAAAAGGSAQAEAAPEAAK 
        40        50        60        70         80        90       
 
           40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
       . : :  :.                                      
gi|117 EEEKEESDEDMGFGLFD                              
        100       110                                 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 19.6 E():   43 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (2-35:142-175) 
 
                                            10        20        30  
2MEPSP                              NGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|481 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
             120       130       140       150       160       170  
 
              40        50        60        70        80            
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK            
          :                                                         
gi|481 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAA 
             180       190       200       210       220       230  
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.0  bits: 19.6 E():   43 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (2-35:143-176) 
 
                                            10        20        30  
2MEPSP                              NGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|168 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
            120       130       140       150       160       170   
 
              40        50        60        70        80            
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK            
          :                                                         
gi|168 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAA 
            180       190       200       210       220       230   
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.0  bits: 19.6 E():   43 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (2-35:146-179) 
 
                                            10        20        30  
2MEPSP                              NGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|285 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
         120       130       140       150       160       170      
 
              40        50        60        70        80            
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2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK            
          :                                                         
gi|285 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAA 
         180       190       200       210       220       230      
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (33-66:92-127) 
 
             10        20        30            40        50         
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
       60        70        80                    
2MEPSP RFGVKAEHSDSWDRFYIKGGQK                    
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (20-66:81-127) 
 
                          10        20        30        40          
2MEPSP            NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
        50        60        70        80                    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK                    
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.6 E():   45 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (2-35:157-190) 
 
                                            10        20        30  
2MEPSP                              NGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|330 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
        130       140       150       160       170       180       
 
              40        50        60        70        80            
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK            
          :                                                         
gi|330 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAA 
        190       200       210       220       230       240       
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (24-66:8-46) 
 
               10        20        30        40        50        60 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                              :..::. ..   :...  ::  .  . .:   :::.: 
gi|140                 MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEF 
                               10        20        30            40 
 
               70        80                                         
2MEPSP GVKAEHSDSWDRFYIKGGQK                                         
       : : ..                                                       
gi|140 GEKIDQIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDL 
               50        60        70        80        90       100 
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 72.1  bits: 20.0 E():   49 
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Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (5-44:393-434) 
 
                                         10        20          30   
2MEPSP                           NGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
             40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
       ::: ..   :..                                     
gi|467 LGDKRLYAGDNFRTAINL                               
            430       440                               
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (33-47:83-97) 
 
             10        20        30        40        50        60   
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
             70        80               
2MEPSP KAEHSDSWDRFYIKGGQK               
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (33-47:83-97) 
 
             10        20        30        40        50        60   
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
             70        80               
2MEPSP KAEHSDSWDRFYIKGGQK               
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.7  bits: 18.0 E():   51 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (5-13:36-44) 
 
                                         10        20        30     
2MEPSP                           NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
           40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
                                                      
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY  
          70        80        90       100       110  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.5  bits: 18.0 E():   52 
Smith-Waterman score: 42; 35.9% identity (51.3% similar) in 39 aa overlap (5-43:68-105) 
 
                                         10        20        30     
2MEPSP                           NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|185 RLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAA-SGGAAAAGGSAEAEAAPEAAK 
        40        50        60        70         80        90       
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           40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
       . : :  :.                                      
gi|185 EEEKEESDEDMGFGLFD                              
        100       110                                 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.5  bits: 18.8 E():   52 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (49-75:155-183) 
 
       20        30        40        50        60          70       
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
         80               
2MEPSP GGQK               
                          
gi|549 CNYGPAGNVGNEPIYERK 
          190       200   
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.4  bits: 20.9 E():   53 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (31-58:500-527) 
 
               10        20        30        40        50        60 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
               70        80                                         
2MEPSP GVKAEHSDSWDRFYIKGGQK                                         
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (43-66:104-127) 
 
             20        30        40        50        60        70   
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
             80                    
2MEPSP FYIKGGQK                    
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (43-66:104-127) 
 
             20        30        40        50        60        70   
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
             80                    
2MEPSP FYIKGGQK                    
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
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>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 45; 25.0% identity (67.9% similar) in 28 aa overlap (2-29:152-179) 
 
                                            10        20        30  
2MEPSP                              NGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|330 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
             130       140       150       160       170       180  
 
              40        50        60        70        80            
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK            
                                                                    
gi|330 PADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTK 
             190       200       210       220       230       240  
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (14-44:108-139) 
 
                                10        20        30        40    
2MEPSP                  NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
             50        60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
       ..                                     
gi|606 EIDEDGSGKIEFEEFWELMAGEAD               
       140       150       160                
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.4  bits: 19.7 E():   60 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (5-35:391-423) 
 
                                         10        20          30   
2MEPSP                           NGIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
             40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
       :::                                              
gi|144 LGDNAVYAGNNFRTAVNL                               
              430                                       
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.0  bits: 17.6 E():   63 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (2-16:69-83) 
 
                                            10        20        30  
2MEPSP                              NGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|461 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
              40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
                                                         
gi|461 SDEDMGFGLFD                                       
      100                                                
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.0  bits: 17.6 E():   63 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (2-16:69-83) 
 
                                            10        20        30  
2MEPSP                              NGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
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gi|416 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
              40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
                                                         
gi|416 SDEDMGFGLFD                                       
      100                                                
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.9  bits: 19.3 E():   64 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (8-46:309-349) 
 
                                      10         20          30     
2MEPSP                        NGIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
           40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
        .. :.: :..:                                   
gi|752 GANAEVI-KMVSET                                 
      340        350                                  
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 17.2 E():   64 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (63-80:7-24) 
 
             40        50        60        70        80             
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK             
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 17.2 E():   64 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (63-80:7-24) 
 
             40        50        60        70        80             
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK             
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 19.7 E():   66 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (13-47:1-35) 
 
               10        20        30        40        50        60 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                   ..: .:   :  :. :.:.:..... .    : :.              
gi|796             MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVF 
                           10        20        30        40         
 
               70        80                                         
2MEPSP GVKAEHSDSWDRFYIKGGQK                                         
                                                                    
gi|796 KKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAG 
       50        60        70        80        90       100         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 19.7 E():   66 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (13-47:1-35) 
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               10        20        30        40        50        60 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                   ..: .:   :  :. :.:.:..... .    : :.              
gi|142             MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVF 
                           10        20        30        40         
 
               70        80                                         
2MEPSP GVKAEHSDSWDRFYIKGGQK                                         
                                                                    
gi|142 KKHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAG 
       50        60        70        80        90       100         
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.5  bits: 17.7 E():   67 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (11-32:7-24) 
 
               10        20        30        40        50        60 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                 .:::: .    :  ...:::.:                             
gi|209     MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVP 
                   10            20        30        40        50   
 
               70        80                                         
2MEPSP GVKAEHSDSWDRFYIKGGQK                                         
                                                                    
gi|209 PSCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTS 
             60        70        80        90       100       110   
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 42; 45.0% identity (65.0% similar) in 20 aa overlap (2-21:47-65) 
 
                                            10        20        30  
2MEPSP                              NGIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : :: ::   :.. . .:::           
gi|753 PRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKIDSV 
         20        30        40        50         60        70      
 
              40        50        60        70        80            
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK            
                                                                    
gi|753 DEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHVKA 
          80        90       100       110       120       130      
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (20-66:81-127) 
 
                          10        20        30        40          
2MEPSP            NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        50        60        70        80                    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK                    
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.2  bits: 19.3 E():   69 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (40-66:169-195) 
 
      10        20        30        40         50        60         
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
       70        80                                                 
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2MEPSP SWDRFYIKGGQK                                                 
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 17.7 E():   69 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (40-66:86-112) 
 
      10        20        30        40        50        60          
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
      70        80 
2MEPSP WDRFYIKGGQK 
                   
gi|301 LIRSLFGLP   
         120       
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.2  bits: 16.4 E():   69 
Smith-Waterman score: 47; 37.1% identity (68.6% similar) in 35 aa overlap (12-46:12-42) 
 
               10        20        30        40        50        60 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                  : .:.:::. :.  :   :  ::.: .: :.....               
gi|377 EHERIFKRFDAKGDGKISSSELGETL--KP--LGSVTLEEIQRMMAEIDTDGDGFL     
               10        20            30        40        50       
 
               70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQK 
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (5-14:43-52) 
 
                                         10        20        30     
2MEPSP                           NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
           40        50        60        70        80               
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK               
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.5 E():   72 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (40-66:5-31) 
 
      10        20        30        40        50        60          
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|424                           EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIE 
                                         10        20        30     
 
      70        80                                                  
2MEPSP WDRFYIKGGQK                                                  
                                                                    
gi|424 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
           40        50        60        70        80        90     
 
>>gi|29539109|emb|CAD87730.1| allergen Len c 1.0101 [Len  (418 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.9  bits: 19.4 E():   72 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (11-69:126-183) 
 
                                   10        20        30        40 
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2MEPSP                     NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     :.  :...:  ::.  .  :  :.    .: 
gi|295 DTIKLPAGTIAYLANRDDNEDLRVLDLAIPVNRPGQLQSFLLSGT-QNQPSFLSGFSKNI 
         100       110       120       130       140        150     
 
               50        60        70        80                     
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK                     
       ..  ..  : :.   :.:.   :..:  :                                
gi|295 LEAAFNTEYEEIEKVLLEEQEQKSQHRRSLRDKRQEITNEDVIVKVSREQIEELSKNAKS 
          160       170       180       190       200       210     
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.8  bits: 18.1 E():   73 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (8-24:152-166) 
 
                                      10        20        30        
2MEPSP                        NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
        40        50        60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.7  bits: 18.1 E():   74 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (35-76:115-155) 
 
           10        20        30        40        50        60     
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
           70        80                       
2MEPSP EHSDSWDRFYIKGGQK                       
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (26-70:99-142) 
 
                    10        20        30        40        50      
2MEPSP      NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
          60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQK 
           . .  :.:. :           
gi|219 HNTPYCLAMEESQ-WS          
      130       140              
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (26-70:99-142) 
 
                    10        20        30        40        50      
2MEPSP      NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
          60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQK 
           . .  :.:. :           
gi|195 HNTPYCLAMEESQ-WS          
      130       140              
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>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 68.1  bits: 16.9 E():   79 
Smith-Waterman score: 39; 57.1% identity (64.3% similar) in 14 aa overlap (63-76:7-16) 
 
             40        50        60        70        80             
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK             
                                     ::::    :::. :                 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (27-67:372-412) 
 
                   10        20        30        40        50       
2MEPSP     NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
          60        70        80                                    
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQK                                    
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (40-66:236-262) 
 
      10        20        30        40        50        60          
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
      70        80 
2MEPSP WDRFYIKGGQK 
                   
gi|225 LIRSWFGLP   
         270       
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.5  bits: 18.6 E():   86 
Smith-Waterman score: 43; 34.5% identity (65.5% similar) in 29 aa overlap (7-34:234-262) 
 
                                       10         20        30      
2MEPSP                         NGIGGLPGGKV-KLSGSISSQYLSALLMAAPLALGD 
                                     ::  . .:. . :.. ::.  ::.: . :  
gi|238 EPSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKPGGSTDTLSGTSMASPHVCGL 
           210       220       230       240       250       260    
 
          40        50        60        70        80 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
                                                     
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR                 
           270       280       290                   
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 18.2 E():   88 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (5-13:43-51) 
 
                                         10        20        30     
2MEPSP                           NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|908 ATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
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           40        50        60        70        80               
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK               
                                                                    
gi|908 RTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 18.2 E():   88 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (5-13:43-51) 
 
                                         10        20        30     
2MEPSP                           NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIRNQCGYTVWAAGLPGGGKRLDQGQTWTLNLAAGTASARFWG 
             20        30        40        50        60        70   
 
           40        50        60        70        80               
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK               
                                                                    
gi|384 RTGCTFDASGKGSCKTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 18.2 E():   88 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (5-13:43-51) 
 
                                         10        20        30     
2MEPSP                           NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
           40        50        60        70        80               
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK               
                                                                    
gi|384 RTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDKDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 18.2 E():   88 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (5-13:43-51) 
 
                                         10        20        30     
2MEPSP                           NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATSAISLHMQEAGAVKFDIKNQCRYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
           40        50        60        70        80               
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK               
                                                                    
gi|384 RTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 18.2 E():   88 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (5-13:43-51) 
 
                                         10        20        30     
2MEPSP                           NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTLNLAAGTASARFWG 
             20        30        40        50        60        70   
 
           40        50        60        70        80               
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK               
                                                                    
gi|384 RTGCTFDASGKGSCKTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
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>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 16.9 E():   89 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (72-80:67-75) 
 
              50        60        70        80                      
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK                      
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
gi|126 N 
         
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 40; 43.8% identity (68.8% similar) in 16 aa overlap (63-78:9-24) 
 
             40        50        60        70        80             
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK             
                                     : :.::..: :  . :               
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 40; 43.8% identity (68.8% similar) in 16 aa overlap (63-78:9-24) 
 
             40        50        60        70        80             
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK             
                                     : :.::..: :  . :               
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 40; 43.8% identity (68.8% similar) in 16 aa overlap (63-78:9-24) 
 
             40        50        60        70        80             
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK             
                                     : :.::..: :  . :               
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.9  bits: 15.3 E():   93 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (62-70:10-18) 
 
              40        50        60        70        80     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK     
                                     . :...:.:               
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA 
                                    10        20        30   
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.9  bits: 18.2 E():   93 
Smith-Waterman score: 42; 34.3% identity (57.1% similar) in 35 aa overlap (6-38:122-156) 
 
                                        10          20        30    
2MEPSP                          NGIGGLPGGKVKLSGSISS--QYLSALLMAAPLAL 
                                     :::. :  .:...:   ::    .. :  : 
gi|225 HEKYDSRLLDNDIALIKLKSPRLNSKNARVLPGSDVVKDGQVQSVWGYLEEGSYSLPPEL 
             100       110       120       130       140       150  
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            40        50        60        70        80              
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK              
         :.:                                                        
gi|225 RRVDIGGASRKECNELYSKVNAEVTDNMICGGDVANGGKDSCQGDSGGPLVDVKNNQVVG 
             160       170       180       190       200       210  
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.6  bits: 18.6 E():   96 
Smith-Waterman score: 43; 30.0% identity (63.3% similar) in 30 aa overlap (5-34:246-275) 
 
                                         10        20        30     
2MEPSP                           NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     ::   .. .... .. :::.  ::.:   : 
gi|546 ENAITVGASTISDARAYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAG 
         220       230       240       250       260       270      
 
           40        50        60        70        80               
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK               
                                                                    
gi|546 LLTYYLSLQPSSDSEFFIGAEGITPAQLKKNLIAFGTPDVLADIPADTPNILAFNGAGQN 
         280       290       300       310       320       330      
 
>>gi|1405736|emb|CAA35188.1| trypsin inhibitor cme precu  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.4 E():   97 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (17-35:9-27) 
 
               10        20        30        40        50        60 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                       .:.  . :.:.:.  ..::                          
gi|140         MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQIC 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP GVKAEHSDSWDRFYIKGGQK                                         
                                                                    
gi|140 HQGPRLLTSDMKRRCCDELSAIPAYCRCEALRIIMQGVVTWQGAFEGAYFKDSPNCPRER 
             60        70        80        90       100       110   
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.5  bits: 15.3 E():   97 
Smith-Waterman score: 35; 55.6% identity (66.7% similar) in 9 aa overlap (3-11:2-10) 
 
               10        20        30        40        50        60 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
         ::  :: :.                                                  
gi|691  AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA                          
                10        20        30                              
 
>>gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subsp. v  (148 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (17-35:9-27) 
 
               10        20        30        40        50        60 
2MEPSP NGIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                       .:.  . :.:.:.  ..::                          
gi|190         MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQIC 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP GVKAEHSDSWDRFYIKGGQK                                         
                                                                    
gi|190 HQGPRLLTSDMKRRCCDELSAIPAYCRCEALRIIMQGVVTWQGAFEGAYFKDSPNCPRER 
             60        70        80        90       100       110   
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.4  bits: 15.3 E():   99 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (62-70:10-18) 
 
              40        50        60        70        80        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK        
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                                     . :...:.:                  
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK 
                                    10        20        30      
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.3  bits: 16.6 E(): 1e 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (38-50:71-83) 
 
        10        20        30        40        50        60        
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
        70        80 
2MEPSP DSWDRFYIKGGQK 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.3  bits: 16.6 E(): 1e 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (38-50:71-83) 
 
        10        20        30        40        50        60        
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
        70        80 
2MEPSP DSWDRFYIKGGQK 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:42 2011 done: Tue Apr 19 10:57:42 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 163  - 242 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     1     2:* 
  32    13     8:==*== 
  34    12    22:====   * 
  36    35    44:============  * 
  38    55    73:===================     * 
  40   111   102:=================================*=== 
  42    89   125:==============================           * 
  44   100   137:==================================           * 
  46   151   140:==============================================*==== 
  48   174   134:============================================*============= 
  50   168   122:========================================*=============== 
  52   110   107:===================================*= 
  54   115    92:==============================*======== 
  56    55    77:===================      * 
  58    67    63:====================*== 
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  60    31    51:===========     * 
  62    44    41:=============*= 
  64    23    33:========  * 
  66    27    26:========* 
  68    21    20:======* 
  70    15    16:=====* 
  72    18    12:===*== 
  74     5    10:== * 
  76    10     8:==*= 
  78     5     6:=* 
  80     4     5:=* 
  82     8     3:*== 
  84     3     3:* 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.30350.00311; mu= 14.3599 0.162 
 mean_var=32.4391 8.417, 0's: 2 Z-trim: 4  B-trim: 0 in 0/44 
 Lambda= 0.225185 
 Kolmogorov-Smirnov  statistic: 0.0625 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   72 27.7   0.076 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   70 27.3    0.19 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   58 23.2     1.8 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   58 23.2     1.8 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.0     2.8 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.0     2.8 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 23.0       3 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   58 23.5     3.9 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 21.9     4.8 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   54 21.9     4.8 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   53 21.5     5.4 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.3     5.8 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.8     5.9 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   54 22.2     8.3 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 22.2     8.6 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 23.1     8.7 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.3      11 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.8      12 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.6      12 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.6      12 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 20.6      12 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 20.6      12 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.6      12 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.9      14 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   49 20.3      14 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.3      15 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   51 21.2      17 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 21.3      18 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 20.0      19 
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gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.3      19 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 18.7      21 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.5      22 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.5      22 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 20.0      22 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 19.6      23 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.9      23 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.6      28 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.3      29 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.3      29 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.3      29 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.3      29 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   49 20.6      29 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   49 20.6      29 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.3      30 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.9      30 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   45 19.0      35 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   52 22.0      37 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   45 19.0      38 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.6      39 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.6      39 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.3      39 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.0      40 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.0      41 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.7      42 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.7      42 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   46 19.5      42 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.8      43 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 19.5      44 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.2      44 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   46 19.5      44 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   46 19.5      44 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.5      45 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.7      45 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 18.7      45 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   46 19.5      46 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 20.0      49 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.3      50 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.9      52 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.3      52 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.3      52 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.9      54 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.7      54 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   42 17.9      55 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   45 19.2      56 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.3      57 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.3      57 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.3      57 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.7      61 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 17.9      61 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 19.3      65 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.7      66 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.7      66 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   41 17.5      67 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   41 17.5      67 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.1      68 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.1      68 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   42 18.0      70 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.3      70 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 18.0      71 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.6      71 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.5      73 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.6      73 
gi|29539109|emb|CAD87730.1| allergen Len c 1.0101  ( 418)   45 19.3      73 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.5      74 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   38 16.3      75 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 18.0      76 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.6      76 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.6      76 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.1      77 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 17.6      81 
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gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 17.6      81 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.4      81 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.5      84 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   39 16.8      85 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   43 18.6      88 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   42 18.1      90 
gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1  ( 225)   42 18.1      90 
gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2  ( 225)   42 18.1      90 
gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2  ( 225)   42 18.1      90 
gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3  ( 225)   42 18.1      90 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 16.8      95 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   42 18.2      96 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   44 19.1      98 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   43 18.6      98 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  72  Z-score: 122.5  bits: 27.7 E(): 0.076 
Smith-Waterman score: 72; 28.2% identity (52.1% similar) in 71 aa overlap (7-76:30-99) 
 
                                      10         20        30       
2MEPSP                        GIGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY                 
       . ..  .:..  . : .     ::: :    ::   :. :                     
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
gi|291 REMKDRAEQFGQQHVTGSQGS 
     120       130       140 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  70  Z-score: 115.6  bits: 27.3 E(): 0.19 
Smith-Waterman score: 70; 27.4% identity (57.5% similar) in 73 aa overlap (7-77:8-73) 
 
                10         20        30        40        50         
2MEPSP  GIGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
              ::. : .:.. . . .   : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
        60        70        80                                      
2MEPSP RFGVKAEHSDSWDRFYIKGGQKY                                      
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 97.8  bits: 23.2 E():  1.8 
Smith-Waterman score: 58; 27.1% identity (48.6% similar) in 70 aa overlap (7-76:36-104) 
 
                                       10        20        30       
2MEPSP                         GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|753 GQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
         40        50        60        70        80                 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY                 
       . ..  .:.:  .   .     ::: :    ::   :. :                     
gi|753 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|753 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 97.8  bits: 23.2 E():  1.8 
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Smith-Waterman score: 58; 27.1% identity (48.6% similar) in 70 aa overlap (7-76:36-104) 
 
                                       10        20        30       
2MEPSP                         GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|198 GQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
         40        50        60        70        80                 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY                 
       . ..  .:.:  .   .     ::: :    ::   :. :                     
gi|198 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|198 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.3  bits: 23.0 E():  2.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (21-36:9-24) 
 
               10        20        30        40        50        60 
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                           :.:::.:: . :::..                         
gi|476             MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSV 
                           10        20        30        40         
 
               70        80                                         
2MEPSP VKAEHSDSWDRFYIKGGQKY                                         
                                                                    
gi|476 AWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNGEQLV 
       50        60        70        80        90       100         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.3  bits: 23.0 E():  2.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (21-36:9-24) 
 
               10        20        30        40        50        60 
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                           :.:::.:: . :::..                         
gi|313             MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSV 
                           10        20        30        40         
 
               70        80                                         
2MEPSP VKAEHSDSWDRFYIKGGQKY                                         
                                                                    
gi|313 AWWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNGEQLV 
       50        60        70        80        90       100         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.0  bits: 23.0 E():    3 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (15-53:26-64) 
 
                          10        20        30        40          
2MEPSP            GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKY                              
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 91.9  bits: 23.5 E():  3.9 
Smith-Waterman score: 58; 25.0% identity (52.6% similar) in 76 aa overlap (9-76:228-299) 
 
                                     10        20        30         
2MEPSP                       GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
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                                     .. .:.:. .:.  .::..:    :: .:: 
gi|113 SISGSSQIWIDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLFGA----GDENIE 
       200       210       220       230       240           250    
 
       40        50                60        70        80           
2MEPSP IIDKLISIPYVEMTLRLMER--------FGVKAEHSDSWDRFYIKGGQKY           
           : .. .  .:  . .:        : :  .. :.:  . : :               
gi|113 DRGMLATVAFNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFC 
           260       270       280       290       300       310    
 
gi|113 APDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAE 
           320       330       340       350       360       370    
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 90.2  bits: 21.9 E():  4.8 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (31-65:90-126) 
 
               10        20        30        40          50         
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
       60        70        80                   
2MEPSP FGVKAEHSDSWDRFYIKGGQKY                   
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 90.2  bits: 21.9 E():  4.8 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (31-65:90-126) 
 
               10        20        30        40          50         
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
       60        70        80                   
2MEPSP FGVKAEHSDSWDRFYIKGGQKY                   
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.3  bits: 21.5 E():  5.4 
Smith-Waterman score: 53; 18.4% identity (55.1% similar) in 49 aa overlap (5-53:71-119) 
 
                                         10        20        30     
2MEPSP                           GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 
                                     .:.: .:.  :     .. .  . :  . : 
gi|132 DKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKD 
               50        60        70        80        90       100 
 
           40        50        60        70        80 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
       . :.... . . : .  .:                            
gi|132 ASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN         
              110       120       130                 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 88.8  bits: 23.3 E():  5.8 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (12-47:247-289) 
 
                                  10        20          30          
2MEPSP                    GIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5213

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

           40        50        60        70        80               
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY               
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 88.6  bits: 23.8 E():  5.9 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (29-73:372-415) 
 
                 10        20        30        40        50         
2MEPSP   GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
       60        70        80                                       
2MEPSP FGVKAEHSDSWDRFYIKGGQKY                                       
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 86.0  bits: 22.2 E():  8.3 
Smith-Waterman score: 54; 36.5% identity (61.5% similar) in 52 aa overlap (29-79:139-186) 
 
                 10        20        30        40         50        
2MEPSP   GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :. .  .  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDV--LA 
      110       120       130       140        150       160        
 
        60        70        80                                      
2MEPSP RFGVKAEHSDSWDRFYIKGGQKY                                      
       : ..:   .:    ::.... :                                       
gi|612 R-NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNND 
          170       180       190       200       210       220     
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 85.7  bits: 22.2 E():  8.6 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (9-41:105-139) 
 
                                     10        20         30        
2MEPSP                       GIGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
         40        50        60        70        80                 
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY                 
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 85.6  bits: 23.1 E():  8.7 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (12-47:378-420) 
 
                                  10        20          30          
2MEPSP                    GIGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
           40        50        60        70        80               
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY               
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
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 initn:  54 init1:  54 opt:  54  Z-score: 83.6  bits: 22.3 E():   11 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (40-61:9-30) 
 
      10        20        30        40        50        60          
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
      70        80                                                  
2MEPSP DRFYIKGGQKY                                                  
                                                                    
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.4  bits: 22.8 E():   12 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (30-57:414-441) 
 
                10        20        30        40        50          
2MEPSP  GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
      60        70        80                                        
2MEPSP GVKAEHSDSWDRFYIKGGQKY                                        
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.1  bits: 20.6 E():   12 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (31-65:91-127) 
 
               10        20        30        40          50         
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
       60        70        80                   
2MEPSP FGVKAEHSDSWDRFYIKGGQKY                   
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.1  bits: 20.6 E():   12 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (31-65:91-127) 
 
               10        20        30        40          50         
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
       60        70        80                   
2MEPSP FGVKAEHSDSWDRFYIKGGQKY                   
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.1  bits: 20.6 E():   12 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (33-70:125-160) 
 
             10        20        30        40        50        60   
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
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          100       110       120       130       140       150     
 
             70        80 
2MEPSP AEHSDSWDRFYIKGGQKY 
         :::...           
gi|132 --HSDAYN           
            160           
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 83.1  bits: 20.6 E():   12 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (8-65:70-127) 
 
                                      10        20        30        
2MEPSP                        GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
      40        50        60        70        80        90          
 
        40          50        60        70        80                
2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY                
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.1  bits: 20.6 E():   12 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (31-65:91-127) 
 
               10        20        30        40          50         
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
       60        70        80                   
2MEPSP FGVKAEHSDSWDRFYIKGGQKY                   
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.1  bits: 22.9 E():   14 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (30-57:500-527) 
 
                10        20        30        40        50          
2MEPSP  GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
      60        70        80                                        
2MEPSP GVKAEHSDSWDRFYIKGGQKY                                        
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.7  bits: 20.3 E():   14 
Smith-Waterman score: 49; 75.0% identity (87.5% similar) in 8 aa overlap (1-8:119-126) 
 
                                             10        20        30 
2MEPSP                               GIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::.:::                       
gi|144 QTATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTV 
       90       100       110       120       130       140         
 
               40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                                          
gi|144 EEVD                                               
      150                                                 
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>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.4  bits: 20.3 E():   15 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (42-65:104-127) 
 
              20        30        40        50        60        70  
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
              80                   
2MEPSP FYIKGGQKY                   
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.5  bits: 21.2 E():   17 
Smith-Waterman score: 51; 30.0% identity (70.0% similar) in 30 aa overlap (2-29:182-211) 
 
                                            10        20            
2MEPSP                              GIGGLPGGKVKLSGSISSQYLSALLMA--AP 
                                     .:..:...:.:  .... : .:   :  :: 
gi|249 AYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAP 
             160       170       180       190       200       210  
 
      30        40        50        60        70        80          
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY          
                                                                    
gi|249 ANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKYTVSETAL 
             220       230       240       250       260       270  
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 79.8  bits: 21.3 E():   18 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (4-60:271-326) 
 
                                          10        20        30    
2MEPSP                            GIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
            40        50        60        70        80              
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY              
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 79.7  bits: 20.0 E():   19 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (19-65:80-126) 
 
                           10        20        30        40         
2MEPSP             GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
         50        60        70        80                   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY                   
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 79.4  bits: 21.3 E():   19 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (15-63:54-105) 
 
                               10        20          30         40  
2MEPSP                 GIGGLPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
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                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
              50        60        70        80                      
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY                      
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 78.8  bits: 18.7 E():   21 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (31-64:5-40) 
 
               10        20        30        40           50        
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.:. .: ::   ::.: :     ..    
gi|603                           VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTS 
                                          10        20        30    
 
        60        70        80                   
2MEPSP RFGVKAEHSDSWDRFYIKGGQKY                   
       .. .:..                                   
gi|603 KYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
            40        50        60        70     
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.3  bits: 20.5 E():   22 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (13-40:7-34) 
 
               10        20        30        40        50        60 
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                   : .. :  ..:.  :::. :   :....                     
gi|668       MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYP 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP VKAEHSDSWDRFYIKGGQKY                                         
                                                                    
gi|668 TPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAAD 
           60        70        80        90       100       110     
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.3  bits: 20.5 E():   22 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (13-40:7-34) 
 
               10        20        30        40        50        60 
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                   : .. :  ..:.  :::. :   :....                     
gi|833       MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYP 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP VKAEHSDSWDRFYIKGGQKY                                         
                                                                    
gi|833 TPQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAAD 
           60        70        80        90       100       110     
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.2  bits: 20.0 E():   22 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (3-42:162-201) 
 
                                           10        20        30   
2MEPSP                             GIGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
             40        50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
       : .  : . :                                       
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gi|116 GKAFYEAVAKAHQ                                    
             200                                        
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (9-64:71-126) 
 
                                     10        20        30         
2MEPSP                       GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
       40        50        60        70        80                   
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY                   
          ::.: :.    ..   .. .:..                                   
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  85 init1:  50 opt:  50  Z-score: 77.9  bits: 20.9 E():   23 
Smith-Waterman score: 53; 22.7% identity (54.7% similar) in 75 aa overlap (10-76:230-300) 
 
                                    10        20        30          
2MEPSP                      GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     : .:.   ... .:.:..:    .:....  
gi|113 VTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGA----SDTHFQD 
     200       210       220       230       240           250      
 
      40        50             60           70        80            
2MEPSP IDKLISIPYVEMTLRLMER-----FG---VKAEHSDSWDRFYIKGGQKY            
       .   ... :  .:  . ::     ::   .  .  : ::.. : :                
gi|113 LKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVA 
         260       270       280       290       300       310      
 
gi|113 PDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEP 
         320       330       340       350       360       370      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (8-32:221-245) 
 
                                      10        20        30        
2MEPSP                        GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
        40        50        60        70        80                  
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY                  
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (19-65:81-127) 
 
                           10        20        30        40         
2MEPSP             GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         50        60        70        80                   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY                   
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
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 initn:  43 init1:  43 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (32-65:92-127) 
 
              10        20        30        40           50         
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
       60        70        80                   
2MEPSP FGVKAEHSDSWDRFYIKGGQKY                   
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (19-65:81-127) 
 
                           10        20        30        40         
2MEPSP             GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
         50        60        70        80                   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY                   
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (42-79:104-139) 
 
              20        30        40        50        60        70  
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
              80                     
2MEPSP FYIKGGQKY                     
         :::...                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
             140       150       160 
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 76.0  bits: 20.6 E():   29 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (4-69:69-131) 
 
                                          10        20        30    
2MEPSP                            GIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|746 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
            40        50        60        70        80              
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY              
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|746 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|746 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 76.0  bits: 20.6 E():   29 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (4-69:69-131) 
 
                                          10        20        30    
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2MEPSP                            GIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|129 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
            40        50        60        70        80              
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY              
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|129 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|129 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 75.9  bits: 16.3 E():   30 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (61-69:10-18) 
 
               40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     . ::..:.:            
gi|409                      IAKVPPGGXITAEYGDKWLD          
                                    10        20          
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.8  bits: 18.9 E():   30 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (7-54:21-64) 
 
                             10        20        30        40       
2MEPSP               GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                           :... : :.. ... : : . :  . :.. :  ..:: .. 
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQNL 
               10        20         30         40          50       
 
         50        60        70        80                           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY                           
       :. :.  :                                                     
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 45; 24.4% identity (63.4% similar) in 41 aa overlap (5-43:58-98) 
 
                                         10        20          30   
2MEPSP                           GIGGLPGGKVKLSGSISSQYLS--ALLMAAPLAL 
                                     :: :.   : .. .. ..  :: . . .   
gi|166 DTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVID 
        30        40        50        60        70        80        
 
             40        50        60        70        80             
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY             
       ::. .:.:...                                                  
gi|166 GDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEENIKFADAQNTALFKAI 
        90       100       110       120       130       140        
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 74.2  bits: 22.0 E():   37 
Smith-Waterman score: 52; 36.8% identity (60.5% similar) in 38 aa overlap (1-33:644-680) 
 
                                                  10        20      
2MEPSP                               GIGGLPGGK-----VKLSGSISSQYLSALL 
                                     : .:.::::     . : :.:.:   ..   
gi|278 GPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIGSPGRDGA- 
           620       630       640       650       660       670    
 
          30        40        50        60        70        80      
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY      
        .:: :.:                                                     
gi|278 RGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAGPAGAAGQ 
            680       690       700       710       720       730   
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>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.1  bits: 19.0 E():   38 
Smith-Waterman score: 45; 24.4% identity (63.4% similar) in 41 aa overlap (5-43:72-112) 
 
                                         10        20          30   
2MEPSP                           GIGGLPGGKVKLSGSISSQYLS--ALLMAAPLAL 
                                     :: :.   : .. .. ..  :: . . .   
gi|133 DTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVID 
              50        60        70        80        90       100  
 
             40        50        60        70        80             
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY             
       ::. .:.:...                                                  
gi|133 GDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEENIKFADAQNTALFKAI 
             110       120       130       140       150       160  
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (62-72:8-18) 
 
              40        50        60        70        80            
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY            
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (62-72:8-18) 
 
              40        50        60        70        80            
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY            
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.8  bits: 20.3 E():   39 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (4-43:393-434) 
 
                                          10        20          30  
2MEPSP                            GIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
              40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
       :::  .   :..                                      
gi|601 LGDKAVYAGDNFRTAINL                                
            430       440                                
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.6  bits: 19.0 E():   40 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (68-79:134-145) 
 
        40        50        60        70        80                  
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY                  
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
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>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.4  bits: 19.0 E():   41 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (68-79:142-153) 
 
        40        50        60        70        80                  
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY                  
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 17.7 E():   42 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (14-35:54-75) 
 
                                10        20        30        40    
2MEPSP                  GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
            50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 17.7 E():   42 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (14-35:54-75) 
 
                                10        20        30        40    
2MEPSP                  GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
            50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 46; 33.3% identity (77.8% similar) in 18 aa overlap (2-19:128-145) 
 
                                            10        20        30  
2MEPSP                              GIGGLPGGKVKLSGSISSQYLSALLMAAPLA 
                                     .: . :::. . :.:...             
gi|462 EDLAKKYKDEVVDVYGSNYYVNCYFSSKDNVGKVTGGKTCMYGGITKHEGNHFDNGNLQN 
       100       110       120       130       140       150        
 
              40        50        60        70        80            
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY            
                                                                    
gi|462 VLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLYEFNSSPYETGYIKFIE 
       160       170       180       190       200       210        
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 73.0  bits: 17.8 E():   43 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (13-55:6-51) 
 
               10        20        30           40        50        
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIPYVEMTLRLME 
                   :. .. :.:  :.  ::. :  :  .   .   :. .:    ::..   
gi|453        RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPP 
                      10        20        30        40        50    
 
        60        70        80      
2MEPSP RFGVKAEHSDSWDRFYIKGGQKY      
                                    
gi|453 LLLQLQLPPLLSQGNPACSPKWLQLLVP 
            60        70        80  
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>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (1-34:142-175) 
 
                                             10        20        30 
2MEPSP                               GIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|481 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
             120       130       140       150       160       170  
 
               40        50        60        70        80           
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY           
          :                                                         
gi|481 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAA 
             180       190       200       210       220       230  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 43; 35.9% identity (51.3% similar) in 39 aa overlap (4-42:68-105) 
 
                                          10        20        30    
2MEPSP                            GIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|117 RLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAA-SGGAAAAGGSAQAEAAPEAAK 
        40        50        60        70         80        90       
 
            40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
       . : :  :.                                       
gi|117 EEEKEESDEDMGFGLFD                               
        100       110                                  
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (1-34:143-176) 
 
                                             10        20        30 
2MEPSP                               GIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|168 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
            120       130       140       150       160       170   
 
               40        50        60        70        80           
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY           
          :                                                         
gi|168 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAA 
            180       190       200       210       220       230   
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (1-34:146-179) 
 
                                             10        20        30 
2MEPSP                               GIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|285 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
         120       130       140       150       160       170      
 
               40        50        60        70        80           
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY           
          :                                                         
gi|285 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAA 
         180       190       200       210       220       230      
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.6  bits: 16.5 E():   45 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (61-69:10-18) 
 
               40        50        60        70        80       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY       
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                                     . ::..:.:                  
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK 
                                    10        20        30      
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (32-65:92-127) 
 
              10        20        30            40        50        
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
        60        70        80                   
2MEPSP RFGVKAEHSDSWDRFYIKGGQKY                   
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (19-65:81-127) 
 
                           10        20        30        40         
2MEPSP             GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
         50        60        70        80                   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY                   
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 46; 23.5% identity (58.8% similar) in 34 aa overlap (1-34:157-190) 
 
                                             10        20        30 
2MEPSP                               GIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|330 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
        130       140       150       160       170       180       
 
               40        50        60        70        80           
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY           
          :                                                         
gi|330 PADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAA 
        190       200       210       220       230       240       
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 72.0  bits: 20.0 E():   49 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (4-43:393-434) 
 
                                          10        20          30  
2MEPSP                            GIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
              40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
       ::: ..   :..                                      
gi|467 LGDKRLYAGDNFRTAINL                                
            430       440                                
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 71.8  bits: 18.3 E():   50 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (23-65:8-46) 
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               10        20        30        40        50        60 
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                             :..::. ..   :...  ::  .  . .:   :::.:: 
gi|140                MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFG 
                              10        20        30            40  
 
               70        80                                         
2MEPSP VKAEHSDSWDRFYIKGGQKY                                         
        : ..                                                        
gi|140 EKIDQIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLN 
              50        60        70        80        90       100  
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.5  bits: 20.9 E():   52 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (30-57:500-527) 
 
                10        20        30        40        50          
2MEPSP  GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
      60        70        80                                        
2MEPSP GVKAEHSDSWDRFYIKGGQKY                                        
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.5  bits: 18.3 E():   52 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (32-46:83-97) 
 
              10        20        30        40        50        60  
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
              70        80              
2MEPSP KAEHSDSWDRFYIKGGQKY              
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.5  bits: 18.3 E():   52 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (32-46:83-97) 
 
              10        20        30        40        50        60  
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
              70        80              
2MEPSP KAEHSDSWDRFYIKGGQKY              
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (4-12:36-44) 
 
                                          10        20        30    
2MEPSP                            GIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
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            40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                                       
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY   
          70        80        90       100       110   
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.3  bits: 18.7 E():   54 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (48-74:155-183) 
 
        20        30        40        50        60          70      
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
          80              
2MEPSP GGQKY              
                          
gi|549 CNYGPAGNVGNEPIYERK 
          190       200   
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 42; 35.9% identity (51.3% similar) in 39 aa overlap (4-42:68-105) 
 
                                          10        20        30    
2MEPSP                            GIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|185 RLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAA-SGGAAAAGGSAEAEAAPEAAK 
        40        50        60        70         80        90       
 
            40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
       . : :  :.                                       
gi|185 EEEKEESDEDMGFGLFD                               
        100       110                                  
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 45; 25.0% identity (67.9% similar) in 28 aa overlap (1-28:152-179) 
 
                                             10        20        30 
2MEPSP                               GIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     :.. .:.:....  .:.. .  :   ::   
gi|330 DSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATA 
             130       140       150       160       170       180  
 
               40        50        60        70        80           
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY           
                                                                    
gi|330 PADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTK 
             190       200       210       220       230       240  
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (42-65:104-127) 
 
              20        30        40        50        60        70  
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
              80                   
2MEPSP FYIKGGQKY                   
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (42-65:104-127) 
 
              20        30        40        50        60        70  
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
              80                   
2MEPSP FYIKGGQKY                   
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (13-43:108-139) 
 
                                 10        20        30         40  
2MEPSP                   GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
              50        60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
       ..                                      
gi|606 EIDEDGSGKIEFEEFWELMAGEAD                
       140       150       160                 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.3  bits: 19.7 E():   61 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (4-34:391-423) 
 
                                          10        20          30  
2MEPSP                            GIGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
              40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
       :::                                               
gi|144 LGDNAVYAGNNFRTAVNL                                
              430                                        
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (62-80:9-27) 
 
              40        50        60        70        80            
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY            
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.8  bits: 19.3 E():   65 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (7-45:309-349) 
 
                                       10         20          30    
2MEPSP                         GIGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
            40        50        60        70        80 
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2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
        .. :.: :..:                                    
gi|752 GANAEVI-KMVSET                                  
      340        350                                   
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 19.7 E():   66 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (12-46:1-35) 
 
               10        20        30        40        50        60 
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                  ..: .:   :  :. :.:.:..... .    : :.               
gi|796            MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFK 
                          10        20        30        40          
 
               70        80                                         
2MEPSP VKAEHSDSWDRFYIKGGQKY                                         
                                                                    
gi|796 KHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGH 
      50        60        70        80        90       100          
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 19.7 E():   66 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (12-46:1-35) 
 
               10        20        30        40        50        60 
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                  ..: .:   :  :. :.:.:..... .    : :.               
gi|142            MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFK 
                          10        20        30        40          
 
               70        80                                         
2MEPSP VKAEHSDSWDRFYIKGGQKY                                         
                                                                    
gi|142 KHVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGH 
      50        60        70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 17.5 E():   67 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (1-15:69-83) 
 
                                             10        20        30 
2MEPSP                               GIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|461 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
               40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                                          
gi|461 SDEDMGFGLFD                                        
      100                                                 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 17.5 E():   67 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 15 aa overlap (1-15:69-83) 
 
                                             10        20        30 
2MEPSP                               GIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : ::  :: .  .:.                
gi|416 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
               40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                                          
gi|416 SDEDMGFGLFD                                        
      100                                                 
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.1 E():   68 
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Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (62-79:7-24) 
 
              40        50        60        70        80            
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY            
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.1 E():   68 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (62-79:7-24) 
 
              40        50        60        70        80            
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY            
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 45.0% identity (65.0% similar) in 20 aa overlap (1-20:47-65) 
 
                                             10        20        30 
2MEPSP                               GIGGLPGGKVKLSGSISSQYLSALLMAAPL 
                                     : :: ::   :.. . .:::           
gi|753 PRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGG-PGTTKKITFGEGSQYGYVKHKIDSV 
         20        30        40        50         60        70      
 
               40        50        60        70        80           
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY           
                                                                    
gi|753 DEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYHTKGDVEIKEEHVKA 
          80        90       100       110       120       130      
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.1  bits: 19.3 E():   70 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (39-65:169-195) 
 
       10        20        30        40         50        60        
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
        70        80                                                
2MEPSP SWDRFYIKGGQKY                                                
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (19-65:81-127) 
 
                           10        20        30        40         
2MEPSP             GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         50        60        70        80                   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY                   
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
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>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.1  bits: 17.6 E():   71 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (10-31:7-24) 
 
               10        20        30        40        50        60 
2MEPSP GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                .:::: .    :  ...:::.:                              
gi|209    MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPP 
                  10            20        30        40        50    
 
               70        80                                         
2MEPSP VKAEHSDSWDRFYIKGGQKY                                         
                                                                    
gi|209 SCCNGVKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTST 
            60        70        80        90       100       110    
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.5 E():   73 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (4-13:43-52) 
 
                                          10        20        30    
2MEPSP                            GIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
            40        50        60        70        80              
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY              
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 17.6 E():   73 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (39-65:86-112) 
 
       10        20        30        40        50        60         
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
       70        80 
2MEPSP WDRFYIKGGQKY 
                    
gi|301 LIRSLFGLP    
         120        
 
>>gi|29539109|emb|CAD87730.1| allergen Len c 1.0101 [Len  (418 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.8  bits: 19.3 E():   73 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (10-68:126-183) 
 
                                    10        20        30          
2MEPSP                      GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     :.  :...:  ::.  .  :  :.    .: 
gi|295 DTIKLPAGTIAYLANRDDNEDLRVLDLAIPVNRPGQLQSFLLSGT-QNQPSFLSGFSKNI 
         100       110       120       130       140        150     
 
      40        50        60        70        80                    
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY                    
       ..  ..  : :.   :.:.   :..:  :                                
gi|295 LEAAFNTEYEEIEKVLLEEQEQKSQHRRSLRDKRQEITNEDVIVKVSREQIEELSKNAKS 
          160       170       180       190       200       210     
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.5 E():   74 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (39-65:5-31) 
 
       10        20        30        40        50        60         
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
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                                     ::. : ..:  .  :. ..  :: ..:    
gi|424                           EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIE 
                                         10        20        30     
 
       70        80                                                 
2MEPSP WDRFYIKGGQKY                                                 
                                                                    
gi|424 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
           40        50        60        70        80        90     
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.6  bits: 16.3 E():   75 
Smith-Waterman score: 47; 37.1% identity (68.6% similar) in 35 aa overlap (11-45:12-42) 
 
                10        20        30        40        50          
2MEPSP  GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                  : .:.:::. :.  :   :  ::.: .: :.....               
gi|377 EHERIFKRFDAKGDGKISSSELGETL--KP--LGSVTLEEIQRMMAEIDTDGDGFL     
               10        20            30        40        50       
 
      60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKY 
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.5  bits: 18.0 E():   76 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (7-23:152-166) 
 
                                       10        20        30       
2MEPSP                         GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
         40        50        60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (62-80:9-27) 
 
              40        50        60        70        80            
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY            
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (62-80:9-27) 
 
              40        50        60        70        80            
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY            
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.4  bits: 18.1 E():   77 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (34-75:115-155) 
 
            10        20        30        40        50        60    
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
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            70        80                      
2MEPSP EHSDSWDRFYIKGGQKY                      
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (25-69:99-142) 
 
                     10        20        30        40        50     
2MEPSP       GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
           60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKY 
           . .  :.:. :            
gi|195 HNTPYCLAMEESQ-WS           
      130       140               
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (25-69:99-142) 
 
                     10        20        30        40        50     
2MEPSP       GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
           60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKY 
           . .  :.:. :            
gi|219 HNTPYCLAMEESQ-WS           
      130       140               
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (26-66:372-412) 
 
                    10        20        30        40        50      
2MEPSP      GIGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
           60        70        80                                   
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKY                                   
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (39-65:236-262) 
 
       10        20        30        40        50        60         
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
       70        80 
2MEPSP WDRFYIKGGQKY 
                    
gi|225 LIRSWFGLP    
         270        
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>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 67.6  bits: 16.8 E():   85 
Smith-Waterman score: 39; 57.1% identity (64.3% similar) in 14 aa overlap (62-75:7-16) 
 
              40        50        60        70        80            
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY            
                                     ::::    :::. :                 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.4  bits: 18.6 E():   88 
Smith-Waterman score: 43; 34.5% identity (65.5% similar) in 29 aa overlap (6-33:234-262) 
 
                                        10         20        30     
2MEPSP                          GIGGLPGGKV-KLSGSISSQYLSALLMAAPLALGD 
                                     ::  . .:. . :.. ::.  ::.: . :  
gi|238 EPSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKPGGSTDTLSGTSMASPHVCGL 
           210       220       230       240       250       260    
 
           40        50        60        70        80 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                                      
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR                  
           270       280       290                    
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 18.1 E():   90 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (4-12:43-51) 
 
                                          10        20        30    
2MEPSP                            GIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|908 ATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
            40        50        60        70        80              
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY              
                                                                    
gi|908 RTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 18.1 E():   90 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (4-12:43-51) 
 
                                          10        20        30    
2MEPSP                            GIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTLNLAAGTASARFWG 
             20        30        40        50        60        70   
 
            40        50        60        70        80              
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY              
                                                                    
gi|384 RTGCTFDASGKGSCKTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 18.1 E():   90 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (4-12:43-51) 
 
                                          10        20        30    
2MEPSP                            GIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIRNQCGYTVWAAGLPGGGKRLDQGQTWTLNLAAGTASARFWG 
             20        30        40        50        60        70   
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            40        50        60        70        80              
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY              
                                                                    
gi|384 RTGCTFDASGKGSCKTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 18.1 E():   90 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (4-12:43-51) 
 
                                          10        20        30    
2MEPSP                            GIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
            40        50        60        70        80              
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY              
                                                                    
gi|384 RTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDKDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 18.1 E():   90 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (4-12:43-51) 
 
                                          10        20        30    
2MEPSP                            GIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATSAISLHMQEAGAVKFDIKNQCRYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
            40        50        60        70        80              
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY              
                                                                    
gi|384 RTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 16.8 E():   95 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (71-79:67-75) 
 
               50        60        70        80                     
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY                     
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
gi|126 N 
         
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.6  bits: 18.2 E():   96 
Smith-Waterman score: 42; 34.3% identity (57.1% similar) in 35 aa overlap (5-37:122-156) 
 
                                         10          20        30   
2MEPSP                           GIGGLPGGKVKLSGSISS--QYLSALLMAAPLAL 
                                     :::. :  .:...:   ::    .. :  : 
gi|225 HEKYDSRLLDNDIALIKLKSPRLNSKNARVLPGSDVVKDGQVQSVWGYLEEGSYSLPPEL 
             100       110       120       130       140       150  
 
             40        50        60        70        80             
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY             
         :.:                                                        
gi|225 RRVDIGGASRKECNELYSKVNAEVTDNMICGGDVANGGKDSCQGDSGGPLVDVKNNQVVG 
             160       170       180       190       200       210  
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.5  bits: 19.1 E():   98 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (48-80:127-158) 
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        20        30        40        50        60        70        
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                     .:  :. :: :.:  .   : :. .  : . 
gi|275 GNAKAMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDS 
        100       110       120       130       140        150      
 
        80                                                          
2MEPSP QKY                                                          
       ...                                                          
gi|275 DNFIKLLDKFDEKFAHTSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAH 
         160       170       180       190       200       210      
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.4  bits: 18.6 E():   98 
Smith-Waterman score: 43; 30.0% identity (63.3% similar) in 30 aa overlap (4-33:246-275) 
 
                                          10        20        30    
2MEPSP                            GIGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     ::   .. .... .. :::.  ::.:   : 
gi|546 ENAITVGASTISDARAYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAG 
         220       230       240       250       260       270      
 
            40        50        60        70        80              
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY              
                                                                    
gi|546 LLTYYLSLQPSSDSEFFIGAEGITPAQLKKNLIAFGTPDVLADIPADTPNILAFNGAGQN 
         280       290       300       310       320       330      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:42 2011 done: Tue Apr 19 10:57:42 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 164  - 243 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     3     2:* 
  32    12     8:==*= 
  34    11    22:====   * 
  36    40    44:==============* 
  38    43    73:===============         * 
  40   102   102:=================================* 
  42   118   125:======================================== * 
  44   108   137:====================================         * 
  46   127   140:===========================================   * 
  48   180   134:============================================*=============== 
  50   148   122:========================================*========= 
  52   120   107:===================================*==== 
  54   115    92:==============================*======== 
  56    57    77:===================      * 
  58    65    63:====================*= 
  60    43    51:=============== * 
  62    41    41:=============* 
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  64    27    33:========= * 
  66    23    26:========* 
  68    23    20:======*= 
  70    13    16:=====* 
  72    15    12:===*= 
  74    11    10:===* 
  76     8     8:==* 
  78     5     6:=* 
  80     4     5:=* 
  82     4     3:*= 
  84     6     3:*= 
  86     3     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.01310.00307; mu= 15.6839 0.160 
 mean_var=32.0923 8.219, 0's: 2 Z-trim: 4  B-trim: 0 in 0/44 
 Lambda= 0.226399 
 Kolmogorov-Smirnov  statistic: 0.0578 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   72 27.8   0.071 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   70 27.4    0.17 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   58 23.3     1.7 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   58 23.3     1.7 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.1     2.6 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.1     2.6 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 23.1     2.7 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   58 23.7     3.4 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.5     5.1 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 24.0     5.1 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   53 21.6     5.2 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   54 22.3     7.5 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 23.3     7.5 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 22.3     7.7 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.5     9.8 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 23.0     9.9 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.7      11 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 20.7      11 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 20.7      11 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.7      11 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.7      11 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 23.1      12 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.4      14 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   51 21.4      15 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 21.4      16 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.5      17 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 20.0      18 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.6      20 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.6      20 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 18.7      21 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 20.1      21 
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gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 21.1      21 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 19.7      22 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.8      26 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   49 20.8      26 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   49 20.8      26 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.4      28 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.4      28 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.4      28 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.4      28 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.9      29 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.1      33 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   45 19.0      33 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   45 19.0      34 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   45 19.1      35 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.5      35 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   45 19.1      36 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.6      38 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.6      38 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.1      38 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.1      39 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   46 19.6      39 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.8      42 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.8      42 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.8      43 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.2      43 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 18.7      43 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.7      43 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 20.2      44 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 21.1      44 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.4      47 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.3      48 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.4      50 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.4      50 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.8      51 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.9      52 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   42 17.9      53 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.4      54 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.4      54 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.4      54 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.8      54 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 19.4      59 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.9      59 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.9      59 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.0      59 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.5      63 
gi|29539109|emb|CAD87730.1| allergen Len c 1.0101  ( 418)   45 19.5      66 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 18.1      67 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   42 18.1      67 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   42 18.1      67 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.1      67 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.1      68 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.1      68 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.6      68 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.6      69 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.6      69 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.6      71 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 18.1      72 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.6      72 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.1      73 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.7      74 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.7      74 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   38 16.3      77 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.7      77 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 17.7      78 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 17.7      78 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   43 18.7      81 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   39 16.8      84 
gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2  ( 225)   42 18.2      85 
gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1  ( 225)   42 18.2      85 
gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2  ( 225)   42 18.2      85 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   42 18.2      85 
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gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3  ( 225)   42 18.2      85 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   48 21.1      85 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   44 19.2      88 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   42 18.3      89 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   43 18.8      90 
gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase ( 497)   44 19.3      92 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 16.9      94 
gi|1405736|emb|CAA35188.1| trypsin inhibitor cme p ( 144)   40 17.4      98 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 17.9      99 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   41 17.9      99 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   41 17.9      99 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   41 17.9      99 
gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subs ( 148)   40 17.4      99 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  72  Z-score: 123.1  bits: 27.8 E(): 0.071 
Smith-Waterman score: 72; 28.2% identity (52.1% similar) in 71 aa overlap (6-75:30-99) 
 
                                       10         20        30      
2MEPSP                         IGGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                
       . ..  .:..  . : .     ::: :    ::   :. :                     
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
gi|291 REMKDRAEQFGQQHVTGSQGS 
     120       130       140 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  70  Z-score: 116.4  bits: 27.4 E(): 0.17 
Smith-Waterman score: 70; 27.4% identity (57.5% similar) in 73 aa overlap (6-76:8-73) 
 
                 10         20        30        40        50        
2MEPSP   IGGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
              ::. : .:.. . . .   : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
         60        70        80                                     
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYK                                     
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 98.2  bits: 23.3 E():  1.7 
Smith-Waterman score: 58; 27.1% identity (48.6% similar) in 70 aa overlap (6-75:36-104) 
 
                                        10        20        30      
2MEPSP                          IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|753 GQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
          40        50        60        70        80                
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                
       . ..  .:.:  .   .     ::: :    ::   :. :                     
gi|753 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|753 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 98.2  bits: 23.3 E():  1.7 
Smith-Waterman score: 58; 27.1% identity (48.6% similar) in 70 aa overlap (6-75:36-104) 
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                                        10        20        30      
2MEPSP                          IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|198 GQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
          40        50        60        70        80                
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                
       . ..  .:.:  .   .     ::: :    ::   :. :                     
gi|198 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|198 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.9  bits: 23.1 E():  2.6 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (20-35:9-24) 
 
               10        20        30        40        50        60 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                          :.:::.:: . :::..                          
gi|476            MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVA 
                          10        20        30        40          
 
               70        80                                         
2MEPSP KAEHSDSWDRFYIKGGQKYK                                         
                                                                    
gi|476 WWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNGEQLVC 
      50        60        70        80        90       100          
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.9  bits: 23.1 E():  2.6 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (20-35:9-24) 
 
               10        20        30        40        50        60 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                          :.:::.:: . :::..                          
gi|313            MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVA 
                          10        20        30        40          
 
               70        80                                         
2MEPSP KAEHSDSWDRFYIKGGQKYK                                         
                                                                    
gi|313 WWHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNGEQLVC 
      50        60        70        80        90       100          
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.6  bits: 23.1 E():  2.7 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (14-52:26-64) 
 
                           10        20        30        40         
2MEPSP             IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                             
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 92.9  bits: 23.7 E():  3.4 
Smith-Waterman score: 58; 25.0% identity (52.6% similar) in 76 aa overlap (8-75:228-299) 
 
                                      10        20        30        
2MEPSP                        IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     .. .:.:. .:.  .::..:    :: .:: 
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gi|113 SISGSSQIWIDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLFGA----GDENIE 
       200       210       220       230       240           250    
 
        40        50                60        70        80          
2MEPSP IIDKLISIPYVEMTLRLMER--------FGVKAEHSDSWDRFYIKGGQKYK          
           : .. .  .:  . .:        : :  .. :.:  . : :               
gi|113 DRGMLATVAFNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFC 
           260       270       280       290       300       310    
 
gi|113 APDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAE 
           320       330       340       350       360       370    
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 89.8  bits: 23.5 E():  5.1 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (11-46:247-289) 
 
                                   10        20          30         
2MEPSP                     IGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
            40        50        60        70        80              
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK              
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 89.8  bits: 24.0 E():  5.1 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (28-72:372-415) 
 
                  10        20        30        40        50        
2MEPSP    IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
        60        70        80                                      
2MEPSP FGVKAEHSDSWDRFYIKGGQKYK                                      
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.7  bits: 21.6 E():  5.2 
Smith-Waterman score: 53; 18.4% identity (55.1% similar) in 49 aa overlap (4-52:71-119) 
 
                                          10        20        30    
2MEPSP                            IGGLPGGKVKLSGSISSQYLSALLMAAPLALGD 
                                     .:.: .:.  :     .. .  . :  . : 
gi|132 DKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKD 
               50        60        70        80        90       100 
 
            40        50        60        70        80 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
       . :.... . . : .  .:                             
gi|132 ASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN          
              110       120       130                  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 86.8  bits: 22.3 E():  7.5 
Smith-Waterman score: 54; 36.5% identity (61.5% similar) in 52 aa overlap (28-78:139-186) 
 
                  10        20        30        40         50       
2MEPSP    IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :. .  .  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDV--LA 
      110       120       130       140        150       160        
 
         60        70        80                                     
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2MEPSP RFGVKAEHSDSWDRFYIKGGQKYK                                     
       : ..:   .:    ::.... :                                       
gi|612 R-NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNND 
          170       180       190       200       210       220     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 86.8  bits: 23.3 E():  7.5 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (11-46:378-420) 
 
                                   10        20          30         
2MEPSP                     IGGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
            40        50        60        70        80              
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK              
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 86.6  bits: 22.3 E():  7.7 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (8-40:105-139) 
 
                                      10        20         30       
2MEPSP                        IGGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
          40        50        60        70        80                
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.7  bits: 22.5 E():  9.8 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (39-60:9-30) 
 
       10        20        30        40        50        60         
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
       70        80                                                 
2MEPSP DRFYIKGGQKYK                                                 
                                                                    
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.6  bits: 23.0 E():  9.9 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (29-56:414-441) 
 
                 10        20        30        40        50         
2MEPSP   IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
       60        70        80                                       
2MEPSP GVKAEHSDSWDRFYIKGGQKYK                                       
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.6  bits: 20.7 E():   11 
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Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (30-64:91-127) 
 
                10        20        30        40          50        
2MEPSP  IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
        60        70        80                  
2MEPSP FGVKAEHSDSWDRFYIKGGQKYK                  
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.6  bits: 20.7 E():   11 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (32-69:125-160) 
 
              10        20        30        40        50        60  
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
              70        80 
2MEPSP AEHSDSWDRFYIKGGQKYK 
         :::...            
gi|132 --HSDAYN            
            160            
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 83.6  bits: 20.7 E():   11 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (7-64:70-127) 
 
                                       10        20        30       
2MEPSP                         IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
      40        50        60        70        80        90          
 
         40          50        60        70        80               
2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK               
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.6  bits: 20.7 E():   11 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (30-64:91-127) 
 
                10        20        30        40          50        
2MEPSP  IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
        60        70        80                  
2MEPSP FGVKAEHSDSWDRFYIKGGQKYK                  
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.6  bits: 20.7 E():   11 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (30-64:91-127) 
 
                10        20        30        40          50        
2MEPSP  IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
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        60        70        80                  
2MEPSP FGVKAEHSDSWDRFYIKGGQKYK                  
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.4  bits: 23.1 E():   12 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (29-56:500-527) 
 
                 10        20        30        40        50         
2MEPSP   IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
       60        70        80                                       
2MEPSP GVKAEHSDSWDRFYIKGGQKYK                                       
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.8  bits: 20.4 E():   14 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (41-64:104-127) 
 
               20        30        40        50        60        70 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
               80                  
2MEPSP FYIKGGQKYK                  
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.4  bits: 21.4 E():   15 
Smith-Waterman score: 51; 30.0% identity (70.0% similar) in 30 aa overlap (1-28:182-211) 
 
                                             10        20           
2MEPSP                               IGGLPGGKVKLSGSISSQYLSALLMA--AP 
                                     .:..:...:.:  .... : .:   :  :: 
gi|249 AYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAP 
             160       170       180       190       200       210  
 
       30        40        50        60        70        80         
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK         
                                                                    
gi|249 ANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKYTVSETAL 
             220       230       240       250       260       270  
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 80.7  bits: 21.4 E():   16 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (3-59:271-326) 
 
                                           10        20        30   
2MEPSP                             IGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
             40        50        60        70        80             
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK             
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
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>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 80.3  bits: 21.5 E():   17 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (14-62:54-105) 
 
                                10        20          30         40 
2MEPSP                  IGGLPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
               50        60        70        80                     
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                     
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 80.1  bits: 20.0 E():   18 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (18-64:80-126) 
 
                            10        20        30        40        
2MEPSP              IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
          50        60        70        80                  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                  
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.0  bits: 20.6 E():   20 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (12-39:7-34) 
 
               10        20        30        40        50        60 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                  : .. :  ..:.  :::. :   :....                      
gi|833      MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPT 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP KAEHSDSWDRFYIKGGQKYK                                         
                                                                    
gi|833 PQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADS 
          60        70        80        90       100       110      
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.0  bits: 20.6 E():   20 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (12-39:7-34) 
 
               10        20        30        40        50        60 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                  : .. :  ..:.  :::. :   :....                      
gi|668      MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPT 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP KAEHSDSWDRFYIKGGQKYK                                         
                                                                    
gi|668 PQAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADS 
          60        70        80        90       100       110      
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 78.9  bits: 18.7 E():   21 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (30-63:5-40) 
 
               10        20        30        40           50        
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                    ::.:. .: ::   ::.: :     ..   . 
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gi|603                          VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSK 
                                         10        20        30     
 
        60        70        80                  
2MEPSP FGVKAEHSDSWDRFYIKGGQKYK                  
       . .:..                                   
gi|603 YHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
           40        50        60        70     
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.8  bits: 20.1 E():   21 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (2-41:162-201) 
 
                                            10        20        30  
2MEPSP                              IGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
              40        50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
       : .  : . :                                        
gi|116 GKAFYEAVAKAHQ                                     
             200                                         
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  85 init1:  50 opt:  50  Z-score: 78.7  bits: 21.1 E():   21 
Smith-Waterman score: 53; 22.7% identity (54.7% similar) in 75 aa overlap (9-75:230-300) 
 
                                     10        20        30         
2MEPSP                       IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     : .:.   ... .:.:..:    .:....  
gi|113 VTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGA----SDTHFQD 
     200       210       220       230       240           250      
 
       40        50                60        70        80           
2MEPSP IDKLISIPYVEMTLRLMER-----FG---VKAEHSDSWDRFYIKGGQKYK           
       .   ... :  .:  . ::     ::   .  .  : ::.. : :                
gi|113 LKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVA 
         260       270       280       290       300       310      
 
gi|113 PDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEP 
         320       330       340       350       360       370      
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (8-63:71-126) 
 
                                      10        20        30        
2MEPSP                        IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
        40        50        60        70        80                  
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                  
          ::.: :.    ..   .. .:..                                   
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.1  bits: 20.8 E():   26 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (7-31:221-245) 
 
                                       10        20        30       
2MEPSP                         IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
         40        50        60        70        80                 
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2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                 
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 76.9  bits: 20.8 E():   26 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (3-68:69-131) 
 
                                           10        20        30   
2MEPSP                             IGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|746 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
             40        50        60        70        80             
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK             
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|746 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|746 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 76.9  bits: 20.8 E():   26 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (3-68:69-131) 
 
                                           10        20        30   
2MEPSP                             IGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|129 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
             40        50        60        70        80             
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK             
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|129 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|129 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (18-64:81-127) 
 
                            10        20        30        40        
2MEPSP              IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          50        60        70        80                  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                  
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (31-64:92-127) 
 
               10        20        30        40           50        
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
        60        70        80                  
2MEPSP FGVKAEHSDSWDRFYIKGGQKYK                  
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       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (41-78:104-139) 
 
               20        30        40        50        60        70 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
               80                    
2MEPSP FYIKGGQKYK                    
         :::...                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
             140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (18-64:81-127) 
 
                            10        20        30        40        
2MEPSP              IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
          50        60        70        80                  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                  
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.1  bits: 18.9 E():   29 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (6-53:21-64) 
 
                              10        20        30        40      
2MEPSP                IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                           :... : :.. ... : : . :  . :.. :  ..:: .. 
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQNL 
               10        20         30         40          50       
 
          50        60        70        80                          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                          
       :. :.  :                                                     
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 75.2  bits: 16.1 E():   33 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (60-68:10-18) 
 
      30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
                                     . ::..:.:             
gi|409                      IAKVPPGGXITAEYGDKWLD           
                                    10        20           
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.0  bits: 19.0 E():   33 
Smith-Waterman score: 45; 83.3% identity (100.0% similar) in 6 aa overlap (2-7:121-126) 
 
                                            10        20        30  
2MEPSP                              IGGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     ::.:::                         
gi|144 ATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEE 
              100       110       120       130       140       150 
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              40        50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
                                                         
gi|144 VD                                                
                                                         
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.0  bits: 19.0 E():   34 
Smith-Waterman score: 45; 24.4% identity (63.4% similar) in 41 aa overlap (4-42:58-98) 
 
                                          10        20          30  
2MEPSP                            IGGLPGGKVKLSGSISSQYLS--ALLMAAPLAL 
                                     :: :.   : .. .. ..  :: . . .   
gi|166 DTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVID 
        30        40        50        60        70        80        
 
              40        50        60        70        80            
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK            
       ::. .:.:...                                                  
gi|166 GDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEENIKFADAQNTALFKAI 
        90       100       110       120       130       140        
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 74.8  bits: 19.1 E():   35 
Smith-Waterman score: 45; 22.2% identity (60.3% similar) in 63 aa overlap (18-78:81-139) 
 
                            10        20        30          40      
2MEPSP              IGGLPGGKVKLSGSISSQYLSALLMAAPLA--LGDVEIEIIDKLISI 
                                     .:  ... ..::.  :  .  ::  :...  
gi|534 PGTIKKITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEI--KIVAA 
               60        70        80        90       100           
 
          50        60        70        80                    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                    
       :     :..  .. .:.. : . ..  ::.:..                      
gi|534 PGGGSILKITSKYHTKGDISLNEEE--IKAGKEKGAGLFKAVENYLVAHPNAYN 
      110       120       130         140       150       160 
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.7  bits: 20.5 E():   35 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (3-42:393-434) 
 
                                           10        20          30 
2MEPSP                             IGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
               40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
       :::  .   :..                                       
gi|601 LGDKAVYAGDNFRTAINL                                 
            430       440                                 
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.5  bits: 19.1 E():   36 
Smith-Waterman score: 45; 24.4% identity (63.4% similar) in 41 aa overlap (4-42:72-112) 
 
                                          10        20          30  
2MEPSP                            IGGLPGGKVKLSGSISSQYLS--ALLMAAPLAL 
                                     :: :.   : .. .. ..  :: . . .   
gi|133 DTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVID 
              50        60        70        80        90       100  
 
              40        50        60        70        80            
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK            
       ::. .:.:...                                                  
gi|133 GDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEENIKFADAQNTALFKAI 
             110       120       130       140       150       160  
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>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.6 E():   38 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (61-71:8-18) 
 
               40        50        60        70        80           
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK           
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.6 E():   38 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (61-71:8-18) 
 
               40        50        60        70        80           
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK           
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.1  bits: 19.1 E():   38 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (67-78:134-145) 
 
         40        50        60        70        80                 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                 
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.8  bits: 19.1 E():   39 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (67-78:142-153) 
 
         40        50        60        70        80                 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                 
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 19.6 E():   39 
Smith-Waterman score: 46; 33.3% identity (77.8% similar) in 18 aa overlap (1-18:128-145) 
 
                                             10        20        30 
2MEPSP                               IGGLPGGKVKLSGSISSQYLSALLMAAPLA 
                                     .: . :::. . :.:...             
gi|462 EDLAKKYKDEVVDVYGSNYYVNCYFSSKDNVGKVTGGKTCMYGGITKHEGNHFDNGNLQN 
       100       110       120       130       140       150        
 
               40        50        60        70        80           
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK           
                                                                    
gi|462 VLIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLYEFNSSPYETGYIKFIE 
       160       170       180       190       200       210        
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 17.8 E():   42 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (13-34:54-75) 
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                                 10        20        30        40   
2MEPSP                   IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
             50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 17.8 E():   42 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (13-34:54-75) 
 
                                 10        20        30        40   
2MEPSP                   IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
             50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 73.1  bits: 17.8 E():   43 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (12-54:6-51) 
 
               10        20        30           40        50        
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIPYVEMTLRLMER 
                  :. .. :.:  :.  ::. :  :  .   .   :. .:    ::..    
gi|453       RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPL 
                     10        20        30        40        50     
 
        60        70        80     
2MEPSP FGVKAEHSDSWDRFYIKGGQKYK     
                                   
gi|453 LLQLQLPPLLSQGNPACSPKWLQLLVP 
           60        70        80  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.1  bits: 18.2 E():   43 
Smith-Waterman score: 43; 35.9% identity (51.3% similar) in 39 aa overlap (3-41:68-105) 
 
                                           10        20        30   
2MEPSP                             IGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|117 RLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAA-SGGAAAAGGSAQAEAAPEAAK 
        40        50        60        70         80        90       
 
             40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
       . : :  :.                                        
gi|117 EEEKEESDEDMGFGLFD                                
        100       110                                   
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (18-64:81-127) 
 
                            10        20        30        40        
2MEPSP              IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
          50        60        70        80                  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                  
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
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>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (31-64:92-127) 
 
               10        20        30            40        50       
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
         60        70        80                  
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYK                  
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 72.9  bits: 20.2 E():   44 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (3-42:393-434) 
 
                                           10        20          30 
2MEPSP                             IGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
               40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
       ::: ..   :..                                       
gi|467 LGDKRLYAGDNFRTAINL                                 
            430       440                                 
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 21.1 E():   44 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (29-56:500-527) 
 
                 10        20        30        40        50         
2MEPSP   IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
       60        70        80                                       
2MEPSP GVKAEHSDSWDRFYIKGGQKYK                                       
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.2  bits: 16.4 E():   47 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (60-68:10-18) 
 
      30        40        50        60        70        80      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK      
                                     . ::..:.:                  
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK 
                                    10        20        30      
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 72.1  bits: 18.3 E():   48 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (22-64:8-46) 
 
               10        20        30        40        50        60 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                            :..::. ..   :...  ::  .  . .:   :::.::  
gi|140               MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFGE 
                             10        20        30            40   
 
               70        80                                         
2MEPSP KAEHSDSWDRFYIKGGQKYK                                         
       : ..                                                         
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gi|140 KIDQIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNM 
             50        60        70        80        90       100   
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (31-45:83-97) 
 
               10        20        30        40        50        60 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
               70        80             
2MEPSP KAEHSDSWDRFYIKGGQKYK             
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (31-45:83-97) 
 
               10        20        30        40        50        60 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
               70        80             
2MEPSP KAEHSDSWDRFYIKGGQKYK             
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.8  bits: 18.8 E():   51 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (47-73:155-183) 
 
         20        30        40        50        60          70     
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
           80             
2MEPSP GGQKYK             
                          
gi|549 CNYGPAGNVGNEPIYERK 
          190       200   
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (3-11:36-44) 
 
                                           10        20        30   
2MEPSP                             IGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
             40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
                                                        
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY    
          70        80        90       100       110    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.3  bits: 17.9 E():   53 
Smith-Waterman score: 42; 35.9% identity (51.3% similar) in 39 aa overlap (3-41:68-105) 
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                                           10        20        30   
2MEPSP                             IGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|185 RLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAA-SGGAAAAGGSAEAEAAPEAAK 
        40        50        60        70         80        90       
 
             40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
       . : :  :.                                        
gi|185 EEEKEESDEDMGFGLFD                                
        100       110                                   
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (41-64:104-127) 
 
               20        30        40        50        60        70 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
               80                  
2MEPSP FYIKGGQKYK                  
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (41-64:104-127) 
 
               20        30        40        50        60        70 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
               80                  
2MEPSP FYIKGGQKYK                  
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (12-42:108-139) 
 
                                  10        20        30         40 
2MEPSP                    IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
               50        60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
       ..                                       
gi|606 EIDEDGSGKIEFEEFWELMAGEAD                 
       140       150       160                  
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 71.2  bits: 19.8 E():   54 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (3-33:391-423) 
 
                                           10        20          30 
2MEPSP                             IGGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
               40        50        60        70        80 
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2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
       :::                                                
gi|144 LGDNAVYAGNNFRTAVNL                                 
              430                                         
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.6  bits: 19.4 E():   59 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (6-44:309-349) 
 
                                        10         20          30   
2MEPSP                          IGGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
             40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
        .. :.: :..:                                     
gi|752 GANAEVI-KMVSET                                   
      340        350                                    
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (11-45:1-35) 
 
               10        20        30        40        50        60 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                 ..: .:   :  :. :.:.:..... .    : :.                
gi|142           MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFKK 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP KAEHSDSWDRFYIKGGQKYK                                         
                                                                    
gi|142 HVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGHF 
               60        70        80        90       100       110 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (11-45:1-35) 
 
               10        20        30        40        50        60 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                 ..: .:   :  :. :.:.:..... .    : :.                
gi|796           MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFKK 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP KAEHSDSWDRFYIKGGQKYK                                         
                                                                    
gi|796 HVDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGHF 
               60        70        80        90       100       110 
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (61-79:9-27) 
 
               40        50        60        70        80           
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK           
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.9  bits: 19.5 E():   63 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (38-64:169-195) 
 
        10        20        30        40         50        60       

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5255

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
         70        80                                               
2MEPSP SWDRFYIKGGQKYK                                               
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|29539109|emb|CAD87730.1| allergen Len c 1.0101 [Len  (418 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.6  bits: 19.5 E():   66 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (9-67:126-183) 
 
                                     10        20        30         
2MEPSP                       IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     :.  :...:  ::.  .  :  :.    .: 
gi|295 DTIKLPAGTIAYLANRDDNEDLRVLDLAIPVNRPGQLQSFLLSGT-QNQPSFLSGFSKNI 
         100       110       120       130       140        150     
 
       40        50        60        70        80                   
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                   
       ..  ..  : :.   :.:.   :..:  :                                
gi|295 LEAAFNTEYEEIEKVLLEEQEQKSQHRRSLRDKRQEITNEDVIVKVSREQIEELSKNAKS 
          160       170       180       190       200       210     
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (18-64:80-126) 
 
                            10        20        30        40        
2MEPSP              IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
          50        60        70        80                  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                  
       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (18-64:81-127) 
 
                            10        20        30        40        
2MEPSP              IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          50        60        70        80                  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                  
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (18-64:81-127) 
 
                            10        20        30        40        
2MEPSP              IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          50        60        70        80                  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                  
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       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (18-64:81-127) 
 
                            10        20        30        40        
2MEPSP              IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          50        60        70        80                  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                  
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.1 E():   68 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (61-78:7-24) 
 
               40        50        60        70        80           
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK           
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.1 E():   68 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (61-78:7-24) 
 
               40        50        60        70        80           
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK           
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 18.6 E():   68 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (3-12:43-52) 
 
                                           10        20        30   
2MEPSP                             IGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
             40        50        60        70        80             
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK             
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.6 E():   69 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (38-64:5-31) 
 
        10        20        30        40        50        60        
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|424                           EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIE 
                                         10        20        30     
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        70        80                                                
2MEPSP WDRFYIKGGQKYK                                                
                                                                    
gi|424 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
           40        50        60        70        80        90     
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.3  bits: 17.6 E():   69 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (9-30:7-24) 
 
               10        20        30        40        50        60 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
               .:::: .    :  ...:::.:                               
gi|209   MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPS 
                 10            20        30        40        50     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 17.6 E():   71 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (38-64:86-112) 
 
        10        20        30        40        50        60        
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
        70        80 
2MEPSP WDRFYIKGGQKYK 
                     
gi|301 LIRSLFGLP     
         120         
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.9  bits: 18.1 E():   72 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (6-22:152-166) 
 
                                        10        20        30      
2MEPSP                          IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
          40        50        60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.9  bits: 19.6 E():   72 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (25-65:372-412) 
 
                     10        20        30        40        50     
2MEPSP       IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
            60        70        80                                  
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYK                                  
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.8  bits: 18.1 E():   73 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (33-74:115-155) 
 
             10        20        30        40        50        60   
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
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             70        80                     
2MEPSP EHSDSWDRFYIKGGQKYK                     
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 17.7 E():   74 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (61-79:9-27) 
 
               40        50        60        70        80           
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK           
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 17.7 E():   74 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (61-79:9-27) 
 
               40        50        60        70        80           
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK           
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.4  bits: 16.3 E():   77 
Smith-Waterman score: 47; 37.1% identity (68.6% similar) in 35 aa overlap (10-44:12-42) 
 
                 10        20        30        40        50         
2MEPSP   IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                  : .:.:::. :.  :   :  ::.: .: :.....               
gi|377 EHERIFKRFDAKGDGKISSSELGETL--KP--LGSVTLEEIQRMMAEIDTDGDGFL     
               10        20            30        40        50       
 
       60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYK 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (38-64:236-262) 
 
        10        20        30        40        50        60        
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
        70        80 
2MEPSP WDRFYIKGGQKYK 
                     
gi|225 LIRSWFGLP     
         270         
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (24-68:99-142) 
 
                      10        20        30        40        50    
2MEPSP        IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
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            60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYK 
           . .  :.:. :             
gi|219 HNTPYCLAMEESQ-WS            
      130       140                
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (24-68:99-142) 
 
                      10        20        30        40        50    
2MEPSP        IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
            60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYK 
           . .  :.:. :             
gi|195 HNTPYCLAMEESQ-WS            
      130       140                
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 43; 34.5% identity (65.5% similar) in 29 aa overlap (5-32:234-262) 
 
                                          10        20        30    
2MEPSP                           IGGLPGGKV-KLSGSISSQYLSALLMAAPLALGD 
                                     ::  . .:. . :.. ::.  ::.: . :  
gi|238 EPSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKPGGSTDTLSGTSMASPHVCGL 
           210       220       230       240       250       260    
 
            40        50        60        70        80 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
                                                       
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR                   
           270       280       290                     
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 67.7  bits: 16.8 E():   84 
Smith-Waterman score: 39; 57.1% identity (64.3% similar) in 14 aa overlap (61-74:7-16) 
 
               40        50        60        70        80           
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK           
                                     ::::    :::. :                 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (3-11:43-51) 
 
                                           10        20        30   
2MEPSP                             IGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIRNQCGYTVWAAGLPGGGKRLDQGQTWTLNLAAGTASARFWG 
             20        30        40        50        60        70   
 
             40        50        60        70        80             
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK             
                                                                    
gi|384 RTGCTFDASGKGSCKTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (3-11:43-51) 
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                                           10        20        30   
2MEPSP                             IGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTLNLAAGTASARFWG 
             20        30        40        50        60        70   
 
             40        50        60        70        80             
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK             
                                                                    
gi|384 RTGCTFDASGKGSCKTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (3-11:43-51) 
 
                                           10        20        30   
2MEPSP                             IGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
             40        50        60        70        80             
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK             
                                                                    
gi|384 RTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDKDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (3-11:43-51) 
 
                                           10        20        30   
2MEPSP                             IGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|908 ATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
             40        50        60        70        80             
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK             
                                                                    
gi|908 RTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (3-11:43-51) 
 
                                           10        20        30   
2MEPSP                             IGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATSAISLHMQEAGAVKFDIKNQCRYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
             40        50        60        70        80             
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK             
                                                                    
gi|384 RTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.6  bits: 21.1 E():   85 
Smith-Waterman score: 48; 37.5% identity (66.7% similar) in 24 aa overlap (9-32:76-99) 
 
                                     10        20        30         
2MEPSP                       IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     : ..:  ..  :.: : : :.:.:       
gi|203 TPRDSQKVTIKGDAEVAFVSDCEAVLRLQNVAIDGVPNGAELAAELAAKPFAFGYFNGRI 
          50        60        70        80        90       100      
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       40        50        60        70        80                   
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                   
                                                                    
gi|203 LGVCPADDDQDWSLNVKKAIVSSLQALSDGNVEKAEEIDFSGRCPTEYRKIRSQDDNTVV 
         110       120       130       140       150       160      
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.4  bits: 19.2 E():   88 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (47-79:127-158) 
 
         20        30        40        50        60        70       
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                     .:  :. :: :.:  .   : :. .  : . 
gi|275 GNAKAMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDS 
        100       110       120       130       140        150      
 
         80                                                         
2MEPSP QKYK                                                         
       ...                                                          
gi|275 DNFIKLLDKFDEKFAHTSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAH 
         160       170       180       190       200       210      
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.2  bits: 18.3 E():   89 
Smith-Waterman score: 42; 34.3% identity (57.1% similar) in 35 aa overlap (4-36:122-156) 
 
                                          10          20        30  
2MEPSP                            IGGLPGGKVKLSGSISS--QYLSALLMAAPLAL 
                                     :::. :  .:...:   ::    .. :  : 
gi|225 HEKYDSRLLDNDIALIKLKSPRLNSKNARVLPGSDVVKDGQVQSVWGYLEEGSYSLPPEL 
             100       110       120       130       140       150  
 
              40        50        60        70        80            
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK            
         :.:                                                        
gi|225 RRVDIGGASRKECNELYSKVNAEVTDNMICGGDVANGGKDSCQGDSGGPLVDVKNNQVVG 
             160       170       180       190       200       210  
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.2  bits: 18.8 E():   90 
Smith-Waterman score: 43; 30.0% identity (63.3% similar) in 30 aa overlap (3-32:246-275) 
 
                                           10        20        30   
2MEPSP                             IGGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     ::   .. .... .. :::.  ::.:   : 
gi|546 ENAITVGASTISDARAYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAG 
         220       230       240       250       260       270      
 
             40        50        60        70        80             
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK             
                                                                    
gi|546 LLTYYLSLQPSSDSEFFIGAEGITPAQLKKNLIAFGTPDVLADIPADTPNILAFNGAGQN 
         280       290       300       310       320       330      
 
>>gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase (NA  (497 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.0  bits: 19.3 E():   92 
Smith-Waterman score: 44; 25.0% identity (58.3% similar) in 60 aa overlap (5-63:77-136) 
 
                                         10        20         30    
2MEPSP                           IGGLPGGKVKLSGSISSQYL-SALLMAAPLALGD 
                                     : .. :: ..... .  .: :.::  :: . 
gi|766 CSVQEATEKDVDIAVAAARKAFNGPWRKETPENRGKLLNKLADLFEKNADLIAAVEALDN 
         50        60        70        80        90       100       
 
            40        50        60        70        80              
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK              
        .   . : ...: .   :: .  .. : :                               
gi|766 GKAFSMAKNVDVPAAAGCLRYYGGWADKIEGKVVDTAPDSFNYIRKEPIGVCGQIIPWNF 
        110       120       130       140       150       160       
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 16.9 E():   94 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (70-78:67-75) 
 
      40        50        60        70        80                    
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                    
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
gi|126 N 
         
 
>>gi|1405736|emb|CAA35188.1| trypsin inhibitor cme precu  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (15-33:9-27) 
 
               10        20        30        40        50        60 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                     .:.  . :.:.:.  ..::                            
gi|140       MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQ 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP KAEHSDSWDRFYIKGGQKYK                                         
                                                                    
gi|140 GPRLLTSDMKRRCCDELSAIPAYCRCEALRIIMQGVVTWQGAFEGAYFKDSPNCPRERQT 
           60        70        80        90       100       110     
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (6-19:110-123) 
 
                                        10        20        30      
2MEPSP                          IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|549 NDELAYVAQVWANQCQYGHDTCRDIAKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
          40        50        60        70        80                
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                
                                                                    
gi|549 YNPKKKFSGNNFLKTGHYTQMVWANTKEVGCGSIKFIQEKWHKHYLVCNYGPSGNFQNEE 
     140       150       160       170       180       190          
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (6-19:110-123) 
 
                                        10        20        30      
2MEPSP                          IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|482 NDELAYIAQVWANQCEYGHDTCRDVAKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
          40        50        60        70        80                
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                
                                                                    
gi|482 YNPKKKFSGNNFLKTGHYTQMVWANTKEVGCGSIKYIQEKWHKHYLVCNYGPSGNFKNEE 
     140       150       160       170       180       190          
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (6-19:110-123) 
 
                                        10        20        30      
2MEPSP                          IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|549 SDELAYIAQVWANQCQYGHDTCRDVAKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
          40        50        60        70        80                
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2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                
                                                                    
gi|549 YNPKKKFSENNFLKIGHYTQMVWANTKEVGCGSIKYIQDKWHKHYLVCNYGPSGNFGNEE 
     140       150       160       170       180       190          
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (6-19:110-123) 
 
                                        10        20        30      
2MEPSP                          IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|740 NDELAYIAQVWANQCQYGHDTCRDVAKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
          40        50        60        70        80                
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK                
                                                                    
gi|740 YNPKKKFSENNFLKIGHYTQMVWANTKEVGCGSIKYIQDKWHKHYLVCNYGPSGNFGNEE 
     140       150       160       170       180       190          
 
>>gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subsp. v  (148 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 17.4 E():   99 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (15-33:9-27) 
 
               10        20        30        40        50        60 
2MEPSP IGGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                     .:.  . :.:.:.  ..::                            
gi|190       MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQ 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP KAEHSDSWDRFYIKGGQKYK                                         
                                                                    
gi|190 GPRLLTSDMKRRCCDELSAIPAYCRCEALRIIMQGVVTWQGAFEGAYFKDSPNCPRERQT 
           60        70        80        90       100       110     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:42 2011 done: Tue Apr 19 10:57:42 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 165  - 244 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     4     2:*= 
  32    11     8:==*= 
  34     7    22:===    * 
  36    41    44:==============* 
  38    37    73:=============           * 
  40   104   102:=================================*= 
  42   117   125:=======================================  * 
  44   114   137:======================================       * 
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  46   123   140:=========================================     * 
  48   175   134:============================================*============== 
  50   148   122:========================================*========= 
  52   124   107:===================================*====== 
  54   109    92:==============================*====== 
  56    67    77:=======================  * 
  58    57    63:=================== * 
  60    48    51:================* 
  62    49    41:=============*=== 
  64    23    33:========  * 
  66    29    26:========*= 
  68    19    20:======* 
  70    12    16:==== * 
  72    15    12:===*= 
  74    12    10:===* 
  76    10     8:==*= 
  78     5     6:=* 
  80     4     5:=* 
  82     2     3:* 
  84     7     3:*== 
  86     3     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.13560.00305; mu= 14.9131 0.160 
 mean_var=32.0075 8.100, 0's: 2 Z-trim: 4  B-trim: 0 in 0/44 
 Lambda= 0.226698 
 Kolmogorov-Smirnov  statistic: 0.0625 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   72 27.9   0.067 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   70 27.5    0.16 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   58 23.3     1.6 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   58 23.3     1.6 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.1     2.5 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.1     2.5 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 23.1     2.6 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   58 23.7     3.4 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   53 21.7     4.9 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.5       5 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 24.0     5.1 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   54 22.4     7.3 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 23.3     7.5 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 22.4     7.6 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.5     9.7 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 23.0     9.9 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.7      11 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 20.7      11 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 20.7      11 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.7      11 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.7      11 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 23.1      12 
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gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.4      14 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 21.4      16 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.5      17 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 20.1      17 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 18.8      19 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.6      20 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.6      20 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   48 20.2      20 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 21.1      21 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 19.8      21 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.8      25 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   49 20.8      26 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   49 20.8      26 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.4      27 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.4      27 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.4      27 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.4      27 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 19.0      28 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.7      30 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.3      30 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   45 19.1      32 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   45 19.1      32 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   45 19.1      33 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   45 19.1      34 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.5      35 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.7      36 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.7      36 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   47 20.1      36 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.2      36 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.2      38 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.8      40 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.8      40 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.8      40 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.3      41 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 18.8      42 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.8      42 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 20.2      43 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.5      44 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 21.1      45 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.4      46 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.4      48 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.4      48 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.9      49 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 18.0      50 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   42 18.0      51 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.5      52 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.5      52 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.5      52 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.5      52 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.9      54 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.0      57 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 19.4      58 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.9      59 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.9      59 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   41 17.6      62 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.5      63 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.2      64 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.2      64 
gi|29539109|emb|CAD87730.1| allergen Len c 1.0101  ( 418)   45 19.5      65 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.6      66 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.7      66 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.6      67 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.7      68 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 18.2      70 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.7      71 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.7      71 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.2      71 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.6      72 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 17.8      75 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 17.8      75 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.7      76 
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gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   43 18.7      79 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   39 16.9      80 
gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1  ( 225)   42 18.3      82 
gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2  ( 225)   42 18.3      82 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   42 18.3      82 
gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2  ( 225)   42 18.3      82 
gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3  ( 225)   42 18.3      82 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   42 18.3      87 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   44 19.2      87 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   48 21.1      87 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   43 18.8      88 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 16.9      89 
gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase ( 497)   44 19.3      92 
gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=En ( 266)   42 18.3      92 
gi|1405736|emb|CAA35188.1| trypsin inhibitor cme p ( 144)   40 17.4      94 
gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subs ( 148)   40 17.4      96 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   41 17.9      96 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   41 17.9      96 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   41 17.9      96 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 17.9      96 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 17.9      98 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   40 17.5   1e 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   40 17.5   1e 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   41 17.9   1e 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  72  Z-score: 123.5  bits: 27.9 E(): 0.067 
Smith-Waterman score: 72; 28.2% identity (52.1% similar) in 71 aa overlap (5-74:30-99) 
 
                                        10         20        30     
2MEPSP                          GGLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS               
       . ..  .:..  . : .     ::: :    ::   :. :                     
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
gi|291 REMKDRAEQFGQQHVTGSQGS 
     120       130       140 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  70  Z-score: 116.7  bits: 27.5 E(): 0.16 
Smith-Waterman score: 70; 27.4% identity (57.5% similar) in 73 aa overlap (5-75:8-73) 
 
                  10         20        30        40         50      
2MEPSP    GGLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
              ::. : .:.. . . .   : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
          60        70        80                                    
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKS                                    
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 98.6  bits: 23.3 E():  1.6 
Smith-Waterman score: 58; 27.1% identity (48.6% similar) in 70 aa overlap (5-74:36-104) 
 
                                         10        20        30     
2MEPSP                           GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|753 GQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
           40        50        60        70        80               
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2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS               
       . ..  .:.:  .   .     ::: :    ::   :. :                     
gi|753 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|753 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 98.6  bits: 23.3 E():  1.6 
Smith-Waterman score: 58; 27.1% identity (48.6% similar) in 70 aa overlap (5-74:36-104) 
 
                                         10        20        30     
2MEPSP                           GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|198 GQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
           40        50        60        70        80               
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS               
       . ..  .:.:  .   .     ::: :    ::   :. :                     
gi|198 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|198 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 95.2  bits: 23.1 E():  2.5 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (19-34:9-24) 
 
               10        20        30        40        50        60 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                         :.:::.:: . :::..                           
gi|476           MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAW 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP AEHSDSWDRFYIKGGQKYKS                                         
                                                                    
gi|476 WHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNGEQLVCA 
               60        70        80        90       100       110 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 95.2  bits: 23.1 E():  2.5 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (19-34:9-24) 
 
               10        20        30        40        50        60 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                         :.:::.:: . :::..                           
gi|313           MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAW 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP AEHSDSWDRFYIKGGQKYKS                                         
                                                                    
gi|313 WHDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNGEQLVCA 
               60        70        80        90       100       110 
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.9  bits: 23.1 E():  2.6 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (13-51:26-64) 
 
                            10        20        30        40        
2MEPSP              GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS                            
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        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 93.0  bits: 23.7 E():  3.4 
Smith-Waterman score: 58; 25.0% identity (52.6% similar) in 76 aa overlap (7-74:228-299) 
 
                                       10        20        30       
2MEPSP                         GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     .. .:.:. .:.  .::..:    :: .:: 
gi|113 SISGSSQIWIDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLFGA----GDENIE 
       200       210       220       230       240           250    
 
         40        50                60        70        80         
2MEPSP IIDKLISIPYVEMTLRLMER--------FGVKAEHSDSWDRFYIKGGQKYKS         
           : .. .  .:  . .:        : :  .. :.:  . : :               
gi|113 DRGMLATVAFNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFC 
           260       270       280       290       300       310    
 
gi|113 APDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAE 
           320       330       340       350       360       370    
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 90.0  bits: 21.7 E():  4.9 
Smith-Waterman score: 53; 18.4% identity (55.1% similar) in 49 aa overlap (3-51:71-119) 
 
                                           10        20        30   
2MEPSP                             GGLPGGKVKLSGSISSQYLSALLMAAPLALGD 
                                     .:.: .:.  :     .. .  . :  . : 
gi|132 DKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKD 
               50        60        70        80        90       100 
 
             40        50        60        70        80 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
       . :.... . . : .  .:                              
gi|132 ASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN           
              110       120       130                   
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 89.9  bits: 23.5 E():    5 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (10-45:247-289) 
 
                                    10        20          30        
2MEPSP                      GGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
             40        50        60        70        80             
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS             
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 89.8  bits: 24.0 E():  5.1 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (27-71:372-415) 
 
                   10        20        30        40        50       
2MEPSP     GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
         60        70        80                                     
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKS                                     
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
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>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 86.9  bits: 22.4 E():  7.3 
Smith-Waterman score: 54; 36.5% identity (61.5% similar) in 52 aa overlap (27-77:139-186) 
 
                   10        20        30        40         50      
2MEPSP     GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :. .  .  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDV--LA 
      110       120       130       140        150       160        
 
          60        70        80                                    
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKS                                    
       : ..:   .:    ::.... :                                       
gi|612 R-NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNND 
          170       180       190       200       210       220     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 86.8  bits: 23.3 E():  7.5 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (10-45:378-420) 
 
                                    10        20          30        
2MEPSP                      GGLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
             40        50        60        70        80             
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS             
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 86.7  bits: 22.4 E():  7.6 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (7-39:105-139) 
 
                                       10        20         30      
2MEPSP                         GGLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
           40        50        60        70        80               
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS               
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.7  bits: 22.5 E():  9.7 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (38-59:9-30) 
 
        10        20        30        40        50        60        
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
        70        80                                                
2MEPSP DRFYIKGGQKYKS                                                
                                                                    
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.6  bits: 23.0 E():  9.9 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (28-55:414-441) 
 
                  10        20        30        40        50        
2MEPSP    GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
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gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
        60        70        80                                      
2MEPSP GVKAEHSDSWDRFYIKGGQKYKS                                      
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.9  bits: 20.7 E():   11 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (29-63:91-127) 
 
                 10        20        30          40        50       
2MEPSP   GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
         60        70        80                 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKS                 
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.9  bits: 20.7 E():   11 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (31-68:125-160) 
 
               10        20        30        40        50        60 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
               70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKS 
         :::...             
gi|132 --HSDAYN             
            160             
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 83.9  bits: 20.7 E():   11 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (6-63:70-127) 
 
                                        10        20        30      
2MEPSP                          GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
      40        50        60        70        80        90          
 
            40        50        60        70        80              
2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS              
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.9  bits: 20.7 E():   11 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (29-63:91-127) 
 
                 10        20        30          40        50       
2MEPSP   GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
         60        70        80                 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKS                 
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
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              130       140       150       160 
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.9  bits: 20.7 E():   11 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (29-63:91-127) 
 
                 10        20        30          40        50       
2MEPSP   GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
         60        70        80                 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKS                 
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.3  bits: 23.1 E():   12 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (28-55:500-527) 
 
                  10        20        30        40        50        
2MEPSP    GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
        60        70        80                                      
2MEPSP GVKAEHSDSWDRFYIKGGQKYKS                                      
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.1  bits: 20.4 E():   14 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (40-63:104-127) 
 
      10        20        30        40        50        60          
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
      70        80                 
2MEPSP FYIKGGQKYKS                 
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 80.8  bits: 21.4 E():   16 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (2-58:271-326) 
 
                                            10        20        30  
2MEPSP                              GGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
              40        50        60        70        80            
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS            
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 80.4  bits: 21.5 E():   17 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (13-61:54-105) 
 
                                 10        20          30           
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2MEPSP                   GGLPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
      40        50        60        70        80                    
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS                    
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (17-63:80-126) 
 
                             10        20        30          40     
2MEPSP               GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
           50        60        70        80                 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS                 
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 79.3  bits: 18.8 E():   19 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (29-62:5-40) 
 
               10        20        30           40        50        
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERF 
                                   ::.:. .: ::   ::.: :     ..   .. 
gi|603                         VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKY 
                                        10        20        30      
 
        60        70        80                 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKS                 
        .:..                                   
gi|603 HTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
          40        50        60        70     
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.2  bits: 20.6 E():   20 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (11-38:7-34) 
 
               10        20        30        40        50        60 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                 : .. :  ..:.  :::. :   :....                       
gi|833     MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTP 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP AEHSDSWDRFYIKGGQKYKS                                         
                                                                    
gi|833 QAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSA 
         60        70        80        90       100       110       
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.2  bits: 20.6 E():   20 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (11-38:7-34) 
 
               10        20        30        40        50        60 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                 : .. :  ..:.  :::. :   :....                       
gi|668     MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTP 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP AEHSDSWDRFYIKGGQKYKS                                         
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gi|668 QAPTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSA 
         60        70        80        90       100       110       
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.0  bits: 20.2 E():   20 
Smith-Waterman score: 48; 30.0% identity (50.0% similar) in 40 aa overlap (1-40:162-201) 
 
                                             10        20        30 
2MEPSP                               GGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     :: : :   .:.. .:.  : : .    :  
gi|116 MSTLVDHGFIYVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQAQ 
             140       150       160       170       180       190  
 
               40        50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
       : .  : . :                                         
gi|116 GKAFYEAVAKAHQ                                      
             200                                          
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  85 init1:  50 opt:  50  Z-score: 78.9  bits: 21.1 E():   21 
Smith-Waterman score: 53; 22.7% identity (54.7% similar) in 75 aa overlap (8-74:230-300) 
 
                                      10        20        30        
2MEPSP                        GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     : .:.   ... .:.:..:    .:....  
gi|113 VTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGA----SDTHFQD 
     200       210       220       230       240           250      
 
        40        50                60        70        80          
2MEPSP IDKLISIPYVEMTLRLMER-----FG---VKAEHSDSWDRFYIKGGQKYKS          
       .   ... :  .:  . ::     ::   .  .  : ::.. : :                
gi|113 LKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVA 
         260       270       280       290       300       310      
 
gi|113 PDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEP 
         320       330       340       350       360       370      
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (7-62:71-126) 
 
                                       10        20        30       
2MEPSP                         GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
         40        50        60        70        80                 
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS                 
          ::.: :.    ..   .. .:..                                   
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 20.8 E():   25 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (6-30:221-245) 
 
                                        10        20        30      
2MEPSP                          GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
          40        50        60        70        80                
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS                
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
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>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 77.0  bits: 20.8 E():   26 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (2-67:69-131) 
 
                                            10        20        30  
2MEPSP                              GGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|746 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
              40        50        60        70        80            
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS            
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|746 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|746 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 77.0  bits: 20.8 E():   26 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (2-67:69-131) 
 
                                            10        20        30  
2MEPSP                              GGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|129 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
              40        50        60        70        80            
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS            
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|129 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|129 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (17-63:81-127) 
 
                             10        20        30          40     
2MEPSP               GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           50        60        70        80                 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS                 
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (40-77:104-139) 
 
      10        20        30        40        50        60          
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
      70        80                   
2MEPSP FYIKGGQKYKS                   
         :::...                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
             140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
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 initn:  43 init1:  43 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (30-63:92-127) 
 
                10        20        30           40        50       
2MEPSP  GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
         60        70        80                 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKS                 
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (17-63:81-127) 
 
                             10        20        30          40     
2MEPSP               GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
           50        60        70        80                 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS                 
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.5  bits: 19.0 E():   28 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (5-52:21-64) 
 
                               10        20        30        40     
2MEPSP                 GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                           :... : :.. ... : : . :  . :.. :  ..:: .. 
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQNL 
               10        20         30         40          50       
 
           50        60        70        80                         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS                         
       :. :.  :                                                     
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.0  bits: 17.7 E():   30 
Smith-Waterman score: 47; 37.1% identity (68.6% similar) in 35 aa overlap (9-43:12-42) 
 
                  10        20        30        40        50        
2MEPSP    GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                  : .:.:::. :.  :   :  ::.: .: :.....               
gi|377 EHERIFKRFDAKGDGKISSSELGETL--KP--LGSVTLEEIQRMMAEIDTDGDGFL     
               10        20            30        40        50       
 
        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKS 
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.0  bits: 16.3 E():   30 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (59-67:10-18) 
 
       30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     . ::..:.:              
gi|409                      IAKVPPGGXITAEYGDKWLD            
                                    10        20            
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 45; 83.3% identity (100.0% similar) in 6 aa overlap (1-6:121-126) 
 
                                             10        20        30 
2MEPSP                               GGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     ::.:::                         
gi|144 ATKDEYESQQKELEGVANPIMMKFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEE 
              100       110       120       130       140       150 
 
               40        50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                                          
gi|144 VD                                                 
                                                          
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 45; 24.4% identity (63.4% similar) in 41 aa overlap (3-41:58-98) 
 
                                           10        20          30 
2MEPSP                             GGLPGGKVKLSGSISSQYLS--ALLMAAPLAL 
                                     :: :.   : .. .. ..  :: . . .   
gi|166 DTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVID 
        30        40        50        60        70        80        
 
               40        50        60        70        80           
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS           
       ::. .:.:...                                                  
gi|166 GDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEENIKFADAQNTALFKAI 
        90       100       110       120       130       140        
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 45; 22.2% identity (60.3% similar) in 63 aa overlap (17-77:81-139) 
 
                             10        20          30        40     
2MEPSP               GGLPGGKVKLSGSISSQYLSALLMAAPLA--LGDVEIEIIDKLISI 
                                     .:  ... ..::.  :  .  ::  :...  
gi|534 PGTIKKITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEI--KIVAA 
               60        70        80        90       100           
 
           50        60        70        80                   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS                   
       :     :..  .. .:.. : . ..  ::.:..                      
gi|534 PGGGSILKITSKYHTKGDISLNEEE--IKAGKEKGAGLFKAVENYLVAHPNAYN 
      110       120       130         140       150       160 
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.8  bits: 19.1 E():   34 
Smith-Waterman score: 45; 24.4% identity (63.4% similar) in 41 aa overlap (3-41:72-112) 
 
                                           10        20          30 
2MEPSP                             GGLPGGKVKLSGSISSQYLS--ALLMAAPLAL 
                                     :: :.   : .. .. ..  :: . . .   
gi|133 DTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVID 
              50        60        70        80        90       100  
 
               40        50        60        70        80           
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS           
       ::. .:.:...                                                  
gi|133 GDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEENIKFADAQNTALFKAI 
             110       120       130       140       150       160  
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.7  bits: 20.5 E():   35 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (2-41:393-434) 
 
                                            10        20            
2MEPSP                              GGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
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            370       380       390       400       410       420   
 
      30        40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
       :::  .   :..                                        
gi|601 LGDKAVYAGDNFRTAINL                                  
            430       440                                  
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (60-70:8-18) 
 
      30        40        50        60        70        80          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS          
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (60-70:8-18) 
 
      30        40        50        60        70        80          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS          
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.4  bits: 20.1 E():   36 
Smith-Waterman score: 47; 31.0% identity (69.0% similar) in 29 aa overlap (1-27:183-211) 
 
                                             10        20           
2MEPSP                               GGLPGGKVKLSGSISSQYLSALLMA--APL 
                                     :..:...:.:  .... : .:   :  ::  
gi|249 YVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPA 
            160       170       180       190       200       210   
 
       30        40        50        60        70        80         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS         
                                                                    
gi|249 NDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAYAAKQATAPEVKYTVSETALK 
            220       230       240       250       260       270   
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.3  bits: 19.2 E():   36 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (66-77:134-145) 
 
          40        50        60        70        80                
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS                
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.1  bits: 19.2 E():   38 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (66-77:142-153) 
 
          40        50        60        70        80                
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS                
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
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             120       130       140       150       160       170  
 
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.7  bits: 17.8 E():   40 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (12-33:54-75) 
 
                                  10        20        30        40  
2MEPSP                    GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
              50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.7  bits: 17.8 E():   40 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (12-33:54-75) 
 
                                  10        20        30        40  
2MEPSP                    GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
              50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 73.5  bits: 17.8 E():   40 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (11-53:6-51) 
 
               10        20        30           40        50        
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIPYVEMTLRLMERF 
                 :. .. :.:  :.  ::. :  :  .   .   :. .:    ::..     
gi|453      RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLL 
                    10        20        30        40        50      
 
        60        70        80    
2MEPSP GVKAEHSDSWDRFYIKGGQKYKS    
                                  
gi|453 LQLQLPPLLSQGNPACSPKWLQLLVP 
          60        70        80  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.4  bits: 18.3 E():   41 
Smith-Waterman score: 43; 35.9% identity (51.3% similar) in 39 aa overlap (2-40:68-105) 
 
                                            10        20        30  
2MEPSP                              GGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|117 RLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAA-SGGAAAAGGSAQAEAAPEAAK 
        40        50        60        70         80        90       
 
              40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
       . : :  :.                                         
gi|117 EEEKEESDEDMGFGLFD                                 
        100       110                                    
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (17-63:81-127) 
 
                             10        20        30          40     
2MEPSP               GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
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               60        70        80        90         100         
 
           50        60        70        80                 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS                 
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (30-63:92-127) 
 
                10        20        30            40        50      
2MEPSP  GGLPGGKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
          60        70        80                 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKS                 
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.0  bits: 20.2 E():   43 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (2-41:393-434) 
 
                                            10        20            
2MEPSP                              GGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
      30        40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
       ::: ..   :..                                        
gi|467 LGDKRLYAGDNFRTAINL                                  
            430       440                                  
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.9  bits: 16.5 E():   44 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (59-67:10-18) 
 
       30        40        50        60        70        80     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS     
                                     . ::..:.:                  
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK 
                                    10        20        30      
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.7  bits: 21.1 E():   45 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (28-55:500-527) 
 
                  10        20        30        40        50        
2MEPSP    GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
        60        70        80                                      
2MEPSP GVKAEHSDSWDRFYIKGGQKYKS                                      
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 72.4  bits: 18.4 E():   46 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (21-63:8-46) 
 
               10        20        30        40        50        60 
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2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                           :..::. ..   :...  ::  .  . .:   :::.:: : 
gi|140              MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFGEK 
                            10        20        30            40    
 
               70        80                                         
2MEPSP AEHSDSWDRFYIKGGQKYKS                                         
        ..                                                          
gi|140 IDQIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMF 
            50        60        70        80        90       100    
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.1  bits: 18.4 E():   48 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (30-44:83-97) 
 
                10        20        30        40        50          
2MEPSP  GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
      60        70        80            
2MEPSP KAEHSDSWDRFYIKGGQKYKS            
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.1  bits: 18.4 E():   48 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (30-44:83-97) 
 
                10        20        30        40        50          
2MEPSP  GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
      60        70        80            
2MEPSP KAEHSDSWDRFYIKGGQKYKS            
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.0  bits: 18.9 E():   49 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (46-72:155-183) 
 
          20        30        40        50        60          70    
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
            80            
2MEPSP GGQKYKS            
                          
gi|549 CNYGPAGNVGNEPIYERK 
          190       200   
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (2-10:36-44) 
 
                                            10        20        30  
2MEPSP                              GGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
              40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
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gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY     
          70        80        90       100       110     
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.7  bits: 18.0 E():   51 
Smith-Waterman score: 42; 35.9% identity (51.3% similar) in 39 aa overlap (2-40:68-105) 
 
                                            10        20        30  
2MEPSP                              GGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|185 RLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAA-SGGAAAAGGSAEAEAAPEAAK 
        40        50        60        70         80        90       
 
              40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
       . : :  :.                                         
gi|185 EEEKEESDEDMGFGLFD                                 
        100       110                                    
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.6  bits: 17.5 E():   52 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (61-80:9-28) 
 
               40        50        60        70        80           
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS           
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (40-63:104-127) 
 
      10        20        30        40        50        60          
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
      70        80                 
2MEPSP FYIKGGQKYKS                 
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (40-63:104-127) 
 
      10        20        30        40        50        60          
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
      70        80                 
2MEPSP FYIKGGQKYKS                 
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (11-41:108-139) 
 
                                   10        20        30           
2MEPSP                     GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
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                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
      40        50        60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
       ..                                        
gi|606 EIDEDGSGKIEFEEFWELMAGEAD                  
       140       150       160                   
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 71.2  bits: 19.9 E():   54 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (2-32:391-423) 
 
                                            10        20            
2MEPSP                              GGLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
      30        40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
       :::                                                 
gi|144 LGDNAVYAGNNFRTAVNL                                  
              430                                          
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.0 E():   57 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (60-78:9-27) 
 
      30        40        50        60        70        80          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS          
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.7  bits: 19.4 E():   58 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (5-43:309-349) 
 
                                         10         20          30  
2MEPSP                           GGLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
              40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
        .. :.: :..:                                      
gi|752 GANAEVI-KMVSET                                    
      340        350                                     
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 19.9 E():   59 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (10-44:1-35) 
 
               10        20        30        40        50        60 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                ..: .:   :  :. :.:.:..... .    : :.                 
gi|142          MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFKKH 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP AEHSDSWDRFYIKGGQKYKS                                         
                                                                    
gi|142 VDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGHFH 
              60        70        80        90       100       110  
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>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 19.9 E():   59 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (10-44:1-35) 
 
               10        20        30        40        50        60 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                ..: .:   :  :. :.:.:..... .    : :.                 
gi|796          MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFKKH 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP AEHSDSWDRFYIKGGQKYKS                                         
                                                                    
gi|796 VDPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGHFH 
              60        70        80        90       100       110  
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.1  bits: 17.6 E():   62 
Smith-Waterman score: 41; 32.6% identity (51.2% similar) in 43 aa overlap (38-80:3-40) 
 
        10        20        30        40        50        60        
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  ..:   .: .:.     .:::: :  . 
gi|207                             MSITDIVSEKNIEAALE-----SVKAEGSFEY 
                                           10             20        
 
        70        80                                                
2MEPSP DRFYIKGGQKYKS                                                
         :. : :   ::                                                
gi|207 KCFFQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFL 
        30        40        50        60        70        80        
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (37-63:169-195) 
 
         10        20        30        40         50        60      
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
          70        80                                              
2MEPSP SWDRFYIKGGQKYKS                                              
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 17.2 E():   64 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (60-77:7-24) 
 
      30        40        50        60        70        80          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS          
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 17.2 E():   64 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (60-77:7-24) 
 
      30        40        50        60        70        80          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS          
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
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gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|29539109|emb|CAD87730.1| allergen Len c 1.0101 [Len  (418 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.7  bits: 19.5 E():   65 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (8-66:126-183) 
 
                                      10        20        30        
2MEPSP                        GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     :.  :...:  ::.  .  :  :.    .: 
gi|295 DTIKLPAGTIAYLANRDDNEDLRVLDLAIPVNRPGQLQSFLLSGT-QNQPSFLSGFSKNI 
         100       110       120       130       140        150     
 
        40        50        60        70        80                  
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS                  
       ..  ..  : :.   :.:.   :..:  :                                
gi|295 LEAAFNTEYEEIEKVLLEEQEQKSQHRRSLRDKRQEITNEDVIVKVSREQIEELSKNAKS 
          160       170       180       190       200       210     
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.6 E():   66 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (2-11:43-52) 
 
                                            10        20        30  
2MEPSP                              GGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
 
              40        50        60        70        80            
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS            
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.6  bits: 17.7 E():   66 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (8-29:7-24) 
 
               10        20        30        40        50        60 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
              .:::: .    :  ...:::.:                                
gi|209  MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSC 
                10            20        30        40        50      
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (37-63:5-31) 
 
         10        20        30        40        50        60       
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|424                           EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIE 
                                         10        20        30     
 
         70        80                                               
2MEPSP WDRFYIKGGQKYKS                                               
                                                                    
gi|424 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
           40        50        60        70        80        90     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 17.7 E():   68 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (37-63:86-112) 
 
         10        20        30        40        50        60       
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
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         70        80 
2MEPSP WDRFYIKGGQKYKS 
                      
gi|301 LIRSLFGLP      
         120          
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 69.2  bits: 18.2 E():   70 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (5-21:152-166) 
 
                                         10        20        30     
2MEPSP                           GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
           40        50        60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (60-78:9-27) 
 
      30        40        50        60        70        80          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS          
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (60-78:9-27) 
 
      30        40        50        60        70        80          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS          
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.1  bits: 18.2 E():   71 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (32-73:115-155) 
 
              10        20        30        40        50        60  
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
              70        80                    
2MEPSP EHSDSWDRFYIKGGQKYKS                    
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.0  bits: 19.6 E():   72 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (24-64:372-412) 
 
                      10        20        30        40         50   
2MEPSP        GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
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             60        70        80                                 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKS                                 
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (23-67:99-142) 
 
                       10        20        30        40        50   
2MEPSP         GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
             60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKS 
           . .  :.:. :              
gi|219 HNTPYCLAMEESQ-WS             
      130       140                 
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (23-67:99-142) 
 
                       10        20        30        40        50   
2MEPSP         GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
             60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKS 
           . .  :.:. :              
gi|195 HNTPYCLAMEESQ-WS             
      130       140                 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (37-63:236-262) 
 
         10        20        30        40        50        60       
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
         70        80 
2MEPSP WDRFYIKGGQKYKS 
                      
gi|225 LIRSWFGLP      
         270          
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 43; 34.5% identity (65.5% similar) in 29 aa overlap (4-31:234-262) 
 
                                           10        20        30   
2MEPSP                            GGLPGGKV-KLSGSISSQYLSALLMAAPLALGD 
                                     ::  . .:. . :.. ::.  ::.: . :  
gi|238 EPSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKPGGSTDTLSGTSMASPHVCGL 
           210       220       230       240       250       260    
 
             40        50        60        70        80 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                                        
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR                    
           270       280       290                      
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
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 initn:  37 init1:  37 opt:  39  Z-score: 68.1  bits: 16.9 E():   80 
Smith-Waterman score: 39; 57.1% identity (64.3% similar) in 14 aa overlap (60-73:7-16) 
 
      30        40        50        60        70        80          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS          
                                     ::::    :::. :                 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (2-10:43-51) 
 
                                            10        20        30  
2MEPSP                              GGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTLNLAAGTASARFWG 
             20        30        40        50        60        70   
 
              40        50        60        70        80            
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS            
                                                                    
gi|384 RTGCTFDASGKGSCKTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (2-10:43-51) 
 
                                            10        20        30  
2MEPSP                              GGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIRNQCGYTVWAAGLPGGGKRLDQGQTWTLNLAAGTASARFWG 
             20        30        40        50        60        70   
 
              40        50        60        70        80            
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS            
                                                                    
gi|384 RTGCTFDASGKGSCKTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (2-10:43-51) 
 
                                            10        20        30  
2MEPSP                              GGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|908 ATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
              40        50        60        70        80            
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS            
                                                                    
gi|908 RTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (2-10:43-51) 
 
                                            10        20        30  
2MEPSP                              GGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
              40        50        60        70        80            
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2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS            
                                                                    
gi|384 RTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDKDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (2-10:43-51) 
 
                                            10        20        30  
2MEPSP                              GGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATSAISLHMQEAGAVKFDIKNQCRYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
              40        50        60        70        80            
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS            
                                                                    
gi|384 RTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.4  bits: 18.3 E():   87 
Smith-Waterman score: 42; 34.3% identity (57.1% similar) in 35 aa overlap (3-35:122-156) 
 
                                           10          20        30 
2MEPSP                             GGLPGGKVKLSGSISS--QYLSALLMAAPLAL 
                                     :::. :  .:...:   ::    .. :  : 
gi|225 HEKYDSRLLDNDIALIKLKSPRLNSKNARVLPGSDVVKDGQVQSVWGYLEEGSYSLPPEL 
             100       110       120       130       140       150  
 
               40        50        60        70        80           
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS           
         :.:                                                        
gi|225 RRVDIGGASRKECNELYSKVNAEVTDNMICGGDVANGGKDSCQGDSGGPLVDVKNNQVVG 
             160       170       180       190       200       210  
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.4  bits: 19.2 E():   87 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (46-78:127-158) 
 
          20        30        40        50        60        70      
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                     .:  :. :: :.:  .   : :. .  : . 
gi|275 GNAKAMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDS 
        100       110       120       130       140        150      
 
          80                                                        
2MEPSP QKYKS                                                        
       ...                                                          
gi|275 DNFIKLLDKFDEKFAHTSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAH 
         160       170       180       190       200       210      
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.4  bits: 21.1 E():   87 
Smith-Waterman score: 48; 37.5% identity (66.7% similar) in 24 aa overlap (8-31:76-99) 
 
                                      10        20        30        
2MEPSP                        GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     : ..:  ..  :.: : : :.:.:       
gi|203 TPRDSQKVTIKGDAEVAFVSDCEAVLRLQNVAIDGVPNGAELAAELAAKPFAFGYFNGRI 
          50        60        70        80        90       100      
 
        40        50        60        70        80                  
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS                  
                                                                    
gi|203 LGVCPADDDQDWSLNVKKAIVSSLQALSDGNVEKAEEIDFSGRCPTEYRKIRSQDDNTVV 
         110       120       130       140       150       160      
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.3  bits: 18.8 E():   88 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5289

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 43; 30.0% identity (63.3% similar) in 30 aa overlap (2-31:246-275) 
 
                                            10        20        30  
2MEPSP                              GGLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     ::   .. .... .. :::.  ::.:   : 
gi|546 ENAITVGASTISDARAYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAG 
         220       230       240       250       260       270      
 
              40        50        60        70        80            
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS            
                                                                    
gi|546 LLTYYLSLQPSSDSEFFIGAEGITPAQLKKNLIAFGTPDVLADIPADTPNILAFNGAGQN 
         280       290       300       310       320       330      
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 16.9 E():   89 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (69-77:67-75) 
 
       40        50        60        70        80                   
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS                   
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
gi|126 N 
         
 
>>gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase (NA  (497 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.0  bits: 19.3 E():   92 
Smith-Waterman score: 44; 25.0% identity (58.3% similar) in 60 aa overlap (4-62:77-136) 
 
                                          10         20        30   
2MEPSP                            GGLPGGKVKLSGSISSQYL-SALLMAAPLALGD 
                                     : .. :: ..... .  .: :.::  :: . 
gi|766 CSVQEATEKDVDIAVAAARKAFNGPWRKETPENRGKLLNKLADLFEKNADLIAAVEALDN 
         50        60        70        80        90       100       
 
             40        50        60        70        80             
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS             
        .   . : ...: .   :: .  .. : :                               
gi|766 GKAFSMAKNVDVPAAAGCLRYYGGWADKIEGKVVDTAPDSFNYIRKEPIGVCGQIIPWNF 
        110       120       130       140       150       160       
 
>>gi|462026|sp|P34071.1|ENTC2_STAAU RecName: Full=Entero  (266 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.3 E():   92 
Smith-Waterman score: 42; 35.3% identity (76.5% similar) in 17 aa overlap (1-17:129-145) 
 
                                             10        20        30 
2MEPSP                               GGLPGGKVKLSGSISSQYLSALLMAAPLAL 
                                     : . :::. . :.:...              
gi|462 DLAKKYKDEVVDVYGSNYYVNCYFSSKDNVGKVTGGKTCMYGGITKHEGNHFDNGNLQNV 
      100       110       120       130       140       150         
 
               40        50        60        70        80           
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS           
                                                                    
gi|462 LIRVYENKRNTISFEVQTDKKSVTAQELDIKARNFLINKKNLYEFNSSPYETGYIKFIEN 
      160       170       180       190       200       210         
 
>>gi|1405736|emb|CAA35188.1| trypsin inhibitor cme precu  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (14-32:9-27) 
 
               10        20        30        40        50        60 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                    .:.  . :.:.:.  ..::                             
gi|140      MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQG 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP AEHSDSWDRFYIKGGQKYKS                                         
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gi|140 PRLLTSDMKRRCCDELSAIPAYCRCEALRIIMQGVVTWQGAFEGAYFKDSPNCPRERQTS 
          60        70        80        90       100       110      
 
>>gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subsp. v  (148 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (14-32:9-27) 
 
               10        20        30        40        50        60 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                    .:.  . :.:.:.  ..::                             
gi|190      MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQG 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP AEHSDSWDRFYIKGGQKYKS                                         
                                                                    
gi|190 PRLLTSDMKRRCCDELSAIPAYCRCEALRIIMQGVVTWQGAFEGAYFKDSPNCPRERQTS 
          60        70        80        90       100       110      
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (5-18:110-123) 
 
                                         10        20        30     
2MEPSP                           GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|482 NDELAYIAQVWANQCEYGHDTCRDVAKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
           40        50        60        70        80               
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS               
                                                                    
gi|482 YNPKKKFSGNNFLKTGHYTQMVWANTKEVGCGSIKYIQEKWHKHYLVCNYGPSGNFKNEE 
     140       150       160       170       180       190          
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (5-18:110-123) 
 
                                         10        20        30     
2MEPSP                           GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|549 SDELAYIAQVWANQCQYGHDTCRDVAKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
           40        50        60        70        80               
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS               
                                                                    
gi|549 YNPKKKFSENNFLKIGHYTQMVWANTKEVGCGSIKYIQDKWHKHYLVCNYGPSGNFGNEE 
     140       150       160       170       180       190          
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (5-18:110-123) 
 
                                         10        20        30     
2MEPSP                           GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|740 NDELAYIAQVWANQCQYGHDTCRDVAKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
           40        50        60        70        80               
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS               
                                                                    
gi|740 YNPKKKFSENNFLKIGHYTQMVWANTKEVGCGSIKYIQDKWHKHYLVCNYGPSGNFGNEE 
     140       150       160       170       180       190          
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (5-18:110-123) 
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                                         10        20        30     
2MEPSP                           GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|549 NDELAYVAQVWANQCQYGHDTCRDIAKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
           40        50        60        70        80               
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS               
                                                                    
gi|549 YNPKKKFSGNNFLKTGHYTQMVWANTKEVGCGSIKFIQEKWHKHYLVCNYGPSGNFQNEE 
     140       150       160       170       180       190          
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (5-18:115-128) 
 
                                         10        20        30     
2MEPSP                           GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|115 NDELAYVAQVWANQCQYGHDTCRDVAKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKD 
           90       100       110       120       130       140     
 
           40        50        60        70        80               
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS               
                                                                    
gi|115 YNPKKKFSGNDFLKTGHYTQMVWANTKEVGCGSIKYIQEKWHKHYLVCNYGPSGNFKNEE 
          150       160       170       180       190       200     
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 40; 27.9% identity (46.5% similar) in 43 aa overlap (6-48:2-44) 
 
               10        20        30        40        50        60 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
            :   .   :.:    : :. :     ..  .::: . :.  ::             
gi|374     MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLT 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP AEHSDSWDRFYIKGGQKYKS                                         
                                                                    
gi|374 IVEDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLT 
         60        70        80        90       100       110       
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 40; 27.9% identity (46.5% similar) in 43 aa overlap (6-48:2-44) 
 
               10        20        30        40        50        60 
2MEPSP GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
            :   .   :.:    : :. :     ..  .::: . :.  ::             
gi|169     MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLT 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP AEHSDSWDRFYIKGGQKYKS                                         
                                                                    
gi|169 IVEDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLS 
         60        70        80        90       100       110       
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.9 E(): 1e 
Smith-Waterman score: 41; 61.5% identity (76.9% similar) in 13 aa overlap (25-37:101-113) 
 
                     10        20        30        40        50     
2MEPSP       GGLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                     :: : ::: .:.:                  
gi|144 SATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLK 
               80        90       100       110       120       130 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5292

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

           60        70        80                                   
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKS                                   
                                                                    
gi|144 FEGHIGDIDMKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYF 
              140       150       160       170       180       190 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:42 2011 done: Tue Apr 19 10:57:42 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 166  - 245 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32    11     8:==*= 
  34     8    22:===    * 
  36    41    44:==============* 
  38    32    73:===========             * 
  40   108   102:=================================*== 
  42   124   125:=========================================* 
  44   100   137:==================================           * 
  46   137   140:==============================================* 
  48   174   134:============================================*============= 
  50   145   122:========================================*======== 
  52   122   107:===================================*===== 
  54   109    92:==============================*====== 
  56    64    77:======================   * 
  58    62    63:====================* 
  60    40    51:==============  * 
  62    49    41:=============*=== 
  64    25    33:========= * 
  66    26    26:========* 
  68    25    20:======*== 
  70    17    16:=====* 
  72    17    12:===*== 
  74     9    10:===* 
  76     8     8:==* 
  78     6     6:=* 
  80     4     5:=* 
  82     4     3:*= 
  84     5     3:*= 
  86     3     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
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 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.04570.00306; mu= 15.4218 0.160 
 mean_var=32.8206 8.566, 0's: 2 Z-trim: 4  B-trim: 0 in 0/44 
 Lambda= 0.223873 
 Kolmogorov-Smirnov  statistic: 0.0598 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   72 27.7   0.077 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   70 27.3    0.18 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   58 23.2     1.8 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   58 23.2     1.8 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.0     2.8 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.0     2.8 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 23.0     2.9 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   58 23.7     3.6 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.4     5.3 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.9     5.3 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   53 21.6     5.3 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   54 22.3     7.7 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 23.2     7.8 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 22.3       8 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.5      10 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.9      10 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.7      12 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 20.7      12 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 20.7      12 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.7      12 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.7      12 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 23.0      12 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.3      14 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   51 21.4      17 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   47 19.5      17 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.4      18 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 20.0      18 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.6      21 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.6      21 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 18.7      21 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 21.1      21 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   46 19.2      22 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 19.7      22 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.7      26 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   49 20.8      27 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   49 20.8      27 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.4      28 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.4      28 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.4      28 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.4      28 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 18.9      30 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.6      32 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.1      33 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   45 19.0      34 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   45 19.0      35 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   45 19.0      35 
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)   48 20.5      36 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   45 19.1      36 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.6      38 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.6      38 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.1      38 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.1      39 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 17.7      42 
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gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 17.7      42 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 17.8      43 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.2      43 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 18.7      44 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.7      44 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   44 18.7      44 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   44 18.7      44 
gi|467660|emb|CAA55070.1| enolase, allergen Cla h  ( 440)   47 20.1      45 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 21.1      45 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.4      47 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.3      49 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.3      51 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.3      51 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.8      51 
gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)   42 17.9      53 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   42 17.9      53 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   42 17.9      54 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.4      54 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.4      54 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.4      55 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.4      55 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   46 19.8      55 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.0      59 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 19.4      59 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.9      60 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.9      60 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.5      64 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   41 17.6      65 
gi|29539109|emb|CAD87730.1| allergen Len c 1.0101  ( 418)   45 19.5      67 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 18.1      68 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.1      68 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   42 18.1      68 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   42 18.1      68 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.1      68 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 18.1      68 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.1      68 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.1      68 
gi|139002766|dbj|BAF51970.1| thaumatin-like protei ( 225)   43 18.5      68 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.6      69 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.6      70 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.6      71 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 18.1      73 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.5      73 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.1      74 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.7      74 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.7      74 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.6      78 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 17.7      78 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 17.7      78 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   44 19.1      80 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   43 18.7      81 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   39 16.8      84 
gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2  ( 225)   42 18.2      85 
gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3  ( 225)   42 18.2      85 
gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1  ( 225)   42 18.2      85 
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)   42 18.2      85 
gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2  ( 225)   42 18.2      85 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   48 21.1      87 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   44 19.2      89 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   42 18.3      90 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   43 18.7      90 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   44 19.2      92 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   44 19.2      92 
gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase ( 497)   44 19.2      93 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 16.9      94 
gi|1405736|emb|CAA35188.1| trypsin inhibitor cme p ( 144)   40 17.4      98 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 17.9      99 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   41 17.9      99 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   41 17.9      99 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   41 17.9      99 
gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subs ( 148)   40 17.4   1e 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5295

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  72  Z-score: 122.5  bits: 27.7 E(): 0.077 
Smith-Waterman score: 72; 28.2% identity (52.1% similar) in 71 aa overlap (4-73:30-99) 
 
                                          10        20        30    
2MEPSP                           GLPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP              
       . ..  .:..  . : .     ::: :    ::   :. :                     
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
gi|291 REMKDRAEQFGQQHVTGSQGS 
     120       130       140 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  70  Z-score: 115.9  bits: 27.3 E(): 0.18 
Smith-Waterman score: 70; 27.4% identity (57.5% similar) in 73 aa overlap (4-74:8-73) 
 
                   10         20        30        40         50     
2MEPSP     GLPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
              ::. : .:.. . . .   : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
           60        70        80                                   
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSP                                   
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 97.9  bits: 23.2 E():  1.8 
Smith-Waterman score: 58; 27.1% identity (48.6% similar) in 70 aa overlap (4-73:36-104) 
 
                                          10        20        30    
2MEPSP                            GLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|753 GQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
            40        50        60        70        80              
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP              
       . ..  .:.:  .   .     ::: :    ::   :. :                     
gi|753 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|753 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 97.9  bits: 23.2 E():  1.8 
Smith-Waterman score: 58; 27.1% identity (48.6% similar) in 70 aa overlap (4-73:36-104) 
 
                                          10        20        30    
2MEPSP                            GLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|198 GQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
            40        50        60        70        80              
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP              
       . ..  .:.:  .   .     ::: :    ::   :. :                     
gi|198 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
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gi|198 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.6  bits: 23.0 E():  2.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (18-33:9-24) 
 
               10        20        30        40        50        60 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                        :.:::.:: . :::..                            
gi|476          MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWW 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP EHSDSWDRFYIKGGQKYKSP                                         
                                                                    
gi|476 HDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNGEQLVCAG 
              60        70        80        90       100       110  
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.6  bits: 23.0 E():  2.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (18-33:9-24) 
 
               10        20        30        40        50        60 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                        :.:::.:: . :::..                            
gi|313          MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWW 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP EHSDSWDRFYIKGGQKYKSP                                         
                                                                    
gi|313 HDDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNGEQLVCAG 
              60        70        80        90       100       110  
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.3  bits: 23.0 E():  2.9 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (12-50:26-64) 
 
                             10        20        30        40       
2MEPSP               GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP                           
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 92.5  bits: 23.7 E():  3.6 
Smith-Waterman score: 58; 25.0% identity (52.6% similar) in 76 aa overlap (6-73:228-299) 
 
                                        10        20        30      
2MEPSP                          GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     .. .:.:. .:.  .::..:    :: .:: 
gi|113 SISGSSQIWIDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLFGA----GDENIE 
       200       210       220       230       240           250    
 
          40        50                60        70        80        
2MEPSP IIDKLISIPYVEMTLRLMER--------FGVKAEHSDSWDRFYIKGGQKYKSP        
           : .. .  .:  . .:        : :  .. :.:  . : :               
gi|113 DRGMLATVAFNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFC 
           260       270       280       290       300       310    
 
gi|113 APDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAE 
           320       330       340       350       360       370    
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
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 initn:  40 init1:  40 opt:  57  Z-score: 89.5  bits: 23.4 E():  5.3 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (9-44:247-289) 
 
                                     10        20          30       
2MEPSP                       GLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
              40        50        60        70        80            
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP            
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 89.4  bits: 23.9 E():  5.3 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (26-70:372-415) 
 
                    10        20        30        40        50      
2MEPSP      GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
          60        70        80                                    
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSP                                    
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.4  bits: 21.6 E():  5.3 
Smith-Waterman score: 53; 18.4% identity (55.1% similar) in 49 aa overlap (2-50:71-119) 
 
                                            10        20        30  
2MEPSP                              GLPGGKVKLSGSISSQYLSALLMAAPLALGD 
                                     .:.: .:.  :     .. .  . :  . : 
gi|132 DKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKD 
               50        60        70        80        90       100 
 
              40        50        60        70        80 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
       . :.... . . : .  .:                               
gi|132 ASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN            
              110       120       130                    
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 86.5  bits: 22.3 E():  7.7 
Smith-Waterman score: 54; 36.5% identity (61.5% similar) in 52 aa overlap (26-76:139-186) 
 
                    10        20        30        40         50     
2MEPSP      GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :. .  .  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDV--LA 
      110       120       130       140        150       160        
 
           60        70        80                                   
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSP                                   
       : ..:   .:    ::.... :                                       
gi|612 R-NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNND 
          170       180       190       200       210       220     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 86.5  bits: 23.2 E():  7.8 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (9-44:378-420) 
 
                                     10        20          30       
2MEPSP                       GLPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
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       350       360       370       380       390       400        
 
              40        50        60        70        80            
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP            
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 86.3  bits: 22.3 E():    8 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (6-38:105-139) 
 
                                        10        20         30     
2MEPSP                          GLPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
            40        50        60        70        80              
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP              
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.4  bits: 22.5 E():   10 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (37-58:9-30) 
 
         10        20        30        40        50        60       
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
         70        80                                               
2MEPSP DRFYIKGGQKYKSP                                               
                                                                    
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.3  bits: 22.9 E():   10 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (27-54:414-441) 
 
                   10        20        30        40        50       
2MEPSP     GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
         60        70        80                                     
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSP                                     
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.4  bits: 20.7 E():   12 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (28-62:91-127) 
 
                  10        20        30          40        50      
2MEPSP    GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
          60        70        80                
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSP                
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
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>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.4  bits: 20.7 E():   12 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (30-67:125-160) 
 
                10        20        30        40        50          
2MEPSP  GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
      60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSP 
         :::...              
gi|132 --HSDAYN              
            160              
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 83.4  bits: 20.7 E():   12 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (5-62:70-127) 
 
                                         10        20        30     
2MEPSP                           GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
      40        50        60        70        80        90          
 
             40        50        60        70        80             
2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP             
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.4  bits: 20.7 E():   12 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (28-62:91-127) 
 
                  10        20        30          40        50      
2MEPSP    GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
          60        70        80                
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSP                
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.4  bits: 20.7 E():   12 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (28-62:91-127) 
 
                  10        20        30          40        50      
2MEPSP    GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
          60        70        80                
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSP                
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.1  bits: 23.0 E():   12 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (27-54:500-527) 
 
                   10        20        30        40        50       
2MEPSP     GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
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                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
         60        70        80                                     
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSP                                     
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.6  bits: 20.3 E():   14 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (39-62:104-127) 
 
       10        20        30        40        50        60         
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
       70        80                
2MEPSP FYIKGGQKYKSP                
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 80.5  bits: 21.4 E():   17 
Smith-Waterman score: 51; 28.1% identity (50.9% similar) in 57 aa overlap (1-57:271-326) 
 
                                             10        20        30 
2MEPSP                               GLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :: ::.:: .  :. :. ..   . :     
gi|585 NDKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWY 
              250       260       270       280       290       300 
 
               40        50        60        70        80           
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP           
         . .  :  .:   .: ::: .  .:                                  
gi|585 KYQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPA 
               310       320       330       340       350          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 47; 33.3% identity (58.3% similar) in 24 aa overlap (57-80:18-41) 
 
         30        40        50        60        70        80       
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP       
                                     : .:  : ..  :. : : . :.:       
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 80.1  bits: 21.4 E():   18 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (12-60:54-105) 
 
                                  10          20        30          
2MEPSP                    GLPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
       40        50        60        70        80                   
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP                   
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
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>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (16-62:80-126) 
 
                              10        20        30          40    
2MEPSP                GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
            50        60        70        80                
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP                
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (10-37:7-34) 
 
               10        20        30        40        50        60 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                : .. :  ..:.  :::. :   :....                        
gi|833    MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQ 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP EHSDSWDRFYIKGGQKYKSP                                         
                                                                    
gi|833 APTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAA 
        60        70        80        90       100       110        
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (10-37:7-34) 
 
               10        20        30        40        50        60 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                : .. :  ..:.  :::. :   :....                        
gi|668    MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQ 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP EHSDSWDRFYIKGGQKYKSP                                         
                                                                    
gi|668 APTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAA 
        60        70        80        90       100       110        
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 78.7  bits: 18.7 E():   21 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (28-61:5-40) 
 
               10        20        30           40        50        
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFG 
                                  ::.:. .: ::   ::.: :     ..   ..  
gi|603                        VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYH 
                                       10        20        30       
 
        60        70        80                
2MEPSP VKAEHSDSWDRFYIKGGQKYKSP                
       .:..                                   
gi|603 TKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
         40        50        60        70     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  85 init1:  50 opt:  50  Z-score: 78.5  bits: 21.1 E():   21 
Smith-Waterman score: 53; 22.7% identity (54.7% similar) in 75 aa overlap (7-73:230-300) 
 
                                       10        20        30       
2MEPSP                         GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     : .:.   ... .:.:..:    .:....  
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gi|113 VTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGA----SDTHFQD 
     200       210       220       230       240           250      
 
         40        50                60        70        80         
2MEPSP IDKLISIPYVEMTLRLMER-----FG---VKAEHSDSWDRFYIKGGQKYKSP         
       .   ... :  .:  . ::     ::   .  .  : ::.. : :                
gi|113 LKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVA 
         260       270       280       290       300       310      
 
gi|113 PDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEP 
         320       330       340       350       360       370      
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.4  bits: 19.2 E():   22 
Smith-Waterman score: 52; 29.2% identity (59.7% similar) in 72 aa overlap (8-74:20-90) 
 
                           10         20          30        40      
2MEPSP             GLPGGKVKLSGSISSQ-YLSALLMAA--PLALGDVEIEIIDKLISIPY 
                          :  ::.. . ... . .::  :  .  : .::::.  :    
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKV-FEIIDQDKSDFV 
               10        20        30        40         50          
 
          50         60         70        80              
2MEPSP VEMTLRL-MERFGVKAEH-SDSWDRFYIKGGQKYKSP              
        :  :.: .. :.. :.  ::.  . ..:.:                    
gi|145 EEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      60        70        80        90       100          
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 78.1  bits: 19.7 E():   22 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (6-61:71-126) 
 
                                        10        20        30      
2MEPSP                          GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
          40        50        60        70        80                
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP                
          ::.: :.    ..   .. .:..                                   
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 20.7 E():   26 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (5-29:221-245) 
 
                                         10        20        30     
2MEPSP                           GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
           40        50        60        70        80               
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP               
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 76.7  bits: 20.8 E():   27 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (1-66:69-131) 
 
                                             10        20        30 
2MEPSP                               GLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|746 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
               40        50        60        70        80           

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5303

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP           
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|746 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|746 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 76.7  bits: 20.8 E():   27 
Smith-Waterman score: 49; 25.8% identity (51.5% similar) in 66 aa overlap (1-66:69-131) 
 
                                             10        20        30 
2MEPSP                               GLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: . ..  :  .:    . :   ..  
gi|129 VTFKPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFD 
       40        50        60        70          80        90       
 
               40        50        60        70        80           
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP           
       :. :: : :  .. :::   ...   :. ...:  :                         
gi|129 DATIEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEG 
        100       110        120       130       140       150      
 
gi|129 TYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASIL 
         160       170       180       190       200       210      
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (16-62:81-127) 
 
                              10        20        30          40    
2MEPSP                GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            50        60        70        80                
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP                
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (29-62:92-127) 
 
                 10        20        30           40        50      
2MEPSP   GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
          60        70        80                
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSP                
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (39-76:104-139) 
 
       10        20        30        40        50        60         
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
       70        80                  
2MEPSP FYIKGGQKYKSP                  
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         :::...                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
             140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (16-62:81-127) 
 
                              10        20        30          40    
2MEPSP                GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
            50        60        70        80                
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP                
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.0  bits: 18.9 E():   30 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (4-51:21-64) 
 
                                10        20        30        40    
2MEPSP                  GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                           :... : :.. ... : : . :  . :.. :  ..:: .. 
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQNL 
               10        20         30         40          50       
 
            50        60        70        80                        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP                        
       :. :.  :                                                     
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.4  bits: 17.6 E():   32 
Smith-Waterman score: 47; 37.1% identity (68.6% similar) in 35 aa overlap (8-42:12-42) 
 
                   10        20        30        40        50       
2MEPSP     GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                  : .:.:::. :.  :   :  ::.: .: :.....               
gi|377 EHERIFKRFDAKGDGKISSSELGETL--KP--LGSVTLEEIQRMMAEIDTDGDGFL     
               10        20            30        40        50       
 
         60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSP 
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 75.2  bits: 16.1 E():   33 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (58-66:10-18) 
 
        30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
                                     . ::..:.:               
gi|409                      IAKVPPGGXITAEYGDKWLD             
                                    10        20             
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.9  bits: 19.0 E():   34 
Smith-Waterman score: 45; 24.4% identity (63.4% similar) in 41 aa overlap (2-40:58-98) 
 
                                            10          20          
2MEPSP                              GLPGGKVKLSGSISSQYLS--ALLMAAPLAL 
                                     :: :.   : .. .. ..  :: . . .   
gi|166 DTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVID 
        30        40        50        60        70        80        
 
      30        40        50        60        70        80          
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP          
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       ::. .:.:...                                                  
gi|166 GDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEENIKFADAQNTALFKAI 
        90       100       110       120       130       140        
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (16-62:80-126) 
 
                              10        20        30          40    
2MEPSP                GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
            50        60        70        80                
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP                
       :     :.. ... .:..:                                  
gi|437 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 45; 22.2% identity (60.3% similar) in 63 aa overlap (16-76:81-139) 
 
                              10        20          30        40    
2MEPSP                GLPGGKVKLSGSISSQYLSALLMAAPLA--LGDVEIEIIDKLISI 
                                     .:  ... ..::.  :  .  ::  :...  
gi|534 PGTIKKITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEI--KIVAA 
               60        70        80        90       100           
 
            50        60        70        80                  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP                  
       :     :..  .. .:.. : . ..  ::.:..                      
gi|534 PGGGSILKITSKYHTKGDISLNEEE--IKAGKEKGAGLFKAVENYLVAHPNAYN 
      110       120       130         140       150       160 
 
>>gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase  (440 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.5  bits: 20.5 E():   36 
Smith-Waterman score: 48; 26.2% identity (54.8% similar) in 42 aa overlap (1-40:393-434) 
 
                                             10        20           
2MEPSP                               GLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|601 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
       30        40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
       :::  .   :..                                         
gi|601 LGDKAVYAGDNFRTAINL                                   
            430       440                                   
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.4  bits: 19.1 E():   36 
Smith-Waterman score: 45; 24.4% identity (63.4% similar) in 41 aa overlap (2-40:72-112) 
 
                                            10          20          
2MEPSP                              GLPGGKVKLSGSISSQYLS--ALLMAAPLAL 
                                     :: :.   : .. .. ..  :: . . .   
gi|133 DTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVID 
              50        60        70        80        90       100  
 
      30        40        50        60        70        80          
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP          
       ::. .:.:...                                                  
gi|133 GDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEENIKFADAQNTALFKAI 
             110       120       130       140       150       160  
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (59-69:8-18) 
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       30        40        50        60        70        80         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP         
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (59-69:8-18) 
 
       30        40        50        60        70        80         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP         
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.0  bits: 19.1 E():   38 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (65-76:134-145) 
 
           40        50        60        70        80               
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP               
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.7  bits: 19.1 E():   39 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (65-76:142-153) 
 
           40        50        60        70        80               
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP               
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 17.7 E():   42 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (11-32:54-75) 
 
                                   10        20        30        40 
2MEPSP                     GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
               50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 17.7 E():   42 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (11-32:54-75) 
 
                                   10        20        30        40 
2MEPSP                     GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
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               50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 73.0  bits: 17.8 E():   43 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (10-52:6-51) 
 
               10        20        30           40        50        
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIPYVEMTLRLMERFG 
                :. .. :.:  :.  ::. :  :  .   .   :. .:    ::..      
gi|453     RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLL 
                   10        20        30        40        50       
 
        60        70        80   
2MEPSP VKAEHSDSWDRFYIKGGQKYKSP   
                                 
gi|453 QLQLPPLLSQGNPACSPKWLQLLVP 
         60        70        80  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.0  bits: 18.2 E():   43 
Smith-Waterman score: 43; 35.9% identity (51.3% similar) in 39 aa overlap (1-39:68-105) 
 
                                             10        20        30 
2MEPSP                               GLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|117 RLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAA-SGGAAAAGGSAQAEAAPEAAK 
        40        50        60        70         80        90       
 
               40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
       . : :  :.                                          
gi|117 EEEKEESDEDMGFGLFD                                  
        100       110                                     
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (16-62:81-127) 
 
                              10        20        30          40    
2MEPSP                GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
            50        60        70        80                
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP                
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (29-62:92-127) 
 
                 10        20        30            40        50     
2MEPSP   GLPGGKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
           60        70        80                
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSP                
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 44; 20.4% identity (65.3% similar) in 49 aa overlap (16-62:81-127) 
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                              10        20        30          40    
2MEPSP                GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            50        60        70        80                
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP                
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (16-62:81-127) 
 
                              10        20        30          40    
2MEPSP                GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            50        60        70        80                
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP                
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVEGYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|467660|emb|CAA55070.1| enolase, allergen Cla h 6; p  (440 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 72.8  bits: 20.1 E():   45 
Smith-Waterman score: 47; 26.2% identity (57.1% similar) in 42 aa overlap (1-40:393-434) 
 
                                             10        20           
2MEPSP                               GLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|467 AKDSFAAGWGVMVSHRSGETEDVTIADIVVGLRAGQIKTGAPARSERLAKLNQILRIEEE 
            370       380       390       400       410       420   
 
       30        40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
       ::: ..   :..                                         
gi|467 LGDKRLYAGDNFRTAINL                                   
            430       440                                   
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 21.1 E():   45 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (27-54:500-527) 
 
                   10        20        30        40        50       
2MEPSP     GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
         60        70        80                                     
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSP                                     
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.3  bits: 16.4 E():   47 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (58-66:10-18) 
 
        30        40        50        60        70        80    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP    
                                     . ::..:.:                  
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK 
                                    10        20        30      
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>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 72.0  bits: 18.3 E():   49 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (20-62:8-46) 
 
               10        20        30        40        50        60 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                          :..::. ..   :...  ::  .  . .:   :::.:: :  
gi|140             MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFGEKI 
                           10        20        30            40     
 
               70        80                                         
2MEPSP EHSDSWDRFYIKGGQKYKSP                                         
       ..                                                           
gi|140 DQIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFE 
           50        60        70        80        90       100     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 18.3 E():   51 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (29-43:83-97) 
 
                 10        20        30        40        50         
2MEPSP   GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
       60        70        80           
2MEPSP KAEHSDSWDRFYIKGGQKYKSP           
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 18.3 E():   51 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (29-43:83-97) 
 
                 10        20        30        40        50         
2MEPSP   GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
       60        70        80           
2MEPSP KAEHSDSWDRFYIKGGQKYKSP           
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.7  bits: 18.8 E():   51 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (45-71:155-183) 
 
           20        30        40        50        60          70   
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
             80           
2MEPSP GGQKYKSP           
                          
gi|549 CNYGPAGNVGNEPIYERK 
          190       200   
 
>>gi|51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (1-9:36-44) 
 
                                             10        20        30 
2MEPSP                               GLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
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gi|513 ATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
          10        20        30        40        50        60      
 
               40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
                                                          
gi|513 RTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQDY      
          70        80        90       100       110      
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 42; 38.1% identity (61.9% similar) in 21 aa overlap (60-80:21-41) 
 
      30        40        50        60        70        80          
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP          
                                     : .: .. .:.   : : :::          
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 42; 35.9% identity (51.3% similar) in 39 aa overlap (1-39:68-105) 
 
                                             10        20        30 
2MEPSP                               GLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :  :: .  ::. ..   ::   ::: :   
gi|185 RLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAA-SGGAAAAGGSAEAEAAPEAAK 
        40        50        60        70         80        90       
 
               40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
       . : :  :.                                          
gi|185 EEEKEESDEDMGFGLFD                                  
        100       110                                     
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (39-62:104-127) 
 
       10        20        30        40        50        60         
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
       70        80                
2MEPSP FYIKGGQKYKSP                
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (39-62:104-127) 
 
       10        20        30        40        50        60         
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
       70        80                
2MEPSP FYIKGGQKYKSP                
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
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 initn:  41 init1:  41 opt:  43  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (10-40:108-139) 
 
                                    10        20        30          
2MEPSP                      GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
       40        50        60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
       ..                                         
gi|606 EIDEDGSGKIEFEEFWELMAGEAD                   
       140       150       160                    
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.1  bits: 17.4 E():   55 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (60-79:9-28) 
 
      30        40        50        60        70        80          
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP          
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 71.0  bits: 19.8 E():   55 
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (1-31:391-423) 
 
                                             10        20           
2MEPSP                               GLPGGKVKLSGSISSQYLSAL--LMAAPLA 
                                     :: .:..: ..   :. :. :  ..      
gi|144 AKDAFGAGWGVMVSHRSGETEDVTIADIVVGLRSGQIKTGAPARSERLAKLNQILRIEEE 
              370       380       390       400       410       420 
 
       30        40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
       :::                                                  
gi|144 LGDNAVYAGNNFRTAVNL                                   
              430                                           
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (59-77:9-27) 
 
       30        40        50        60        70        80         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP         
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (4-42:309-349) 
 
                                          10         20          30 
2MEPSP                            GLPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
               40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
        .. :.: :..:                                       
gi|752 GANAEVI-KMVSET                                     
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      340        350                                      
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (9-43:1-35) 
 
               10        20        30        40        50        60 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
               ..: .:   :  :. :.:.:..... .    : :.                  
gi|796         MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFKKHV 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP EHSDSWDRFYIKGGQKYKSP                                         
                                                                    
gi|796 DPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGHFHE 
             60        70        80        90       100       110   
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (9-43:1-35) 
 
               10        20        30        40        50        60 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
               ..: .:   :  :. :.:.:..... .    : :.                  
gi|142         MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFKKHV 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP EHSDSWDRFYIKGGQKYKSP                                         
                                                                    
gi|142 DPSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGHFHE 
             60        70        80        90       100       110   
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.8  bits: 19.5 E():   64 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (36-62:169-195) 
 
          10        20        30        40         50        60     
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
           70        80                                             
2MEPSP SWDRFYIKGGQKYKSP                                             
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.7  bits: 17.6 E():   65 
Smith-Waterman score: 41; 32.6% identity (51.2% similar) in 43 aa overlap (37-79:3-40) 
 
         10        20        30        40        50        60       
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  ..:   .: .:.     .:::: :  . 
gi|207                             MSITDIVSEKNIEAALE-----SVKAEGSFEY 
                                           10             20        
 
         70        80                                               
2MEPSP DRFYIKGGQKYKSP                                               
         :. : :   ::                                                
gi|207 KCFFQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFL 
        30        40        50        60        70        80        
 
>>gi|29539109|emb|CAD87730.1| allergen Len c 1.0101 [Len  (418 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.5  bits: 19.5 E():   67 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (7-65:126-183) 
 
                                       10        20        30       
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2MEPSP                         GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     :.  :...:  ::.  .  :  :.    .: 
gi|295 DTIKLPAGTIAYLANRDDNEDLRVLDLAIPVNRPGQLQSFLLSGT-QNQPSFLSGFSKNI 
         100       110       120       130       140        150     
 
         40        50        60        70        80                 
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP                 
       ..  ..  : :.   :.:.   :..:  :                                
gi|295 LEAAFNTEYEEIEKVLLEEQEQKSQHRRSLRDKRQEITNEDVIVKVSREQIEELSKNAKS 
          160       170       180       190       200       210     
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (16-62:80-126) 
 
                              10        20        30          40    
2MEPSP                GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
            50        60        70        80                
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP                
       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (16-62:81-127) 
 
                              10        20        30          40    
2MEPSP                GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKITFPEGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            50        60        70        80                
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP                
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (16-62:81-127) 
 
                              10        20        30          40    
2MEPSP                GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            50        60        70        80                
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP                
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (16-62:81-127) 
 
                              10        20        30          40    
2MEPSP                GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            50        60        70        80                
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP                
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       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (16-62:81-127) 
 
                              10        20        30          40    
2MEPSP                GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            50        60        70        80                
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP                
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (16-62:81-127) 
 
                              10        20        30          40    
2MEPSP                GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            50        60        70        80                
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP                
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.1 E():   68 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (59-76:7-24) 
 
       30        40        50        60        70        80         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP         
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.1 E():   68 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (59-76:7-24) 
 
       30        40        50        60        70        80         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP         
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|139002766|dbj|BAF51970.1| thaumatin-like protein [C  (225 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.5 E():   68 
Smith-Waterman score: 43; 60.0% identity (80.0% similar) in 10 aa overlap (1-10:43-52) 
 
                                             10        20        30 
2MEPSP                               GLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:.                     
gi|139 AGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVNLAAGTQSARFWG 
             20        30        40        50        60        70   
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               40        50        60        70        80           
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP           
                                                                    
gi|139 RTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLSI 
             80        90       100       110       120       130   
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.2  bits: 17.6 E():   69 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (7-28:7-24) 
 
               10        20        30        40        50        60 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
             .:::: .    :  ...:::.:                                 
gi|209 MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCC 
               10            20        30        40        50       
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.6 E():   70 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (36-62:5-31) 
 
          10        20        30        40        50        60      
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|424                           EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIE 
                                         10        20        30     
 
          70        80                                              
2MEPSP WDRFYIKGGQKYKSP                                              
                                                                    
gi|424 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
           40        50        60        70        80        90     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 17.6 E():   71 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (36-62:86-112) 
 
          10        20        30        40        50        60      
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
          70        80 
2MEPSP WDRFYIKGGQKYKSP 
                       
gi|301 LIRSLFGLP       
         120           
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.9  bits: 18.1 E():   73 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (4-20:152-166) 
 
                                          10        20        30    
2MEPSP                            GLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
            40        50        60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.8  bits: 19.5 E():   73 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (23-63:372-412) 
 
                       10        20        30        40         50  
2MEPSP         GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
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              60        70        80                                
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSP                                
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.8  bits: 18.1 E():   74 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (31-72:115-155) 
 
               10        20        30        40        50        60 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
               70        80                   
2MEPSP EHSDSWDRFYIKGGQKYKSP                   
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (59-77:9-27) 
 
       30        40        50        60        70        80         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP         
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (59-77:9-27) 
 
       30        40        50        60        70        80         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP         
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (36-62:236-262) 
 
          10        20        30        40        50        60      
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
          70        80 
2MEPSP WDRFYIKGGQKYKSP 
                       
gi|225 LIRSWFGLP       
         270           
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (22-66:99-142) 
 
                        10        20        30        40        50  
2MEPSP          GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
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                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
              60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSP 
           . .  :.:. :               
gi|195 HNTPYCLAMEESQ-WS              
      130       140                  
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (22-66:99-142) 
 
                        10        20        30        40        50  
2MEPSP          GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
              60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSP 
           . .  :.:. :               
gi|219 HNTPYCLAMEESQ-WS              
      130       140                  
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.0  bits: 19.1 E():   80 
Smith-Waterman score: 44; 28.6% identity (64.3% similar) in 28 aa overlap (57-80:182-209) 
 
         30        40        50        60            70        80   
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSP   
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 43; 34.5% identity (65.5% similar) in 29 aa overlap (3-30:234-262) 
 
                                            10        20        30  
2MEPSP                             GLPGGKV-KLSGSISSQYLSALLMAAPLALGD 
                                     ::  . .:. . :.. ::.  ::.: . :  
gi|238 EPSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKPGGSTDTLSGTSMASPHVCGL 
           210       220       230       240       250       260    
 
              40        50        60        70        80 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
                                                         
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR                     
           270       280       290                       
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 67.7  bits: 16.8 E():   84 
Smith-Waterman score: 39; 57.1% identity (64.3% similar) in 14 aa overlap (59-72:7-16) 
 
       30        40        50        60        70        80         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP         
                                     ::::    :::. :                 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|38456224|gb|AAR21072.1| PR5 allergen Jun r 3.2 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (1-9:43-51) 
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                                             10        20        30 
2MEPSP                               GLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIRNQCGYTVWAAGLPGGGKRLDQGQTWTLNLAAGTASARFWG 
             20        30        40        50        60        70   
 
               40        50        60        70        80           
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP           
                                                                    
gi|384 RTGCTFDASGKGSCKTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456230|gb|AAR21075.1| PR5 allergen Cup s 3.3 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (1-9:43-51) 
 
                                             10        20        30 
2MEPSP                               GLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATSAISLHMQEAGAVKFDIKNQCRYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
               40        50        60        70        80           
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP           
                                                                    
gi|384 RTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456222|gb|AAR21071.1| PR5 allergen Jun r 3.1 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (1-9:43-51) 
 
                                             10        20        30 
2MEPSP                               GLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTLNLAAGTASARFWG 
             20        30        40        50        60        70   
 
               40        50        60        70        80           
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP           
                                                                    
gi|384 RTGCTFDASGKGSCKTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (1-9:43-51) 
 
                                             10        20        30 
2MEPSP                               GLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|908 ATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
 
               40        50        60        70        80           
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP           
                                                                    
gi|908 RTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|38456228|gb|AAR21074.1| PR5 allergen Cup s 3.2 prec  (225 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 42; 66.7% identity (77.8% similar) in 9 aa overlap (1-9:43-51) 
 
                                             10        20        30 
2MEPSP                               GLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     :::::  .:                      
gi|384 ATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWTVNLAAGTASARFWG 
             20        30        40        50        60        70   
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               40        50        60        70        80           
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP           
                                                                    
gi|384 RTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDKDYYDVSLVDGFNIPLAI 
             80        90       100       110       120       130   
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.4  bits: 21.1 E():   87 
Smith-Waterman score: 52; 28.3% identity (63.0% similar) in 46 aa overlap (38-80:235-279) 
 
        10        20        30        40        50        60        
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW- 
                                     .: . . ::.: :. ... :: :. . .   
gi|203 DSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYVKMMLK-QNKDGVAADLGPTNA 
          210       220       230       240        250       260    
 
           70        80                                             
2MEPSP --DRFYIKGGQKYKSP                                             
          : :..  .:.:.:                                             
gi|203 QPKRPYLSFDHKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKLVDKLRYLSAEET 
           270       280       290       300       310       320    
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.3  bits: 19.2 E():   89 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (45-77:127-158) 
 
           20        30        40        50        60        70     
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                     .:  :. :: :.:  .   : :. .  : . 
gi|275 GNAKAMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDS 
        100       110       120       130       140        150      
 
           80                                                       
2MEPSP QKYKSP                                                       
       ...                                                          
gi|275 DNFIKLLDKFDEKFAHTSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAH 
         160       170       180       190       200       210      
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.2  bits: 18.3 E():   90 
Smith-Waterman score: 42; 34.3% identity (57.1% similar) in 35 aa overlap (2-34:122-156) 
 
                                            10          20          
2MEPSP                              GLPGGKVKLSGSISS--QYLSALLMAAPLAL 
                                     :::. :  .:...:   ::    .. :  : 
gi|225 HEKYDSRLLDNDIALIKLKSPRLNSKNARVLPGSDVVKDGQVQSVWGYLEEGSYSLPPEL 
             100       110       120       130       140       150  
 
      30        40        50        60        70        80          
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP          
         :.:                                                        
gi|225 RRVDIGGASRKECNELYSKVNAEVTDNMICGGDVANGGKDSCQGDSGGPLVDVKNNQVVG 
             160       170       180       190       200       210  
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.1  bits: 18.7 E():   90 
Smith-Waterman score: 43; 30.0% identity (63.3% similar) in 30 aa overlap (1-30:246-275) 
 
                                             10        20        30 
2MEPSP                               GLPGGKVKLSGSISSQYLSALLMAAPLALG 
                                     ::   .. .... .. :::.  ::.:   : 
gi|546 ENAITVGASTISDARAYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAG 
         220       230       240       250       260       270      
 
               40        50        60        70        80           
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP           
                                                                    
gi|546 LLTYYLSLQPSSDSEFFIGAEGITPAQLKKNLIAFGTPDVLADIPADTPNILAFNGAGQN 
         280       290       300       310       320       330      
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
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 initn:  42 init1:  42 opt:  44  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (48-80:232-264) 
 
        20        30        40        50        60        70        
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
        80                                                          
2MEPSP KSP                                                          
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (48-80:232-264) 
 
        20        30        40        50        60        70        
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
        80                                                          
2MEPSP KSP                                                          
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase (NA  (497 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.9  bits: 19.2 E():   93 
Smith-Waterman score: 44; 25.0% identity (58.3% similar) in 60 aa overlap (3-61:77-136) 
 
                                           10         20        30  
2MEPSP                             GLPGGKVKLSGSISSQYL-SALLMAAPLALGD 
                                     : .. :: ..... .  .: :.::  :: . 
gi|766 CSVQEATEKDVDIAVAAARKAFNGPWRKETPENRGKLLNKLADLFEKNADLIAAVEALDN 
         50        60        70        80        90       100       
 
              40        50        60        70        80            
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP            
        .   . : ...: .   :: .  .. : :                               
gi|766 GKAFSMAKNVDVPAAAGCLRYYGGWADKIEGKVVDTAPDSFNYIRKEPIGVCGQIIPWNF 
        110       120       130       140       150       160       
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 16.9 E():   94 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (68-76:67-75) 
 
        40        50        60        70        80                  
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP                  
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
gi|126 N 
         
 
>>gi|1405736|emb|CAA35188.1| trypsin inhibitor cme precu  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (13-31:9-27) 
 
               10        20        30        40        50        60 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                   .:.  . :.:.:.  ..::                              
gi|140     MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGP 
                   10        20        30        40        50       
 
               70        80                                         
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2MEPSP EHSDSWDRFYIKGGQKYKSP                                         
                                                                    
gi|140 RLLTSDMKRRCCDELSAIPAYCRCEALRIIMQGVVTWQGAFEGAYFKDSPNCPRERQTSY 
         60        70        80        90       100       110       
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (4-17:110-123) 
 
                                          10        20        30    
2MEPSP                            GLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|549 NDELAYVAQVWANQCQYGHDTCRDIAKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
            40        50        60        70        80              
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP              
                                                                    
gi|549 YNPKKKFSGNNFLKTGHYTQMVWANTKEVGCGSIKFIQEKWHKHYLVCNYGPSGNFQNEE 
     140       150       160       170       180       190          
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (4-17:110-123) 
 
                                          10        20        30    
2MEPSP                            GLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|549 SDELAYIAQVWANQCQYGHDTCRDVAKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
            40        50        60        70        80              
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP              
                                                                    
gi|549 YNPKKKFSENNFLKIGHYTQMVWANTKEVGCGSIKYIQDKWHKHYLVCNYGPSGNFGNEE 
     140       150       160       170       180       190          
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (4-17:110-123) 
 
                                          10        20        30    
2MEPSP                            GLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|482 NDELAYIAQVWANQCEYGHDTCRDVAKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
            40        50        60        70        80              
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP              
                                                                    
gi|482 YNPKKKFSGNNFLKTGHYTQMVWANTKEVGCGSIKYIQEKWHKHYLVCNYGPSGNFKNEE 
     140       150       160       170       180       190          
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (4-17:110-123) 
 
                                          10        20        30    
2MEPSP                            GLPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|740 NDELAYIAQVWANQCQYGHDTCRDVAKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
            40        50        60        70        80              
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP              
                                                                    
gi|740 YNPKKKFSENNFLKIGHYTQMVWANTKEVGCGSIKYIQDKWHKHYLVCNYGPSGNFGNEE 
     140       150       160       170       180       190          
 
>>gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subsp. v  (148 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 17.4 E(): 1e 
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Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (13-31:9-27) 
 
               10        20        30        40        50        60 
2MEPSP GLPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                   .:.  . :.:.:.  ..::                              
gi|190     MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGP 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP EHSDSWDRFYIKGGQKYKSP                                         
                                                                    
gi|190 RLLTSDMKRRCCDELSAIPAYCRCEALRIIMQGVVTWQGAFEGAYFKDSPNCPRERQTSY 
         60        70        80        90       100       110       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:42 2011 done: Tue Apr 19 10:57:42 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 167  - 246 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     1     2:* 
  32     9     8:=*= 
  34     9    22:===  * 
  36    35    44:========= * 
  38    37    73:==========        * 
  40   108   102:=========================*= 
  42   122   125:===============================* 
  44    79   137:====================              * 
  46   120   140:==============================    * 
  48   191   134:=================================*============== 
  50   118   122:==============================* 
  52   135   107:==========================*======= 
  54    94    92:======================*= 
  56    93    77:===================*==== 
  58    47    63:============   * 
  60    51    51:============* 
  62    27    41:=======   * 
  64    39    33:========*= 
  66    25    26:======* 
  68    24    20:====*= 
  70    28    16:===*=== 
  72    16    12:==*= 
  74    18    10:==*== 
  76    12     8:=*= 
  78     8     6:=* 
  80     6     5:=* 
  82     5     3:*= 
  84     6     3:*= 
  86     5     2:*= 
  88     4     2:*          inset = represents 1 library sequences 
  90     2     1:* 
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  92     4     1:*         :*=== 
  94     1     1:*         :* 
  96     3     1:*         :*== 
  98     0     0:          * 
 100     3     0:=         *=== 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     1     0:=         *= 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.38400.0031; mu= 13.2628 0.163 
 mean_var=30.2623 7.477, 0's: 2 Z-trim: 4  B-trim: 186 in 1/43 
 Lambda= 0.233143 
 Kolmogorov-Smirnov  statistic: 0.0880 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   72 28.4   0.047 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   70 27.9    0.12 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   58 23.7     1.3 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   58 23.7     1.3 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   58 23.7     1.4 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.5       2 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.5       2 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 23.5     2.1 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   58 24.0     2.8 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 22.4     3.4 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   54 22.4     3.4 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   54 22.4     3.4 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   53 22.0     3.9 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.8     4.2 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 24.2     4.4 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   52 21.7     5.5 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   54 22.6     6.1 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 22.6     6.3 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 23.5     6.5 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.7     8.4 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 23.2     8.7 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 21.1     8.7 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 21.1     8.7 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 21.1     8.7 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 21.1     8.7 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 21.1     8.7 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   50 21.1     8.7 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 23.3      10 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.7      11 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   49 20.7      11 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   49 20.7      11 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   47 19.9      13 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 20.4      14 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   48 20.4      14 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.7      15 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 19.1      15 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   46 19.6      16 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.9      17 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.9      17 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   47 20.0      18 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 21.3      18 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.7      22 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 21.0      22 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.7      22 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.7      22 
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gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.7      22 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.7      22 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 19.3      23 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 18.0      23 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   45 19.4      27 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   45 19.4      28 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   45 19.4      28 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   45 19.4      28 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   45 19.4      28 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   45 19.4      28 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   45 19.4      28 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   45 19.4      28 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   45 19.4      29 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 19.0      30 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 19.0      30 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.4      31 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.4      32 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 18.2      32 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 18.2      32 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 18.2      33 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   43 18.6      33 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.9      34 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   44 19.0      35 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   44 19.0      35 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   44 19.0      35 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   44 19.0      35 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   44 19.0      35 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   44 19.0      35 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 19.0      35 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   44 19.0      35 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 19.0      35 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   44 19.0      35 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.7      39 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.7      41 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.7      41 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 21.2      42 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 19.1      42 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.8      42 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   43 18.7      44 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.7      44 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   43 18.7      44 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.7      44 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   43 18.7      44 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   43 18.7      44 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.7      44 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.3      47 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 19.6      51 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   41 17.9      52 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.5      53 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.5      53 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 20.1      53 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 20.1      53 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   41 17.9      53 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 18.4      55 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 17.9      55 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   42 18.4      55 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   42 18.4      55 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   42 18.4      55 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   42 18.4      55 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.4      55 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.4      55 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   42 18.4      55 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   42 18.4      55 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 18.4      55 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   42 18.4      55 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.7      56 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 18.0      57 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.8      59 
gi|29539109|emb|CAD87730.1| allergen Len c 1.0101  ( 418)   45 19.7      59 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 18.0      60 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 18.0      60 
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gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 18.4      60 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.4      61 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 18.0      64 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 18.0      64 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.7      65 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   39 17.2      66 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.9      67 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   40 17.6      67 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   43 18.9      70 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   44 19.3      71 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   44 19.3      72 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   44 19.3      72 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 17.2      75 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   42 18.5      77 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.5      79 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   43 18.9      79 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   44 19.4      80 
gi|1405736|emb|CAA35188.1| trypsin inhibitor cme p ( 144)   40 17.7      81 
gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subs ( 148)   40 17.7      82 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   44 19.4      83 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   44 19.4      83 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 16.8      84 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 16.8      84 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   41 18.1      84 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   41 18.1      84 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   41 18.1      84 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.1      84 
gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase ( 497)   44 19.4      84 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 15.5      85 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.1      86 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   48 21.1      86 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   40 17.7      86 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   40 17.7      86 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   43 19.0      86 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   44 19.4      87 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   41 18.1      88 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   40 17.7      89 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.1      91 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.1      91 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   41 18.1      91 
gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 Fr ( 127)   39 17.3      92 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   41 18.1      93 
gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging prot ( 236)   41 18.1      94 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   39 17.3      94 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   43 19.0      96 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   43 19.0      97 
gi|28948464|pdb|1L3P|A Chain A, Crystal Structure  ( 102)   38 16.9      97 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   42 18.6      99 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  72  Z-score: 126.4  bits: 28.4 E(): 0.047 
Smith-Waterman score: 72; 28.2% identity (52.1% similar) in 71 aa overlap (3-72:30-99) 
 
                                           10        20        30   
2MEPSP                            LPGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK             
       . ..  .:..  . : .     ::: :    ::   :. :                     
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
gi|291 REMKDRAEQFGQQHVTGSQGS 
     120       130       140 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  70  Z-score: 119.1  bits: 27.9 E(): 0.12 
Smith-Waterman score: 70; 27.4% identity (57.5% similar) in 73 aa overlap (3-73:8-73) 
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                    10         20        30        40         50    
2MEPSP      LPGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
              ::. : .:.. . . .   : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
            60        70        80                                  
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK                                  
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 100.7  bits: 23.7 E():  1.3 
Smith-Waterman score: 58; 27.1% identity (48.6% similar) in 70 aa overlap (3-72:36-104) 
 
                                           10        20        30   
2MEPSP                             LPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|753 GQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
             40        50        60        70        80             
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK             
       . ..  .:.:  .   .     ::: :    ::   :. :                     
gi|753 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|753 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 100.7  bits: 23.7 E():  1.3 
Smith-Waterman score: 58; 27.1% identity (48.6% similar) in 70 aa overlap (3-72:36-104) 
 
                                           10        20        30   
2MEPSP                             LPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|198 GQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
             40        50        60        70        80             
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK             
       . ..  .:.:  .   .     ::: :    ::   :. :                     
gi|198 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|198 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 100.1  bits: 23.7 E():  1.4 
Smith-Waterman score: 58; 23.8% identity (60.3% similar) in 63 aa overlap (15-75:81-139) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|132 PGTIKKITFSEGSPFKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
             50        60        70        80                 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK                 
       :     :.. ... .:..:    :  .::::..                      
gi|132 PDGGSILKISNKYHTKGDH--EVDAEHIKGGKEKVEGLFRAVEAYLLAHSDAYN 
      110       120         130       140       150       160 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.1  bits: 23.5 E():    2 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (17-32:9-24) 
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               10        20        30        40        50        60 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                       :.:::.:: . :::..                             
gi|476         MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWH 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP HSDSWDRFYIKGGQKYKSPK                                         
                                                                    
gi|476 DDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNGEQLVCAGM 
             60        70        80        90       100       110   
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.1  bits: 23.5 E():    2 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (17-32:9-24) 
 
               10        20        30        40        50        60 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                       :.:::.:: . :::..                             
gi|313         MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWH 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP HSDSWDRFYIKGGQKYKSPK                                         
                                                                    
gi|313 DDKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNGEQLVCAGM 
             60        70        80        90       100       110   
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 96.8  bits: 23.5 E():  2.1 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (11-49:26-64) 
 
                              10        20        30        40      
2MEPSP                LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK                          
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 94.5  bits: 24.0 E():  2.8 
Smith-Waterman score: 58; 25.0% identity (52.6% similar) in 76 aa overlap (5-72:228-299) 
 
                                         10        20        30     
2MEPSP                           LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     .. .:.:. .:.  .::..:    :: .:: 
gi|113 SISGSSQIWIDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLFGA----GDENIE 
       200       210       220       230       240           250    
 
           40        50                60        70        80       
2MEPSP IIDKLISIPYVEMTLRLMER--------FGVKAEHSDSWDRFYIKGGQKYKSPK       
           : .. .  .:  . .:        : :  .. :.:  . : :               
gi|113 DRGMLATVAFNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFC 
           260       270       280       290       300       310    
 
gi|113 APDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAE 
           320       330       340       350       360       370    
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 92.9  bits: 22.4 E():  3.4 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (27-61:90-126) 
 
                   10        20        30          40        50     
2MEPSP     LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
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      60        70        80        90       100       110          
 
           60        70        80               
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPK               
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 92.9  bits: 22.4 E():  3.4 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (27-61:90-126) 
 
                   10        20        30          40        50     
2MEPSP     LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
           60        70        80               
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPK               
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 92.8  bits: 22.4 E():  3.4 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (27-61:91-127) 
 
                   10        20        30          40        50     
2MEPSP     LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
           60        70        80               
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPK               
       . .:..:                                  
gi|132 YHTKGDHEMKAEHMKAIKEKAEALLRAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 91.9  bits: 22.0 E():  3.9 
Smith-Waterman score: 53; 18.4% identity (55.1% similar) in 49 aa overlap (1-49:71-119) 
 
                                             10        20        30 
2MEPSP                               LPGGKVKLSGSISSQYLSALLMAAPLALGD 
                                     .:.: .:.  :     .. .  . :  . : 
gi|132 DKSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKD 
               50        60        70        80        90       100 
 
               40        50        60        70        80 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
       . :.... . . : .  .:                                
gi|132 ASIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN             
              110       120       130                     
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 91.2  bits: 23.8 E():  4.2 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (8-43:247-289) 
 
                                      10        20               30 
2MEPSP                        LPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
               40        50        60        70        80           
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK           
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
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>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 91.0  bits: 24.2 E():  4.4 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (25-69:372-415) 
 
                     10        20        30        40        50     
2MEPSP       LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
           60        70        80                                   
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPK                                   
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 89.2  bits: 21.7 E():  5.5 
Smith-Waterman score: 52; 22.2% identity (58.7% similar) in 63 aa overlap (15-75:81-139) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|154 PGTIKKITFSEGSPVKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
             50        60        70        80                  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK                  
       :     :..  .. .:..:    .  .::::..                       
gi|154 PDGGSILKITSKYHTKGDHEVPAE--HIKGGKERVEGLLKPVEAYLLAHTAEYNN 
      110       120       130         140       150       160  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 88.4  bits: 22.6 E():  6.1 
Smith-Waterman score: 54; 36.5% identity (61.5% similar) in 52 aa overlap (25-75:139-186) 
 
                     10        20        30        40         50    
2MEPSP       LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :. .  .  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDV--LA 
      110       120       130       140        150       160        
 
            60        70        80                                  
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK                                  
       : ..:   .:    ::.... :                                       
gi|612 R-NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNND 
          170       180       190       200       210       220     
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 88.1  bits: 22.6 E():  6.3 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (5-37:105-139) 
 
                                         10        20         30    
2MEPSP                           LPGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
             40        50        60        70        80             
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK             
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 87.9  bits: 23.5 E():  6.5 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (8-43:378-420) 
 
                                      10        20               30 
2MEPSP                        LPGGKVKLSGSISSQYLSALLM--AAPLALG-----D 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5330

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
               40        50        60        70        80           
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK           
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.9  bits: 22.7 E():  8.4 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (36-57:9-30) 
 
          10        20        30        40        50        60      
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
          70        80                                              
2MEPSP DRFYIKGGQKYKSPK                                              
                                                                    
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 85.6  bits: 23.2 E():  8.7 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (26-53:414-441) 
 
                    10        20        30        40        50      
2MEPSP      LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
          60        70        80                                    
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPK                                    
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 85.6  bits: 21.1 E():  8.7 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (29-66:125-160) 
 
                 10        20        30        40        50         
2MEPSP   LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
       60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPK 
         :::...               
gi|132 --HSDAYN               
            160               
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 85.6  bits: 21.1 E():  8.7 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (27-61:91-127) 
 
                   10        20        30          40        50     
2MEPSP     LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
           60        70        80               
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPK               
       : .:..:                                  
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gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 85.6  bits: 21.1 E():  8.7 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (27-61:91-127) 
 
                   10        20        30          40        50     
2MEPSP     LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
           60        70        80               
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPK               
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 85.6  bits: 21.1 E():  8.7 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (27-61:91-127) 
 
                   10        20        30          40        50     
2MEPSP     LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
           60        70        80               
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPK               
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 85.6  bits: 21.1 E():  8.7 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (4-61:70-127) 
 
                                          10        20        30    
2MEPSP                            LPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
      40        50        60        70        80        90          
 
              40        50        60        70        80            
2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK            
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 85.6  bits: 21.1 E():  8.7 
Smith-Waterman score: 50; 27.3% identity (61.8% similar) in 55 aa overlap (27-78:91-142) 
 
                   10        20        30           40        50    
2MEPSP     LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.   ...    
gi|880 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTVIKTTS 
               70        80        90        100       110          
 
            60        70        80                 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK                 
       .. .:..   . .  ..:.:..  :                   
gi|880 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.2  bits: 23.3 E():   10 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (26-53:500-527) 
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                    10        20        30        40        50      
2MEPSP      LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
          60        70        80                                    
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPK                                    
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.7  bits: 20.7 E():   11 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (38-61:104-127) 
 
        10        20        30        40        50        60        
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
        70        80               
2MEPSP FYIKGGQKYKSPK               
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 83.7  bits: 20.7 E():   11 
Smith-Waterman score: 49; 27.3% identity (60.0% similar) in 55 aa overlap (27-78:91-142) 
 
                   10        20        30           40        50    
2MEPSP     LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
            60        70        80                 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK                 
       .. .:..   . .  ..:.:..  :                   
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 83.7  bits: 20.7 E():   11 
Smith-Waterman score: 49; 27.3% identity (60.0% similar) in 55 aa overlap (27-78:91-142) 
 
                   10        20        30           40        50    
2MEPSP     LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
            60        70        80                 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK                 
       .. .:..   . .  ..:.:..  :                   
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 82.5  bits: 19.9 E():   13 
Smith-Waterman score: 47; 33.3% identity (58.3% similar) in 24 aa overlap (56-79:18-41) 
 
          30        40        50        60        70        80      
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK      
                                     : .:  : ..  :. : : . :.:       
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
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        50        60        70        80        90       100        
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 82.0  bits: 20.4 E():   14 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (15-61:80-126) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 81.9  bits: 20.4 E():   14 
Smith-Waterman score: 48; 20.4% identity (65.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVAHKNFKYSYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :  .  :.. ... .:..:                                  
gi|132 PDGRSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 81.6  bits: 21.7 E():   15 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (11-59:54-105) 
 
                                   10          20        30         
2MEPSP                     LPGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
        40        50        60        70        80                  
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK                  
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 81.2  bits: 19.1 E():   15 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (27-60:5-40) 
 
               10        20        30           40        50        
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGV 
                                 ::.:. .: ::   ::.: :     ..   .. . 
gi|603                       VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHT 
                                      10        20        30        
 
        60        70        80               
2MEPSP KAEHSDSWDRFYIKGGQKYKSPK               
       :..                                   
gi|603 KGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
        40        50        60        70     
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 80.7  bits: 19.6 E():   16 
Smith-Waterman score: 52; 29.2% identity (59.7% similar) in 72 aa overlap (7-73:20-90) 
 
                            10         20          30        40     
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2MEPSP              LPGGKVKLSGSISSQ-YLSALLMAA--PLALGDVEIEIIDKLISIPY 
                          :  ::.. . ... . .::  :  .  : .::::.  :    
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKV-FEIIDQDKSDFV 
               10        20        30        40         50          
 
           50         60         70        80             
2MEPSP VEMTLRL-MERFGVKAEH-SDSWDRFYIKGGQKYKSPK             
        :  :.: .. :.. :.  ::.  . ..:.:                    
gi|145 EEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      60        70        80        90       100          
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.5  bits: 20.9 E():   17 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (9-36:7-34) 
 
               10        20        30        40        50        60 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
               : .. :  ..:.  :::. :   :....                         
gi|668   MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQA 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP HSDSWDRFYIKGGQKYKSPK                                         
                                                                    
gi|668 PTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAP 
       60        70        80        90       100       110         
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.5  bits: 20.9 E():   17 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (9-36:7-34) 
 
               10        20        30        40        50        60 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
               : .. :  ..:.  :::. :   :....                         
gi|833   MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQA 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP HSDSWDRFYIKGGQKYKSPK                                         
                                                                    
gi|833 PTPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAP 
       60        70        80        90       100       110         
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 80.1  bits: 20.0 E():   18 
Smith-Waterman score: 47; 20.4% identity (65.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDILEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  85 init1:  50 opt:  50  Z-score: 80.0  bits: 21.3 E():   18 
Smith-Waterman score: 53; 22.7% identity (54.7% similar) in 75 aa overlap (6-72:230-300) 
 
                                        10        20        30      
2MEPSP                          LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     : .:.   ... .:.:..:    .:....  
gi|113 VTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGA----SDTHFQD 
     200       210       220       230       240           250      
 
          40        50                60        70        80        
2MEPSP IDKLISIPYVEMTLRLMER-----FG---VKAEHSDSWDRFYIKGGQKYKSPK        
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       .   ... :  .:  . ::     ::   .  .  : ::.. : :                
gi|113 LKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVA 
         260       270       280       290       300       310      
 
gi|113 PDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEP 
         320       330       340       350       360       370      
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.4  bits: 16.7 E():   22 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (57-65:10-18) 
 
         30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     . ::..:.:                
gi|409                      IAKVPPGGXITAEYGDKWLD              
                                    10        20              
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.3  bits: 21.0 E():   22 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (4-28:221-245) 
 
                                          10        20        30    
2MEPSP                            LPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
            40        50        60        70        80              
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK              
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (38-75:104-139) 
 
        10        20        30        40        50        60        
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
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                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
        70        80                 
2MEPSP FYIKGGQKYKSPK                 
         :::...                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
             140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (28-61:92-127) 
 
                  10        20        30           40        50     
2MEPSP    LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
           60        70        80               
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPK               
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 78.0  bits: 19.3 E():   23 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (3-50:21-64) 
 
                                 10        20        30        40   
2MEPSP                   LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                           :... : :.. ... : : . :  . :.. :  ..:: .. 
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQNL 
               10        20         30         40          50       
 
             50        60        70        80                       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK                       
       :. :.  :                                                     
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 77.9  bits: 18.0 E():   23 
Smith-Waterman score: 47; 37.1% identity (68.6% similar) in 35 aa overlap (7-41:12-42) 
 
                    10        20        30        40        50      
2MEPSP      LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                  : .:.:::. :.  :   :  ::.: .: :.....               
gi|377 EHERIFKRFDAKGDGKISSSELGETL--KP--LGSVTLEEIQRMMAEIDTDGDGFL     
               10        20            30        40        50       
 
          60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPK 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 45; 24.4% identity (63.4% similar) in 41 aa overlap (1-39:58-98) 
 
                                             10          20         
2MEPSP                               LPGGKVKLSGSISSQYLS--ALLMAAPLAL 
                                     :: :.   : .. .. ..  :: . . .   
gi|166 DTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVID 
        30        40        50        60        70        80        
 
       30        40        50        60        70        80         
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK         
       ::. .:.:...                                                  
gi|166 GDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEENIKFADAQNTALFKAI 
        90       100       110       120       130       140        
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>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (15-61:80-126) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :     :.. ... .:..:                                  
gi|437 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5338

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 45; 22.2% identity (60.3% similar) in 63 aa overlap (15-75:81-139) 
 
                               10        20          30        40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLA--LGDVEIEIIDKLISI 
                                     .:  ... ..::.  :  .  ::  :...  
gi|534 PGTIKKITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEI--KIVAA 
               60        70        80        90       100           
 
             50        60        70        80                 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK                 
       :     :..  .. .:.. : . ..  ::.:..                      
gi|534 PGGGSILKITSKYHTKGDISLNEEE--IKAGKEKGAGLFKAVENYLVAHPNAYN 
      110       120       130         140       150       160 
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 76.2  bits: 19.4 E():   29 
Smith-Waterman score: 45; 24.4% identity (63.4% similar) in 41 aa overlap (1-39:72-112) 
 
                                             10          20         
2MEPSP                               LPGGKVKLSGSISSQYLS--ALLMAAPLAL 
                                     :: :.   : .. .. ..  :: . . .   
gi|133 DTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVID 
              50        60        70        80        90       100  
 
       30        40        50        60        70        80         
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK         
       ::. .:.:...                                                  
gi|133 GDILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEENIKFADAQNTALFKAI 
             110       120       130       140       150       160  
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.9  bits: 19.0 E():   30 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (58-68:8-18) 
 
        30        40        50        60        70        80        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK        
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 75.9  bits: 19.0 E():   30 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (58-68:8-18) 
 
        30        40        50        60        70        80        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK        
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.7  bits: 19.4 E():   31 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (64-75:134-145) 
 
            40        50        60        70        80              
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK              
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.4  bits: 19.4 E():   32 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (64-75:142-153) 
 
            40        50        60        70        80              
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK              
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.4  bits: 18.2 E():   32 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (10-31:54-75) 
 
                                    10        20        30          
2MEPSP                      LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
      40        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.4  bits: 18.2 E():   32 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (10-31:54-75) 
 
                                    10        20        30          
2MEPSP                      LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
      40        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 75.2  bits: 18.2 E():   33 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (9-51:6-51) 
 
               10        20        30           40        50        
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIPYVEMTLRLMERFGV 
               :. .. :.:  :.  ::. :  :  .   .   :. .:    ::..       
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gi|453    RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQ 
                  10        20        30        40        50        
 
        60        70        80  
2MEPSP KAEHSDSWDRFYIKGGQKYKSPK  
                                
gi|453 LQLPPLLSQGNPACSPKWLQLLVP 
        60        70        80  
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.1  bits: 18.6 E():   33 
Smith-Waterman score: 43; 36.4% identity (63.6% similar) in 22 aa overlap (59-80:21-42) 
 
       30        40        50        60        70        80         
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK         
                                     : .: .. .:.   : : :::.         
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 74.9  bits: 16.9 E():   34 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (57-65:10-18) 
 
         30        40        50        60        70        80   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK   
                                     . ::..:.:                  
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK 
                                    10        20        30      
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (15-61:80-126) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|159 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :     :.. ... .:..:                                  
gi|159 PDGGSILKISNKYHTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMRETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
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gi|241 PGTIKKISFPEGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :     :.. ... .:..:                                  
gi|241 PDGGSILKISNKYHTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVEGYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :     :.. ... .:..:                                  
gi|132 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|114 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :     :.. ... .:..:                                  
gi|114 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5342

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

      110       120       130       140       150       160 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (28-61:92-127) 
 
                  10        20        30            40        50    
2MEPSP    LPGGKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
            60        70        80               
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK               
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 44; 20.4% identity (65.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (19-61:8-46) 
 
               10        20        30        40        50        60 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                         :..::. ..   :...  ::  .  . .:   :::.:: : . 
gi|140            MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFGEKID 
                          10        20        30            40      
 
               70        80                                         
2MEPSP HSDSWDRFYIKGGQKYKSPK                                         
       .                                                            
gi|140 QIEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFER 
          50        60        70        80        90       100      
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.5  bits: 18.7 E():   41 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (28-42:83-97) 
 
                  10        20        30        40        50        
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2MEPSP    LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
        60        70        80          
2MEPSP KAEHSDSWDRFYIKGGQKYKSPK          
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.5  bits: 18.7 E():   41 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (28-42:83-97) 
 
                  10        20        30        40        50        
2MEPSP    LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
        60        70        80          
2MEPSP KAEHSDSWDRFYIKGGQKYKSPK          
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 21.2 E():   42 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (26-53:500-527) 
 
                    10        20        30        40        50      
2MEPSP      LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
          60        70        80                                    
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPK                                    
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.2  bits: 19.1 E():   42 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (44-70:155-183) 
 
            20        30        40        50        60          70  
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
              80          
2MEPSP GGQKYKSPK          
                          
gi|549 CNYGPAGNVGNEPIYERK 
          190       200   
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.2  bits: 17.8 E():   42 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (59-78:9-28) 
 
       30        40        50        60        70        80         
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK         
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5344

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVTT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (38-61:104-127) 
 
        10        20        30        40        50        60        
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
        70        80               
2MEPSP FYIKGGQKYKSPK               
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (38-61:104-127) 
 
        10        20        30        40        50        60        
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
        70        80               
2MEPSP FYIKGGQKYKSPK               
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 44; 28.9% identity (55.3% similar) in 38 aa overlap (29-66:125-160) 
 
                 10        20        30        40        50         
2MEPSP   LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
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                                     :: :..  .   :  . :  :: .: . .  
gi|459 TLEKISNEIKIVATPDGGPILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYPLA 
          100       110       120       130       140       150     
 
       60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPK 
         :::...               
gi|459 --HSDAYN               
            160               
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (9-39:108-139) 
 
                                     10        20        30         
2MEPSP                       LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
        40        50        60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
       ..                                          
gi|606 EIDEDGSGKIEFEEFWELMAGEAD                    
       140       150       160                     
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.2  bits: 18.3 E():   47 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (58-76:9-27) 
 
        30        40        50        60        70        80        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK        
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.6  bits: 19.6 E():   51 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (3-41:309-349) 
 
                                            10        20            
2MEPSP                             LPGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
      30        40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
        .. :.: :..:                                        
gi|752 GANAEVI-KMVSET                                      
      340        350                                       
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>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.6  bits: 17.9 E():   52 
Smith-Waterman score: 41; 32.6% identity (51.2% similar) in 43 aa overlap (36-78:3-40) 
 
          10        20        30        40        50        60      
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  ..:   .: .:.     .:::: :  . 
gi|207                             MSITDIVSEKNIEAALE-----SVKAEGSFEY 
                                           10             20        
 
          70        80                                              
2MEPSP DRFYIKGGQKYKSPK                                              
         :. : :   ::                                                
gi|207 KCFFQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFL 
        30        40        50        60        70        80        
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.4  bits: 17.5 E():   53 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (58-75:7-24) 
 
        30        40        50        60        70        80        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK        
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.4  bits: 17.5 E():   53 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (58-75:7-24) 
 
        30        40        50        60        70        80        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK        
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 20.1 E():   53 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (8-42:1-35) 
 
               10        20        30        40        50        60 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
              ..: .:   :  :. :.:.:..... .    : :.                   
gi|142        MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFKKHVD 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP HSDSWDRFYIKGGQKYKSPK                                         
                                                                    
gi|142 PSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGHFHED 
            60        70        80        90       100       110    
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 20.1 E():   53 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (8-42:1-35) 
 
               10        20        30        40        50        60 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
              ..: .:   :  :. :.:.:..... .    : :.                   
gi|796        MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFKKHVD 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP HSDSWDRFYIKGGQKYKSPK                                         
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gi|796 PSSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGHFHED 
            60        70        80        90       100       110    
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.3  bits: 17.9 E():   53 
Smith-Waterman score: 41; 34.3% identity (51.4% similar) in 35 aa overlap (4-38:71-105) 
 
                                          10        20        30    
2MEPSP                            LPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     : .  ::. ..   ::   ::: :  . :  
gi|117 KLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEK 
               50        60        70        80        90       100 
 
            40        50        60        70        80 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
       :  :.                                           
gi|117 EESDEDMGFGLFD                                   
              110                                      
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (15-61:80-126) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 71.0  bits: 17.9 E():   55 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (6-27:7-24) 
 
                10        20        30        40        50          
2MEPSP  LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
             .:::: .    :  ...:::.:                                 
gi|209 MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCC 
               10            20        30        40        50       
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFKYVKDGVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
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             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKITFPEGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
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 initn:  39 init1:  39 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :    .:.. ... .:..:                                  
gi|459 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLKAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (15-61:81-127) 
 
                               10        20        30          40   
2MEPSP                 LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFEYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.9  bits: 19.7 E():   56 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (35-61:169-195) 
 
           10        20        30        40         50        60    
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
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      140       150       160       170       180        190        
 
            70        80                                            
2MEPSP SWDRFYIKGGQKYKSPK                                            
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (35-61:86-112) 
 
           10        20        30        40        50        60     
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
           70        80 
2MEPSP WDRFYIKGGQKYKSPK 
                        
gi|301 LIRSLFGLP        
         120            
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.8 E():   59 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (35-61:5-31) 
 
           10        20        30        40        50        60     
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|424                           EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIE 
                                         10        20        30     
 
           70        80                                             
2MEPSP WDRFYIKGGQKYKSPK                                             
                                                                    
gi|424 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
           40        50        60        70        80        90     
 
>>gi|29539109|emb|CAD87730.1| allergen Len c 1.0101 [Len  (418 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.6  bits: 19.7 E():   59 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (6-64:126-183) 
 
                                        10        20        30      
2MEPSP                          LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     :.  :...:  ::.  .  :  :.    .: 
gi|295 DTIKLPAGTIAYLANRDDNEDLRVLDLAIPVNRPGQLQSFLLSGT-QNQPSFLSGFSKNI 
         100       110       120       130       140        150     
 
          40        50        60        70        80                
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK                
       ..  ..  : :.   :.:.   :..:  :                                
gi|295 LEAAFNTEYEEIEKVLLEEQEQKSQHRRSLRDKRQEITNEDVIVKVSREQIEELSKNAKS 
          160       170       180       190       200       210     
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (58-76:9-27) 
 
        30        40        50        60        70        80        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK        
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.4  bits: 18.0 E():   60 
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Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (58-76:9-27) 
 
        30        40        50        60        70        80        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK        
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.4  bits: 18.4 E():   60 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (3-19:152-166) 
 
                                           10        20        30   
2MEPSP                             LPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
             40        50        60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.3  bits: 18.4 E():   61 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (30-71:115-155) 
 
                10        20        30        40        50          
2MEPSP  LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
      60        70        80                  
2MEPSP EHSDSWDRFYIKGGQKYKSPK                  
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (21-65:99-142) 
 
                         10        20        30        40        50 
2MEPSP           LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
               60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
           . .  :.:. :                
gi|195 HNTPYCLAMEESQ-WS               
      130       140                   
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (21-65:99-142) 
 
                         10        20        30        40        50 
2MEPSP           LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
               60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
           . .  :.:. :                
gi|219 HNTPYCLAMEESQ-WS               
      130       140                   
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>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.7  bits: 19.7 E():   65 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (22-62:372-412) 
 
                        10        20        30        40         50 
2MEPSP          LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
               60        70        80                               
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPK                               
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 69.6  bits: 17.2 E():   66 
Smith-Waterman score: 39; 57.1% identity (64.3% similar) in 14 aa overlap (58-71:7-16) 
 
        30        40        50        60        70        80        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK        
                                     ::::    :::. :                 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (35-61:236-262) 
 
           10        20        30        40        50        60     
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
           70        80 
2MEPSP WDRFYIKGGQKYKSPK 
                        
gi|225 LIRSWFGLP        
         270            
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 17.6 E():   67 
Smith-Waterman score: 40; 34.3% identity (51.4% similar) in 35 aa overlap (4-38:71-105) 
 
                                          10        20        30    
2MEPSP                            LPGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     : .  ::. ..   ::   ::: :  . :  
gi|185 KLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEK 
               50        60        70        80        90       100 
 
            40        50        60        70        80 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
       :  :.                                           
gi|185 EESDEDMGFGLFD                                   
              110                                      
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.1  bits: 18.9 E():   70 
Smith-Waterman score: 43; 34.5% identity (65.5% similar) in 29 aa overlap (2-29:234-262) 
 
                                             10        20        30 
2MEPSP                              LPGGKV-KLSGSISSQYLSALLMAAPLALGD 
                                     ::  . .:. . :.. ::.  ::.: . :  
gi|238 EPSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKPGGSTDTLSGTSMASPHVCGL 
           210       220       230       240       250       260    
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               40        50        60        70        80 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                                          
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR                      
           270       280       290                        
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.0  bits: 19.3 E():   71 
Smith-Waterman score: 44; 28.6% identity (64.3% similar) in 28 aa overlap (56-79:182-209) 
 
          30        40        50        60            70        80  
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPK  
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.0  bits: 19.3 E():   72 
Smith-Waterman score: 44; 25.4% identity (52.4% similar) in 63 aa overlap (3-65:72-131) 
 
                                           10        20        30   
2MEPSP                             LPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :: . ..  :  .:    . :   .. :.  
gi|129 KPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFDDAT 
              50        60        70          80        90          
 
             40        50        60        70        80             
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK             
       :: : :  .. :::   ...   :. ...:  :                            
gi|129 IEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYA 
     100       110        120       130       140       150         
 
gi|129 YVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVK 
      160       170       180       190       200       210         
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.0  bits: 19.3 E():   72 
Smith-Waterman score: 44; 25.4% identity (52.4% similar) in 63 aa overlap (3-65:72-131) 
 
                                           10        20        30   
2MEPSP                             LPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :: . ..  :  .:    . :   .. :.  
gi|746 KPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFDDAT 
              50        60        70          80        90          
 
             40        50        60        70        80             
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK             
       :: : :  .. :::   ...   :. ...:  :                            
gi|746 IEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYA 
     100       110        120       130       140       150         
 
gi|746 YVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVK 
      160       170       180       190       200       210         
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.6  bits: 17.2 E():   75 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (67-75:67-75) 
 
         40        50        60        70        80                 
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK                 
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
gi|126 N 
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>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.4  bits: 18.5 E():   77 
Smith-Waterman score: 42; 34.3% identity (57.1% similar) in 35 aa overlap (1-33:122-156) 
 
                                             10          20         
2MEPSP                               LPGGKVKLSGSISS--QYLSALLMAAPLAL 
                                     :::. :  .:...:   ::    .. :  : 
gi|225 HEKYDSRLLDNDIALIKLKSPRLNSKNARVLPGSDVVKDGQVQSVWGYLEEGSYSLPPEL 
             100       110       120       130       140       150  
 
       30        40        50        60        70        80         
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK         
         :.:                                                        
gi|225 RRVDIGGASRKECNELYSKVNAEVTDNMICGGDVANGGKDSCQGDSGGPLVDVKNNQVVG 
             160       170       180       190       200       210  
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.2  bits: 15.5 E():   79 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (57-65:10-18) 
 
         30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     . :...:.:                
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA  
                                    10        20        30    
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.2  bits: 18.9 E():   79 
Smith-Waterman score: 43; 40.6% identity (59.4% similar) in 32 aa overlap (2-29:245-275) 
 
                                            10            20        
2MEPSP                              LPGGKVKLSGSISSQ----YLSALLMAAPLA 
                                     :: .. ::  :.:.    :::.  ::.:   
gi|546 AENAITVGASTISDARAYFSNYGKCVDIFAPGLNI-LSTYIGSDAATAYLSGTSMASPHI 
          220       230       240        250       260       270    
 
        30        40        50        60        70        80        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK        
        :                                                           
gi|546 AGLLTYYLSLQPSSDSEFFIGAEGITPAQLKKNLIAFGTPDVLADIPADTPNILAFNGAG 
           280       290       300       310       320       330    
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.1  bits: 19.4 E():   80 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (44-76:127-158) 
 
            20        30        40        50        60        70    
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                     .:  :. :: :.:  .   : :. .  : . 
gi|275 GNAKAMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDS 
        100       110       120       130       140        150      
 
            80                                                      
2MEPSP QKYKSPK                                                      
       ...                                                          
gi|275 DNFIKLLDKFDEKFAHTSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAH 
         160       170       180       190       200       210      
 
>>gi|1405736|emb|CAA35188.1| trypsin inhibitor cme precu  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.7 E():   81 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (12-30:9-27) 
 
               10        20        30        40        50        60 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                  .:.  . :.:.:.  ..::                               
gi|140    MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPR 
                  10        20        30        40        50        
 
>>gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subsp. v  (148 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (12-30:9-27) 
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               10        20        30        40        50        60 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
                  .:.  . :.:.:.  ..::                               
gi|190    MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPR 
                  10        20        30        40        50        
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (47-79:232-264) 
 
         20        30        40        50        60        70       
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
         80                                                         
2MEPSP KSPK                                                         
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (47-79:232-264) 
 
         20        30        40        50        60        70       
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
         80                                                         
2MEPSP KSPK                                                         
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 16.8 E():   84 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (33-45:71-83) 
 
             10        20        30        40        50        60   
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
             70        80 
2MEPSP DSWDRFYIKGGQKYKSPK 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 16.8 E():   84 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (33-45:71-83) 
 
             10        20        30        40        50        60   
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
             70        80 
2MEPSP DSWDRFYIKGGQKYKSPK 
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (3-16:110-123) 
 
                                           10        20        30   
2MEPSP                             LPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
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                                     : .: :.:: ...:                 
gi|549 SDELAYIAQVWANQCQYGHDTCRDVAKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
             40        50        60        70        80             
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK             
                                                                    
gi|549 YNPKKKFSENNFLKIGHYTQMVWANTKEVGCGSIKYIQDKWHKHYLVCNYGPSGNFGNEE 
     140       150       160       170       180       190          
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (3-16:110-123) 
 
                                           10        20        30   
2MEPSP                             LPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|740 NDELAYIAQVWANQCQYGHDTCRDVAKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
             40        50        60        70        80             
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK             
                                                                    
gi|740 YNPKKKFSENNFLKIGHYTQMVWANTKEVGCGSIKYIQDKWHKHYLVCNYGPSGNFGNEE 
     140       150       160       170       180       190          
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (3-16:110-123) 
 
                                           10        20        30   
2MEPSP                             LPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|482 NDELAYIAQVWANQCEYGHDTCRDVAKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
             40        50        60        70        80             
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK             
                                                                    
gi|482 YNPKKKFSGNNFLKTGHYTQMVWANTKEVGCGSIKYIQEKWHKHYLVCNYGPSGNFKNEE 
     140       150       160       170       180       190          
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (3-16:110-123) 
 
                                           10        20        30   
2MEPSP                             LPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|549 NDELAYVAQVWANQCQYGHDTCRDIAKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
             40        50        60        70        80             
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK             
                                                                    
gi|549 YNPKKKFSGNNFLKTGHYTQMVWANTKEVGCGSIKFIQEKWHKHYLVCNYGPSGNFQNEE 
     140       150       160       170       180       190          
 
>>gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase (NA  (497 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 44; 25.0% identity (58.3% similar) in 60 aa overlap (2-60:77-136) 
 
                                            10         20        30 
2MEPSP                              LPGGKVKLSGSISSQYL-SALLMAAPLALGD 
                                     : .. :: ..... .  .: :.::  :: . 
gi|766 CSVQEATEKDVDIAVAAARKAFNGPWRKETPENRGKLLNKLADLFEKNADLIAAVEALDN 
         50        60        70        80        90       100       
 
               40        50        60        70        80           
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK           
        .   . : ...: .   :: .  .. : :                               
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gi|766 GKAFSMAKNVDVPAAAGCLRYYGGWADKIEGKVVDTAPDSFNYIRKEPIGVCGQIIPWNF 
        110       120       130       140       150       160       
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.6  bits: 15.5 E():   85 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (57-65:10-18) 
 
         30        40        50        60        70        80   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK   
                                     . :...:.:                  
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK 
                                    10        20        30      
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 18.1 E():   86 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (3-16:115-128) 
 
                                           10        20        30   
2MEPSP                             LPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|115 NDELAYVAQVWANQCQYGHDTCRDVAKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKD 
           90       100       110       120       130       140     
 
             40        50        60        70        80             
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK             
                                                                    
gi|115 YNPKKKFSGNDFLKTGHYTQMVWANTKEVGCGSIKYIQEKWHKHYLVCNYGPSGNFKNEE 
          150       160       170       180       190       200     
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.5  bits: 21.1 E():   86 
Smith-Waterman score: 52; 28.3% identity (63.0% similar) in 46 aa overlap (37-79:235-279) 
 
         10        20        30        40        50        60       
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW- 
                                     .: . . ::.: :. ... :: :. . .   
gi|203 DSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYVKMMLK-QNKDGVAADLGPTNA 
          210       220       230       240        250       260    
 
            70        80                                            
2MEPSP --DRFYIKGGQKYKSPK                                            
          : :..  .:.:.:                                             
gi|203 QPKRPYLSFDHKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKLVDKLRYLSAEET 
           270       280       290       300       310       320    
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 40; 27.9% identity (46.5% similar) in 43 aa overlap (4-46:2-44) 
 
               10        20        30        40        50        60 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
          :   .   :.:    : :. :     ..  .::: . :.  ::               
gi|374   MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIV 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP HSDSWDRFYIKGGQKYKSPK                                         
                                                                    
gi|374 EDGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
       60        70        80        90       100       110         
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 40; 27.9% identity (46.5% similar) in 43 aa overlap (4-46:2-44) 
 
               10        20        30        40        50        60 
2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
          :   .   :.:    : :. :     ..  .::: . :.  ::               
gi|169   MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIV 
                 10        20        30        40        50         
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               70        80                                         
2MEPSP HSDSWDRFYIKGGQKYKSPK                                         
                                                                    
gi|169 EDGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
       60        70        80        90       100       110         
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 43; 26.8% identity (50.0% similar) in 56 aa overlap (1-56:272-326) 
 
                                             10        20        30 
2MEPSP                               LPGGKVKLSGSISSQYLSALLMAAPLALGD 
                                     : ::.:: .  :. :. ..   . :      
gi|585 DKMSWLFESEDVLLPSVYLRWNLTSGERVGLVGGRVKEALRIARQMTTSRKKVLPYYWYK 
             250       260       270       280       290       300  
 
               40        50        60        70        80           
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK           
        . .  :  .:   .: ::: .  .:                                   
gi|585 YQ-DRRDTDLSRADLEATLRKITDLGADGFIIWGSSDDINTKAKCLQFREYLNNELGPAV 
              310       320       330       340       350       360 
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 44; 42.9% identity (52.4% similar) in 21 aa overlap (60-80:164-182) 
 
      30        40        50        60        70        80          
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK          
                                     : :  :  : . : :.: : :          
gi|572 QSTYEQQQLAAKVAEFLKPGATVKHTKEGTESSAFW--FAVGGKQSYTSKKVATEVSRDP 
           140       150       160         170       180       190  
 
gi|572 HLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWIGQSADSKEKQSAFDVGQ 
             200       210       220       230       240       250  
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 18.1 E():   88 
Smith-Waterman score: 41; 61.5% identity (76.9% similar) in 13 aa overlap (23-35:101-113) 
 
                       10        20        30        40        50   
2MEPSP         LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                     :: : ::: .:.:                  
gi|144 SATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLK 
               80        90       100       110       120       130 
 
             60        70        80                                 
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPK                                 
                                                                    
gi|144 FEGHIGDIDMKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYF 
              140       150       160       170       180       190 
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 40; 25.9% identity (70.4% similar) in 27 aa overlap (10-36:40-66) 
 
                                    10        20        30          
2MEPSP                      LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.::.. :. .: .    .:..:.. .    
gi|144 SKSACSGEVVMEQSVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEE 
      10        20        30        40        50        60          
 
      40        50        60        70        80                    
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK                    
                                                                    
gi|144 ADADGDGYVSLQEFVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTI 
      70        80        90       100       110       120          
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 18.1 E():   91 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (3-16:133-146) 
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                                           10        20        30   
2MEPSP                             LPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|162 NDELAYVAQVWANQCQYGHDTCRDVAKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKD 
            110       120       130       140       150       160   
 
             40        50        60        70        80             
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK             
                                                                    
gi|162 YNPKKKFSGNDFLKTGHYTQMVWANTKEVGCGSIKYIQEKWHKHYLVCNYGPSGNFMNEE 
            170       180       190       200       210       220   
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 18.1 E():   91 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (3-16:133-146) 
 
                                           10        20        30   
2MEPSP                             LPGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|856 NDELAYVAQVWANQCQYGHDTCRDVAKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKD 
            110       120       130       140       150       160   
 
             40        50        60        70        80             
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK             
                                                                    
gi|856 YNPKKKFSENNFIKIGHYTQMVWANTKEIGCGSMKYTENKWHYHYLVCNYGPSGNFGNEE 
            170       180       190       200       210       220   
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 18.1 E():   91 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (35-61:2-28) 
 
           10        20        30        40        50        60     
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|289                              SIISTLNAMPEYQDLLQNLRDKGVDVDHYIE 
                                            10        20        30  
 
           70        80                                             
2MEPSP WDRFYIKGGQKYKSPK                                             
                                                                    
gi|289 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
              40        50        60        70        80        90  
 
>>gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 From P  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (51-66:32-47) 
 
               30        40        50        60        70        80 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|159 PMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
              10        20        30        40        50        60  
 
gi|159 DELNEMENTQGCMCEALQQIMENQCDRLQDRQMVQQFKRELMSLPQQCNFRAPQRCDLDV 
              70        80        90       100       110       120  
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 41; 28.9% identity (57.9% similar) in 38 aa overlap (5-42:143-180) 
 
                                         10        20        30     
2MEPSP                           LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :::. :. :    .  .    ::.. ...: 
gi|136 QHTSEGTYIHFQISGVTNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFE 
            120       130       140       150       160       170   
 
           40        50        60        70        80               
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK               
       :  .: .:                                                     
gi|136 IRHQLTQIHGLYRSSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAE 
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            180       190       200       210       220       230   
 
>>gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging protein   (236 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 41; 26.9% identity (50.0% similar) in 26 aa overlap (50-74:187-212) 
 
      20        30        40        50         60        70         
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKS 
                                     .. :. :.   :    :: : .  :.     
gi|375 GKKITGFTDIGEDILGVTDIMKKGNLLTIKQVAEKEGATYIEPEGPWDNFTVTDGRIVTG 
        160       170       180       190       200       210       
 
       80                   
2MEPSP PK                   
                            
gi|375 VNPQSAVKTAEDVIAAFECN 
        220       230       
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 39; 43.8% identity (75.0% similar) in 16 aa overlap (58-73:9-24) 
 
        30        40        50        60        70        80        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK        
                                     : :.:...:.:  : :               
gi|990                       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKP 
                                     10        20        30         
 
gi|990 TFEVAIENDQYIFRSLSTFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFG 
       40        50        60        70        80        90         
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.6  bits: 19.0 E():   96 
Smith-Waterman score: 43; 21.8% identity (55.1% similar) in 78 aa overlap (4-72:239-315) 
 
                                          10         20        30   
2MEPSP                            LPGGKVKLSGSI-SSQYLSALLMAAPLALGDVE 
                                     :..:.. .. ::....       : . . . 
gi|145 GDEGGVAPDIQTAEEALDLIVDAIEAAGHTGQIKIAMDVASSEFFKDDEKKYDLDFKNPD 
      210       220       230       240       250       260         
 
             40         50              60         70        80     
2MEPSP IEIIDKLISIPYV-EMTLRLMERFGVK------AEHS-DSWDRFYIKGGQKYKSPK     
        .  .: .. : . ::   : :.. .       :: . ..:..::  :             
gi|145 SDK-SKWLTYPQLAEMYKSLAEKYPIVSIEDPFAEDDWEAWSHFYKDGDFQIVGDDLTVT 
      270        280       290       300       310       320        
 
gi|145 NPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSHRSGETEDVTIAD 
       330       340       350       360       370       380        
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 19.0 E():   97 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (35-61:258-284) 
 
           10        20        30        40        50        60     
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|223 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIR 
       230       240       250       260       270       280        
 
           70        80                                             
2MEPSP WDRFYIKGGQKYKSPK                                             
                                                                    
gi|223 VDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       290       300       310       320       330       340        
 
>>gi|28948464|pdb|1L3P|A Chain A, Crystal Structure Of T  (102 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.5  bits: 16.9 E():   97 
Smith-Waterman score: 38; 23.3% identity (56.7% similar) in 30 aa overlap (1-30:1-30) 
 
               10        20        30        40        50        60 
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2MEPSP LPGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAE 
       .:.:....  .:.. .  :   ::     :                               
gi|289 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKETTGGAYDTYKCIPSL 
               10        20        30        40        50        60 
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.6 E():   99 
Smith-Waterman score: 42; 33.3% identity (73.3% similar) in 15 aa overlap (64-78:89-103) 
 
            40        50        60        70        80              
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK              
                                     :: ..  . ...:::                
gi|729 TKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTKRDSREYKSDVELSLRSSDIALKI 
       60        70        80        90       100       110         
 
gi|729 TMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIREGKIHIKGRQTDFEIESNYRYEDG 
      120       130       140       150       160       170         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:42 2011 done: Tue Apr 19 10:57:42 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 168  - 247 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     3     2:* 
  32     6     8:=* 
  34    10    22:===  * 
  36    30    44:========  * 
  38    41    73:===========       * 
  40    92   102:=======================  * 
  42   130   125:===============================*= 
  44    76   137:===================               * 
  46   110   140:============================      * 
  48   199   134:=================================*================ 
  50   114   122:============================= * 
  52   159   107:==========================*============= 
  54    91    92:======================* 
  56    94    77:===================*==== 
  58    45    63:============   * 
  60    41    51:=========== * 
  62    27    41:=======   * 
  64    42    33:========*== 
  66    26    26:======* 
  68    27    20:====*== 
  70    28    16:===*=== 
  72    17    12:==*== 
  74    20    10:==*== 
  76    10     8:=*= 
  78     9     6:=*= 
  80     4     5:=* 
  82     5     3:*= 
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  84     7     3:*= 
  86     6     2:*= 
  88     5     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     3     1:*         :*== 
  98     0     0:          * 
 100     3     0:=         *=== 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     1     0:=         *= 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.41880.00308; mu= 12.9387 0.162 
 mean_var=30.3774 7.476, 0's: 2 Z-trim: 4  B-trim: 186 in 1/43 
 Lambda= 0.232702 
 Kolmogorov-Smirnov  statistic: 0.1034 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   72 28.4   0.046 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   70 27.9    0.12 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   58 23.8     1.2 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   58 23.8     1.2 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   58 23.8     1.3 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.5     1.9 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.5     1.9 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 23.5       2 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   58 24.0     2.7 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 22.4     3.3 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   54 22.4     3.3 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   54 22.4     3.4 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.8     4.2 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 24.2     4.3 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   52 21.8     5.4 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   54 22.6       6 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   51 21.4       6 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 22.7     6.2 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 23.5     6.4 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.8     8.2 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 21.1     8.5 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 21.1     8.5 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 21.1     8.5 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 21.1     8.5 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 21.1     8.5 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   50 21.1     8.5 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 23.2     8.5 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 22.4     8.7 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   48 20.3      10 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 23.3      10 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   49 20.8      11 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.8      11 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   49 20.8      11 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 20.0      13 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 20.4      14 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   48 20.4      14 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.7      14 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 19.2      15 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.9      16 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.9      16 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   47 20.1      17 
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gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 19.3      20 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.8      21 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.8      21 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.8      21 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.8      21 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.8      21 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 21.0      21 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 19.3      22 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 18.1      22 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   45 19.4      27 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   45 19.4      27 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   45 19.4      27 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   45 19.4      27 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   45 19.4      27 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   45 19.4      27 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   45 19.4      27 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 19.0      29 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 19.0      29 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.5      30 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 18.2      31 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 18.2      31 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.5      31 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 18.2      32 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 17.0      33 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   44 19.1      34 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   44 19.1      34 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   44 19.1      34 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   44 19.1      34 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   44 19.1      34 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   44 19.1      34 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   44 19.1      34 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 19.1      34 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   44 19.1      34 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   44 19.1      34 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 19.1      34 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   44 19.1      34 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.7      38 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.7      39 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.7      39 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 19.1      41 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.9      41 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 21.3      41 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.7      43 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   43 18.7      43 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.7      43 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   43 18.7      43 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   43 18.7      43 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   43 18.7      43 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.7      43 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.3      46 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 19.6      50 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   41 18.0      50 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.5      51 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.5      51 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   41 18.0      52 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 20.1      52 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 20.1      52 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 18.4      54 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 18.0      54 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   42 18.4      54 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   42 18.4      54 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   42 18.4      54 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   42 18.4      54 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.4      54 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   42 18.4      54 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.4      54 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   42 18.4      54 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 18.4      54 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   42 18.4      54 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.7      55 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 18.0      55 
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gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.9      57 
gi|29539109|emb|CAD87730.1| allergen Len c 1.0101  ( 418)   45 19.7      57 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 18.0      58 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 18.0      58 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 18.4      58 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.4      59 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 18.0      62 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 18.0      62 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   39 17.2      64 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.7      64 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   40 17.6      65 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.9      65 
gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arth ( 292)   43 18.9      69 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.8      69 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   44 19.3      70 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   44 19.4      70 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   44 19.4      70 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 17.3      72 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.6      76 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   43 19.0      77 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   44 19.4      78 
gi|1405736|emb|CAA35188.1| trypsin inhibitor cme p ( 144)   40 17.7      78 
gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subs ( 148)   40 17.7      80 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   44 19.4      81 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   44 19.4      81 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 16.9      81 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 16.9      81 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 15.6      81 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   41 18.1      82 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.1      82 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   41 18.1      82 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   41 18.1      82 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   40 17.7      82 
gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase ( 497)   44 19.4      83 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.2      83 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   40 17.7      84 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   40 17.7      84 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   48 21.1      85 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   41 18.2      85 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   44 19.4      85 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   40 17.7      87 
gi|1335877|gb|AAB01092.1| pathogenesis-related pro ( 168)   40 17.8      88 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.2      89 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.2      89 
gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 Fr ( 127)   39 17.3      89 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   41 18.2      89 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   39 17.3      90 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   41 18.2      91 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   39 17.3      91 
gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging prot ( 236)   41 18.2      91 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   43 19.0      94 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   43 19.0      95 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   42 18.6      97 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   39 17.4      98 
gi|2129805|pir||S65143 pollen allergen group II (c (  80)   37 16.5      98 
gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Ar ( 144)   39 17.4      98 
gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=C ( 145)   39 17.4      99 
gi|1580794|gb|AAB62731.1| allergen [Periplaneta am ( 470)   43 19.1      99 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   40 17.8      99 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  72  Z-score: 126.5  bits: 28.4 E(): 0.046 
Smith-Waterman score: 72; 28.2% identity (52.1% similar) in 71 aa overlap (2-71:30-99) 
 
                                            10        20        30  
2MEPSP                             PGGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
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2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN            
       . ..  .:..  . : .     ::: :    ::   :. :                     
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
gi|291 REMKDRAEQFGQQHVTGSQGS 
     120       130       140 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  70  Z-score: 119.2  bits: 27.9 E(): 0.12 
Smith-Waterman score: 70; 27.4% identity (57.5% similar) in 73 aa overlap (2-72:8-73) 
 
                     10         20        30        40         50   
2MEPSP       PGGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
              ::. : .:.. . . .   : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
             60        70        80                                 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKN                                 
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 100.9  bits: 23.8 E():  1.2 
Smith-Waterman score: 58; 27.1% identity (48.6% similar) in 70 aa overlap (2-71:36-104) 
 
                                            10        20        30  
2MEPSP                              PGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|753 GQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
              40        50        60        70        80            
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN            
       . ..  .:.:  .   .     ::: :    ::   :. :                     
gi|753 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|753 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 100.9  bits: 23.8 E():  1.2 
Smith-Waterman score: 58; 27.1% identity (48.6% similar) in 70 aa overlap (2-71:36-104) 
 
                                            10        20        30  
2MEPSP                              PGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|198 GQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
              40        50        60        70        80            
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN            
       . ..  .:.:  .   .     ::: :    ::   :. :                     
gi|198 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHPPGADQLESAKTKLASKA 
           70        80        90       100       110       120     
 
gi|198 REMKDRAEQFSQQPVAGSQTS 
          130       140      
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 100.3  bits: 23.8 E():  1.3 
Smith-Waterman score: 58; 23.8% identity (60.3% similar) in 63 aa overlap (14-74:81-139) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|132 PGTIKKITFSEGSPFKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5366

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
              50        60        70        80                
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN                
       :     :.. ... .:..:    :  .::::..                      
gi|132 PDGGSILKISNKYHTKGDH--EVDAEHIKGGKEKVEGLFRAVEAYLLAHSDAYN 
      110       120         130       140       150       160 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.3  bits: 23.5 E():  1.9 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (16-31:9-24) 
 
               10        20        30        40        50        60 
2MEPSP PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                      :.:::.:: . :::..                              
gi|476        MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHD 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP SDSWDRFYIKGGQKYKSPKN                                         
                                                                    
gi|476 DKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNGEQLVCAGMR 
            60        70        80        90       100       110    
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.3  bits: 23.5 E():  1.9 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (16-31:9-24) 
 
               10        20        30        40        50        60 
2MEPSP PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                      :.:::.:: . :::..                              
gi|313        MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHD 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP SDSWDRFYIKGGQKYKSPKN                                         
                                                                    
gi|313 DKSGICLSFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNGEQLVCAGMR 
            60        70        80        90       100       110    
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.0  bits: 23.5 E():    2 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (10-48:26-64) 
 
                               10        20        30        40     
2MEPSP                 PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN                         
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 94.7  bits: 24.0 E():  2.7 
Smith-Waterman score: 58; 25.0% identity (52.6% similar) in 76 aa overlap (4-71:228-299) 
 
                                          10        20        30    
2MEPSP                            PGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     .. .:.:. .:.  .::..:    :: .:: 
gi|113 SISGSSQIWIDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLFGA----GDENIE 
       200       210       220       230       240           250    
 
            40        50                60        70        80      
2MEPSP IIDKLISIPYVEMTLRLMER--------FGVKAEHSDSWDRFYIKGGQKYKSPKN      
           : .. .  .:  . .:        : :  .. :.:  . : :               
gi|113 DRGMLATVAFNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFC 
           260       270       280       290       300       310    
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gi|113 APDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAE 
           320       330       340       350       360       370    
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (26-60:90-126) 
 
                    10        20        30          40        50    
2MEPSP      PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
            60        70        80              
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKN              
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (26-60:90-126) 
 
                    10        20        30          40        50    
2MEPSP      PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
            60        70        80              
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKN              
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 93.0  bits: 22.4 E():  3.4 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (26-60:91-127) 
 
                    10        20        30          40        50    
2MEPSP      PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
            60        70        80              
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKN              
       . .:..:                                  
gi|132 YHTKGDHEMKAEHMKAIKEKAEALLRAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 91.4  bits: 23.8 E():  4.2 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (7-42:247-289) 
 
                                       10        20                 
2MEPSP                         PGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
      30        40        50        60        70        80          
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN          
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 91.1  bits: 24.2 E():  4.3 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (24-68:372-415) 
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                      10        20        30        40        50    
2MEPSP        PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
            60        70        80                                  
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKN                                  
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 89.4  bits: 21.8 E():  5.4 
Smith-Waterman score: 52; 22.2% identity (58.7% similar) in 63 aa overlap (14-74:81-139) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|154 PGTIKKITFSEGSPVKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
              50        60        70        80                 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN                 
       :     :..  .. .:..:    .  .::::..                       
gi|154 PDGGSILKITSKYHTKGDHEVPAE--HIKGGKERVEGLLKPVEAYLLAHTAEYNN 
      110       120       130         140       150       160  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 88.5  bits: 22.6 E():    6 
Smith-Waterman score: 54; 36.5% identity (61.5% similar) in 52 aa overlap (24-74:139-186) 
 
                      10        20        30        40         50   
2MEPSP        PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :. .  .  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDV--LA 
      110       120       130       140        150       160        
 
             60        70        80                                 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKN                                 
       : ..:   .:    ::.... :                                       
gi|612 R-NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNND 
          170       180       190       200       210       220     
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 88.5  bits: 21.4 E():    6 
Smith-Waterman score: 51; 18.8% identity (54.2% similar) in 48 aa overlap (1-48:72-119) 
 
                                             10        20        30 
2MEPSP                               PGGKVKLSGSISSQYLSALLMAAPLALGDV 
                                     :.: .:.  :     .. .  . :  . :. 
gi|132 KSGPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDA 
              50        60        70        80        90       100  
 
               40        50        60        70        80 
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 
        :.... . . : .  .:                                 
gi|132 SIQVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN              
             110       120       130                      
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 88.3  bits: 22.7 E():  6.2 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (4-36:105-139) 
 
                                          10        20         30   
2MEPSP                            PGGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
              40        50        60        70        80            
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2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN            
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 88.0  bits: 23.5 E():  6.4 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (7-42:378-420) 
 
                                       10        20                 
2MEPSP                         PGGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
      30        40        50        60        70        80          
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN          
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 86.1  bits: 22.8 E():  8.2 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (35-56:9-30) 
 
           10        20        30        40        50        60     
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
           70        80                                             
2MEPSP DRFYIKGGQKYKSPKN                                             
                                                                    
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 85.8  bits: 21.1 E():  8.5 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (26-60:91-127) 
 
                    10        20        30          40        50    
2MEPSP      PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
            60        70        80              
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKN              
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 85.8  bits: 21.1 E():  8.5 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (28-65:125-160) 
 
                  10        20        30        40        50        
2MEPSP    PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKN 
         :::...                
gi|132 --HSDAYN                
            160                
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 85.8  bits: 21.1 E():  8.5 
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Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (26-60:91-127) 
 
                    10        20        30          40        50    
2MEPSP      PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
            60        70        80              
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKN              
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 85.8  bits: 21.1 E():  8.5 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (26-60:91-127) 
 
                    10        20        30          40        50    
2MEPSP      PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
            60        70        80              
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKN              
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 85.8  bits: 21.1 E():  8.5 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (3-60:70-127) 
 
                                           10        20        30   
2MEPSP                             PGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
      40        50        60        70        80        90          
 
               40        50        60        70        80           
2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN           
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 85.8  bits: 21.1 E():  8.5 
Smith-Waterman score: 50; 27.3% identity (61.8% similar) in 55 aa overlap (26-77:91-142) 
 
                    10        20        30           40        50   
2MEPSP      PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.   ...    
gi|880 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTVIKTTS 
               70        80        90        100       110          
 
             60        70        80                
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKN                
       .. .:..   . .  ..:.:..  :                   
gi|880 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 85.7  bits: 23.2 E():  8.5 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (25-52:414-441) 
 
                     10        20        30        40        50     
2MEPSP       PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
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           60        70        80                                   
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKN                                   
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 85.6  bits: 22.4 E():  8.7 
Smith-Waterman score: 53; 22.7% identity (54.7% similar) in 75 aa overlap (5-71:230-300) 
 
                                         10        20        30     
2MEPSP                           PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     : .:.   ... .:.:..:    .:....  
gi|113 VTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGA----SDTHFQD 
     200       210       220       230       240           250      
 
           40        50                60        70        80       
2MEPSP IDKLISIPYVEMTLRLMER-----FG---VKAEHSDSWDRFYIKGGQKYKSPKN       
       .   ... :  .:  . ::     ::   .  .  : ::.. : :                
gi|113 LKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVA 
         260       270       280       290       300       310      
 
gi|113 PDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEP 
         320       330       340       350       360       370      
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 84.5  bits: 20.3 E():   10 
Smith-Waterman score: 48; 30.8% identity (57.7% similar) in 26 aa overlap (55-80:18-43) 
 
           30        40        50        60        70        80     
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN     
                                     : .:  : ..  :. : : . :.: .     
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.3  bits: 23.3 E():   10 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (25-52:500-527) 
 
                     10        20        30        40        50     
2MEPSP       PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
           60        70        80                                   
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKN                                   
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 83.9  bits: 20.8 E():   11 
Smith-Waterman score: 49; 27.3% identity (60.0% similar) in 55 aa overlap (26-77:91-142) 
 
                    10        20        30           40        50   
2MEPSP      PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
             60        70        80                
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKN                
       .. .:..   . .  ..:.:..  :                   
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
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>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.9  bits: 20.8 E():   11 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (37-60:104-127) 
 
         10        20        30        40        50        60       
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
         70        80              
2MEPSP FYIKGGQKYKSPKN              
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 83.9  bits: 20.8 E():   11 
Smith-Waterman score: 49; 27.3% identity (60.0% similar) in 55 aa overlap (26-77:91-142) 
 
                    10        20        30           40        50   
2MEPSP      PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
             60        70        80                
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKN                
       .. .:..   . .  ..:.:..  :                   
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 82.7  bits: 20.0 E():   13 
Smith-Waterman score: 52; 29.2% identity (59.7% similar) in 72 aa overlap (6-72:20-90) 
 
                             10         20          30        40    
2MEPSP               PGGKVKLSGSISSQ-YLSALLMAA--PLALGDVEIEIIDKLISIPY 
                          :  ::.. . ... . .::  :  .  : .::::.  :    
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKV-FEIIDQDKSDFV 
               10        20        30        40         50          
 
            50         60         70        80            
2MEPSP VEMTLRL-MERFGVKAEH-SDSWDRFYIKGGQKYKSPKN            
        :  :.: .. :.. :.  ::.  . ..:.:                    
gi|145 EEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      60        70        80        90       100          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 82.2  bits: 20.4 E():   14 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (14-60:80-126) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 82.1  bits: 20.4 E():   14 
Smith-Waterman score: 48; 20.4% identity (65.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
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gi|132 PGTIKKISFPEGFPFKYVKDRVDEVAHKNFKYSYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :  .  :.. ... .:..:                                  
gi|132 PDGRSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 81.7  bits: 21.7 E():   14 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (10-58:54-105) 
 
                                    10          20        30        
2MEPSP                      PGGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
         40        50        60        70        80                 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN                 
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 81.5  bits: 19.2 E():   15 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (26-59:5-40) 
 
               10        20        30           40        50        
2MEPSP PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGVK 
                                ::.:. .: ::   ::.: :     ..   .. .: 
gi|603                      VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTK 
                                     10        20        30         
 
        60        70        80              
2MEPSP AEHSDSWDRFYIKGGQKYKSPKN              
       ..                                   
gi|603 GDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
       40        50        60        70     
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.7  bits: 20.9 E():   16 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (8-35:7-34) 
 
               10        20        30        40        50        60 
2MEPSP PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
              : .. :  ..:.  :::. :   :....                          
gi|668  MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAP 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP SDSWDRFYIKGGQKYKSPKN                                         
                                                                    
gi|668 TPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPI 
      60        70        80        90       100       110          
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.7  bits: 20.9 E():   16 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (8-35:7-34) 
 
               10        20        30        40        50        60 
2MEPSP PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
              : .. :  ..:.  :::. :   :....                          
gi|833  MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAP 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP SDSWDRFYIKGGQKYKSPKN                                         
                                                                    
gi|833 TPPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPI 
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      60        70        80        90       100       110          
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 80.3  bits: 20.1 E():   17 
Smith-Waterman score: 47; 20.4% identity (65.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDILEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (58-80:21-43) 
 
        30        40        50        60        70        80        
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN        
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.7  bits: 16.8 E():   21 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (56-64:10-18) 
 
          30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 
                                     . ::..:.:                 
gi|409                      IAKVPPGGXITAEYGDKWLD               
                                    10        20               
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.5  bits: 19.8 E():   21 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 78.5  bits: 19.8 E():   21 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (37-74:104-139) 
 
         10        20        30        40        50        60       
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
         70        80                
2MEPSP FYIKGGQKYKSPKN                
         :::...                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
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             140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 78.5  bits: 19.8 E():   21 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 78.5  bits: 19.8 E():   21 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (27-60:92-127) 
 
                   10        20        30           40        50    
2MEPSP     PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
            60        70        80              
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKN              
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.5  bits: 21.0 E():   21 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (3-27:221-245) 
 
                                           10        20        30   
2MEPSP                             PGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
             40        50        60        70        80             
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN             
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 78.3  bits: 19.3 E():   22 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (2-49:21-64) 
 
                                  10        20        30        40  
2MEPSP                    PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                           :... : :.. ... : : . :  . :.. :  ..:: .. 
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQNL 
               10        20         30         40          50       
 
              50        60        70        80                      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN                      
       :. :.  :                                                     
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 78.2  bits: 18.1 E():   22 
Smith-Waterman score: 47; 37.1% identity (68.6% similar) in 35 aa overlap (6-40:12-42) 
 
                     10        20        30        40        50     
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2MEPSP       PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                  : .:.:::. :.  :   :  ::.: .: :.....               
gi|377 EHERIFKRFDAKGDGKISSSELGETL--KP--LGSVTLEEIQRMMAEIDTDGDGFL     
               10        20            30        40        50       
 
           60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKN 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (14-60:80-126) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :     :.. ... .:..:                                  
gi|437 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
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>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 45; 22.2% identity (60.3% similar) in 63 aa overlap (14-74:81-139) 
 
                                10        20          30        40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLA--LGDVEIEIIDKLISI 
                                     .:  ... ..::.  :  .  ::  :...  
gi|534 PGTIKKITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEI--KIVAA 
               60        70        80        90       100           
 
              50        60        70        80                
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN                
       :     :..  .. .:.. : . ..  ::.:..                      
gi|534 PGGGSILKITSKYHTKGDISLNEEE--IKAGKEKGAGLFKAVENYLVAHPNAYN 
      110       120       130         140       150       160 
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.2  bits: 19.0 E():   29 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (57-67:8-18) 
 
         30        40        50        60        70        80       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN       
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.2  bits: 19.0 E():   29 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (57-67:8-18) 
 
         30        40        50        60        70        80       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN       
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
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gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.9  bits: 19.5 E():   30 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (63-74:134-145) 
 
             40        50        60        70        80             
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN             
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.6  bits: 18.2 E():   31 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (9-30:54-75) 
 
                                     10        20        30         
2MEPSP                       PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
       40        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.6  bits: 18.2 E():   31 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (9-30:54-75) 
 
                                     10        20        30         
2MEPSP                       PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
       40        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.6  bits: 19.5 E():   31 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (63-74:142-153) 
 
             40        50        60        70        80             
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN             
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 75.5  bits: 18.2 E():   32 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (8-50:6-51) 
 
               10        20        30           40        50        
2MEPSP PGGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIPYVEMTLRLMERFGVK 
              :. .. :.:  :.  ::. :  :  .   .   :. .:    ::..        
gi|453   RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQL 
                 10        20        30        40        50         
 
        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKN 
                               
gi|453 QLPPLLSQGNPACSPKWLQLLVP 
       60        70        80  
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>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 75.2  bits: 17.0 E():   33 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (56-64:10-18) 
 
          30        40        50        60        70        80  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN  
                                     . ::..:.:                  
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK 
                                    10        20        30      
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (14-60:80-126) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|159 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :     :.. ... .:..:                                  
gi|159 PDGGSILKISNKYHTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (14-60:80-126) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|384 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :     :.. ... .:..:                                  
gi|384 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|114 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :     :.. ... .:..:                                  
gi|114 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|241 PGTIKKISFPEGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
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       :     :.. ... .:..:                                  
gi|241 PDGGSILKISNKYHTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :     :.. ... .:..:                                  
gi|132 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMRETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (14-60:81-127) 
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                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVEGYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (27-60:92-127) 
 
                   10        20            30        40        50   
2MEPSP     PGGKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
             60        70        80              
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 44; 20.4% identity (65.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 74.1  bits: 18.7 E():   38 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (18-60:8-46) 
 
               10        20        30        40        50        60 
2MEPSP PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                        :..::. ..   :...  ::  .  . .:   :::.:: : .. 
gi|140           MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFGEKIDQ 
                         10        20        30            40       
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5382

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

               70        80                                         
2MEPSP SDSWDRFYIKGGQKYKSPKN                                         
                                                                    
gi|140 IEHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERY 
         50        60        70        80        90       100       
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.7 E():   39 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (27-41:83-97) 
 
                   10        20        30        40        50       
2MEPSP     PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
         60        70        80         
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKN         
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.7 E():   39 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (27-41:83-97) 
 
                   10        20        30        40        50       
2MEPSP     PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
         60        70        80         
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKN         
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.4  bits: 19.1 E():   41 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (43-69:155-183) 
 
             20        30        40        50        60          70 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
               80         
2MEPSP GGQKYKSPKN         
                          
gi|549 CNYGPAGNVGNEPIYERK 
          190       200   
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.4  bits: 17.9 E():   41 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (58-77:9-28) 
 
        30        40        50        60        70        80        
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN        
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 21.3 E():   41 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (25-52:500-527) 
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                     10        20        30        40        50     
2MEPSP       PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
           60        70        80                                   
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKN                                   
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (37-60:104-127) 
 
         10        20        30        40        50        60       
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
         70        80              
2MEPSP FYIKGGQKYKSPKN              
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (37-60:104-127) 
 
         10        20        30        40        50        60       
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
         70        80              
2MEPSP FYIKGGQKYKSPKN              
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 44; 28.9% identity (55.3% similar) in 38 aa overlap (28-65:125-160) 
 
                  10        20        30        40        50        
2MEPSP    PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|459 TLEKISNEIKIVATPDGGPILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYPLA 
          100       110       120       130       140       150     
 
        60        70        80 
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2MEPSP AEHSDSWDRFYIKGGQKYKSPKN 
         :::...                
gi|459 --HSDAYN                
            160                
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVTT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (8-38:108-139) 
 
                                      10        20        30        
2MEPSP                        PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
         40        50        60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 
       ..                                           
gi|606 EIDEDGSGKIEFEEFWELMAGEAD                     
       140       150       160                      
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (57-75:9-27) 
 
         30        40        50        60        70        80       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN       
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.8  bits: 19.6 E():   50 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (2-40:309-349) 
 
                                             10        20           
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2MEPSP                              PGGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
       30        40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 
        .. :.: :..:                                         
gi|752 GANAEVI-KMVSET                                       
      340        350                                        
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 41; 32.6% identity (51.2% similar) in 43 aa overlap (35-77:3-40) 
 
           10        20        30        40        50        60     
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  ..:   .: .:.     .:::: :  . 
gi|207                             MSITDIVSEKNIEAALE-----SVKAEGSFEY 
                                           10             20        
 
           70        80                                             
2MEPSP DRFYIKGGQKYKSPKN                                             
         :. : :   ::                                                
gi|207 KCFFQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFL 
        30        40        50        60        70        80        
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.7  bits: 17.5 E():   51 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (57-74:7-24) 
 
         30        40        50        60        70        80       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN       
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.7  bits: 17.5 E():   51 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (57-74:7-24) 
 
         30        40        50        60        70        80       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN       
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.6  bits: 18.0 E():   52 
Smith-Waterman score: 41; 34.3% identity (51.4% similar) in 35 aa overlap (3-37:71-105) 
 
                                           10        20        30   
2MEPSP                             PGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     : .  ::. ..   ::   ::: :  . :  
gi|117 KLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEK 
               50        60        70        80        90       100 
 
             40        50        60        70        80 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 
       :  :.                                            
gi|117 EESDEDMGFGLFD                                    
              110                                       
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 20.1 E():   52 
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Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (7-41:1-35) 
 
               10        20        30        40        50        60 
2MEPSP PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
             ..: .:   :  :. :.:.:..... .    : :.                    
gi|796       MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFKKHVDP 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP SDSWDRFYIKGGQKYKSPKN                                         
                                                                    
gi|796 SSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGHFHEDV 
           60        70        80        90       100       110     
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 20.1 E():   52 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (7-41:1-35) 
 
               10        20        30        40        50        60 
2MEPSP PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
             ..: .:   :  :. :.:.:..... .    : :.                    
gi|142       MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFKKHVDP 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP SDSWDRFYIKGGQKYKSPKN                                         
                                                                    
gi|142 SSASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGHFHEDV 
           60        70        80        90       100       110     
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (14-60:80-126) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 71.3  bits: 18.0 E():   54 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (5-26:7-24) 
 
                 10        20        30        40        50         
2MEPSP   PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
             .:::: .    :  ...:::.:                                 
gi|209 MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCC 
               10            20        30        40        50       
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5387

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFKYVKDGVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKITFPEGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
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                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :    .:.. ... .:..:                                  
gi|459 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLKAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (14-60:81-127) 
 
                                10        20        30          40  
2MEPSP                  PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFEYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :    .:.. ... .:..:                                  
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gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 71.1  bits: 19.7 E():   55 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (34-60:169-195) 
 
            10        20        30        40         50        60   
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
             70        80                                           
2MEPSP SWDRFYIKGGQKYKSPKN                                           
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.0  bits: 18.0 E():   55 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (34-60:86-112) 
 
            10        20        30        40        50        60    
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
            70        80 
2MEPSP WDRFYIKGGQKYKSPKN 
                         
gi|301 LIRSLFGLP         
         120             
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (34-60:5-31) 
 
            10        20        30        40        50        60    
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|424                           EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIE 
                                         10        20        30     
 
            70        80                                            
2MEPSP WDRFYIKGGQKYKSPKN                                            
                                                                    
gi|424 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
           40        50        60        70        80        90     
 
>>gi|29539109|emb|CAD87730.1| allergen Len c 1.0101 [Len  (418 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.7  bits: 19.7 E():   57 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (5-63:126-183) 
 
                                         10        20        30     
2MEPSP                           PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     :.  :...:  ::.  .  :  :.    .: 
gi|295 DTIKLPAGTIAYLANRDDNEDLRVLDLAIPVNRPGQLQSFLLSGT-QNQPSFLSGFSKNI 
         100       110       120       130       140        150     
 
           40        50        60        70        80               
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN               
       ..  ..  : :.   :.:.   :..:  :                                
gi|295 LEAAFNTEYEEIEKVLLEEQEQKSQHRRSLRDKRQEITNEDVIVKVSREQIEELSKNAKS 
          160       170       180       190       200       210     
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.7  bits: 18.0 E():   58 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (57-75:9-27) 
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         30        40        50        60        70        80       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN       
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.7  bits: 18.0 E():   58 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (57-75:9-27) 
 
         30        40        50        60        70        80       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN       
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.6  bits: 18.4 E():   58 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (2-18:152-166) 
 
                                            10        20        30  
2MEPSP                              PGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
 
              40        50        60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.5  bits: 18.4 E():   59 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (29-70:115-155) 
 
                 10        20        30        40        50         
2MEPSP   PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
       60        70        80                 
2MEPSP EHSDSWDRFYIKGGQKYKSPKN                 
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (20-64:99-142) 
 
                          10        20        30        40          
2MEPSP            PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
      50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 
           . .  :.:. :                 
gi|219 HNTPYCLAMEESQ-WS                
      130       140                    
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (20-64:99-142) 
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                          10        20        30        40          
2MEPSP            PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
      50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 
           . .  :.:. :                 
gi|195 HNTPYCLAMEESQ-WS                
      130       140                    
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 69.9  bits: 17.2 E():   64 
Smith-Waterman score: 39; 57.1% identity (64.3% similar) in 14 aa overlap (57-70:7-16) 
 
         30        40        50        60        70        80       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN       
                                     ::::    :::. :                 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 19.7 E():   64 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (21-61:372-412) 
 
                         10        20        30        40           
2MEPSP           PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
      50        60        70        80                              
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKN                              
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 40; 34.3% identity (51.4% similar) in 35 aa overlap (3-37:71-105) 
 
                                           10        20        30   
2MEPSP                             PGGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     : .  ::. ..   ::   ::: :  . :  
gi|185 KLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEK 
               50        60        70        80        90       100 
 
             40        50        60        70        80 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 
       :  :.                                            
gi|185 EESDEDMGFGLFD                                    
              110                                       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.9 E():   65 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (34-60:236-262) 
 
            10        20        30        40        50        60    
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
            70        80 
2MEPSP WDRFYIKGGQKYKSPKN 
                         
gi|225 LIRSWFGLP         
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         270             
 
>>gi|23894240|emb|CAD23613.1| tri m 2 allergen [Arthrode  (292 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 43; 34.5% identity (65.5% similar) in 29 aa overlap (1-28:234-262) 
 
                                              10        20          
2MEPSP                               PGGKV-KLSGSISSQYLSALLMAAPLALGD 
                                     ::  . .:. . :.. ::.  ::.: . :  
gi|238 EPSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITSLKPGGSTDTLSGTSMASPHVCGL 
           210       220       230       240       250       260    
 
      30        40        50        60        70        80 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 
                                                           
gi|238 GAYLIGLGKQGGPGLCDTIKEMANEAIQR                       
           270       280       290                         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.2  bits: 19.8 E():   69 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (40-80:417-454) 
 
      10        20        30        40        50        60          
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
      70        80                                                  
2MEPSP KGGQKYKSPKN                                                  
       . :: .  :.:                                                  
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 44; 28.6% identity (64.3% similar) in 28 aa overlap (55-78:182-209) 
 
           30        40        50        60            70        80 
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.1  bits: 19.4 E():   70 
Smith-Waterman score: 44; 25.4% identity (52.4% similar) in 63 aa overlap (2-64:72-131) 
 
                                            10        20        30  
2MEPSP                              PGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :: . ..  :  .:    . :   .. :.  
gi|129 KPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFDDAT 
              50        60        70          80        90          
 
              40        50        60        70        80            
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN            
       :: : :  .. :::   ...   :. ...:  :                            
gi|129 IEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYA 
     100       110        120       130       140       150         
 
gi|129 YVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVK 
      160       170       180       190       200       210         
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.1  bits: 19.4 E():   70 
Smith-Waterman score: 44; 25.4% identity (52.4% similar) in 63 aa overlap (2-64:72-131) 
 
                                            10        20        30  
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2MEPSP                              PGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :: . ..  :  .:    . :   .. :.  
gi|746 KPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFDDAT 
              50        60        70          80        90          
 
              40        50        60        70        80            
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN            
       :: : :  .. :::   ...   :. ...:  :                            
gi|746 IEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYA 
     100       110        120       130       140       150         
 
gi|746 YVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVK 
      160       170       180       190       200       210         
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.9  bits: 17.3 E():   72 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (66-74:67-75) 
 
          40        50        60        70        80                
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN                
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
gi|126 N 
         
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.5  bits: 15.6 E():   76 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (56-64:10-18) 
 
          30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 
                                     . :...:.:                 
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA   
                                    10        20        30     
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.3  bits: 19.0 E():   77 
Smith-Waterman score: 43; 40.6% identity (59.4% similar) in 32 aa overlap (1-28:245-275) 
 
                                             10            20       
2MEPSP                               PGGKVKLSGSISSQ----YLSALLMAAPLA 
                                     :: .. ::  :.:.    :::.  ::.:   
gi|546 AENAITVGASTISDARAYFSNYGKCVDIFAPGLNI-LSTYIGSDAATAYLSGTSMASPHI 
          220       230       240        250       260       270    
 
         30        40        50        60        70        80       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN       
        :                                                           
gi|546 AGLLTYYLSLQPSSDSEFFIGAEGITPAQLKKNLIAFGTPDVLADIPADTPNILAFNGAG 
           280       290       300       310       320       330    
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.3  bits: 19.4 E():   78 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (43-75:127-158) 
 
             20        30        40        50        60        70   
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                     .:  :. :: :.:  .   : :. .  : . 
gi|275 GNAKAMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDS 
        100       110       120       130       140        150      
 
             80                                                     
2MEPSP QKYKSPKN                                                     
       ...                                                          
gi|275 DNFIKLLDKFDEKFAHTSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAH 
         160       170       180       190       200       210      
 
>>gi|1405736|emb|CAA35188.1| trypsin inhibitor cme precu  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.7 E():   78 
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Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (11-29:9-27) 
 
               10        20        30        40        50        60 
2MEPSP PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                 .:.  . :.:.:.  ..::                                
gi|140   MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRL 
                 10        20        30        40        50         
 
>>gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subsp. v  (148 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (11-29:9-27) 
 
               10        20        30        40        50        60 
2MEPSP PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
                 .:.  . :.:.:.  ..::                                
gi|190   MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRL 
                 10        20        30        40        50         
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (46-78:232-264) 
 
          20        30        40        50        60        70      
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
          80                                                        
2MEPSP KSPKN                                                        
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (46-78:232-264) 
 
          20        30        40        50        60        70      
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
          80                                                        
2MEPSP KSPKN                                                        
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 16.9 E():   81 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (32-44:71-83) 
 
              10        20        30        40        50        60  
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
              70        80 
2MEPSP DSWDRFYIKGGQKYKSPKN 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 16.9 E():   81 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (32-44:71-83) 
 
              10        20        30        40        50        60  
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
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               50        60        70        80                     
 
              70        80 
2MEPSP DSWDRFYIKGGQKYKSPKN 
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.0  bits: 15.6 E():   81 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (56-64:10-18) 
 
          30        40        50        60        70        80  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN  
                                     . :...:.:                  
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK 
                                    10        20        30      
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (2-15:110-123) 
 
                                            10        20        30  
2MEPSP                              PGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|549 SDELAYIAQVWANQCQYGHDTCRDVAKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
              40        50        60        70        80            
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN            
                                                                    
gi|549 YNPKKKFSENNFLKIGHYTQMVWANTKEVGCGSIKYIQDKWHKHYLVCNYGPSGNFGNEE 
     140       150       160       170       180       190          
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (2-15:110-123) 
 
                                            10        20        30  
2MEPSP                              PGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|549 NDELAYVAQVWANQCQYGHDTCRDIAKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
              40        50        60        70        80            
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN            
                                                                    
gi|549 YNPKKKFSGNNFLKTGHYTQMVWANTKEVGCGSIKFIQEKWHKHYLVCNYGPSGNFQNEE 
     140       150       160       170       180       190          
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (2-15:110-123) 
 
                                            10        20        30  
2MEPSP                              PGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|482 NDELAYIAQVWANQCEYGHDTCRDVAKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
              40        50        60        70        80            
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN            
                                                                    
gi|482 YNPKKKFSGNNFLKTGHYTQMVWANTKEVGCGSIKYIQEKWHKHYLVCNYGPSGNFKNEE 
     140       150       160       170       180       190          
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (2-15:110-123) 
 
                                            10        20        30  
2MEPSP                              PGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|740 NDELAYIAQVWANQCQYGHDTCRDVAKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKD 
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      80        90       100       110       120       130          
 
              40        50        60        70        80            
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN            
                                                                    
gi|740 YNPKKKFSENNFLKIGHYTQMVWANTKEVGCGSIKYIQDKWHKHYLVCNYGPSGNFGNEE 
     140       150       160       170       180       190          
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 40; 22.5% identity (62.5% similar) in 40 aa overlap (1-38:59-98) 
 
                                             10          20         
2MEPSP                               PGGKVKLSGSISSQYLS--ALLMAAPLALG 
                                     : :.   : .. .. ..  :: . . .  : 
gi|166 TVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDG 
       30        40        50        60        70        80         
 
       30        40        50        60        70        80         
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN         
       :. .:.:...                                                   
gi|166 DILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEENIKFADAQNTALFKAIE 
       90       100       110       120       130       140         
 
>>gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase (NA  (497 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 44; 25.0% identity (58.3% similar) in 60 aa overlap (1-59:77-136) 
 
                                             10         20          
2MEPSP                               PGGKVKLSGSISSQYL-SALLMAAPLALGD 
                                     : .. :: ..... .  .: :.::  :: . 
gi|766 CSVQEATEKDVDIAVAAARKAFNGPWRKETPENRGKLLNKLADLFEKNADLIAAVEALDN 
         50        60        70        80        90       100       
 
      30        40        50        60        70        80          
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN          
        .   . : ...: .   :: .  .. : :                               
gi|766 GKAFSMAKNVDVPAAAGCLRYYGGWADKIEGKVVDTAPDSFNYIRKEPIGVCGQIIPWNF 
        110       120       130       140       150       160       
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (2-15:115-128) 
 
                                            10        20        30  
2MEPSP                              PGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|115 NDELAYVAQVWANQCQYGHDTCRDVAKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKD 
           90       100       110       120       130       140     
 
              40        50        60        70        80            
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN            
                                                                    
gi|115 YNPKKKFSGNDFLKTGHYTQMVWANTKEVGCGSIKYIQEKWHKHYLVCNYGPSGNFKNEE 
          150       160       170       180       190       200     
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 40; 27.9% identity (46.5% similar) in 43 aa overlap (3-45:2-44) 
 
               10        20        30        40        50        60 
2MEPSP PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
         :   .   :.:    : :. :     ..  .::: . :.  ::                
gi|169  MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP SDSWDRFYIKGGQKYKSPKN                                         
                                                                    
gi|169 DGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKF 
      60        70        80        90       100       110          
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>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 40; 27.9% identity (46.5% similar) in 43 aa overlap (3-45:2-44) 
 
               10        20        30        40        50        60 
2MEPSP PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH 
         :   .   :.:    : :. :     ..  .::: . :.  ::                
gi|374  MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP SDSWDRFYIKGGQKYKSPKN                                         
                                                                    
gi|374 DGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKY 
      60        70        80        90       100       110          
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.6  bits: 21.1 E():   85 
Smith-Waterman score: 52; 28.3% identity (63.0% similar) in 46 aa overlap (36-78:235-279) 
 
          10        20        30        40        50        60      
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW- 
                                     .: . . ::.: :. ... :: :. . .   
gi|203 DSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYVKMMLK-QNKDGVAADLGPTNA 
          210       220       230       240        250       260    
 
             70        80                                           
2MEPSP --DRFYIKGGQKYKSPKN                                           
          : :..  .:.:.:                                             
gi|203 QPKRPYLSFDHKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKLVDKLRYLSAEET 
           270       280       290       300       310       320    
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 41; 61.5% identity (76.9% similar) in 13 aa overlap (22-34:101-113) 
 
                        10        20        30        40        50  
2MEPSP          PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                     :: : ::: .:.:                  
gi|144 SATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLK 
               80        90       100       110       120       130 
 
              60        70        80                                
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKN                                
                                                                    
gi|144 FEGHIGDIDMKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYF 
              140       150       160       170       180       190 
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 44; 42.9% identity (52.4% similar) in 21 aa overlap (59-79:164-182) 
 
       30        40        50        60        70        80         
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN         
                                     : :  :  : . : :.: : :          
gi|572 QSTYEQQQLAAKVAEFLKPGATVKHTKEGTESSAFW--FAVGGKQSYTSKKVATEVSRDP 
           140       150       160         170       180       190  
 
gi|572 HLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWIGQSADSKEKQSAFDVGQ 
             200       210       220       230       240       250  
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 25.9% identity (70.4% similar) in 27 aa overlap (9-35:40-66) 
 
                                     10        20        30         
2MEPSP                       PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.::.. :. .: .    .:..:.. .    
gi|144 SKSACSGEVVMEQSVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEE 
      10        20        30        40        50        60          
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       40        50        60        70        80                   
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN                   
                                                                    
gi|144 ADADGDGYVSLQEFVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTI 
      70        80        90       100       110       120          
 
>>gi|1335877|gb|AAB01092.1| pathogenesis-related protein  (168 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.3  bits: 17.8 E():   88 
Smith-Waterman score: 40; 22.5% identity (62.5% similar) in 40 aa overlap (1-38:73-112) 
 
                                             10          20         
2MEPSP                               PGGKVKLSGSISSQYLS--ALLMAAPLALG 
                                     : :.   : .. .. ..  :: . . .  : 
gi|133 TVIPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDG 
             50        60        70        80        90       100   
 
       30        40        50        60        70        80         
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN         
       :. .:.:...                                                   
gi|133 DILLEFIESIETHMVVVPTADGGSITKTTAIFHTKGDAVVPEENIKFADAQNTALFKAIE 
            110       120       130       140       150       160   
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 18.2 E():   89 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (2-15:133-146) 
 
                                            10        20        30  
2MEPSP                              PGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|162 NDELAYVAQVWANQCQYGHDTCRDVAKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKD 
            110       120       130       140       150       160   
 
              40        50        60        70        80            
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN            
                                                                    
gi|162 YNPKKKFSGNDFLKTGHYTQMVWANTKEVGCGSIKYIQEKWHKHYLVCNYGPSGNFMNEE 
            170       180       190       200       210       220   
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 18.2 E():   89 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (2-15:133-146) 
 
                                            10        20        30  
2MEPSP                              PGGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|856 NDELAYVAQVWANQCQYGHDTCRDVAKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKD 
            110       120       130       140       150       160   
 
              40        50        60        70        80            
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN            
                                                                    
gi|856 YNPKKKFSENNFIKIGHYTQMVWANTKEIGCGSMKYTENKWHYHYLVCNYGPSGNFGNEE 
            170       180       190       200       210       220   
 
>>gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 From P  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.3 E():   89 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (50-65:32-47) 
 
      20        30        40        50        60        70          
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|159 PMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
              10        20        30        40        50        60  
 
      80                                                            
2MEPSP N                                                            
                                                                    
gi|159 DELNEMENTQGCMCEALQQIMENQCDRLQDRQMVQQFKRELMSLPQQCNFRAPQRCDLDV 
              70        80        90       100       110       120  
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>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (34-60:2-28) 
 
            10        20        30        40        50        60    
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|289                              SIISTLNAMPEYQDLLQNLRDKGVDVDHYIE 
                                            10        20        30  
 
            70        80                                            
2MEPSP WDRFYIKGGQKYKSPKN                                            
                                                                    
gi|289 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
              40        50        60        70        80        90  
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.3 E():   90 
Smith-Waterman score: 39; 35.0% identity (50.0% similar) in 20 aa overlap (61-80:3-22) 
 
               40        50        60        70        80           
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN           
                                     .::::   .    . :  ::           
gi|298                             MSADSWDNHCVTYVANNKCLKNLCMTAIDGSH 
                                           10        20        30   
 
gi|298 LGTSNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYA 
             40        50        60        70        80        90   
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 18.2 E():   91 
Smith-Waterman score: 41; 28.9% identity (57.9% similar) in 38 aa overlap (4-41:143-180) 
 
                                          10        20        30    
2MEPSP                            PGGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :::. :. :    .  .    ::.. ...: 
gi|136 QHTSEGTYIHFQISGVTNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFE 
            120       130       140       150       160       170   
 
            40        50        60        70        80              
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN              
       :  .: .:                                                     
gi|136 IRHQLTQIHGLYRSSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAE 
            180       190       200       210       220       230   
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.3 E():   91 
Smith-Waterman score: 39; 43.8% identity (75.0% similar) in 16 aa overlap (57-72:9-24) 
 
         30        40        50        60        70        80       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN       
                                     : :.:...:.:  : :               
gi|990                       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKP 
                                     10        20        30         
 
gi|990 TFEVAIENDQYIFRSLSTFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFG 
       40        50        60        70        80        90         
 
>>gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging protein   (236 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.0  bits: 18.2 E():   91 
Smith-Waterman score: 41; 26.9% identity (50.0% similar) in 26 aa overlap (49-73:187-212) 
 
       20        30        40        50         60        70        
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKS 
                                     .. :. :.   :    :: : .  :.     
gi|375 GKKITGFTDIGEDILGVTDIMKKGNLLTIKQVAEKEGATYIEPEGPWDNFTVTDGRIVTG 
        160       170       180       190       200       210       
 
        80                  
2MEPSP PKN                  
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gi|375 VNPQSAVKTAEDVIAAFECN 
        220       230       
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.8  bits: 19.0 E():   94 
Smith-Waterman score: 43; 21.8% identity (55.1% similar) in 78 aa overlap (3-71:239-315) 
 
                                           10         20        30  
2MEPSP                             PGGKVKLSGSI-SSQYLSALLMAAPLALGDVE 
                                     :..:.. .. ::....       : . . . 
gi|145 GDEGGVAPDIQTAEEALDLIVDAIEAAGHTGQIKIAMDVASSEFFKDDEKKYDLDFKNPD 
      210       220       230       240       250       260         
 
              40         50              60         70        80    
2MEPSP IEIIDKLISIPYV-EMTLRLMERFGVK------AEHS-DSWDRFYIKGGQKYKSPKN    
        .  .: .. : . ::   : :.. .       :: . ..:..::  :             
gi|145 SDK-SKWLTYPQLAEMYKSLAEKYPIVSIEDPFAEDDWEAWSHFYKDGDFQIVGDDLTVT 
      270        280       290       300       310       320        
 
gi|145 NPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSHRSGETEDVTIAD 
       330       340       350       360       370       380        
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 19.0 E():   95 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (34-60:258-284) 
 
            10        20        30        40        50        60    
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|223 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIR 
       230       240       250       260       270       280        
 
            70        80                                            
2MEPSP WDRFYIKGGQKYKSPKN                                            
                                                                    
gi|223 VDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       290       300       310       320       330       340        
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 18.6 E():   97 
Smith-Waterman score: 42; 33.3% identity (73.3% similar) in 15 aa overlap (63-77:89-103) 
 
             40        50        60        70        80             
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN             
                                     :: ..  . ...:::                
gi|729 TKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTKRDSREYKSDVELSLRSSDIALKI 
       60        70        80        90       100       110         
 
gi|729 TMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIREGKIHIKGRQTDFEIESNYRYEDG 
      120       130       140       150       160       170         
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 39; 25.0% identity (60.7% similar) in 28 aa overlap (20-47:99-126) 
 
                          10        20        30        40          
2MEPSP            PGGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|217 CEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
      50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 
                                       
gi|217 HNTPYCLGMEESQWS                 
      130       140                    
 
>>gi|2129805|pir||S65143 pollen allergen group II (clone  (80 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.5  bits: 16.5 E():   98 
Smith-Waterman score: 37; 33.3% identity (61.1% similar) in 18 aa overlap (57-74:4-21) 
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         30        40        50        60        70        80       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN       
                                     .:::.  . .:  .:  :             
gi|212                            ETERAEHDRIFKKFDANGDGKISASELGDALKN 
                                          10        20        30    
 
gi|212 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
            40        50        60        70        80 
 
>>gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Arachi  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (50-65:50-65) 
 
      20        30        40        50        60        70          
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|172 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
      20        30        40        50        60        70          
 
      80                                                            
2MEPSP N                                                            
                                                                    
gi|172 DELDQMENTERCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
      80        90       100       110       120       130          
 
>>gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=Congl  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (50-65:51-66) 
 
      20        30        40        50        60        70          
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|751 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
               30        40        50        60        70        80 
 
      80                                                            
2MEPSP N                                                            
                                                                    
gi|751 DELNEMENTQRCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
               90       100       110       120       130       140 
 
>>gi|1580794|gb|AAB62731.1| allergen [Periplaneta americ  (470 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 19.1 E():   99 
Smith-Waterman score: 43; 41.2% identity (82.4% similar) in 17 aa overlap (65-80:361-377) 
 
           40        50        60        70         80              
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-PKN              
                                     :..:: ...:: . :.:              
gi|158 RKSHDSSIISDSHDSYRNLFKKVSDALEGKDQYYIDNSHKYCGYPENLLLPKGKKGGQTF 
              340       350       360       370       380       390 
 
gi|158 TFYVIVTPYVKQDEHDLESYHYKAFTYCGVGHGRKYPDDKPLGFPFDRKIHDYDFYTPNM 
              400       410       420       430       440       450 
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.8 E():   99 
Smith-Waterman score: 40; 31.2% identity (68.8% similar) in 16 aa overlap (56-71:146-161) 
 
          30        40        50        60        70        80      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN      
                                     .. .:  . :::.. :               
gi|109 ILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFKMMFQK 
         120       130       140       150       160       170      
 
gi|109 PRTRTCIEKDFPRRSSSSIPT 
         180       190       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
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 Scomplib [35.04] 
 start: Tue Apr 19 10:57:43 2011 done: Tue Apr 19 10:57:43 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 169  - 248 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32     1     8:= * 
  34    10    22:====   * 
  36    31    44:===========   * 
  38    42    73:==============          * 
  40    79   102:===========================      * 
  42   119   125:======================================== * 
  44   110   137:=====================================        * 
  46    93   140:===============================               * 
  48   153   134:============================================*====== 
  50   172   122:========================================*================= 
  52   130   107:===================================*======== 
  54    86    92:============================= * 
  56   110    77:=========================*=========== 
  58    48    63:================    * 
  60    41    51:==============  * 
  62    38    41:=============* 
  64    42    33:==========*=== 
  66    26    26:========* 
  68    24    20:======*= 
  70    25    16:=====*=== 
  72    20    12:===*=== 
  74    21    10:===*=== 
  76    15     8:==*== 
  78     7     6:=*= 
  80     8     5:=*= 
  82     6     3:*= 
  84     7     3:*== 
  86     7     2:*== 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     3     1:*         :*== 
  98     0     0:          * 
 100     1     0:=         *= 
 102     2     0:=         *== 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     1     0:=         *= 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.89420.00311; mu= 10.1004 0.164 
 mean_var=31.7381 7.823, 0's: 2 Z-trim: 4  B-trim: 186 in 1/43 
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 Lambda= 0.227659 
 Kolmogorov-Smirnov  statistic: 0.1108 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   72 28.3   0.051 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   70 27.7    0.14 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   59 24.0       1 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   59 24.0       1 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   58 23.7     1.4 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.4     2.1 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.4     2.1 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 23.4     2.2 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   58 23.9     3.1 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 22.4     3.4 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   54 22.4     3.4 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   54 22.4     3.4 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.6     4.8 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 24.0     5.2 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   52 21.7     5.5 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   54 22.5     6.5 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 22.5     6.8 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 23.3     7.5 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 21.1     8.5 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 21.1     8.5 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 21.1     8.5 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 21.1     8.5 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   50 21.1     8.5 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.6     9.3 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   48 20.4     9.6 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 22.2     9.7 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 23.0      10 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   49 20.8      11 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.8      11 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   49 20.8      11 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 20.0      12 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 23.0      12 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 20.4      13 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 19.3      13 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   48 20.4      13 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.7      15 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.6      16 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 17.1      16 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 20.1      17 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   47 20.1      17 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.8      17 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.8      17 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 19.4      19 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 18.3      19 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.8      21 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.8      21 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.8      21 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.8      21 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   45 19.4      21 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.9      23 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   45 19.4      26 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   45 19.4      26 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   45 19.4      26 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   45 19.4      26 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   45 19.4      26 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   45 19.4      26 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   45 19.4      26 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 17.2      27 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 19.1      28 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 19.1      28 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 18.3      28 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 18.3      28 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 18.4      29 
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gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.5      30 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.5      31 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   44 19.1      33 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   44 19.1      33 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   44 19.1      33 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   44 19.1      33 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   44 19.1      33 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   44 19.1      33 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   44 19.1      33 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 19.1      33 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   44 19.1      33 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   44 19.1      33 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   44 19.1      33 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 19.1      33 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   44 19.1      33 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.8      36 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 18.0      37 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.8      38 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.8      38 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.8      40 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 19.2      41 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.8      41 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   43 18.8      41 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   43 18.8      41 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   43 18.8      41 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   43 18.8      41 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   43 18.8      41 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.8      41 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   43 18.8      41 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.8      42 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.4      44 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.7      46 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.7      46 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 21.0      48 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   41 18.1      48 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 18.1      50 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 18.5      52 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   42 18.5      52 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   42 18.5      52 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   42 18.5      52 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   42 18.5      52 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   42 18.5      52 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   42 18.5      52 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.5      52 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.5      52 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 18.5      52 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   42 18.5      52 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 18.1      52 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   45 19.6      53 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 18.1      55 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 18.1      55 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 20.0      57 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 20.0      57 
gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosi ( 177)   42 18.5      57 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   41 18.1      57 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.9      57 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   39 17.4      57 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.5      58 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.7      58 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.6      58 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 18.1      59 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 18.1      59 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   46 20.0      59 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   40 17.7      60 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.9      61 
gi|29539109|emb|CAD87730.1| allergen Len c 1.0101  ( 418)   45 19.6      61 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 17.4      66 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 15.9      66 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.9      66 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.6      69 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 17.0      72 
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gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 17.0      72 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   44 19.3      73 
gi|1405736|emb|CAA35188.1| trypsin inhibitor cme p ( 144)   40 17.8      74 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   44 19.3      74 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   44 19.3      74 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.6      75 
gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subs ( 148)   40 17.8      76 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   40 17.8      78 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.7      79 
gi|280414|pir||A60372 pollen allergen Poa-pI - Ken (  20)   32 14.8      79 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   40 17.8      80 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   40 17.8      80 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.2      80 
gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [ ( 204)   41 18.2      80 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   41 18.2      80 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   41 18.2      80 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.2      82 
gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 Fr ( 127)   39 17.4      83 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   40 17.8      83 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   44 19.3      83 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   39 17.4      84 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   41 18.2      84 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   39 17.4      85 
gi|2129805|pir||S65143 pollen allergen group II (c (  80)   37 16.7      87 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   44 19.3      87 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   44 19.3      87 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.2      88 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.2      88 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   41 18.2      88 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   41 18.2      90 
gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging prot ( 236)   41 18.2      91 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   39 17.5      92 
gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Ar ( 144)   39 17.5      92 
gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=C ( 145)   39 17.5      93 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   32 14.9      96 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   40 17.8      96 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   43 19.0   1e 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   40 17.8   1e 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   42 18.6   1e 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  72  Z-score: 125.7  bits: 28.3 E(): 0.051 
Smith-Waterman score: 72; 28.2% identity (52.1% similar) in 71 aa overlap (1-70:30-99) 
 
                                             10        20        30 
2MEPSP                              GGKVKL-SGSISSQYLSALLMAAPLALGDVE 
                                    ::.. . :: : .  . :: .:.:: .     
gi|291 MAEHPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA           
       . ..  .:..  . : .     ::: :    ::   :. :                     
gi|291 V-LVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKA 
                70        80        90       100       110          
 
gi|291 REMKDRAEQFGQQHVTGSQGS 
     120       130       140 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  70  Z-score: 118.1  bits: 27.7 E(): 0.14 
Smith-Waterman score: 70; 27.4% identity (57.5% similar) in 73 aa overlap (1-71:8-73) 
 
                      10         20        30        40         50  
2MEPSP        GGKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
              ::. : .:.. . . .   : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
              60        70        80                                
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNA                                
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       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  59  Z-score: 102.4  bits: 24.0 E():    1 
Smith-Waterman score: 59; 27.5% identity (47.5% similar) in 80 aa overlap (1-80:36-110) 
 
                                             10        20        30 
2MEPSP                               GGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|753 GQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
               40        50        60        70        80           
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA           
       . ..  .:.:  .   .     ::: :    ::   :. :    : : .:           
gi|753 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKL 
           70        80        90       100           110       120 
 
gi|753 ASKAREMKDRAEQFSQQPVAGSQTS 
              130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  59  Z-score: 102.4  bits: 24.0 E():    1 
Smith-Waterman score: 59; 27.5% identity (47.5% similar) in 80 aa overlap (1-80:36-110) 
 
                                             10        20        30 
2MEPSP                               GGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :. . :::   .  . :: .:.:: .     
gi|198 GQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSP 
          10        20        30        40        50        60      
 
               40        50        60        70        80           
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA           
       . ..  .:.:  .   .     ::: :    ::   :. :    : : .:           
gi|198 V-LVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKL 
           70        80        90       100           110       120 
 
gi|198 ASKAREMKDRAEQFSQQPVAGSQTS 
              130       140      
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 99.9  bits: 23.7 E():  1.4 
Smith-Waterman score: 58; 23.8% identity (60.3% similar) in 63 aa overlap (13-73:81-139) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|132 PGTIKKITFSEGSPFKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
               50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA               
       :     :.. ... .:..:    :  .::::..                      
gi|132 PDGGSILKISNKYHTKGDH--EVDAEHIKGGKEKVEGLFRAVEAYLLAHSDAYN 
      110       120         130       140       150       160 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 96.8  bits: 23.4 E():  2.1 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (15-30:9-24) 
 
               10        20        30        40        50        60 
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                     :.:::.:: . :::..                               
gi|476       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDD 
                     10        20        30        40        50     
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 96.8  bits: 23.4 E():  2.1 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (15-30:9-24) 
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               10        20        30        40        50        60 
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                     :.:::.:: . :::..                               
gi|313       MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDD 
                     10        20        30        40        50     
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 96.5  bits: 23.4 E():  2.2 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (9-47:26-64) 
 
                                10        20        30        40    
2MEPSP                  GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA                        
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 93.7  bits: 23.9 E():  3.1 
Smith-Waterman score: 58; 25.0% identity (52.6% similar) in 76 aa overlap (3-70:228-299) 
 
                                           10        20        30   
2MEPSP                             GGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     .. .:.:. .:.  .::..:    :: .:: 
gi|113 SISGSSQIWIDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLFGA----GDENIE 
       200       210       220       230       240           250    
 
             40        50                60        70        80     
2MEPSP IIDKLISIPYVEMTLRLMER--------FGVKAEHSDSWDRFYIKGGQKYKSPKNA     
           : .. .  .:  . .:        : :  .. :.:  . : :               
gi|113 DRGMLATVAFNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFC 
           260       270       280       290       300       310    
 
gi|113 APDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAE 
           320       330       340       350       360       370    
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 92.9  bits: 22.4 E():  3.4 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (25-59:90-126) 
 
                     10        20        30          40        50   
2MEPSP       GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
             60        70        80             
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 92.9  bits: 22.4 E():  3.4 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (25-59:90-126) 
 
                     10        20        30          40        50   
2MEPSP       GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
             60        70        80             
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       . .:..:                                  
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gi|437 YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 92.8  bits: 22.4 E():  3.4 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (25-59:91-127) 
 
                     10        20        30          40        50   
2MEPSP       GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
             60        70        80             
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       . .:..:                                  
gi|132 YHTKGDHEMKAEHMKAIKEKAEALLRAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 90.3  bits: 23.6 E():  4.8 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (6-41:247-289) 
 
                                        10        20                
2MEPSP                          GGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
       30        40        50        60        70        80         
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA         
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 89.7  bits: 24.0 E():  5.2 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (23-67:372-415) 
 
                       10        20        30        40        50   
2MEPSP         GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
             60        70        80                                 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNA                                 
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 89.2  bits: 21.7 E():  5.5 
Smith-Waterman score: 52; 22.2% identity (58.7% similar) in 63 aa overlap (13-73:81-139) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|154 PGTIKKITFSEGSPVKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
               50        60        70        80                
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA                
       :     :..  .. .:..:    .  .::::..                       
gi|154 PDGGSILKITSKYHTKGDHEVPAE--HIKGGKERVEGLLKPVEAYLLAHTAEYNN 
      110       120       130         140       150       160  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 87.8  bits: 22.5 E():  6.5 
Smith-Waterman score: 54; 36.5% identity (61.5% similar) in 52 aa overlap (23-73:139-186) 
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                       10        20        30        40         50  
2MEPSP         GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :. .  .  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDV--LA 
      110       120       130       140        150       160        
 
              60        70        80                                
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNA                                
       : ..:   .:    ::.... :                                       
gi|612 R-NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNND 
          170       180       190       200       210       220     
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 87.5  bits: 22.5 E():  6.8 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (3-35:105-139) 
 
                                           10         20        30  
2MEPSP                             GGKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
               40        50        60        70        80           
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA           
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 86.8  bits: 23.3 E():  7.5 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (6-41:378-420) 
 
                                        10        20                
2MEPSP                          GGKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
       30        40        50        60        70        80         
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA         
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 85.7  bits: 21.1 E():  8.5 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (25-59:91-127) 
 
                     10        20        30          40        50   
2MEPSP       GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
             60        70        80             
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 85.7  bits: 21.1 E():  8.5 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (25-59:91-127) 
 
                     10        20        30          40        50   
2MEPSP       GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
             60        70        80             
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2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 85.7  bits: 21.1 E():  8.5 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (2-59:70-127) 
 
                                            10        20        30  
2MEPSP                              GGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
      40        50        60        70        80        90          
 
                40        50        60        70        80          
2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA          
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 85.7  bits: 21.1 E():  8.5 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (25-59:91-127) 
 
                     10        20        30          40        50   
2MEPSP       GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
             60        70        80             
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 85.7  bits: 21.1 E():  8.5 
Smith-Waterman score: 50; 27.3% identity (61.8% similar) in 55 aa overlap (25-76:91-142) 
 
                     10        20        30           40        50  
2MEPSP       GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.   ...    
gi|880 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTVIKTTS 
               70        80        90        100       110          
 
              60        70        80               
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNA               
       .. .:..   . .  ..:.:..  :                   
gi|880 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.1  bits: 22.6 E():  9.3 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (34-55:9-30) 
 
            10        20        30        40        50        60    
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
            70        80                                            
2MEPSP DRFYIKGGQKYKSPKNA                                            
                                                                    
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 84.8  bits: 20.4 E():  9.6 
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Smith-Waterman score: 48; 30.8% identity (57.7% similar) in 26 aa overlap (54-79:18-43) 
 
            30        40        50        60        70        80    
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA    
                                     : .:  : ..  :. : : . :.: .     
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 84.8  bits: 22.2 E():  9.7 
Smith-Waterman score: 53; 22.7% identity (54.7% similar) in 75 aa overlap (4-70:230-300) 
 
                                          10        20        30    
2MEPSP                            GGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     : .:.   ... .:.:..:    .:....  
gi|113 VTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGA----SDTHFQD 
     200       210       220       230       240           250      
 
            40        50                60        70        80      
2MEPSP IDKLISIPYVEMTLRLMER-----FG---VKAEHSDSWDRFYIKGGQKYKSPKNA      
       .   ... :  .:  . ::     ::   .  .  : ::.. : :                
gi|113 LKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVA 
         260       270       280       290       300       310      
 
gi|113 PDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEP 
         320       330       340       350       360       370      
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.5  bits: 23.0 E():   10 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (24-51:414-441) 
 
                      10        20        30        40        50    
2MEPSP        GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
            60        70        80                                  
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNA                                  
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 84.0  bits: 20.8 E():   11 
Smith-Waterman score: 49; 27.3% identity (60.0% similar) in 55 aa overlap (25-76:91-142) 
 
                     10        20        30           40        50  
2MEPSP       GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
              60        70        80               
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNA               
       .. .:..   . .  ..:.:..  :                   
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 84.0  bits: 20.8 E():   11 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (36-59:104-127) 
 
          10        20        30        40        50        60      
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
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          70        80             
2MEPSP FYIKGGQKYKSPKNA             
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 84.0  bits: 20.8 E():   11 
Smith-Waterman score: 49; 27.3% identity (60.0% similar) in 55 aa overlap (25-76:91-142) 
 
                     10        20        30           40        50  
2MEPSP       GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
              60        70        80               
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNA               
       .. .:..   . .  ..:.:..  :                   
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 83.1  bits: 20.0 E():   12 
Smith-Waterman score: 52; 29.2% identity (59.7% similar) in 72 aa overlap (5-71:20-90) 
 
                              10         20          30        40   
2MEPSP                GGKVKLSGSISSQ-YLSALLMAA--PLALGDVEIEIIDKLISIPY 
                          :  ::.. . ... . .::  :  .  : .::::.  :    
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKV-FEIIDQDKSDFV 
               10        20        30        40         50          
 
              50         60        70        80           
2MEPSP VEMTLRL-MERFGVKAEH-SDSWDRFYIKGGQKYKSPKNA           
        :  :.: .. :.. :.  ::.  . ..:.:                    
gi|145 EEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      60        70        80        90       100          
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.9  bits: 23.0 E():   12 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (24-51:500-527) 
 
                      10        20        30        40        50    
2MEPSP        GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
            60        70        80                                  
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNA                                  
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 82.2  bits: 20.4 E():   13 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (13-59:80-126) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
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>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 82.2  bits: 19.3 E():   13 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (25-58:5-40) 
 
               10        20        30           40        50        
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKA 
                               ::.:. .: ::   ::.: :     ..   .. .:. 
gi|603                     VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKG 
                                    10        20        30          
 
        60        70        80             
2MEPSP EHSDSWDRFYIKGGQKYKSPKNA             
       .                                   
gi|603 DVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
      40        50        60        70     
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 82.2  bits: 20.4 E():   13 
Smith-Waterman score: 48; 20.4% identity (65.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVAHKNFKYSYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :  .  :.. ... .:..:                                  
gi|132 PDGRSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 81.3  bits: 19.7 E():   15 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (34-80:3-44) 
 
            10        20        30        40        50        60    
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  ..:   .: .:.     .:::: :  . 
gi|207                             MSITDIVSEKNIEAALE-----SVKAEGSFEY 
                                           10             20        
 
            70        80                                            
2MEPSP DRFYIKGGQKYKSPKNA                                            
         :. : :   ::  .:                                            
gi|207 KCFFQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFL 
        30        40        50        60        70        80        
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 81.0  bits: 21.6 E():   16 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (9-57:54-105) 
 
                                     10          20        30       
2MEPSP                       GGKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
          40        50        60        70        80                
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA                
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 80.6  bits: 17.1 E():   16 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (55-63:10-18) 
 
           30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     . ::..:.:                  
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gi|409                      IAKVPPGGXITAEYGDKWLD                
                                    10        20                
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (3-58:71-126) 
 
                                           10        20        30   
2MEPSP                             GGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
             40        50        60        70        80             
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
          ::.: :.    ..   .. .:..                                   
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 47; 20.4% identity (65.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDILEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.4  bits: 20.8 E():   17 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (7-34:7-34) 
 
               10        20        30        40        50        60 
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
             : .. :  ..:.  :::. :   :....                           
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP DSWDRFYIKGGQKYKSPKNA                                         
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.4  bits: 20.8 E():   17 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (7-34:7-34) 
 
               10        20        30        40        50        60 
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
             : .. :  ..:.  :::. :   :....                           
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP DSWDRFYIKGGQKYKSPKNA                                         
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.5  bits: 19.4 E():   19 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (57-79:21-43) 
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         30        40        50        60        70        80       
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA       
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 79.3  bits: 18.3 E():   19 
Smith-Waterman score: 47; 37.1% identity (68.6% similar) in 35 aa overlap (5-39:12-42) 
 
                      10        20        30        40        50    
2MEPSP        GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                  : .:.:::. :.  :   :  ::.: .: :.....               
gi|377 EHERIFKRFDAKGDGKISSSELGETL--KP--LGSVTLEEIQRMMAEIDTDGDGFL     
               10        20            30        40        50       
 
            60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNA 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (36-73:104-139) 
 
          10        20        30        40        50        60      
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
          70        80               
2MEPSP FYIKGGQKYKSPKNA               
         :::...                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
             140       150       160 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (26-59:92-127) 
 
                    10        20        30           40        50   
2MEPSP      GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
             60        70        80             
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5416

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  43 init1:  43 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 78.6  bits: 19.4 E():   21 
Smith-Waterman score: 45; 27.1% identity (64.6% similar) in 48 aa overlap (1-48:21-64) 
 
                                   10        20        30        40 
2MEPSP                     GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI 
                           :... : :.. ... : : . :  . :.. :  ..:: .. 
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGL-GALYKEH-SMLTFEAQGTQGSAAI--VEKLQNL 
               10        20         30         40          50       
 
               50        60        70        80                     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA                     
       :. :.  :                                                     
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.9  bits: 20.9 E():   23 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (2-26:221-245) 
 
                                            10        20        30  
2MEPSP                              GGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
              40        50        60        70        80            
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA            
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (13-59:80-126) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :     :.. ... .:..:                                  
gi|437 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
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               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 45; 22.2% identity (60.3% similar) in 63 aa overlap (13-73:81-139) 
 
                                 10        20          30        40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLA--LGDVEIEIIDKLISI 
                                     .:  ... ..::.  :  .  ::  :...  
gi|534 PGTIKKITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEI--KIVAA 
               60        70        80        90       100           
 
               50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA               
       :     :..  .. .:.. : . ..  ::.:..                      
gi|534 PGGGSILKITSKYHTKGDISLNEEE--IKAGKEKGAGLFKAVENYLVAHPNAYN 
      110       120       130         140       150       160 
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>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.7  bits: 17.2 E():   27 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (55-63:10-18) 
 
           30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     . ::..:.:                  
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK 
                                    10        20        30      
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.5  bits: 19.1 E():   28 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (56-66:8-18) 
 
          30        40        50        60        70        80      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA      
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.5  bits: 19.1 E():   28 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (56-66:8-18) 
 
          30        40        50        60        70        80      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA      
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.4  bits: 18.3 E():   28 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (8-29:54-75) 
 
                                      10        20        30        
2MEPSP                        GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
        40        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.4  bits: 18.3 E():   28 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (8-29:54-75) 
 
                                      10        20        30        
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2MEPSP                        GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
        40        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 76.2  bits: 18.4 E():   29 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (7-49:6-51) 
 
               10        20        30           40        50        
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIPYVEMTLRLMERFGVKA 
             :. .. :.:  :.  ::. :  :  .   .   :. .:    ::..         
gi|453  RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQ 
                10        20        30        40        50          
 
        60        70        80 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNA 
                               
gi|453 LPPLLSQGNPACSPKWLQLLVP  
      60        70        80   
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.0  bits: 19.5 E():   30 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (62-73:134-145) 
 
              40        50        60        70        80            
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA            
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.7  bits: 19.5 E():   31 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (62-73:142-153) 
 
              40        50        60        70        80            
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA            
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (13-59:80-126) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|159 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :     :.. ... .:..:                                  
gi|159 PDGGSILKISNKYHTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (13-59:80-126) 
 
                                 10        20        30          40 
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2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|384 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :     :.. ... .:..:                                  
gi|384 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|114 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :     :.. ... .:..:                                  
gi|114 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|241 PGTIKKISFPEGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :     :.. ... .:..:                                  
gi|241 PDGGSILKISNKYHTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :     :.. ... .:..:                                  
gi|132 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
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       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMRETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVEGYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (27-64:125-160) 
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                   10        20        30        40        50       
2MEPSP     GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
         60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNA 
         :::...                 
gi|132 --HSDAYN                 
            160                 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (26-59:92-127) 
 
                    10        20            30        40        50  
2MEPSP      GGKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
              60        70        80             
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 44; 20.4% identity (65.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (17-59:8-46) 
 
               10        20        30        40        50        60 
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                       :..::. ..   :...  ::  .  . .:   :::.:: : ..  
gi|140          MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFGEKIDQI 
                        10        20        30            40        
 
               70        80                                         
2MEPSP DSWDRFYIKGGQKYKSPKNA                                         
                                                                    
gi|140 EHGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYN 
        50        60        70        80        90       100        
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.2  bits: 18.0 E():   37 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (57-76:9-28) 
 
         30        40        50        60        70        80       
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA       
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
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gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (26-40:83-97) 
 
                    10        20        30        40        50      
2MEPSP      GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
          60        70        80        
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNA        
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (26-40:83-97) 
 
                    10        20        30        40        50      
2MEPSP      GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
          60        70        80        
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNA        
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.7  bits: 18.8 E():   40 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (27-80:92-139) 
 
                   10        20        30        40        50       
2MEPSP     GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
         60        70         80              
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNA              
         :::  :  . .::..  ::  ::              
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG 
        120         130       140       150   
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.5  bits: 19.2 E():   41 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (42-68:155-183) 
 
              20        30        40        50          60          
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
      70        80        
2MEPSP GGQKYKSPKNA        
                          
gi|549 CNYGPAGNVGNEPIYERK 
          190       200   
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (36-59:104-127) 
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          10        20        30        40        50        60      
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
          70        80             
2MEPSP FYIKGGQKYKSPKNA             
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 44; 28.9% identity (55.3% similar) in 38 aa overlap (27-64:125-160) 
 
                   10        20        30        40        50       
2MEPSP     GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|459 TLEKISNEIKIVATPDGGPILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYPLA 
          100       110       120       130       140       150     
 
         60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNA 
         :::...                 
gi|459 --HSDAYN                 
            160                 
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPGGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
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2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (36-59:104-127) 
 
          10        20        30        40        50        60      
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
          70        80             
2MEPSP FYIKGGQKYKSPKNA             
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVTT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (7-37:108-139) 
 
                                       10        20        30       
2MEPSP                         GGKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
          40        50        60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
       ..                                            
gi|606 EIDEDGSGKIEFEEFWELMAGEAD                      
       140       150       160                       
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.9  bits: 18.4 E():   44 
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Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (56-74:9-27) 
 
          30        40        50        60        70        80      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA      
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.5  bits: 17.7 E():   46 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (56-73:7-24) 
 
          30        40        50        60        70        80      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA      
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.5  bits: 17.7 E():   46 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (56-73:7-24) 
 
          30        40        50        60        70        80      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA      
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.2  bits: 21.0 E():   48 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (24-51:500-527) 
 
                      10        20        30        40        50    
2MEPSP        GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
            60        70        80                                  
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNA                                  
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 41; 34.3% identity (51.4% similar) in 35 aa overlap (2-36:71-105) 
 
                                            10        20        30  
2MEPSP                              GGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     : .  ::. ..   ::   ::: :  . :  
gi|117 KLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEK 
               50        60        70        80        90       100 
 
              40        50        60        70        80 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
       :  :.                                             
gi|117 EESDEDMGFGLFD                                     
              110                                        
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 71.8  bits: 18.1 E():   50 
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Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (4-25:7-24) 
 
                  10        20        30        40        50        
2MEPSP    GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
             .:::: .    :  ...:::.:                                 
gi|209 MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCC 
               10            20        30        40        50       
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (13-59:80-126) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
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>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFKYVKDGVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :    .:.. ... .:..:                                  
gi|459 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLKAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFEYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
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                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKITFPEGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (13-59:81-127) 
 
                                 10        20        30          40 
2MEPSP                   GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.5  bits: 18.1 E():   52 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (33-59:86-112) 
 
             10        20        30        40        50        60   
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
             70        80 
2MEPSP WDRFYIKGGQKYKSPKNA 
                          
gi|301 LIRSLFGLP          
         120              
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.4  bits: 19.6 E():   53 
Smith-Waterman score: 45; 31.0% identity (61.9% similar) in 42 aa overlap (1-39:309-349) 
 
                                              10        20          
2MEPSP                               GGKVKLS-GSISSQYLSALLMAA--PLALG 
                                     :: :... :  ::. . .. ::   :   . 
gi|752 HAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVRMARGVSSSSGVCGIAMAPLFPTLQS 
      280       290       300       310       320       330         
 
        30        40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
        .. :.: :..:                                          
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gi|752 GANAEVI-KMVSET                                        
      340        350                                         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (56-74:9-27) 
 
          30        40        50        60        70        80      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA      
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (56-74:9-27) 
 
          30        40        50        60        70        80      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA      
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (6-40:1-35) 
 
               10        20        30        40        50        60 
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
            ..: .:   :  :. :.:.:..... .    : :.                     
gi|796      MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFKKHVDPS 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP DSWDRFYIKGGQKYKSPKNA                                         
                                                                    
gi|796 SASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGHFHEDVI 
          60        70        80        90       100       110      
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (6-40:1-35) 
 
               10        20        30        40        50        60 
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
            ..: .:   :  :. :.:.:..... .    : :.                     
gi|142      MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFKKHVDPS 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP DSWDRFYIKGGQKYKSPKNA                                         
                                                                    
gi|142 SASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGHFHEDVI 
          60        70        80        90       100       110      
 
>>gi|184198734|gb|ACC76803.1| Lit v 3 allergen myosin li  (177 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.8  bits: 18.5 E():   57 
Smith-Waterman score: 42; 47.1% identity (76.5% similar) in 17 aa overlap (1-17:152-166) 
 
                                             10        20        30 
2MEPSP                               GGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :::. ..: :  :.:.:              
gi|184 DTFRHALMTWGDKFSSQEADDALDQMDIDDGGKIDVQGVI--QMLTAGGGDDAAAEEA   
             130       140       150       160         170          
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               40        50        60        70        80 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 41; 17.4% identity (52.2% similar) in 46 aa overlap (2-47:74-119) 
 
                                            10        20        30  
2MEPSP                              GGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     : .:.  :     .. .  . :  . :. : 
gi|132 GPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASI 
            50        60        70        80        90       100    
 
              40        50        60        70        80 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
       .... . . : .  .:                                  
gi|132 QVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN               
           110       120       130                       
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (33-59:5-31) 
 
             10        20        30        40        50        60   
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|424                           EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIE 
                                         10        20        30     
 
             70        80                                           
2MEPSP WDRFYIKGGQKYKSPKNA                                           
                                                                    
gi|424 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
           40        50        60        70        80        90     
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 70.8  bits: 17.4 E():   57 
Smith-Waterman score: 39; 57.1% identity (64.3% similar) in 14 aa overlap (56-69:7-16) 
 
          30        40        50        60        70        80      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA      
                                     ::::    :::. :                 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.7  bits: 18.5 E():   58 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (28-69:115-155) 
 
                  10        20        30        40        50        
2MEPSP    GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
        60        70        80                
2MEPSP EHSDSWDRFYIKGGQKYKSPKNA                
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.6  bits: 17.7 E():   58 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (55-80:19-44) 
 
           30        40        50        60        70        80     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA     
                                     :::  : ..  :. : :   ::  .:     
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gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.6  bits: 19.6 E():   58 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (33-59:169-195) 
 
             10        20        30        40         50        60  
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
              70        80                                          
2MEPSP SWDRFYIKGGQKYKSPKNA                                          
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (19-63:99-142) 
 
                           10        20        30        40         
2MEPSP             GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
       50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
           . .  :.:. :                  
gi|195 HNTPYCLAMEESQ-WS                 
      130       140                     
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (19-63:99-142) 
 
                           10        20        30        40         
2MEPSP             GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
       50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
           . .  :.:. :                  
gi|219 HNTPYCLAMEESQ-WS                 
      130       140                     
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.5  bits: 20.0 E():   59 
Smith-Waterman score: 46; 43.5% identity (52.2% similar) in 23 aa overlap (58-80:164-184) 
 
        30        40        50        60        70        80        
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA        
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGATVKHTKEGTESSAFW--FAVGGKQSYTSKKVATEVSRDP 
           140       150       160         170       180       190  
 
gi|572 HLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWIGQSADSKEKQSAFDVGQ 
             200       210       220       230       240       250  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.4  bits: 17.7 E():   60 
Smith-Waterman score: 40; 34.3% identity (51.4% similar) in 35 aa overlap (2-36:71-105) 
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                                            10        20        30  
2MEPSP                              GGKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     : .  ::. ..   ::   ::: :  . :  
gi|185 KLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEK 
               50        60        70        80        90       100 
 
              40        50        60        70        80 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
       :  :.                                             
gi|185 EESDEDMGFGLFD                                     
              110                                        
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.2  bits: 15.9 E():   61 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (55-63:10-18) 
 
           30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     . :...:.:                  
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA    
                                    10        20        30      
 
>>gi|29539109|emb|CAD87730.1| allergen Len c 1.0101 [Len  (418 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.2  bits: 19.6 E():   61 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (4-62:126-183) 
 
                                          10        20        30    
2MEPSP                            GGKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     :.  :...:  ::.  .  :  :.    .: 
gi|295 DTIKLPAGTIAYLANRDDNEDLRVLDLAIPVNRPGQLQSFLLSGT-QNQPSFLSGFSKNI 
         100       110       120       130       140        150     
 
            40        50        60        70        80              
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA              
       ..  ..  : :.   :.:.   :..:  :                                
gi|295 LEAAFNTEYEEIEKVLLEEQEQKSQHRRSLRDKRQEITNEDVIVKVSREQIEELSKNAKS 
          160       170       180       190       200       210     
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.7  bits: 17.4 E():   66 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (65-73:67-75) 
 
           40        50        60        70        80               
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA               
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
gi|126 N 
         
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.6  bits: 15.9 E():   66 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (55-63:10-18) 
 
           30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     . :...:.:                  
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK 
                                    10        20        30      
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (33-59:236-262) 
 
             10        20        30        40        50        60   
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
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             70        80 
2MEPSP WDRFYIKGGQKYKSPKNA 
                          
gi|225 LIRSWFGLP          
         270              
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.3  bits: 19.6 E():   69 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (20-60:372-412) 
 
                          10        20        30        40          
2MEPSP            GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
       50        60        70        80                             
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA                             
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.9  bits: 17.0 E():   72 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (31-43:71-83) 
 
               10        20        30        40        50        60 
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
               70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNA 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.9  bits: 17.0 E():   72 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (31-43:71-83) 
 
               10        20        30        40        50        60 
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
               70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNA 
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.8  bits: 19.3 E():   73 
Smith-Waterman score: 44; 28.6% identity (64.3% similar) in 28 aa overlap (54-77:182-209) 
 
            30        40        50        60            70          
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|1405736|emb|CAA35188.1| trypsin inhibitor cme precu  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.8 E():   74 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (10-28:9-27) 
 
               10        20        30        40        50        60 
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                .:.  . :.:.:.  ..::                                 
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gi|140  MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLL 
                10        20        30        40        50          
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.7  bits: 19.3 E():   74 
Smith-Waterman score: 44; 25.4% identity (52.4% similar) in 63 aa overlap (1-63:72-131) 
 
                                             10        20        30 
2MEPSP                               GGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :: . ..  :  .:    . :   .. :.  
gi|129 KPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFDDAT 
              50        60        70          80        90          
 
               40        50        60        70        80           
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA           
       :: : :  .. :::   ...   :. ...:  :                            
gi|129 IEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYA 
     100       110        120       130       140       150         
 
gi|129 YVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVK 
      160       170       180       190       200       210         
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.7  bits: 19.3 E():   74 
Smith-Waterman score: 44; 25.4% identity (52.4% similar) in 63 aa overlap (1-63:72-131) 
 
                                             10        20        30 
2MEPSP                               GGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     :: . ..  :  .:    . :   .. :.  
gi|746 KPGIDEAKIQEHTTWATNIHQRSLERRGATGGDLPVG--IERNYKINKFAAYAGSFDDAT 
              50        60        70          80        90          
 
               40        50        60        70        80           
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA           
       :: : :  .. :::   ...   :. ...:  :                            
gi|746 IEEIRKNEDVAYVEED-QIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYA 
     100       110        120       130       140       150         
 
gi|746 YVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVK 
      160       170       180       190       200       210         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.6  bits: 19.6 E():   75 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (39-79:417-454) 
 
       10        20        30        40        50        60         
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
       70        80                                                 
2MEPSP KGGQKYKSPKNA                                                 
       . :: .  :.:                                                  
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subsp. v  (148 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (10-28:9-27) 
 
               10        20        30        40        50        60 
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                .:.  . :.:.:.  ..::                                 
gi|190  MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLL 
                10        20        30        40        50          
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.3  bits: 17.8 E():   78 
Smith-Waterman score: 40; 33.3% identity (51.9% similar) in 54 aa overlap (27-80:92-139) 
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                   10        20        30        40        50       
2MEPSP     GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
         60        70        80              
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNA              
         :::  : .   : .. ::  ::              
gi|160 --HSDP-DDLGRGGHEQSKSTGNAGGRVACGIIGLQG 
        120        130       140       150   
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.2  bits: 19.7 E():   79 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (58-80:208-228) 
 
        30        40        50        60        70        80        
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA        
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|280414|pir||A60372 pollen allergen Poa-pI - Kentuck  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.2  bits: 14.8 E():   79 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (55-63:10-18) 
 
           30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     . : ..:.:                  
gi|280                      IAKVPPGPXITATYGDKWLD                
                                    10        20                
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 40; 27.9% identity (46.5% similar) in 43 aa overlap (2-44:2-44) 
 
               10        20        30        40        50        60 
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
        :   .   :.:    : :. :     ..  .::: . :.  ::                 
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP DSWDRFYIKGGQKYKSPKNA                                         
                                                                    
gi|374 GETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYH 
               70        80        90       100       110       120 
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 40; 27.9% identity (46.5% similar) in 43 aa overlap (2-44:2-44) 
 
               10        20        30        40        50        60 
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
        :   .   :.:    : :. :     ..  .::: . :.  ::                 
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP DSWDRFYIKGGQKYKSPKNA                                         
                                                                    
gi|169 GETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFH 
               70        80        90       100       110       120 
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (1-14:110-123) 
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                                             10        20        30 
2MEPSP                               GGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|549 NDELAYVAQVWANQCQYGHDTCRDIAKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
               40        50        60        70        80           
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA           
                                                                    
gi|549 YNPKKKFSGNNFLKTGHYTQMVWANTKEVGCGSIKFIQEKWHKHYLVCNYGPSGNFQNEE 
     140       150       160       170       180       190          
 
>>gi|4826574|emb|CAB42887.1| allergen 5; antigen 5 [Vesp  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (1-14:110-123) 
 
                                             10        20        30 
2MEPSP                               GGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|482 NDELAYIAQVWANQCEYGHDTCRDVAKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
               40        50        60        70        80           
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA           
                                                                    
gi|482 YNPKKKFSGNNFLKTGHYTQMVWANTKEVGCGSIKYIQEKWHKHYLVCNYGPSGNFKNEE 
     140       150       160       170       180       190          
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (1-14:110-123) 
 
                                             10        20        30 
2MEPSP                               GGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|740 NDELAYIAQVWANQCQYGHDTCRDVAKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
               40        50        60        70        80           
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA           
                                                                    
gi|740 YNPKKKFSENNFLKIGHYTQMVWANTKEVGCGSIKYIQDKWHKHYLVCNYGPSGNFGNEE 
     140       150       160       170       180       190          
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (1-14:110-123) 
 
                                             10        20        30 
2MEPSP                               GGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|549 SDELAYIAQVWANQCQYGHDTCRDVAKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
               40        50        60        70        80           
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA           
                                                                    
gi|549 YNPKKKFSENNFLKIGHYTQMVWANTKEVGCGSIKYIQDKWHKHYLVCNYGPSGNFGNEE 
     140       150       160       170       180       190          
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 18.2 E():   82 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (1-14:115-128) 
 
                                             10        20        30 
2MEPSP                               GGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|115 NDELAYVAQVWANQCQYGHDTCRDVAKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKD 
           90       100       110       120       130       140     
 
               40        50        60        70        80           
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2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA           
                                                                    
gi|115 YNPKKKFSGNDFLKTGHYTQMVWANTKEVGCGSIKYIQEKWHKHYLVCNYGPSGNFKNEE 
          150       160       170       180       190       200     
 
>>gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 From P  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.8  bits: 17.4 E():   83 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (49-64:32-47) 
 
       20        30        40        50        60        70         
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|159 PMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
              10        20        30        40        50        60  
 
       80                                                           
2MEPSP NA                                                           
                                                                    
gi|159 DELNEMENTQGCMCEALQQIMENQCDRLQDRQMVQQFKRELMSLPQQCNFRAPQRCDLDV 
              70        80        90       100       110       120  
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 25.9% identity (70.4% similar) in 27 aa overlap (8-34:40-66) 
 
                                      10        20        30        
2MEPSP                        GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.::.. :. .: .    .:..:.. .    
gi|144 SKSACSGEVVMEQSVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEE 
      10        20        30        40        50        60          
 
        40        50        60        70        80                  
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA                  
                                                                    
gi|144 ADADGDGYVSLQEFVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTI 
      70        80        90       100       110       120          
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.8  bits: 19.3 E():   83 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (42-74:127-158) 
 
              20        30        40        50        60        70  
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                     .:  :. :: :.:  .   : :. .  : . 
gi|275 GNAKAMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDS 
        100       110       120       130       140        150      
 
              80                                                    
2MEPSP QKYKSPKNA                                                    
       ...                                                          
gi|275 DNFIKLLDKFDEKFAHTSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAH 
         160       170       180       190       200       210      
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 17.4 E():   84 
Smith-Waterman score: 39; 35.0% identity (50.0% similar) in 20 aa overlap (60-79:3-22) 
 
      30        40        50        60        70        80          
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA          
                                     .::::   .    . :  ::           
gi|298                             MSADSWDNHCVTYVANNKCLKNLCMTAIDGSH 
                                           10        20        30   
 
gi|298 LGTSNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYA 
             40        50        60        70        80        90   
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 41; 61.5% identity (76.9% similar) in 13 aa overlap (21-33:101-113) 
 
                         10        20        30        40        50 
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2MEPSP           GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                     :: : ::: .:.:                  
gi|144 SATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLK 
               80        90       100       110       120       130 
 
               60        70        80                               
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNA                               
                                                                    
gi|144 FEGHIGDIDMKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYF 
              140       150       160       170       180       190 
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.6  bits: 17.4 E():   85 
Smith-Waterman score: 39; 43.8% identity (75.0% similar) in 16 aa overlap (56-71:9-24) 
 
          30        40        50        60        70        80      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA      
                                     : :.:...:.:  : :               
gi|990                       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKP 
                                     10        20        30         
 
gi|990 TFEVAIENDQYIFRSLSTFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFG 
       40        50        60        70        80        90         
 
>>gi|2129805|pir||S65143 pollen allergen group II (clone  (80 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.5  bits: 16.7 E():   87 
Smith-Waterman score: 37; 33.3% identity (61.1% similar) in 18 aa overlap (56-73:4-21) 
 
          30        40        50        60        70        80      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA      
                                     .:::.  . .:  .:  :             
gi|212                            ETERAEHDRIFKKFDANGDGKISASELGDALKN 
                                          10        20        30    
 
gi|212 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
            40        50        60        70        80 
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.4  bits: 19.3 E():   87 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (45-77:232-264) 
 
           20        30        40        50        60        70     
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
           80                                                       
2MEPSP KSPKNA                                                       
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.4  bits: 19.3 E():   87 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (45-77:232-264) 
 
           20        30        40        50        60        70     
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
           80                                                       
2MEPSP KSPKNA                                                       
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 18.2 E():   88 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5440

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (1-14:133-146) 
 
                                             10        20        30 
2MEPSP                               GGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|856 NDELAYVAQVWANQCQYGHDTCRDVAKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKD 
            110       120       130       140       150       160   
 
               40        50        60        70        80           
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA           
                                                                    
gi|856 YNPKKKFSENNFIKIGHYTQMVWANTKEIGCGSMKYTENKWHYHYLVCNYGPSGNFGNEE 
            170       180       190       200       210       220   
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 18.2 E():   88 
Smith-Waterman score: 41; 42.9% identity (78.6% similar) in 14 aa overlap (1-14:133-146) 
 
                                             10        20        30 
2MEPSP                               GGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|162 NDELAYVAQVWANQCQYGHDTCRDVAKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKD 
            110       120       130       140       150       160   
 
               40        50        60        70        80           
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA           
                                                                    
gi|162 YNPKKKFSGNDFLKTGHYTQMVWANTKEVGCGSIKYIQEKWHKHYLVCNYGPSGNFMNEE 
            170       180       190       200       210       220   
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 18.2 E():   88 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (33-59:2-28) 
 
             10        20        30        40        50        60   
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|289                              SIISTLNAMPEYQDLLQNLRDKGVDVDHYIE 
                                            10        20        30  
 
             70        80                                           
2MEPSP WDRFYIKGGQKYKSPKNA                                           
                                                                    
gi|289 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
              40        50        60        70        80        90  
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 18.2 E():   90 
Smith-Waterman score: 41; 28.9% identity (57.9% similar) in 38 aa overlap (3-40:143-180) 
 
                                           10        20        30   
2MEPSP                             GGKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :::. :. :    .  .    ::.. ...: 
gi|136 QHTSEGTYIHFQISGVTNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFE 
            120       130       140       150       160       170   
 
             40        50        60        70        80             
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA             
       :  .: .:                                                     
gi|136 IRHQLTQIHGLYRSSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAE 
            180       190       200       210       220       230   
 
>>gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging protein   (236 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.1  bits: 18.2 E():   91 
Smith-Waterman score: 41; 26.9% identity (50.0% similar) in 26 aa overlap (48-72:187-212) 
 
        20        30        40        50         60        70       
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKS 
                                     .. :. :.   :    :: : .  :.     
gi|375 GKKITGFTDIGEDILGVTDIMKKGNLLTIKQVAEKEGATYIEPEGPWDNFTVTDGRIVTG 
        160       170       180       190       200       210       
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         80                 
2MEPSP PKNA                 
                            
gi|375 VNPQSAVKTAEDVIAAFECN 
        220       230       
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 39; 25.0% identity (60.7% similar) in 28 aa overlap (19-46:99-126) 
 
                           10        20        30        40         
2MEPSP             GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|217 CEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
       50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                        
gi|217 HNTPYCLGMEESQWS                  
      130       140                     
 
>>gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Arachi  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.5 E():   92 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (49-64:50-65) 
 
       20        30        40        50        60        70         
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|172 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
      20        30        40        50        60        70          
 
       80                                                           
2MEPSP NA                                                           
                                                                    
gi|172 DELDQMENTERCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
      80        90       100       110       120       130          
 
>>gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=Congl  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (49-64:51-66) 
 
       20        30        40        50        60        70         
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|751 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
               30        40        50        60        70        80 
 
       80                                                           
2MEPSP NA                                                           
                                                                    
gi|751 DELNEMENTQRCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
               90       100       110       120       130       140 
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.6  bits: 14.9 E():   96 
Smith-Waterman score: 32; 46.2% identity (53.8% similar) in 13 aa overlap (23-35:3-15) 
 
               10        20        30        40        50        60 
2MEPSP GGKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                             :  : :: . : :                          
gi|527                     TDPGHLQDVXVAINDPKXGVFVNRK                
                                   10        20                     
 
               70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNA 
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.8 E():   96 
Smith-Waterman score: 40; 31.2% identity (68.8% similar) in 16 aa overlap (55-70:146-161) 
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           30        40        50        60        70        80     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA     
                                     .. .:  . :::.. :               
gi|109 ILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFKMMFQK 
         120       130       140       150       160       170      
 
gi|109 PRTRTCIEKDFPRRSSSSIPT 
         180       190       
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.3  bits: 19.0 E(): 1e 
Smith-Waterman score: 43; 21.8% identity (55.1% similar) in 78 aa overlap (2-70:239-315) 
 
                                            10         20        30 
2MEPSP                              GGKVKLSGSI-SSQYLSALLMAAPLALGDVE 
                                     :..:.. .. ::....       : . . . 
gi|145 GDEGGVAPDIQTAEEALDLIVDAIEAAGHTGQIKIAMDVASSEFFKDDEKKYDLDFKNPD 
      210       220       230       240       250       260         
 
               40         50              60         70        80   
2MEPSP IEIIDKLISIPYV-EMTLRLMERFGVK------AEHS-DSWDRFYIKGGQKYKSPKNA   
        .  .: .. : . ::   : :.. .       :: . ..:..::  :             
gi|145 SDK-SKWLTYPQLAEMYKSLAEKYPIVSIEDPFAEDDWEAWSHFYKDGDFQIVGDDLTVT 
      270        280       290       300       310       320        
 
gi|145 NPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSHRSGETEDVTIAD 
       330       340       350       360       370       380        
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 17.8 E(): 1e 
Smith-Waterman score: 40; 42.9% identity (78.6% similar) in 14 aa overlap (1-14:110-123) 
 
                                             10        20        30 
2MEPSP                               GGKVKLSGSISSQYLSALLMAAPLALGDVE 
                                     : .: :.:: ...:                 
gi|549 NDELAYVAQVWANQCQYGHDTCRDVAKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKD 
      80        90       100       110       120       130          
 
               40        50        60        70        80           
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA           
                                                                    
gi|549 YNPKKKFSENNFNKIGHYTQMVWANTKEIGCGSIKYIQNEWHKHYLVCNYGPSGNFGNEE 
     140       150       160       170       180       190          
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 18.6 E(): 1e 
Smith-Waterman score: 42; 33.3% identity (73.3% similar) in 15 aa overlap (62-76:89-103) 
 
              40        50        60        70        80            
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA            
                                     :: ..  . ...:::                
gi|729 TKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTKRDSREYKSDVELSLRSSDIALKI 
       60        70        80        90       100       110         
 
gi|729 TMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIREGKIHIKGRQTDFEIESNYRYEDG 
      120       130       140       150       160       170         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:43 2011 done: Tue Apr 19 10:57:43 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
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Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 170  - 249 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     5     2:*= 
  32     1     8:= * 
  34     7    22:===    * 
  36    29    44:==========    * 
  38    39    73:=============           * 
  40    77   102:==========================       * 
  42   124   125:=========================================* 
  44   112   138:======================================       * 
  46    93   140:===============================               * 
  48   156   134:============================================*======= 
  50   170   122:========================================*================ 
  52   131   108:===================================*======== 
  54    87    92:============================= * 
  56   107    77:=========================*========== 
  58    53    63:==================  * 
  60    37    51:=============   * 
  62    42    41:=============* 
  64    46    33:==========*===== 
  66    26    26:========* 
  68    16    20:======* 
  70    24    16:=====*== 
  72    20    12:===*=== 
  74    20    10:===*=== 
  76    18     8:==*=== 
  78     5     6:=* 
  80     7     5:=*= 
  82     8     3:*== 
  84     7     3:*== 
  86     7     2:*== 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     5     1:*=        :*==== 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.92870.0031; mu= 9.8806 0.163 
 mean_var=31.6270 7.610, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.228058 
 Kolmogorov-Smirnov  statistic: 0.1118 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   69 27.3   0.098 
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gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   62 25.1    0.82 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   58 23.7     1.4 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   56 23.1       2 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   56 23.1       2 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.4       2 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.4       2 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 23.5     2.1 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   58 23.9     3.1 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 22.4     3.4 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   54 22.4     3.4 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   54 22.4     3.4 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.6     4.7 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 24.0     5.1 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   52 21.8     5.4 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   54 22.5     6.4 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 22.5     6.7 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 23.3     7.4 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 21.1     8.4 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 21.1     8.4 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   50 21.1     8.4 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 21.1     8.4 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   50 21.1     8.4 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.6     9.2 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   48 20.4     9.4 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 22.2     9.6 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 23.0      10 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   49 20.8      11 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.8      11 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   49 20.8      11 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 20.1      12 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 23.0      12 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 19.4      13 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 20.5      13 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   48 20.5      13 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.7      15 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.6      16 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 17.2      16 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 20.1      17 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   47 20.1      17 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.9      17 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.9      17 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 19.4      19 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 18.3      19 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.8      21 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.8      21 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.8      21 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.8      21 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   49 20.9      23 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   45 19.5      26 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 19.1      26 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   45 19.5      26 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   45 19.5      26 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   45 19.5      26 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   45 19.5      26 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   45 19.5      26 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   45 19.5      26 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 17.3      26 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 19.1      27 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 19.1      27 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 18.4      27 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 18.4      27 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 18.4      28 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.5      29 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.5      30 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   44 19.1      32 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   44 19.1      32 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   44 19.1      33 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   44 19.1      33 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   44 19.1      33 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   44 19.1      33 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   44 19.1      33 
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gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 19.1      33 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   44 19.1      33 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   44 19.1      33 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   44 19.1      33 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 19.1      33 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   44 19.1      33 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.8      35 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 18.1      36 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.8      37 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.8      37 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.8      39 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 19.2      40 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.8      41 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   43 18.8      41 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   43 18.8      41 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   43 18.8      41 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   43 18.8      41 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   43 18.8      41 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.8      41 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   43 18.8      41 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.8      41 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.5      43 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.7      45 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.7      45 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   41 18.1      47 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 21.0      48 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 18.1      49 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 18.5      51 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 18.1      51 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   42 18.5      51 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   42 18.5      51 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   42 18.5      51 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   42 18.5      51 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   42 18.5      51 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.5      51 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   42 18.5      51 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 18.5      51 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   42 18.5      51 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.5      51 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 18.1      54 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 18.1      54 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   41 18.1      56 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   39 17.4      56 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 20.0      56 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 20.0      56 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.9      56 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.5      57 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.8      57 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.6      58 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 18.1      58 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 18.1      58 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   46 20.0      59 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   40 17.8      59 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.9      60 
gi|29539109|emb|CAD87730.1| allergen Len c 1.0101  ( 418)   45 19.6      61 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 16.0      64 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 17.4      64 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.9      66 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.6      69 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 17.1      71 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 17.1      71 
gi|1405736|emb|CAA35188.1| trypsin inhibitor cme p ( 144)   40 17.8      73 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   44 19.3      73 
gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subs ( 148)   40 17.8      75 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.7      75 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   40 17.8      76 
gi|280414|pir||A60372 pollen allergen Poa-pI - Ken (  20)   32 14.9      77 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.7      78 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   40 17.8      79 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   40 17.8      79 
gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 Fr ( 127)   39 17.5      82 
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gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   40 17.8      82 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   39 17.5      83 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   44 19.3      83 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   41 18.2      83 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   39 17.5      84 
gi|2129805|pir||S65143 pollen allergen group II (c (  80)   37 16.7      85 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   44 19.3      86 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   44 19.3      86 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   41 18.2      87 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   41 18.2      89 
gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging prot ( 236)   41 18.2      90 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   39 17.5      90 
gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Ar ( 144)   39 17.5      91 
gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=C ( 145)   39 17.5      92 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 19.0      92 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 19.0      92 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   32 14.9      93 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   45 19.7      94 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   40 17.9      95 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   42 18.6      99 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   43 19.0      99 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   42 18.6      99 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   37 16.8   1e 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  69  Z-score: 120.6  bits: 27.3 E(): 0.098 
Smith-Waterman score: 69; 28.1% identity (50.0% similar) in 64 aa overlap (6-69:37-99) 
 
                                        10        20        30      
2MEPSP                          GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     :: : .  . :: .:.:: .    . ..   
gi|291 QLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPV-LVPA 
         10        20        30        40        50        60       
 
          40        50        60        70        80                
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY                
       .:..  . : .     ::: :    ::   :. :                           
gi|291 VITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDR 
          70        80        90       100       110       120      
 
gi|291 AEQFGQQHVTGSQGS 
         130       140 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  62  Z-score: 104.0  bits: 25.1 E(): 0.82 
Smith-Waterman score: 62; 26.4% identity (56.9% similar) in 72 aa overlap (1-70:9-73) 
 
                       10         20        30        40         50 
2MEPSP         GKVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
               :. : .:.. . . .   : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
               60        70        80                               
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAY                               
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 100.1  bits: 23.7 E():  1.4 
Smith-Waterman score: 58; 23.8% identity (60.3% similar) in 63 aa overlap (12-72:81-139) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|132 PGTIKKITFSEGSPFKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
      40        50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY              
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       :     :.. ... .:..:    :  .::::..                      
gi|132 PDGGSILKISNKYHTKGDH--EVDAEHIKGGKEKVEGLFRAVEAYLLAHSDAYN 
      110       120         130       140       150       160 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 97.2  bits: 23.1 E():    2 
Smith-Waterman score: 56; 28.0% identity (46.7% similar) in 75 aa overlap (5-79:41-110) 
 
                                         10        20        30     
2MEPSP                           GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     :::   .  . :: .:.:: .    . ..  
gi|753 TRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVP 
               20        30        40        50        60           
 
           40        50        60        70        80               
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY               
        .:.:  .   .     ::: :    ::   :. :    : : .:                
gi|753 AVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAR 
      70        80        90       100           110       120      
 
gi|753 EMKDRAEQFSQQPVAGSQTS 
         130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 97.2  bits: 23.1 E():    2 
Smith-Waterman score: 56; 28.0% identity (46.7% similar) in 75 aa overlap (5-79:41-110) 
 
                                         10        20        30     
2MEPSP                           GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     :::   .  . :: .:.:: .    . ..  
gi|198 TRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVP 
               20        30        40        50        60           
 
           40        50        60        70        80               
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY               
        .:.:  .   .     ::: :    ::   :. :    : : .:                
gi|198 AVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAR 
      70        80        90       100           110       120      
 
gi|198 EMKDRAEQFSQQPVAGSQTS 
         130       140      
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.0  bits: 23.4 E():    2 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (14-29:9-24) 
 
               10        20        30        40        50        60 
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
                    :.:::.:: . :::..                                
gi|476      MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDK 
                    10        20        30        40        50      
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.0  bits: 23.4 E():    2 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (14-29:9-24) 
 
               10        20        30        40        50        60 
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
                    :.:::.:: . :::..                                
gi|313      MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDK 
                    10        20        30        40        50      
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 96.6  bits: 23.5 E():  2.1 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (8-46:26-64) 
 
                                 10        20        30        40   
2MEPSP                   GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
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             50        60        70        80                       
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY                       
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 93.8  bits: 23.9 E():  3.1 
Smith-Waterman score: 58; 25.0% identity (52.6% similar) in 76 aa overlap (2-69:228-299) 
 
                                            10        20        30  
2MEPSP                              GKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     .. .:.:. .:.  .::..:    :: .:: 
gi|113 SISGSSQIWIDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLFGA----GDENIE 
       200       210       220       230       240           250    
 
              40        50                60        70        80    
2MEPSP IIDKLISIPYVEMTLRLMER--------FGVKAEHSDSWDRFYIKGGQKYKSPKNAY    
           : .. .  .:  . .:        : :  .. :.:  . : :               
gi|113 DRGMLATVAFNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFC 
           260       270       280       290       300       310    
 
gi|113 APDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAE 
           320       330       340       350       360       370    
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 93.0  bits: 22.4 E():  3.4 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (24-58:90-126) 
 
                      10        20        30          40        50  
2MEPSP        GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
              60        70        80            
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 93.0  bits: 22.4 E():  3.4 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (24-58:90-126) 
 
                      10        20        30          40        50  
2MEPSP        GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
              60        70        80            
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 93.0  bits: 22.4 E():  3.4 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (24-58:91-127) 
 
                      10        20        30          40        50  
2MEPSP        GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
              60        70        80            
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       . .:..:                                  

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5449

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|132 YHTKGDHEMKAEHMKAIKEKAEALLRAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 90.3  bits: 23.6 E():  4.7 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (5-40:247-289) 
 
                                         10          20             
2MEPSP                           GKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
        30        40        50        60        70        80        
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY        
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 89.7  bits: 24.0 E():  5.1 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (22-66:372-415) 
 
                        10        20        30        40        50  
2MEPSP          GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
              60        70        80                                
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAY                                
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 89.4  bits: 21.8 E():  5.4 
Smith-Waterman score: 52; 22.2% identity (58.7% similar) in 63 aa overlap (12-72:81-139) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|154 PGTIKKITFSEGSPVKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
      40        50        60        70        80               
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY               
       :     :..  .. .:..:    .  .::::..                       
gi|154 PDGGSILKITSKYHTKGDHEVPAE--HIKGGKERVEGLLKPVEAYLLAHTAEYNN 
      110       120       130         140       150       160  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 87.9  bits: 22.5 E():  6.4 
Smith-Waterman score: 54; 36.5% identity (61.5% similar) in 52 aa overlap (22-72:139-186) 
 
                        10        20        30         40        50 
2MEPSP          GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :. .  .  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDV--LA 
      110       120       130       140        150       160        
 
               60        70        80                               
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAY                               
       : ..:   .:    ::.... :                                       
gi|612 R-NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNND 
          170       180       190       200       210       220     
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 87.6  bits: 22.5 E():  6.7 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (2-34:105-139) 
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                                            10         20        30 
2MEPSP                              GKVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
                40        50        60        70        80          
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY          
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 86.8  bits: 23.3 E():  7.4 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (5-40:378-420) 
 
                                         10          20             
2MEPSP                           GKVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
        30        40        50        60        70        80        
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY        
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 85.9  bits: 21.1 E():  8.4 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (24-58:91-127) 
 
                      10        20        30          40        50  
2MEPSP        GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
              60        70        80            
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 85.9  bits: 21.1 E():  8.4 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (24-58:91-127) 
 
                      10        20        30          40        50  
2MEPSP        GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
              60        70        80            
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 85.9  bits: 21.1 E():  8.4 
Smith-Waterman score: 50; 20.0% identity (58.3% similar) in 60 aa overlap (1-58:70-127) 
 
                                             10        20        30 
2MEPSP                               GKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.:      . .:  ... ..:.  ::.   
gi|116 SSVENIEGNGGPGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLE 
      40        50        60        70        80        90          
 
                 40        50        60        70        80         
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2MEPSP EIID--KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY         
       .: .  :... :     :.. ... .:..:                               
gi|116 KISNEIKIVATPNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSD 
       100       110       120       130       140       150        
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 85.9  bits: 21.1 E():  8.4 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (24-58:91-127) 
 
                      10        20        30          40        50  
2MEPSP        GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
              60        70        80            
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 85.9  bits: 21.1 E():  8.4 
Smith-Waterman score: 50; 27.3% identity (61.8% similar) in 55 aa overlap (24-75:91-142) 
 
                      10        20        30           40        50 
2MEPSP        GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.   ...    
gi|880 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTVIKTTS 
               70        80        90        100       110          
 
               60        70        80              
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAY              
       .. .:..   . .  ..:.:..  :                   
gi|880 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.1  bits: 22.6 E():  9.2 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (33-54:9-30) 
 
             10        20        30        40        50        60   
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
             70        80                                           
2MEPSP DRFYIKGGQKYKSPKNAY                                           
                                                                    
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 85.0  bits: 20.4 E():  9.4 
Smith-Waterman score: 48; 30.8% identity (57.7% similar) in 26 aa overlap (53-78:18-43) 
 
             30        40        50        60        70        80   
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY   
                                     : .:  : ..  :. : : . :.: .     
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 84.9  bits: 22.2 E():  9.6 
Smith-Waterman score: 53; 22.7% identity (54.7% similar) in 75 aa overlap (3-69:230-300) 
 
                                           10        20        30   
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2MEPSP                             GKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     : .:.   ... .:.:..:    .:....  
gi|113 VTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGA----SDTHFQD 
     200       210       220       230       240           250      
 
             40        50                60        70        80     
2MEPSP IDKLISIPYVEMTLRLMER-----FG---VKAEHSDSWDRFYIKGGQKYKSPKNAY     
       .   ... :  .:  . ::     ::   .  .  : ::.. : :                
gi|113 LKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVA 
         260       270       280       290       300       310      
 
gi|113 PDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEP 
         320       330       340       350       360       370      
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.5  bits: 23.0 E():   10 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (23-50:414-441) 
 
                       10        20        30        40        50   
2MEPSP         GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
             60        70        80                                 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAY                                 
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 84.1  bits: 20.8 E():   11 
Smith-Waterman score: 49; 27.3% identity (60.0% similar) in 55 aa overlap (24-75:91-142) 
 
                      10        20        30           40        50 
2MEPSP        GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
               60        70        80              
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAY              
       .. .:..   . .  ..:.:..  :                   
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 84.1  bits: 20.8 E():   11 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (35-58:104-127) 
 
           10        20        30        40        50        60     
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
           70        80            
2MEPSP FYIKGGQKYKSPKNAY            
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 84.1  bits: 20.8 E():   11 
Smith-Waterman score: 49; 27.3% identity (60.0% similar) in 55 aa overlap (24-75:91-142) 
 
                      10        20        30           40        50 
2MEPSP        GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
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               60        70        80              
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAY              
       .. .:..   . .  ..:.:..  :                   
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 83.2  bits: 20.1 E():   12 
Smith-Waterman score: 52; 29.2% identity (59.7% similar) in 72 aa overlap (4-70:20-90) 
 
                               10         20          30        40  
2MEPSP                 GKVKLSGSISSQ-YLSALLMAA--PLALGDVEIEIIDKLISIPY 
                          :  ::.. . ... . .::  :  .  : .::::.  :    
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKV-FEIIDQDKSDFV 
               10        20        30        40         50          
 
               50         60        70        80          
2MEPSP VEMTLRL-MERFGVKAEH-SDSWDRFYIKGGQKYKSPKNAY          
        :  :.: .. :.. :.  ::.  . ..:.:                    
gi|145 EEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      60        70        80        90       100          
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.9  bits: 23.0 E():   12 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (23-50:500-527) 
 
                       10        20        30        40        50   
2MEPSP         GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
             60        70        80                                 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAY                                 
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 82.4  bits: 19.4 E():   13 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (24-57:5-40) 
 
               10        20        30           40        50        
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAE 
                              ::.:. .: ::   ::.: :     ..   .. .:.. 
gi|603                    VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGD 
                                   10        20        30        40 
 
        60        70        80            
2MEPSP HSDSWDRFYIKGGQKYKSPKNAY            
                                          
gi|603 VEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
               50        60        70     
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 82.4  bits: 20.5 E():   13 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (12-58:80-126) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
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>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 82.3  bits: 20.5 E():   13 
Smith-Waterman score: 48; 20.4% identity (65.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVAHKNFKYSYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :  .  :.. ... .:..:                                  
gi|132 PDGRSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 81.5  bits: 19.7 E():   15 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (33-79:3-44) 
 
             10        20        30        40        50        60   
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  ..:   .: .:.     .:::: :  . 
gi|207                             MSITDIVSEKNIEAALE-----SVKAEGSFEY 
                                           10             20        
 
             70        80                                           
2MEPSP DRFYIKGGQKYKSPKNAY                                           
         :. : :   ::  .:                                            
gi|207 KCFFQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFL 
        30        40        50        60        70        80        
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 81.1  bits: 21.6 E():   16 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (8-56:54-105) 
 
                                      10          20        30      
2MEPSP                        GKVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
           40        50        60        70        80               
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY               
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 80.9  bits: 17.2 E():   16 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (54-62:10-18) 
 
            30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     . ::..:.:                   
gi|409                      IAKVPPGGXITAEYGDKWLD                 
                                    10        20                 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (2-57:71-126) 
 
                                            10        20        30  
2MEPSP                              GKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
              40        50        60        70        80            
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
          ::.: :.    ..   .. .:..                                   
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gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 20.4% identity (65.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDILEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.5  bits: 20.9 E():   17 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (6-33:7-34) 
 
                10        20        30        40        50          
2MEPSP  GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
             : .. :  ..:.  :::. :   :....                           
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP DSWDRFYIKGGQKYKSPKNAY                                        
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.5  bits: 20.9 E():   17 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (6-33:7-34) 
 
                10        20        30        40        50          
2MEPSP  GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
             : .. :  ..:.  :::. :   :....                           
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP DSWDRFYIKGGQKYKSPKNAY                                        
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.6  bits: 19.4 E():   19 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (56-78:21-43) 
 
          30        40        50        60        70        80      
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY      
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 79.5  bits: 18.3 E():   19 
Smith-Waterman score: 47; 37.1% identity (68.6% similar) in 35 aa overlap (4-38:12-42) 
 
                       10        20        30        40        50   
2MEPSP         GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                  : .:.:::. :.  :   :  ::.: .: :.....               
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gi|377 EHERIFKRFDAKGDGKISSSELGETL--KP--LGSVTLEEIQRMMAEIDTDGDGFL     
               10        20            30        40        50       
 
             60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAY 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (35-72:104-139) 
 
           10        20        30        40        50        60     
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
           70        80              
2MEPSP FYIKGGQKYKSPKNAY              
         :::...                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
             140       150       160 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (25-58:92-127) 
 
                     10        20        30           40        50  
2MEPSP       GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
              60        70        80            
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 20.9 E():   23 
Smith-Waterman score: 49; 36.0% identity (76.0% similar) in 25 aa overlap (1-25:221-245) 
 
                                             10        20        30 
2MEPSP                               GKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     :.: : :.:.:.: .. :  .:...      
gi|118 GATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVVLLGGIDSSYYTGSLNWVPVSVEGYWQ 
              200       210       220       230       240       250 
 
               40        50        60        70        80           
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY           
                                                                    
gi|118 ITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSDGEMVISCSS 
              260       270       280       290       300       310 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (12-58:80-126) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :     :.. ... .:..:                                  
gi|437 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.0  bits: 19.1 E():   26 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (32-47:49-64) 
 
              10        20        30        40        50        60  
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
              70        80                            
2MEPSP WDRFYIKGGQKYKSPKNAY                            
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
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               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 45; 22.2% identity (60.3% similar) in 63 aa overlap (12-72:81-139) 
 
                                  10        20          30          
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLA--LGDVEIEIIDKLISI 
                                     .:  ... ..::.  :  .  ::  :...  
gi|534 PGTIKKITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEI--KIVAA 
               60        70        80        90       100           
 
      40        50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY              
       :     :..  .. .:.. : . ..  ::.:..                      
gi|534 PGGGSILKITSKYHTKGDISLNEEE--IKAGKEKGAGLFKAVENYLVAHPNAYN 
      110       120       130         140       150       160 
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
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>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.9  bits: 17.3 E():   26 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (54-62:10-18) 
 
            30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     . ::..:.:                   
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK  
                                    10        20        30       
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.7  bits: 19.1 E():   27 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (55-65:8-18) 
 
           30        40        50        60        70        80     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY     
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.7  bits: 19.1 E():   27 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (55-65:8-18) 
 
           30        40        50        60        70        80     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY     
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.6  bits: 18.4 E():   27 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (7-28:54-75) 
 
                                       10        20        30       
2MEPSP                         GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
         40        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.6  bits: 18.4 E():   27 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (7-28:54-75) 
 
                                       10        20        30       
2MEPSP                         GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
         40        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 76.4  bits: 18.4 E():   28 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (6-48:6-51) 
 
               10        20        30           40        50        
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIPYVEMTLRLMERFGVKAE 
            :. .. :.:  :.  ::. :  :  .   .   :. .:    ::..          
gi|453 RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQL 
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               10        20        30        40        50        60 
 
        60        70        80 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAY 
                               
gi|453 PPLLSQGNPACSPKWLQLLVP   
               70        80    
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.1  bits: 19.5 E():   29 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (61-72:134-145) 
 
               40        50        60        70        80           
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY           
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.8  bits: 19.5 E():   30 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (61-72:142-153) 
 
               40        50        60        70        80           
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY           
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (12-58:80-126) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|159 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :     :.. ... .:..:                                  
gi|159 PDGGSILKISNKYHTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (12-58:80-126) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|384 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :     :.. ... .:..:                                  
gi|384 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
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2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|114 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :     :.. ... .:..:                                  
gi|114 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|241 PGTIKKISFPEGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :     :.. ... .:..:                                  
gi|241 PDGGSILKISNKYHTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :     :.. ... .:..:                                  
gi|132 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMRETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
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       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVEGYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (26-63:125-160) 
 
                    10        20        30        40        50      
2MEPSP      GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
          60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAY 
         :::...                  
gi|132 --HSDAYN                  
            160                  
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (25-58:92-127) 
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                     10        20            30        40        50 
2MEPSP       GKVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
               60        70        80            
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 20.4% identity (65.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 74.6  bits: 18.8 E():   35 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (16-58:8-46) 
 
               10        20        30        40        50        60 
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
                      :..::. ..   :...  ::  .  . .:   :::.:: : ..   
gi|140         MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFGEKIDQIE 
                       10        20        30            40         
 
               70        80                                         
2MEPSP SWDRFYIKGGQKYKSPKNAY                                         
                                                                    
gi|140 HGLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNF 
       50        60        70        80        90       100         
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.4  bits: 18.1 E():   36 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (56-75:9-28) 
 
          30        40        50        60        70        80      
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY      
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (25-39:83-97) 
 
                     10        20        30        40        50     
2MEPSP       GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
           60        70        80       
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAY       
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gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (25-39:83-97) 
 
                     10        20        30        40        50     
2MEPSP       GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
           60        70        80       
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAY       
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (26-79:92-139) 
 
                    10        20        30        40        50      
2MEPSP      GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
          60        70         80             
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAY             
         :::  :  . .::..  ::  ::              
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG 
        120         130       140       150   
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.6  bits: 19.2 E():   40 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (41-67:155-183) 
 
               20        30        40        50          60         
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
       70        80       
2MEPSP GGQKYKSPKNAY       
                          
gi|549 CNYGPAGNVGNEPIYERK 
          190       200   
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (35-58:104-127) 
 
           10        20        30        40        50        60     
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
           70        80            
2MEPSP FYIKGGQKYKSPKNAY            
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 44; 28.9% identity (55.3% similar) in 38 aa overlap (26-63:125-160) 
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                    10        20        30        40        50      
2MEPSP      GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|459 TLEKISNEIKIVATPDGGPILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYPLA 
          100       110       120       130       140       150     
 
          60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAY 
         :::...                  
gi|459 --HSDAYN                  
            160                  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPGGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
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2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (35-58:104-127) 
 
           10        20        30        40        50        60     
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
           70        80            
2MEPSP FYIKGGQKYKSPKNAY            
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVTT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (6-36:108-139) 
 
                                        10        20        30      
2MEPSP                          GKVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
           40        50        60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
       ..                                             
gi|606 EIDEDGSGKIEFEEFWELMAGEAD                       
       140       150       160                        
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.5 E():   43 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (55-73:9-27) 
 
           30        40        50        60        70        80     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY     
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.7  bits: 17.7 E():   45 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (55-72:7-24) 
 
           30        40        50        60        70        80     
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2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY     
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.7  bits: 17.7 E():   45 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (55-72:7-24) 
 
           30        40        50        60        70        80     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY     
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 41; 34.3% identity (51.4% similar) in 35 aa overlap (1-35:71-105) 
 
                                             10        20        30 
2MEPSP                               GKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     : .  ::. ..   ::   ::: :  . :  
gi|117 KLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEK 
               50        60        70        80        90       100 
 
               40        50        60        70        80 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
       :  :.                                              
gi|117 EESDEDMGFGLFD                                      
              110                                         
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.2  bits: 21.0 E():   48 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (23-50:500-527) 
 
                       10        20        30        40        50   
2MEPSP         GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
             60        70        80                                 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAY                                 
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 71.9  bits: 18.1 E():   49 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (3-24:7-24) 
 
                   10        20        30        40        50       
2MEPSP     GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
             .:::: .    :  ...:::.:                                 
gi|209 MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCC 
               10            20        30        40        50       
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (12-58:80-126) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
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      50        60        70        80        90         100        
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.7  bits: 18.1 E():   51 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (32-58:86-112) 
 
              10        20        30        40        50        60  
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
              70        80 
2MEPSP WDRFYIKGGQKYKSPKNAY 
                           
gi|301 LIRSLFGLP           
         120               
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFKYVKDGVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
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>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFEYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :    .:.. ... .:..:                                  
gi|459 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLKAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
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                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (12-58:81-127) 
 
                                  10        20        30            
2MEPSP                    GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKITFPEGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.3  bits: 18.1 E():   54 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (55-73:9-27) 
 
           30        40        50        60        70        80     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY     
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.3  bits: 18.1 E():   54 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (55-73:9-27) 
 
           30        40        50        60        70        80     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY     
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.9  bits: 18.1 E():   56 
Smith-Waterman score: 41; 17.4% identity (52.2% similar) in 46 aa overlap (1-46:74-119) 
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                                             10        20        30 
2MEPSP                               GKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     : .:.  :     .. .  . :  . :. : 
gi|132 GPLQPGVDIIEGPVKNVAVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASI 
            50        60        70        80        90       100    
 
               40        50        60        70        80 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
       .... . . : .  .:                                   
gi|132 QVVSAIRAAPEAARSLASSLPGQTKILAKVFYGEN                
           110       120       130                        
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 70.9  bits: 17.4 E():   56 
Smith-Waterman score: 39; 57.1% identity (64.3% similar) in 14 aa overlap (55-68:7-16) 
 
           30        40        50        60        70        80     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY     
                                     ::::    :::. :                 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 20.0 E():   56 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (5-39:1-35) 
 
               10        20        30        40        50        60 
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
           ..: .:   :  :. :.:.:..... .    : :.                      
gi|796     MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFKKHVDPSS 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP SWDRFYIKGGQKYKSPKNAY                                         
                                                                    
gi|796 ASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGHFHEDVIE 
         60        70        80        90       100       110       
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 20.0 E():   56 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (5-39:1-35) 
 
               10        20        30        40        50        60 
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
           ..: .:   :  :. :.:.:..... .    : :.                      
gi|142     MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFKKHVDPSS 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP SWDRFYIKGGQKYKSPKNAY                                         
                                                                    
gi|142 ASAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGHFHEDVIE 
         60        70        80        90       100       110       
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (32-58:5-31) 
 
              10        20        30        40        50        60  
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|424                           EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIE 
                                         10        20        30     
 
              70        80                                          
2MEPSP WDRFYIKGGQKYKSPKNAY                                          
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gi|424 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
           40        50        60        70        80        90     
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.8  bits: 18.5 E():   57 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (27-68:115-155) 
 
                   10        20        30        40        50       
2MEPSP     GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
         60        70        80               
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAY               
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.8  bits: 17.8 E():   57 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (54-79:19-44) 
 
            30        40        50        60        70        80    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY    
                                     :::  : ..  :. : :   ::  .:     
gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (32-58:169-195) 
 
              10        20        30        40         50        60 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
               70        80                                         
2MEPSP SWDRFYIKGGQKYKSPKNAY                                         
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (18-62:99-142) 
 
                            10        20        30        40        
2MEPSP              GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
           . .  :.:. :                   
gi|195 HNTPYCLAMEESQ-WS                  
      130       140                      
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (18-62:99-142) 
 
                            10        20        30        40        
2MEPSP              GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
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gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
           . .  :.:. :                   
gi|219 HNTPYCLAMEESQ-WS                  
      130       140                      
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.5  bits: 20.0 E():   59 
Smith-Waterman score: 46; 43.5% identity (52.2% similar) in 23 aa overlap (57-79:164-184) 
 
         30        40        50        60        70        80       
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY       
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGATVKHTKEGTESSAFW--FAVGGKQSYTSKKVATEVSRDP 
           140       150       160         170       180       190  
 
gi|572 HLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWIGQSADSKEKQSAFDVGQ 
             200       210       220       230       240       250  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 17.8 E():   59 
Smith-Waterman score: 40; 34.3% identity (51.4% similar) in 35 aa overlap (1-35:71-105) 
 
                                             10        20        30 
2MEPSP                               GKVKLSGSISSQYLSALLMAAPLALGDVEI 
                                     : .  ::. ..   ::   ::: :  . :  
gi|185 KLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEK 
               50        60        70        80        90       100 
 
               40        50        60        70        80 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
       :  :.                                              
gi|185 EESDEDMGFGLFD                                      
              110                                         
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.5  bits: 15.9 E():   60 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (54-62:10-18) 
 
            30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     . :...:.:                   
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA     
                                    10        20        30       
 
>>gi|29539109|emb|CAD87730.1| allergen Len c 1.0101 [Len  (418 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.3  bits: 19.6 E():   61 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (3-61:126-183) 
 
                                           10        20        30   
2MEPSP                             GKVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     :.  :...:  ::.  .  :  :.    .: 
gi|295 DTIKLPAGTIAYLANRDDNEDLRVLDLAIPVNRPGQLQSFLLSGT-QNQPSFLSGFSKNI 
         100       110       120       130       140        150     
 
             40        50        60        70        80             
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY             
       ..  ..  : :.   :.:.   :..:  :                                
gi|295 LEAAFNTEYEEIEKVLLEEQEQKSQHRRSLRDKRQEITNEDVIVKVSREQIEELSKNAKS 
          160       170       180       190       200       210     
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.8  bits: 16.0 E():   64 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (54-62:10-18) 
 
            30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     . :...:.:                   
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gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK  
                                    10        20        30       
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.8  bits: 17.4 E():   64 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (64-72:67-75) 
 
            40        50        60        70        80              
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY              
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
gi|126 N 
         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (32-58:236-262) 
 
              10        20        30        40        50        60  
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
              70        80 
2MEPSP WDRFYIKGGQKYKSPKNAY 
                           
gi|225 LIRSWFGLP           
         270               
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.3  bits: 19.6 E():   69 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (19-59:372-412) 
 
                           10        20        30        40         
2MEPSP             GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
        50        60        70        80                            
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY                            
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.0  bits: 17.1 E():   71 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (30-42:71-83) 
 
                10        20        30        40        50          
2MEPSP  GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
      60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAY 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.0  bits: 17.1 E():   71 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (30-42:71-83) 
 
                10        20        30        40        50          
2MEPSP  GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
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      60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAY 
 
>>gi|1405736|emb|CAA35188.1| trypsin inhibitor cme precu  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.8 E():   73 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (9-27:9-27) 
 
               10        20        30        40        50        60 
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.  . :.:.:.  ..::                                  
gi|140 MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLLT 
               10        20        30        40        50        60 
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.8  bits: 19.3 E():   73 
Smith-Waterman score: 44; 28.6% identity (64.3% similar) in 28 aa overlap (53-76:182-209) 
 
             30        40        50        60            70         
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
       80                                                           
2MEPSP AY                                                           
                                                                    
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subsp. v  (148 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (9-27:9-27) 
 
               10        20        30        40        50        60 
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.  . :.:.:.  ..::                                  
gi|190 MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLLT 
               10        20        30        40        50        60 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.6  bits: 19.7 E():   75 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (38-78:417-454) 
 
        10        20        30        40        50        60        
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
        70        80                                                
2MEPSP KGGQKYKSPKNAY                                                
       . :: .  :.:                                                  
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 40; 33.3% identity (51.9% similar) in 54 aa overlap (26-79:92-139) 
 
                    10        20        30        40        50      
2MEPSP      GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
          60        70        80             
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAY             
         :::  : .   : .. ::  ::              
gi|160 --HSDP-DDLGRGGHEQSKSTGNAGGRVACGIIGLQG 
        120        130       140       150   
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>>gi|280414|pir||A60372 pollen allergen Poa-pI - Kentuck  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.4  bits: 14.9 E():   77 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (54-62:10-18) 
 
            30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     . : ..:.:                   
gi|280                      IAKVPPGPXITATYGDKWLD                 
                                    10        20                 
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.3  bits: 19.7 E():   78 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (57-79:208-228) 
 
         30        40        50        60        70        80       
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY       
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 40; 27.9% identity (46.5% similar) in 43 aa overlap (1-43:2-44) 
 
                10        20        30        40        50          
2MEPSP  GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
        :   .   :.:    : :. :     ..  .::: . :.  ::                 
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP DSWDRFYIKGGQKYKSPKNAY                                        
                                                                    
gi|374 GETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYH 
               70        80        90       100       110       120 
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 40; 27.9% identity (46.5% similar) in 43 aa overlap (1-43:2-44) 
 
                10        20        30        40        50          
2MEPSP  GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
        :   .   :.:    : :. :     ..  .::: . :.  ::                 
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP DSWDRFYIKGGQKYKSPKNAY                                        
                                                                    
gi|169 GETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFH 
               70        80        90       100       110       120 
 
>>gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 From P  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (48-63:32-47) 
 
        20        30        40        50        60        70        
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|159 PMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
              10        20        30        40        50        60  
 
        80                                                          
2MEPSP NAY                                                          
                                                                    
gi|159 DELNEMENTQGCMCEALQQIMENQCDRLQDRQMVQQFKRELMSLPQQCNFRAPQRCDLDV 
              70        80        90       100       110       120  
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>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 25.9% identity (70.4% similar) in 27 aa overlap (7-33:40-66) 
 
                                       10        20        30       
2MEPSP                         GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.::.. :. .: .    .:..:.. .    
gi|144 SKSACSGEVVMEQSVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEE 
      10        20        30        40        50        60          
 
         40        50        60        70        80                 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY                 
                                                                    
gi|144 ADADGDGYVSLQEFVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTI 
      70        80        90       100       110       120          
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.8  bits: 17.5 E():   83 
Smith-Waterman score: 39; 35.0% identity (50.0% similar) in 20 aa overlap (59-78:3-22) 
 
       30        40        50        60        70        80         
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY         
                                     .::::   .    . :  ::           
gi|298                             MSADSWDNHCVTYVANNKCLKNLCMTAIDGSH 
                                           10        20        30   
 
gi|298 LGTSNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYA 
             40        50        60        70        80        90   
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.8  bits: 19.3 E():   83 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (41-73:127-158) 
 
               20        30        40        50        60        70 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                     .:  :. :: :.:  .   : :. .  : . 
gi|275 GNAKAMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDS 
        100       110       120       130       140        150      
 
               80                                                   
2MEPSP QKYKSPKNAY                                                   
       ...                                                          
gi|275 DNFIKLLDKFDEKFAHTSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAH 
         160       170       180       190       200       210      
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 41; 61.5% identity (76.9% similar) in 13 aa overlap (20-32:101-113) 
 
                          10        20        30        40          
2MEPSP            GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                     :: : ::: .:.:                  
gi|144 SATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLK 
               80        90       100       110       120       130 
 
      50        60        70        80                              
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY                              
                                                                    
gi|144 FEGHIGDIDMKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYF 
              140       150       160       170       180       190 
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 39; 43.8% identity (75.0% similar) in 16 aa overlap (55-70:9-24) 
 
           30        40        50        60        70        80     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY     
                                     : :.:...:.:  : :               
gi|990                       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKP 
                                     10        20        30         
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gi|990 TFEVAIENDQYIFRSLSTFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFG 
       40        50        60        70        80        90         
 
>>gi|2129805|pir||S65143 pollen allergen group II (clone  (80 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.6  bits: 16.7 E():   85 
Smith-Waterman score: 37; 33.3% identity (61.1% similar) in 18 aa overlap (55-72:4-21) 
 
           30        40        50        60        70        80     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY     
                                     .:::.  . .:  .:  :             
gi|212                            ETERAEHDRIFKKFDANGDGKISASELGDALKN 
                                          10        20        30    
 
gi|212 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
            40        50        60        70        80 
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.5  bits: 19.3 E():   86 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (44-76:232-264) 
 
            20        30        40        50        60        70    
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
            80                                                      
2MEPSP KSPKNAY                                                      
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.5  bits: 19.3 E():   86 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (44-76:232-264) 
 
            20        30        40        50        60        70    
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
            80                                                      
2MEPSP KSPKNAY                                                      
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (32-58:2-28) 
 
              10        20        30        40        50        60  
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|289                              SIISTLNAMPEYQDLLQNLRDKGVDVDHYIE 
                                            10        20        30  
 
              70        80                                          
2MEPSP WDRFYIKGGQKYKSPKNAY                                          
                                                                    
gi|289 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
              40        50        60        70        80        90  
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 41; 28.9% identity (57.9% similar) in 38 aa overlap (2-39:143-180) 
 
                                            10        20        30  
2MEPSP                              GKVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :::. :. :    .  .    ::.. ...: 
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gi|136 QHTSEGTYIHFQISGVTNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFE 
            120       130       140       150       160       170   
 
              40        50        60        70        80            
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY            
       :  .: .:                                                     
gi|136 IRHQLTQIHGLYRSSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAE 
            180       190       200       210       220       230   
 
>>gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging protein   (236 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 18.2 E():   90 
Smith-Waterman score: 41; 26.9% identity (50.0% similar) in 26 aa overlap (47-71:187-212) 
 
         20        30        40        50         60        70      
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKS 
                                     .. :. :.   :    :: : .  :.     
gi|375 GKKITGFTDIGEDILGVTDIMKKGNLLTIKQVAEKEGATYIEPEGPWDNFTVTDGRIVTG 
        160       170       180       190       200       210       
 
          80                
2MEPSP PKNAY                
                            
gi|375 VNPQSAVKTAEDVIAAFECN 
        220       230       
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.5 E():   90 
Smith-Waterman score: 39; 25.0% identity (60.7% similar) in 28 aa overlap (18-45:99-126) 
 
                            10        20        30        40        
2MEPSP              GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|217 CEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                         
gi|217 HNTPYCLGMEESQWS                   
      130       140                      
 
>>gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Arachi  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (48-63:50-65) 
 
        20        30        40        50        60        70        
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|172 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
      20        30        40        50        60        70          
 
        80                                                          
2MEPSP NAY                                                          
                                                                    
gi|172 DELDQMENTERCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
      80        90       100       110       120       130          
 
>>gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=Congl  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (48-63:51-66) 
 
        20        30        40        50        60        70        
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|751 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
               30        40        50        60        70        80 
 
        80                                                          
2MEPSP NAY                                                          
                                                                    
gi|751 DELNEMENTQRCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
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               90       100       110       120       130       140 
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 19.0 E():   92 
Smith-Waterman score: 43; 28.2% identity (59.0% similar) in 39 aa overlap (24-62:94-131) 
 
                      10        20        30        40        50    
2MEPSP        GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                     .. :. :: : :  .. :::   ...   : 
gi|129 SLERRGATGGDLPVGIERNYKINKFAAYAGSFDDATIEEIRKNEDVAYVEED-QIYYLDG 
            70        80        90       100       110        120   
 
            60        70        80                                  
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAY                                  
       . ...:  :                                                    
gi|129 LTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNA 
            130       140       150       160       170       180   
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 19.0 E():   92 
Smith-Waterman score: 43; 28.2% identity (59.0% similar) in 39 aa overlap (24-62:94-131) 
 
                      10        20        30        40        50    
2MEPSP        GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                     .. :. :: : :  .. :::   ...   : 
gi|746 SLERRGATGGDLPVGIERNYKINKFAAYAGSFDDATIEEIRKNEDVAYVEED-QIYYLDG 
            70        80        90       100       110        120   
 
            60        70        80                                  
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAY                                  
       . ...:  :                                                    
gi|746 LTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNA 
            130       140       150       160       170       180   
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.8  bits: 14.9 E():   93 
Smith-Waterman score: 32; 46.2% identity (53.8% similar) in 13 aa overlap (22-34:3-15) 
 
               10        20        30        40        50        60 
2MEPSP GKVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
                            :  : :: . : :                           
gi|527                    TDPGHLQDVXVAINDPKXGVFVNRK                 
                                  10        20                      
 
               70        80 
2MEPSP SWDRFYIKGGQKYKSPKNAY 
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.8  bits: 19.7 E():   94 
Smith-Waterman score: 45; 27.3% identity (54.5% similar) in 44 aa overlap (41-80:539-582) 
 
               20        30        40        50            60       
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
         70        80                                               
2MEPSP IKGGQKYKSPKNAY                                               
        :  . :.. .. :                                               
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 40; 31.2% identity (68.8% similar) in 16 aa overlap (54-69:146-161) 
 
            30        40        50        60        70        80    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY    
                                     .. .:  . :::.. :               
gi|109 ILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFKMMFQK 
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         120       130       140       150       160       170      
 
gi|109 PRTRTCIEKDFPRRSSSSIPT 
         180       190       
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.6 E():   99 
Smith-Waterman score: 42; 33.3% identity (73.3% similar) in 15 aa overlap (61-75:89-103) 
 
               40        50        60        70        80           
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY           
                                     :: ..  . ...:::                
gi|729 TKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTKRDSREYKSDVELSLRSSDIALKI 
       60        70        80        90       100       110         
 
gi|729 TMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIREGKIHIKGRQTDFEIESNYRYEDG 
      120       130       140       150       160       170         
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.4  bits: 19.0 E():   99 
Smith-Waterman score: 43; 21.8% identity (55.1% similar) in 78 aa overlap (1-69:239-315) 
 
                                              10        20          
2MEPSP                               GKVKLSGSI-SSQYLSALLMAAPLALGDVE 
                                     :..:.. .. ::....       : . . . 
gi|145 GDEGGVAPDIQTAEEALDLIVDAIEAAGHTGQIKIAMDVASSEFFKDDEKKYDLDFKNPD 
      210       220       230       240       250       260         
 
      30        40         50               60        70        80  
2MEPSP IEIIDKLISIPYV-EMTLRLMERFGVK------AEHS-DSWDRFYIKGGQKYKSPKNAY  
        .  .: .. : . ::   : :.. .       :: . ..:..::  :             
gi|145 SDK-SKWLTYPQLAEMYKSLAEKYPIVSIEDPFAEDDWEAWSHFYKDGDFQIVGDDLTVT 
      270        280       290       300       310       320        
 
gi|145 NPEFIKTAIELKSCNALLLKVNQIGTISEAINAAKDAFGAGWGVMVSHRSGETEDVTIAD 
       330       340       350       360       370       380        
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.6 E():   99 
Smith-Waterman score: 42; 31.8% identity (68.2% similar) in 22 aa overlap (5-26:254-275) 
 
                                         10        20        30     
2MEPSP                           GKVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     .... .. :::.  ::.:   :         
gi|546 STISDARAYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLLTYYLSL 
           230       240       250       260       270       280    
 
           40        50        60        70        80              
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY              
                                                                   
gi|546 QPSSDSEFFIGAEGITPAQLKKNLIAFGTPDVLADIPADTPNILAFNGAGQNLTKFWGH 
           290       300       310       320       330       340   
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.3  bits: 16.8 E(): 1e 
Smith-Waterman score: 37; 55.6% identity (88.9% similar) in 9 aa overlap (64-72:67-75) 
 
            40        50        60        70        80              
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY              
                                     ::. :::..                      
gi|144 HGSEEWEPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         40        50        60        70        80        90       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:43 2011 done: Tue Apr 19 10:57:43 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
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Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 171  - 250 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     5     2:*= 
  32     1     8:= * 
  34     9    22:===    * 
  36    25    44:=========     * 
  38    33    73:===========             * 
  40    83   102:============================     * 
  42   135   125:=========================================*=== 
  44   106   137:====================================         * 
  46    88   140:==============================                * 
  48   168   134:============================================*=========== 
  50   163   122:========================================*============== 
  52   127   107:===================================*======= 
  54    87    92:============================= * 
  56   103    77:=========================*========= 
  58    57    63:=================== * 
  60    38    51:=============   * 
  62    44    41:=============*= 
  64    43    33:==========*==== 
  66    29    26:========*= 
  68    16    20:======* 
  70    20    16:=====*= 
  72    20    12:===*=== 
  74    21    10:===*=== 
  76    20     8:==*==== 
  78     6     6:=* 
  80     6     5:=* 
  82     7     3:*== 
  84     7     3:*== 
  86     5     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     3     1:*         :*== 
  94     2     1:*         :*= 
  96     5     1:*=        :*==== 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.85000.0031; mu= 10.2943 0.163 
 mean_var=31.3749 7.511, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.228973 
 Kolmogorov-Smirnov  statistic: 0.1128 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
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 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   69 27.4   0.095 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   58 23.8     1.3 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   56 23.1     1.9 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   56 23.1     1.9 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.5       2 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.5       2 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 23.5     2.1 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   57 23.5     2.5 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   58 23.9     2.9 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 22.5     3.3 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   54 22.5     3.3 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   54 22.5     3.3 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.6     4.6 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 24.0     4.9 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   52 21.8     5.3 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   54 22.6     6.3 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   54 22.6     6.5 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 23.4     7.1 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 21.1     8.3 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 21.1     8.3 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   50 21.1     8.3 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 21.1     8.3 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.7     8.9 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 22.3     9.3 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   48 20.4     9.3 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 23.0     9.6 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   49 20.8      10 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.8      10 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   49 20.8      10 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 20.1      12 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 23.1      12 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 20.5      13 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   48 20.5      13 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 19.4      13 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.8      15 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.6      15 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 17.1      16 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   47 20.1      16 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 20.1      16 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.9      16 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.9      16 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 19.4      19 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 18.3      19 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.8      21 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.8      21 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.8      21 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.8      21 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   45 19.5      26 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   45 19.5      26 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   45 19.5      26 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   45 19.5      26 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   45 19.5      26 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   45 19.5      26 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   45 19.5      26 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   45 19.5      26 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 19.1      26 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 17.2      27 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 19.1      27 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 19.1      27 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 18.4      27 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 18.4      27 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 18.4      28 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.5      29 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   50 21.4      30 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.5      30 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   44 19.2      32 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   44 19.2      32 
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gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   44 19.2      32 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   44 19.2      32 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 19.2      32 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   44 19.2      32 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   44 19.2      32 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 19.2      32 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   44 19.2      32 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   44 19.2      32 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   44 19.2      32 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   44 19.2      32 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   44 19.2      32 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.8      35 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 18.1      36 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.8      37 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.8      37 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   49 21.1      37 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   49 21.1      37 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.8      39 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 19.2      40 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   43 18.8      41 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.8      41 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   43 18.8      41 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   43 18.8      41 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.8      41 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   43 18.8      41 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   43 18.8      41 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.8      41 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.5      43 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.7      45 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.7      45 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 21.1      46 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 18.1      49 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 18.5      50 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   42 18.5      51 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.5      51 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   42 18.5      51 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   42 18.5      51 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 18.5      51 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   42 18.5      51 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   42 18.5      51 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.5      51 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   42 18.5      51 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   42 18.5      51 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 18.1      51 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 18.1      53 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 18.1      53 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 20.0      55 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 20.0      55 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.9      56 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   39 17.4      56 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.5      56 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.6      57 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.8      57 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   46 20.0      57 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 18.1      58 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 18.1      58 
gi|29539109|emb|CAD87730.1| allergen Len c 1.0101  ( 418)   45 19.7      59 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.9      61 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.9      65 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 17.4      65 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 15.9      66 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.7      67 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   44 19.3      71 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 17.1      71 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 17.1      71 
gi|1405736|emb|CAA35188.1| trypsin inhibitor cme p ( 144)   40 17.8      73 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.7      73 
gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subs ( 148)   40 17.8      74 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   40 17.8      76 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.7      76 
gi|280414|pir||A60372 pollen allergen Poa-pI - Ken (  20)   32 14.8      79 
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gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   44 19.3      81 
gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 Fr ( 127)   39 17.5      81 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   40 17.8      82 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   41 18.2      82 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   39 17.5      83 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   39 17.5      84 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   44 19.3      84 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   44 19.3      84 
gi|2129805|pir||S65143 pollen allergen group II (c (  80)   37 16.7      86 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   41 18.2      86 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.5      87 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   41 18.2      88 
gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging prot ( 236)   41 18.2      89 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 19.0      90 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 19.0      90 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   39 17.5      90 
gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Ar ( 144)   39 17.5      91 
gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=C ( 145)   39 17.5      91 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   43 19.0      92 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   38 17.1      92 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   40 17.9      94 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   32 14.9      96 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   42 18.6      97 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   42 18.6      98 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   39 17.5      98 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   39 17.5      98 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   43 19.0      98 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   48 20.9      99 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   37 16.8   1e 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  69  Z-score: 120.8  bits: 27.4 E(): 0.095 
Smith-Waterman score: 69; 28.1% identity (50.0% similar) in 64 aa overlap (5-68:37-99) 
 
                                         10        20        30     
2MEPSP                           KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     :: : .  . :: .:.:: .    . ..   
gi|291 QLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPV-LVPA 
         10        20        30        40        50        60       
 
           40        50        60        70        80               
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV               
       .:..  . : .     ::: :    ::   :. :                           
gi|291 VITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDR 
          70        80        90       100       110       120      
 
gi|291 AEQFGQQHVTGSQGS 
         130       140 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 100.3  bits: 23.8 E():  1.3 
Smith-Waterman score: 58; 23.8% identity (60.3% similar) in 63 aa overlap (11-71:81-139) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|132 PGTIKKITFSEGSPFKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
       40        50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV             
       :     :.. ... .:..:    :  .::::..                      
gi|132 PDGGSILKISNKYHTKGDH--EVDAEHIKGGKEKVEGLFRAVEAYLLAHSDAYN 
      110       120         130       140       150       160 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 97.4  bits: 23.1 E():  1.9 
Smith-Waterman score: 56; 28.0% identity (46.7% similar) in 75 aa overlap (4-78:41-110) 
 
                                          10        20        30    
2MEPSP                            KVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
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                                     :::   .  . :: .:.:: .    . ..  
gi|198 TRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVP 
               20        30        40        50        60           
 
            40        50        60        70        80              
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV              
        .:.:  .   .     ::: :    ::   :. :    : : .:                
gi|198 AVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAR 
      70        80        90       100           110       120      
 
gi|198 EMKDRAEQFSQQPVAGSQTS 
         130       140      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 97.4  bits: 23.1 E():  1.9 
Smith-Waterman score: 56; 28.0% identity (46.7% similar) in 75 aa overlap (4-78:41-110) 
 
                                          10        20        30    
2MEPSP                            KVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     :::   .  . :: .:.:: .    . ..  
gi|753 TRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVP 
               20        30        40        50        60           
 
            40        50        60        70        80              
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV              
        .:.:  .   .     ::: :    ::   :. :    : : .:                
gi|753 AVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAR 
      70        80        90       100           110       120      
 
gi|753 EMKDRAEQFSQQPVAGSQTS 
         130       140      
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.2  bits: 23.5 E():    2 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (13-28:9-24) 
 
               10        20        30        40        50        60 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                   :.:::.:: . :::..                                 
gi|476     MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKS 
                   10        20        30        40        50       
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.2  bits: 23.5 E():    2 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (13-28:9-24) 
 
               10        20        30        40        50        60 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                   :.:::.:: . :::..                                 
gi|313     MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKS 
                   10        20        30        40        50       
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 96.8  bits: 23.5 E():  2.1 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (7-45:26-64) 
 
                                  10        20        30        40  
2MEPSP                    KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV                      
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 95.4  bits: 23.5 E():  2.5 
Smith-Waterman score: 57; 26.1% identity (56.5% similar) in 69 aa overlap (3-69:12-73) 
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                        10         20        30        40           
2MEPSP          KVKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
                  : .:.. . . .   : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
      50        60        70        80                              
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV                              
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 94.1  bits: 23.9 E():  2.9 
Smith-Waterman score: 58; 25.0% identity (52.6% similar) in 76 aa overlap (1-68:228-299) 
 
                                             10        20        30 
2MEPSP                               KVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     .. .:.:. .:.  .::..:    :: .:: 
gi|113 SISGSSQIWIDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLFGA----GDENIE 
       200       210       220       230       240           250    
 
               40        50                60        70        80   
2MEPSP IIDKLISIPYVEMTLRLMER--------FGVKAEHSDSWDRFYIKGGQKYKSPKNAYV   
           : .. .  .:  . .:        : :  .. :.:  . : :               
gi|113 DRGMLATVAFNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFC 
           260       270       280       290       300       310    
 
gi|113 APDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAE 
           320       330       340       350       360       370    
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 93.2  bits: 22.5 E():  3.3 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (23-57:90-126) 
 
                       10        20        30          40        50 
2MEPSP         KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
               60        70        80           
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 93.2  bits: 22.5 E():  3.3 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (23-57:90-126) 
 
                       10        20        30          40        50 
2MEPSP         KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
               60        70        80           
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 93.1  bits: 22.5 E():  3.3 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (23-57:91-127) 
 
                       10        20        30          40        50 
2MEPSP         KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
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gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
               60        70        80           
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       . .:..:                                  
gi|132 YHTKGDHEMKAEHMKAIKEKAEALLRAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 90.6  bits: 23.6 E():  4.6 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (4-39:247-289) 
 
                                          10          20            
2MEPSP                            KVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
         30        40        50        60        70        80       
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV       
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 90.1  bits: 24.0 E():  4.9 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (21-65:372-415) 
 
                         10        20        30        40        50 
2MEPSP           KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
               60        70        80                               
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYV                               
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 89.5  bits: 21.8 E():  5.3 
Smith-Waterman score: 52; 22.2% identity (58.7% similar) in 63 aa overlap (11-71:81-139) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|154 PGTIKKITFSEGSPVKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
       40        50        60        70        80              
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV              
       :     :..  .. .:..:    .  .::::..                       
gi|154 PDGGSILKITSKYHTKGDHEVPAE--HIKGGKERVEGLLKPVEAYLLAHTAEYNN 
      110       120       130         140       150       160  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 88.2  bits: 22.6 E():  6.3 
Smith-Waterman score: 54; 36.5% identity (61.5% similar) in 52 aa overlap (21-71:139-186) 
 
                         10        20        30         40          
2MEPSP           KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :. .  .  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDV--LA 
      110       120       130       140        150       160        
 
      50        60        70        80                              
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV                              
       : ..:   .:    ::.... :                                       
gi|612 R-NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNND 
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          170       180       190       200       210       220     
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 87.9  bits: 22.6 E():  6.5 
Smith-Waterman score: 54; 40.0% identity (65.7% similar) in 35 aa overlap (1-33:105-139) 
 
                                             10         20          
2MEPSP                               KVKLSGSISSQYLSALL-MAAPLALGDVEI 
                                     : : .:::...: .. : .   :  :::.: 
gi|129 NLKYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNI 
           80        90       100       110       120       130     
 
       30        40        50        60        70        80         
2MEPSP -EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV         
        : .:                                                        
gi|129 PEYVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSY 
          140       150       160       170       180       190     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 87.2  bits: 23.4 E():  7.1 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (4-39:378-420) 
 
                                          10          20            
2MEPSP                            KVKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
         30        40        50        60        70        80       
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV       
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.0  bits: 21.1 E():  8.3 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (23-57:91-127) 
 
                       10        20        30          40        50 
2MEPSP         KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
               60        70        80           
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.0  bits: 21.1 E():  8.3 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (23-57:91-127) 
 
                       10        20        30          40        50 
2MEPSP         KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
               60        70        80           
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 86.0  bits: 21.1 E():  8.3 
Smith-Waterman score: 50; 27.3% identity (61.8% similar) in 55 aa overlap (23-74:91-142) 
 
                       10        20        30           40          
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2MEPSP         KVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.   ...    
gi|880 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTVIKTTS 
               70        80        90        100       110          
 
      50        60        70        80             
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV             
       .. .:..   . .  ..:.:..  :                   
gi|880 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.0  bits: 21.1 E():  8.3 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (23-57:91-127) 
 
                       10        20        30          40        50 
2MEPSP         KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
               60        70        80           
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.4  bits: 22.7 E():  8.9 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (32-53:9-30) 
 
              10        20        30        40        50        60  
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
              70        80                                          
2MEPSP DRFYIKGGQKYKSPKNAYV                                          
                                                                    
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 85.1  bits: 22.3 E():  9.3 
Smith-Waterman score: 53; 22.7% identity (54.7% similar) in 75 aa overlap (2-68:230-300) 
 
                                            10        20        30  
2MEPSP                              KVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     : .:.   ... .:.:..:    .:....  
gi|113 VTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGA----SDTHFQD 
     200       210       220       230       240           250      
 
              40        50                60        70        80    
2MEPSP IDKLISIPYVEMTLRLMER-----FG---VKAEHSDSWDRFYIKGGQKYKSPKNAYV    
       .   ... :  .:  . ::     ::   .  .  : ::.. : :                
gi|113 LKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVA 
         260       270       280       290       300       310      
 
gi|113 PDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEP 
         320       330       340       350       360       370      
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 85.1  bits: 20.4 E():  9.3 
Smith-Waterman score: 48; 30.8% identity (57.7% similar) in 26 aa overlap (52-77:18-43) 
 
              30        40        50        60        70        80  
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV  
                                     : .:  : ..  :. : : . :.: .     
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
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gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.9  bits: 23.0 E():  9.6 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (22-49:414-441) 
 
                        10        20        30        40        50  
2MEPSP          KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
              60        70        80                                
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYV                                
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 84.2  bits: 20.8 E():   10 
Smith-Waterman score: 49; 27.3% identity (60.0% similar) in 55 aa overlap (23-74:91-142) 
 
                       10        20        30           40          
2MEPSP         KVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
      50        60        70        80             
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV             
       .. .:..   . .  ..:.:..  :                   
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 84.2  bits: 20.8 E():   10 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (34-57:104-127) 
 
            10        20        30        40        50        60    
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
            70        80           
2MEPSP FYIKGGQKYKSPKNAYV           
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 84.2  bits: 20.8 E():   10 
Smith-Waterman score: 49; 27.3% identity (60.0% similar) in 55 aa overlap (23-74:91-142) 
 
                       10        20        30           40          
2MEPSP         KVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
      50        60        70        80             
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV             
       .. .:..   . .  ..:.:..  :                   
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 83.3  bits: 20.1 E():   12 
Smith-Waterman score: 52; 29.2% identity (59.7% similar) in 72 aa overlap (3-69:20-90) 
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                                10         20          30        40 
2MEPSP                  KVKLSGSISSQ-YLSALLMAA--PLALGDVEIEIIDKLISIPY 
                          :  ::.. . ... . .::  :  .  : .::::.  :    
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKV-FEIIDQDKSDFV 
               10        20        30        40         50          
 
                50         60        70        80         
2MEPSP VEMTLRL-MERFGVKAEH-SDSWDRFYIKGGQKYKSPKNAYV         
        :  :.: .. :.. :.  ::.  . ..:.:                    
gi|145 EEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      60        70        80        90       100          
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.3  bits: 23.1 E():   12 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (22-49:500-527) 
 
                        10        20        30        40        50  
2MEPSP          KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
              60        70        80                                
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYV                                
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 82.5  bits: 20.5 E():   13 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (11-57:80-126) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 82.4  bits: 20.5 E():   13 
Smith-Waterman score: 48; 20.4% identity (65.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVAHKNFKYSYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :  .  :.. ... .:..:                                  
gi|132 PDGRSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 82.4  bits: 19.4 E():   13 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (23-56:5-40) 
 
               10        20        30           40        50        
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEH 
                             ::.:. .: ::   ::.: :     ..   .. .:..  
gi|603                   VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDV 
                                  10        20        30        40  
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        60        70        80           
2MEPSP SDSWDRFYIKGGQKYKSPKNAYV           
                                         
gi|603 EIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              50        60        70     
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 81.5  bits: 19.8 E():   15 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (32-78:3-44) 
 
              10        20        30        40        50        60  
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  ..:   .: .:.     .:::: :  . 
gi|207                             MSITDIVSEKNIEAALE-----SVKAEGSFEY 
                                           10             20        
 
              70        80                                          
2MEPSP DRFYIKGGQKYKSPKNAYV                                          
         :. : :   ::  .:                                            
gi|207 KCFFQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFL 
        30        40        50        60        70        80        
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 81.3  bits: 21.6 E():   15 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (7-55:54-105) 
 
                                       10          20        30     
2MEPSP                         KVKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
            40        50        60        70        80              
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV              
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 80.7  bits: 17.1 E():   16 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (53-61:10-18) 
 
             30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     . ::..:.:                    
gi|409                      IAKVPPGGXITAEYGDKWLD                  
                                    10        20                  
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 47; 20.4% identity (65.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDILEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 47; 17.9% identity (55.4% similar) in 56 aa overlap (1-56:71-126) 
 
                                             10        20        30 
2MEPSP                               KVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :..   ...  :  .:. .  :. .  .:. 
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gi|901 CAEILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKID 
               50        60        70        80        90       100 
 
               40        50        60        70        80           
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
          ::.: :.    ..   .. .:..                                   
gi|901 YETKLVSAPHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              110       120       130       140       150       160 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.6  bits: 20.9 E():   16 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (5-32:7-34) 
 
                 10        20        30        40        50         
2MEPSP   KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
             : .. :  ..:.  :::. :   :....                           
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP DSWDRFYIKGGQKYKSPKNAYV                                       
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.6  bits: 20.9 E():   16 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (5-32:7-34) 
 
                 10        20        30        40        50         
2MEPSP   KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
             : .. :  ..:.  :::. :   :....                           
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP DSWDRFYIKGGQKYKSPKNAYV                                       
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.7  bits: 19.4 E():   19 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (55-77:21-43) 
 
           30        40        50        60        70        80     
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV     
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 79.4  bits: 18.3 E():   19 
Smith-Waterman score: 47; 37.1% identity (68.6% similar) in 35 aa overlap (3-37:12-42) 
 
                        10        20        30        40        50  
2MEPSP          KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                  : .:.:::. :.  :   :  ::.: .: :.....               
gi|377 EHERIFKRFDAKGDGKISSSELGETL--KP--LGSVTLEEIQRMMAEIDTDGDGFL     
               10        20            30        40        50       
 
              60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 78.9  bits: 19.8 E():   21 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (34-71:104-139) 
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            10        20        30        40        50        60    
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
            70        80             
2MEPSP FYIKGGQKYKSPKNAYV             
         :::...                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
             140       150       160 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.9  bits: 19.8 E():   21 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 78.9  bits: 19.8 E():   21 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 78.9  bits: 19.8 E():   21 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (24-57:92-127) 
 
                      10        20        30           40        50 
2MEPSP        KVKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
               60        70        80           
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (11-57:80-126) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
       40        50        60        70        80           
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2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :     :.. ... .:..:                                  
gi|437 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
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Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 45; 22.2% identity (60.3% similar) in 63 aa overlap (11-71:81-139) 
 
                                   10        20          30         
2MEPSP                     KVKLSGSISSQYLSALLMAAPLA--LGDVEIEIIDKLISI 
                                     .:  ... ..::.  :  .  ::  :...  
gi|534 PGTIKKITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEI--KIVAA 
               60        70        80        90       100           
 
       40        50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV             
       :     :..  .. .:.. : . ..  ::.:..                      
gi|534 PGGGSILKITSKYHTKGDISLNEEE--IKAGKEKGAGLFKAVENYLVAHPNAYN 
      110       120       130         140       150       160 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.0  bits: 19.1 E():   26 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (31-46:49-64) 
 
               10        20        30        40        50        60 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
               70        80                           
2MEPSP WDRFYIKGGQKYKSPKNAYV                           
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.8  bits: 17.2 E():   27 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (53-61:10-18) 
 
             30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     . ::..:.:                    
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK   
                                    10        20        30        
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>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.7  bits: 19.1 E():   27 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (54-64:8-18) 
 
            30        40        50        60        70        80    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV    
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.7  bits: 19.1 E():   27 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (54-64:8-18) 
 
            30        40        50        60        70        80    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV    
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.6  bits: 18.4 E():   27 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (6-27:54-75) 
 
                                        10        20        30      
2MEPSP                          KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
          40        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.6  bits: 18.4 E():   27 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (6-27:54-75) 
 
                                        10        20        30      
2MEPSP                          KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
          40        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 76.4  bits: 18.4 E():   28 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (5-47:6-51) 
 
                10        20        30           40        50       
2MEPSP  KVKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIPYVEMTLRLMERFGVKAE 
            :. .. :.:  :.  ::. :  :  .   .   :. .:    ::..          
gi|453 RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQL 
               10        20        30        40        50        60 
 
         60        70        80 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYV 
                                
gi|453 PPLLSQGNPACSPKWLQLLVP    
               70        80     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.2  bits: 19.5 E():   29 
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Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (60-71:134-145) 
 
      30        40        50        60        70        80          
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV          
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 76.0  bits: 21.4 E():   30 
Smith-Waterman score: 50; 28.9% identity (55.6% similar) in 45 aa overlap (40-80:539-583) 
 
      10        20        30        40        50            60      
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
          70        80                                              
2MEPSP IKGGQKYKSPKNAYV                                              
        :  . :.. .. ::                                              
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.9  bits: 19.5 E():   30 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (60-71:142-153) 
 
      30        40        50        60        70        80          
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV          
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (11-57:80-126) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|159 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :     :.. ... .:..:                                  
gi|159 PDGGSILKISNKYHTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (11-57:80-126) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|384 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :     :.. ... .:..:                                  
gi|384 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
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>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|114 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :     :.. ... .:..:                                  
gi|114 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|241 PGTIKKISFPEGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :     :.. ... .:..:                                  
gi|241 PDGGSILKISNKYHTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :     :.. ... .:..:                                  
gi|132 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
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                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMRETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (24-57:92-127) 
 
                      10        20            30        40          
2MEPSP        KVKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
      50        60        70        80           
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVEGYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (25-62:125-160) 
 
                     10        20        30        40        50     
2MEPSP       KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
           60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYV 
         :::...                   
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gi|132 --HSDAYN                   
            160                   
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (65.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 74.6  bits: 18.8 E():   35 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (15-57:8-46) 
 
               10        20        30        40        50        60 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                     :..::. ..   :...  ::  .  . .:   :::.:: : ..    
gi|140        MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFGEKIDQIEH 
                      10        20        30            40          
 
               70        80                                         
2MEPSP WDRFYIKGGQKYKSPKNAYV                                         
                                                                    
gi|140 GLLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFE 
      50        60        70        80        90       100          
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.4  bits: 18.1 E():   36 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (55-74:9-28) 
 
           30        40        50        60        70        80     
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV     
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (24-38:83-97) 
 
                      10        20        30        40        50    
2MEPSP        KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
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gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
            60        70        80      
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYV      
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (24-38:83-97) 
 
                      10        20        30        40        50    
2MEPSP        KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
            60        70        80      
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYV      
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 21.1 E():   37 
Smith-Waterman score: 49; 32.1% identity (60.7% similar) in 28 aa overlap (53-80:553-580) 
 
             30        40        50        60        70        80   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV   
                                     . : . ::.  :: :  . :.. .. ::   
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 21.1 E():   37 
Smith-Waterman score: 49; 32.1% identity (60.7% similar) in 28 aa overlap (53-80:553-580) 
 
             30        40        50        60        70        80   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV   
                                     . : . ::.  :: :  . :.. .. ::   
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.9  bits: 18.8 E():   39 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (25-78:92-139) 
 
                     10        20        30        40        50     
2MEPSP       KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
           60        70         80            
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYV            
         :::  :  . .::..  ::  ::              
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG 
        120         130       140       150   
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.7  bits: 19.2 E():   40 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (40-66:155-183) 
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      10        20        30        40        50          60        
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
        70        80      
2MEPSP GGQKYKSPKNAYV      
                          
gi|549 CNYGPAGNVGNEPIYERK 
          190       200   
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (34-57:104-127) 
 
            10        20        30        40        50        60    
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
            70        80           
2MEPSP FYIKGGQKYKSPKNAYV           
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
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2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (34-57:104-127) 
 
            10        20        30        40        50        60    
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
            70        80           
2MEPSP FYIKGGQKYKSPKNAYV           
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 44; 28.9% identity (55.3% similar) in 38 aa overlap (25-62:125-160) 
 
                     10        20        30        40        50     
2MEPSP       KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|459 TLEKISNEIKIVATPDGGPILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYPLA 
          100       110       120       130       140       150     
 
           60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYV 
         :::...                   
gi|459 --HSDAYN                   
            160                   
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVTT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (5-35:108-139) 
 
                                         10        20        30     
2MEPSP                           KVKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
            40        50        60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
       ..                                              
gi|606 EIDEDGSGKIEFEEFWELMAGEAD                        
       140       150       160                         
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.5 E():   43 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5506

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (54-72:9-27) 
 
            30        40        50        60        70        80    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV    
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.7  bits: 17.7 E():   45 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (54-71:7-24) 
 
            30        40        50        60        70        80    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV    
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.7  bits: 17.7 E():   45 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (54-71:7-24) 
 
            30        40        50        60        70        80    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV    
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.5  bits: 21.1 E():   46 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (22-49:500-527) 
 
                        10        20        30        40        50  
2MEPSP          KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
              60        70        80                                
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYV                                
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 72.0  bits: 18.1 E():   49 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (2-23:7-24) 
 
                    10        20        30        40        50      
2MEPSP      KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
             .:::: .    :  ...:::.:                                 
gi|209 MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCC 
               10            20        30        40        50       
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (11-57:80-126) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
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      50        60        70        80        90         100        
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKITFPEGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFKYVKDGVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
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>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :    .:.. ... .:..:                                  
gi|459 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLKAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
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                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFEYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (11-57:81-127) 
 
                                   10        20        30           
2MEPSP                     KVKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.7  bits: 18.1 E():   51 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (31-57:86-112) 
 
               10        20        30        40        50        60 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
               70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYV 
                            
gi|301 LIRSLFGLP            
         120                
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.3  bits: 18.1 E():   53 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (54-72:9-27) 
 
            30        40        50        60        70        80    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV    
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.3  bits: 18.1 E():   53 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (54-72:9-27) 
 
            30        40        50        60        70        80    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV    
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 20.0 E():   55 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (4-38:1-35) 
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               10        20        30        40        50        60 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
          ..: .:   :  :. :.:.:..... .    : :.                       
gi|796    MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFKKHVDPSSA 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP WDRFYIKGGQKYKSPKNAYV                                         
                                                                    
gi|796 SAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGHFHEDVIEQ 
        60        70        80        90       100       110        
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 20.0 E():   55 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (4-38:1-35) 
 
               10        20        30        40        50        60 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
          ..: .:   :  :. :.:.:..... .    : :.                       
gi|142    MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFKKHVDPSSA 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP WDRFYIKGGQKYKSPKNAYV                                         
                                                                    
gi|142 SAHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGHFHEDVIEQ 
        60        70        80        90       100       110        
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.9 E():   56 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (31-57:5-31) 
 
               10        20        30        40        50        60 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|424                           EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIE 
                                         10        20        30     
 
               70        80                                         
2MEPSP WDRFYIKGGQKYKSPKNAYV                                         
                                                                    
gi|424 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
           40        50        60        70        80        90     
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 70.9  bits: 17.4 E():   56 
Smith-Waterman score: 39; 57.1% identity (64.3% similar) in 14 aa overlap (54-67:7-16) 
 
            30        40        50        60        70        80    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV    
                                     ::::    :::. :                 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.9  bits: 18.5 E():   56 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (26-67:115-155) 
 
                    10        20        30        40        50      
2MEPSP      KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
          60        70        80              
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYV              
       . :... . . :                           
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gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.9  bits: 19.6 E():   57 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (31-57:169-195) 
 
               10        20        30         40        50          
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
      60        70        80                                        
2MEPSP SWDRFYIKGGQKYKSPKNAYV                                        
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.8  bits: 17.8 E():   57 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (53-78:19-44) 
 
             30        40        50        60        70        80   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV   
                                     :::  : ..  :. : :   ::  .:     
gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 46; 43.5% identity (52.2% similar) in 23 aa overlap (56-78:164-184) 
 
          30        40        50        60        70        80      
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV      
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGATVKHTKEGTESSAFW--FAVGGKQSYTSKKVATEVSRDP 
           140       150       160         170       180       190  
 
gi|572 HLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWIGQSADSKEKQSAFDVGQ 
             200       210       220       230       240       250  
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (17-61:99-142) 
 
                             10        20        30        40       
2MEPSP               KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
         50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
           . .  :.:. :                    
gi|219 HNTPYCLAMEESQ-WS                   
      130       140                       
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (17-61:99-142) 
 
                             10        20        30        40       
2MEPSP               KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
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         50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
           . .  :.:. :                    
gi|195 HNTPYCLAMEESQ-WS                   
      130       140                       
 
>>gi|29539109|emb|CAD87730.1| allergen Len c 1.0101 [Len  (418 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.5  bits: 19.7 E():   59 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (2-60:126-183) 
 
                                            10        20        30  
2MEPSP                              KVKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     :.  :...:  ::.  .  :  :.    .: 
gi|295 DTIKLPAGTIAYLANRDDNEDLRVLDLAIPVNRPGQLQSFLLSGT-QNQPSFLSGFSKNI 
         100       110       120       130       140        150     
 
              40        50        60        70        80            
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV            
       ..  ..  : :.   :.:.   :..:  :                                
gi|295 LEAAFNTEYEEIEKVLLEEQEQKSQHRRSLRDKRQEITNEDVIVKVSREQIEELSKNAKS 
          160       170       180       190       200       210     
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.3  bits: 15.9 E():   61 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (53-61:10-18) 
 
             30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     . :...:.:                    
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA      
                                    10        20        30        
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (31-57:236-262) 
 
               10        20        30        40        50        60 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
               70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYV 
                            
gi|225 LIRSWFGLP            
         270                
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.8  bits: 17.4 E():   65 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (63-71:67-75) 
 
             40        50        60        70        80             
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV             
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
gi|126 N 
         
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.7  bits: 15.9 E():   66 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (53-61:10-18) 
 
             30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     . :...:.:                    
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK   
                                    10        20        30        
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5513

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.5  bits: 19.7 E():   67 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (18-58:372-412) 
 
                            10        20        30        40        
2MEPSP              KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
         50        60        70        80                           
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV                           
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.0  bits: 19.3 E():   71 
Smith-Waterman score: 44; 28.6% identity (64.3% similar) in 28 aa overlap (52-75:182-209) 
 
              30        40        50        60            70        
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
        80                                                          
2MEPSP AYV                                                          
                                                                    
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.0  bits: 17.1 E():   71 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (29-41:71-83) 
 
                 10        20        30        40        50         
2MEPSP   KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
       60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYV 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.0  bits: 17.1 E():   71 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (29-41:71-83) 
 
                 10        20        30        40        50         
2MEPSP   KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
       60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYV 
 
>>gi|1405736|emb|CAA35188.1| trypsin inhibitor cme precu  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 17.8 E():   73 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (8-26:9-27) 
 
                10        20        30        40        50          
2MEPSP  KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.  . :.:.:.  ..::                                  
gi|140 MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLLT 
               10        20        30        40        50        60 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.8  bits: 19.7 E():   73 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (37-77:417-454) 
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         10        20        30        40        50        60       
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
         70        80                                               
2MEPSP KGGQKYKSPKNAYV                                               
       . :: .  :.:                                                  
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subsp. v  (148 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.8 E():   74 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (8-26:9-27) 
 
                10        20        30        40        50          
2MEPSP  KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.  . :.:.:.  ..::                                  
gi|190 MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLLT 
               10        20        30        40        50        60 
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 40; 33.3% identity (51.9% similar) in 54 aa overlap (25-78:92-139) 
 
                     10        20        30        40        50     
2MEPSP       KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
           60        70        80            
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYV            
         :::  : .   : .. ::  ::              
gi|160 --HSDP-DDLGRGGHEQSKSTGNAGGRVACGIIGLQG 
        120        130       140       150   
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.5  bits: 19.7 E():   76 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (56-78:208-228) 
 
          30        40        50        60        70        80      
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV      
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|280414|pir||A60372 pollen allergen Poa-pI - Kentuck  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.2  bits: 14.8 E():   79 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (53-61:10-18) 
 
             30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     . : ..:.:                    
gi|280                      IAKVPPGPXITATYGDKWLD                  
                                    10        20                  
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.0  bits: 19.3 E():   81 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (40-72:127-158) 
 
      10        20        30        40        50        60          
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                     .:  :. :: :.:  .   : :. .  : . 
gi|275 GNAKAMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDS 
        100       110       120       130       140        150      
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      70        80                                                  
2MEPSP QKYKSPKNAYV                                                  
       ...                                                          
gi|275 DNFIKLLDKFDEKFAHTSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAH 
         160       170       180       190       200       210      
 
>>gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 From P  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (47-62:32-47) 
 
         20        30        40        50        60        70       
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|159 PMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
              10        20        30        40        50        60  
 
         80                                                         
2MEPSP NAYV                                                         
                                                                    
gi|159 DELNEMENTQGCMCEALQQIMENQCDRLQDRQMVQQFKRELMSLPQQCNFRAPQRCDLDV 
              70        80        90       100       110       120  
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 25.9% identity (70.4% similar) in 27 aa overlap (6-32:40-66) 
 
                                        10        20        30      
2MEPSP                          KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.::.. :. .: .    .:..:.. .    
gi|144 SKSACSGEVVMEQSVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEE 
      10        20        30        40        50        60          
 
          40        50        60        70        80                
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV                
                                                                    
gi|144 ADADGDGYVSLQEFVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTI 
      70        80        90       100       110       120          
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 18.2 E():   82 
Smith-Waterman score: 41; 61.5% identity (76.9% similar) in 13 aa overlap (19-31:101-113) 
 
                           10        20        30        40         
2MEPSP             KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                     :: : ::: .:.:                  
gi|144 SATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLK 
               80        90       100       110       120       130 
 
       50        60        70        80                             
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV                             
                                                                    
gi|144 FEGHIGDIDMKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYF 
              140       150       160       170       180       190 
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.8  bits: 17.5 E():   83 
Smith-Waterman score: 39; 35.0% identity (50.0% similar) in 20 aa overlap (58-77:3-22) 
 
        30        40        50        60        70        80        
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV        
                                     .::::   .    . :  ::           
gi|298                             MSADSWDNHCVTYVANNKCLKNLCMTAIDGSH 
                                           10        20        30   
 
gi|298 LGTSNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYA 
             40        50        60        70        80        90   
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 39; 43.8% identity (75.0% similar) in 16 aa overlap (54-69:9-24) 
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            30        40        50        60        70        80    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV    
                                     : :.:...:.:  : :               
gi|990                       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKP 
                                     10        20        30         
 
gi|990 TFEVAIENDQYIFRSLSTFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFG 
       40        50        60        70        80        90         
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.7  bits: 19.3 E():   84 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (43-75:232-264) 
 
             20        30        40        50        60        70   
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
             80                                                     
2MEPSP KSPKNAYV                                                     
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.7  bits: 19.3 E():   84 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (43-75:232-264) 
 
             20        30        40        50        60        70   
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
             80                                                     
2MEPSP KSPKNAYV                                                     
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|2129805|pir||S65143 pollen allergen group II (clone  (80 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.6  bits: 16.7 E():   86 
Smith-Waterman score: 37; 33.3% identity (61.1% similar) in 18 aa overlap (54-71:4-21) 
 
            30        40        50        60        70        80    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV    
                                     .:::.  . .:  .:  :             
gi|212                            ETERAEHDRIFKKFDANGDGKISASELGDALKN 
                                          10        20        30    
 
gi|212 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
            40        50        60        70        80 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 18.2 E():   86 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (31-57:2-28) 
 
               10        20        30        40        50        60 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|289                              SIISTLNAMPEYQDLLQNLRDKGVDVDHYIE 
                                            10        20        30  
 
               70        80                                         
2MEPSP WDRFYIKGGQKYKSPKNAYV                                         
                                                                    
gi|289 LIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKI 
              40        50        60        70        80        90  
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>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 39; 33.3% identity (57.6% similar) in 33 aa overlap (7-39:31-63) 
 
                                       10        20        30       
2MEPSP                         KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     ..:. :: :   ..::  :   ::   : . 
gi|132 MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIEGPVKNV 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV                 
       ..:                                                          
gi|132 AVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLA 
               70        80        90       100       110       120 
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 18.2 E():   88 
Smith-Waterman score: 41; 28.9% identity (57.9% similar) in 38 aa overlap (1-38:143-180) 
 
                                             10        20        30 
2MEPSP                               KVKLSGSISSQYLSALLMAAPLALGDVEIE 
                                     :::. :. :    .  .    ::.. ...: 
gi|136 QHTSEGTYIHFQISGVTNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFE 
            120       130       140       150       160       170   
 
               40        50        60        70        80           
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV           
       :  .: .:                                                     
gi|136 IRHQLTQIHGLYRSSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAE 
            180       190       200       210       220       230   
 
>>gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging protein   (236 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 18.2 E():   89 
Smith-Waterman score: 41; 26.9% identity (50.0% similar) in 26 aa overlap (46-70:187-212) 
 
          20        30        40        50         60        70     
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKS 
                                     .. :. :.   :    :: : .  :.     
gi|375 GKKITGFTDIGEDILGVTDIMKKGNLLTIKQVAEKEGATYIEPEGPWDNFTVTDGRIVTG 
        160       170       180       190       200       210       
 
           80               
2MEPSP PKNAYV               
                            
gi|375 VNPQSAVKTAEDVIAAFECN 
        220       230       
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 19.0 E():   90 
Smith-Waterman score: 43; 28.2% identity (59.0% similar) in 39 aa overlap (23-61:94-131) 
 
                       10        20        30        40        50   
2MEPSP         KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                     .. :. :: : :  .. :::   ...   : 
gi|129 SLERRGATGGDLPVGIERNYKINKFAAYAGSFDDATIEEIRKNEDVAYVEED-QIYYLDG 
            70        80        90       100       110        120   
 
             60        70        80                                 
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYV                                 
       . ...:  :                                                    
gi|129 LTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNA 
            130       140       150       160       170       180   
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 19.0 E():   90 
Smith-Waterman score: 43; 28.2% identity (59.0% similar) in 39 aa overlap (23-61:94-131) 
 
                       10        20        30        40        50   
2MEPSP         KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                     .. :. :: : :  .. :::   ...   : 
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gi|746 SLERRGATGGDLPVGIERNYKINKFAAYAGSFDDATIEEIRKNEDVAYVEED-QIYYLDG 
            70        80        90       100       110        120   
 
             60        70        80                                 
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYV                                 
       . ...:  :                                                    
gi|746 LTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNA 
            130       140       150       160       170       180   
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.5 E():   90 
Smith-Waterman score: 39; 25.0% identity (60.7% similar) in 28 aa overlap (17-44:99-126) 
 
                             10        20        30        40       
2MEPSP               KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|217 CEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
         50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                          
gi|217 HNTPYCLGMEESQWS                    
      130       140                       
 
>>gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Arachi  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (47-62:50-65) 
 
         20        30        40        50        60        70       
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|172 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
      20        30        40        50        60        70          
 
         80                                                         
2MEPSP NAYV                                                         
                                                                    
gi|172 DELDQMENTERCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
      80        90       100       110       120       130          
 
>>gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=Congl  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.5 E():   91 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (47-62:51-66) 
 
         20        30        40        50        60        70       
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|751 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
               30        40        50        60        70        80 
 
         80                                                         
2MEPSP NAYV                                                         
                                                                    
gi|751 DELNEMENTQRCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
               90       100       110       120       130       140 
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 19.0 E():   92 
Smith-Waterman score: 43; 25.0% identity (75.0% similar) in 16 aa overlap (65-80:73-88) 
 
           40        50        60        70        80               
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV               
                                     :. : . ...: :...               
gi|739 KTDSTQAILRAWDQACNGFGKQRVIVPEGVYLTGPMAFRGPCNGFISMQVRGELRAYGDV 
             50        60        70        80        90       100   
 
gi|739 GKYPNAKWVSYEDLNGLLVTGGGRFNAQGSQAWTQNDCSTKKNCALLTTSVKFDHCTNAT 
            110       120       130       140       150       160   
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
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 initn:  38 init1:  38 opt:  38  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (47-64:26-42) 
 
         20        30        40        50        60        70       
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ..:  :..:. ::  :..             
gi|117      MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINEL 
                    10        20        30         40        50     
 
         80                                                        
2MEPSP NAYV                                                        
                                                                   
gi|117 IASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110    
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 40; 31.2% identity (68.8% similar) in 16 aa overlap (53-68:146-161) 
 
             30        40        50        60        70        80   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV   
                                     .. .:  . :::.. :               
gi|109 ILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFKMMFQK 
         120       130       140       150       160       170      
 
gi|109 PRTRTCIEKDFPRRSSSSIPT 
         180       190       
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.6  bits: 14.9 E():   96 
Smith-Waterman score: 32; 46.2% identity (53.8% similar) in 13 aa overlap (21-33:3-15) 
 
               10        20        30        40        50        60 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                           :  : :: . : :                            
gi|527                   TDPGHLQDVXVAINDPKXGVFVNRK                  
                                 10        20                       
 
               70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYV 
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.6 E():   97 
Smith-Waterman score: 42; 33.3% identity (73.3% similar) in 15 aa overlap (60-74:89-103) 
 
      30        40        50        60        70        80          
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV          
                                     :: ..  . ...:::                
gi|729 TKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTKRDSREYKSDVELSLRSSDIALKI 
       60        70        80        90       100       110         
 
gi|729 TMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIREGKIHIKGRQTDFEIESNYRYEDG 
      120       130       140       150       160       170         
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.6 E():   98 
Smith-Waterman score: 42; 31.8% identity (68.2% similar) in 22 aa overlap (4-25:254-275) 
 
                                          10        20        30    
2MEPSP                            KVKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     .... .. :::.  ::.:   :         
gi|546 STISDARAYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLLTYYLSL 
           230       240       250       260       270       280    
 
            40        50        60        70        80             
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV             
                                                                   
gi|546 QPSSDSEFFIGAEGITPAQLKKNLIAFGTPDVLADIPADTPNILAFNGAGQNLTKFWGH 
           290       300       310       320       330       340   
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 39; 31.4% identity (51.4% similar) in 35 aa overlap (8-42:10-44) 
 
                 10        20        30        40        50         
2MEPSP   KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                :.:    : :. :     ..  .::: . :.  ::                 
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP DSWDRFYIKGGQKYKSPKNAYV                                       
                                                                    
gi|169 GETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFH 
               70        80        90       100       110       120 
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 39; 31.4% identity (51.4% similar) in 35 aa overlap (8-42:10-44) 
 
                 10        20        30        40        50         
2MEPSP   KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                :.:    : :. :     ..  .::: . :.  ::                 
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP DSWDRFYIKGGQKYKSPKNAYV                                       
                                                                    
gi|374 GETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYH 
               70        80        90       100       110       120 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 19.0 E():   98 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (31-57:258-284) 
 
               10        20        30        40        50        60 
2MEPSP KVKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|223 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIR 
       230       240       250       260       270       280        
 
               70        80                                         
2MEPSP WDRFYIKGGQKYKSPKNAYV                                         
                                                                    
gi|223 VDQGTLRTLSSGQRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       290       300       310       320       330       340        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.3  bits: 20.9 E():   99 
Smith-Waterman score: 53; 27.5% identity (62.7% similar) in 51 aa overlap (33-80:235-284) 
 
             10        20        30        40        50        60   
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW- 
                                     .: . . ::.: :. ... :: :. . .   
gi|203 DSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYVKMMLK-QNKDGVAADLGPTNA 
          210       220       230       240        250       260    
 
                70        80                                        
2MEPSP --DRFYIKGGQKYKSPKNAYV                                        
          : :..  .:.:.: .. :                                        
gi|203 QPKRPYLSFDHKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKLVDKLRYLSAEET 
           270       280       290       300       310       320    
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.3  bits: 16.8 E(): 1e 
Smith-Waterman score: 37; 55.6% identity (88.9% similar) in 9 aa overlap (63-71:67-75) 
 
             40        50        60        70        80             
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV             
                                     ::. :::..                      
gi|144 HGSEEWEPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
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         40        50        60        70        80        90       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:43 2011 done: Tue Apr 19 10:57:43 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 172  - 251 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     1     0:=          one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     1     8:= * 
  34     5    22:==     * 
  36    26    44:=========     * 
  38    35    73:============            * 
  40    79   102:===========================      * 
  42   125   125:=========================================* 
  44   119   137:========================================     * 
  46    89   140:==============================                * 
  48   146   134:============================================*==== 
  50   171   122:========================================*================ 
  52   127   107:===================================*======= 
  54    89    92:==============================* 
  56   102    77:=========================*======== 
  58    70    63:====================*=== 
  60    40    51:==============  * 
  62    40    41:=============* 
  64    45    33:==========*==== 
  66    28    26:========*= 
  68    17    20:======* 
  70    20    16:=====*= 
  72    19    12:===*=== 
  74    21    10:===*=== 
  76    22     8:==*===== 
  78     6     6:=* 
  80     7     5:=*= 
  82     7     3:*== 
  84     7     3:*== 
  86     7     2:*== 
  88     2     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     3     1:*         :*== 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
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 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.20870.00305; mu= 8.3779 0.161 
 mean_var=31.3436 7.470, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.229087 
 Kolmogorov-Smirnov  statistic: 0.1142 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   69 27.4   0.091 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   58 23.8     1.3 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   56 23.2     1.9 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   56 23.2     1.9 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.5       2 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.5       2 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 23.5     2.1 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   57 23.5     2.5 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 22.5     3.2 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   54 22.5     3.2 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   54 22.5     3.2 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.5     4.9 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   52 21.8     5.1 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.9     5.4 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   55 22.9     6.2 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   54 22.5     6.5 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 23.2     7.8 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 21.2     8.1 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 21.2     8.1 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 21.2     8.1 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   50 21.2     8.1 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   48 20.5     8.8 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.6     9.5 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 22.2     9.7 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   49 20.8      10 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   49 20.8      10 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.8      10 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.9      11 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 20.2      11 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   45 19.5      12 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 20.5      13 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   48 20.5      13 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.9      13 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   51 21.5      13 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 17.4      14 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.8      14 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.6      16 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   47 20.2      16 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.9      17 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.9      17 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 18.5      17 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 19.5      18 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.9      20 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.9      20 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.9      20 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.9      20 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   52 21.9      21 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 17.5      23 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 19.2      25 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   45 19.5      25 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   45 19.5      25 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   45 19.5      25 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   45 19.5      25 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   45 19.5      25 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   45 19.5      25 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   45 19.5      25 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   45 19.5      25 
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gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 18.5      25 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 18.5      25 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   51 21.6      26 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   51 21.6      26 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 19.2      26 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 19.2      26 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 18.5      26 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.5      28 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.5      30 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   44 19.2      31 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   44 19.2      31 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   44 19.2      32 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   44 19.2      32 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 19.2      32 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   44 19.2      32 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 19.2      32 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   44 19.2      32 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   44 19.2      32 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   44 19.2      32 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   44 19.2      32 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   44 19.2      32 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   44 19.2      32 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   44 19.2      32 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 18.2      34 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.9      34 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.9      36 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.9      36 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.9      38 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 19.2      39 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   43 18.9      40 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.9      40 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   43 18.9      40 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   43 18.9      40 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.9      40 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   43 18.9      40 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   43 18.9      40 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.9      40 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.5      41 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.8      42 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.8      42 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   41 18.2      47 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 18.2      49 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 18.5      49 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   42 18.5      50 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   42 18.5      50 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   42 18.5      50 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   42 18.5      50 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.5      50 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   42 18.5      50 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   42 18.5      50 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 18.5      50 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   42 18.5      50 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.5      50 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.9      51 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 18.2      51 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 18.2      51 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 16.1      52 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   39 17.5      52 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.8      54 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.5      56 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 18.2      56 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 18.2      56 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.9      56 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 16.1      57 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.9      59 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.9      59 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.6      59 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 17.5      61 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   46 19.9      62 
gi|29539109|emb|CAD87730.1| allergen Len c 1.0101  ( 418)   45 19.6      63 
gi|280414|pir||A60372 pollen allergen Poa-pI - Ken (  20)   32 15.1      66 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5524

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.9      66 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 17.2      66 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 17.2      66 
gi|1405736|emb|CAA35188.1| trypsin inhibitor cme p ( 144)   40 17.9      70 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.6      72 
gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subs ( 148)   40 17.9      72 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   40 17.9      74 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   44 19.2      75 
gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 Fr ( 127)   39 17.5      78 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.6      79 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   38 17.2      79 
gi|2129805|pir||S65143 pollen allergen group II (c (  80)   37 16.8      79 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   39 17.5      79 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   40 17.9      80 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   39 17.5      80 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   32 15.1      81 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   41 18.2      82 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.6      82 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.5      84 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   44 19.2      86 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   41 18.2      87 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   39 17.5      87 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   38 17.2      88 
gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Ar ( 144)   39 17.5      88 
gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=C ( 145)   39 17.5      88 
gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging prot ( 236)   41 18.2      89 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   44 19.2      90 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   44 19.2      90 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   37 16.9      94 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   40 17.9      94 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 18.9      95 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 18.9      95 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   39 17.5      95 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   39 17.5      95 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   43 18.9      97 
gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Po ( 101)   37 16.9      98 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   38 17.2   1e 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  69  Z-score: 121.1  bits: 27.4 E(): 0.091 
Smith-Waterman score: 69; 28.1% identity (50.0% similar) in 64 aa overlap (4-67:37-99) 
 
                                          10        20        30    
2MEPSP                            VKLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     :: : .  . :: .:.:: .    . ..   
gi|291 QLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPV-LVPA 
         10        20        30        40        50        60       
 
            40        50        60        70        80              
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE              
       .:..  . : .     ::: :    ::   :. :                           
gi|291 VITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDR 
          70        80        90       100       110       120      
 
gi|291 AEQFGQQHVTGSQGS 
         130       140 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 100.5  bits: 23.8 E():  1.3 
Smith-Waterman score: 58; 23.8% identity (60.3% similar) in 63 aa overlap (10-70:81-139) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|132 PGTIKKITFSEGSPFKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
        40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE            
       :     :.. ... .:..:    :  .::::..                      
gi|132 PDGGSILKISNKYHTKGDH--EVDAEHIKGGKEKVEGLFRAVEAYLLAHSDAYN 
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      110       120         130       140       150       160 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 97.6  bits: 23.2 E():  1.9 
Smith-Waterman score: 56; 28.0% identity (46.7% similar) in 75 aa overlap (3-77:41-110) 
 
                                           10        20        30   
2MEPSP                             VKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     :::   .  . :: .:.:: .    . ..  
gi|198 TRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVP 
               20        30        40        50        60           
 
             40        50        60        70        80             
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE             
        .:.:  .   .     ::: :    ::   :. :    : : .:                
gi|198 AVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAR 
      70        80        90       100           110       120      
 
gi|198 EMKDRAEQFSQQPVAGSQTS 
         130       140      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 97.6  bits: 23.2 E():  1.9 
Smith-Waterman score: 56; 28.0% identity (46.7% similar) in 75 aa overlap (3-77:41-110) 
 
                                           10        20        30   
2MEPSP                             VKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     :::   .  . :: .:.:: .    . ..  
gi|753 TRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVP 
               20        30        40        50        60           
 
             40        50        60        70        80             
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE             
        .:.:  .   .     ::: :    ::   :. :    : : .:                
gi|753 AVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAR 
      70        80        90       100           110       120      
 
gi|753 EMKDRAEQFSQQPVAGSQTS 
         130       140      
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.2  bits: 23.5 E():    2 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (12-27:9-24) 
 
               10        20        30        40        50        60 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                  :.:::.:: . :::..                                  
gi|476    MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSG 
                  10        20        30        40        50        
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.2  bits: 23.5 E():    2 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (12-27:9-24) 
 
               10        20        30        40        50        60 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                  :.:::.:: . :::..                                  
gi|313    MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSG 
                  10        20        30        40        50        
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 96.9  bits: 23.5 E():  2.1 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (6-44:26-64) 
 
                                   10        20        30        40 
2MEPSP                     VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
               50        60        70        80                     
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2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE                     
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 95.3  bits: 23.5 E():  2.5 
Smith-Waterman score: 57; 26.1% identity (56.5% similar) in 69 aa overlap (2-68:12-73) 
 
                          10        20        30        40          
2MEPSP           VKLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
                  : .:.. . . .   : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
       50        60        70        80                             
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE                             
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 93.4  bits: 22.5 E():  3.2 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (22-56:90-126) 
 
                        10        20        30          40          
2MEPSP          VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
      50        60        70        80          
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 93.4  bits: 22.5 E():  3.2 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (22-56:90-126) 
 
                        10        20        30          40          
2MEPSP          VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
      50        60        70        80          
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 93.3  bits: 22.5 E():  3.2 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (22-56:91-127) 
 
                        10        20        30          40          
2MEPSP          VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
      50        60        70        80          
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       . .:..:                                  
gi|132 YHTKGDHEMKAEHMKAIKEKAEALLRAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 90.1  bits: 23.5 E():  4.9 
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Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (3-38:247-289) 
 
                                           10          20           
2MEPSP                             VKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
          30        40        50        60        70        80      
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE      
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 89.7  bits: 21.8 E():  5.1 
Smith-Waterman score: 52; 22.2% identity (58.7% similar) in 63 aa overlap (10-70:81-139) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|154 PGTIKKITFSEGSPVKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
        40        50        60        70        80             
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE             
       :     :..  .. .:..:    .  .::::..                       
gi|154 PDGGSILKITSKYHTKGDHEVPAE--HIKGGKERVEGLLKPVEAYLLAHTAEYNN 
      110       120       130         140       150       160  
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 89.3  bits: 23.9 E():  5.4 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (20-64:372-415) 
 
                          10        20        30        40          
2MEPSP            VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
      50        60        70        80                              
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE                              
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 88.3  bits: 22.9 E():  6.2 
Smith-Waterman score: 55; 26.0% identity (52.1% similar) in 73 aa overlap (3-67:231-299) 
 
                                           10        20        30   
2MEPSP                             VKLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     .:.:. .:.  .::..:    :: .::    
gi|113 GSSQIWIDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLFGA----GDENIEDRG 
              210       220       230       240           250       
 
             40                50        60        70        80     
2MEPSP KLISIPYVEMTLRLMER--------FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE     
        : .. .  .:  . .:        : :  .. :.:  . : :                  
gi|113 MLATVAFNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPD 
        260       270       280       290       300       310       
 
gi|113 ERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGE 
        320       330       340       350       360       370       
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 87.9  bits: 22.5 E():  6.5 
Smith-Waterman score: 54; 36.5% identity (61.5% similar) in 52 aa overlap (20-70:139-186) 
 
                          10        20        30         40         
2MEPSP            VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
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                                     :: :::::.. ::  :.: :  :. .  .  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDV--LA 
      110       120       130       140        150       160        
 
       50        60        70        80                             
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE                             
       : ..:   .:    ::.... :                                       
gi|612 R-NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNND 
          170       180       190       200       210       220     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 86.5  bits: 23.2 E():  7.8 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (3-38:378-420) 
 
                                           10          20           
2MEPSP                             VKLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
          30        40        50        60        70        80      
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE      
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.2  bits: 21.2 E():  8.1 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (22-56:91-127) 
 
                        10        20        30          40          
2MEPSP          VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
      50        60        70        80          
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.2  bits: 21.2 E():  8.1 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (22-56:91-127) 
 
                        10        20        30          40          
2MEPSP          VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
      50        60        70        80          
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.2  bits: 21.2 E():  8.1 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (22-56:91-127) 
 
                        10        20        30          40          
2MEPSP          VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
      50        60        70        80          
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       : .:..:                                  
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gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 86.2  bits: 21.2 E():  8.1 
Smith-Waterman score: 50; 27.3% identity (61.8% similar) in 55 aa overlap (22-73:91-142) 
 
                        10        20        30           40         
2MEPSP          VKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.   ...    
gi|880 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTVIKTTS 
               70        80        90        100       110          
 
       50        60        70        80            
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE            
       .. .:..   . .  ..:.:..  :                   
gi|880 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 85.5  bits: 20.5 E():  8.8 
Smith-Waterman score: 48; 30.8% identity (57.7% similar) in 26 aa overlap (51-76:18-43) 
 
               30        40        50        60        70        80 
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
                                     : .:  : ..  :. : : . :.: .     
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.9  bits: 22.6 E():  9.5 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (31-52:9-30) 
 
               10        20        30        40        50        60 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  :..::.. .: :  .: ::         
gi|424                       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDD 
                                     10        20        30         
 
               70        80                                         
2MEPSP DRFYIKGGQKYKSPKNAYVE                                         
                                                                    
gi|424 IIAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKG 
       40        50        60        70        80        90         
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 84.7  bits: 22.2 E():  9.7 
Smith-Waterman score: 53; 22.7% identity (54.7% similar) in 75 aa overlap (1-67:230-300) 
 
                                             10        20        30 
2MEPSP                               VKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     : .:.   ... .:.:..:    .:....  
gi|113 VTGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGA----SDTHFQD 
     200       210       220       230       240           250      
 
               40             50           60        70        80   
2MEPSP IDKLISIPYVEMTLRLMER-----FG---VKAEHSDSWDRFYIKGGQKYKSPKNAYVE   
       .   ... :  .:  . ::     ::   .  .  : ::.. : :                
gi|113 LKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVA 
         260       270       280       290       300       310      
 
gi|113 PDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEP 
         320       330       340       350       360       370      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 84.4  bits: 20.8 E():   10 
Smith-Waterman score: 49; 27.3% identity (60.0% similar) in 55 aa overlap (22-73:91-142) 
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                        10        20        30           40         
2MEPSP          VKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
       50        60        70        80            
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE            
       .. .:..   . .  ..:.:..  :                   
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 84.4  bits: 20.8 E():   10 
Smith-Waterman score: 49; 27.3% identity (60.0% similar) in 55 aa overlap (22-73:91-142) 
 
                        10        20        30           40         
2MEPSP          VKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
       50        60        70        80            
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE            
       .. .:..   . .  ..:.:..  :                   
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 84.4  bits: 20.8 E():   10 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (33-56:104-127) 
 
             10        20        30        40        50        60   
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
             70        80          
2MEPSP FYIKGGQKYKSPKNAYVE          
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.1  bits: 22.9 E():   11 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (21-48:414-441) 
 
                         10        20        30        40        50 
2MEPSP           VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
               60        70        80                               
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVE                               
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 83.7  bits: 20.2 E():   11 
Smith-Waterman score: 52; 29.2% identity (59.7% similar) in 72 aa overlap (2-68:20-90) 
 
                                 10           20        30          
2MEPSP                   VKLSGSISSQ-YLSALLMAA--PLALGDVEIEIIDKLISIPY 
                          :  ::.. . ... . .::  :  .  : .::::.  :    
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKV-FEIIDQDKSDFV 
               10        20        30        40         50          
 
      40         50         60        70        80        
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2MEPSP VEMTLRL-MERFGVKAEH-SDSWDRFYIKGGQKYKSPKNAYVE        
        :  :.: .. :.. :.  ::.  . ..:.:                    
gi|145 EEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      60        70        80        90       100          
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 83.1  bits: 19.5 E():   12 
Smith-Waterman score: 45; 29.7% identity (59.5% similar) in 37 aa overlap (22-55:5-40) 
 
               10        20        30           40        50        
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHS 
                            ::.:. .: ::   ::.: :     ..   .. .:..   
gi|603                  VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVE 
                                 10        20        30        40   
 
        60        70        80          
2MEPSP DSWDRFYIKGGQKYKSPKNAYVE          
                                        
gi|603 IKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
             50        60        70     
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 82.7  bits: 20.5 E():   13 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (10-56:80-126) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 82.6  bits: 20.5 E():   13 
Smith-Waterman score: 48; 20.4% identity (65.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVAHKNFKYSYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :  .  :.. ... .:..:                                  
gi|132 PDGRSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.3  bits: 22.9 E():   13 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (21-48:500-527) 
 
                         10        20        30        40        50 
2MEPSP           VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
               60        70        80                               
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVE                               
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 82.2  bits: 21.5 E():   13 
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Smith-Waterman score: 51; 39.4% identity (66.7% similar) in 33 aa overlap (2-32:107-139) 
 
                                            10         20           
2MEPSP                              VKLSGSISSQYLSALL-MAAPLALGDVEI-E 
                                     : .:::...: .. : .   :  :::.: : 
gi|129 KYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNIPE 
         80        90       100       110       120       130       
 
      30        40        50        60        70        80          
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
        .:                                                          
gi|129 YVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSYGC 
        140       150       160       170       180       190       
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 82.2  bits: 17.4 E():   14 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (52-60:10-18) 
 
              30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
                                     . ::..:.:                     
gi|409                      IAKVPPGGXITAEYGDKWLD                   
                                    10        20                   
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 81.9  bits: 19.8 E():   14 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (31-77:3-44) 
 
               10        20        30        40        50        60 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     :  ..:   .: .:.     .:::: :  . 
gi|207                             MSITDIVSEKNIEAALE-----SVKAEGSFEY 
                                           10             20        
 
               70        80                                         
2MEPSP DRFYIKGGQKYKSPKNAYVE                                         
         :. : :   ::  .:                                            
gi|207 KCFFQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFL 
        30        40        50        60        70        80        
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 80.9  bits: 21.6 E():   16 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (6-54:54-105) 
 
                                        10          20         30   
2MEPSP                          VKLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
             40        50        60        70        80             
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE             
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 80.8  bits: 20.2 E():   16 
Smith-Waterman score: 47; 20.4% identity (65.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDILEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
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>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.5  bits: 20.9 E():   17 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (4-31:7-34) 
 
                  10        20        30        40        50        
2MEPSP    VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
             : .. :  ..:.  :::. :   :....                           
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP DSWDRFYIKGGQKYKSPKNAYVE                                      
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.5  bits: 20.9 E():   17 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (4-31:7-34) 
 
                  10        20        30        40        50        
2MEPSP    VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
             : .. :  ..:.  :::. :   :....                           
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP DSWDRFYIKGGQKYKSPKNAYVE                                      
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 80.4  bits: 18.5 E():   17 
Smith-Waterman score: 47; 37.1% identity (68.6% similar) in 35 aa overlap (2-36:12-42) 
 
                         10        20        30        40        50 
2MEPSP           VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                  : .:.:::. :.  :   :  ::.: .: :.....               
gi|377 EHERIFKRFDAKGDGKISSSELGETL--KP--LGSVTLEEIQRMMAEIDTDGDGFL     
               10        20            30        40        50       
 
               60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.1  bits: 19.5 E():   18 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (54-76:21-43) 
 
            30        40        50        60        70        80    
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE    
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.0  bits: 19.9 E():   20 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (33-70:104-139) 
 
             10        20        30        40        50        60   
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
             70        80            
2MEPSP FYIKGGQKYKSPKNAYVE            
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         :::...                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
             140       150       160 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.0  bits: 19.9 E():   20 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.0  bits: 19.9 E():   20 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.0  bits: 19.9 E():   20 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (23-56:92-127) 
 
                       10        20        30           40          
2MEPSP         VKLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
      50        60        70        80          
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 78.8  bits: 21.9 E():   21 
Smith-Waterman score: 52; 28.3% identity (56.5% similar) in 46 aa overlap (39-80:539-584) 
 
       10        20        30        40            50        60     
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
           70        80                                             
2MEPSP IKGGQKYKSPKNAYVE                                             
        :  . :.. .. ::.                                             
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.0  bits: 17.5 E():   23 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (52-60:10-18) 
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              30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
                                     . ::..:.:                     
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK    
                                    10        20        30         
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.4  bits: 19.2 E():   25 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (30-45:49-64) 
 
                10        20        30        40        50          
2MEPSP  VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
      60        70        80                          
2MEPSP WDRFYIKGGQKYKSPKNAYVE                          
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (10-56:80-126) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :     :.. ... .:..:                                  
gi|437 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
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>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 45; 22.2% identity (60.3% similar) in 63 aa overlap (10-70:81-139) 
 
                                    10        20          30        
2MEPSP                      VKLSGSISSQYLSALLMAAPLA--LGDVEIEIIDKLISI 
                                     .:  ... ..::.  :  .  ::  :...  
gi|534 PGTIKKITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEI--KIVAA 
               60        70        80        90       100           
 
        40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE            
       :     :..  .. .:.. : . ..  ::.:..                      
gi|534 PGGGSILKITSKYHTKGDISLNEEE--IKAGKEKGAGLFKAVENYLVAHPNAYN 
      110       120       130         140       150       160 
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
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gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 77.2  bits: 18.5 E():   25 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (5-26:54-75) 
 
                                         10        20        30     
2MEPSP                           VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
           40        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 77.2  bits: 18.5 E():   25 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (5-26:54-75) 
 
                                         10        20        30     
2MEPSP                           VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
           40        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 77.0  bits: 21.6 E():   26 
Smith-Waterman score: 51; 31.0% identity (62.1% similar) in 29 aa overlap (52-80:553-581) 
 
              30        40        50        60        70        80  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE  
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 77.0  bits: 21.6 E():   26 
Smith-Waterman score: 51; 31.0% identity (62.1% similar) in 29 aa overlap (52-80:553-581) 
 
              30        40        50        60        70        80  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE  
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.0  bits: 19.2 E():   26 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (53-63:8-18) 
 
             30        40        50        60        70        80   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE   
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
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gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.0  bits: 19.2 E():   26 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (53-63:8-18) 
 
             30        40        50        60        70        80   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE   
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 77.0  bits: 18.5 E():   26 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (4-46:6-51) 
 
                 10        20           30        40        50      
2MEPSP   VKLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIPYVEMTLRLMERFGVKAE 
            :. .. :.:  :.  ::. :  :  .   .   :. .:    ::..          
gi|453 RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQL 
               10        20        30        40        50        60 
 
          60        70        80 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVE 
                                 
gi|453 PPLLSQGNPACSPKWLQLLVP     
               70        80      
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.3  bits: 19.5 E():   28 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (59-70:134-145) 
 
       30        40        50        60        70        80         
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE         
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.0  bits: 19.5 E():   30 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (59-70:142-153) 
 
       30        40        50        60        70        80         
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE         
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (10-56:80-126) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|159 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :     :.. ... .:..:                                  
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gi|159 PDGGSILKISNKYHTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (10-56:80-126) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|384 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :     :.. ... .:..:                                  
gi|384 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|114 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :     :.. ... .:..:                                  
gi|114 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :     :.. ... .:..:                                  
gi|132 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (10-56:81-127) 
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                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMRETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (23-56:92-127) 
 
                       10        20            30        40         
2MEPSP         VKLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
       50        60        70        80          
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVEGYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|241 PGTIKKISFPEGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
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2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :     :.. ... .:..:                                  
gi|241 PDGGSILKISNKYHTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (24-61:125-160) 
 
                      10        20        30        40        50    
2MEPSP        VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
            60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVE 
         :::...                    
gi|132 --HSDAYN                    
            160                    
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 44; 18.4% identity (55.1% similar) in 49 aa overlap (7-55:78-126) 
 
                                       10        20        30       
2MEPSP                         VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
                                     ..  :  .:. .  :. .  .:.   ::.: 
gi|901 DGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVS 
        50        60        70        80        90       100        
 
         40        50        60        70        80          
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
        :.    ..   .. .:..                                   
gi|901 APHGGTIIKTTSKYHTKGDVEIKEEHVKAGKEKAAHLFKLIEGYLKDHPSEYN 
       110       120       130       140       150       160 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (65.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.0  bits: 18.2 E():   34 
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Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (54-73:9-28) 
 
            30        40        50        60        70        80    
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE    
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (14-56:8-46) 
 
               10        20        30        40        50        60 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                    :..::. ..   :...  ::  .  . .:   :::.:: : ..     
gi|140       MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFGEKIDQIEHG 
                     10        20        30            40        50 
 
               70        80                                         
2MEPSP DRFYIKGGQKYKSPKNAYVE                                         
                                                                    
gi|140 LLMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFET 
               60        70        80        90       100       110 
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.5  bits: 18.9 E():   36 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (23-37:83-97) 
 
                       10        20        30        40        50   
2MEPSP         VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
             60        70        80     
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVE     
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.5  bits: 18.9 E():   36 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (23-37:83-97) 
 
                       10        20        30        40        50   
2MEPSP         VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
             60        70        80     
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVE     
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (24-77:92-139) 
 
                      10        20        30        40        50    
2MEPSP        VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
            60        70         80           
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVE           
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         :::  :  . .::..  ::  ::              
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG 
        120         130       140       150   
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.7  bits: 19.2 E():   39 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (39-65:155-183) 
 
       10        20        30        40        50          60       
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
         70        80     
2MEPSP GGQKYKSPKNAYVE     
                          
gi|549 CNYGPAGNVGNEPIYERK 
          190       200   
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (33-56:104-127) 
 
             10        20        30        40        50        60   
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
             70        80          
2MEPSP FYIKGGQKYKSPKNAYVE          
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (10-56:81-127) 
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                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (33-56:104-127) 
 
             10        20        30        40        50        60   
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
             70        80          
2MEPSP FYIKGGQKYKSPKNAYVE          
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 44; 28.9% identity (55.3% similar) in 38 aa overlap (24-61:125-160) 
 
                      10        20        30        40        50    
2MEPSP        VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|459 TLEKISNEIKIVATPDGGPILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYPLA 
          100       110       120       130       140       150     
 
            60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVE 
         :::...                    
gi|459 --HSDAYN                    
            160                    
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVTT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.6  bits: 18.9 E():   40 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (4-34:108-139) 
 
                                          10        20        30    
2MEPSP                            VKLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
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             40        50        60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
       ..                                               
gi|606 EIDEDGSGKIEFEEFWELMAGEAD                         
       140       150       160                          
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.4  bits: 18.5 E():   41 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (53-71:9-27) 
 
             30        40        50        60        70        80   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE   
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.3  bits: 17.8 E():   42 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (53-70:7-24) 
 
             30        40        50        60        70        80   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE   
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.3  bits: 17.8 E():   42 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (53-70:7-24) 
 
             30        40        50        60        70        80   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE   
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 72.3  bits: 18.2 E():   47 
Smith-Waterman score: 41; 40.9% identity (68.2% similar) in 22 aa overlap (1-22:7-24) 
 
                     10        20        30        40        50     
2MEPSP       VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
             .:::: .    :  ...:::.:                                 
gi|209 MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCC 
               10            20        30        40        50       
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.0  bits: 18.2 E():   49 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (30-56:86-112) 
 
                10        20        30        40        50          
2MEPSP  VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
      60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVE 
                             
gi|301 LIRSLFGLP             
         120                 
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>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (10-56:80-126) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
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gi|125 PGTIKKISFPEGFPFKYVKDGVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKITFPEGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :    .:.. ... .:..:                                  
gi|459 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLKAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
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      110       120       130       140       150       160 
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFEYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (10-56:81-127) 
 
                                    10        20        30          
2MEPSP                      VKLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
        40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE          
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.6  bits: 20.9 E():   51 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (21-48:500-527) 
 
                         10        20        30        40        50 
2MEPSP           VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
               60        70        80                               
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVE                               
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.6  bits: 18.2 E():   51 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (53-71:9-27) 
 
             30        40        50        60        70        80   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE   
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.6  bits: 18.2 E():   51 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (53-71:9-27) 
 
             30        40        50        60        70        80   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE   
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
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                                     10        20        30         
 
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.5  bits: 16.1 E():   52 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (52-60:10-18) 
 
              30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
                                     . :...:.:                     
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA       
                                    10        20        30         
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 71.5  bits: 17.5 E():   52 
Smith-Waterman score: 39; 57.1% identity (64.3% similar) in 14 aa overlap (53-66:7-16) 
 
             30        40        50        60        70        80   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE   
                                     ::::    :::. :                 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 17.8 E():   54 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (52-77:19-44) 
 
              30        40        50        60        70        80  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE  
                                     :::  : ..  :. : :   ::  .:     
gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.0  bits: 18.5 E():   56 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (25-66:115-155) 
 
                     10        20        30        40        50     
2MEPSP       VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
           60        70        80             
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVE             
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (16-60:99-142) 
 
                              10        20        30        40      
2MEPSP                VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
          50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
           . .  :.:. :                     
gi|195 HNTPYCLAMEESQ-WS                    
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      130       140                        
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (16-60:99-142) 
 
                              10        20        30        40      
2MEPSP                VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
          50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
           . .  :.:. :                     
gi|219 HNTPYCLAMEESQ-WS                    
      130       140                        
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (30-56:5-31) 
 
               10        20        30        40        50        60 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                    ::. : ..:  .  :. ..  :: ..:     
gi|424                          EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIEL 
                                        10        20        30      
 
               70        80                                         
2MEPSP DRFYIKGGQKYKSPKNAYVE                                         
                                                                    
gi|424 IRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKII 
          40        50        60        70        80        90      
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.8  bits: 16.1 E():   57 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (52-60:10-18) 
 
              30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
                                     . :...:.:                     
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK    
                                    10        20        30         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 19.9 E():   59 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (3-37:1-35) 
 
               10        20        30        40        50        60 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
         ..: .:   :  :. :.:.:..... .    : :.                        
gi|142   MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFKKHVDPSSAS 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP DRFYIKGGQKYKSPKNAYVE                                         
                                                                    
gi|142 AHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGHFHEDVIEQI 
       60        70        80        90       100       110         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 19.9 E():   59 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (3-37:1-35) 
 
               10        20        30        40        50        60 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
         ..: .:   :  :. :.:.:..... .    : :.                        
gi|796   MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFKKHVDPSSAS 
                 10        20        30        40        50         
 
               70        80                                         
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2MEPSP DRFYIKGGQKYKSPKNAYVE                                         
                                                                    
gi|796 AHQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGHFHEDVIEQI 
       60        70        80        90       100       110         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.5  bits: 19.6 E():   59 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (30-56:169-195) 
 
                10        20        30         40        50         
2MEPSP  VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
       60        70        80                                       
2MEPSP SWDRFYIKGGQKYKSPKNAYVE                                       
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.3  bits: 17.5 E():   61 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (62-70:67-75) 
 
              40        50        60        70        80            
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE            
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
gi|126 N 
         
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.2  bits: 19.9 E():   62 
Smith-Waterman score: 46; 43.5% identity (52.2% similar) in 23 aa overlap (55-77:164-184) 
 
           30        40        50        60        70        80     
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE     
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGATVKHTKEGTESSAFW--FAVGGKQSYTSKKVATEVSRDP 
           140       150       160         170       180       190  
 
gi|572 HLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWIGQSADSKEKQSAFDVGQ 
             200       210       220       230       240       250  
 
>>gi|29539109|emb|CAD87730.1| allergen Len c 1.0101 [Len  (418 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.0  bits: 19.6 E():   63 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (1-59:126-183) 
 
                                             10        20        30 
2MEPSP                               VKLSGSISSQYLSALLMAAPLALGDVEIEI 
                                     :.  :...:  ::.  .  :  :.    .: 
gi|295 DTIKLPAGTIAYLANRDDNEDLRVLDLAIPVNRPGQLQSFLLSGT-QNQPSFLSGFSKNI 
         100       110       120       130       140        150     
 
               40        50        60        70        80           
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE           
       ..  ..  : :.   :.:.   :..:  :                                
gi|295 LEAAFNTEYEEIEKVLLEEQEQKSQHRRSLRDKRQEITNEDVIVKVSREQIEELSKNAKS 
          160       170       180       190       200       210     
 
>>gi|280414|pir||A60372 pollen allergen Poa-pI - Kentuck  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.7  bits: 15.1 E():   66 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (52-60:10-18) 
 
              30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
                                     . : ..:.:                     
gi|280                      IAKVPPGPXITATYGDKWLD                   
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                                    10        20                   
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (30-56:236-262) 
 
                10        20        30        40        50          
2MEPSP  VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
      60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVE 
                             
gi|225 LIRSWFGLP             
         270                 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.6  bits: 17.2 E():   66 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (28-40:71-83) 
 
                  10        20        30        40        50        
2MEPSP    VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVE 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.6  bits: 17.2 E():   66 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (28-40:71-83) 
 
                  10        20        30        40        50        
2MEPSP    VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVE 
 
>>gi|1405736|emb|CAA35188.1| trypsin inhibitor cme precu  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.9 E():   70 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (7-25:9-27) 
 
                 10        20        30        40        50         
2MEPSP   VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.  . :.:.:.  ..::                                  
gi|140 MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLLT 
               10        20        30        40        50        60 
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.0  bits: 19.6 E():   72 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (17-57:372-412) 
 
                             10        20        30        40       
2MEPSP               VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
          50        60        70        80                          
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE                          
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subsp. v  (148 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5553

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 17.9 E():   72 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (7-25:9-27) 
 
                 10        20        30        40        50         
2MEPSP   VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.  . :.:.:.  ..::                                  
gi|190 MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLLT 
               10        20        30        40        50        60 
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 40; 33.3% identity (51.9% similar) in 54 aa overlap (24-77:92-139) 
 
                      10        20        30        40        50    
2MEPSP        VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
            60        70        80           
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVE           
         :::  : .   : .. ::  ::              
gi|160 --HSDP-DDLGRGGHEQSKSTGNAGGRVACGIIGLQG 
        120        130       140       150   
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 44; 28.6% identity (64.3% similar) in 28 aa overlap (51-74:182-209) 
 
               30        40        50        60            70       
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
         80                                                         
2MEPSP AYVE                                                         
                                                                    
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 From P  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 17.5 E():   78 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (46-61:32-47) 
 
          20        30        40        50        60        70      
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|159 PMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
              10        20        30        40        50        60  
 
          80                                                        
2MEPSP NAYVE                                                        
                                                                    
gi|159 DELNEMENTQGCMCEALQQIMENQCDRLQDRQMVQQFKRELMSLPQQCNFRAPQRCDLDV 
              70        80        90       100       110       120  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.2  bits: 19.6 E():   79 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (36-76:417-454) 
 
          10        20        30        40        50        60      
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
          70        80                                              
2MEPSP KGGQKYKSPKNAYVE                                              
       . :: .  :.:                                                  
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
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           450       460       470       480       490       500    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.2  bits: 17.2 E():   79 
Smith-Waterman score: 38; 40.0% identity (66.7% similar) in 15 aa overlap (66-80:53-67) 
 
          40        50        60        70        80                
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE                
                                     .: : : :: .. .:                
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|2129805|pir||S65143 pollen allergen group II (clone  (80 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.2  bits: 16.8 E():   79 
Smith-Waterman score: 37; 33.3% identity (61.1% similar) in 18 aa overlap (53-70:4-21) 
 
             30        40        50        60        70        80   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE   
                                     .:::.  . .:  .:  :             
gi|212                            ETERAEHDRIFKKFDANGDGKISASELGDALKN 
                                          10        20        30    
 
gi|212 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
            40        50        60        70        80 
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 39; 35.0% identity (50.0% similar) in 20 aa overlap (57-76:3-22) 
 
         30        40        50        60        70        80       
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE       
                                     .::::   .    . :  ::           
gi|298                             MSADSWDNHCVTYVANNKCLKNLCMTAIDGSH 
                                           10        20        30   
 
gi|298 LGTSNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYA 
             40        50        60        70        80        90   
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.9 E():   80 
Smith-Waterman score: 40; 25.9% identity (70.4% similar) in 27 aa overlap (5-31:40-66) 
 
                                         10        20        30     
2MEPSP                           VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.::.. :. .: .    .:..:.. .    
gi|144 SKSACSGEVVMEQSVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEE 
      10        20        30        40        50        60          
 
           40        50        60        70        80               
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE               
                                                                    
gi|144 ADADGDGYVSLQEFVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTI 
      70        80        90       100       110       120          
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.0  bits: 17.5 E():   80 
Smith-Waterman score: 39; 43.8% identity (75.0% similar) in 16 aa overlap (53-68:9-24) 
 
             30        40        50        60        70        80   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE   
                                     : :.:...:.:  : :               
gi|990                       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKP 
                                     10        20        30         
 
gi|990 TFEVAIENDQYIFRSLSTFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFG 
       40        50        60        70        80        90         
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
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 initn:  32 init1:  32 opt:  32  Z-score: 68.0  bits: 15.1 E():   81 
Smith-Waterman score: 32; 46.2% identity (53.8% similar) in 13 aa overlap (20-32:3-15) 
 
               10        20        30        40        50        60 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                          :  : :: . : :                             
gi|527                  TDPGHLQDVXVAINDPKXGVFVNRK                   
                                10        20                        
 
               70        80 
2MEPSP DRFYIKGGQKYKSPKNAYVE 
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 18.2 E():   82 
Smith-Waterman score: 41; 61.5% identity (76.9% similar) in 13 aa overlap (18-30:101-113) 
 
                            10        20        30        40        
2MEPSP              VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                     :: : ::: .:.:                  
gi|144 SATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLK 
               80        90       100       110       120       130 
 
        50        60        70        80                            
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE                            
                                                                    
gi|144 FEGHIGDIDMKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYF 
              140       150       160       170       180       190 
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.9  bits: 19.6 E():   82 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (55-77:208-228) 
 
           30        40        50        60        70        80     
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE     
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 39; 33.3% identity (57.6% similar) in 33 aa overlap (6-38:31-63) 
 
                                        10        20        30      
2MEPSP                          VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     ..:. :: :   ..::  :   ::   : . 
gi|132 MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIEGPVKNV 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE                
       ..:                                                          
gi|132 AVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLA 
               70        80        90       100       110       120 
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (39-71:127-158) 
 
       10        20        30        40        50        60         
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                     .:  :. :: :.:  .   : :. .  : . 
gi|275 GNAKAMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDS 
        100       110       120       130       140        150      
 
       70        80                                                 
2MEPSP QKYKSPKNAYVE                                                 
       ...                                                          
gi|275 DNFIKLLDKFDEKFAHTSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAH 
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         160       170       180       190       200       210      
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 18.2 E():   87 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (30-56:2-28) 
 
               10        20        30        40        50        60 
2MEPSP VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                    ::. : ..:  .  :. ..  :: ..:     
gi|289                             SIISTLNAMPEYQDLLQNLRDKGVDVDHYIEL 
                                           10        20        30   
 
               70        80                                         
2MEPSP DRFYIKGGQKYKSPKNAYVE                                         
                                                                    
gi|289 IRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKII 
             40        50        60        70        80        90   
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 39; 25.0% identity (60.7% similar) in 28 aa overlap (16-43:99-126) 
 
                              10        20        30        40      
2MEPSP                VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|217 CEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
          50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
                                           
gi|217 HNTPYCLGMEESQWS                     
      130       140                        
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.4  bits: 17.2 E():   88 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (46-63:26-42) 
 
          20        30        40        50        60        70      
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ..:  :..:. ::  :..             
gi|117      MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINEL 
                    10        20        30         40        50     
 
          80                                                       
2MEPSP NAYVE                                                       
                                                                   
gi|117 IASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110    
 
>>gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Arachi  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (46-61:50-65) 
 
          20        30        40        50        60        70      
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|172 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
      20        30        40        50        60        70          
 
          80                                                        
2MEPSP NAYVE                                                        
                                                                    
gi|172 DELDQMENTERCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
      80        90       100       110       120       130          
 
>>gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=Congl  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (46-61:51-66) 
 
          20        30        40        50        60        70      
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2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|751 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
               30        40        50        60        70        80 
 
          80                                                        
2MEPSP NAYVE                                                        
                                                                    
gi|751 DELNEMENTQRCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
               90       100       110       120       130       140 
 
>>gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging protein   (236 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 41; 26.9% identity (50.0% similar) in 26 aa overlap (45-69:187-212) 
 
           20        30        40        50         60        70    
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKS 
                                     .. :. :.   :    :: : .  :.     
gi|375 GKKITGFTDIGEDILGVTDIMKKGNLLTIKQVAEKEGATYIEPEGPWDNFTVTDGRIVTG 
        160       170       180       190       200       210       
 
            80              
2MEPSP PKNAYVE              
                            
gi|375 VNPQSAVKTAEDVIAAFECN 
        220       230       
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.1  bits: 19.2 E():   90 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (42-74:232-264) 
 
              20        30        40        50        60        70  
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
              80                                                    
2MEPSP KSPKNAYVE                                                    
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.1  bits: 19.2 E():   90 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (42-74:232-264) 
 
              20        30        40        50        60        70  
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
              80                                                    
2MEPSP KSPKNAYVE                                                    
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.8  bits: 16.9 E():   94 
Smith-Waterman score: 37; 55.6% identity (88.9% similar) in 9 aa overlap (62-70:67-75) 
 
              40        50        60        70        80            
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE            
                                     ::. :::..                      
gi|144 HGSEEWEPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         40        50        60        70        80        90       
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.9 E():   94 
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Smith-Waterman score: 40; 31.2% identity (68.8% similar) in 16 aa overlap (52-67:146-161) 
 
              30        40        50        60        70        80  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE  
                                     .. .:  . :::.. :               
gi|109 ILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFKMMFQK 
         120       130       140       150       160       170      
 
gi|109 PRTRTCIEKDFPRRSSSSIPT 
         180       190       
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 43; 28.2% identity (59.0% similar) in 39 aa overlap (22-60:94-131) 
 
                        10        20        30        40        50  
2MEPSP          VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                     .. :. :: : :  .. :::   ...   : 
gi|129 SLERRGATGGDLPVGIERNYKINKFAAYAGSFDDATIEEIRKNEDVAYVEED-QIYYLDG 
            70        80        90       100       110        120   
 
              60        70        80                                
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVE                                
       . ...:  :                                                    
gi|129 LTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNA 
            130       140       150       160       170       180   
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 43; 28.2% identity (59.0% similar) in 39 aa overlap (22-60:94-131) 
 
                        10        20        30        40        50  
2MEPSP          VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                     .. :. :: : :  .. :::   ...   : 
gi|746 SLERRGATGGDLPVGIERNYKINKFAAYAGSFDDATIEEIRKNEDVAYVEED-QIYYLDG 
            70        80        90       100       110        120   
 
              60        70        80                                
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVE                                
       . ...:  :                                                    
gi|746 LTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNA 
            130       140       150       160       170       180   
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.5 E():   95 
Smith-Waterman score: 39; 31.4% identity (51.4% similar) in 35 aa overlap (7-41:10-44) 
 
                  10        20        30        40        50        
2MEPSP    VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                :.:    : :. :     ..  .::: . :.  ::                 
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP DSWDRFYIKGGQKYKSPKNAYVE                                      
                                                                    
gi|169 GETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFH 
               70        80        90       100       110       120 
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.5 E():   95 
Smith-Waterman score: 39; 31.4% identity (51.4% similar) in 35 aa overlap (7-41:10-44) 
 
                  10        20        30        40        50        
2MEPSP    VKLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                :.:    : :. :     ..  .::: . :.  ::                 
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP DSWDRFYIKGGQKYKSPKNAYVE                                      
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gi|374 GETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYH 
               70        80        90       100       110       120 
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.9 E():   97 
Smith-Waterman score: 43; 25.0% identity (75.0% similar) in 16 aa overlap (64-79:73-88) 
 
            40        50        60        70        80              
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE              
                                     :. : . ...: :...               
gi|739 KTDSTQAILRAWDQACNGFGKQRVIVPEGVYLTGPMAFRGPCNGFISMQVRGELRAYGDV 
             50        60        70        80        90       100   
 
gi|739 GKYPNAKWVSYEDLNGLLVTGGGRFNAQGSQAWTQNDCSTKKNCALLTTSVKFDHCTNAT 
            110       120       130       140       150       160   
 
>>gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Pollen  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.4  bits: 16.9 E():   98 
Smith-Waterman score: 37; 50.0% identity (58.3% similar) in 12 aa overlap (67-78:12-23) 
 
         40        50        60        70        80                 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE                 
                                     :: : .:   ::                   
gi|416                    GKVYLVGGPELGGWKLQSDPRAYALWSARQQFKTTDVLWFN 
                                  10        20        30        40  
 
gi|416 FTTGEDSVAEVWREEAYHACDIKDPIRLEPGGPDRFTLLTPGSHFICTKDQKFVACVPGR 
              50        60        70        80        90       100  
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 38; 43.8% identity (68.8% similar) in 16 aa overlap (53-68:8-23) 
 
             30        40        50        60        70        80   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE   
                                     : :.:...: :  : :               
gi|121                        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|121 TLEVEVAGDTYTLRSLSTFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFG 
        40        50        60        70        80        90        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:43 2011 done: Tue Apr 19 10:57:43 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 173  - 252 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     1     0:=          one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     4     2:*= 
  32     0     8:  * 
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  34     6    22:==     * 
  36    26    44:=========     * 
  38    39    73:=============           * 
  40    72   102:========================         * 
  42   118   125:======================================== * 
  44   114   137:======================================       * 
  46    96   140:================================              * 
  48   153   134:============================================*====== 
  50   177   122:========================================*================== 
  52   127   107:===================================*======= 
  54    91    92:==============================* 
  56    99    77:=========================*======= 
  58    66    63:====================*= 
  60    37    51:=============   * 
  62    41    41:=============* 
  64    45    33:==========*==== 
  66    29    26:========*= 
  68    16    20:======* 
  70    19    16:=====*= 
  72    21    12:===*=== 
  74    21    10:===*=== 
  76    22     8:==*===== 
  78     6     6:=* 
  80     7     5:=*= 
  82     8     3:*== 
  84     4     3:*= 
  86     5     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     7     1:*==       :*====== 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.17060.00307; mu= 8.5907 0.161 
 mean_var=31.5549 7.498, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.228318 
 Kolmogorov-Smirnov  statistic: 0.1189 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   69 27.4   0.095 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   58 23.8     1.3 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   57 23.5     1.7 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   56 23.1     1.9 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   56 23.1     1.9 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.5       2 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.5       2 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   56 23.1     2.1 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   56 23.1     2.1 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 23.5     2.1 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   57 23.5     2.6 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 22.5     3.3 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   54 22.5     3.3 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   54 22.5     3.3 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.5       5 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   49 20.8       5 
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gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   52 21.8     5.2 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.9     5.4 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   55 22.9     6.2 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   54 22.5     6.6 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 23.2     7.9 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 21.1     8.2 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 21.1     8.2 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 21.1     8.2 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   48 20.5       9 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.5     9.6 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.8      10 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.9      11 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 20.1      11 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 20.5      13 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   48 20.5      13 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   48 20.5      13 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.9      13 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   51 21.5      14 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 17.4      14 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.8      14 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   51 21.5      15 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.5      16 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   47 20.2      16 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.9      17 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.9      17 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 18.4      17 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 19.5      18 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.8      20 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.8      20 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.8      20 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.8      20 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   52 21.9      21 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 17.4      24 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   50 21.2      24 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 19.2      25 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   45 19.5      25 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   45 19.5      26 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   45 19.5      26 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   45 19.5      26 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   45 19.5      26 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   45 19.5      26 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   45 19.5      26 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   45 19.5      26 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 18.5      26 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 18.5      26 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   51 21.6      26 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   51 21.6      26 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 19.2      26 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 19.2      26 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 18.5      27 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.5      29 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.5      30 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   44 19.2      32 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   44 19.2      32 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   44 19.2      32 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   44 19.2      32 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 19.2      32 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   44 19.2      32 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   44 19.2      32 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 19.2      32 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   44 19.2      32 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   44 19.2      32 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   44 19.2      32 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   44 19.2      32 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   44 19.2      32 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 18.1      34 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.8      34 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.8      36 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.8      36 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.8      38 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 19.2      40 
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gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.8      40 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   43 18.8      40 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   43 18.8      40 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.8      40 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   43 18.8      40 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   43 18.8      40 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   43 18.8      40 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.8      40 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.5      42 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 18.5      42 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 18.5      42 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.8      43 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.8      43 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 18.2      50 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 18.5      50 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   42 18.5      50 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   42 18.5      50 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   42 18.5      50 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   42 18.5      50 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.5      50 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.5      50 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   42 18.5      50 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   42 18.5      50 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   42 18.5      50 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 18.5      50 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.9      51 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 18.2      52 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 18.2      52 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   39 17.5      53 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 16.1      54 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.8      55 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.5      56 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 18.2      57 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 18.2      57 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.9      57 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 16.1      58 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.9      59 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.9      59 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   40 17.8      60 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.6      60 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 17.5      62 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   46 19.9      62 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.9      66 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 17.1      67 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 17.1      67 
gi|280414|pir||A60372 pollen allergen Poa-pI - Ken (  20)   32 15.1      68 
gi|1405736|emb|CAA35188.1| trypsin inhibitor cme p ( 144)   40 17.8      71 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.6      72 
gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subs ( 148)   40 17.8      73 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   40 17.8      75 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   44 19.2      75 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.6      79 
gi|29539109|emb|CAD87730.1| allergen Len c 1.0101  ( 418)   44 19.2      79 
gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 Fr ( 127)   39 17.5      79 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   38 17.2      80 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   39 17.5      80 
gi|2129805|pir||S65143 pollen allergen group II (c (  80)   37 16.8      81 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   40 17.9      81 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   39 17.5      82 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.6      82 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   41 18.2      83 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   32 15.1      83 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.5      86 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   44 19.2      86 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   41 18.2      87 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   39 17.5      88 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   38 17.2      89 
gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Ar ( 144)   39 17.5      89 
gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=C ( 145)   39 17.5      90 
gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging prot ( 236)   41 18.2      90 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   44 19.2      90 
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gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   44 19.2      90 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   40 17.9      95 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 18.9      95 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 18.9      95 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   37 16.8      95 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   39 17.5      96 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   39 17.5      96 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   43 18.9      97 
gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Po ( 101)   37 16.8   1e 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  69  Z-score: 120.9  bits: 27.4 E(): 0.095 
Smith-Waterman score: 69; 28.1% identity (50.0% similar) in 64 aa overlap (3-66:37-99) 
 
                                           10        20        30   
2MEPSP                             KLSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     :: : .  . :: .:.:: .    . ..   
gi|291 QLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPV-LVPA 
         10        20        30        40        50        60       
 
             40        50        60        70        80             
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG             
       .:..  . : .     ::: :    ::   :. :                           
gi|291 VITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDR 
          70        80        90       100       110       120      
 
gi|291 AEQFGQQHVTGSQGS 
         130       140 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 100.3  bits: 23.8 E():  1.3 
Smith-Waterman score: 58; 23.8% identity (60.3% similar) in 63 aa overlap (9-69:81-139) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|132 PGTIKKITFSEGSPFKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
         40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG           
       :     :.. ... .:..:    :  .::::..                      
gi|132 PDGGSILKISNKYHTKGDH--EVDAEHIKGGKEKVEGLFRAVEAYLLAHSDAYN 
      110       120         130       140       150       160 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 98.5  bits: 23.5 E():  1.7 
Smith-Waterman score: 57; 27.0% identity (58.7% similar) in 63 aa overlap (21-80:91-150) 
 
                         10        20        30           40        
2MEPSP           KLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.   ...    
gi|880 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTVIKTTS 
               70        80        90        100       110          
 
        50        60        70        80           
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG           
       .. .:..   . .  ..:.:..  :     .::           
gi|880 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 97.4  bits: 23.1 E():  1.9 
Smith-Waterman score: 56; 28.0% identity (46.7% similar) in 75 aa overlap (2-76:41-110) 
 
                                            10        20        30  
2MEPSP                              KLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     :::   .  . :: .:.:: .    . ..  
gi|753 TRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVP 
               20        30        40        50        60           
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              40        50        60        70        80            
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG            
        .:.:  .   .     ::: :    ::   :. :    : : .:                
gi|753 AVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAR 
      70        80        90       100           110       120      
 
gi|753 EMKDRAEQFSQQPVAGSQTS 
         130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 97.4  bits: 23.1 E():  1.9 
Smith-Waterman score: 56; 28.0% identity (46.7% similar) in 75 aa overlap (2-76:41-110) 
 
                                            10        20        30  
2MEPSP                              KLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     :::   .  . :: .:.:: .    . ..  
gi|198 TRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVP 
               20        30        40        50        60           
 
              40        50        60        70        80            
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG            
        .:.:  .   .     ::: :    ::   :. :    : : .:                
gi|198 AVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAR 
      70        80        90       100           110       120      
 
gi|198 EMKDRAEQFSQQPVAGSQTS 
         130       140      
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.1  bits: 23.5 E():    2 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (11-26:9-24) 
 
               10        20        30        40        50        60 
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                 :.:::.:: . :::..                                   
gi|476   MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGI 
                 10        20        30        40        50         
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.1  bits: 23.5 E():    2 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (11-26:9-24) 
 
               10        20        30        40        50        60 
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                 :.:::.:: . :::..                                   
gi|313   MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGI 
                 10        20        30        40        50         
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 96.7  bits: 23.1 E():  2.1 
Smith-Waterman score: 56; 27.0% identity (57.1% similar) in 63 aa overlap (21-80:91-150) 
 
                         10        20        30           40        
2MEPSP           KLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
        50        60        70        80           
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG           
       .. .:..   . .  ..:.:..  :     .::           
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 96.7  bits: 23.1 E():  2.1 
Smith-Waterman score: 56; 27.0% identity (57.1% similar) in 63 aa overlap (21-80:91-150) 
 
                         10        20        30           40        
2MEPSP           KLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
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gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
        50        60        70        80           
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG           
       .. .:..   . .  ..:.:..  :     .::           
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 96.7  bits: 23.5 E():  2.1 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (5-43:26-64) 
 
                                    10        20        30          
2MEPSP                      KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG                    
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 95.1  bits: 23.5 E():  2.6 
Smith-Waterman score: 57; 26.1% identity (56.5% similar) in 69 aa overlap (1-67:12-73) 
 
                           10        20        30        40         
2MEPSP            KLSGSISS-QYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
                  : .:.. . . .   : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
        50        60        70        80                            
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG                            
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 93.2  bits: 22.5 E():  3.3 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (21-55:90-126) 
 
                         10        20        30          40         
2MEPSP           KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
       50        60        70        80         
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 93.2  bits: 22.5 E():  3.3 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (21-55:90-126) 
 
                         10        20        30          40         
2MEPSP           KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
       50        60        70        80         
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
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     120       130       140       150          
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 93.2  bits: 22.5 E():  3.3 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (21-55:91-127) 
 
                         10        20        30          40         
2MEPSP           KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
       50        60        70        80         
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       . .:..:                                  
gi|132 YHTKGDHEMKAEHMKAIKEKAEALLRAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 90.0  bits: 23.5 E():    5 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (2-37:247-289) 
 
                                            10          20          
2MEPSP                              KLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
           30        40        50        60        70        80     
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG     
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 90.0  bits: 20.8 E():    5 
Smith-Waterman score: 49; 23.8% identity (55.6% similar) in 63 aa overlap (21-80:5-64) 
 
               10        20        30           40        50        
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSD 
                           ::.:. .: ::   ::.: :     ..   .. .:..    
gi|603                 VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEI 
                                10        20        30        40    
 
        60        70        80           
2MEPSP SWDRFYIKGGQKYKSPKNAYVEG           
       . .  ..:.:..  .     .::           
gi|603 KEE--HVKAGKEKAAHLFKLIEGYLKDHPSEYN 
              50        60        70     
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 89.6  bits: 21.8 E():  5.2 
Smith-Waterman score: 52; 22.2% identity (58.7% similar) in 63 aa overlap (9-69:81-139) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|154 PGTIKKITFSEGSPVKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
         40        50        60        70        80            
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG            
       :     :..  .. .:..:    .  .::::..                       
gi|154 PDGGSILKITSKYHTKGDHEVPAE--HIKGGKERVEGLLKPVEAYLLAHTAEYNN 
      110       120       130         140       150       160  
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 89.3  bits: 23.9 E():  5.4 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (19-63:372-415) 
 
                           10        20        30        40         
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2MEPSP             KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
       50        60        70        80                             
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG                             
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 88.2  bits: 22.9 E():  6.2 
Smith-Waterman score: 55; 26.0% identity (52.1% similar) in 73 aa overlap (2-66:231-299) 
 
                                            10        20        30  
2MEPSP                              KLSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     .:.:. .:.  .::..:    :: .::    
gi|113 GSSQIWIDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLFGA----GDENIEDRG 
              210       220       230       240           250       
 
              40                50        60        70        80    
2MEPSP KLISIPYVEMTLRLMER--------FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG    
        : .. .  .:  . .:        : :  .. :.:  . : :                  
gi|113 MLATVAFNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPD 
        260       270       280       290       300       310       
 
gi|113 ERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGE 
        320       330       340       350       360       370       
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 87.8  bits: 22.5 E():  6.6 
Smith-Waterman score: 54; 36.5% identity (61.5% similar) in 52 aa overlap (19-69:139-186) 
 
                           10        20        30         40        
2MEPSP             KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :. .  .  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDV--LA 
      110       120       130       140        150       160        
 
        50        60        70        80                            
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG                            
       : ..:   .:    ::.... :                                       
gi|612 R-NLKDLTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNND 
          170       180       190       200       210       220     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 86.4  bits: 23.2 E():  7.9 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (2-37:378-420) 
 
                                            10          20          
2MEPSP                              KLSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
           30        40        50        60        70        80     
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG     
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.0  bits: 21.1 E():  8.2 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (21-55:91-127) 
 
                         10        20        30          40         
2MEPSP           KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
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       50        60        70        80         
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.0  bits: 21.1 E():  8.2 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (21-55:91-127) 
 
                         10        20        30          40         
2MEPSP           KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
       50        60        70        80         
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.0  bits: 21.1 E():  8.2 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (21-55:91-127) 
 
                         10        20        30          40         
2MEPSP           KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
       50        60        70        80         
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 85.3  bits: 20.5 E():    9 
Smith-Waterman score: 48; 30.8% identity (57.7% similar) in 26 aa overlap (50-75:18-43) 
 
      20        30        40        50        60        70          
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
                                     : .:  : ..  :. : : . :.: .     
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.8  bits: 22.5 E():  9.6 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (30-51:9-30) 
 
               10        20        30        40        50        60 
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                    :  :..::.. .: :  .: ::          
gi|424                      NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDI 
                                    10        20        30          
 
               70        80                                         
2MEPSP RFYIKGGQKYKSPKNAYVEG                                         
                                                                    
gi|424 IAILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKGV 
      40        50        60        70        80        90          
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>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 84.3  bits: 20.8 E():   10 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (32-55:104-127) 
 
              10        20        30        40        50        60  
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
              70        80         
2MEPSP FYIKGGQKYKSPKNAYVEG         
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.1  bits: 22.9 E():   11 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (20-47:414-441) 
 
                          10        20        30        40          
2MEPSP            KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
      50        60        70        80                              
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG                              
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 83.5  bits: 20.1 E():   11 
Smith-Waterman score: 52; 29.2% identity (59.7% similar) in 72 aa overlap (1-67:20-90) 
 
                                   10          20        30         
2MEPSP                    KLSGSISSQ-YLSALLMAA--PLALGDVEIEIIDKLISIPY 
                          :  ::.. . ... . .::  :  .  : .::::.  :    
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKV-FEIIDQDKSDFV 
               10        20        30        40         50          
 
       40         50         60        70        80       
2MEPSP VEMTLRL-MERFGVKAEH-SDSWDRFYIKGGQKYKSPKNAYVEG       
        :  :.: .. :.. :.  ::.  . ..:.:                    
gi|145 EEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      60        70        80        90       100          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 82.5  bits: 20.5 E():   13 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (9-55:80-126) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 82.5  bits: 20.5 E():   13 
Smith-Waterman score: 48; 17.3% identity (53.3% similar) in 75 aa overlap (6-80:78-150) 
 
                                        10        20        30      
2MEPSP                          KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
                                     ..  :  .:. .  :. .  .:.   ::.: 
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gi|901 DGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVS 
        50        60        70        80        90       100        
 
          40        50        60        70        80           
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG           
        :.    ..   .. .:..   . .  ..:.:..  .     .::           
gi|901 APHGGTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAAHLFKLIEGYLKDHPSEYN 
       110       120       130         140       150       160 
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 82.5  bits: 20.5 E():   13 
Smith-Waterman score: 48; 20.4% identity (65.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVAHKNFKYSYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :  .  :.. ... .:..:                                  
gi|132 PDGRSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.3  bits: 22.9 E():   13 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (20-47:500-527) 
 
                          10        20        30        40          
2MEPSP            KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
      50        60        70        80                              
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG                              
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 82.1  bits: 21.5 E():   14 
Smith-Waterman score: 51; 39.4% identity (66.7% similar) in 33 aa overlap (1-31:107-139) 
 
                                             10         20          
2MEPSP                               KLSGSISSQYLSALL-MAAPLALGDVEI-E 
                                     : .:::...: .. : .   :  :::.: : 
gi|129 KYIDETNKKNNSYWLGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNIPE 
         80        90       100       110       120       130       
 
       30        40        50        60        70        80         
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
        .:                                                          
gi|129 YVDWRQKGAVTPVKNQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSYGC 
        140       150       160       170       180       190       
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 81.9  bits: 17.4 E():   14 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (51-59:10-18) 
 
               30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|409                      IAKVPPGGXITAEYGDKWLD                    
                                    10        20                    
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 81.8  bits: 19.8 E():   14 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (30-76:3-44) 
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               10        20        30        40        50        60 
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                    :  ..:   .: .:.     .:::: :  .  
gi|207                            MSITDIVSEKNIEAALE-----SVKAEGSFEYK 
                                          10             20         
 
               70        80                                         
2MEPSP RFYIKGGQKYKSPKNAYVEG                                         
        :. : :   ::  .:                                             
gi|207 CFFQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLK 
       30        40        50        60        70        80         
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 81.1  bits: 21.5 E():   15 
Smith-Waterman score: 51; 22.9% identity (52.9% similar) in 70 aa overlap (5-66:231-300) 
 
                                         10        20        30     
2MEPSP                           KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     .::.  ..    :. :. .:.... .   . 
gi|113 TGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKMHV 
              210       220       230       240       250       260 
 
           40             50           60        70        80       
2MEPSP SIPYVEMTLRLMER-----FG---VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG       
       .. :  .:  . ::     ::   .  .  : ::.. : :                     
gi|113 TLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVAPDFIY 
              270       280       290       300       310       320 
 
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 80.8  bits: 21.5 E():   16 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (5-53:54-105) 
 
                                         10          20         30  
2MEPSP                           KLSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
              40        50        60        70        80            
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG            
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 80.7  bits: 20.2 E():   16 
Smith-Waterman score: 47; 20.4% identity (65.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDILEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.4  bits: 20.9 E():   17 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (3-30:7-34) 
 
                   10        20        30        40        50       
2MEPSP     KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
             : .. :  ..:.  :::. :   :....                           
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
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               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEG                                     
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.4  bits: 20.9 E():   17 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (3-30:7-34) 
 
                   10        20        30        40        50       
2MEPSP     KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
             : .. :  ..:.  :::. :   :....                           
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEG                                     
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 80.1  bits: 18.4 E():   17 
Smith-Waterman score: 47; 37.1% identity (68.6% similar) in 35 aa overlap (1-35:12-42) 
 
                          10        20        30        40          
2MEPSP            KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                  : .:.:::. :.  :   :  ::.: .: :.....               
gi|377 EHERIFKRFDAKGDGKISSSELGETL--KP--LGSVTLEEIQRMMAEIDTDGDGFL     
               10        20            30        40        50       
 
      50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.9  bits: 19.5 E():   18 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (53-75:21-43) 
 
             30        40        50        60        70        80   
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG   
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (32-69:104-139) 
 
              10        20        30        40        50        60  
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
              70        80           
2MEPSP FYIKGGQKYKSPKNAYVEG           
         :::...                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
             140       150       160 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
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2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (22-55:92-127) 
 
                        10        20        30           40         
2MEPSP          KLSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
       50        60        70        80         
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 78.8  bits: 21.9 E():   21 
Smith-Waterman score: 52; 28.3% identity (56.5% similar) in 46 aa overlap (38-79:539-584) 
 
        10        20        30        40            50        60    
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
            70        80                                            
2MEPSP IKGGQKYKSPKNAYVEG                                            
        :  . :.. .. ::.                                             
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 77.7  bits: 17.4 E():   24 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (51-59:10-18) 
 
               30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK     
                                    10        20        30          
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 77.6  bits: 21.2 E():   24 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5574

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 50; 26.0% identity (50.7% similar) in 73 aa overlap (8-80:7-75) 
 
               10        20        30        40        50        60 
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
              : .: .: .::: ::. .  .  .. :   :  .: :. .  :  .   .. : 
gi|947  MMVAWWSLFLYGLQVAAP-ALAATPADWRSQSI---YFLLTDRFARTDGSTTATCNTAD 
                10         20        30           40        50      
 
               70        80                                         
2MEPSP RFYIKGGQKYKSPKNAYVEG                                         
       . :  :  .    :  :..:                                         
gi|947 QKYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENY 
          60        70        80        90       100       110      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.2  bits: 19.2 E():   25 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (29-44:49-64) 
 
                 10        20        30        40        50         
2MEPSP   KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
       60        70        80                         
2MEPSP WDRFYIKGGQKYKSPKNAYVEG                         
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (9-55:80-126) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :     :.. ... .:..:                                  
gi|437 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
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         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 45; 22.2% identity (60.3% similar) in 63 aa overlap (9-69:81-139) 
 
                                     10        20          30       
2MEPSP                       KLSGSISSQYLSALLMAAPLA--LGDVEIEIIDKLISI 
                                     .:  ... ..::.  :  .  ::  :...  
gi|534 PGTIKKITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEI--KIVAA 
               60        70        80        90       100           
 
         40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG           
       :     :..  .. .:.. : . ..  ::.:..                      
gi|534 PGGGSILKITSKYHTKGDISLNEEE--IKAGKEKGAGLFKAVENYLVAHPNAYN 
      110       120       130         140       150       160 
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
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>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 77.0  bits: 18.5 E():   26 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (4-25:54-75) 
 
                                          10        20        30    
2MEPSP                            KLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
            40        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 77.0  bits: 18.5 E():   26 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (4-25:54-75) 
 
                                          10        20        30    
2MEPSP                            KLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
            40        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 77.0  bits: 21.6 E():   26 
Smith-Waterman score: 51; 31.0% identity (62.1% similar) in 29 aa overlap (51-79:553-581) 
 
               30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 77.0  bits: 21.6 E():   26 
Smith-Waterman score: 51; 31.0% identity (62.1% similar) in 29 aa overlap (51-79:553-581) 
 
               30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.9  bits: 19.2 E():   26 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (52-62:8-18) 
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              30        40        50        60        70        80  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG  
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.9  bits: 19.2 E():   26 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (52-62:8-18) 
 
              30        40        50        60        70        80  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG  
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 76.8  bits: 18.5 E():   27 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (3-45:6-51) 
 
                  10        20           30        40        50     
2MEPSP    KLSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIPYVEMTLRLMERFGVKAE 
            :. .. :.:  :.  ::. :  :  .   .   :. .:    ::..          
gi|453 RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQL 
               10        20        30        40        50        60 
 
           60        70        80 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEG 
                                  
gi|453 PPLLSQGNPACSPKWLQLLVP      
               70        80       
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.2  bits: 19.5 E():   29 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (58-69:134-145) 
 
        30        40        50        60        70        80        
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG        
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.9  bits: 19.5 E():   30 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (58-69:142-153) 
 
        30        40        50        60        70        80        
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG        
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (9-55:80-126) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
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                                     .:  ... ..:.  ::.  .: .  :...  
gi|159 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :     :.. ... .:..:                                  
gi|159 PDGGSILKISNKYHTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (9-55:80-126) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|384 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :     :.. ... .:..:                                  
gi|384 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|114 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :     :.. ... .:..:                                  
gi|114 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :     :.. ... .:..:                                  
gi|132 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :     :.. ... .:..:                                  
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gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVEGYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (22-55:92-127) 
 
                        10        20            30        40        
2MEPSP          KLSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
        50        60        70        80         
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMRETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (9-55:81-127) 
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                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|241 PGTIKKISFPEGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :     :.. ... .:..:                                  
gi|241 PDGGSILKISNKYHTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (65.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (23-60:125-160) 
 
                       10        20        30        40        50   
2MEPSP         KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
             60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEG 
         :::...                     
gi|132 --HSDAYN                     
            160                     
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.8  bits: 18.1 E():   34 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (53-72:9-28) 
 
             30        40        50        60        70        80   
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG   
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
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       40        50        60        70        80     
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (13-55:8-46) 
 
               10        20        30        40        50        60 
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                   :..::. ..   :...  ::  .  . .:   :::.:: : ..      
gi|140      MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFGEKIDQIEHGL 
                    10        20        30            40        50  
 
               70        80                                         
2MEPSP RFYIKGGQKYKSPKNAYVEG                                         
                                                                    
gi|140 LMLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFETA 
              60        70        80        90       100       110  
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (22-36:83-97) 
 
                        10        20        30        40        50  
2MEPSP          KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
              60        70        80    
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEG    
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (22-36:83-97) 
 
                        10        20        30        40        50  
2MEPSP          KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
              60        70        80    
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEG    
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (23-76:92-139) 
 
                       10        20        30        40        50   
2MEPSP         KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
             60        70         80          
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEG          
         :::  :  . .::..  ::  ::              
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG 
        120         130       140       150   
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.6  bits: 19.2 E():   40 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (38-64:155-183) 
 
        10        20        30        40        50          60      
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2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
          70        80    
2MEPSP GGQKYKSPKNAYVEG    
                          
gi|549 CNYGPAGNVGNEPIYERK 
          190       200   
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (32-55:104-127) 
 
              10        20        30        40        50        60  
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
              70        80         
2MEPSP FYIKGGQKYKSPKNAYVEG         
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (32-55:104-127) 
 
              10        20        30        40        50        60  
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
              70        80         
2MEPSP FYIKGGQKYKSPKNAYVEG         
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gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 44; 28.9% identity (55.3% similar) in 38 aa overlap (23-60:125-160) 
 
                       10        20        30        40        50   
2MEPSP         KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|459 TLEKISNEIKIVATPDGGPILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYPLA 
          100       110       120       130       140       150     
 
             60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEG 
         :::...                     
gi|459 --HSDAYN                     
            160                     
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVTT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.5  bits: 18.8 E():   40 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (3-33:108-139) 
 
                                           10        20         30  
2MEPSP                             KLSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
              40        50        60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
       ..                                                
gi|606 EIDEDGSGKIEFEEFWELMAGEAD                          
       140       150       160                           
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 18.5 E():   42 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (52-70:9-27) 
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              30        40        50        60        70        80  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG  
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (51-80:14-43) 
 
               30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|179                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
gi|179 YMTMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (51-80:14-43) 
 
               30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|144                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
gi|144 YMTMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.1  bits: 17.8 E():   43 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (52-69:7-24) 
 
              30        40        50        60        70        80  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG  
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.1  bits: 17.8 E():   43 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (52-69:7-24) 
 
              30        40        50        60        70        80  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG  
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.9  bits: 18.2 E():   50 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (29-55:86-112) 
 
                 10        20        30        40        50         
2MEPSP   KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
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       60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEG 
                              
gi|301 LIRSLFGLP              
         120                  
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (9-55:80-126) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFKYVKDGVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
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>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKITFPEGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFEYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
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gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :    .:.. ... .:..:                                  
gi|459 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLKAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (9-55:81-127) 
 
                                     10        20        30         
2MEPSP                       KLSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
         40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG         
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.6  bits: 20.9 E():   51 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (20-47:500-527) 
 
                          10        20        30        40          
2MEPSP            KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
      50        60        70        80                              
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG                              
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (52-70:9-27) 
 
              30        40        50        60        70        80  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG  
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
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 initn:  41 init1:  41 opt:  41  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (52-70:9-27) 
 
              30        40        50        60        70        80  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG  
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 71.3  bits: 17.5 E():   53 
Smith-Waterman score: 39; 57.1% identity (64.3% similar) in 14 aa overlap (52-65:7-16) 
 
              30        40        50        60        70        80  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG  
                                     ::::    :::. :                 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.3  bits: 16.1 E():   54 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (51-59:10-18) 
 
               30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.1  bits: 17.8 E():   55 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (51-76:19-44) 
 
               30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     :::  : ..  :. : :   ::  .:     
gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.9  bits: 18.5 E():   56 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (24-65:115-155) 
 
                      10        20        30        40        50    
2MEPSP        KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
            60        70        80            
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEG            
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (15-59:99-142) 
 
                               10        20        30        40     
2MEPSP                 KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
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gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
           50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
           . .  :.:. :                      
gi|219 HNTPYCLAMEESQ-WS                     
      130       140                         
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (15-59:99-142) 
 
                               10        20        30        40     
2MEPSP                 KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
           50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
           . .  :.:. :                      
gi|195 HNTPYCLAMEESQ-WS                     
      130       140                         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (29-55:5-31) 
 
               10        20        30        40        50        60 
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                   ::. : ..:  .  :. ..  :: ..:      
gi|424                         EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELI 
                                       10        20        30       
 
               70        80                                         
2MEPSP RFYIKGGQKYKSPKNAYVEG                                         
                                                                    
gi|424 RALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIIT 
         40        50        60        70        80        90       
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.6  bits: 16.1 E():   58 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (51-59:10-18) 
 
               30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK     
                                    10        20        30          
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (2-36:1-35) 
 
               10        20        30        40        50        60 
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
        ..: .:   :  :. :.:.:..... .    : :.                         
gi|142  MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFKKHVDPSSASA 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP RFYIKGGQKYKSPKNAYVEG                                         
                                                                    
gi|142 HQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGHFHEDVIEQIR 
      60        70        80        90       100       110          
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (2-36:1-35) 
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               10        20        30        40        50        60 
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
        ..: .:   :  :. :.:.:..... .    : :.                         
gi|796  MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFKKHVDPSSASA 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP RFYIKGGQKYKSPKNAYVEG                                         
                                                                    
gi|796 HQSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGHFHEDVIEQIR 
      60        70        80        90       100       110          
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 70.4  bits: 17.8 E():   60 
Smith-Waterman score: 40; 42.9% identity (66.7% similar) in 21 aa overlap (1-21:8-24) 
 
                      10        20        30        40        50    
2MEPSP        KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
              :::: .    :  ...:::.:                                 
gi|209 MTGSLVLKLSGMV----LLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCC 
               10            20        30        40        50       
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.4  bits: 19.6 E():   60 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (29-55:169-195) 
 
                 10        20        30         40        50        
2MEPSP   KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
        60        70        80                                      
2MEPSP SWDRFYIKGGQKYKSPKNAYVEG                                      
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.2  bits: 17.5 E():   62 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (61-69:67-75) 
 
               40        50        60        70        80           
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG           
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
gi|126 N 
         
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.2  bits: 19.9 E():   62 
Smith-Waterman score: 46; 43.5% identity (52.2% similar) in 23 aa overlap (54-76:164-184) 
 
            30        40        50        60        70        80    
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG    
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGATVKHTKEGTESSAFW--FAVGGKQSYTSKKVATEVSRDP 
           140       150       160         170       180       190  
 
gi|572 HLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWIGQSADSKEKQSAFDVGQ 
             200       210       220       230       240       250  
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (29-55:236-262) 
 
                 10        20        30        40        50         
2MEPSP   KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
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gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
       60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEG 
                              
gi|225 LIRSWFGLP              
         270                  
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.5  bits: 17.1 E():   67 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (27-39:71-83) 
 
                   10        20        30        40        50       
2MEPSP     KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
         60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEG 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.5  bits: 17.1 E():   67 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (27-39:71-83) 
 
                   10        20        30        40        50       
2MEPSP     KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
         60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEG 
 
>>gi|280414|pir||A60372 pollen allergen Poa-pI - Kentuck  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.4  bits: 15.1 E():   68 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (51-59:10-18) 
 
               30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:                      
gi|280                      IAKVPPGPXITATYGDKWLD                    
                                    10        20                    
 
>>gi|1405736|emb|CAA35188.1| trypsin inhibitor cme precu  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.8 E():   71 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (6-24:9-27) 
 
                  10        20        30        40        50        
2MEPSP    KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.  . :.:.:.  ..::                                  
gi|140 MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLLT 
               10        20        30        40        50        60 
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.0  bits: 19.6 E():   72 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (16-56:372-412) 
 
                              10        20        30        40      
2MEPSP                KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
           50        60        70        80                         
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG                         
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
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>>gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subsp. v  (148 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.8 E():   73 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (6-24:9-27) 
 
                  10        20        30        40        50        
2MEPSP    KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.  . :.:.:.  ..::                                  
gi|190 MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLLT 
               10        20        30        40        50        60 
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 40; 33.3% identity (51.9% similar) in 54 aa overlap (23-76:92-139) 
 
                       10        20        30        40        50   
2MEPSP         KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
             60        70        80          
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEG          
         :::  : .   : .. ::  ::              
gi|160 --HSDP-DDLGRGGHEQSKSTGNAGGRVACGIIGLQG 
        120        130       140       150   
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 44; 28.6% identity (64.3% similar) in 28 aa overlap (50-73:182-209) 
 
      20        30        40        50            60        70      
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
          80                                                        
2MEPSP AYVEG                                                        
                                                                    
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.2  bits: 19.6 E():   79 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (35-75:417-454) 
 
           10        20        30        40        50        60     
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
           70        80                                             
2MEPSP KGGQKYKSPKNAYVEG                                             
       . :: .  :.:                                                  
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|29539109|emb|CAD87730.1| allergen Len c 1.0101 [Len  (418 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.2  bits: 19.2 E():   79 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (4-58:130-183) 
 
                                          10        20        30    
2MEPSP                            KLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :...:  ::.  .  :  :.    .:..   
gi|295 LPAGTIAYLANRDDNEDLRVLDLAIPVNRPGQLQSFLLSGT-QNQPSFLSGFSKNILEAA 
     100       110       120       130       140        150         
 
            40        50        60        70        80              
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG              
       ..  : :.   :.:.   :..:  :                                    
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gi|295 FNTEYEEIEKVLLEEQEQKSQHRRSLRDKRQEITNEDVIVKVSREQIEELSKNAKSSSKK 
      160       170       180       190       200       210         
 
>>gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 From P  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (45-60:32-47) 
 
           20        30        40        50        60        70     
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|159 PMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
              10        20        30        40        50        60  
 
           80                                                       
2MEPSP NAYVEG                                                       
                                                                    
gi|159 DELNEMENTQGCMCEALQQIMENQCDRLQDRQMVQQFKRELMSLPQQCNFRAPQRCDLDV 
              70        80        90       100       110       120  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 17.2 E():   80 
Smith-Waterman score: 38; 40.0% identity (66.7% similar) in 15 aa overlap (65-79:53-67) 
 
           40        50        60        70        80               
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG               
                                     .: : : :: .. .:                
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 39; 35.0% identity (50.0% similar) in 20 aa overlap (56-75:3-22) 
 
          30        40        50        60        70        80      
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG      
                                     .::::   .    . :  ::           
gi|298                             MSADSWDNHCVTYVANNKCLKNLCMTAIDGSH 
                                           10        20        30   
 
gi|298 LGTSNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYA 
             40        50        60        70        80        90   
 
>>gi|2129805|pir||S65143 pollen allergen group II (clone  (80 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.0  bits: 16.8 E():   81 
Smith-Waterman score: 37; 33.3% identity (61.1% similar) in 18 aa overlap (52-69:4-21) 
 
              30        40        50        60        70        80  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG  
                                     .:::.  . .:  .:  :             
gi|212                            ETERAEHDRIFKKFDANGDGKISASELGDALKN 
                                          10        20        30    
 
gi|212 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
            40        50        60        70        80 
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 40; 25.9% identity (70.4% similar) in 27 aa overlap (4-30:40-66) 
 
                                          10        20        30    
2MEPSP                            KLSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.::.. :. .: .    .:..:.. .    
gi|144 SKSACSGEVVMEQSVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEE 
      10        20        30        40        50        60          
 
            40        50        60        70        80              
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG              
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gi|144 ADADGDGYVSLQEFVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTI 
      70        80        90       100       110       120          
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 39; 43.8% identity (75.0% similar) in 16 aa overlap (52-67:9-24) 
 
              30        40        50        60        70        80  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG  
                                     : :.:...:.:  : :               
gi|990                       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKP 
                                     10        20        30         
 
gi|990 TFEVAIENDQYIFRSLSTFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFG 
       40        50        60        70        80        90         
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.8  bits: 19.6 E():   82 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (54-76:208-228) 
 
            30        40        50        60        70        80    
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG    
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 41; 61.5% identity (76.9% similar) in 13 aa overlap (17-29:101-113) 
 
                             10        20        30        40       
2MEPSP               KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                     :: : ::: .:.:                  
gi|144 SATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLK 
               80        90       100       110       120       130 
 
         50        60        70        80                           
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG                           
                                                                    
gi|144 FEGHIGDIDMKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYF 
              140       150       160       170       180       190 
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.8  bits: 15.1 E():   83 
Smith-Waterman score: 32; 46.2% identity (53.8% similar) in 13 aa overlap (19-31:3-15) 
 
               10        20        30        40        50        60 
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                         :  : :: . : :                              
gi|527                 TDPGHLQDVXVAINDPKXGVFVNRK                    
                               10        20                         
 
               70        80 
2MEPSP RFYIKGGQKYKSPKNAYVEG 
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.6  bits: 17.5 E():   86 
Smith-Waterman score: 39; 33.3% identity (57.6% similar) in 33 aa overlap (5-37:31-63) 
 
                                         10        20        30     
2MEPSP                           KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     ..:. :: :   ..::  :   ::   : . 
gi|132 MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIEGPVKNV 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG               
       ..:                                                          
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gi|132 AVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLA 
               70        80        90       100       110       120 
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (38-70:127-158) 
 
        10        20        30        40        50        60        
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                     .:  :. :: :.:  .   : :. .  : . 
gi|275 GNAKAMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDS 
        100       110       120       130       140        150      
 
        70        80                                                
2MEPSP QKYKSPKNAYVEG                                                
       ...                                                          
gi|275 DNFIKLLDKFDEKFAHTSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAH 
         160       170       180       190       200       210      
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (29-55:2-28) 
 
               10        20        30        40        50        60 
2MEPSP KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                   ::. : ..:  .  :. ..  :: ..:      
gi|289                            SIISTLNAMPEYQDLLQNLRDKGVDVDHYIELI 
                                          10        20        30    
 
               70        80                                         
2MEPSP RFYIKGGQKYKSPKNAYVEG                                         
                                                                    
gi|289 RALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIIT 
            40        50        60        70        80        90    
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 39; 25.0% identity (60.7% similar) in 28 aa overlap (15-42:99-126) 
 
                               10        20        30        40     
2MEPSP                 KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|217 CEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
           50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                            
gi|217 HNTPYCLGMEESQWS                      
      130       140                         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.3  bits: 17.2 E():   89 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (45-62:26-42) 
 
           20        30        40        50        60        70     
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ..:  :..:. ::  :..             
gi|117      MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINEL 
                    10        20        30         40        50     
 
           80                                                      
2MEPSP NAYVEG                                                      
                                                                   
gi|117 IASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110    
 
>>gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Arachi  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.5 E():   89 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (45-60:50-65) 
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           20        30        40        50        60        70     
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|172 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
      20        30        40        50        60        70          
 
           80                                                       
2MEPSP NAYVEG                                                       
                                                                    
gi|172 DELDQMENTERCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
      80        90       100       110       120       130          
 
>>gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=Congl  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (45-60:51-66) 
 
           20        30        40        50        60        70     
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|751 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
               30        40        50        60        70        80 
 
           80                                                       
2MEPSP NAYVEG                                                       
                                                                    
gi|751 DELNEMENTQRCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
               90       100       110       120       130       140 
 
>>gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging protein   (236 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.1  bits: 18.2 E():   90 
Smith-Waterman score: 41; 26.9% identity (50.0% similar) in 26 aa overlap (44-68:187-212) 
 
            20        30        40        50         60        70   
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKS 
                                     .. :. :.   :    :: : .  :.     
gi|375 GKKITGFTDIGEDILGVTDIMKKGNLLTIKQVAEKEGATYIEPEGPWDNFTVTDGRIVTG 
        160       170       180       190       200       210       
 
             80             
2MEPSP PKNAYVEG             
                            
gi|375 VNPQSAVKTAEDVIAAFECN 
        220       230       
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.1  bits: 19.2 E():   90 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (41-73:232-264) 
 
               20        30        40        50        60        70 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
               80                                                   
2MEPSP KSPKNAYVEG                                                   
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.1  bits: 19.2 E():   90 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (41-73:232-264) 
 
               20        30        40        50        60        70 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
               80                                                   
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2MEPSP KSPKNAYVEG                                                   
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 40; 31.2% identity (68.8% similar) in 16 aa overlap (51-66:146-161) 
 
               30        40        50        60        70        80 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     .. .:  . :::.. :               
gi|109 ILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFKMMFQK 
         120       130       140       150       160       170      
 
gi|109 PRTRTCIEKDFPRRSSSSIPT 
         180       190       
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 43; 28.2% identity (59.0% similar) in 39 aa overlap (21-59:94-131) 
 
                         10        20        30        40        50 
2MEPSP           KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                     .. :. :: : :  .. :::   ...   : 
gi|746 SLERRGATGGDLPVGIERNYKINKFAAYAGSFDDATIEEIRKNEDVAYVEED-QIYYLDG 
            70        80        90       100       110        120   
 
               60        70        80                               
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG                               
       . ...:  :                                                    
gi|746 LTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNA 
            130       140       150       160       170       180   
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 43; 28.2% identity (59.0% similar) in 39 aa overlap (21-59:94-131) 
 
                         10        20        30        40        50 
2MEPSP           KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                     .. :. :: : :  .. :::   ...   : 
gi|129 SLERRGATGGDLPVGIERNYKINKFAAYAGSFDDATIEEIRKNEDVAYVEED-QIYYLDG 
            70        80        90       100       110        120   
 
               60        70        80                               
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG                               
       . ...:  :                                                    
gi|129 LTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNA 
            130       140       150       160       170       180   
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 16.8 E():   95 
Smith-Waterman score: 37; 55.6% identity (88.9% similar) in 9 aa overlap (61-69:67-75) 
 
               40        50        60        70        80           
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG           
                                     ::. :::..                      
gi|144 HGSEEWEPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         40        50        60        70        80        90       
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 39; 31.4% identity (51.4% similar) in 35 aa overlap (6-40:10-44) 
 
                   10        20        30        40        50       
2MEPSP     KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                :.:    : :. :     ..  .::: . :.  ::                 
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
         60        70        80                                     
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2MEPSP DSWDRFYIKGGQKYKSPKNAYVEG                                     
                                                                    
gi|169 GETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFH 
               70        80        90       100       110       120 
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 39; 31.4% identity (51.4% similar) in 35 aa overlap (6-40:10-44) 
 
                   10        20        30        40        50       
2MEPSP     KLSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                :.:    : :. :     ..  .::: . :.  ::                 
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEG                                     
                                                                    
gi|374 GETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYH 
               70        80        90       100       110       120 
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.9 E():   97 
Smith-Waterman score: 43; 25.0% identity (75.0% similar) in 16 aa overlap (63-78:73-88) 
 
             40        50        60        70        80             
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG             
                                     :. : . ...: :...               
gi|739 KTDSTQAILRAWDQACNGFGKQRVIVPEGVYLTGPMAFRGPCNGFISMQVRGELRAYGDV 
             50        60        70        80        90       100   
 
gi|739 GKYPNAKWVSYEDLNGLLVTGGGRFNAQGSQAWTQNDCSTKKNCALLTTSVKFDHCTNAT 
            110       120       130       140       150       160   
 
>>gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Pollen  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.3  bits: 16.8 E(): 1e 
Smith-Waterman score: 37; 50.0% identity (58.3% similar) in 12 aa overlap (66-77:12-23) 
 
          40        50        60        70        80                
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG                
                                     :: : .:   ::                   
gi|416                    GKVYLVGGPELGGWKLQSDPRAYALWSARQQFKTTDVLWFN 
                                  10        20        30        40  
 
gi|416 FTTGEDSVAEVWREEAYHACDIKDPIRLEPGGPDRFTLLTPGSHFICTKDQKFVACVPGR 
              50        60        70        80        90       100  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:43 2011 done: Tue Apr 19 10:57:43 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 174  - 253 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     1     0:=          one = represents 3 library sequences 
  24     0     0: 
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  26     0     0: 
  28     0     0: 
  30     4     2:*= 
  32     0     8:  * 
  34     7    22:===    * 
  36    25    44:=========     * 
  38    33    73:===========             * 
  40    73   102:=========================        * 
  42   125   125:=========================================* 
  44   111   137:=====================================        * 
  46    85   140:=============================                 * 
  48   154   134:============================================*======= 
  50   177   122:========================================*================== 
  52   137   107:===================================*========== 
  54    93    92:==============================* 
  56    96    77:=========================*====== 
  58    72    63:====================*=== 
  60    37    51:=============   * 
  62    42    41:=============* 
  64    42    33:==========*=== 
  66    30    26:========*= 
  68    17    20:======* 
  70    19    16:=====*= 
  72    21    12:===*=== 
  74    22    10:===*==== 
  76    19     8:==*==== 
  78     6     6:=* 
  80     6     5:=* 
  82     7     3:*== 
  84     3     3:* 
  86     6     2:*= 
  88     5     2:*=         inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     6     1:*=        :*===== 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.1701 0.003; mu= 8.6176 0.158 
 mean_var=31.3924 7.518, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.228909 
 Kolmogorov-Smirnov  statistic: 0.1269 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   69 27.4   0.093 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   58 23.8     1.3 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   57 23.5     1.6 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   56 23.1     1.9 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   56 23.1     1.9 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.5       2 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.5       2 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   56 23.1     2.1 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   56 23.1     2.1 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 23.5     2.1 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 22.5     3.3 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   57 23.5     4.9 
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gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   49 20.8     4.9 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   55 22.9     5.2 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   52 21.8     5.2 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.9     5.4 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   55 22.9     6.2 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   55 22.9     6.2 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   53 22.2     6.4 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   56 23.2     7.8 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 21.2     8.2 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 21.2     8.2 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 21.2     8.2 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 21.2     8.2 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   48 20.5       9 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.5     9.6 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.8      10 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.9      11 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 20.1      11 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 20.5      13 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   48 20.5      13 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   48 20.5      13 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.9      13 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 17.4      14 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.8      14 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.5      16 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   47 20.2      16 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.9      17 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.9      17 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 18.4      17 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 19.5      18 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.8      20 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.8      20 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.8      20 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.8      20 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   52 21.9      21 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 17.4      24 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   50 21.2      24 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 19.2      25 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   45 19.5      25 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   45 19.5      25 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   45 19.5      25 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   45 19.5      25 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   45 19.5      25 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 18.5      26 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 18.5      26 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   51 21.6      26 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   51 21.6      26 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 19.2      26 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 19.2      26 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 18.5      26 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.5      29 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.5      30 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   44 19.2      32 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   44 19.2      32 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   44 19.2      32 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   44 19.2      32 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 19.2      32 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 19.2      32 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 19.2      32 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 19.2      32 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   44 19.2      32 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 19.2      32 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   44 19.2      32 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   44 19.2      32 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   44 19.2      32 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 18.1      34 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.8      34 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.8      36 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.8      36 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.8      38 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 20.2      38 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 19.2      40 
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gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   43 18.8      40 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   43 18.8      40 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.8      40 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   43 18.8      40 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   43 18.8      40 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.8      40 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.8      40 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.5      42 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 18.5      42 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 18.5      42 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.8      43 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.8      43 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 18.2      49 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 18.5      50 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.5      50 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   42 18.5      50 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   42 18.5      50 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 18.5      50 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.5      50 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   42 18.5      50 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   42 18.5      50 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   42 18.5      50 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   42 18.5      50 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   42 18.5      50 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   42 18.5      51 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.9      51 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 18.2      52 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 18.2      52 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   39 17.5      53 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 16.1      54 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.8      55 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.5      56 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.9      57 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 18.2      57 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 18.2      57 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 16.1      58 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   44 19.2      59 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   46 19.9      59 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   46 19.9      59 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.6      60 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 17.5      62 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   46 19.9      62 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.9      66 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 17.1      67 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 17.1      67 
gi|280414|pir||A60372 pollen allergen Poa-pI - Ken (  20)   32 15.1      68 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   41 18.2      71 
gi|1405736|emb|CAA35188.1| trypsin inhibitor cme p ( 144)   40 17.8      71 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.6      72 
gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subs ( 148)   40 17.8      73 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   40 17.8      75 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.9      79 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.6      79 
gi|29539109|emb|CAD87730.1| allergen Len c 1.0101  ( 418)   44 19.2      79 
gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 Fr ( 127)   39 17.5      79 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   38 17.2      80 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   39 17.5      80 
gi|2129805|pir||S65143 pollen allergen group II (c (  80)   37 16.8      81 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   40 17.9      81 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   39 17.5      82 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.6      82 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   41 18.2      83 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   32 15.1      83 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.5      86 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   44 19.2      86 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   41 18.2      87 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   39 17.5      88 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   38 17.2      89 
gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Ar ( 144)   39 17.5      89 
gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=C ( 145)   39 17.5      90 
gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging prot ( 236)   41 18.2      90 
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gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   44 19.2      90 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   44 19.2      90 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   38 17.2      93 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   40 17.9      95 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 18.9      95 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 18.9      95 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   37 16.8      95 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   39 17.5      96 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   39 17.5      96 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   43 18.9      97 
gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Po ( 101)   37 16.8   1e 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  69  Z-score: 121.0  bits: 27.4 E(): 0.093 
Smith-Waterman score: 69; 28.1% identity (50.0% similar) in 64 aa overlap (2-65:37-99) 
 
                                            10        20        30  
2MEPSP                              LSGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     :: : .  . :: .:.:: .    . ..   
gi|291 QLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPV-LVPA 
         10        20        30        40        50        60       
 
              40        50        60        70        80            
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD            
       .:..  . : .     ::: :    ::   :. :                           
gi|291 VITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDR 
          70        80        90       100       110       120      
 
gi|291 AEQFGQQHVTGSQGS 
         130       140 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 100.4  bits: 23.8 E():  1.3 
Smith-Waterman score: 58; 23.8% identity (60.3% similar) in 63 aa overlap (8-68:81-139) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|132 PGTIKKITFSEGSPFKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
          40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD          
       :     :.. ... .:..:    :  .::::..                      
gi|132 PDGGSILKISNKYHTKGDH--EVDAEHIKGGKEKVEGLFRAVEAYLLAHSDAYN 
      110       120         130       140       150       160 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 98.6  bits: 23.5 E():  1.6 
Smith-Waterman score: 57; 27.0% identity (58.7% similar) in 63 aa overlap (20-79:91-150) 
 
                          10        20        30           40       
2MEPSP            LSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.   ...    
gi|880 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTVIKTTS 
               70        80        90        100       110          
 
         50        60        70        80          
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD          
       .. .:..   . .  ..:.:..  :     .::           
gi|880 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 97.5  bits: 23.1 E():  1.9 
Smith-Waterman score: 56; 28.0% identity (46.7% similar) in 75 aa overlap (1-75:41-110) 
 
                                             10        20        30 
2MEPSP                               LSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     :::   .  . :: .:.:: .    . ..  
gi|753 TRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVP 
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               20        30        40        50        60           
 
               40        50        60        70        80           
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD           
        .:.:  .   .     ::: :    ::   :. :    : : .:                
gi|753 AVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAR 
      70        80        90       100           110       120      
 
gi|753 EMKDRAEQFSQQPVAGSQTS 
         130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 97.5  bits: 23.1 E():  1.9 
Smith-Waterman score: 56; 28.0% identity (46.7% similar) in 75 aa overlap (1-75:41-110) 
 
                                             10        20        30 
2MEPSP                               LSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     :::   .  . :: .:.:: .    . ..  
gi|198 TRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVP 
               20        30        40        50        60           
 
               40        50        60        70        80           
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD           
        .:.:  .   .     ::: :    ::   :. :    : : .:                
gi|198 AVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAR 
      70        80        90       100           110       120      
 
gi|198 EMKDRAEQFSQQPVAGSQTS 
         130       140      
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.1  bits: 23.5 E():    2 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (10-25:9-24) 
 
               10        20        30        40        50        60 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                :.:::.:: . :::..                                    
gi|476  MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGIC 
                10        20        30        40        50          
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.1  bits: 23.5 E():    2 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (10-25:9-24) 
 
               10        20        30        40        50        60 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                :.:::.:: . :::..                                    
gi|313  MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGIC 
                10        20        30        40        50          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 56; 27.0% identity (57.1% similar) in 63 aa overlap (20-79:91-150) 
 
                          10        20        30           40       
2MEPSP            LSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
         50        60        70        80          
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD          
       .. .:..   . .  ..:.:..  :     .::           
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 56; 27.0% identity (57.1% similar) in 63 aa overlap (20-79:91-150) 
 
                          10        20        30           40       
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2MEPSP            LSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
         50        60        70        80          
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD          
       .. .:..   . .  ..:.:..  :     .::           
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 96.8  bits: 23.5 E():  2.1 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (4-42:26-64) 
 
                                     10        20        30         
2MEPSP                       LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD                   
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 93.3  bits: 22.5 E():  3.3 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (20-54:90-126) 
 
                          10        20        30          40        
2MEPSP            LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
        50        60        70        80        
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 90.1  bits: 23.5 E():  4.9 
Smith-Waterman score: 57; 34.9% identity (58.1% similar) in 43 aa overlap (1-36:247-289) 
 
                                             10          20         
2MEPSP                               LSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|144 LVSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGG 
        220       230       240       250       260       270       
 
            30        40        50        60        70        80    
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD    
       :   .: .  .::                                                
gi|144 VMTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAP 
        280       290       300       310       320       330       
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 90.0  bits: 20.8 E():  4.9 
Smith-Waterman score: 49; 23.8% identity (55.6% similar) in 63 aa overlap (20-79:5-64) 
 
               10        20        30           40        50        
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSDS 
                          ::.:. .: ::   ::.: :     ..   .. .:..   . 
gi|603                VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIK 
                               10        20        30        40     
 
        60        70        80          
2MEPSP WDRFYIKGGQKYKSPKNAYVEGD          
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        .  ..:.:..  .     .::           
gi|603 EE--HVKAGKEKAAHLFKLIEGYLKDHPSEYN 
             50        60        70     
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 89.6  bits: 22.9 E():  5.2 
Smith-Waterman score: 55; 35.4% identity (60.0% similar) in 65 aa overlap (18-80:139-194) 
 
                            10        20        30         40       
2MEPSP              LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :. .  .  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYDV--LA 
      110       120       130       140        150       160        
 
         50        60        70         80                          
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK-NAYVEGD                          
       : ..:   .:    ::...     .:: .:: ..:                          
gi|612 R-NLKDLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSC 
          170       180            190       200       210          
 
gi|612 QYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVS 
     220       230       240       250       260       270          
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 89.6  bits: 21.8 E():  5.2 
Smith-Waterman score: 52; 22.2% identity (58.7% similar) in 63 aa overlap (8-68:81-139) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|154 PGTIKKITFSEGSPVKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
          40        50        60        70        80           
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD           
       :     :..  .. .:..:    .  .::::..                       
gi|154 PDGGSILKITSKYHTKGDHEVPAE--HIKGGKERVEGLLKPVEAYLLAHTAEYNN 
      110       120       130         140       150       160  
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 89.3  bits: 23.9 E():  5.4 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (18-62:372-415) 
 
                            10        20        30        40        
2MEPSP              LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
        50        60        70        80                            
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD                            
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 88.3  bits: 22.9 E():  6.2 
Smith-Waterman score: 55; 26.0% identity (52.1% similar) in 73 aa overlap (1-65:231-299) 
 
                                             10        20        30 
2MEPSP                               LSGSISSQYLSALLMAAPLALGDVEIEIID 
                                     .:.:. .:.  .::..:    :: .::    
gi|113 GSSQIWIDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLFGA----GDENIEDRG 
              210       220       230       240           250       
 
               40                50        60        70        80   
2MEPSP KLISIPYVEMTLRLMER--------FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD   
        : .. .  .:  . .:        : :  .. :.:  . : :                  
gi|113 MLATVAFNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPD 
        260       270       280       290       300       310       
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gi|113 ERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGE 
        320       330       340       350       360       370       
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 88.2  bits: 22.9 E():  6.2 
Smith-Waterman score: 55; 23.0% identity (51.7% similar) in 87 aa overlap (4-80:231-317) 
 
                                          10        20        30    
2MEPSP                            LSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     .::.  ..    :. :. .:.... .   . 
gi|113 TGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKMHV 
              210       220       230       240       250       260 
 
            40                50        60        70          80    
2MEPSP SIPYVEMTLRLMER-----FG---VKAEHSDSWDRFYIKGGQKYK--SPKNAYVEGD    
       .. :  .:  . ::     ::   .  .  : ::.. : :...    :  : .:  :    
gi|113 TLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVAPDFIY 
              270       280       290       300       310       320 
 
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 88.0  bits: 22.2 E():  6.4 
Smith-Waterman score: 53; 29.6% identity (57.4% similar) in 54 aa overlap (14-66:27-73) 
 
                            10        20        30        40        
2MEPSP              LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
                                 : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
         50        60        70        80                           
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD                           
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 86.4  bits: 23.2 E():  7.8 
Smith-Waterman score: 56; 34.9% identity (58.1% similar) in 43 aa overlap (1-36:378-420) 
 
                                             10          20         
2MEPSP                               LSGSISSQYLSALLM--AAPLALG-----D 
                                     :::. ::.  . .:.  .:::.::       
gi|729 VSDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGG 
       350       360       370       380       390       400        
 
            30        40        50        60        70        80    
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD    
       :   .: .  .::                                                
gi|729 VMTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAP 
       410       420       430       440       450       460        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.1  bits: 21.2 E():  8.2 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (20-54:91-127) 
 
                          10        20        30          40        
2MEPSP            LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
        50        60        70        80        
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
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 initn:  44 init1:  44 opt:  50  Z-score: 86.1  bits: 21.2 E():  8.2 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (20-54:91-127) 
 
                          10        20        30          40        
2MEPSP            LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
        50        60        70        80        
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 86.1  bits: 21.2 E():  8.2 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (22-59:125-160) 
 
                        10        20        30        40        50  
2MEPSP          LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
              60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
         :::...                      
gi|132 --HSDAYN                      
            160                      
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.1  bits: 21.2 E():  8.2 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (20-54:91-127) 
 
                          10        20        30          40        
2MEPSP            LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
        50        60        70        80        
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 85.4  bits: 20.5 E():    9 
Smith-Waterman score: 48; 30.8% identity (57.7% similar) in 26 aa overlap (49-74:18-43) 
 
       20        30        40        50        60        70         
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
                                     : .:  : ..  :. : : . :.: .     
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
       80                                                           
2MEPSP GD                                                           
                                                                    
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.9  bits: 22.5 E():  9.6 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (29-50:9-30) 
 
               10        20        30        40        50        60 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                   :  :..::.. .: :  .: ::           
gi|424                     NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDII 
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                                   10        20        30        40 
 
               70        80                                         
2MEPSP FYIKGGQKYKSPKNAYVEGD                                         
                                                                    
gi|424 AILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKGVD 
               50        60        70        80        90       100 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 84.3  bits: 20.8 E():   10 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (31-54:104-127) 
 
               10        20        30        40        50        60 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
               70        80        
2MEPSP FYIKGGQKYKSPKNAYVEGD        
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.1  bits: 22.9 E():   11 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (19-46:414-441) 
 
                           10        20        30        40         
2MEPSP             LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
       50        60        70        80                             
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD                             
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 83.6  bits: 20.1 E():   11 
Smith-Waterman score: 49; 29.0% identity (60.9% similar) in 69 aa overlap (3-66:23-90) 
 
                                    10          20        30        
2MEPSP                     LSGSISSQ-YLSALLMAA--PLALGDVEIEIIDKLISIPY 
                             ::.. . ... . .::  :  .  : .::::.  :    
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKV-FEIIDQDKSDFV 
               10        20        30        40         50          
 
        40         50         60        70        80      
2MEPSP VEMTLRL-MERFGVKAEH-SDSWDRFYIKGGQKYKSPKNAYVEGD      
        :  :.: .. :.. :.  ::.  . ..:.:                    
gi|145 EEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      60        70        80        90       100          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 82.6  bits: 20.5 E():   13 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (8-54:80-126) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
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>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 82.5  bits: 20.5 E():   13 
Smith-Waterman score: 48; 20.4% identity (65.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVAHKNFKYSYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :  .  :.. ... .:..:                                  
gi|132 PDGRSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 82.5  bits: 20.5 E():   13 
Smith-Waterman score: 48; 17.3% identity (53.3% similar) in 75 aa overlap (5-79:78-150) 
 
                                         10        20        30     
2MEPSP                           LSGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
                                     ..  :  .:. .  :. .  .:.   ::.: 
gi|901 DGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVS 
        50        60        70        80        90       100        
 
           40        50        60        70        80          
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD          
        :.    ..   .. .:..   . .  ..:.:..  .     .::           
gi|901 APHGGTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAAHLFKLIEGYLKDHPSEYN 
       110       120       130         140       150       160 
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.4  bits: 22.9 E():   13 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (19-46:500-527) 
 
                           10        20        30        40         
2MEPSP             LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
       50        60        70        80                             
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD                             
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 81.9  bits: 17.4 E():   14 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (50-58:10-18) 
 
      20        30        40        50        60        70          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|409                      IAKVPPGGXITAEYGDKWLD                    
                                    10        20                    
 
      80 
2MEPSP D 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 81.8  bits: 19.8 E():   14 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (29-75:3-44) 
 
               10        20        30        40        50        60 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                   :  ..:   .: .:.     .:::: :  .   
gi|207                           MSITDIVSEKNIEAALE-----SVKAEGSFEYKC 
                                         10             20          
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               70        80                                         
2MEPSP FYIKGGQKYKSPKNAYVEGD                                         
       :. : :   ::  .:                                              
gi|207 FFQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKA 
      30        40        50        60        70        80          
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 80.8  bits: 21.5 E():   16 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (4-52:54-105) 
 
                                          10          20         30 
2MEPSP                            LSGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
               40        50        60        70        80           
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD           
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 80.7  bits: 20.2 E():   16 
Smith-Waterman score: 47; 20.4% identity (65.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDILEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.4  bits: 20.9 E():   17 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (2-29:7-34) 
 
                    10        20        30        40        50      
2MEPSP      LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
             : .. :  ..:.  :::. :   :....                           
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGD                                    
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.4  bits: 20.9 E():   17 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (2-29:7-34) 
 
                    10        20        30        40        50      
2MEPSP      LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
             : .. :  ..:.  :::. :   :....                           
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGD                                    
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
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>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 80.2  bits: 18.4 E():   17 
Smith-Waterman score: 45; 37.5% identity (68.8% similar) in 32 aa overlap (3-34:15-42) 
 
                           10        20        30        40         
2MEPSP             LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                     :.:::. :.  :   :  ::.: .: :.....               
gi|377 EHERIFKRFDAKGDGKISSSELGETL--KP--LGSVTLEEIQRMMAEIDTDGDGFL     
               10        20            30        40        50       
 
       50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.0  bits: 19.5 E():   18 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (52-74:21-43) 
 
              30        40        50        60        70        80  
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD  
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (31-68:104-139) 
 
               10        20        30        40        50        60 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
               70        80          
2MEPSP FYIKGGQKYKSPKNAYVEGD          
         :::...                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
             140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (21-54:92-127) 
 
                         10        20        30           40        
2MEPSP           LSGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
        50        60        70        80        
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       : .:..:                                  
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gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 78.8  bits: 21.9 E():   21 
Smith-Waterman score: 52; 28.3% identity (56.5% similar) in 46 aa overlap (37-78:539-584) 
 
         10        20        30        40            50        60   
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
             70        80                                           
2MEPSP IKGGQKYKSPKNAYVEGD                                           
        :  . :.. .. ::.                                             
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 77.8  bits: 17.4 E():   24 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (50-58:10-18) 
 
      20        30        40        50        60        70          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK     
                                    10        20        30          
 
      80 
2MEPSP D 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 77.6  bits: 21.2 E():   24 
Smith-Waterman score: 50; 26.0% identity (50.7% similar) in 73 aa overlap (7-79:7-75) 
 
               10        20        30        40        50        60 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
             : .: .: .::: ::. .  .  .. :   :  .: :. .  :  .   .. :. 
gi|947 MMVAWWSLFLYGLQVAAP-ALAATPADWRSQSI---YFLLTDRFARTDGSTTATCNTADQ 
               10         20        30           40        50       
 
               70        80                                         
2MEPSP FYIKGGQKYKSPKNAYVEGD                                         
        :  :  .    :  :..:                                          
gi|947 KYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYG 
         60        70        80        90       100       110       
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.3  bits: 19.2 E():   25 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (28-43:49-64) 
 
                  10        20        30        40        50        
2MEPSP    LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
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gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
        60        70        80                        
2MEPSP WDRFYIKGGQKYKSPKNAYVEGD                        
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 45; 22.2% identity (60.3% similar) in 63 aa overlap (8-68:81-139) 
 
                                      10        20          30      
2MEPSP                        LSGSISSQYLSALLMAAPLA--LGDVEIEIIDKLISI 
                                     .:  ... ..::.  :  .  ::  :...  
gi|534 PGTIKKITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEI--KIVAA 
               60        70        80        90       100           
 
          40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD          
       :     :..  .. .:.. : . ..  ::.:..                      
gi|534 PGGGSILKITSKYHTKGDISLNEEE--IKAGKEKGAGLFKAVENYLVAHPNAYN 
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      110       120       130         140       150       160 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 77.1  bits: 18.5 E():   26 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (3-24:54-75) 
 
                                           10        20        30   
2MEPSP                             LSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
             40        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 77.1  bits: 18.5 E():   26 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (3-24:54-75) 
 
                                           10        20        30   
2MEPSP                             LSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
             40        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 77.0  bits: 21.6 E():   26 
Smith-Waterman score: 51; 31.0% identity (62.1% similar) in 29 aa overlap (50-78:553-581) 
 
      20        30        40        50        60        70          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
      80                                                            
2MEPSP D                                                            
                                                                    
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 77.0  bits: 21.6 E():   26 
Smith-Waterman score: 51; 31.0% identity (62.1% similar) in 29 aa overlap (50-78:553-581) 
 
      20        30        40        50        60        70          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
      80                                                            
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2MEPSP D                                                            
                                                                    
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.9  bits: 19.2 E():   26 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (51-61:8-18) 
 
               30        40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.9  bits: 19.2 E():   26 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (51-61:8-18) 
 
               30        40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 76.9  bits: 18.5 E():   26 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (2-44:6-51) 
 
                   10        20           30        40        50    
2MEPSP     LSGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIPYVEMTLRLMERFGVKAE 
            :. .. :.:  :.  ::. :  :  .   .   :. .:    ::..          
gi|453 RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQL 
               10        20        30        40        50        60 
 
            60        70        80 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                   
gi|453 PPLLSQGNPACSPKWLQLLVP       
               70        80        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.2  bits: 19.5 E():   29 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (57-68:134-145) 
 
         30        40        50        60        70        80       
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD       
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.9  bits: 19.5 E():   30 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (57-68:142-153) 
 
         30        40        50        60        70        80       
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD       
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
gi|194 EEDLKHFNLKYEDLHSTCH 
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             180       190 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (8-54:80-126) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|159 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :     :.. ... .:..:                                  
gi|159 PDGGSILKISNKYHTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (8-54:80-126) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|384 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :     :.. ... .:..:                                  
gi|384 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVEGYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|114 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :     :.. ... .:..:                                  
gi|114 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (65-80:111-126) 
 
           40        50        60        70        80               
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2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD               
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (21-54:92-127) 
 
                         10        20            30        40       
2MEPSP           LSGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
         50        60        70        80        
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (65-80:111-126) 
 
           40        50        60        70        80               
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD               
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|241 PGTIKKISFPEGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :     :.. ... .:..:                                  
gi|241 PDGGSILKISNKYHTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
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Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (65-80:111-126) 
 
           40        50        60        70        80               
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD               
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (65.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMRETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.8  bits: 18.1 E():   34 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (52-71:9-28) 
 
              30        40        50        60        70        80  
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD  
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
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>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (12-54:8-46) 
 
               10        20        30        40        50        60 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                  :..::. ..   :...  ::  .  . .:   :::.:: : ..       
gi|140     MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFGEKIDQIEHGLL 
                   10        20        30            40        50   
 
               70        80                                         
2MEPSP FYIKGGQKYKSPKNAYVEGD                                         
                                                                    
gi|140 MLSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFETAV 
             60        70        80        90       100       110   
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (21-35:83-97) 
 
                         10        20        30        40        50 
2MEPSP           LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
               60        70        80   
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGD   
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (21-35:83-97) 
 
                         10        20        30        40        50 
2MEPSP           LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
               60        70        80   
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGD   
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (22-75:92-139) 
 
                        10        20        30        40        50  
2MEPSP          LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
              60         70        80         
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEGD         
         :::  :  . .::..  ::  ::              
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG 
        120         130       140       150   
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 73.9  bits: 20.2 E():   38 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (49-80:182-217) 
 
       20        30        40        50            60        70     
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5620

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
           80                                                       
2MEPSP AYVEGD                                                       
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.6  bits: 19.2 E():   40 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (37-63:155-183) 
 
         10        20        30        40        50          60     
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
           70        80   
2MEPSP GGQKYKSPKNAYVEGD   
                          
gi|549 CNYGPAGNVGNEPIYERK 
          190       200   
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVTT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (31-54:104-127) 
 
               10        20        30        40        50        60 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
               70        80        
2MEPSP FYIKGGQKYKSPKNAYVEGD        
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gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (31-54:104-127) 
 
               10        20        30        40        50        60 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
               70        80        
2MEPSP FYIKGGQKYKSPKNAYVEGD        
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.5  bits: 18.8 E():   40 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (2-32:108-139) 
 
                                            10        20         30 
2MEPSP                              LSGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
               40        50        60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
       ..                                                 
gi|606 EIDEDGSGKIEFEEFWELMAGEAD                           
       140       150       160                            
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 18.5 E():   42 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (51-69:9-27) 
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               30        40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (50-79:14-43) 
 
      20        30        40        50        60        70          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|179                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
      80                                                            
2MEPSP D                                                            
                                                                    
gi|179 YMTMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (50-79:14-43) 
 
      20        30        40        50        60        70          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|144                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
      80                                                            
2MEPSP D                                                            
                                                                    
gi|144 YMTMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.1  bits: 17.8 E():   43 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (51-68:7-24) 
 
               30        40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.1  bits: 17.8 E():   43 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (51-68:7-24) 
 
               30        40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.9  bits: 18.2 E():   49 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (28-54:86-112) 
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                  10        20        30        40        50        
2MEPSP    LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGD 
                               
gi|301 LIRSLFGLP               
         120                   
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (8-54:80-126) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
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2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKITFPEGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFKYVKDGVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5625

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :    .:.. ... .:..:                                  
gi|459 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLKAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFEYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (8-54:81-127) 
 
                                      10        20        30        
2MEPSP                        LSGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
          40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD        
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 42; 19.2% identity (53.8% similar) in 26 aa overlap (46-71:79-104) 
 
          20        30        40        50        60        70      
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     . : .    ...:.  :.  :  :..     
gi|215 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSIV 
       50        60        70        80        90       100         
 
          80                                                   
2MEPSP YVEGD                                                   
                                                               
gi|215 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
      110       120       130       140       150       160    
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.7  bits: 20.9 E():   51 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (19-46:500-527) 
 
                           10        20        30        40         
2MEPSP             LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
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       50        60        70        80                             
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD                             
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (51-69:9-27) 
 
               30        40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (51-69:9-27) 
 
               30        40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 71.3  bits: 17.5 E():   53 
Smith-Waterman score: 39; 57.1% identity (64.3% similar) in 14 aa overlap (51-64:7-16) 
 
               30        40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::    :::. :                 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.3  bits: 16.1 E():   54 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (50-58:10-18) 
 
      20        30        40        50        60        70          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
      80 
2MEPSP D 
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.1  bits: 17.8 E():   55 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (50-75:19-44) 
 
      20        30        40        50        60        70          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     :::  : ..  :. : :   ::  .:     
gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
      80                                                            
2MEPSP D                                                            
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gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.9  bits: 18.5 E():   56 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (23-64:115-155) 
 
                       10        20        30        40        50   
2MEPSP         LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
             60        70        80           
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGD           
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.9 E():   57 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (28-54:5-31) 
 
               10        20        30        40        50        60 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                  ::. : ..:  .  :. ..  :: ..:       
gi|424                        EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIR 
                                      10        20        30        
 
               70        80                                         
2MEPSP FYIKGGQKYKSPKNAYVEGD                                         
                                                                    
gi|424 ALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITT 
        40        50        60        70        80        90        
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.9  bits: 18.2 E():   57 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (14-58:99-142) 
 
                                10        20        30        40    
2MEPSP                  LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
            50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
           . .  :.:. :                       
gi|195 HNTPYCLAMEESQ-WS                      
      130       140                          
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.9  bits: 18.2 E():   57 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (14-58:99-142) 
 
                                10        20        30        40    
2MEPSP                  LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
            50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
           . .  :.:. :                       
gi|219 HNTPYCLAMEESQ-WS                      
      130       140                          
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.6  bits: 16.1 E():   58 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (50-58:10-18) 
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      20        30        40        50        60        70          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK     
                                    10        20        30          
 
      80 
2MEPSP D 
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.6  bits: 19.2 E():   59 
Smith-Waterman score: 44; 22.7% identity (50.7% similar) in 75 aa overlap (8-80:5-77) 
 
               10        20        30         40        50          
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWD 
              .:  ::..:. :. : . .   :    . : .  ::      ... .:. . . 
gi|249    MAVQKYTVALFLAVALVAGPAALYAGDGYAPATPAASATLATPATPAASPQHAGTTE 
                  10        20        30        40        50        
 
      60         70        80                                       
2MEPSP RFYI-KGGQKYKSPKNAYVEGD                                       
          . :.: . .  :::  . :                                       
gi|249 YHIVRKAGLNEE--KNAARQTDDEQKRSDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQ 
        60          70        80        90       100       110      
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 19.9 E():   59 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (1-35:1-35) 
 
               10        20        30        40        50        60 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
       ..: .:   :  :. :.:.:..... .    : :.                          
gi|142 MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFKKHVDPSSASAH 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP FYIKGGQKYKSPKNAYVEGD                                         
                                                                    
gi|142 QSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGHFHEDVIEQIRR 
               70        80        90       100       110       120 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 19.9 E():   59 
Smith-Waterman score: 46; 25.7% identity (62.9% similar) in 35 aa overlap (1-35:1-35) 
 
               10        20        30        40        50        60 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
       ..: .:   :  :. :.:.:..... .    : :.                          
gi|796 MKGFLSLTLLPLLVAASPVAVNSIHNDAAPILSSMTSKDIPDSYIVVFKKHVDPSSASAH 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP FYIKGGQKYKSPKNAYVEGD                                         
                                                                    
gi|796 QSWLQEVHTAHTGRMELKKRSLFGFDFEAFMGLKHTFHIAGSLLGYAGHFHEDVIEQIRR 
               70        80        90       100       110       120 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.4  bits: 19.6 E():   60 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (28-54:169-195) 
 
                  10        20        30         40        50       
2MEPSP    LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
         60        70        80                                     
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGD                                     
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gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.2  bits: 17.5 E():   62 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (60-68:67-75) 
 
      30        40        50        60        70        80          
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD          
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
gi|126 N 
         
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.2  bits: 19.9 E():   62 
Smith-Waterman score: 46; 43.5% identity (52.2% similar) in 23 aa overlap (53-75:164-184) 
 
             30        40        50        60        70        80   
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD   
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGATVKHTKEGTESSAFW--FAVGGKQSYTSKKVATEVSRDP 
           140       150       160         170       180       190  
 
gi|572 HLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWIGQSADSKEKQSAFDVGQ 
             200       210       220       230       240       250  
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (28-54:236-262) 
 
                  10        20        30        40        50        
2MEPSP    LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGD 
                               
gi|225 LIRSWFGLP               
         270                   
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.5  bits: 17.1 E():   67 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (26-38:71-83) 
 
                    10        20        30        40        50      
2MEPSP      LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
          60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGD 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.5  bits: 17.1 E():   67 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (26-38:71-83) 
 
                    10        20        30        40        50      
2MEPSP      LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
          60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGD 
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>>gi|280414|pir||A60372 pollen allergen Poa-pI - Kentuck  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.4  bits: 15.1 E():   68 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (50-58:10-18) 
 
      20        30        40        50        60        70          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:                      
gi|280                      IAKVPPGPXITATYGDKWLD                    
                                    10        20                    
 
      80 
2MEPSP D 
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 69.0  bits: 18.2 E():   71 
Smith-Waterman score: 41; 20.8% identity (54.2% similar) in 24 aa overlap (48-71:99-122) 
 
        20        30        40        50        60        70        
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     : .    ...:.  :.  :  :..       
gi|606 VIQVTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSIVAG 
       70        80        90       100       110       120         
 
        80                                                     
2MEPSP EGD                                                     
                                                               
gi|606 CLDNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
      130       140       150       160       170       180    
 
>>gi|1405736|emb|CAA35188.1| trypsin inhibitor cme precu  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.8 E():   71 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (5-23:9-27) 
 
                   10        20        30        40        50       
2MEPSP     LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.  . :.:.:.  ..::                                  
gi|140 MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLLT 
               10        20        30        40        50        60 
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.0  bits: 19.6 E():   72 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (15-55:372-412) 
 
                               10        20        30        40     
2MEPSP                 LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
            50        60        70        80                        
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD                        
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subsp. v  (148 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.8 E():   73 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (5-23:9-27) 
 
                   10        20        30        40        50       
2MEPSP     LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.  . :.:.:.  ..::                                  
gi|190 MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLLT 
               10        20        30        40        50        60 
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 40; 33.3% identity (51.9% similar) in 54 aa overlap (22-75:92-139) 
 
                        10        20        30        40        50  
2MEPSP          LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
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                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
              60        70        80         
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGD         
         :::  : .   : .. ::  ::              
gi|160 --HSDP-DDLGRGGHEQSKSTGNAGGRVACGIIGLQG 
        120        130       140       150   
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (65-80:111-126) 
 
           40        50        60        70        80               
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD               
                                     ::.  :: .. ...::               
gi|824 SYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTSHYHTKGDVEIKEEHVKAGKEK 
               90       100       110       120       130       140 
 
gi|824 ASNLFKLIETYLKGHPDAYN 
              150       160 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.2  bits: 19.6 E():   79 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (34-74:417-454) 
 
            10        20        30        40        50        60    
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
            70        80                                            
2MEPSP KGGQKYKSPKNAYVEGD                                            
       . :: .  :.:                                                  
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|29539109|emb|CAD87730.1| allergen Len c 1.0101 [Len  (418 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.2  bits: 19.2 E():   79 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (3-57:130-183) 
 
                                           10        20        30   
2MEPSP                             LSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :...:  ::.  .  :  :.    .:..   
gi|295 LPAGTIAYLANRDDNEDLRVLDLAIPVNRPGQLQSFLLSGT-QNQPSFLSGFSKNILEAA 
     100       110       120       130       140        150         
 
             40        50        60        70        80             
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD             
       ..  : :.   :.:.   :..:  :                                    
gi|295 FNTEYEEIEKVLLEEQEQKSQHRRSLRDKRQEITNEDVIVKVSREQIEELSKNAKSSSKK 
      160       170       180       190       200       210         
 
>>gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 From P  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (44-59:32-47) 
 
            20        30        40        50        60        70    
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|159 PMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
              10        20        30        40        50        60  
 
            80                                                      
2MEPSP NAYVEGD                                                      
                                                                    
gi|159 DELNEMENTQGCMCEALQQIMENQCDRLQDRQMVQQFKRELMSLPQQCNFRAPQRCDLDV 
              70        80        90       100       110       120  
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>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 17.2 E():   80 
Smith-Waterman score: 38; 40.0% identity (66.7% similar) in 15 aa overlap (64-78:53-67) 
 
            40        50        60        70        80              
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD              
                                     .: : : :: .. .:                
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 39; 35.0% identity (50.0% similar) in 20 aa overlap (55-74:3-22) 
 
           30        40        50        60        70        80     
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD     
                                     .::::   .    . :  ::           
gi|298                             MSADSWDNHCVTYVANNKCLKNLCMTAIDGSH 
                                           10        20        30   
 
gi|298 LGTSNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYA 
             40        50        60        70        80        90   
 
>>gi|2129805|pir||S65143 pollen allergen group II (clone  (80 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.0  bits: 16.8 E():   81 
Smith-Waterman score: 37; 33.3% identity (61.1% similar) in 18 aa overlap (51-68:4-21) 
 
               30        40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     .:::.  . .:  .:  :             
gi|212                            ETERAEHDRIFKKFDANGDGKISASELGDALKN 
                                          10        20        30    
 
gi|212 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
            40        50        60        70        80 
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 40; 25.9% identity (70.4% similar) in 27 aa overlap (3-29:40-66) 
 
                                           10        20        30   
2MEPSP                             LSGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.::.. :. .: .    .:..:.. .    
gi|144 SKSACSGEVVMEQSVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEE 
      10        20        30        40        50        60          
 
             40        50        60        70        80             
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD             
                                                                    
gi|144 ADADGDGYVSLQEFVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTI 
      70        80        90       100       110       120          
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 39; 43.8% identity (75.0% similar) in 16 aa overlap (51-66:9-24) 
 
               30        40        50        60        70        80 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.:...:.:  : :               
gi|990                       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKP 
                                     10        20        30         
 
gi|990 TFEVAIENDQYIFRSLSTFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFG 
       40        50        60        70        80        90         
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.9  bits: 19.6 E():   82 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (53-75:208-228) 
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             30        40        50        60        70        80   
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD   
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 41; 61.5% identity (76.9% similar) in 13 aa overlap (16-28:101-113) 
 
                              10        20        30        40      
2MEPSP                LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                     :: : ::: .:.:                  
gi|144 SATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLK 
               80        90       100       110       120       130 
 
          50        60        70        80                          
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD                          
                                                                    
gi|144 FEGHIGDIDMKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYF 
              140       150       160       170       180       190 
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.8  bits: 15.1 E():   83 
Smith-Waterman score: 32; 46.2% identity (53.8% similar) in 13 aa overlap (18-30:3-15) 
 
               10        20        30        40        50        60 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                        :  : :: . : :                               
gi|527                TDPGHLQDVXVAINDPKXGVFVNRK                     
                              10        20                          
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.6  bits: 17.5 E():   86 
Smith-Waterman score: 39; 33.3% identity (57.6% similar) in 33 aa overlap (4-36:31-63) 
 
                                          10        20        30    
2MEPSP                            LSGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     ..:. :: :   ..::  :   ::   : . 
gi|132 MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIEGPVKNV 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD              
       ..:                                                          
gi|132 AVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLA 
               70        80        90       100       110       120 
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (37-69:127-158) 
 
         10        20        30        40        50        60       
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                     .:  :. :: :.:  .   : :. .  : . 
gi|275 GNAKAMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDS 
        100       110       120       130       140        150      
 
         70        80                                               
2MEPSP QKYKSPKNAYVEGD                                               
       ...                                                          
gi|275 DNFIKLLDKFDEKFAHTSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAH 
         160       170       180       190       200       210      
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (28-54:2-28) 
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               10        20        30        40        50        60 
2MEPSP LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                  ::. : ..:  .  :. ..  :: ..:       
gi|289                           SIISTLNAMPEYQDLLQNLRDKGVDVDHYIELIR 
                                         10        20        30     
 
               70        80                                         
2MEPSP FYIKGGQKYKSPKNAYVEGD                                         
                                                                    
gi|289 ALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITT 
           40        50        60        70        80        90     
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 39; 25.0% identity (60.7% similar) in 28 aa overlap (14-41:99-126) 
 
                                10        20        30        40    
2MEPSP                  LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|217 CEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
            50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                             
gi|217 HNTPYCLGMEESQWS                       
      130       140                          
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.3  bits: 17.2 E():   89 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (44-61:26-42) 
 
            20        30        40        50        60        70    
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ..:  :..:. ::  :..             
gi|117      MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINEL 
                    10        20        30         40        50     
 
            80                                                     
2MEPSP NAYVEGD                                                     
                                                                   
gi|117 IASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110    
 
>>gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Arachi  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.5 E():   89 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (44-59:50-65) 
 
            20        30        40        50        60        70    
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|172 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
      20        30        40        50        60        70          
 
            80                                                      
2MEPSP NAYVEGD                                                      
                                                                    
gi|172 DELDQMENTERCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
      80        90       100       110       120       130          
 
>>gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=Congl  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (44-59:51-66) 
 
            20        30        40        50        60        70    
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|751 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
               30        40        50        60        70        80 
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            80                                                      
2MEPSP NAYVEGD                                                      
                                                                    
gi|751 DELNEMENTQRCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
               90       100       110       120       130       140 
 
>>gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging protein   (236 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.1  bits: 18.2 E():   90 
Smith-Waterman score: 41; 26.9% identity (50.0% similar) in 26 aa overlap (43-67:187-212) 
 
             20        30        40        50         60        70  
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKS 
                                     .. :. :.   :    :: : .  :.     
gi|375 GKKITGFTDIGEDILGVTDIMKKGNLLTIKQVAEKEGATYIEPEGPWDNFTVTDGRIVTG 
        160       170       180       190       200       210       
 
              80            
2MEPSP PKNAYVEGD            
                            
gi|375 VNPQSAVKTAEDVIAAFECN 
        220       230       
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.1  bits: 19.2 E():   90 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (40-72:232-264) 
 
      10        20        30        40        50        60          
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
      70        80                                                  
2MEPSP KSPKNAYVEGD                                                  
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.1  bits: 19.2 E():   90 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (40-72:232-264) 
 
      10        20        30        40        50        60          
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
      70        80                                                  
2MEPSP KSPKNAYVEGD                                                  
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.2 E():   93 
Smith-Waterman score: 38; 37.5% identity (81.2% similar) in 16 aa overlap (5-20:9-24) 
 
                   10        20        30        40        50       
2MEPSP     LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.. :  ...:::.:                                     
gi|209 MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK 
               10        20        30        40        50        60 
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 40; 31.2% identity (68.8% similar) in 16 aa overlap (50-65:146-161) 
 
      20        30        40        50        60        70          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     .. .:  . :::.. :               
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gi|109 ILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFKMMFQK 
         120       130       140       150       160       170      
 
      80                     
2MEPSP D                     
                             
gi|109 PRTRTCIEKDFPRRSSSSIPT 
         180       190       
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 43; 28.2% identity (59.0% similar) in 39 aa overlap (20-58:94-131) 
 
                          10        20        30        40          
2MEPSP            LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                     .. :. :: : :  .. :::   ...   : 
gi|746 SLERRGATGGDLPVGIERNYKINKFAAYAGSFDDATIEEIRKNEDVAYVEED-QIYYLDG 
            70        80        90       100       110        120   
 
      50        60        70        80                              
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD                              
       . ...:  :                                                    
gi|746 LTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNA 
            130       140       150       160       170       180   
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 43; 28.2% identity (59.0% similar) in 39 aa overlap (20-58:94-131) 
 
                          10        20        30        40          
2MEPSP            LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                     .. :. :: : :  .. :::   ...   : 
gi|129 SLERRGATGGDLPVGIERNYKINKFAAYAGSFDDATIEEIRKNEDVAYVEED-QIYYLDG 
            70        80        90       100       110        120   
 
      50        60        70        80                              
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD                              
       . ...:  :                                                    
gi|129 LTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNA 
            130       140       150       160       170       180   
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 16.8 E():   95 
Smith-Waterman score: 37; 55.6% identity (88.9% similar) in 9 aa overlap (60-68:67-75) 
 
      30        40        50        60        70        80          
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD          
                                     ::. :::..                      
gi|144 HGSEEWEPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         40        50        60        70        80        90       
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 39; 31.4% identity (51.4% similar) in 35 aa overlap (5-39:10-44) 
 
                    10        20        30        40        50      
2MEPSP      LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                :.:    : :. :     ..  .::: . :.  ::                 
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGD                                    
                                                                    
gi|169 GETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFH 
               70        80        90       100       110       120 
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 39; 31.4% identity (51.4% similar) in 35 aa overlap (5-39:10-44) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5637

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                    10        20        30        40        50      
2MEPSP      LSGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                :.:    : :. :     ..  .::: . :.  ::                 
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGD                                    
                                                                    
gi|374 GETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYH 
               70        80        90       100       110       120 
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.9 E():   97 
Smith-Waterman score: 43; 25.0% identity (75.0% similar) in 16 aa overlap (62-77:73-88) 
 
              40        50        60        70        80            
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD            
                                     :. : . ...: :...               
gi|739 KTDSTQAILRAWDQACNGFGKQRVIVPEGVYLTGPMAFRGPCNGFISMQVRGELRAYGDV 
             50        60        70        80        90       100   
 
gi|739 GKYPNAKWVSYEDLNGLLVTGGGRFNAQGSQAWTQNDCSTKKNCALLTTSVKFDHCTNAT 
            110       120       130       140       150       160   
 
>>gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Pollen  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.3  bits: 16.8 E(): 1e 
Smith-Waterman score: 37; 50.0% identity (58.3% similar) in 12 aa overlap (65-76:12-23) 
 
           40        50        60        70        80               
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD               
                                     :: : .:   ::                   
gi|416                    GKVYLVGGPELGGWKLQSDPRAYALWSARQQFKTTDVLWFN 
                                  10        20        30        40  
 
gi|416 FTTGEDSVAEVWREEAYHACDIKDPIRLEPGGPDRFTLLTPGSHFICTKDQKFVACVPGR 
              50        60        70        80        90       100  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:43 2011 done: Tue Apr 19 10:57:43 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 175  - 254 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     5     2:*= 
  32     1     8:= * 
  34     7    22:===    * 
  36    27    44:=========     * 
  38    39    73:=============           * 
  40    60   102:====================             * 
  42   127   125:=========================================*= 
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  44   109   137:=====================================        * 
  46    86   140:=============================                 * 
  48   152   134:============================================*====== 
  50   178   122:========================================*=================== 
  52   136   107:===================================*========== 
  54    85    92:============================= * 
  56   101    77:=========================*======== 
  58    74    63:====================*==== 
  60    38    51:=============   * 
  62    38    41:=============* 
  64    46    33:==========*===== 
  66    26    26:========* 
  68    19    20:======* 
  70    15    16:=====* 
  72    22    12:===*==== 
  74    22    10:===*==== 
  76    27     8:==*====== 
  78     9     6:=*= 
  80     7     5:=*= 
  82     7     3:*== 
  84     3     3:* 
  86     6     2:*= 
  88     4     2:*=         inset = represents 1 library sequences 
  90     3     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     3     1:*         :*== 
  98     4     0:==        *==== 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.17270.00296; mu= 8.6607 0.156 
 mean_var=30.5295 7.255, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.232121 
 Kolmogorov-Smirnov  statistic: 0.1290 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   69 27.6   0.083 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   58 23.9     1.2 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   57 23.6     1.5 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   60 24.6     1.5 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.6     1.8 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.6     1.8 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   56 23.2     1.9 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   56 23.2     1.9 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 23.6     1.9 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 22.6     3.1 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   49 20.9     4.6 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   52 21.9     4.9 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 24.0     5.1 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   51 21.6     5.6 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   51 21.6     5.6 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   55 22.9     5.9 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   53 22.3       6 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   54 22.6     7.4 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 21.2     7.8 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 21.2     7.8 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 21.2     7.8 
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gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   48 20.5     8.5 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.6     9.1 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.9     9.8 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 23.0      10 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 20.2      11 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 20.6      12 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   48 20.6      12 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   48 20.6      12 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 23.0      13 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 17.5      13 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.9      14 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   52 22.0      15 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.6      15 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   47 20.2      16 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   49 20.9      16 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   49 20.9      16 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 18.5      17 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 19.5      17 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.9      20 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.9      20 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.9      20 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.9      20 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   52 22.0      20 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 17.5      23 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   50 21.3      23 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   51 21.6      24 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 19.2      24 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   45 19.6      24 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   45 19.6      25 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   45 19.6      25 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   45 19.6      25 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   45 19.6      25 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   45 19.6      25 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   45 19.6      25 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   45 19.6      25 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 18.5      25 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 18.5      25 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   51 21.6      25 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   51 21.6      25 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 19.2      25 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 19.2      25 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   42 18.5      26 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.6      28 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.6      29 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   44 19.2      31 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   44 19.2      31 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   44 19.2      31 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 19.2      31 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   44 19.2      31 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 19.2      31 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   44 19.2      31 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 19.2      31 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   44 19.2      31 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 19.2      31 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   44 19.2      31 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   44 19.2      31 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   44 19.2      31 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 19.2      31 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   44 19.2      31 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   44 19.2      31 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 18.2      33 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.9      33 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.9      35 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.9      35 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.9      37 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 20.3      37 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 19.2      39 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   43 18.9      39 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.9      39 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   43 18.9      39 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   43 18.9      39 
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gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   43 18.9      39 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   43 18.9      39 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.9      39 
gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   43 18.9      39 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   41 18.2      40 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.5      40 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 18.5      41 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 18.5      41 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.9      41 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   40 17.9      41 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.9      41 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.5      47 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 18.2      48 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 18.5      49 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   42 18.5      49 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.5      49 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   42 18.5      49 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 18.5      49 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   42 18.5      49 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   42 18.5      49 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.5      49 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   42 18.5      49 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   42 18.5      49 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   42 18.5      49 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   42 18.6      50 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 21.0      50 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 18.2      51 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 18.2      51 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 16.1      52 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.9      54 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.6      55 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 18.2      55 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 18.2      55 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.9      55 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 16.1      57 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   44 19.2      57 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.6      58 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 17.5      60 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   46 19.9      60 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.9      65 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 17.2      66 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 17.2      66 
gi|280414|pir||A60372 pollen allergen Poa-pI - Ken (  20)   32 15.1      66 
gi|1405736|emb|CAA35188.1| trypsin inhibitor cme p ( 144)   40 17.9      70 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   41 18.2      70 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.6      70 
gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subs ( 148)   40 17.9      72 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   40 17.9      73 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.9      77 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.6      77 
gi|29539109|emb|CAD87730.1| allergen Len c 1.0101  ( 418)   44 19.3      77 
gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 Fr ( 127)   39 17.5      78 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   39 17.5      79 
gi|2129805|pir||S65143 pollen allergen group II (c (  80)   37 16.8      79 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   40 17.9      79 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   39 17.5      80 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.6      81 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   41 18.2      82 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   32 15.1      82 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.5      84 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   44 19.3      85 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   41 18.2      86 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   39 17.5      87 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   38 17.2      87 
gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Ar ( 144)   39 17.5      87 
gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=C ( 145)   39 17.5      88 
gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging prot ( 236)   41 18.2      89 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   44 19.3      89 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   44 19.3      89 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   38 17.2      92 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   40 17.9      93 
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gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 18.9      93 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 18.9      93 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   37 16.9      94 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   39 17.5      95 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   39 17.5      95 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   43 18.9      96 
gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Po ( 101)   37 16.9      98 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   38 17.2      99 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  69  Z-score: 121.9  bits: 27.6 E(): 0.083 
Smith-Waterman score: 69; 28.1% identity (50.0% similar) in 64 aa overlap (1-64:37-99) 
 
                                             10        20        30 
2MEPSP                               SGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     :: : .  . :: .:.:: .    . ..   
gi|291 QLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPV-LVPA 
         10        20        30        40        50        60       
 
               40        50        60        70        80           
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA           
       .:..  . : .     ::: :    ::   :. :                           
gi|291 VITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDR 
          70        80        90       100       110       120      
 
gi|291 AEQFGQQHVTGSQGS 
         130       140 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 101.0  bits: 23.9 E():  1.2 
Smith-Waterman score: 58; 23.8% identity (60.3% similar) in 63 aa overlap (7-67:81-139) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|132 PGTIKKITFSEGSPFKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
           40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA         
       :     :.. ... .:..:    :  .::::..                      
gi|132 PDGGSILKISNKYHTKGDH--EVDAEHIKGGKEKVEGLFRAVEAYLLAHSDAYN 
      110       120         130       140       150       160 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 99.2  bits: 23.6 E():  1.5 
Smith-Waterman score: 57; 27.0% identity (58.7% similar) in 63 aa overlap (19-78:91-150) 
 
                           10        20           30        40      
2MEPSP             SGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.   ...    
gi|880 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTVIKTTS 
               70        80        90        100       110          
 
          50        60        70        80         
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA         
       .. .:..   . .  ..:.:..  :     .::           
gi|880 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 99.1  bits: 24.6 E():  1.5 
Smith-Waterman score: 60; 36.4% identity (60.6% similar) in 66 aa overlap (17-80:139-195) 
 
                             10        20        30         40      
2MEPSP               SGSISSQYLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :.   ..  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYD--VLA 
      110       120       130       140        150       160        
 
          50        60        70         80                         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5642

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK-NAYVEGDA                         
       : ..:   .:    ::...     .:: .:: ..::                         
gi|612 R-NLKDLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSC 
          170       180            190       200       210          
 
gi|612 QYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVS 
     220       230       240       250       260       270          
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.7  bits: 23.6 E():  1.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (9-24:9-24) 
 
               10        20        30        40        50        60 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
               :.:::.:: . :::..                                     
gi|476 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.7  bits: 23.6 E():  1.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (9-24:9-24) 
 
               10        20        30        40        50        60 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
               :.:::.:: . :::..                                     
gi|313 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 97.3  bits: 23.2 E():  1.9 
Smith-Waterman score: 56; 27.0% identity (57.1% similar) in 63 aa overlap (19-78:91-150) 
 
                           10        20           30        40      
2MEPSP             SGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
          50        60        70        80         
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA         
       .. .:..   . .  ..:.:..  :     .::           
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 97.3  bits: 23.2 E():  1.9 
Smith-Waterman score: 56; 27.0% identity (57.1% similar) in 63 aa overlap (19-78:91-150) 
 
                           10        20           30        40      
2MEPSP             SGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
          50        60        70        80         
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA         
       .. .:..   . .  ..:.:..  :     .::           
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.3  bits: 23.6 E():  1.9 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (3-41:26-64) 
 
                                      10        20        30        
2MEPSP                        SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
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2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA                  
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 93.8  bits: 22.6 E():  3.1 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (19-53:90-126) 
 
                           10        20          30        40       
2MEPSP             SGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
         50        60        70        80       
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 90.5  bits: 20.9 E():  4.6 
Smith-Waterman score: 49; 23.8% identity (55.6% similar) in 63 aa overlap (19-78:5-64) 
 
               10        20           30        40        50        
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSDSW 
                         ::.:. .: ::   ::.: :     ..   .. .:..   .  
gi|603               VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKE 
                              10        20        30        40      
 
        60        70        80         
2MEPSP DRFYIKGGQKYKSPKNAYVEGDA         
       .  ..:.:..  .     .::           
gi|603 E--HVKAGKEKAAHLFKLIEGYLKDHPSEYN 
            50        60        70     
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 90.1  bits: 21.9 E():  4.9 
Smith-Waterman score: 52; 22.2% identity (58.7% similar) in 63 aa overlap (7-67:81-139) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|154 PGTIKKITFSEGSPVKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
           40        50        60        70        80          
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA          
       :     :..  .. .:..:    .  .::::..                       
gi|154 PDGGSILKITSKYHTKGDHEVPAE--HIKGGKERVEGLLKPVEAYLLAHTAEYNN 
      110       120       130         140       150       160  
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 89.8  bits: 24.0 E():  5.1 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (17-61:372-415) 
 
                             10        20        30        40       
2MEPSP               SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
         50        60        70        80                           
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA                           
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 89.0  bits: 21.6 E():  5.6 
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Smith-Waterman score: 51; 27.0% identity (45.9% similar) in 74 aa overlap (1-74:42-110) 
 
                                             10        20        30 
2MEPSP                               SGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     ::   .  . :: .:.:: .    . ..   
gi|753 RAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVPA 
              20        30        40        50        60         70 
 
               40        50        60        70        80           
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA           
       .:.:  .   .     ::: :    ::   :. :    : : .:                 
gi|753 VITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKARE 
               80        90       100           110       120       
 
gi|753 MKDRAEQFSQQPVAGSQTS 
        130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 89.0  bits: 21.6 E():  5.6 
Smith-Waterman score: 51; 27.0% identity (45.9% similar) in 74 aa overlap (1-74:42-110) 
 
                                             10        20        30 
2MEPSP                               SGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     ::   .  . :: .:.:: .    . ..   
gi|198 RAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVPA 
              20        30        40        50        60         70 
 
               40        50        60        70        80           
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA           
       .:.:  .   .     ::: :    ::   :. :    : : .:                 
gi|198 VITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKARE 
               80        90       100           110       120       
 
gi|198 MKDRAEQFSQQPVAGSQTS 
        130       140      
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 88.7  bits: 22.9 E():  5.9 
Smith-Waterman score: 55; 23.0% identity (51.7% similar) in 87 aa overlap (3-79:231-317) 
 
                                           10        20        30   
2MEPSP                             SGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     .::.  ..    :. :. .:.... .   . 
gi|113 TGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKMHV 
              210       220       230       240       250       260 
 
             40                50        60          70        80   
2MEPSP SIPYVEMTLRLMER-----FG---VKAEHSDSWDRFYIKGGQKYK--SPKNAYVEGDA   
       .. :  .:  . ::     ::   .  .  : ::.. : :...    :  : .:  :    
gi|113 TLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVAPDFIY 
              270       280       290       300       310       320 
 
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 88.5  bits: 22.3 E():    6 
Smith-Waterman score: 53; 29.6% identity (57.4% similar) in 54 aa overlap (13-65:27-73) 
 
                             10        20        30         40      
2MEPSP               SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
                                 : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
          50        60        70        80                          
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA                          
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
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>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 86.9  bits: 22.6 E():  7.4 
Smith-Waterman score: 54; 26.4% identity (51.4% similar) in 72 aa overlap (1-64:232-299) 
 
                                             10        20        30 
2MEPSP                               SGSISSQYLSALLMAAPLALGDVEIEIIDK 
                                     :.:. .:.  .::..:    :: .::     
gi|113 SSQIWIDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLFGA----GDENIEDRGM 
             210       220       230       240           250        
 
               40                50        60        70        80   
2MEPSP LISIPYVEMTLRLMER--------FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA   
       : .. .  .:  . .:        : :  .. :.:  . : :                   
gi|113 LATVAFNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDE 
       260       270       280       290       300       310        
 
gi|113 RSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGES 
       320       330       340       350       360       370        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.5  bits: 21.2 E():  7.8 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (19-53:91-127) 
 
                           10        20          30        40       
2MEPSP             SGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
         50        60        70        80       
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.5  bits: 21.2 E():  7.8 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (19-53:91-127) 
 
                           10        20          30        40       
2MEPSP             SGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
         50        60        70        80       
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.5  bits: 21.2 E():  7.8 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (19-53:91-127) 
 
                           10        20          30        40       
2MEPSP             SGSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
         50        60        70        80       
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 85.8  bits: 20.5 E():  8.5 
Smith-Waterman score: 48; 30.8% identity (57.7% similar) in 26 aa overlap (48-73:18-43) 
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        20        30        40        50        60        70        
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
                                     : .:  : ..  :. : : . :.: .     
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
        80                                                          
2MEPSP GDA                                                          
                                                                    
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.2  bits: 22.6 E():  9.1 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (28-49:9-30) 
 
               10        20        30        40        50        60 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                                  :  :..::.. .: :  .: ::            
gi|424                    NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIA 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP YIKGGQKYKSPKNAYVEGDA                                         
                                                                    
gi|424 ILPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKGVDV 
              50        60        70        80        90       100  
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 84.7  bits: 20.9 E():  9.8 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (30-53:104-127) 
 
                10        20        30        40        50          
2MEPSP  SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
      60        70        80       
2MEPSP FYIKGGQKYKSPKNAYVEGDA       
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.5  bits: 23.0 E():   10 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (18-45:414-441) 
 
                            10        20        30        40        
2MEPSP              SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
        50        60        70        80                            
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA                            
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.0  bits: 20.2 E():   11 
Smith-Waterman score: 49; 29.0% identity (60.9% similar) in 69 aa overlap (2-65:23-90) 
 
                                     10          20        30       
2MEPSP                      SGSISSQ-YLSALLMAA--PLALGDVEIEIIDKLISIPY 
                             ::.. . ... . .::  :  .  : .::::.  :    
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKV-FEIIDQDKSDFV 
               10        20        30        40         50          
 
         40         50         60        70        80     
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2MEPSP VEMTLRL-MERFGVKAEH-SDSWDRFYIKGGQKYKSPKNAYVEGDA     
        :  :.: .. :.. :.  ::.  . ..:.:                    
gi|145 EEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      60        70        80        90       100          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 82.9  bits: 20.6 E():   12 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (7-53:80-126) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 82.9  bits: 20.6 E():   12 
Smith-Waterman score: 48; 20.4% identity (65.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVAHKNFKYSYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :  .  :.. ... .:..:                                  
gi|132 PDGRSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 82.9  bits: 20.6 E():   12 
Smith-Waterman score: 48; 17.3% identity (53.3% similar) in 75 aa overlap (4-78:78-150) 
 
                                          10        20        30    
2MEPSP                            SGSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
                                     ..  :  .:. .  :. .  .:.   ::.: 
gi|901 DGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVS 
        50        60        70        80        90       100        
 
            40        50        60        70        80         
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA         
        :.    ..   .. .:..   . .  ..:.:..  .     .::           
gi|901 APHGGTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAAHLFKLIEGYLKDHPSEYN 
       110       120       130         140       150       160 
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.7  bits: 23.0 E():   13 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (18-45:500-527) 
 
                            10        20        30        40        
2MEPSP              SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
        50        60        70        80                            
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA                            
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 82.3  bits: 17.5 E():   13 
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Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (49-57:10-18) 
 
       20        30        40        50        60        70         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|409                      IAKVPPGGXITAEYGDKWLD                    
                                    10        20                    
 
       80 
2MEPSP DA 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 82.1  bits: 19.9 E():   14 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (28-74:3-44) 
 
               10        20        30        40        50        60 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                                  :  ..:   .: .:.     .:::: :  .  : 
gi|207                          MSITDIVSEKNIEAALE-----SVKAEGSFEYKCF 
                                        10             20        30 
 
               70        80                                         
2MEPSP YIKGGQKYKSPKNAYVEGDA                                         
       . : :   ::  .:                                               
gi|207 FQKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAG 
               40        50        60        70        80        90 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 52; 33.3% identity (57.1% similar) in 42 aa overlap (1-35:248-289) 
 
                                             10          20         
2MEPSP                               SGSISSQYLSALLM--AAPLALG-----DV 
                                     ::. ::.  . .:.  .:::.::      : 
gi|144 VSDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGV 
       220       230       240       250       260       270        
 
            30        40        50        60        70        80    
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA    
          .: .  .::                                                 
gi|144 MTPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPR 
       280       290       300       310       320       330        
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 81.2  bits: 21.6 E():   15 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (3-51:54-105) 
 
                                           10          20           
2MEPSP                             SGSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
      30        40        50        60        70        80          
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA          
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 81.1  bits: 20.2 E():   16 
Smith-Waterman score: 47; 20.4% identity (65.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDILEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
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       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.7  bits: 20.9 E():   16 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (1-28:7-34) 
 
                     10        20        30        40        50     
2MEPSP       SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
             : .. :  ..:.  :::. :   :....                           
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDA                                   
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.7  bits: 20.9 E():   16 
Smith-Waterman score: 49; 28.6% identity (64.3% similar) in 28 aa overlap (1-28:7-34) 
 
                     10        20        30        40        50     
2MEPSP       SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
             : .. :  ..:.  :::. :   :....                           
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDA                                   
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 80.5  bits: 18.5 E():   17 
Smith-Waterman score: 45; 37.5% identity (68.8% similar) in 32 aa overlap (2-33:15-42) 
 
                            10        20        30        40        
2MEPSP              SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                     :.:::. :.  :   :  ::.: .: :.....               
gi|377 EHERIFKRFDAKGDGKISSSELGETL--KP--LGSVTLEEIQRMMAEIDTDGDGFL     
               10        20            30        40        50       
 
        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.3  bits: 19.5 E():   17 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (51-73:21-43) 
 
               30        40        50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.3  bits: 19.9 E():   20 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
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           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.3  bits: 19.9 E():   20 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (30-67:104-139) 
 
                10        20        30        40        50          
2MEPSP  SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
      60        70        80         
2MEPSP FYIKGGQKYKSPKNAYVEGDA         
         :::...                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
             140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.3  bits: 19.9 E():   20 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (20-53:92-127) 
 
                          10        20           30        40       
2MEPSP            SGSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
         50        60        70        80       
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.3  bits: 19.9 E():   20 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 79.1  bits: 22.0 E():   20 
Smith-Waterman score: 52; 28.3% identity (56.5% similar) in 46 aa overlap (36-77:539-584) 
 
          10        20        30        40            50        60  
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
              70        80                                          
2MEPSP IKGGQKYKSPKNAYVEGDA                                          
        :  . :.. .. ::.                                             
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
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>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.1  bits: 17.5 E():   23 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (49-57:10-18) 
 
       20        30        40        50        60        70         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK     
                                    10        20        30          
 
       80 
2MEPSP DA 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 50; 26.0% identity (50.7% similar) in 73 aa overlap (6-78:7-75) 
 
                10        20        30        40        50          
2MEPSP  SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
             : .: .: .::: ::. .  .  .. :   :  .: :. .  :  .   .. :. 
gi|947 MMVAWWSLFLYGLQVAAP-ALAATPADWRSQSI---YFLLTDRFARTDGSTTATCNTADQ 
               10         20        30           40        50       
 
      60        70        80                                        
2MEPSP FYIKGGQKYKSPKNAYVEGDA                                        
        :  :  .    :  :..:                                          
gi|947 KYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYG 
         60        70        80        90       100       110       
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 77.8  bits: 21.6 E():   24 
Smith-Waterman score: 51; 33.3% identity (57.1% similar) in 42 aa overlap (1-35:379-420) 
 
                                             10          20         
2MEPSP                               SGSISSQYLSALLM--AAPLALG-----DV 
                                     ::. ::.  . .:.  .:::.::      : 
gi|729 SDFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGGV 
      350       360       370       380       390       400         
 
            30        40        50        60        70        80    
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA    
          .: .  .::                                                 
gi|729 MTALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAPR 
      410       420       430       440       450       460         
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.6  bits: 19.2 E():   24 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (27-42:49-64) 
 
                   10        20        30        40        50       
2MEPSP     SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
         60        70        80                       
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDA                       
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (7-53:80-126) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
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           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :     :.. ... .:..:                                  
gi|437 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.4  bits: 19.6 E():   25 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.4  bits: 19.6 E():   25 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.4  bits: 19.6 E():   25 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.4  bits: 19.6 E():   25 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
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 initn:  40 init1:  40 opt:  45  Z-score: 77.4  bits: 19.6 E():   25 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 77.4  bits: 19.6 E():   25 
Smith-Waterman score: 45; 22.2% identity (60.3% similar) in 63 aa overlap (7-67:81-139) 
 
                                       10          20        30     
2MEPSP                         SGSISSQYLSALLMAAPLA--LGDVEIEIIDKLISI 
                                     .:  ... ..::.  :  .  ::  :...  
gi|534 PGTIKKITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEI--KIVAA 
               60        70        80        90       100           
 
           40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA         
       :     :..  .. .:.. : . ..  ::.:..                      
gi|534 PGGGSILKITSKYHTKGDISLNEEE--IKAGKEKGAGLFKAVENYLVAHPNAYN 
      110       120       130         140       150       160 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.4  bits: 19.6 E():   25 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 77.3  bits: 18.5 E():   25 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (2-23:54-75) 
 
                                            10        20        30  
2MEPSP                              SGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
              40        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 77.3  bits: 18.5 E():   25 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (2-23:54-75) 
 
                                            10        20        30  
2MEPSP                              SGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
              40        50        60        70        80 
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2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 77.3  bits: 21.6 E():   25 
Smith-Waterman score: 51; 31.0% identity (62.1% similar) in 29 aa overlap (49-77:553-581) 
 
       20        30        40        50        60        70         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
       80                                                           
2MEPSP DA                                                           
                                                                    
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 77.3  bits: 21.6 E():   25 
Smith-Waterman score: 51; 31.0% identity (62.1% similar) in 29 aa overlap (49-77:553-581) 
 
       20        30        40        50        60        70         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
       80                                                           
2MEPSP DA                                                           
                                                                    
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.2  bits: 19.2 E():   25 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (50-60:8-18) 
 
      20        30        40        50        60        70          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.2  bits: 19.2 E():   25 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (50-60:8-18) 
 
      20        30        40        50        60        70          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 77.2  bits: 18.5 E():   26 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 46 aa overlap (1-43:6-51) 
 
                    10        20           30        40        50   
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2MEPSP      SGSISSQYLSALLMAAPLALGDVEIE---IIDKLISIPYVEMTLRLMERFGVKAE 
            :. .. :.:  :.  ::. :  :  .   .   :. .:    ::..          
gi|453 RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQL 
               10        20        30        40        50        60 
 
             60        70        80 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                    
gi|453 PPLLSQGNPACSPKWLQLLVP        
               70        80         
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.5  bits: 19.6 E():   28 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (56-67:134-145) 
 
          30        40        50        60        70        80      
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA      
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.1  bits: 19.6 E():   29 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (56-67:142-153) 
 
          30        40        50        60        70        80      
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA      
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (7-53:80-126) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|159 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :     :.. ... .:..:                                  
gi|159 PDGGSILKISNKYHTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (7-53:80-126) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|384 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :     :.. ... .:..:                                  
gi|384 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.6  bits: 19.2 E():   31 
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Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|114 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :     :.. ... .:..:                                  
gi|114 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (20-53:92-127) 
 
                          10        20            30        40      
2MEPSP            SGSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
          50        60        70        80       
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVEGYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (64-79:111-126) 
 
            40        50        60        70        80              
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA              
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|241 PGTIKKISFPEGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
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       :     :.. ... .:..:                                  
gi|241 PDGGSILKISNKYHTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (64-79:111-126) 
 
            40        50        60        70        80              
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA              
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :     :.. ... .:..:                                  
gi|132 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
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                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMRETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (65.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (64-79:111-126) 
 
            40        50        60        70        80              
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA              
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (21-58:125-160) 
 
                         10        20        30        40        50 
2MEPSP           SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
               60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
         :::...                       
gi|132 --HSDAYN                       
            160                       
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>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.1  bits: 18.2 E():   33 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (51-70:9-28) 
 
               30        40        50        60        70        80 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 75.0  bits: 18.9 E():   33 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (11-53:8-46) 
 
               10        20        30        40        50        60 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                 :..::. ..   :...  ::  .  . .:   :::.:: : ..        
gi|140    MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFGEKIDQIEHGLLM 
                  10        20        30            40        50    
 
               70        80                                         
2MEPSP YIKGGQKYKSPKNAYVEGDA                                         
                                                                    
gi|140 LSEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFETAVS 
            60        70        80        90       100       110    
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.6  bits: 18.9 E():   35 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (20-34:83-97) 
 
                          10        20        30        40          
2MEPSP            SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
      50        60        70        80  
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA  
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.6  bits: 18.9 E():   35 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (20-34:83-97) 
 
                          10        20        30        40          
2MEPSP            SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
      50        60        70        80  
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA  
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.2  bits: 18.9 E():   37 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (21-74:92-139) 
 
                         10        20        30        40        50 
2MEPSP           SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
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               60         70        80        
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEGDA        
         :::  :  . .::..  ::  ::              
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG 
        120         130       140       150   
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 74.2  bits: 20.3 E():   37 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (48-79:182-217) 
 
        20        30        40        50            60        70    
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
            80                                                      
2MEPSP AYVEGDA                                                      
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.9  bits: 19.2 E():   39 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (36-62:155-183) 
 
          10        20        30        40        50          60    
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
            70        80  
2MEPSP GGQKYKSPKNAYVEGDA  
                          
gi|549 CNYGPAGNVGNEPIYERK 
          190       200   
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 44; 28.9% identity (55.3% similar) in 38 aa overlap (21-58:125-160) 
 
                         10        20        30        40        50 
2MEPSP           SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|459 TLEKISNEIKIVATPDGGPILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYPLA 
          100       110       120       130       140       150     
 
               60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
         :::...                       
gi|459 --HSDAYN                       
            160                       
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (30-53:104-127) 
 
                10        20        30        40        50          
2MEPSP  SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
      60        70        80       
2MEPSP FYIKGGQKYKSPKNAYVEGDA       
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
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 initn:  39 init1:  39 opt:  43  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVTT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (30-53:104-127) 
 
                10        20        30        40        50          
2MEPSP  SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
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            80        90       100       110       120       130    
 
      60        70        80       
2MEPSP FYIKGGQKYKSPKNAYVEGDA       
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 43; 34.4% identity (59.4% similar) in 32 aa overlap (1-31:108-139) 
 
                                             10        20           
2MEPSP                               SGSISSQYLSALLMAAPLALGDVEIEI-ID 
                                     .: ::   :.:::      :.: ..:  .: 
gi|606 ALVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVD 
        80        90       100       110       120       130        
 
      30        40        50        60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
       ..                                                  
gi|606 EIDEDGSGKIEFEEFWELMAGEAD                            
       140       150       160                             
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.7  bits: 18.2 E():   40 
Smith-Waterman score: 41; 38.9% identity (66.7% similar) in 18 aa overlap (63-80:53-70) 
 
             40        50        60        70        80             
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA             
                                     .: : : :: .. .: .:             
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 18.5 E():   40 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (50-68:9-27) 
 
      20        30        40        50        60        70          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.4  bits: 18.5 E():   41 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (49-78:14-43) 
 
       20        30        40        50        60        70         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|179                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
       80                                                           
2MEPSP DA                                                           
                                                                    
gi|179 YMTMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.4  bits: 18.5 E():   41 
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Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (49-78:14-43) 
 
       20        30        40        50        60        70         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|144                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
       80                                                           
2MEPSP DA                                                           
                                                                    
gi|144 YMTMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.3  bits: 17.9 E():   41 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (50-67:7-24) 
 
      20        30        40        50        60        70          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
      80                                               
2MEPSP A                                               
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 73.3  bits: 17.9 E():   41 
Smith-Waterman score: 40; 35.5% identity (51.6% similar) in 31 aa overlap (50-80:7-33) 
 
      20        30        40        50        60        70          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::    :::. :   .  .  ..   :: 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
      80                                                   
2MEPSP A                                                   
       :                                                   
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.3  bits: 17.9 E():   41 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (50-67:7-24) 
 
      20        30        40        50        60        70          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
      80                                               
2MEPSP A                                               
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.3  bits: 18.5 E():   47 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (64-80:109-125) 
 
            40        50        60        70        80              
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA              
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
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gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.1  bits: 18.2 E():   48 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (27-53:86-112) 
 
                   10        20        30        40        50       
2MEPSP     SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
         60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDA 
                                
gi|301 LIRSLFGLP                
         120                    
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.5 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (7-53:80-126) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKITFPEGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (7-53:81-127) 
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                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFKYVKDGVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFEYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
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           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :    .:.. ... .:..:                                  
gi|459 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLKAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (7-53:81-127) 
 
                                       10        20          30     
2MEPSP                         SGSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
           40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA       
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 71.9  bits: 18.6 E():   50 
Smith-Waterman score: 42; 19.2% identity (53.8% similar) in 26 aa overlap (45-70:79-104) 
 
           20        30        40        50        60        70     
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     . : .    ...:.  :.  :  :..     
gi|215 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSIV 
       50        60        70        80        90       100         
 
           80                                                  
2MEPSP YVEGDA                                                  
                                                               
gi|215 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
      110       120       130       140       150       160    
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 71.8  bits: 21.0 E():   50 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (18-45:500-527) 
 
                            10        20        30        40        
2MEPSP              SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
        50        60        70        80                            
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA                            
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (50-68:9-27) 
 
      20        30        40        50        60        70          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (50-68:9-27) 
 
      20        30        40        50        60        70          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.5  bits: 16.1 E():   52 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (49-57:10-18) 
 
       20        30        40        50        60        70         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
       80 
2MEPSP DA 
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (49-74:19-44) 
 
       20        30        40        50        60        70         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     :::  : ..  :. : :   ::  .:     
gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
       80                                                           
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2MEPSP DA                                                           
                                                                    
gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.1  bits: 18.6 E():   55 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (22-63:115-155) 
 
                        10        20        30        40        50  
2MEPSP          SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
              60        70        80          
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDA          
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (13-57:99-142) 
 
                                 10        20        30        40   
2MEPSP                   SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
             50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
           . .  :.:. :                        
gi|219 HNTPYCLAMEESQ-WS                       
      130       140                           
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (13-57:99-142) 
 
                                 10        20        30        40   
2MEPSP                   SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
             50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
           . .  :.:. :                        
gi|195 HNTPYCLAMEESQ-WS                       
      130       140                           
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.9 E():   55 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (27-53:5-31) 
 
               10        20        30        40        50        60 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                                 ::. : ..:  .  :. ..  :: ..:        
gi|424                       EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRA 
                                     10        20        30         
 
               70        80                                         
2MEPSP YIKGGQKYKSPKNAYVEGDA                                         
                                                                    
gi|424 LFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTI 
       40        50        60        70        80        90         
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.8  bits: 16.1 E():   57 
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Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (49-57:10-18) 
 
       20        30        40        50        60        70         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK     
                                    10        20        30          
 
       80 
2MEPSP DA 
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 44; 22.7% identity (50.7% similar) in 75 aa overlap (7-79:5-77) 
 
               10        20        30         40        50          
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDR 
             .:  ::..:. :. : . .   :    . : .  ::      ... .:. . .  
gi|249   MAVQKYTVALFLAVALVAGPAALYAGDGYAPATPAASATLATPATPAASPQHAGTTEY 
                 10        20        30        40        50         
 
      60         70        80                                       
2MEPSP FYI-KGGQKYKSPKNAYVEGDA                                       
         . :.: . .  :::  . :                                        
gi|249 HIVRKAGLNEE--KNAARQTDDEQKRSDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQD 
       60          70        80        90       100       110       
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.6  bits: 19.6 E():   58 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (27-53:169-195) 
 
                   10        20        30         40        50      
2MEPSP     SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
          60        70        80                                    
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDA                                    
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.4  bits: 17.5 E():   60 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (59-67:67-75) 
 
       30        40        50        60        70        80         
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA         
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
gi|126 N 
         
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 46; 43.5% identity (52.2% similar) in 23 aa overlap (52-74:164-184) 
 
              30        40        50        60        70        80  
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA  
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGATVKHTKEGTESSAFW--FAVGGKQSYTSKKVATEVSRDP 
           140       150       160         170       180       190  
 
gi|572 HLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWIGQSADSKEKQSAFDVGQ 
             200       210       220       230       240       250  
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.9 E():   65 
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Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (27-53:236-262) 
 
                   10        20        30        40        50       
2MEPSP     SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
         60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDA 
                                
gi|225 LIRSWFGLP                
         270                    
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.6  bits: 17.2 E():   66 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (25-37:71-83) 
 
                     10        20        30        40        50     
2MEPSP       SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
           60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDA 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.6  bits: 17.2 E():   66 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (25-37:71-83) 
 
                     10        20        30        40        50     
2MEPSP       SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
           60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDA 
 
>>gi|280414|pir||A60372 pollen allergen Poa-pI - Kentuck  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.6  bits: 15.1 E():   66 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (49-57:10-18) 
 
       20        30        40        50        60        70         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:                      
gi|280                      IAKVPPGPXITATYGDKWLD                    
                                    10        20                    
 
       80 
2MEPSP DA 
 
>>gi|1405736|emb|CAA35188.1| trypsin inhibitor cme precu  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.9 E():   70 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (4-22:9-27) 
 
                    10        20        30        40        50      
2MEPSP      SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.  . :.:.:.  ..::                                  
gi|140 MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLLT 
               10        20        30        40        50        60 
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 69.2  bits: 18.2 E():   70 
Smith-Waterman score: 41; 20.8% identity (54.2% similar) in 24 aa overlap (47-70:99-122) 
 
         20        30        40        50        60        70       
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     : .    ...:.  :.  :  :..       
gi|606 VIQVTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSIVAG 
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       70        80        90       100       110       120         
 
         80                                                    
2MEPSP EGDA                                                    
                                                               
gi|606 CLDNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
      130       140       150       160       170       180    
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.1  bits: 19.6 E():   70 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (14-54:372-412) 
 
                                10        20        30         40   
2MEPSP                  SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
             50        60        70        80                       
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA                       
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subsp. v  (148 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.9 E():   72 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (4-22:9-27) 
 
                    10        20        30        40        50      
2MEPSP      SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.  . :.:.:.  ..::                                  
gi|190 MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLLT 
               10        20        30        40        50        60 
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 40; 33.3% identity (51.9% similar) in 54 aa overlap (21-74:92-139) 
 
                         10        20        30        40        50 
2MEPSP           SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
               60        70        80        
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDA        
         :::  : .   : .. ::  ::              
gi|160 --HSDP-DDLGRGGHEQSKSTGNAGGRVACGIIGLQG 
        120        130       140       150   
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (64-79:111-126) 
 
            40        50        60        70        80              
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA              
                                     ::.  :: .. ...::               
gi|824 SYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTSHYHTKGDVEIKEEHVKAGKEK 
               90       100       110       120       130       140 
 
gi|824 ASNLFKLIETYLKGHPDAYN 
              150       160 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (33-73:417-454) 
 
             10        20        30        40        50        60   
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
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        390       400       410       420          430       440    
 
             70        80                                           
2MEPSP KGGQKYKSPKNAYVEGDA                                           
       . :: .  :.:                                                  
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|29539109|emb|CAD87730.1| allergen Len c 1.0101 [Len  (418 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.4  bits: 19.3 E():   77 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (2-56:130-183) 
 
                                            10        20        30  
2MEPSP                              SGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :...:  ::.  .  :  :.    .:..   
gi|295 LPAGTIAYLANRDDNEDLRVLDLAIPVNRPGQLQSFLLSGT-QNQPSFLSGFSKNILEAA 
     100       110       120       130       140        150         
 
              40        50        60        70        80            
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA            
       ..  : :.   :.:.   :..:  :                                    
gi|295 FNTEYEEIEKVLLEEQEQKSQHRRSLRDKRQEITNEDVIVKVSREQIEELSKNAKSSSKK 
      160       170       180       190       200       210         
 
>>gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 From P  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 17.5 E():   78 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (43-58:32-47) 
 
             20        30        40        50        60        70   
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|159 PMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
              10        20        30        40        50        60  
 
             80                                                     
2MEPSP NAYVEGDA                                                     
                                                                    
gi|159 DELNEMENTQGCMCEALQQIMENQCDRLQDRQMVQQFKRELMSLPQQCNFRAPQRCDLDV 
              70        80        90       100       110       120  
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 39; 35.0% identity (50.0% similar) in 20 aa overlap (54-73:3-22) 
 
            30        40        50        60        70        80    
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA    
                                     .::::   .    . :  ::           
gi|298                             MSADSWDNHCVTYVANNKCLKNLCMTAIDGSH 
                                           10        20        30   
 
gi|298 LGTSNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYA 
             40        50        60        70        80        90   
 
>>gi|2129805|pir||S65143 pollen allergen group II (clone  (80 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.2  bits: 16.8 E():   79 
Smith-Waterman score: 37; 33.3% identity (61.1% similar) in 18 aa overlap (50-67:4-21) 
 
      20        30        40        50        60        70          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     .:::.  . .:  .:  :             
gi|212                            ETERAEHDRIFKKFDANGDGKISASELGDALKN 
                                          10        20        30    
 
      80                                               
2MEPSP A                                               
                                                       
gi|212 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
            40        50        60        70        80 
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.9 E():   79 
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Smith-Waterman score: 40; 25.9% identity (70.4% similar) in 27 aa overlap (2-28:40-66) 
 
                                            10        20        30  
2MEPSP                              SGSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.::.. :. .: .    .:..:.. .    
gi|144 SKSACSGEVVMEQSVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEE 
      10        20        30        40        50        60          
 
              40        50        60        70        80            
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA            
                                                                    
gi|144 ADADGDGYVSLQEFVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTI 
      70        80        90       100       110       120          
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 39; 43.8% identity (75.0% similar) in 16 aa overlap (50-65:9-24) 
 
      20        30        40        50        60        70          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.:...:.:  : :               
gi|990                       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKP 
                                     10        20        30         
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|990 TFEVAIENDQYIFRSLSTFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFG 
       40        50        60        70        80        90         
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.0  bits: 19.6 E():   81 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (52-74:208-228) 
 
              30        40        50        60        70        80  
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA  
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 18.2 E():   82 
Smith-Waterman score: 41; 61.5% identity (76.9% similar) in 13 aa overlap (15-27:101-113) 
 
                               10        20        30        40     
2MEPSP                 SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                     :: : ::: .:.:                  
gi|144 SATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLK 
               80        90       100       110       120       130 
 
           50        60        70        80                         
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA                         
                                                                    
gi|144 FEGHIGDIDMKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYF 
              140       150       160       170       180       190 
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.9  bits: 15.1 E():   82 
Smith-Waterman score: 32; 46.2% identity (53.8% similar) in 13 aa overlap (17-29:3-15) 
 
               10        20        30        40        50        60 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                       :  : :: . : :                                
gi|527               TDPGHLQDVXVAINDPKXGVFVNRK                      
                             10        20                           
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 17.5 E():   84 
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Smith-Waterman score: 39; 33.3% identity (57.6% similar) in 33 aa overlap (3-35:31-63) 
 
                                           10        20        30   
2MEPSP                             SGSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     ..:. :: :   ..::  :   ::   : . 
gi|132 MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIEGPVKNV 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA             
       ..:                                                          
gi|132 AVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLA 
               70        80        90       100       110       120 
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.6  bits: 19.3 E():   85 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (36-68:127-158) 
 
          10        20        30        40        50        60      
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                     .:  :. :: :.:  .   : :. .  : . 
gi|275 GNAKAMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDS 
        100       110       120       130       140        150      
 
          70        80                                              
2MEPSP QKYKSPKNAYVEGDA                                              
       ...                                                          
gi|275 DNFIKLLDKFDEKFAHTSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAH 
         160       170       180       190       200       210      
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 18.2 E():   86 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (27-53:2-28) 
 
               10        20        30        40        50        60 
2MEPSP SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                                 ::. : ..:  .  :. ..  :: ..:        
gi|289                          SIISTLNAMPEYQDLLQNLRDKGVDVDHYIELIRA 
                                        10        20        30      
 
               70        80                                         
2MEPSP YIKGGQKYKSPKNAYVEGDA                                         
                                                                    
gi|289 LFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTI 
          40        50        60        70        80        90      
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 39; 25.0% identity (60.7% similar) in 28 aa overlap (13-40:99-126) 
 
                                 10        20        30        40   
2MEPSP                   SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|217 CEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
             50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                              
gi|217 HNTPYCLGMEESQWS                        
      130       140                           
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (43-60:26-42) 
 
             20        30        40        50        60        70   
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ..:  :..:. ::  :..             
gi|117      MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINEL 
                    10        20        30         40        50     
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             80                                                    
2MEPSP NAYVEGDA                                                    
                                                                   
gi|117 IASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110    
 
>>gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Arachi  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (43-58:50-65) 
 
             20        30        40        50        60        70   
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|172 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
      20        30        40        50        60        70          
 
             80                                                     
2MEPSP NAYVEGDA                                                     
                                                                    
gi|172 DELDQMENTERCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
      80        90       100       110       120       130          
 
>>gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=Congl  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (43-58:51-66) 
 
             20        30        40        50        60        70   
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|751 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
               30        40        50        60        70        80 
 
             80                                                     
2MEPSP NAYVEGDA                                                     
                                                                    
gi|751 DELNEMENTQRCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
               90       100       110       120       130       140 
 
>>gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging protein   (236 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 18.2 E():   89 
Smith-Waterman score: 41; 26.9% identity (50.0% similar) in 26 aa overlap (42-66:187-212) 
 
              20        30        40        50         60        70 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKS 
                                     .. :. :.   :    :: : .  :.     
gi|375 GKKITGFTDIGEDILGVTDIMKKGNLLTIKQVAEKEGATYIEPEGPWDNFTVTDGRIVTG 
        160       170       180       190       200       210       
 
               80           
2MEPSP PKNAYVEGDA           
                            
gi|375 VNPQSAVKTAEDVIAAFECN 
        220       230       
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.3  bits: 19.3 E():   89 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (39-71:232-264) 
 
       10        20        30        40        50        60         
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
       70        80                                                 
2MEPSP KSPKNAYVEGDA                                                 
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
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>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.3  bits: 19.3 E():   89 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (39-71:232-264) 
 
       10        20        30        40        50        60         
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
       70        80                                                 
2MEPSP KSPKNAYVEGDA                                                 
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.0  bits: 17.2 E():   92 
Smith-Waterman score: 38; 37.5% identity (81.2% similar) in 16 aa overlap (4-19:9-24) 
 
                    10        20        30        40        50      
2MEPSP      SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.. :  ...:::.:                                     
gi|209 MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK 
               10        20        30        40        50        60 
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 40; 31.2% identity (68.8% similar) in 16 aa overlap (49-64:146-161) 
 
       20        30        40        50        60        70         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     .. .:  . :::.. :               
gi|109 ILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFKMMFQK 
         120       130       140       150       160       170      
 
       80                    
2MEPSP DA                    
                             
gi|109 PRTRTCIEKDFPRRSSSSIPT 
         180       190       
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.8  bits: 18.9 E():   93 
Smith-Waterman score: 43; 28.2% identity (59.0% similar) in 39 aa overlap (19-57:94-131) 
 
                           10        20        30        40         
2MEPSP             SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                     .. :. :: : :  .. :::   ...   : 
gi|129 SLERRGATGGDLPVGIERNYKINKFAAYAGSFDDATIEEIRKNEDVAYVEED-QIYYLDG 
            70        80        90       100       110        120   
 
       50        60        70        80                             
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA                             
       . ...:  :                                                    
gi|129 LTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNA 
            130       140       150       160       170       180   
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.8  bits: 18.9 E():   93 
Smith-Waterman score: 43; 28.2% identity (59.0% similar) in 39 aa overlap (19-57:94-131) 
 
                           10        20        30        40         
2MEPSP             SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                     .. :. :: : :  .. :::   ...   : 
gi|746 SLERRGATGGDLPVGIERNYKINKFAAYAGSFDDATIEEIRKNEDVAYVEED-QIYYLDG 
            70        80        90       100       110        120   
 
       50        60        70        80                             
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA                             
       . ...:  :                                                    
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gi|746 LTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNA 
            130       140       150       160       170       180   
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.8  bits: 16.9 E():   94 
Smith-Waterman score: 37; 55.6% identity (88.9% similar) in 9 aa overlap (59-67:67-75) 
 
       30        40        50        60        70        80         
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA         
                                     ::. :::..                      
gi|144 HGSEEWEPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         40        50        60        70        80        90       
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.5 E():   95 
Smith-Waterman score: 39; 31.4% identity (51.4% similar) in 35 aa overlap (4-38:10-44) 
 
                     10        20        30        40        50     
2MEPSP       SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                :.:    : :. :     ..  .::: . :.  ::                 
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDA                                   
                                                                    
gi|169 GETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFH 
               70        80        90       100       110       120 
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.5 E():   95 
Smith-Waterman score: 39; 31.4% identity (51.4% similar) in 35 aa overlap (4-38:10-44) 
 
                     10        20        30        40        50     
2MEPSP       SGSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                :.:    : :. :     ..  .::: . :.  ::                 
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDA                                   
                                                                    
gi|374 GETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYH 
               70        80        90       100       110       120 
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.9 E():   96 
Smith-Waterman score: 43; 25.0% identity (75.0% similar) in 16 aa overlap (61-76:73-88) 
 
               40        50        60        70        80           
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA           
                                     :. : . ...: :...               
gi|739 KTDSTQAILRAWDQACNGFGKQRVIVPEGVYLTGPMAFRGPCNGFISMQVRGELRAYGDV 
             50        60        70        80        90       100   
 
gi|739 GKYPNAKWVSYEDLNGLLVTGGGRFNAQGSQAWTQNDCSTKKNCALLTTSVKFDHCTNAT 
            110       120       130       140       150       160   
 
>>gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Pollen  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.4  bits: 16.9 E():   98 
Smith-Waterman score: 37; 50.0% identity (58.3% similar) in 12 aa overlap (64-75:12-23) 
 
            40        50        60        70        80              
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA              
                                     :: : .:   ::                   
gi|416                    GKVYLVGGPELGGWKLQSDPRAYALWSARQQFKTTDVLWFN 
                                  10        20        30        40  
 
gi|416 FTTGEDSVAEVWREEAYHACDIKDPIRLEPGGPDRFTLLTPGSHFICTKDQKFVACVPGR 
              50        60        70        80        90       100  
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>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.3  bits: 17.2 E():   99 
Smith-Waterman score: 38; 43.8% identity (68.8% similar) in 16 aa overlap (50-65:8-23) 
 
      20        30        40        50        60        70          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.:...: :  : :               
gi|121                        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKP 
                                      10        20        30        
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|121 TLEVEVAGDTYTLRSLSTFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFG 
        40        50        60        70        80        90        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:43 2011 done: Tue Apr 19 10:57:43 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 176  - 255 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     3     0:= 
  30     2     2:* 
  32     1     8:= * 
  34    10    22:====   * 
  36    26    44:=========     * 
  38    37    73:=============           * 
  40    65   102:======================           * 
  42   119   125:======================================== * 
  44   109   138:=====================================        * 
  46    95   140:================================              * 
  48   152   134:============================================*====== 
  50   171   122:========================================*================ 
  52   124   108:===================================*====== 
  54    89    92:==============================* 
  56   111    77:=========================*=========== 
  58    69    63:====================*== 
  60    39    51:=============   * 
  62    46    41:=============*== 
  64    39    33:==========*== 
  66    26    26:========* 
  68    22    20:======*= 
  70    16    16:=====* 
  72    21    12:===*=== 
  74    22    10:===*==== 
  76    25     8:==*====== 
  78    12     6:=*== 
  80     6     5:=* 
  82     6     3:*= 
  84     5     3:*= 
  86     5     2:*= 
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  88     4     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     5     0:==        *===== 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.34540.00295; mu= 7.8449 0.155 
 mean_var=29.9550 7.116, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.234336 
 Kolmogorov-Smirnov  statistic: 0.1252 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   64 26.0    0.25 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   58 24.0     1.2 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   57 23.6     1.5 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   60 24.6     1.5 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.6     1.8 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.6     1.8 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   56 23.3     1.8 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   56 23.3     1.8 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 23.6     1.9 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 22.6     2.9 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   49 21.0     4.3 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   52 21.9     4.7 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.9     5.2 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   55 22.9     5.9 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   53 22.3     5.9 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   50 21.3     6.8 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   50 21.3     6.8 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 21.3     7.5 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 21.3     7.5 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 21.3     7.5 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   48 20.6     8.1 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.6     9.3 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.9     9.5 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 20.3      10 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.9      10 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 17.6      12 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 20.6      12 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   48 20.6      12 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   48 20.6      12 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.9      13 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.9      13 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   47 20.3      15 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.6      16 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 18.6      16 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 19.6      17 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.9      19 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.9      19 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.9      19 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.9      19 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   48 20.6      20 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   48 20.6      20 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   52 21.9      21 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 17.6      21 
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gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 19.3      24 
gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full= (  79)   42 18.6      24 
gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full= (  79)   42 18.6      24 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   49 20.9      24 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   50 21.2      24 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   45 19.6      24 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   45 19.6      24 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   45 19.6      24 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   45 19.6      24 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   45 19.6      24 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   45 19.6      24 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   45 19.6      24 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   45 19.6      24 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 19.2      25 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 19.2      25 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   51 21.6      26 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   51 21.6      26 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.6      27 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.6      29 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   44 19.2      30 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   44 19.2      30 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   44 19.2      30 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   44 19.2      30 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   44 19.2      30 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 19.2      30 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 19.2      30 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 19.2      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 19.2      30 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   44 19.2      30 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   44 19.2      30 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   44 19.2      30 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   44 19.2      30 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 19.2      30 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   44 19.2      30 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   44 19.2      30 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 18.6      30 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 18.2      32 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.9      33 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.9      34 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.9      34 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.9      36 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 20.2      38 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.9      38 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   43 18.9      38 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   43 18.9      38 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   43 18.9      38 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   43 18.9      38 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.9      38 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   43 18.9      38 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 19.2      38 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.6      40 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.9      40 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   40 17.9      40 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.9      40 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 18.6      40 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 18.6      40 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.6      46 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 18.2      47 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 18.6      48 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   47 20.2      48 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   42 18.6      48 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   42 18.6      48 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.6      48 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   42 18.6      48 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 18.6      48 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   42 18.6      48 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   42 18.6      48 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   42 18.6      48 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   42 18.6      48 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.6      48 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 16.2      48 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5681

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|6065738|emb|CAB58171.1| troponin-like protein [ ( 161)   42 18.6      49 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   42 18.6      49 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 18.2      50 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 18.2      50 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.9      52 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.9      53 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 16.2      53 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 18.2      54 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 18.2      54 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.6      55 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.9      55 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   44 19.2      58 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 17.6      58 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.6      60 
gi|280414|pir||A60372 pollen allergen Poa-pI - Ken (  20)   32 15.2      60 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   46 19.9      63 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 17.2      64 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 17.2      64 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.9      66 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.9      67 
gi|218203826|gb|ACK76296.1| Der f 6 allergen [Derm ( 279)   43 18.9      67 
gi|1405736|emb|CAA35188.1| trypsin inhibitor cme p ( 144)   40 17.9      69 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   41 18.2      70 
gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subs ( 148)   40 17.9      71 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   40 17.9      73 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.6      73 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   32 15.2      75 
gi|2129805|pir||S65143 pollen allergen group II (c (  80)   37 16.9      76 
gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 Fr ( 127)   39 17.6      76 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.9      76 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   46 19.9      77 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   39 17.6      78 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   39 17.6      79 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   40 17.9      79 
gi|29539109|emb|CAD87730.1| allergen Len c 1.0101  ( 418)   44 19.2      80 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.6      80 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   41 18.2      82 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.6      83 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.5      84 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   39 17.6      86 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   41 18.2      86 
gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Ar ( 144)   39 17.6      87 
gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=C ( 145)   39 17.6      87 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   44 19.2      88 
gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging prot ( 236)   41 18.2      89 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   38 17.2      90 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   37 16.9      91 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   44 19.2      92 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   44 19.2      92 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   40 17.9      93 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   39 17.6      94 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   39 17.6      94 
gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Po ( 101)   37 16.9      96 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   32 15.2      96 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 18.9      96 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 18.9      96 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   38 17.2      98 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   43 18.9      99 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  64  Z-score: 113.4  bits: 26.0 E(): 0.25 
Smith-Waterman score: 64; 27.0% identity (49.2% similar) in 63 aa overlap (1-63:38-99) 
 
                                             10        20        30 
2MEPSP                               GSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     : : .  . :: .:.:: .    . ..  . 
gi|291 LQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPV-LVPAV 
        10        20        30        40        50        60        
 
               40        50        60        70        80           
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS           
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       :..  . : .     ::: :    ::   :. :                            
gi|291 ITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRA 
         70        80        90       100       110       120       
 
gi|291 EQFGQQHVTGSQGS 
        130       140 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 101.3  bits: 24.0 E():  1.2 
Smith-Waterman score: 58; 23.8% identity (60.3% similar) in 63 aa overlap (6-66:81-139) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|132 PGTIKKITFSEGSPFKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
            40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS        
       :     :.. ... .:..:    :  .::::..                      
gi|132 PDGGSILKISNKYHTKGDH--EVDAEHIKGGKEKVEGLFRAVEAYLLAHSDAYN 
      110       120         130       140       150       160 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 99.5  bits: 23.6 E():  1.5 
Smith-Waterman score: 57; 27.0% identity (58.7% similar) in 63 aa overlap (18-77:91-150) 
 
                            10        20           30        40     
2MEPSP              GSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.   ...    
gi|880 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTVIKTTS 
               70        80        90        100       110          
 
           50        60        70        80        
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS        
       .. .:..   . .  ..:.:..  :     .::           
gi|880 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 99.3  bits: 24.6 E():  1.5 
Smith-Waterman score: 60; 36.4% identity (60.6% similar) in 66 aa overlap (16-79:139-195) 
 
                              10        20        30         40     
2MEPSP                GSISSQYLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :.   ..  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYD--VLA 
      110       120       130       140        150       160        
 
           50        60        70         80                        
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK-NAYVEGDAS                        
       : ..:   .:    ::...     .:: .:: ..::                         
gi|612 R-NLKDLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSC 
          170       180            190       200       210          
 
gi|612 QYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVS 
     220       230       240       250       260       270          
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 98.0  bits: 23.6 E():  1.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (8-23:9-24) 
 
                10        20        30        40        50          
2MEPSP  GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
               :.:::.:: . :::..                                     
gi|476 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 98.0  bits: 23.6 E():  1.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (8-23:9-24) 
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                10        20        30        40        50          
2MEPSP  GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
               :.:::.:: . :::..                                     
gi|313 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 97.7  bits: 23.3 E():  1.8 
Smith-Waterman score: 56; 27.0% identity (57.1% similar) in 63 aa overlap (18-77:91-150) 
 
                            10        20           30        40     
2MEPSP              GSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
           50        60        70        80        
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS        
       .. .:..   . .  ..:.:..  :     .::           
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 97.7  bits: 23.3 E():  1.8 
Smith-Waterman score: 56; 27.0% identity (57.1% similar) in 63 aa overlap (18-77:91-150) 
 
                            10        20           30        40     
2MEPSP              GSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
           50        60        70        80        
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS        
       .. .:..   . .  ..:.:..  :     .::           
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.6  bits: 23.6 E():  1.9 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (2-40:26-64) 
 
                                       10        20        30       
2MEPSP                         GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS                 
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 94.1  bits: 22.6 E():  2.9 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (18-52:90-126) 
 
                            10        20          30        40      
2MEPSP              GSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
          50        60        70        80      
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
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>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 91.0  bits: 21.0 E():  4.3 
Smith-Waterman score: 49; 23.8% identity (55.6% similar) in 63 aa overlap (18-77:5-64) 
 
               10        20           30        40        50        
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSDSWD 
                        ::.:. .: ::   ::.: :     ..   .. .:..   . . 
gi|603              VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE 
                             10        20        30        40       
 
        60        70        80        
2MEPSP RFYIKGGQKYKSPKNAYVEGDAS        
         ..:.:..  .     .::           
gi|603 --HVKAGKEKAAHLFKLIEGYLKDHPSEYN 
           50        60        70     
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 90.3  bits: 21.9 E():  4.7 
Smith-Waterman score: 52; 22.2% identity (58.7% similar) in 63 aa overlap (6-66:81-139) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|154 PGTIKKITFSEGSPVKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
            40        50        60        70        80         
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS         
       :     :..  .. .:..:    .  .::::..                       
gi|154 PDGGSILKITSKYHTKGDHEVPAE--HIKGGKERVEGLLKPVEAYLLAHTAEYNN 
      110       120       130         140       150       160  
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 89.6  bits: 23.9 E():  5.2 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (16-60:372-415) 
 
                              10        20        30        40      
2MEPSP                GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
          50        60        70        80                          
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS                          
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 88.6  bits: 22.9 E():  5.9 
Smith-Waterman score: 55; 23.0% identity (51.7% similar) in 87 aa overlap (2-78:231-317) 
 
                                            10        20        30  
2MEPSP                              GSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     .::.  ..    :. :. .:.... .   . 
gi|113 TGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKMHV 
              210       220       230       240       250       260 
 
              40                50        60          70        80  
2MEPSP SIPYVEMTLRLMER-----FG---VKAEHSDSWDRFYIKGGQKYK--SPKNAYVEGDAS  
       .. :  .:  . ::     ::   .  .  : ::.. : :...    :  : .:  :    
gi|113 TLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVAPDFIY 
              270       280       290       300       310       320 
 
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 88.6  bits: 22.3 E():  5.9 
Smith-Waterman score: 53; 29.6% identity (57.4% similar) in 54 aa overlap (12-64:27-73) 
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                              10        20        30         40     
2MEPSP                GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
                                 : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
           50        60        70        80                         
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS                         
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 87.5  bits: 21.3 E():  6.8 
Smith-Waterman score: 50; 28.1% identity (46.9% similar) in 64 aa overlap (10-73:52-110) 
 
                                    10        20        30          
2MEPSP                      GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:.:  .    
gi|753 AQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVPAVITIFLLGAG 
              30        40        50        60         70        80 
 
      40        50        60        70        80                    
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS                    
       .     ::: :    ::   :. :    : : .:                           
gi|753 FLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAREMKDRAEQFSQ 
               90       100           110       120       130       
 
gi|753 QPVAGSQTS 
        140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 87.5  bits: 21.3 E():  6.8 
Smith-Waterman score: 50; 28.1% identity (46.9% similar) in 64 aa overlap (10-73:52-110) 
 
                                    10        20        30          
2MEPSP                      GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:.:  .    
gi|198 AQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVPAVITIFLLGAG 
              30        40        50        60         70        80 
 
      40        50        60        70        80                    
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS                    
       .     ::: :    ::   :. :    : : .:                           
gi|198 FLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAREMKDRAEQFSQ 
               90       100           110       120       130       
 
gi|198 QPVAGSQTS 
        140      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.7  bits: 21.3 E():  7.5 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (18-52:91-127) 
 
                            10        20          30        40      
2MEPSP              GSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
          50        60        70        80      
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.7  bits: 21.3 E():  7.5 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (18-52:91-127) 
 
                            10        20          30        40      
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2MEPSP              GSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
          50        60        70        80      
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.7  bits: 21.3 E():  7.5 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (18-52:91-127) 
 
                            10        20          30        40      
2MEPSP              GSISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
          50        60        70        80      
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 86.1  bits: 20.6 E():  8.1 
Smith-Waterman score: 48; 30.8% identity (57.7% similar) in 26 aa overlap (47-72:18-43) 
 
         20        30        40        50        60        70       
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
                                     : .:  : ..  :. : : . :.: .     
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
         80                                                         
2MEPSP GDAS                                                         
                                                                    
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.1  bits: 22.6 E():  9.3 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (27-48:9-30) 
 
               10        20        30        40        50        60 
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
                                 :  :..::.. .: :  .: ::             
gi|424                   NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAI 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP IKGGQKYKSPKNAYVEGDAS                                         
                                                                    
gi|424 LPVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKGVDVD 
             50        60        70        80        90       100   
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 84.9  bits: 20.9 E():  9.5 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (29-52:104-127) 
 
                 10        20        30        40        50         
2MEPSP   GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
       60        70        80      
2MEPSP FYIKGGQKYKSPKNAYVEGDAS      
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gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.3  bits: 20.3 E():   10 
Smith-Waterman score: 49; 29.0% identity (60.9% similar) in 69 aa overlap (1-64:23-90) 
 
                                      10          20        30      
2MEPSP                       GSISSQ-YLSALLMAA--PLALGDVEIEIIDKLISIPY 
                             ::.. . ... . .::  :  .  : .::::.  :    
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKV-FEIIDQDKSDFV 
               10        20        30        40         50          
 
          40         50         60        70        80    
2MEPSP VEMTLRL-MERFGVKAEH-SDSWDRFYIKGGQKYKSPKNAYVEGDAS    
        :  :.: .. :.. :.  ::.  . ..:.:                    
gi|145 EEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      60        70        80        90       100          
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.2  bits: 22.9 E():   10 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (17-44:414-441) 
 
                             10        20        30        40       
2MEPSP               GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
         50        60        70        80                           
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS                           
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 83.1  bits: 17.6 E():   12 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (48-56:10-18) 
 
        20        30        40        50        60        70        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|409                      IAKVPPGGXITAEYGDKWLD                    
                                    10        20                    
 
        80 
2MEPSP DAS 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 83.1  bits: 20.6 E():   12 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (6-52:80-126) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 83.1  bits: 20.6 E():   12 
Smith-Waterman score: 48; 20.4% identity (65.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
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                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVAHKNFKYSYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :  .  :.. ... .:..:                                  
gi|132 PDGRSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 83.1  bits: 20.6 E():   12 
Smith-Waterman score: 48; 17.3% identity (53.3% similar) in 75 aa overlap (3-77:78-150) 
 
                                           10        20        30   
2MEPSP                             GSISSQYLSALLMAAPLALGDVEIEIIDKLIS 
                                     ..  :  .:. .  :. .  .:.   ::.: 
gi|901 DGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVS 
        50        60        70        80        90       100        
 
             40        50        60        70        80        
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS        
        :.    ..   .. .:..   . .  ..:.:..  .     .::           
gi|901 APHGGTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAAHLFKLIEGYLKDHPSEYN 
       110       120       130         140       150       160 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 82.5  bits: 19.9 E():   13 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (27-73:3-44) 
 
               10        20        30        40        50        60 
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
                                 :  ..:   .: .:.     .:::: :  .  :. 
gi|207                         MSITDIVSEKNIEAALE-----SVKAEGSFEYKCFF 
                                       10             20        30  
 
               70        80                                         
2MEPSP IKGGQKYKSPKNAYVEGDAS                                         
        : :   ::  .:                                                
gi|207 QKVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGD 
              40        50        60        70        80        90  
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.4  bits: 22.9 E():   13 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (17-44:500-527) 
 
                             10        20        30        40       
2MEPSP               GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
         50        60        70        80                           
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS                           
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 81.2  bits: 20.3 E():   15 
Smith-Waterman score: 47; 20.4% identity (65.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDILEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :    .:.. ... .:..:                                  
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gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 81.0  bits: 21.6 E():   16 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (2-50:54-105) 
 
                                              10        20          
2MEPSP                              GSISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
       30        40        50        60        70        80         
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS         
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 81.0  bits: 18.6 E():   16 
Smith-Waterman score: 45; 37.5% identity (68.8% similar) in 32 aa overlap (1-32:15-42) 
 
                             10        20        30        40       
2MEPSP               GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                     :.:::. :.  :   :  ::.: .: :.....               
gi|377 EHERIFKRFDAKGDGKISSSELGETL--KP--LGSVTLEEIQRMMAEIDTDGDGFL     
               10        20            30        40        50       
 
         50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.6  bits: 19.6 E():   17 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (50-72:21-43) 
 
      20        30        40        50        60        70          
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
      80                                                            
2MEPSP S                                                            
                                                                    
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (19-52:92-127) 
 
                           10        20           30        40      
2MEPSP             GSISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
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gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
          50        60        70        80      
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (29-66:104-139) 
 
                 10        20        30        40        50         
2MEPSP   GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
       60        70        80        
2MEPSP FYIKGGQKYKSPKNAYVEGDAS        
         :::...                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
             140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 78.9  bits: 20.6 E():   20 
Smith-Waterman score: 48; 26.9% identity (65.4% similar) in 26 aa overlap (2-27:9-34) 
 
                      10        20        30        40        50    
2MEPSP        GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
               .. :  ..:.  :::. :   :....                           
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDAS                                  
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 78.9  bits: 20.6 E():   20 
Smith-Waterman score: 48; 26.9% identity (65.4% similar) in 26 aa overlap (2-27:9-34) 
 
                      10        20        30        40        50    
2MEPSP        GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
               .. :  ..:.  :::. :   :....                           
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDAS                                  
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
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               70        80        90       100       110       120 
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 78.8  bits: 21.9 E():   21 
Smith-Waterman score: 52; 28.3% identity (56.5% similar) in 46 aa overlap (35-76:539-584) 
 
           10        20        30        40            50        60 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
               70        80                                         
2MEPSP IKGGQKYKSPKNAYVEGDAS                                         
        :  . :.. .. ::.                                             
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.7  bits: 17.6 E():   21 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (48-56:10-18) 
 
        20        30        40        50        60        70        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK     
                                    10        20        30          
 
        80 
2MEPSP DAS 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.8  bits: 19.3 E():   24 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (26-41:49-64) 
 
                    10        20        30        40        50      
2MEPSP      GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
          60        70        80                      
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDAS                      
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|59800144|sp|P69197.1|POLC1_BRARA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 77.7  bits: 18.6 E():   24 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (1-22:54-75) 
 
                                             10        20        30 
2MEPSP                               GSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
               40        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
 
>>gi|59800143|sp|P69196.1|POLC1_BRANA RecName: Full=Polc  (79 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 77.7  bits: 18.6 E():   24 
Smith-Waterman score: 42; 36.4% identity (59.1% similar) in 22 aa overlap (1-22:54-75) 
 
                                             10        20        30 
2MEPSP                               GSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.:: : .. .  : :  . ::         
gi|598 AELEEALKKLGSVTPDDVTRMMAKIDTDGDGNISFQEFTEFASANPGLMKDVAKVF     
            30        40        50        60        70              
 
               40        50        60        70        80 
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2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 77.7  bits: 20.9 E():   24 
Smith-Waterman score: 49; 25.7% identity (50.0% similar) in 70 aa overlap (2-63:234-299) 
 
                                            10        20        30  
2MEPSP                              GSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :. .:.  .::..:    :: .::    :  
gi|113 QIWIDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLFGA----GDENIEDRGMLA 
           210       220       230       240           250          
 
              40                50        60        70        80    
2MEPSP SIPYVEMTLRLMER--------FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS    
       .. .  .:  . .:        : :  .. :.:  . : :                     
gi|113 TVAFNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERS 
     260       270       280       290       300       310          
 
gi|113 KKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESAL 
     320       330       340       350       360       370          
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 77.7  bits: 21.2 E():   24 
Smith-Waterman score: 50; 26.0% identity (50.7% similar) in 73 aa overlap (5-77:7-75) 
 
                 10        20        30        40        50         
2MEPSP   GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
             : .: .: .::: ::. .  .  .. :   :  .: :. .  :  .   .. :. 
gi|947 MMVAWWSLFLYGLQVAAP-ALAATPADWRSQSI---YFLLTDRFARTDGSTTATCNTADQ 
               10         20        30           40        50       
 
       60        70        80                                       
2MEPSP FYIKGGQKYKSPKNAYVEGDAS                                       
        :  :  .    :  :..:                                          
gi|947 KYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYG 
         60        70        80        90       100       110       
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (6-52:80-126) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :     :.. ... .:..:                                  
gi|437 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.6  bits: 19.6 E():   24 
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Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 45; 22.2% identity (60.3% similar) in 63 aa overlap (6-66:81-139) 
 
                                        10          20        30    
2MEPSP                          GSISSQYLSALLMAAPLA--LGDVEIEIIDKLISI 
                                     .:  ... ..::.  :  .  ::  :...  
gi|534 PGTIKKITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEI--KIVAA 
               60        70        80        90       100           
 
            40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS        
       :     :..  .. .:.. : . ..  ::.:..                      
gi|534 PGGGSILKITSKYHTKGDISLNEEE--IKAGKEKGAGLFKAVENYLVAHPNAYN 
      110       120       130         140       150       160 
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
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            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.4  bits: 19.2 E():   25 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (49-59:8-18) 
 
       20        30        40        50        60        70         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
       80                                                           
2MEPSP AS                                                           
                                                                    
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.4  bits: 19.2 E():   25 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (49-59:8-18) 
 
       20        30        40        50        60        70         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
       80                                                           
2MEPSP AS                                                           
                                                                    
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 77.0  bits: 21.6 E():   26 
Smith-Waterman score: 51; 31.0% identity (62.1% similar) in 29 aa overlap (48-76:553-581) 
 
        20        30        40        50        60        70        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
        80                                                          
2MEPSP DAS                                                          
                                                                    
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
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>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 77.0  bits: 21.6 E():   26 
Smith-Waterman score: 51; 31.0% identity (62.1% similar) in 29 aa overlap (48-76:553-581) 
 
        20        30        40        50        60        70        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
        80                                                          
2MEPSP DAS                                                          
                                                                    
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.6  bits: 19.6 E():   27 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (55-66:134-145) 
 
           30        40        50        60        70        80     
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS     
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.2  bits: 19.6 E():   29 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (55-66:142-153) 
 
           30        40        50        60        70        80     
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS     
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (6-52:80-126) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|159 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :     :.. ... .:..:                                  
gi|159 PDGGSILKISNKYHTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (6-52:80-126) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|384 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :     :.. ... .:..:                                  
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gi|384 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVEGYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|114 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :     :.. ... .:..:                                  
gi|114 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (63-78:111-126) 
 
             40        50        60        70        80             
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS             
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (19-52:92-127) 
 
                           10        20            30        40     
2MEPSP             GSISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
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gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
           50        60        70        80      
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (63-78:111-126) 
 
             40        50        60        70        80             
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS             
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|241 PGTIKKISFPEGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :     :.. ... .:..:                                  
gi|241 PDGGSILKISNKYHTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :     :.. ... .:..:                                  
gi|132 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
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 initn:  40 init1:  40 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMRETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (63-78:111-126) 
 
             40        50        60        70        80             
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS             
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 44; 20.4% identity (65.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (20-57:125-160) 
 
                          10        20        30        40          
2MEPSP            GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
      50        60        70        80 
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2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
         :::...                        
gi|132 --HSDAYN                        
            160                        
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 75.8  bits: 18.6 E():   30 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (62-80:53-71) 
 
              40        50        60        70        80            
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS            
                                     .: : : :: .. .: .:.            
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.4  bits: 18.2 E():   32 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (50-69:9-28) 
 
      20        30        40        50        60        70          
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
      80                                              
2MEPSP S                                              
                                                      
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 75.2  bits: 18.9 E():   33 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (10-52:8-46) 
 
               10        20        30        40        50        60 
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
                :..::. ..   :...  ::  .  . .:   :::.:: : ..         
gi|140   MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFGEKIDQIEHGLLML 
                 10        20        30            40        50     
 
               70        80                                         
2MEPSP IKGGQKYKSPKNAYVEGDAS                                         
                                                                    
gi|140 SEQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFETAVST 
           60        70        80        90       100       110     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (19-33:83-97) 
 
                           10        20        30        40         
2MEPSP             GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
       50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (19-33:83-97) 
 
                           10        20        30        40         
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2MEPSP             GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
       50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
            120       130       140     
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.3  bits: 18.9 E():   36 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (20-73:92-139) 
 
                          10        20        30        40          
2MEPSP            GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
      50        60         70        80       
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEGDAS       
         :::  :  . .::..  ::  ::              
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG 
        120         130       140       150   
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (47-78:182-217) 
 
         20        30        40        50            60        70   
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
             80                                                     
2MEPSP AYVEGDAS                                                     
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (29-52:104-127) 
 
                 10        20        30        40        50         
2MEPSP   GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
       60        70        80      
2MEPSP FYIKGGQKYKSPKNAYVEGDAS      
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 44; 28.9% identity (55.3% similar) in 38 aa overlap (20-57:125-160) 
 
                          10        20        30        40          
2MEPSP            GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|459 TLEKISNEIKIVATPDGGPILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYPLA 
          100       110       120       130       140       150     
 
      50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
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         :::...                        
gi|459 --HSDAYN                        
            160                        
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVTT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (29-52:104-127) 
 
                 10        20        30        40        50         
2MEPSP   GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
       60        70        80      
2MEPSP FYIKGGQKYKSPKNAYVEGDAS      
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (6-52:81-127) 
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                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.9  bits: 19.2 E():   38 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (35-61:155-183) 
 
           10        20        30        40        50          60   
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
             70        80 
2MEPSP GGQKYKSPKNAYVEGDAS 
                          
gi|549 CNYGPAGNVGNEPIYERK 
          190       200   
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.7  bits: 18.6 E():   40 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (49-67:9-27) 
 
       20        30        40        50        60        70         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
       80                                                           
2MEPSP AS                                                           
                                                                    
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.7  bits: 17.9 E():   40 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (49-66:7-24) 
 
       20        30        40        50        60        70         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
       80                                              
2MEPSP AS                                              
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 73.7  bits: 17.9 E():   40 
Smith-Waterman score: 40; 35.5% identity (51.6% similar) in 31 aa overlap (49-79:7-33) 
 
       20        30        40        50        60        70         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::    :::. :   .  .  ..   :: 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
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       80                                                  
2MEPSP AS                                                  
       :                                                   
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.7  bits: 17.9 E():   40 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (49-66:7-24) 
 
       20        30        40        50        60        70         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
       80                                              
2MEPSP AS                                              
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.6  bits: 18.6 E():   40 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (48-77:14-43) 
 
        20        30        40        50        60        70        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|179                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
        80                                                          
2MEPSP DAS                                                          
                                                                    
gi|179 YMTMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.6  bits: 18.6 E():   40 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (48-77:14-43) 
 
        20        30        40        50        60        70        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|144                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
        80                                                          
2MEPSP DAS                                                          
                                                                    
gi|144 YMTMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (63-79:109-125) 
 
             40        50        60        70        80             
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS             
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.3  bits: 18.2 E():   47 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (26-52:86-112) 
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                    10        20        30        40        50      
2MEPSP      GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
          60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDAS 
                                 
gi|301 LIRSLFGLP                 
         120                     
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (6-52:80-126) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 72.2  bits: 20.2 E():   48 
Smith-Waterman score: 47; 31.7% identity (56.1% similar) in 41 aa overlap (1-34:249-289) 
 
                                             10          20         
2MEPSP                               GSISSQYLSALLM--AAPLALG-----DVE 
                                     :. ::.  . .:.  .:::.::      :  
gi|144 SDFFNKDANKSINPDEAVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVM 
      220       230       240       250       260       270         
 
            30        40        50        60        70        80    
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS    
         .: .  .::                                                  
gi|144 TPLIKRNTTIPTKKSETFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRG 
      280       290       300       310       320       330         
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFKYVKDGVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
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2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKITFPEGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFEYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
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Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :    .:.. ... .:..:                                  
gi|459 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLKAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (6-52:81-127) 
 
                                        10        20          30    
2MEPSP                          GSISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
            40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS      
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 72.1  bits: 16.2 E():   48 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (48-56:10-18) 
 
        20        30        40        50        60        70        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
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        80 
2MEPSP DAS 
 
>>gi|6065738|emb|CAB58171.1| troponin-like protein [Anis  (161 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 42; 35.5% identity (58.1% similar) in 31 aa overlap (1-30:109-139) 
 
                                             10        20           
2MEPSP                               GSISSQYLSALLMAAPLALGDVEIEI-IDK 
                                     : ::   :.:::      :.: ..:  .:. 
gi|606 LVYTVANTVDKETLQKELREAFRLFDKEGNGYISRPTLKALLKEIADDLSDDQLEAAVDE 
       80        90       100       110       120       130         
 
      30        40        50        60        70        80 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
       .                                                   
gi|606 IDEDGSGKIEFEEFWELMAGEAD                             
      140       150       160                              
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 19.2% identity (53.8% similar) in 26 aa overlap (44-69:79-104) 
 
            20        30        40        50        60        70    
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     . : .    ...:.  :.  :  :..     
gi|215 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSIV 
       50        60        70        80        90       100         
 
            80                                                 
2MEPSP YVEGDAS                                                 
                                                               
gi|215 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
      110       120       130       140       150       160    
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.9  bits: 18.2 E():   50 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (49-67:9-27) 
 
       20        30        40        50        60        70         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
       80                                                           
2MEPSP AS                                                           
                                                                    
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.9  bits: 18.2 E():   50 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (49-67:9-27) 
 
       20        30        40        50        60        70         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
       80                                                           
2MEPSP AS                                                           
                                                                    
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (48-73:19-44) 
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        20        30        40        50        60        70        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     :::  : ..  :. : :   ::  .:     
gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
        80                                                          
2MEPSP DAS                                                          
                                                                    
gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.4  bits: 20.9 E():   53 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (17-44:500-527) 
 
                             10        20        30        40       
2MEPSP               GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
         50        60        70        80                           
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS                           
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.4  bits: 16.2 E():   53 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (48-56:10-18) 
 
        20        30        40        50        60        70        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK     
                                    10        20        30          
 
        80 
2MEPSP DAS 
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (12-56:99-142) 
 
                                  10        20        30        40  
2MEPSP                    GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
              50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
           . .  :.:. :                         
gi|195 HNTPYCLAMEESQ-WS                        
      130       140                            
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (12-56:99-142) 
 
                                  10        20        30        40  
2MEPSP                    GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
              50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
           . .  :.:. :                         
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gi|219 HNTPYCLAMEESQ-WS                        
      130       140                            
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.1  bits: 18.6 E():   55 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (21-62:115-155) 
 
                         10        20        30        40        50 
2MEPSP           GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
               60        70        80         
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDAS         
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.9 E():   55 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (26-52:5-31) 
 
               10        20        30        40        50        60 
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
                                ::. : ..:  .  :. ..  :: ..:         
gi|424                      EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRAL 
                                    10        20        30          
 
               70        80                                         
2MEPSP IKGGQKYKSPKNAYVEGDAS                                         
                                                                    
gi|424 FGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIE 
      40        50        60        70        80        90          
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.6  bits: 19.2 E():   58 
Smith-Waterman score: 44; 22.7% identity (50.7% similar) in 75 aa overlap (6-78:5-77) 
 
               10        20        30         40        50          
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRF 
            .:  ::..:. :. : . .   :    . : .  ::      ... .:. . .   
gi|249  MAVQKYTVALFLAVALVAGPAALYAGDGYAPATPAASATLATPATPAASPQHAGTTEYH 
                10        20        30        40        50          
 
      60         70        80                                       
2MEPSP YI-KGGQKYKSPKNAYVEGDAS                                       
        . :.: . .  :::  . :                                         
gi|249 IVRKAGLNEE--KNAARQTDDEQKRSDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDV 
      60          70        80        90       100       110        
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.6  bits: 17.6 E():   58 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (58-66:67-75) 
 
        30        40        50        60        70        80        
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS        
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
gi|126 N 
         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.4  bits: 19.6 E():   60 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (26-52:169-195) 
 
                    10        20        30         40        50     
2MEPSP      GSISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
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gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
           60        70        80                                   
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDAS                                   
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|280414|pir||A60372 pollen allergen Poa-pI - Kentuck  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.3  bits: 15.2 E():   60 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (48-56:10-18) 
 
        20        30        40        50        60        70        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:                      
gi|280                      IAKVPPGPXITATYGDKWLD                    
                                    10        20                    
 
        80 
2MEPSP DAS 
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.1  bits: 19.9 E():   63 
Smith-Waterman score: 46; 43.5% identity (52.2% similar) in 23 aa overlap (51-73:164-184) 
 
               30        40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGATVKHTKEGTESSAFW--FAVGGKQSYTSKKVATEVSRDP 
           140       150       160         170       180       190  
 
gi|572 HLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWIGQSADSKEKQSAFDVGQ 
             200       210       220       230       240       250  
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.9  bits: 17.2 E():   64 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (24-36:71-83) 
 
                      10        20        30        40        50    
2MEPSP        GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
            60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDAS 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.9  bits: 17.2 E():   64 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (24-36:71-83) 
 
                      10        20        30        40        50    
2MEPSP        GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
            60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDAS 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (26-52:236-262) 
 
                    10        20        30        40        50      
2MEPSP      GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
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          60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDAS 
                                 
gi|225 LIRSWFGLP                 
         270                     
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (45-80:107-142) 
 
           20        30        40        50        60        70     
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
           80                                                       
2MEPSP VEGDAS                                                       
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|218203826|gb|ACK76296.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (45-80:107-142) 
 
           20        30        40        50        60        70     
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
           80                                                       
2MEPSP VEGDAS                                                       
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|1405736|emb|CAA35188.1| trypsin inhibitor cme precu  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (3-21:9-27) 
 
                     10        20        30        40        50     
2MEPSP       GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.  . :.:.:.  ..::                                  
gi|140 MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLLT 
               10        20        30        40        50        60 
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 69.2  bits: 18.2 E():   70 
Smith-Waterman score: 41; 20.8% identity (54.2% similar) in 24 aa overlap (46-69:99-122) 
 
          20        30        40        50        60        70      
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     : .    ...:.  :.  :  :..       
gi|606 VIQVTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSIVAG 
       70        80        90       100       110       120         
 
          80                                                   
2MEPSP EGDAS                                                   
                                                               
gi|606 CLDNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
      130       140       150       160       170       180    
 
>>gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subsp. v  (148 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (3-21:9-27) 
 
                     10        20        30        40        50     
2MEPSP       GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.  . :.:.:.  ..::                                  
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gi|190 MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLLT 
               10        20        30        40        50        60 
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.9  bits: 17.9 E():   73 
Smith-Waterman score: 40; 33.3% identity (51.9% similar) in 54 aa overlap (20-73:92-139) 
 
                          10        20        30        40          
2MEPSP            GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
      50        60        70        80       
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS       
         :::  : .   : .. ::  ::              
gi|160 --HSDP-DDLGRGGHEQSKSTGNAGGRVACGIIGLQG 
        120        130       140       150   
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.9  bits: 19.6 E():   73 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (13-53:372-412) 
 
                                 10        20        30         40  
2MEPSP                   GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
              50        60        70        80                      
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS                      
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.6  bits: 15.2 E():   75 
Smith-Waterman score: 32; 46.2% identity (53.8% similar) in 13 aa overlap (16-28:3-15) 
 
               10        20        30        40        50        60 
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
                      :  : :: . : :                                 
gi|527              TDPGHLQDVXVAINDPKXGVFVNRK                       
                            10        20                            
 
>>gi|2129805|pir||S65143 pollen allergen group II (clone  (80 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.5  bits: 16.9 E():   76 
Smith-Waterman score: 37; 33.3% identity (61.1% similar) in 18 aa overlap (49-66:4-21) 
 
       20        30        40        50        60        70         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     .:::.  . .:  .:  :             
gi|212                            ETERAEHDRIFKKFDANGDGKISASELGDALKN 
                                          10        20        30    
 
       80                                              
2MEPSP AS                                              
                                                       
gi|212 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
            40        50        60        70        80 
 
>>gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 From P  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (42-57:32-47) 
 
              20        30        40        50        60        70  
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|159 PMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
              10        20        30        40        50        60  
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              80                                                    
2MEPSP NAYVEGDAS                                                    
                                                                    
gi|159 DELNEMENTQGCMCEALQQIMENQCDRLQDRQMVQQFKRELMSLPQQCNFRAPQRCDLDV 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (63-78:111-126) 
 
             40        50        60        70        80             
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS             
                                     ::.  :: .. ...::               
gi|824 SYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTSHYHTKGDVEIKEEHVKAGKEK 
               90       100       110       120       130       140 
 
gi|824 ASNLFKLIETYLKGHPDAYN 
              150       160 
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 68.4  bits: 19.9 E():   77 
Smith-Waterman score: 46; 31.7% identity (56.1% similar) in 41 aa overlap (1-34:380-420) 
 
                                             10          20         
2MEPSP                               GSISSQYLSALLM--AAPLALG-----DVE 
                                     :. ::.  . .:.  .:::.::      :  
gi|729 DFFNGKEPCKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGGVM 
     350       360       370       380       390       400          
 
            30        40        50        60        70        80    
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS    
         .: .  .::                                                  
gi|729 TALIKRNTTIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAPRG 
     410       420       430       440       450       460          
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 39; 35.0% identity (50.0% similar) in 20 aa overlap (53-72:3-22) 
 
             30        40        50        60        70        80   
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS   
                                     .::::   .    . :  ::           
gi|298                             MSADSWDNHCVTYVANNKCLKNLCMTAIDGSH 
                                           10        20        30   
 
gi|298 LGTSNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYA 
             40        50        60        70        80        90   
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 39; 43.8% identity (75.0% similar) in 16 aa overlap (49-64:9-24) 
 
       20        30        40        50        60        70         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.:...:.:  : :               
gi|990                       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKP 
                                     10        20        30         
 
       80                                                           
2MEPSP AS                                                           
                                                                    
gi|990 TFEVAIENDQYIFRSLSTFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFG 
       40        50        60        70        80        90         
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 40; 25.9% identity (70.4% similar) in 27 aa overlap (1-27:40-66) 
 
                                             10        20        30 
2MEPSP                               GSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :.::.. :. .: .    .:..:.. .    
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gi|144 SKSACSGEVVMEQSVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEE 
      10        20        30        40        50        60          
 
               40        50        60        70        80           
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS           
                                                                    
gi|144 ADADGDGYVSLQEFVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTI 
      70        80        90       100       110       120          
 
>>gi|29539109|emb|CAD87730.1| allergen Len c 1.0101 [Len  (418 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.1  bits: 19.2 E():   80 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (1-55:130-183) 
 
                                             10        20        30 
2MEPSP                               GSISSQYLSALLMAAPLALGDVEIEIIDKL 
                                     :...:  ::.  .  :  :.    .:..   
gi|295 LPAGTIAYLANRDDNEDLRVLDLAIPVNRPGQLQSFLLSGT-QNQPSFLSGFSKNILEAA 
     100       110       120       130       140        150         
 
               40        50        60        70        80           
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS           
       ..  : :.   :.:.   :..:  :                                    
gi|295 FNTEYEEIEKVLLEEQEQKSQHRRSLRDKRQEITNEDVIVKVSREQIEELSKNAKSSSKK 
      160       170       180       190       200       210         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.1  bits: 19.6 E():   80 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (32-72:417-454) 
 
              10        20        30        40        50        60  
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
              70        80                                          
2MEPSP KGGQKYKSPKNAYVEGDAS                                          
       . :: .  :.:                                                  
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 18.2 E():   82 
Smith-Waterman score: 41; 61.5% identity (76.9% similar) in 13 aa overlap (14-26:101-113) 
 
                                10        20        30        40    
2MEPSP                  GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                     :: : ::: .:.:                  
gi|144 SATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLK 
               80        90       100       110       120       130 
 
            50        60        70        80                        
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS                        
                                                                    
gi|144 FEGHIGDIDMKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYF 
              140       150       160       170       180       190 
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 39; 33.3% identity (57.6% similar) in 33 aa overlap (2-34:31-63) 
 
                                            10        20        30  
2MEPSP                              GSISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     ..:. :: :   ..::  :   ::   : . 
gi|132 MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIEGPVKNV 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS            
       ..:                                                          
gi|132 AVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLA 
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               70        80        90       100       110       120 
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.7  bits: 19.5 E():   84 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (51-73:208-228) 
 
               30        40        50        60        70        80 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 39; 25.0% identity (60.7% similar) in 28 aa overlap (12-39:99-126) 
 
                                  10        20        30        40  
2MEPSP                    GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|217 CEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
              50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                               
gi|217 HNTPYCLGMEESQWS                         
      130       140                            
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 18.2 E():   86 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (26-52:2-28) 
 
               10        20        30        40        50        60 
2MEPSP GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
                                ::. : ..:  .  :. ..  :: ..:         
gi|289                         SIISTLNAMPEYQDLLQNLRDKGVDVDHYIELIRAL 
                                       10        20        30       
 
               70        80                                         
2MEPSP IKGGQKYKSPKNAYVEGDAS                                         
                                                                    
gi|289 FGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIE 
         40        50        60        70        80        90       
 
>>gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Arachi  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.6 E():   87 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (42-57:50-65) 
 
              20        30        40        50        60        70  
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|172 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
      20        30        40        50        60        70          
 
              80                                                    
2MEPSP NAYVEGDAS                                                    
                                                                    
gi|172 DELDQMENTERCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
      80        90       100       110       120       130          
 
>>gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=Congl  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (42-57:51-66) 
 
              20        30        40        50        60        70  
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|751 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
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               30        40        50        60        70        80 
 
              80                                                    
2MEPSP NAYVEGDAS                                                    
                                                                    
gi|751 DELNEMENTQRCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
               90       100       110       120       130       140 
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.3  bits: 19.2 E():   88 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (35-67:127-158) 
 
           10        20        30        40        50        60     
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                     .:  :. :: :.:  .   : :. .  : . 
gi|275 GNAKAMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDS 
        100       110       120       130       140        150      
 
           70        80                                             
2MEPSP QKYKSPKNAYVEGDAS                                             
       ...                                                          
gi|275 DNFIKLLDKFDEKFAHTSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAH 
         160       170       180       190       200       210      
 
>>gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging protein   (236 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 41; 26.9% identity (50.0% similar) in 26 aa overlap (41-65:187-212) 
 
               20        30        40         50        60          
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKS 
                                     .. :. :.   :    :: : .  :.     
gi|375 GKKITGFTDIGEDILGVTDIMKKGNLLTIKQVAEKEGATYIEPEGPWDNFTVTDGRIVTG 
        160       170       180       190       200       210       
 
      70        80          
2MEPSP PKNAYVEGDAS          
                            
gi|375 VNPQSAVKTAEDVIAAFECN 
        220       230       
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.2  bits: 17.2 E():   90 
Smith-Waterman score: 38; 37.5% identity (81.2% similar) in 16 aa overlap (3-18:9-24) 
 
                     10        20        30        40        50     
2MEPSP       GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.. :  ...:::.:                                     
gi|209 MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK 
               10        20        30        40        50        60 
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.0  bits: 16.9 E():   91 
Smith-Waterman score: 37; 55.6% identity (88.9% similar) in 9 aa overlap (58-66:67-75) 
 
        30        40        50        60        70        80        
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS        
                                     ::. :::..                      
gi|144 HGSEEWEPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         40        50        60        70        80        90       
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (38-70:232-264) 
 
        10        20        30        40        50        60        
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
        70        80                                                
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2MEPSP KSPKNAYVEGDAS                                                
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (38-70:232-264) 
 
        10        20        30        40        50        60        
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
        70        80                                                
2MEPSP KSPKNAYVEGDAS                                                
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.9 E():   93 
Smith-Waterman score: 40; 31.2% identity (68.8% similar) in 16 aa overlap (48-63:146-161) 
 
        20        30        40        50        60        70        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     .. .:  . :::.. :               
gi|109 ILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFKMMFQK 
         120       130       140       150       160       170      
 
        80                   
2MEPSP DAS                   
                             
gi|109 PRTRTCIEKDFPRRSSSSIPT 
         180       190       
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 31.4% identity (51.4% similar) in 35 aa overlap (3-37:10-44) 
 
                      10        20        30        40        50    
2MEPSP        GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                :.:    : :. :     ..  .::: . :.  ::                 
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDAS                                  
                                                                    
gi|169 GETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFH 
               70        80        90       100       110       120 
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 39; 31.4% identity (51.4% similar) in 35 aa overlap (3-37:10-44) 
 
                      10        20        30        40        50    
2MEPSP        GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                :.:    : :. :     ..  .::: . :.  ::                 
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDAS                                  
                                                                    
gi|374 GETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYH 
               70        80        90       100       110       120 
 
>>gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Pollen  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.6  bits: 16.9 E():   96 
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Smith-Waterman score: 37; 50.0% identity (58.3% similar) in 12 aa overlap (63-74:12-23) 
 
             40        50        60        70        80             
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS             
                                     :: : .:   ::                   
gi|416                    GKVYLVGGPELGGWKLQSDPRAYALWSARQQFKTTDVLWFN 
                                  10        20        30        40  
 
gi|416 FTTGEDSVAEVWREEAYHACDIKDPIRLEPGGPDRFTLLTPGSHFICTKDQKFVACVPGR 
              50        60        70        80        90       100  
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.6  bits: 15.2 E():   96 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (48-56:10-18) 
 
        20        30        40        50        60        70        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:                      
gi|751                      IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
        80 
2MEPSP DAS 
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.6  bits: 18.9 E():   96 
Smith-Waterman score: 43; 28.2% identity (59.0% similar) in 39 aa overlap (18-56:94-131) 
 
                            10        20        30        40        
2MEPSP              GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                     .. :. :: : :  .. :::   ...   : 
gi|129 SLERRGATGGDLPVGIERNYKINKFAAYAGSFDDATIEEIRKNEDVAYVEED-QIYYLDG 
            70        80        90       100       110        120   
 
        50        60        70        80                            
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS                            
       . ...:  :                                                    
gi|129 LTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNA 
            130       140       150       160       170       180   
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.6  bits: 18.9 E():   96 
Smith-Waterman score: 43; 28.2% identity (59.0% similar) in 39 aa overlap (18-56:94-131) 
 
                            10        20        30        40        
2MEPSP              GSISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                     .. :. :: : :  .. :::   ...   : 
gi|746 SLERRGATGGDLPVGIERNYKINKFAAYAGSFDDATIEEIRKNEDVAYVEED-QIYYLDG 
            70        80        90       100       110        120   
 
        50        60        70        80                            
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS                            
       . ...:  :                                                    
gi|746 LTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNA 
            130       140       150       160       170       180   
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 38; 43.8% identity (68.8% similar) in 16 aa overlap (49-64:8-23) 
 
       20        30        40        50        60        70         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.:...: :  : :               
gi|121                        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKP 
                                      10        20        30        
 
       80                                                           
2MEPSP AS                                                           
                                                                    
gi|121 TLEVEVAGDTYTLRSLSTFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFG 
        40        50        60        70        80        90        
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>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.9 E():   99 
Smith-Waterman score: 43; 25.0% identity (75.0% similar) in 16 aa overlap (60-75:73-88) 
 
      30        40        50        60        70        80          
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS          
                                     :. : . ...: :...               
gi|739 KTDSTQAILRAWDQACNGFGKQRVIVPEGVYLTGPMAFRGPCNGFISMQVRGELRAYGDV 
             50        60        70        80        90       100   
 
gi|739 GKYPNAKWVSYEDLNGLLVTGGGRFNAQGSQAWTQNDCSTKKNCALLTTSVKFDHCTNAT 
            110       120       130       140       150       160   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:43 2011 done: Tue Apr 19 10:57:44 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 177  - 256 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     3     2:* 
  32     2     8:= * 
  34     8    22:===    * 
  36    29    44:==========    * 
  38    41    73:==============          * 
  40    64   102:======================           * 
  42   115   125:=======================================  * 
  44   112   138:======================================       * 
  46    96   140:================================              * 
  48   142   134:============================================*=== 
  50   172   122:========================================*================= 
  52   126   108:===================================*====== 
  54    93    92:==============================* 
  56   109    77:=========================*=========== 
  58    68    63:====================*== 
  60    39    51:=============   * 
  62    51    41:=============*=== 
  64    38    33:==========*== 
  66    32    26:========*== 
  68    20    20:======* 
  70    16    16:=====* 
  72    21    12:===*=== 
  74    18    10:===*== 
  76    22     8:==*===== 
  78    12     6:=*== 
  80     4     5:=* 
  82     6     3:*= 
  84     6     3:*= 
  86     7     2:*== 
  88     3     2:*          inset = represents 1 library sequences 
  90     2     1:* 
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  92     0     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     5     0:==        *===== 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.30820.00297; mu= 8.0387 0.156 
 mean_var=30.1044 7.111, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.233754 
 Kolmogorov-Smirnov  statistic: 0.1219 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   62 25.3     0.4 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   58 24.0     1.2 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   57 23.6     1.5 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   60 24.6     1.5 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.6     1.8 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.6     1.8 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   56 23.3     1.9 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   56 23.3     1.9 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   57 23.6     1.9 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 22.6       3 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   49 20.9     4.4 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   52 21.9     4.8 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.9     5.2 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   55 22.9     5.9 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   53 22.3       6 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   50 21.3     6.9 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   50 21.3     6.9 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 21.3     7.6 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 21.3     7.6 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 21.3     7.6 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 21.3     7.6 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   48 20.6     8.3 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.6     9.3 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.9     9.6 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 20.2     9.7 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.9      10 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 20.2      10 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 20.6      12 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   48 20.6      12 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   48 20.6      12 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 17.6      12 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.9      13 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.9      13 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   47 20.2      15 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   51 21.6      16 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 18.6      16 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 19.6      17 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.9      19 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.9      19 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.9      19 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.9      19 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   48 20.6      20 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   48 20.6      20 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   52 21.9      21 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 17.6      21 
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gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   50 21.2      24 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 19.2      24 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   49 20.9      24 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   45 19.6      24 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   45 19.6      24 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   45 19.6      24 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   45 19.6      24 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   45 19.6      24 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   45 19.6      24 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   45 19.6      24 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   45 19.6      24 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 19.2      25 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 19.2      25 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   51 21.6      26 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   51 21.6      26 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.6      28 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.6      29 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   44 19.2      31 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   44 19.2      31 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   44 19.2      31 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   44 19.2      31 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   44 19.2      31 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 19.2      31 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   44 19.2      31 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 19.2      31 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 19.2      31 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 19.2      31 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 19.2      31 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   44 19.2      31 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   44 19.2      31 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 18.2      32 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.9      33 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.9      35 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.9      35 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.9      37 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 20.2      38 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.9      39 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   43 18.9      39 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   43 18.9      39 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   43 18.9      39 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   43 18.9      39 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.9      39 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 19.2      39 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.6      40 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.9      40 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.9      40 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   40 17.9      40 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 18.6      41 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 18.6      41 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.6      47 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 18.2      48 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 18.6      48 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.6      49 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   42 18.6      49 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   42 18.6      49 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   42 18.6      49 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 18.6      49 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.6      49 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   42 18.6      49 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   42 18.6      49 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   42 18.6      49 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   42 18.6      49 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 16.2      49 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   42 18.6      50 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 18.2      50 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 18.2      50 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.9      52 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.9      53 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 16.2      54 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 18.2      55 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 18.2      55 
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gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.6      55 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.9      56 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   44 19.2      58 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 17.5      59 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.6      60 
gi|280414|pir||A60372 pollen allergen Poa-pI - Ken (  20)   32 15.2      62 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   46 19.9      62 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 17.2      64 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 17.2      64 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.9      66 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.9      67 
gi|218203826|gb|ACK76296.1| Der f 6 allergen [Derm ( 279)   43 18.9      67 
gi|1405736|emb|CAA35188.1| trypsin inhibitor cme p ( 144)   40 17.9      69 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   41 18.2      70 
gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subs ( 148)   40 17.9      71 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.6      73 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   40 17.9      73 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.9      77 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   32 15.2      77 
gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 Fr ( 127)   39 17.5      77 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 20.2      77 
gi|2129805|pir||S65143 pollen allergen group II (c (  80)   37 16.9      77 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   39 17.5      78 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.2      79 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   39 17.5      79 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.6      80 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   41 18.2      82 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   39 17.5      84 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.6      84 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   39 17.5      87 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   41 18.2      87 
gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Ar ( 144)   39 17.5      87 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   44 19.2      88 
gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=C ( 145)   39 17.5      88 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   44 19.2      89 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   44 19.2      89 
gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging prot ( 236)   41 18.2      90 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   38 17.2      91 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   42 18.5      91 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   44 19.2      92 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   44 19.2      92 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   37 16.9      92 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   44 19.2      94 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   44 19.2      94 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   44 19.2      94 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   40 17.9      94 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   39 17.5      95 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   39 17.5      95 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 18.9      96 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 18.9      96 
gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Po ( 101)   37 16.9      97 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   32 15.2      98 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   43 18.9      98 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   38 17.2      99 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 109.5  bits: 25.3 E():  0.4 
Smith-Waterman score: 62; 27.8% identity (50.0% similar) in 54 aa overlap (9-62:47-99) 
 
                                     10        20        30         
2MEPSP                       SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:..  . :  
gi|291 SHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPV-LVPAVITVSLIIMG 
         20        30        40        50        60         70      
 
       40        50        60        70        80                   
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS                   
       .     ::: :    ::   :. :                                     
gi|291 FLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVT 
          80        90       100       110       120       130      
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>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 101.2  bits: 24.0 E():  1.2 
Smith-Waterman score: 58; 23.8% identity (60.3% similar) in 63 aa overlap (5-65:81-139) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|132 PGTIKKITFSEGSPFKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
             40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS       
       :     :.. ... .:..:    :  .::::..                      
gi|132 PDGGSILKISNKYHTKGDH--EVDAEHIKGGKEKVEGLFRAVEAYLLAHSDAYN 
      110       120         130       140       150       160 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 99.4  bits: 23.6 E():  1.5 
Smith-Waterman score: 57; 27.0% identity (58.7% similar) in 63 aa overlap (17-76:91-150) 
 
                             10        20           30        40    
2MEPSP               SISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.   ...    
gi|880 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTVIKTTS 
               70        80        90        100       110          
 
            50        60        70        80       
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS       
       .. .:..   . .  ..:.:..  :     .::           
gi|880 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 99.2  bits: 24.6 E():  1.5 
Smith-Waterman score: 60; 36.4% identity (60.6% similar) in 66 aa overlap (15-78:139-195) 
 
                               10        20        30         40    
2MEPSP                 SISSQYLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :.   ..  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYD--VLA 
      110       120       130       140        150       160        
 
            50        60        70         80                       
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK-NAYVEGDASS                       
       : ..:   .:    ::...     .:: .:: ..::                         
gi|612 R-NLKDLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSC 
          170       180            190       200       210          
 
gi|612 QYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVS 
     220       230       240       250       260       270          
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.9  bits: 23.6 E():  1.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (7-22:9-24) 
 
                 10        20        30        40        50         
2MEPSP   SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
               :.:::.:: . :::..                                     
gi|476 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.9  bits: 23.6 E():  1.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (7-22:9-24) 
 
                 10        20        30        40        50         
2MEPSP   SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
               :.:::.:: . :::..                                     
gi|313 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
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>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 97.6  bits: 23.3 E():  1.9 
Smith-Waterman score: 56; 27.0% identity (57.1% similar) in 63 aa overlap (17-76:91-150) 
 
                             10        20           30        40    
2MEPSP               SISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
            50        60        70        80       
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS       
       .. .:..   . .  ..:.:..  :     .::           
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 97.6  bits: 23.3 E():  1.9 
Smith-Waterman score: 56; 27.0% identity (57.1% similar) in 63 aa overlap (17-76:91-150) 
 
                             10        20           30        40    
2MEPSP               SISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
            50        60        70        80       
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS       
       .. .:..   . .  ..:.:..  :     .::           
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.5  bits: 23.6 E():  1.9 
Smith-Waterman score: 57; 33.3% identity (53.8% similar) in 39 aa overlap (1-39:26-64) 
 
                                        10        20        30      
2MEPSP                          SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                :.:. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS                
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 94.0  bits: 22.6 E():    3 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (17-51:90-126) 
 
                             10        20          30        40     
2MEPSP               SISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
           50        60        70        80     
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 90.9  bits: 20.9 E():  4.4 
Smith-Waterman score: 49; 23.8% identity (55.6% similar) in 63 aa overlap (17-76:5-64) 
 
               10        20           30        40        50        
2MEPSP SISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                       ::.:. .: ::   ::.: :     ..   .. .:..   . .  

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5725

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|603             VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE- 
                            10        20        30        40        
 
        60        70        80       
2MEPSP FYIKGGQKYKSPKNAYVEGDASS       
        ..:.:..  .     .::           
gi|603 -HVKAGKEKAAHLFKLIEGYLKDHPSEYN 
          50        60        70     
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 90.2  bits: 21.9 E():  4.8 
Smith-Waterman score: 52; 22.2% identity (58.7% similar) in 63 aa overlap (5-65:81-139) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|154 PGTIKKITFSEGSPVKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
             40        50        60        70        80        
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS        
       :     :..  .. .:..:    .  .::::..                       
gi|154 PDGGSILKITSKYHTKGDHEVPAE--HIKGGKERVEGLLKPVEAYLLAHTAEYNN 
      110       120       130         140       150       160  
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 89.6  bits: 23.9 E():  5.2 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (15-59:372-415) 
 
                               10        20        30        40     
2MEPSP                 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
           50        60        70        80                         
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS                         
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 88.6  bits: 22.9 E():  5.9 
Smith-Waterman score: 55; 23.0% identity (51.7% similar) in 87 aa overlap (1-77:231-317) 
 
                                             10        20        30 
2MEPSP                               SISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     .::.  ..    :. :. .:.... .   . 
gi|113 TGSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKMHV 
              210       220       230       240       250       260 
 
               40                50        60          70        80 
2MEPSP SIPYVEMTLRLMER-----FG---VKAEHSDSWDRFYIKGGQKYK--SPKNAYVEGDASS 
       .. :  .:  . ::     ::   .  .  : ::.. : :...    :  : .:  :    
gi|113 TLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVAPDFIY 
              270       280       290       300       310       320 
 
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 88.5  bits: 22.3 E():    6 
Smith-Waterman score: 53; 29.6% identity (57.4% similar) in 54 aa overlap (11-63:27-73) 
 
                               10        20        30         40    
2MEPSP                 SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
                                 : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
            50        60        70        80                        
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2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS                        
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 87.4  bits: 21.3 E():  6.9 
Smith-Waterman score: 50; 28.1% identity (46.9% similar) in 64 aa overlap (9-72:52-110) 
 
                                     10        20        30         
2MEPSP                       SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:.:  .    
gi|753 AQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVPAVITIFLLGAG 
              30        40        50        60         70        80 
 
       40        50        60        70        80                   
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS                   
       .     ::: :    ::   :. :    : : .:                           
gi|753 FLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAREMKDRAEQFSQ 
               90       100           110       120       130       
 
gi|753 QPVAGSQTS 
        140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 87.4  bits: 21.3 E():  6.9 
Smith-Waterman score: 50; 28.1% identity (46.9% similar) in 64 aa overlap (9-72:52-110) 
 
                                     10        20        30         
2MEPSP                       SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:.:  .    
gi|198 AQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVPAVITIFLLGAG 
              30        40        50        60         70        80 
 
       40        50        60        70        80                   
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS                   
       .     ::: :    ::   :. :    : : .:                           
gi|198 FLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAREMKDRAEQFSQ 
               90       100           110       120       130       
 
gi|198 QPVAGSQTS 
        140      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.6  bits: 21.3 E():  7.6 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (17-51:91-127) 
 
                             10        20          30        40     
2MEPSP               SISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
           50        60        70        80     
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.6  bits: 21.3 E():  7.6 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (17-51:91-127) 
 
                             10        20          30        40     
2MEPSP               SISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
           50        60        70        80     
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
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       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.6  bits: 21.3 E():  7.6 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (17-51:91-127) 
 
                             10        20          30        40     
2MEPSP               SISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
           50        60        70        80     
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 86.6  bits: 21.3 E():  7.6 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (19-56:125-160) 
 
                           10        20        30        40         
2MEPSP             SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
       50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
         :::...                         
gi|132 --HSDAYN                         
            160                         
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 86.0  bits: 20.6 E():  8.3 
Smith-Waterman score: 48; 30.8% identity (57.7% similar) in 26 aa overlap (46-71:18-43) 
 
          20        30        40        50        60        70      
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
                                     : .:  : ..  :. : : . :.: .     
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
          80                                                        
2MEPSP GDASS                                                        
                                                                    
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.1  bits: 22.6 E():  9.3 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (26-47:9-30) 
 
               10        20        30        40        50        60 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                :  :..::.. .: :  .: ::              
gi|424                  NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAIL 
                                10        20        30        40    
 
               70        80                                         
2MEPSP KGGQKYKSPKNAYVEGDASS                                         
                                                                    
gi|424 PVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKGVDVDH 
            50        60        70        80        90       100    
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 84.8  bits: 20.9 E():  9.6 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (28-51:104-127) 
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                  10        20        30        40        50        
2MEPSP    SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
        60        70        80     
2MEPSP FYIKGGQKYKSPKNAYVEGDASS     
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.8  bits: 20.2 E():  9.7 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (61-80:53-72) 
 
               40        50        60        70        80           
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS           
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.2  bits: 22.9 E():   10 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (16-43:414-441) 
 
                              10        20        30        40      
2MEPSP                SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
          50        60        70        80                          
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS                          
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.2  bits: 20.2 E():   10 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (48-71:20-43) 
 
        20        30        40        50        60        70        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::: : .   :. : :   ::: .       
gi|145            MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFE 
                          10        20        30        40          
 
        80                                                          
2MEPSP ASS                                                          
                                                                    
gi|145 IIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      50        60        70        80        90       100          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 83.0  bits: 20.6 E():   12 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (5-51:80-126) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :     :.. ... .:..:                                  
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gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 83.0  bits: 20.6 E():   12 
Smith-Waterman score: 48; 20.4% identity (65.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVAHKNFKYSYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :  .  :.. ... .:..:                                  
gi|132 PDGRSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 83.0  bits: 20.6 E():   12 
Smith-Waterman score: 48; 17.3% identity (53.3% similar) in 75 aa overlap (2-76:78-150) 
 
                                            10        20        30  
2MEPSP                              SISSQYLSALLMAAPLALGDVEIEIIDKLIS 
                                     ..  :  .:. .  :. .  .:.   ::.: 
gi|901 DGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVS 
        50        60        70        80        90       100        
 
              40        50        60        70        80       
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS       
        :.    ..   .. .:..   . .  ..:.:..  .     .::           
gi|901 APHGGTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAAHLFKLIEGYLKDHPSEYN 
       110       120       130         140       150       160 
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 82.9  bits: 17.6 E():   12 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (47-55:10-18) 
 
         20        30        40        50        60        70       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|409                      IAKVPPGGXITAEYGDKWLD                    
                                    10        20                    
 
         80 
2MEPSP DASS 
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.4  bits: 22.9 E():   13 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (16-43:500-527) 
 
                              10        20        30        40      
2MEPSP                SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
          50        60        70        80                          
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS                          
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 82.4  bits: 19.9 E():   13 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (26-72:3-44) 
 
               10        20        30        40        50        60 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                :  ..:   .: .:.     .:::: :  .  :.  
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gi|207                        MSITDIVSEKNIEAALE-----SVKAEGSFEYKCFFQ 
                                      10             20        30   
 
               70        80                                         
2MEPSP KGGQKYKSPKNAYVEGDASS                                         
       : :   ::  .:                                                 
gi|207 KVGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDS 
             40        50        60        70        80        90   
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 81.2  bits: 20.2 E():   15 
Smith-Waterman score: 47; 20.4% identity (65.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDILEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 81.0  bits: 21.6 E():   16 
Smith-Waterman score: 51; 30.8% identity (65.4% similar) in 52 aa overlap (1-49:54-105) 
 
                                               10        20         
2MEPSP                               SISSQYLS--ALLMAAPLALGDVEIE-IID 
                                     .:...::.  : ..::   : . :.: :.  
gi|457 FGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVV 
            30        40        50        60        70        80    
 
        30        40        50        60        70        80        
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS        
        : ..: ..  : ..:  :..:                                       
gi|457 ALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDV 
            90       100       110       120       130       140    
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 80.9  bits: 18.6 E():   16 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (50-68:1-19) 
 
      20        30        40        50        60        70          
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     ::   . ::  ::  : .:            
gi|377                               EHERIFKRFDAKGDGKISSSELGETLKPLG 
                                             10        20        30 
 
      80                      
2MEPSP S                      
                              
gi|377 SVTLEEIQRMMAEIDTDGDGFL 
               40        50   
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.5  bits: 19.6 E():   17 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (49-71:21-43) 
 
       20        30        40        50        60        70         
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
       80                                                           
2MEPSP SS                                                           
                                                                    
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
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               60        70        80        90       100       110 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (18-51:92-127) 
 
                            10        20           30        40     
2MEPSP              SISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
           50        60        70        80     
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (28-65:104-139) 
 
                  10        20        30        40        50        
2MEPSP    SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
        60        70        80       
2MEPSP FYIKGGQKYKSPKNAYVEGDASS       
         :::...                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
             140       150       160 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 78.9  bits: 20.6 E():   20 
Smith-Waterman score: 48; 26.9% identity (65.4% similar) in 26 aa overlap (1-26:9-34) 
 
                       10        20        30        40        50   

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5732

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP         SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
               .. :  ..:.  :::. :   :....                           
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASS                                 
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 78.9  bits: 20.6 E():   20 
Smith-Waterman score: 48; 26.9% identity (65.4% similar) in 26 aa overlap (1-26:9-34) 
 
                       10        20        30        40        50   
2MEPSP         SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
               .. :  ..:.  :::. :   :....                           
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASS                                 
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 78.8  bits: 21.9 E():   21 
Smith-Waterman score: 52; 28.3% identity (56.5% similar) in 46 aa overlap (34-75:539-584) 
 
            10        20        30        40            50          
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
      60        70        80                                        
2MEPSP IKGGQKYKSPKNAYVEGDASS                                        
        :  . :.. .. ::.                                             
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.5  bits: 17.6 E():   21 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (47-55:10-18) 
 
         20        30        40        50        60        70       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK     
                                    10        20        30          
 
         80 
2MEPSP DASS 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 77.7  bits: 21.2 E():   24 
Smith-Waterman score: 50; 26.0% identity (50.7% similar) in 73 aa overlap (4-76:7-75) 
 
                  10        20        30        40        50        
2MEPSP    SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
             : .: .: .::: ::. .  .  .. :   :  .: :. .  :  .   .. :. 
gi|947 MMVAWWSLFLYGLQVAAP-ALAATPADWRSQSI---YFLLTDRFARTDGSTTATCNTADQ 
               10         20        30           40        50       
 
        60        70        80                                      
2MEPSP FYIKGGQKYKSPKNAYVEGDASS                                      
        :  :  .    :  :..:                                          
gi|947 KYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYG 
         60        70        80        90       100       110       
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>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.7  bits: 19.2 E():   24 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (25-40:49-64) 
 
                     10        20        30        40        50     
2MEPSP       SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
           60        70        80                     
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASS                     
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 77.7  bits: 20.9 E():   24 
Smith-Waterman score: 49; 25.7% identity (50.0% similar) in 70 aa overlap (1-62:234-299) 
 
                                             10        20        30 
2MEPSP                               SISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     :. .:.  .::..:    :: .::    :  
gi|113 QIWIDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLFGA----GDENIEDRGMLA 
           210       220       230       240           250          
 
               40                50        60        70        80   
2MEPSP SIPYVEMTLRLMER--------FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS   
       .. .  .:  . .:        : :  .. :.:  . : :                     
gi|113 TVAFNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERS 
     260       270       280       290       300       310          
 
gi|113 KKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESAL 
     320       330       340       350       360       370          
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (5-51:80-126) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :     :.. ... .:..:                                  
gi|437 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (5-51:81-127) 
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                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 45; 22.2% identity (60.3% similar) in 63 aa overlap (5-65:81-139) 
 
                                         10          20        30   
2MEPSP                           SISSQYLSALLMAAPLA--LGDVEIEIIDKLISI 
                                     .:  ... ..::.  :  .  ::  :...  
gi|534 PGTIKKITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEI--KIVAA 
               60        70        80        90       100           
 
             40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS       
       :     :..  .. .:.. : . ..  ::.:..                      
gi|534 PGGGSILKITSKYHTKGDISLNEEE--IKAGKEKGAGLFKAVENYLVAHPNAYN 
      110       120       130         140       150       160 
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
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             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.3  bits: 19.2 E():   25 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (48-58:8-18) 
 
        20        30        40        50        60        70        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
        80                                                          
2MEPSP ASS                                                          
                                                                    
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.3  bits: 19.2 E():   25 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (48-58:8-18) 
 
        20        30        40        50        60        70        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
        80                                                          
2MEPSP ASS                                                          
                                                                    
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 77.0  bits: 21.6 E():   26 
Smith-Waterman score: 51; 31.0% identity (62.1% similar) in 29 aa overlap (47-75:553-581) 
 
         20        30        40        50        60        70       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
         80                                                         
2MEPSP DASS                                                         
                                                                    
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
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 initn:  50 init1:  50 opt:  51  Z-score: 77.0  bits: 21.6 E():   26 
Smith-Waterman score: 51; 31.0% identity (62.1% similar) in 29 aa overlap (47-75:553-581) 
 
         20        30        40        50        60        70       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
         80                                                         
2MEPSP DASS                                                         
                                                                    
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.5  bits: 19.6 E():   28 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (54-65:134-145) 
 
            30        40        50        60        70        80    
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS    
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.2  bits: 19.6 E():   29 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (54-65:142-153) 
 
            30        40        50        60        70        80    
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS    
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (5-51:80-126) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|384 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :     :.. ... .:..:                                  
gi|384 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (5-51:80-126) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|159 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :     :.. ... .:..:                                  
gi|159 PDGGSILKISNKYHTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5737

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

       110       120       130       140       150          
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVEGYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|114 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :     :.. ... .:..:                                  
gi|114 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
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2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|241 PGTIKKISFPEGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :     :.. ... .:..:                                  
gi|241 PDGGSILKISNKYHTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (18-51:92-127) 
 
                            10        20            30        40    
2MEPSP              SISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
            50        60        70        80     
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (62-77:111-126) 
 
              40        50        60        70        80            
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS            
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (62-77:111-126) 
 
              40        50        60        70        80            
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS            
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (62-77:111-126) 
 
              40        50        60        70        80            
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS            
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (65.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
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2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMRETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.3  bits: 18.2 E():   32 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (49-68:9-28) 
 
       20        30        40        50        60        70         
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
       80                                             
2MEPSP SS                                             
                                                      
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 75.1  bits: 18.9 E():   33 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (9-51:8-46) 
 
               10        20        30        40        50        60 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
               :..::. ..   :...  ::  .  . .:   :::.:: : ..          
gi|140  MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFGEKIDQIEHGLLMLS 
                10        20        30            40        50      
 
               70        80                                         
2MEPSP KGGQKYKSPKNAYVEGDASS                                         
                                                                    
gi|140 EQYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFETAVSTI 
          60        70        80        90       100       110      
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.7  bits: 18.9 E():   35 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (18-32:83-97) 
 
                            10        20        30        40        
2MEPSP              SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
        50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
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gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG  
            120       130       140      
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.7  bits: 18.9 E():   35 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (18-32:83-97) 
 
                            10        20        30        40        
2MEPSP              SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
        50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                         
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG  
            120       130       140      
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.3  bits: 18.9 E():   37 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (19-72:92-139) 
 
                           10        20        30        40         
2MEPSP             SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
       50        60         70        80      
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEGDASS      
         :::  :  . .::..  ::  ::              
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG 
        120         130       140       150   
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (46-77:182-217) 
 
          20        30        40        50            60        70  
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
              80                                                    
2MEPSP AYVEGDASS                                                    
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (28-51:104-127) 
 
                  10        20        30        40        50        
2MEPSP    SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
        60        70        80     
2MEPSP FYIKGGQKYKSPKNAYVEGDASS     
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (5-51:81-127) 
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                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVTT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (28-51:104-127) 
 
                  10        20        30        40        50        
2MEPSP    SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
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        60        70        80     
2MEPSP FYIKGGQKYKSPKNAYVEGDASS     
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.9  bits: 19.2 E():   39 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (34-60:155-183) 
 
            10        20        30        40        50          60  
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
              70        80 
2MEPSP GGQKYKSPKNAYVEGDASS 
                           
gi|549 CNYGPAGNVGNEPIYERK  
          190       200    
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.6  bits: 18.6 E():   40 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (48-66:9-27) 
 
        20        30        40        50        60        70        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
        80                                                          
2MEPSP ASS                                                          
                                                                    
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.6  bits: 17.9 E():   40 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (48-65:7-24) 
 
        20        30        40        50        60        70        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
        80                                             
2MEPSP ASS                                             
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.6  bits: 17.9 E():   40 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (48-65:7-24) 
 
        20        30        40        50        60        70        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
        80                                             
2MEPSP ASS                                             
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
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 initn:  37 init1:  37 opt:  40  Z-score: 73.6  bits: 17.9 E():   40 
Smith-Waterman score: 40; 35.5% identity (51.6% similar) in 31 aa overlap (48-78:7-33) 
 
        20        30        40        50        60        70        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::    :::. :   .  .  ..   :: 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
        80                                                 
2MEPSP ASS                                                 
       :                                                   
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 18.6 E():   41 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (47-76:14-43) 
 
         20        30        40        50        60        70       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|179                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
         80                                                         
2MEPSP DASS                                                         
                                                                    
gi|179 YMTMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 18.6 E():   41 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (47-76:14-43) 
 
         20        30        40        50        60        70       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|144                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
         80                                                         
2MEPSP DASS                                                         
                                                                    
gi|144 YMTMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (62-78:109-125) 
 
              40        50        60        70        80            
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS            
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.2  bits: 18.2 E():   48 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (25-51:86-112) 
 
                     10        20        30        40        50     
2MEPSP       SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
           60        70        80 
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2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASS 
                                  
gi|301 LIRSLFGLP                  
         120                      
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (5-51:80-126) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFKYVKDGVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
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Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKITFPEGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
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             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :    .:.. ... .:..:                                  
gi|459 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLKAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFEYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (5-51:81-127) 
 
                                         10        20          30   
2MEPSP                           SISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
             40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS     
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.9  bits: 16.2 E():   49 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (47-55:10-18) 
 
         20        30        40        50        60        70       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
         80 
2MEPSP DASS 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 71.9  bits: 18.6 E():   50 
Smith-Waterman score: 42; 19.2% identity (53.8% similar) in 26 aa overlap (43-68:79-104) 
 
             20        30        40        50        60        70   
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     . : .    ...:.  :.  :  :..     
gi|215 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSIV 
       50        60        70        80        90       100         
 
             80                                                
2MEPSP YVEGDASS                                                
                                                               
gi|215 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
      110       120       130       140       150       160    
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.8  bits: 18.2 E():   50 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (48-66:9-27) 
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        20        30        40        50        60        70        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
        80                                                          
2MEPSP ASS                                                          
                                                                    
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.8  bits: 18.2 E():   50 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (48-66:9-27) 
 
        20        30        40        50        60        70        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
        80                                                          
2MEPSP ASS                                                          
                                                                    
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.5  bits: 20.9 E():   52 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (16-43:500-527) 
 
                              10        20        30        40      
2MEPSP                SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
          50        60        70        80                          
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS                          
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (47-72:19-44) 
 
         20        30        40        50        60        70       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     :::  : ..  :. : :   ::  .:     
gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
         80                                                         
2MEPSP DASS                                                         
                                                                    
gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.2  bits: 16.2 E():   54 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (47-55:10-18) 
 
         20        30        40        50        60        70       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK     
                                    10        20        30          
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         80 
2MEPSP DASS 
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (11-55:99-142) 
 
                                   10        20        30        40 
2MEPSP                     SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
               50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
           . .  :.:. :                          
gi|219 HNTPYCLAMEESQ-WS                         
      130       140                             
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (11-55:99-142) 
 
                                   10        20        30        40 
2MEPSP                     SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
               50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
           . .  :.:. :                          
gi|195 HNTPYCLAMEESQ-WS                         
      130       140                             
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.1  bits: 18.6 E():   55 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (20-61:115-155) 
 
                          10        20        30        40          
2MEPSP            SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
      50        60        70        80        
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASS        
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.9 E():   56 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (25-51:5-31) 
 
               10        20        30        40        50        60 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                               ::. : ..:  .  :. ..  :: ..:          
gi|424                     EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALF 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP KGGQKYKSPKNAYVEGDASS                                         
                                                                    
gi|424 GLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEG 
               50        60        70        80        90       100 
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.6  bits: 19.2 E():   58 
Smith-Waterman score: 44; 22.7% identity (50.7% similar) in 75 aa overlap (5-77:5-77) 
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               10        20        30         40        50          
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFY 
           .:  ::..:. :. : . .   :    . : .  ::      ... .:. . .    
gi|249 MAVQKYTVALFLAVALVAGPAALYAGDGYAPATPAASATLATPATPAASPQHAGTTEYHI 
               10        20        30        40        50        60 
 
      60         70        80                                       
2MEPSP I-KGGQKYKSPKNAYVEGDASS                                       
       . :.: . .  :::  . :                                          
gi|249 VRKAGLNEE--KNAARQTDDEQKRSDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVA 
                 70        80        90       100       110         
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.5  bits: 17.5 E():   59 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (57-65:67-75) 
 
         30        40        50        60        70        80       
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS       
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
gi|126 N 
         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.4  bits: 19.6 E():   60 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (25-51:169-195) 
 
                     10        20        30         40        50    
2MEPSP       SISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
            60        70        80                                  
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASS                                  
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|280414|pir||A60372 pollen allergen Poa-pI - Kentuck  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.1  bits: 15.2 E():   62 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (47-55:10-18) 
 
         20        30        40        50        60        70       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:                      
gi|280                      IAKVPPGPXITATYGDKWLD                    
                                    10        20                    
 
         80 
2MEPSP DASS 
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.1  bits: 19.9 E():   62 
Smith-Waterman score: 46; 43.5% identity (52.2% similar) in 23 aa overlap (50-72:164-184) 
 
      20        30        40        50        60        70          
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGATVKHTKEGTESSAFW--FAVGGKQSYTSKKVATEVSRDP 
           140       150       160         170       180       190  
 
      80                                                            
2MEPSP S                                                            
                                                                    
gi|572 HLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWIGQSADSKEKQSAFDVGQ 
             200       210       220       230       240       250  
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
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 initn:  38 init1:  38 opt:  38  Z-score: 69.8  bits: 17.2 E():   64 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (23-35:71-83) 
 
                       10        20        30        40        50   
2MEPSP         SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
             60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASS 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.8  bits: 17.2 E():   64 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (23-35:71-83) 
 
                       10        20        30        40        50   
2MEPSP         SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
             60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASS 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (25-51:236-262) 
 
                     10        20        30        40        50     
2MEPSP       SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
           60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASS 
                                  
gi|225 LIRSWFGLP                  
         270                      
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (44-79:107-142) 
 
            20        30        40        50        60        70    
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
            80                                                      
2MEPSP VEGDASS                                                      
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|218203826|gb|ACK76296.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (44-79:107-142) 
 
            20        30        40        50        60        70    
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
            80                                                      
2MEPSP VEGDASS                                                      
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
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        140       150       160       170       180       190       
 
>>gi|1405736|emb|CAA35188.1| trypsin inhibitor cme precu  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.9 E():   69 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (2-20:9-27) 
 
                      10        20        30        40        50    
2MEPSP        SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.  . :.:.:.  ..::                                  
gi|140 MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLLT 
               10        20        30        40        50        60 
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 69.2  bits: 18.2 E():   70 
Smith-Waterman score: 41; 20.8% identity (54.2% similar) in 24 aa overlap (45-68:99-122) 
 
           20        30        40        50        60        70     
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     : .    ...:.  :.  :  :..       
gi|606 VIQVTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSIVAG 
       70        80        90       100       110       120         
 
           80                                                  
2MEPSP EGDASS                                                  
                                                               
gi|606 CLDNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
      130       140       150       160       170       180    
 
>>gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subsp. v  (148 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (2-20:9-27) 
 
                      10        20        30        40        50    
2MEPSP        SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.  . :.:.:.  ..::                                  
gi|190 MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLLT 
               10        20        30        40        50        60 
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.9  bits: 19.6 E():   73 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (12-52:372-412) 
 
                                  10        20        30         40 
2MEPSP                    SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
               50        60        70        80                     
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS                     
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 40; 33.3% identity (51.9% similar) in 54 aa overlap (19-72:92-139) 
 
                           10        20        30        40         
2MEPSP             SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
       50        60        70        80      
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS      
         :::  : .   : .. ::  ::              
gi|160 --HSDP-DDLGRGGHEQSKSTGNAGGRVACGIIGLQG 
        120        130       140       150   
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (62-77:111-126) 
 
              40        50        60        70        80            
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS            
                                     ::.  :: .. ...::               
gi|824 SYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTSHYHTKGDVEIKEEHVKAGKEK 
               90       100       110       120       130       140 
 
gi|824 ASNLFKLIETYLKGHPDAYN 
              150       160 
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.4  bits: 15.2 E():   77 
Smith-Waterman score: 32; 46.2% identity (53.8% similar) in 13 aa overlap (15-27:3-15) 
 
               10        20        30        40        50        60 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                     :  : :: . : :                                  
gi|527             TDPGHLQDVXVAINDPKXGVFVNRK                        
                           10        20                             
 
>>gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 From P  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.5 E():   77 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (41-56:32-47) 
 
               20        30        40        50        60        70 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|159 PMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
              10        20        30        40        50        60  
 
               80                                                   
2MEPSP NAYVEGDASS                                                   
                                                                    
gi|159 DELNEMENTQGCMCEALQQIMENQCDRLQDRQMVQQFKRELMSLPQQCNFRAPQRCDLDV 
              70        80        90       100       110       120  
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 20.2 E():   77 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (61-80:767-786) 
 
               40        50        60        70        80           
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS           
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
 
gi|170 AQLPAMCRLEGGDALLASQ 
        800       810      
 
>>gi|2129805|pir||S65143 pollen allergen group II (clone  (80 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.4  bits: 16.9 E():   77 
Smith-Waterman score: 37; 33.3% identity (61.1% similar) in 18 aa overlap (48-65:4-21) 
 
        20        30        40        50        60        70        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     .:::.  . .:  .:  :             
gi|212                            ETERAEHDRIFKKFDANGDGKISASELGDALKN 
                                          10        20        30    
 
        80                                             
2MEPSP ASS                                             
                                                       
gi|212 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
            40        50        60        70        80 
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 17.5 E():   78 
Smith-Waterman score: 39; 35.0% identity (50.0% similar) in 20 aa overlap (52-71:3-22) 
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              30        40        50        60        70        80  
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS  
                                     .::::   .    . :  ::           
gi|298                             MSADSWDNHCVTYVANNKCLKNLCMTAIDGSH 
                                           10        20        30   
 
gi|298 LGTSNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYA 
             40        50        60        70        80        90   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.2  bits: 20.2 E():   79 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (61-80:782-801) 
 
               40        50        60        70        80           
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS           
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
gi|217 AQLPAMCRLEGGDALLASQ 
             820       830 
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.1  bits: 17.5 E():   79 
Smith-Waterman score: 39; 43.8% identity (75.0% similar) in 16 aa overlap (48-63:9-24) 
 
        20        30        40        50        60        70        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.:...:.:  : :               
gi|990                       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKP 
                                     10        20        30         
 
        80                                                          
2MEPSP ASS                                                          
                                                                    
gi|990 TFEVAIENDQYIFRSLSTFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFG 
       40        50        60        70        80        90         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.1  bits: 19.6 E():   80 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (31-71:417-454) 
 
               10        20        30        40        50        60 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
               70        80                                         
2MEPSP KGGQKYKSPKNAYVEGDASS                                         
       . :: .  :.:                                                  
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 18.2 E():   82 
Smith-Waterman score: 41; 61.5% identity (76.9% similar) in 13 aa overlap (13-25:101-113) 
 
                                 10        20        30        40   
2MEPSP                   SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                     :: : ::: .:.:                  
gi|144 SATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLK 
               80        90       100       110       120       130 
 
             50        60        70        80                       
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS                       
                                                                    
gi|144 FEGHIGDIDMKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYF 
              140       150       160       170       180       190 
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 39; 33.3% identity (57.6% similar) in 33 aa overlap (1-33:31-63) 
 
                                             10        20        30 
2MEPSP                               SISSQYLSALLMAAPLALGDVEIEIIDKLI 
                                     ..:. :: :   ..::  :   ::   : . 
gi|132 MAEDEDNQQGQGEGLKYLGFVQDAATYAVTTFSNVYLFAKDKSGPLQPGVDIIEGPVKNV 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS           
       ..:                                                          
gi|132 AVPLYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLA 
               70        80        90       100       110       120 
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.7  bits: 19.6 E():   84 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (50-72:208-228) 
 
      20        30        40        50        60        70          
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
      80                                                            
2MEPSP S                                                            
                                                                    
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.5 E():   87 
Smith-Waterman score: 39; 25.0% identity (60.7% similar) in 28 aa overlap (11-38:99-126) 
 
                                   10        20        30        40 
2MEPSP                     SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|217 CEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
               50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                                
gi|217 HNTPYCLGMEESQWS                          
      130       140                             
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (25-51:2-28) 
 
               10        20        30        40        50        60 
2MEPSP SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                               ::. : ..:  .  :. ..  :: ..:          
gi|289                        SIISTLNAMPEYQDLLQNLRDKGVDVDHYIELIRALF 
                                      10        20        30        
 
               70        80                                         
2MEPSP KGGQKYKSPKNAYVEGDASS                                         
                                                                    
gi|289 GLTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEG 
        40        50        60        70        80        90        
 
>>gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Arachi  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (41-56:50-65) 
 
               20        30        40        50        60        70 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|172 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
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      20        30        40        50        60        70          
 
               80                                                   
2MEPSP NAYVEGDASS                                                   
                                                                    
gi|172 DELDQMENTERCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
      80        90       100       110       120       130          
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.4  bits: 19.2 E():   88 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (34-66:127-158) 
 
            10        20        30        40        50        60    
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                     .:  :. :: :.:  .   : :. .  : . 
gi|275 GNAKAMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDS 
        100       110       120       130       140        150      
 
            70        80                                            
2MEPSP QKYKSPKNAYVEGDASS                                            
       ...                                                          
gi|275 DNFIKLLDKFDEKFAHTSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAH 
         160       170       180       190       200       210      
 
>>gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=Congl  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.5 E():   88 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (41-56:51-66) 
 
               20        30        40        50        60        70 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|751 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
               30        40        50        60        70        80 
 
               80                                                   
2MEPSP NAYVEGDASS                                                   
                                                                    
gi|751 DELNEMENTQRCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
               90       100       110       120       130       140 
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 19.2 E():   89 
Smith-Waterman score: 44; 32.4% identity (54.1% similar) in 37 aa overlap (44-80:367-403) 
 
            20        30        40        50        60        70    
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
            80                                                      
2MEPSP VEGDASS                                                      
       :   :::                                                      
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 19.2 E():   89 
Smith-Waterman score: 44; 32.4% identity (54.1% similar) in 37 aa overlap (44-80:367-403) 
 
            20        30        40        50        60        70    
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
            80                                                      
2MEPSP VEGDASS                                                      
       :   :::                                                      
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
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>>gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging protein   (236 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 18.2 E():   90 
Smith-Waterman score: 41; 26.9% identity (50.0% similar) in 26 aa overlap (40-64:187-212) 
 
      10        20        30        40         50        60         
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKS 
                                     .. :. :.   :    :: : .  :.     
gi|375 GKKITGFTDIGEDILGVTDIMKKGNLLTIKQVAEKEGATYIEPEGPWDNFTVTDGRIVTG 
        160       170       180       190       200       210       
 
       70        80         
2MEPSP PKNAYVEGDASS         
                            
gi|375 VNPQSAVKTAEDVIAAFECN 
        220       230       
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.2 E():   91 
Smith-Waterman score: 38; 37.5% identity (81.2% similar) in 16 aa overlap (2-17:9-24) 
 
                      10        20        30        40        50    
2MEPSP        SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.. :  ...:::.:                                     
gi|209 MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK 
               10        20        30        40        50        60 
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.1  bits: 18.5 E():   91 
Smith-Waterman score: 42; 25.8% identity (61.3% similar) in 31 aa overlap (52-80:124-154) 
 
              30        40        50          60        70          
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR--FYIKGGQKYKSPKNAYVEGDAS 
                                     ::. :.  . . ::.  .   : . .::.. 
gi|287 DTDFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTT 
           100       110       120       130       140       150    
 
      80                                                            
2MEPSP S                                                            
       .                                                            
gi|287 TYDRGTYVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLR 
           160       170       180       190       200       210    
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (37-69:232-264) 
 
         10        20        30        40        50        60       
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
         70        80                                               
2MEPSP KSPKNAYVEGDASS                                               
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (37-69:232-264) 
 
         10        20        30        40        50        60       
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
         70        80                                               
2MEPSP KSPKNAYVEGDASS                                               
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        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.9  bits: 16.9 E():   92 
Smith-Waterman score: 37; 55.6% identity (88.9% similar) in 9 aa overlap (57-65:67-75) 
 
         30        40        50        60        70        80       
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS       
                                     ::. :::..                      
gi|144 HGSEEWEPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         40        50        60        70        80        90       
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 44; 33.3% identity (58.3% similar) in 24 aa overlap (57-80:181-204) 
 
         30        40        50        60        70        80       
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS       
                                     :::. :.:. .  :    .:  .:       
gi|186 WMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQ 
              160       170       180       190       200       210 
 
gi|186 QEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTD 
              220       230       240       250       260       270 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 44; 33.3% identity (58.3% similar) in 24 aa overlap (57-80:181-204) 
 
         30        40        50        60        70        80       
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS       
                                     :::. :.:. .  :    .:  .:       
gi|186 WMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQ 
              160       170       180       190       200       210 
 
gi|186 QEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTD 
              220       230       240       250       260       270 
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 44; 32.4% identity (54.1% similar) in 37 aa overlap (44-80:376-412) 
 
            20        30        40        50        60        70    
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
            80                                                      
2MEPSP VEGDASS                                                      
       :   :::                                                      
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 40; 31.2% identity (68.8% similar) in 16 aa overlap (47-62:146-161) 
 
         20        30        40        50        60        70       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     .. .:  . :::.. :               
gi|109 ILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFKMMFQK 
         120       130       140       150       160       170      
 
         80                  
2MEPSP DASS                  
                             
gi|109 PRTRTCIEKDFPRRSSSSIPT 
         180       190       
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>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.5 E():   95 
Smith-Waterman score: 39; 31.4% identity (51.4% similar) in 35 aa overlap (2-36:10-44) 
 
                       10        20        30        40        50   
2MEPSP         SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                :.:    : :. :     ..  .::: . :.  ::                 
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASS                                 
                                                                    
gi|169 GETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFH 
               70        80        90       100       110       120 
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.5 E():   95 
Smith-Waterman score: 39; 31.4% identity (51.4% similar) in 35 aa overlap (2-36:10-44) 
 
                       10        20        30        40        50   
2MEPSP         SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                :.:    : :. :     ..  .::: . :.  ::                 
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASS                                 
                                                                    
gi|374 GETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYH 
               70        80        90       100       110       120 
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.6  bits: 18.9 E():   96 
Smith-Waterman score: 43; 28.2% identity (59.0% similar) in 39 aa overlap (17-55:94-131) 
 
                             10        20        30        40       
2MEPSP               SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                     .. :. :: : :  .. :::   ...   : 
gi|129 SLERRGATGGDLPVGIERNYKINKFAAYAGSFDDATIEEIRKNEDVAYVEED-QIYYLDG 
            70        80        90       100       110        120   
 
         50        60        70        80                           
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS                           
       . ...:  :                                                    
gi|129 LTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNA 
            130       140       150       160       170       180   
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.6  bits: 18.9 E():   96 
Smith-Waterman score: 43; 28.2% identity (59.0% similar) in 39 aa overlap (17-55:94-131) 
 
                             10        20        30        40       
2MEPSP               SISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                     .. :. :: : :  .. :::   ...   : 
gi|746 SLERRGATGGDLPVGIERNYKINKFAAYAGSFDDATIEEIRKNEDVAYVEED-QIYYLDG 
            70        80        90       100       110        120   
 
         50        60        70        80                           
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS                           
       . ...:  :                                                    
gi|746 LTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNA 
            130       140       150       160       170       180   
 
>>gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Pollen  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.5  bits: 16.9 E():   97 
Smith-Waterman score: 37; 50.0% identity (58.3% similar) in 12 aa overlap (62-73:12-23) 
 
              40        50        60        70        80            
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS            
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                                     :: : .:   ::                   
gi|416                    GKVYLVGGPELGGWKLQSDPRAYALWSARQQFKTTDVLWFN 
                                  10        20        30        40  
 
gi|416 FTTGEDSVAEVWREEAYHACDIKDPIRLEPGGPDRFTLLTPGSHFICTKDQKFVACVPGR 
              50        60        70        80        90       100  
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.5  bits: 15.2 E():   98 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (47-55:10-18) 
 
         20        30        40        50        60        70       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:                      
gi|751                      IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
         80 
2MEPSP DASS 
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.9 E():   98 
Smith-Waterman score: 43; 25.0% identity (75.0% similar) in 16 aa overlap (59-74:73-88) 
 
       30        40        50        60        70        80         
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS         
                                     :. : . ...: :...               
gi|739 KTDSTQAILRAWDQACNGFGKQRVIVPEGVYLTGPMAFRGPCNGFISMQVRGELRAYGDV 
             50        60        70        80        90       100   
 
gi|739 GKYPNAKWVSYEDLNGLLVTGGGRFNAQGSQAWTQNDCSTKKNCALLTTSVKFDHCTNAT 
            110       120       130       140       150       160   
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 38; 43.8% identity (68.8% similar) in 16 aa overlap (48-63:8-23) 
 
        20        30        40        50        60        70        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.:...: :  : :               
gi|121                        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKP 
                                      10        20        30        
 
        80                                                          
2MEPSP ASS                                                          
                                                                    
gi|121 TLEVEVAGDTYTLRSLSTFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFG 
        40        50        60        70        80        90        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:44 2011 done: Tue Apr 19 10:57:44 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 178  - 257 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
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  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     4     0:== 
  30     2     2:* 
  32     2     8:= * 
  34    11    22:====   * 
  36    29    44:==========    * 
  38    33    73:===========             * 
  40    69   102:=======================          * 
  42   116   125:=======================================  * 
  44   105   138:===================================          * 
  46   101   140:==================================            * 
  48   143   134:============================================*=== 
  50   178   122:========================================*=================== 
  52   125   108:===================================*====== 
  54    88    92:==============================* 
  56   106    77:=========================*========== 
  58    70    63:====================*=== 
  60    35    51:============    * 
  62    49    41:=============*=== 
  64    41    33:==========*=== 
  66    33    26:========*== 
  68    20    20:======* 
  70    15    16:=====* 
  72    20    12:===*=== 
  74    20    10:===*=== 
  76    20     8:==*==== 
  78    13     6:=*=== 
  80     7     5:=*= 
  82     6     3:*= 
  84     5     3:*= 
  86     7     2:*== 
  88     4     2:*=         inset = represents 1 library sequences 
  90     3     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     5     0:==        *===== 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.30450.00301; mu= 8.0607 0.158 
 mean_var=29.5896 6.963, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.235779 
 Kolmogorov-Smirnov  statistic: 0.1219 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   62 25.4    0.38 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   58 24.0     1.1 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   57 23.7     1.4 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   60 24.7     1.4 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.7     1.7 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.7     1.7 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   56 23.4     1.8 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   56 23.4     1.8 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 22.7     2.8 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   49 21.0     4.2 
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gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   52 22.0     4.6 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 24.0       5 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   53 22.3     5.8 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   52 22.0     5.9 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   50 21.3     6.6 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   50 21.3     6.6 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 22.7     7.2 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 21.3     7.3 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 21.3     7.3 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 21.3     7.3 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 21.3     7.3 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   48 20.6       8 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.6     8.9 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 21.0     9.3 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 20.3     9.3 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 23.0      10 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 20.3      10 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 20.6      12 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   48 20.6      12 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   48 20.6      12 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 17.6      12 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 23.0      13 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 20.0      13 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   47 20.3      15 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 18.6      15 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 19.6      16 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 20.0      19 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 20.0      19 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 20.0      19 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 20.0      19 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   50 21.3      19 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   52 22.0      20 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 17.6      21 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   50 21.3      23 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 19.3      23 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   45 19.6      24 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   45 19.6      24 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   45 19.6      24 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   45 19.6      24 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   45 19.6      24 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   45 19.6      24 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   45 19.6      24 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   45 19.6      24 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 19.3      24 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 19.3      24 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   47 20.3      25 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   47 20.3      25 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   51 21.6      25 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   51 21.6      25 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.6      27 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.6      28 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   44 19.3      30 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   44 19.3      30 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   44 19.3      30 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   44 19.3      30 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   44 19.3      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 19.3      30 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 19.3      30 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   44 19.3      30 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 19.3      30 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 19.3      30 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   44 19.3      30 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   44 19.3      30 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 19.3      30 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   44 19.3      30 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 18.3      31 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.9      32 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.9      34 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.9      34 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.9      36 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 20.3      37 
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gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.9      38 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.9      38 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   43 18.9      38 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   43 18.9      38 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   43 18.9      38 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   43 18.9      38 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   43 18.9      38 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 19.3      38 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.6      39 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   40 17.9      39 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.9      39 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.9      39 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 18.6      40 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 18.6      40 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.6      46 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 18.3      47 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 18.6      47 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   42 18.6      48 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.6      48 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   42 18.6      48 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 18.6      48 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   42 18.6      48 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.6      48 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   42 18.6      48 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   42 18.6      48 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   42 18.6      48 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   42 18.6      48 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 16.2      48 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   42 18.6      48 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 18.3      49 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 18.3      49 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.9      51 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.9      52 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 16.2      53 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 18.3      54 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 18.3      54 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.6      54 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.9      54 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   44 19.3      57 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 17.6      58 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.6      58 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   45 19.6      59 
gi|280414|pir||A60372 pollen allergen Poa-pI - Ken (  20)   32 15.2      61 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   46 19.9      61 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 17.2      63 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 17.2      63 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.9      65 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.9      66 
gi|218203826|gb|ACK76296.1| Der f 6 allergen [Derm ( 279)   43 18.9      66 
gi|1405736|emb|CAA35188.1| trypsin inhibitor cme p ( 144)   40 17.9      68 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   41 18.2      69 
gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subs ( 148)   40 17.9      70 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.6      71 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   40 17.9      72 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.9      76 
gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 Fr ( 127)   39 17.6      76 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 20.3      76 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   32 15.2      76 
gi|2129805|pir||S65143 pollen allergen group II (c (  80)   37 16.9      76 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   39 17.6      77 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.3      77 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   39 17.6      78 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.6      78 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   41 18.2      81 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.6      82 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   39 17.6      85 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   41 18.2      85 
gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Ar ( 144)   39 17.6      86 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   44 19.2      86 
gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=C ( 145)   39 17.6      86 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   44 19.2      88 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5763

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   44 19.2      88 
gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging prot ( 236)   41 18.2      88 
gi|209484145|gb|ACI47547.1| nonspecific lipid tran ( 119)   38 17.2      89 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   42 18.6      89 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   44 19.2      90 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   44 19.2      90 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   37 16.9      91 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   44 19.2      92 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   44 19.2      92 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   44 19.2      92 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   40 17.9      92 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   39 17.6      93 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   39 17.6      93 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 18.9      94 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 18.9      94 
gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Po ( 101)   37 16.9      95 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   32 15.2      97 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   43 18.9      97 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   38 17.2      97 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 110.1  bits: 25.4 E(): 0.38 
Smith-Waterman score: 62; 27.8% identity (50.0% similar) in 54 aa overlap (8-61:47-99) 
 
                                      10        20        30        
2MEPSP                        ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:..  . :  
gi|291 SHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPV-LVPAVITVSLIIMG 
         20        30        40        50        60         70      
 
        40        50        60        70        80                  
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA                  
       .     ::: :    ::   :. :                                     
gi|291 FLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVT 
          80        90       100       110       120       130      
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 101.6  bits: 24.0 E():  1.1 
Smith-Waterman score: 58; 23.8% identity (60.3% similar) in 63 aa overlap (4-64:81-139) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|132 PGTIKKITFSEGSPFKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
              40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA      
       :     :.. ... .:..:    :  .::::..                      
gi|132 PDGGSILKISNKYHTKGDH--EVDAEHIKGGKEKVEGLFRAVEAYLLAHSDAYN 
      110       120         130       140       150       160 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 99.8  bits: 23.7 E():  1.4 
Smith-Waterman score: 57; 27.0% identity (58.7% similar) in 63 aa overlap (16-75:91-150) 
 
                              10        20           30        40   
2MEPSP                ISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.   ...    
gi|880 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTVIKTTS 
               70        80        90        100       110          
 
             50        60        70        80      
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA      
       .. .:..   . .  ..:.:..  :     .::           
gi|880 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 99.6  bits: 24.7 E():  1.4 
Smith-Waterman score: 60; 36.4% identity (60.6% similar) in 66 aa overlap (14-77:139-195) 
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                                10        20        30         40   
2MEPSP                  ISSQYLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :.   ..  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYD--VLA 
      110       120       130       140        150       160        
 
             50        60         70        80                      
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK-NAYVEGDASSA                      
       : ..:   .:    ::...     .:: .:: ..::                         
gi|612 R-NLKDLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSC 
          170       180            190       200       210          
 
gi|612 QYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVS 
     220       230       240       250       260       270          
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 98.3  bits: 23.7 E():  1.7 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (6-21:9-24) 
 
                  10        20        30        40        50        
2MEPSP    ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
               :.:::.:: . :::..                                     
gi|476 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 98.3  bits: 23.7 E():  1.7 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (6-21:9-24) 
 
                  10        20        30        40        50        
2MEPSP    ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
               :.:::.:: . :::..                                     
gi|313 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 98.0  bits: 23.4 E():  1.8 
Smith-Waterman score: 56; 27.0% identity (57.1% similar) in 63 aa overlap (16-75:91-150) 
 
                              10        20           30        40   
2MEPSP                ISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
             50        60        70        80      
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA      
       .. .:..   . .  ..:.:..  :     .::           
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 98.0  bits: 23.4 E():  1.8 
Smith-Waterman score: 56; 27.0% identity (57.1% similar) in 63 aa overlap (16-75:91-150) 
 
                              10        20           30        40   
2MEPSP                ISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
             50        60        70        80      
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA      
       .. .:..   . .  ..:.:..  :     .::           
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 94.3  bits: 22.7 E():  2.8 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (16-50:90-126) 
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                              10        20          30        40    
2MEPSP                ISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
            50        60        70        80    
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 91.2  bits: 21.0 E():  4.2 
Smith-Waterman score: 49; 23.8% identity (55.6% similar) in 63 aa overlap (16-75:5-64) 
 
               10        20           30        40        50        
2MEPSP ISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                      ::.:. .: ::   ::.: :     ..   .. .:..   . .   
gi|603            VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE-- 
                           10        20        30        40         
 
        60        70        80      
2MEPSP YIKGGQKYKSPKNAYVEGDASSA      
       ..:.:..  .     .::           
gi|603 HVKAGKEKAAHLFKLIEGYLKDHPSEYN 
         50        60        70     
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 90.6  bits: 22.0 E():  4.6 
Smith-Waterman score: 52; 22.2% identity (58.7% similar) in 63 aa overlap (4-64:81-139) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|154 PGTIKKITFSEGSPVKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
              40        50        60        70        80       
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA       
       :     :..  .. .:..:    .  .::::..                       
gi|154 PDGGSILKITSKYHTKGDHEVPAE--HIKGGKERVEGLLKPVEAYLLAHTAEYNN 
      110       120       130         140       150       160  
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 89.9  bits: 24.0 E():    5 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (14-58:372-415) 
 
                                10        20        30        40    
2MEPSP                  ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
            50        60        70        80                        
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA                        
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 88.8  bits: 22.3 E():  5.8 
Smith-Waterman score: 53; 29.6% identity (57.4% similar) in 54 aa overlap (10-62:27-73) 
 
                                10        20        30         40   
2MEPSP                  ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
                                 : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
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             50        60        70        80                       
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA                       
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.7  bits: 22.0 E():  5.9 
Smith-Waterman score: 52; 32.4% identity (51.4% similar) in 37 aa overlap (2-38:28-64) 
 
                                         10        20        30     
2MEPSP                           ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                  :. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA               
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 87.7  bits: 21.3 E():  6.6 
Smith-Waterman score: 50; 28.1% identity (46.9% similar) in 64 aa overlap (8-71:52-110) 
 
                                      10        20        30        
2MEPSP                        ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:.:  .    
gi|753 AQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVPAVITIFLLGAG 
              30        40        50        60         70        80 
 
        40        50        60        70        80                  
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA                  
       .     ::: :    ::   :. :    : : .:                           
gi|753 FLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAREMKDRAEQFSQ 
               90       100           110       120       130       
 
gi|753 QPVAGSQTS 
        140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 87.7  bits: 21.3 E():  6.6 
Smith-Waterman score: 50; 28.1% identity (46.9% similar) in 64 aa overlap (8-71:52-110) 
 
                                      10        20        30        
2MEPSP                        ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:.:  .    
gi|198 AQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVPAVITIFLLGAG 
              30        40        50        60         70        80 
 
        40        50        60        70        80                  
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA                  
       .     ::: :    ::   :. :    : : .:                           
gi|198 FLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAREMKDRAEQFSQ 
               90       100           110       120       130       
 
gi|198 QPVAGSQTS 
        140      
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.1  bits: 22.7 E():  7.2 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (43-76:279-317) 
 
             20        30        40           50        60          
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
        70        80                                                
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2MEPSP PKNAYVEGDASSA                                                
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.9  bits: 21.3 E():  7.3 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (16-50:91-127) 
 
                              10        20          30        40    
2MEPSP                ISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
            50        60        70        80    
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.9  bits: 21.3 E():  7.3 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (16-50:91-127) 
 
                              10        20          30        40    
2MEPSP                ISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
            50        60        70        80    
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.9  bits: 21.3 E():  7.3 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (16-50:91-127) 
 
                              10        20          30        40    
2MEPSP                ISSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
            50        60        70        80    
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 86.9  bits: 21.3 E():  7.3 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (18-55:125-160) 
 
                            10        20        30        40        
2MEPSP              ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
         :::...                          
gi|132 --HSDAYN                          
            160                          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 86.3  bits: 20.6 E():    8 
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Smith-Waterman score: 48; 30.8% identity (57.7% similar) in 26 aa overlap (45-70:18-43) 
 
           20        30        40        50        60        70     
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
                                     : .:  : ..  :. : : . :.: .     
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
           80                                                       
2MEPSP GDASSA                                                       
                                                                    
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.4  bits: 22.6 E():  8.9 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (25-46:9-30) 
 
               10        20        30        40        50        60 
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
                               :  :..::.. .: :  .: ::               
gi|424                 NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILP 
                               10        20        30        40     
 
               70        80                                         
2MEPSP GGQKYKSPKNAYVEGDASSA                                         
                                                                    
gi|424 VDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKGVDVDHI 
           50        60        70        80        90       100     
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 85.1  bits: 21.0 E():  9.3 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (27-50:104-127) 
 
                   10        20        30        40        50       
2MEPSP     ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
         60        70        80    
2MEPSP FYIKGGQKYKSPKNAYVEGDASSA    
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 85.1  bits: 20.3 E():  9.3 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (60-79:53-72) 
 
      30        40        50        60        70        80          
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA          
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.5  bits: 23.0 E():   10 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (15-42:414-441) 
 
                               10        20        30        40     
2MEPSP                 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
           50        60        70        80                         
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA                         
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gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.5  bits: 20.3 E():   10 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (47-70:20-43) 
 
         20        30        40        50        60        70       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::: : .   :. : :   ::: .       
gi|145            MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFE 
                          10        20        30        40          
 
         80                                                         
2MEPSP ASSA                                                         
                                                                    
gi|145 IIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      50        60        70        80        90       100          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 83.3  bits: 20.6 E():   12 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (4-50:80-126) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 83.3  bits: 20.6 E():   12 
Smith-Waterman score: 48; 20.4% identity (65.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVAHKNFKYSYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :  .  :.. ... .:..:                                  
gi|132 PDGRSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 83.3  bits: 20.6 E():   12 
Smith-Waterman score: 48; 17.3% identity (53.3% similar) in 75 aa overlap (1-75:78-150) 
 
                                             10        20        30 
2MEPSP                               ISSQYLSALLMAAPLALGDVEIEIIDKLIS 
                                     ..  :  .:. .  :. .  .:.   ::.: 
gi|901 DGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVS 
        50        60        70        80        90       100        
 
               40        50        60        70        80      
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA      
        :.    ..   .. .:..   . .  ..:.:..  .     .::           
gi|901 APHGGTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAAHLFKLIEGYLKDHPSEYN 
       110       120       130         140       150       160 
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 83.2  bits: 17.6 E():   12 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (46-54:10-18) 
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          20        30        40        50        60        70      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|409                      IAKVPPGGXITAEYGDKWLD                    
                                    10        20                    
 
          80 
2MEPSP DASSA 
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.7  bits: 23.0 E():   13 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (15-42:500-527) 
 
                               10        20        30        40     
2MEPSP                 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
           50        60        70        80                         
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA                         
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 82.6  bits: 20.0 E():   13 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (25-71:3-44) 
 
               10        20        30        40        50        60 
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
                               :  ..:   .: .:.     .:::: :  .  :. : 
gi|207                       MSITDIVSEKNIEAALE-----SVKAEGSFEYKCFFQK 
                                     10             20        30    
 
               70        80                                         
2MEPSP GGQKYKSPKNAYVEGDASSA                                         
        :   ::  .:                                                  
gi|207 VGLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSD 
            40        50        60        70        80        90    
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 81.4  bits: 20.3 E():   15 
Smith-Waterman score: 47; 20.4% identity (65.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDILEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 81.1  bits: 18.6 E():   15 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (49-67:1-19) 
 
       20        30        40        50        60        70         
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     ::   . ::  ::  : .:            
gi|377                               EHERIFKRFDAKGDGKISSSELGETLKPLG 
                                             10        20        30 
 
       80                     
2MEPSP SA                     
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gi|377 SVTLEEIQRMMAEIDTDGDGFL 
               40        50   
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.7  bits: 19.6 E():   16 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (48-70:21-43) 
 
        20        30        40        50        60        70        
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
        80                                                          
2MEPSP SSA                                                          
                                                                    
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.6  bits: 20.0 E():   19 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (17-50:92-127) 
 
                             10        20           30        40    
2MEPSP               ISSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
            50        60        70        80    
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.6  bits: 20.0 E():   19 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (27-64:104-139) 
 
                   10        20        30        40        50       
2MEPSP     ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
         60        70        80      
2MEPSP FYIKGGQKYKSPKNAYVEGDASSA      
         :::...                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
             140       150       160 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.6  bits: 20.0 E():   19 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.6  bits: 20.0 E():   19 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (4-50:81-127) 
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                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 79.5  bits: 21.3 E():   19 
Smith-Waterman score: 50; 31.4% identity (64.7% similar) in 51 aa overlap (1-48:55-105) 
 
                                               10        20         
2MEPSP                               ISSQYLS--ALLMAAPLALGDVEIE-IIDK 
                                     :...::.  : ..::   : . :.: :.   
gi|457 GLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVVA 
           30        40        50        60        70        80     
 
        30        40        50        60        70        80        
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA        
       : ..: ..  : ..:  :..:                                        
gi|457 LDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDVL 
           90       100       110       120       130       140     
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 79.1  bits: 22.0 E():   20 
Smith-Waterman score: 52; 28.3% identity (56.5% similar) in 46 aa overlap (33-74:539-584) 
 
             10        20        30        40            50         
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
       60        70        80                                       
2MEPSP IKGGQKYKSPKNAYVEGDASSA                                       
        :  . :.. .. ::.                                             
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.7  bits: 17.6 E():   21 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (46-54:10-18) 
 
          20        30        40        50        60        70      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK     
                                    10        20        30          
 
          80 
2MEPSP DASSA 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 50; 26.0% identity (50.7% similar) in 73 aa overlap (3-75:7-75) 
 
                   10        20        30        40        50       
2MEPSP     ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
             : .: .: .::: ::. .  .  .. :   :  .: :. .  :  .   .. :. 
gi|947 MMVAWWSLFLYGLQVAAP-ALAATPADWRSQSI---YFLLTDRFARTDGSTTATCNTADQ 
               10         20        30           40        50       
 
         60        70        80                                     
2MEPSP FYIKGGQKYKSPKNAYVEGDASSA                                     
        :  :  .    :  :..:                                          
gi|947 KYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYG 
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         60        70        80        90       100       110       
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.9  bits: 19.3 E():   23 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (24-39:49-64) 
 
                      10        20        30        40        50    
2MEPSP        ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
            60        70        80                    
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSA                    
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (4-50:80-126) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :     :.. ... .:..:                                  
gi|437 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
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2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 45; 22.2% identity (60.3% similar) in 63 aa overlap (4-64:81-139) 
 
                                          10          20        30  
2MEPSP                            ISSQYLSALLMAAPLA--LGDVEIEIIDKLISI 
                                     .:  ... ..::.  :  .  ::  :...  
gi|534 PGTIKKITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEI--KIVAA 
               60        70        80        90       100           
 
              40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA      
       :     :..  .. .:.. : . ..  ::.:..                      
gi|534 PGGGSILKITSKYHTKGDISLNEEE--IKAGKEKGAGLFKAVENYLVAHPNAYN 
      110       120       130         140       150       160 
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
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       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.6  bits: 19.3 E():   24 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (47-57:8-18) 
 
         20        30        40        50        60        70       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
         80                                                         
2MEPSP ASSA                                                         
                                                                    
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.6  bits: 19.3 E():   24 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (47-57:8-18) 
 
         20        30        40        50        60        70       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
         80                                                         
2MEPSP ASSA                                                         
                                                                    
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.3  bits: 20.3 E():   25 
Smith-Waterman score: 47; 30.4% identity (65.2% similar) in 23 aa overlap (3-25:12-34) 
 
                        10        20        30        40        50  
2MEPSP          ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                  :  ..:.  :::. :   :....                           
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSA                                
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.3  bits: 20.3 E():   25 
Smith-Waterman score: 47; 30.4% identity (65.2% similar) in 23 aa overlap (3-25:12-34) 
 
                        10        20        30        40        50  
2MEPSP          ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                  :  ..:.  :::. :   :....                           
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSA                                
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 77.3  bits: 21.6 E():   25 
Smith-Waterman score: 51; 31.0% identity (62.1% similar) in 29 aa overlap (46-74:553-581) 
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          20        30        40        50        60        70      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
          80                                                        
2MEPSP DASSA                                                        
                                                                    
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 77.3  bits: 21.6 E():   25 
Smith-Waterman score: 51; 31.0% identity (62.1% similar) in 29 aa overlap (46-74:553-581) 
 
          20        30        40        50        60        70      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
          80                                                        
2MEPSP DASSA                                                        
                                                                    
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.7  bits: 19.6 E():   27 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (53-64:134-145) 
 
             30        40        50        60        70        80   
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA   
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.4  bits: 19.6 E():   28 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (53-64:142-153) 
 
             30        40        50        60        70        80   
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA   
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (4-50:80-126) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|384 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :     :.. ... .:..:                                  
gi|384 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
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>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (4-50:80-126) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|159 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :     :.. ... .:..:                                  
gi|159 PDGGSILKISNKYHTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|114 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :     :.. ... .:..:                                  
gi|114 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVEGYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (61-76:111-126) 
 
               40        50        60        70        80           
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA           
                                     ::.  :: .: .. ::               
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gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|241 PGTIKKISFPEGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :     :.. ... .:..:                                  
gi|241 PDGGSILKISNKYHTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (17-50:92-127) 
 
                             10            20        30        40   
2MEPSP               ISSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
             50        60        70        80    
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (61-76:111-126) 
 
               40        50        60        70        80           
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA           
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (65.3% similar) in 49 aa overlap (4-50:81-127) 
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                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :     :.. ... .:..:                                  
gi|132 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (61-76:111-126) 
 
               40        50        60        70        80           
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA           
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMRETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.5  bits: 18.3 E():   31 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (48-67:9-28) 
 
        20        30        40        50        60        70        
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
        80                                            
2MEPSP SSA                                            
                                                      
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
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       40        50        60        70        80     
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 75.4  bits: 18.9 E():   32 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (8-50:8-46) 
 
               10        20        30        40        50        60 
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
              :..::. ..   :...  ::  .  . .:   :::.:: : ..           
gi|140 MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFGEKIDQIEHGLLMLSE 
               10        20        30            40        50       
 
               70        80                                         
2MEPSP GGQKYKSPKNAYVEGDASSA                                         
                                                                    
gi|140 QYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFETAVSTIE 
         60        70        80        90       100       110       
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (17-31:83-97) 
 
                             10        20        30        40       
2MEPSP               ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
         50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                          
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG   
            120       130       140       
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (17-31:83-97) 
 
                             10        20        30        40       
2MEPSP               ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
         50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                          
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG   
            120       130       140       
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.5  bits: 18.9 E():   36 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (18-71:92-139) 
 
                            10        20        30        40        
2MEPSP              ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
        50        60         70        80     
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEGDASSA     
         :::  :  . .::..  ::  ::              
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG 
        120         130       140       150   
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 74.2  bits: 20.3 E():   37 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (45-76:182-217) 
 
           20        30        40        50            60        70 
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2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
               80                                                   
2MEPSP AYVEGDASSA                                                   
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (27-50:104-127) 
 
                   10        20        30        40        50       
2MEPSP     ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
         60        70        80    
2MEPSP FYIKGGQKYKSPKNAYVEGDASSA    
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (27-50:104-127) 
 
                   10        20        30        40        50       
2MEPSP     ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
         60        70        80    
2MEPSP FYIKGGQKYKSPKNAYVEGDASSA    
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVTT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
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       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPGGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.1  bits: 19.3 E():   38 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (33-59:155-183) 
 
             10        20        30        40        50          60 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
               70        80 
2MEPSP GGQKYKSPKNAYVEGDASSA 
                            
gi|549 CNYGPAGNVGNEPIYERK   
          190       200     
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (47-65:9-27) 
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         20        30        40        50        60        70       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
         80                                                         
2MEPSP ASSA                                                         
                                                                    
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 73.7  bits: 17.9 E():   39 
Smith-Waterman score: 40; 35.5% identity (51.6% similar) in 31 aa overlap (47-77:7-33) 
 
         20        30        40        50        60        70       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::    :::. :   .  .  ..   :: 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
         80                                                
2MEPSP ASSA                                                
       :                                                   
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.7  bits: 17.9 E():   39 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (47-64:7-24) 
 
         20        30        40        50        60        70       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
         80                                            
2MEPSP ASSA                                            
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.7  bits: 17.9 E():   39 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (47-64:7-24) 
 
         20        30        40        50        60        70       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
         80                                            
2MEPSP ASSA                                            
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.7  bits: 18.6 E():   40 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (46-75:14-43) 
 
          20        30        40        50        60        70      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|179                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
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          80                                                        
2MEPSP DASSA                                                        
                                                                    
gi|179 YMTMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.7  bits: 18.6 E():   40 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (46-75:14-43) 
 
          20        30        40        50        60        70      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|144                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
          80                                                        
2MEPSP DASSA                                                        
                                                                    
gi|144 YMTMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (61-77:109-125) 
 
               40        50        60        70        80           
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA           
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.4  bits: 18.3 E():   47 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (24-50:86-112) 
 
                      10        20        30        40        50    
2MEPSP        ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
            60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSA 
                                   
gi|301 LIRSLFGLP                   
         120                       
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (4-50:80-126) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (4-50:81-127) 
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                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFKYVKDGVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKITFPEGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFEYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
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2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :    .:.. ... .:..:                                  
gi|459 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLKAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
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Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (4-50:81-127) 
 
                                          10        20          30  
2MEPSP                            ISSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
              40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA    
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 72.1  bits: 16.2 E():   48 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (46-54:10-18) 
 
          20        30        40        50        60        70      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
          80 
2MEPSP DASSA 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 19.2% identity (53.8% similar) in 26 aa overlap (42-67:79-104) 
 
              20        30        40        50        60        70  
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     . : .    ...:.  :.  :  :..     
gi|215 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSIV 
       50        60        70        80        90       100         
 
              80                                               
2MEPSP YVEGDASSA                                               
                                                               
gi|215 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
      110       120       130       140       150       160    
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.0  bits: 18.3 E():   49 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (47-65:9-27) 
 
         20        30        40        50        60        70       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
         80                                                         
2MEPSP ASSA                                                         
                                                                    
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.0  bits: 18.3 E():   49 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (47-65:9-27) 
 
         20        30        40        50        60        70       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
         80                                                         
2MEPSP ASSA                                                         
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gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.7  bits: 20.9 E():   51 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (15-42:500-527) 
 
                               10        20        30        40     
2MEPSP                 ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
           50        60        70        80                         
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA                         
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.6  bits: 17.9 E():   52 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (46-71:19-44) 
 
          20        30        40        50        60        70      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     :::  : ..  :. : :   ::  .:     
gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
          80                                                        
2MEPSP DASSA                                                        
                                                                    
gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.4  bits: 16.2 E():   53 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (46-54:10-18) 
 
          20        30        40        50        60        70      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK     
                                    10        20        30          
 
          80 
2MEPSP DASSA 
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.3  bits: 18.3 E():   54 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (10-54:99-142) 
 
                                    10        20        30          
2MEPSP                      ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
      40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
           . .  :.:. :                           
gi|195 HNTPYCLAMEESQ-WS                          
      130       140                              
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.3  bits: 18.3 E():   54 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (10-54:99-142) 
 
                                    10        20        30          
2MEPSP                      ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
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                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
      40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
           . .  :.:. :                           
gi|219 HNTPYCLAMEESQ-WS                          
      130       140                              
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.3  bits: 18.6 E():   54 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (19-60:115-155) 
 
                           10        20        30        40         
2MEPSP             ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
       50        60        70        80       
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA       
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 18.9 E():   54 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (24-50:5-31) 
 
               10        20        30        40        50        60 
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
                              ::. : ..:  .  :. ..  :: ..:           
gi|424                    EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFG 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP GGQKYKSPKNAYVEGDASSA                                         
                                                                    
gi|424 LTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGL 
              50        60        70        80        90       100  
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.8  bits: 19.3 E():   57 
Smith-Waterman score: 44; 22.7% identity (50.7% similar) in 75 aa overlap (4-76:5-77) 
 
                10        20         30        40        50         
2MEPSP  ISSQYLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFY 
           .:  ::..:. :. : . .   :    . : .  ::      ... .:. . .    
gi|249 MAVQKYTVALFLAVALVAGPAALYAGDGYAPATPAASATLATPATPAASPQHAGTTEYHI 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP I-KGGQKYKSPKNAYVEGDASSA                                      
       . :.: . .  :::  . :                                          
gi|249 VRKAGLNEE--KNAARQTDDEQKRSDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVA 
                 70        80        90       100       110         
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.7  bits: 17.6 E():   58 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (56-64:67-75) 
 
          30        40        50        60        70        80      
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA      
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
gi|126 N 
         
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5790

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.6  bits: 19.6 E():   58 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (24-50:169-195) 
 
                      10        20        30         40        50   
2MEPSP        ISSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
             60        70        80                                 
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSA                                 
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.6  bits: 19.6 E():   59 
Smith-Waterman score: 45; 25.4% identity (49.3% similar) in 67 aa overlap (3-61:237-299) 
 
                                           10        20        30   
2MEPSP                             ISSQYLSALLMAAPLALGDVEIEIIDKLISIP 
                                     .:.  .::..:    :: .::    : ..  
gi|113 IDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLFGA----GDENIEDRGMLATVA 
        210       220       230       240           250       260   
 
             40                50        60        70        80     
2MEPSP YVEMTLRLMER--------FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA     
       .  .:  . .:        : :  .. :.:  . : :                        
gi|113 FNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKN 
            270       280       290       300       310       320   
 
gi|113 VLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLT 
            330       340       350       360       370       380   
 
>>gi|280414|pir||A60372 pollen allergen Poa-pI - Kentuck  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.3  bits: 15.2 E():   61 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (46-54:10-18) 
 
          20        30        40        50        60        70      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:                      
gi|280                      IAKVPPGPXITATYGDKWLD                    
                                    10        20                    
 
          80 
2MEPSP DASSA 
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.3  bits: 19.9 E():   61 
Smith-Waterman score: 46; 43.5% identity (52.2% similar) in 23 aa overlap (49-71:164-184) 
 
       20        30        40        50        60        70         
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGATVKHTKEGTESSAFW--FAVGGKQSYTSKKVATEVSRDP 
           140       150       160         170       180       190  
 
       80                                                           
2MEPSP SA                                                           
                                                                    
gi|572 HLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWIGQSADSKEKQSAFDVGQ 
             200       210       220       230       240       250  
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 70.0  bits: 17.2 E():   63 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (22-34:71-83) 
 
                        10        20        30        40        50  
2MEPSP          ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
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gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
              60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSA 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 70.0  bits: 17.2 E():   63 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (22-34:71-83) 
 
                        10        20        30        40        50  
2MEPSP          ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
              60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSA 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (24-50:236-262) 
 
                      10        20        30        40        50    
2MEPSP        ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
            60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSA 
                                   
gi|225 LIRSWFGLP                   
         270                       
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (43-78:107-142) 
 
             20        30        40        50        60        70   
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
             80                                                     
2MEPSP VEGDASSA                                                     
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|218203826|gb|ACK76296.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (43-78:107-142) 
 
             20        30        40        50        60        70   
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
             80                                                     
2MEPSP VEGDASSA                                                     
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|1405736|emb|CAA35188.1| trypsin inhibitor cme precu  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (1-19:9-27) 
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                       10        20        30        40        50   
2MEPSP         ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.  . :.:.:.  ..::                                  
gi|140 MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLLT 
               10        20        30        40        50        60 
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 69.3  bits: 18.2 E():   69 
Smith-Waterman score: 41; 20.8% identity (54.2% similar) in 24 aa overlap (44-67:99-122) 
 
            20        30        40        50        60        70    
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     : .    ...:.  :.  :  :..       
gi|606 VIQVTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSIVAG 
       70        80        90       100       110       120         
 
            80                                                 
2MEPSP EGDASSA                                                 
                                                               
gi|606 CLDNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
      130       140       150       160       170       180    
 
>>gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare subsp. v  (148 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.9 E():   70 
Smith-Waterman score: 40; 31.6% identity (73.7% similar) in 19 aa overlap (1-19:9-27) 
 
                       10        20        30        40        50   
2MEPSP         ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.  . :.:.:.  ..::                                  
gi|190 MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLLT 
               10        20        30        40        50        60 
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.0  bits: 19.6 E():   71 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (11-51:372-412) 
 
                                   10        20        30           
2MEPSP                     ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
      40        50        60        70        80                    
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA                    
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 69.0  bits: 17.9 E():   72 
Smith-Waterman score: 40; 33.3% identity (51.9% similar) in 54 aa overlap (18-71:92-139) 
 
                            10        20        30        40        
2MEPSP              ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
        50        60        70        80     
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA     
         :::  : .   : .. ::  ::              
gi|160 --HSDP-DDLGRGGHEQSKSTGNAGGRVACGIIGLQG 
        120        130       140       150   
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.9 E():   76 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (61-76:111-126) 
 
               40        50        60        70        80           
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA           
                                     ::.  :: .. ...::               
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gi|824 SYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTSHYHTKGDVEIKEEHVKAGKEK 
               90       100       110       120       130       140 
 
gi|824 ASNLFKLIETYLKGHPDAYN 
              150       160 
 
>>gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 From P  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (40-55:32-47) 
 
      10        20        30        40        50        60          
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|159 PMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
              10        20        30        40        50        60  
 
      70        80                                                  
2MEPSP NAYVEGDASSA                                                  
                                                                    
gi|159 DELNEMENTQGCMCEALQQIMENQCDRLQDRQMVQQFKRELMSLPQQCNFRAPQRCDLDV 
              70        80        90       100       110       120  
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.5  bits: 20.3 E():   76 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (60-79:767-786) 
 
      30        40        50        60        70        80          
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA          
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
 
gi|170 AQLPAMCRLEGGDALLASQ 
        800       810      
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.5  bits: 15.2 E():   76 
Smith-Waterman score: 32; 46.2% identity (53.8% similar) in 13 aa overlap (14-26:3-15) 
 
               10        20        30        40        50        60 
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
                    :  : :: . : :                                   
gi|527            TDPGHLQDVXVAINDPKXGVFVNRK                         
                          10        20                              
 
>>gi|2129805|pir||S65143 pollen allergen group II (clone  (80 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.5  bits: 16.9 E():   76 
Smith-Waterman score: 37; 33.3% identity (61.1% similar) in 18 aa overlap (47-64:4-21) 
 
         20        30        40        50        60        70       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     .:::.  . .:  .:  :             
gi|212                            ETERAEHDRIFKKFDANGDGKISASELGDALKN 
                                          10        20        30    
 
         80                                            
2MEPSP ASSA                                            
                                                       
gi|212 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
            40        50        60        70        80 
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 39; 35.0% identity (50.0% similar) in 20 aa overlap (51-70:3-22) 
 
               30        40        50        60        70        80 
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                     .::::   .    . :  ::           
gi|298                             MSADSWDNHCVTYVANNKCLKNLCMTAIDGSH 
                                           10        20        30   
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gi|298 LGTSNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYA 
             40        50        60        70        80        90   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 20.3 E():   77 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (60-79:782-801) 
 
      30        40        50        60        70        80          
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA          
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
gi|217 AQLPAMCRLEGGDALLASQ 
             820       830 
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 39; 43.8% identity (75.0% similar) in 16 aa overlap (47-62:9-24) 
 
         20        30        40        50        60        70       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.:...:.:  : :               
gi|990                       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKP 
                                     10        20        30         
 
         80                                                         
2MEPSP ASSA                                                         
                                                                    
gi|990 TFEVAIENDQYIFRSLSTFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFG 
       40        50        60        70        80        90         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.3  bits: 19.6 E():   78 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (30-70:417-454) 
 
                10        20        30        40        50          
2MEPSP  ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
      60        70        80                                        
2MEPSP KGGQKYKSPKNAYVEGDASSA                                        
       . :: .  :.:                                                  
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 41; 61.5% identity (76.9% similar) in 13 aa overlap (12-24:101-113) 
 
                                  10        20        30        40  
2MEPSP                    ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                     :: : ::: .:.:                  
gi|144 SATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLK 
               80        90       100       110       120       130 
 
              50        60        70        80                      
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA                      
                                                                    
gi|144 FEGHIGDIDMKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYF 
              140       150       160       170       180       190 
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.8  bits: 19.6 E():   82 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (49-71:208-228) 
 
       20        30        40        50        60        70         
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
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gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
       80                                                           
2MEPSP SA                                                           
                                                                    
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 39; 25.0% identity (60.7% similar) in 28 aa overlap (10-37:99-126) 
 
                                    10        20        30          
2MEPSP                      ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|217 CEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
      40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                                 
gi|217 HNTPYCLGMEESQWS                           
      130       140                              
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (24-50:2-28) 
 
               10        20        30        40        50        60 
2MEPSP ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
                              ::. : ..:  .  :. ..  :: ..:           
gi|289                       SIISTLNAMPEYQDLLQNLRDKGVDVDHYIELIRALFG 
                                     10        20        30         
 
               70        80                                         
2MEPSP GGQKYKSPKNAYVEGDASSA                                         
                                                                    
gi|289 LTRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGL 
       40        50        60        70        80        90         
 
>>gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Arachi  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.6  bits: 17.6 E():   86 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (40-55:50-65) 
 
      10        20        30        40        50        60          
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|172 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
      20        30        40        50        60        70          
 
      70        80                                                  
2MEPSP NAYVEGDASSA                                                  
                                                                    
gi|172 DELDQMENTERCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
      80        90       100       110       120       130          
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (33-65:127-158) 
 
             10        20        30        40        50        60   
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                     .:  :. :: :.:  .   : :. .  : . 
gi|275 GNAKAMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDS 
        100       110       120       130       140        150      
 
             70        80                                           
2MEPSP QKYKSPKNAYVEGDASSA                                           
       ...                                                          
gi|275 DNFIKLLDKFDEKFAHTSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAH 
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         160       170       180       190       200       210      
 
>>gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=Congl  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (40-55:51-66) 
 
      10        20        30        40        50        60          
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|751 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
               30        40        50        60        70        80 
 
      70        80                                                  
2MEPSP NAYVEGDASSA                                                  
                                                                    
gi|751 DELNEMENTQRCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
               90       100       110       120       130       140 
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 19.2 E():   88 
Smith-Waterman score: 44; 32.4% identity (54.1% similar) in 37 aa overlap (43-79:367-403) 
 
             20        30        40        50        60        70   
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
             80                                                     
2MEPSP VEGDASSA                                                     
       :   :::                                                      
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 19.2 E():   88 
Smith-Waterman score: 44; 32.4% identity (54.1% similar) in 37 aa overlap (43-79:367-403) 
 
             20        30        40        50        60        70   
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
             80                                                     
2MEPSP VEGDASSA                                                     
       :   :::                                                      
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging protein   (236 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 18.2 E():   88 
Smith-Waterman score: 41; 26.9% identity (50.0% similar) in 26 aa overlap (39-63:187-212) 
 
       10        20        30        40         50        60        
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKS 
                                     .. :. :.   :    :: : .  :.     
gi|375 GKKITGFTDIGEDILGVTDIMKKGNLLTIKQVAEKEGATYIEPEGPWDNFTVTDGRIVTG 
        160       170       180       190       200       210       
 
        70        80        
2MEPSP PKNAYVEGDASSA        
                            
gi|375 VNPQSAVKTAEDVIAAFECN 
        220       230       
 
>>gi|209484145|gb|ACI47547.1| nonspecific lipid transfer  (119 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.2  bits: 17.2 E():   89 
Smith-Waterman score: 38; 37.5% identity (81.2% similar) in 16 aa overlap (1-16:9-24) 
 
                       10        20        30        40        50   
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2MEPSP         ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSD 
               .:.. :  ...:::.:                                     
gi|209 MTGSLVLKLSGMVLLCMVVAAPVAEAVITCGQVASSVGSCIGYLRGTVPTVPPSCCNGVK 
               10        20        30        40        50        60 
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.2  bits: 18.6 E():   89 
Smith-Waterman score: 42; 25.8% identity (61.3% similar) in 31 aa overlap (51-79:124-154) 
 
               30        40        50          60        70         
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR--FYIKGGQKYKSPKNAYVEGDAS 
                                     ::. :.  . . ::.  .   : . .::.. 
gi|287 DTDFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTT 
           100       110       120       130       140       150    
 
       80                                                           
2MEPSP SA                                                           
       .                                                            
gi|287 TYDRGTYVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLR 
           160       170       180       190       200       210    
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.1  bits: 19.2 E():   90 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (36-68:232-264) 
 
          10        20        30        40        50        60      
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
          70        80                                              
2MEPSP KSPKNAYVEGDASSA                                              
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.1  bits: 19.2 E():   90 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (36-68:232-264) 
 
          10        20        30        40        50        60      
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
          70        80                                              
2MEPSP KSPKNAYVEGDASSA                                              
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.1  bits: 16.9 E():   91 
Smith-Waterman score: 37; 55.6% identity (88.9% similar) in 9 aa overlap (56-64:67-75) 
 
          30        40        50        60        70        80      
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA      
                                     ::. :::..                      
gi|144 HGSEEWEPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         40        50        60        70        80        90       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 44; 33.3% identity (58.3% similar) in 24 aa overlap (56-79:181-204) 
 
          30        40        50        60        70        80      
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA      
                                     :::. :.:. .  :    .:  .:       
gi|186 WMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQ 
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              160       170       180       190       200       210 
 
gi|186 QEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTD 
              220       230       240       250       260       270 
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 44; 33.3% identity (58.3% similar) in 24 aa overlap (56-79:181-204) 
 
          30        40        50        60        70        80      
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA      
                                     :::. :.:. .  :    .:  .:       
gi|186 WMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQ 
              160       170       180       190       200       210 
 
gi|186 QEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTD 
              220       230       240       250       260       270 
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 44; 32.4% identity (54.1% similar) in 37 aa overlap (43-79:376-412) 
 
             20        30        40        50        60        70   
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
             80                                                     
2MEPSP VEGDASSA                                                     
       :   :::                                                      
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.9 E():   92 
Smith-Waterman score: 40; 31.2% identity (68.8% similar) in 16 aa overlap (46-61:146-161) 
 
          20        30        40        50        60        70      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     .. .:  . :::.. :               
gi|109 ILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFKMMFQK 
         120       130       140       150       160       170      
 
          80                 
2MEPSP DASSA                 
                             
gi|109 PRTRTCIEKDFPRRSSSSIPT 
         180       190       
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 31.4% identity (51.4% similar) in 35 aa overlap (1-35:10-44) 
 
                        10        20        30        40        50  
2MEPSP          ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                :.:    : :. :     ..  .::: . :.  ::                 
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSA                                
                                                                    
gi|374 GETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKYH 
               70        80        90       100       110       120 
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 31.4% identity (51.4% similar) in 35 aa overlap (1-35:10-44) 
 
                        10        20        30        40        50  
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2MEPSP          ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                :.:    : :. :     ..  .::: . :.  ::                 
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSA                                
                                                                    
gi|169 GETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKFH 
               70        80        90       100       110       120 
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 43; 28.2% identity (59.0% similar) in 39 aa overlap (16-54:94-131) 
 
                              10        20        30        40      
2MEPSP                ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                     .. :. :: : :  .. :::   ...   : 
gi|129 SLERRGATGGDLPVGIERNYKINKFAAYAGSFDDATIEEIRKNEDVAYVEED-QIYYLDG 
            70        80        90       100       110        120   
 
          50        60        70        80                          
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA                          
       . ...:  :                                                    
gi|129 LTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNA 
            130       140       150       160       170       180   
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 43; 28.2% identity (59.0% similar) in 39 aa overlap (16-54:94-131) 
 
                              10        20        30        40      
2MEPSP                ISSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                     .. :. :: : :  .. :::   ...   : 
gi|746 SLERRGATGGDLPVGIERNYKINKFAAYAGSFDDATIEEIRKNEDVAYVEED-QIYYLDG 
            70        80        90       100       110        120   
 
          50        60        70        80                          
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA                          
       . ...:  :                                                    
gi|746 LTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNA 
            130       140       150       160       170       180   
 
>>gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Pollen  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 16.9 E():   95 
Smith-Waterman score: 37; 50.0% identity (58.3% similar) in 12 aa overlap (61-72:12-23) 
 
               40        50        60        70        80           
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA           
                                     :: : .:   ::                   
gi|416                    GKVYLVGGPELGGWKLQSDPRAYALWSARQQFKTTDVLWFN 
                                  10        20        30        40  
 
gi|416 FTTGEDSVAEVWREEAYHACDIKDPIRLEPGGPDRFTLLTPGSHFICTKDQKFVACVPGR 
              50        60        70        80        90       100  
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.6  bits: 15.2 E():   97 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (46-54:10-18) 
 
          20        30        40        50        60        70      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:                      
gi|751                      IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
          80 
2MEPSP DASSA 
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.9 E():   97 
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Smith-Waterman score: 43; 25.0% identity (75.0% similar) in 16 aa overlap (58-73:73-88) 
 
        30        40        50        60        70        80        
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA        
                                     :. : . ...: :...               
gi|739 KTDSTQAILRAWDQACNGFGKQRVIVPEGVYLTGPMAFRGPCNGFISMQVRGELRAYGDV 
             50        60        70        80        90       100   
 
gi|739 GKYPNAKWVSYEDLNGLLVTGGGRFNAQGSQAWTQNDCSTKKNCALLTTSVKFDHCTNAT 
            110       120       130       140       150       160   
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 38; 43.8% identity (68.8% similar) in 16 aa overlap (47-62:8-23) 
 
         20        30        40        50        60        70       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.:...: :  : :               
gi|121                        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKP 
                                      10        20        30        
 
         80                                                         
2MEPSP ASSA                                                         
                                                                    
gi|121 TLEVEVAGDTYTLRSLSTFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFG 
        40        50        60        70        80        90        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:44 2011 done: Tue Apr 19 10:57:44 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 179  - 258 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     4     0:== 
  30     2     2:* 
  32     1     8:= * 
  34    12    22:====   * 
  36    27    44:=========     * 
  38    39    73:=============           * 
  40    73   102:=========================        * 
  42   116   125:=======================================  * 
  44    91   138:===============================              * 
  46   106   140:====================================          * 
  48   150   134:============================================*===== 
  50   175   122:========================================*================== 
  52   122   108:===================================*===== 
  54    89    92:==============================* 
  56   103    77:=========================*========= 
  58    73    63:====================*==== 
  60    32    51:===========     * 
  62    51    41:=============*=== 
  64    44    33:==========*==== 
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  66    32    26:========*== 
  68    18    20:======* 
  70    16    16:=====* 
  72    20    12:===*=== 
  74    20    10:===*=== 
  76    21     8:==*==== 
  78    12     6:=*== 
  80     6     5:=* 
  82     6     3:*= 
  84     5     3:*= 
  86     7     2:*== 
  88     4     2:*=         inset = represents 1 library sequences 
  90     3     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     5     0:==        *===== 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.28920.00303; mu= 8.1582 0.159 
 mean_var=29.5161 6.916, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.236072 
 Kolmogorov-Smirnov  statistic: 0.1225 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   62 25.4    0.38 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   58 24.0     1.1 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   57 23.7     1.4 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   60 24.7     1.4 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.7     1.7 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.7     1.7 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   56 23.4     1.8 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   56 23.4     1.8 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 22.7     2.8 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   49 21.0     4.2 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   52 22.0     4.6 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 24.0       5 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   53 22.3     5.7 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   52 22.0     5.8 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   50 21.3     6.6 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   50 21.3     6.6 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 22.7     7.1 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 21.3     7.3 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 21.3     7.3 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 21.3     7.3 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 21.3     7.3 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   48 20.6       8 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.7     8.9 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 21.0     9.3 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 20.3     9.3 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 23.0     9.9 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 20.3      10 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 20.6      12 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   48 20.6      12 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 17.6      12 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 23.0      13 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 20.0      13 
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gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   47 20.3      15 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 20.3      15 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 18.6      15 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 19.6      16 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 20.0      19 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 20.0      19 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 20.0      19 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 20.0      19 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   52 22.0      20 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 17.6      21 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   50 21.3      23 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 19.3      23 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   45 19.6      24 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   45 19.6      24 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   45 19.6      24 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   45 19.6      24 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   45 19.6      24 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   45 19.6      24 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   45 19.6      24 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   45 19.6      24 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 19.3      24 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 19.3      24 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   51 21.6      25 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   51 21.6      25 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   47 20.3      25 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   47 20.3      25 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.6      27 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.6      28 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   44 19.3      30 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   44 19.3      30 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   44 19.3      30 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   44 19.3      30 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 19.3      30 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   44 19.3      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 19.3      30 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 19.3      30 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   44 19.3      30 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 19.3      30 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 19.3      30 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   44 19.3      30 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   44 19.3      30 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   44 19.3      30 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 18.3      32 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.9      32 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.9      34 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.9      34 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.9      36 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 20.3      37 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 19.3      38 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.9      38 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   43 18.9      38 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   43 18.9      38 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   43 18.9      38 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.9      38 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   43 18.9      38 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   43 18.9      38 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.6      39 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   40 17.9      39 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.9      39 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.9      39 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 18.6      40 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 18.6      40 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.6      46 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 18.3      47 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 18.6      47 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   42 18.6      48 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   42 18.6      48 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.6      48 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   42 18.6      48 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 18.6      48 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   42 18.6      48 
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gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.6      48 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   42 18.6      48 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   42 18.6      48 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   42 18.6      48 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   42 18.6      49 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 16.2      49 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 18.3      49 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 18.3      49 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.9      51 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.9      52 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 16.2      53 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 18.3      54 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 18.3      54 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.6      54 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.9      54 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   44 19.3      57 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 17.6      58 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.6      58 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   45 19.6      59 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   46 19.9      61 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   45 19.6      61 
gi|280414|pir||A60372 pollen allergen Poa-pI - Ken (  20)   32 15.2      61 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 17.2      63 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 17.2      63 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.9      64 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.9      66 
gi|218203826|gb|ACK76296.1| Der f 6 allergen [Derm ( 279)   43 18.9      66 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   41 18.2      69 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.6      71 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   40 17.9      72 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 20.3      75 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.9      76 
gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 Fr ( 127)   39 17.6      76 
gi|2129805|pir||S65143 pollen allergen group II (c (  80)   37 16.9      76 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   32 15.2      76 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.3      77 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   39 17.6      77 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   39 17.6      78 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.6      78 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   41 18.2      81 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.6      82 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   39 17.6      85 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   41 18.2      85 
gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Ar ( 144)   39 17.6      86 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   44 19.3      86 
gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=C ( 145)   39 17.6      86 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   44 19.3      88 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   44 19.3      88 
gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging prot ( 236)   41 18.2      88 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   42 18.6      89 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   44 19.2      90 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   44 19.2      90 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   37 16.9      91 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   44 19.2      92 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   44 19.2      92 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   44 19.2      92 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   40 17.9      92 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   33 15.5      94 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 18.9      94 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 18.9      94 
gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Po ( 101)   37 16.9      96 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   43 18.9      97 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   32 15.2      97 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   38 17.2      98 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 110.1  bits: 25.4 E(): 0.38 
Smith-Waterman score: 62; 27.8% identity (50.0% similar) in 54 aa overlap (7-60:47-99) 
 
                                       10        20        30       
2MEPSP                         SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
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                                     :: .:.:: .    . ..  .:..  . :  
gi|291 SHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPV-LVPAVITVSLIIMG 
         20        30        40        50        60         70      
 
         40        50        60        70        80                 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS                 
       .     ::: :    ::   :. :                                     
gi|291 FLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVT 
          80        90       100       110       120       130      
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 101.7  bits: 24.0 E():  1.1 
Smith-Waterman score: 58; 23.8% identity (60.3% similar) in 63 aa overlap (3-63:81-139) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|132 PGTIKKITFSEGSPFKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
               40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS     
       :     :.. ... .:..:    :  .::::..                      
gi|132 PDGGSILKISNKYHTKGDH--EVDAEHIKGGKEKVEGLFRAVEAYLLAHSDAYN 
      110       120         130       140       150       160 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 99.8  bits: 23.7 E():  1.4 
Smith-Waterman score: 57; 27.0% identity (58.7% similar) in 63 aa overlap (15-74:91-150) 
 
                               10        20           30        40  
2MEPSP                 SSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.   ...    
gi|880 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTVIKTTS 
               70        80        90        100       110          
 
              50        60        70        80     
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS     
       .. .:..   . .  ..:.:..  :     .::           
gi|880 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 99.6  bits: 24.7 E():  1.4 
Smith-Waterman score: 60; 36.4% identity (60.6% similar) in 66 aa overlap (13-76:139-195) 
 
                                 10        20        30         40  
2MEPSP                   SSQYLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :.   ..  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYD--VLA 
      110       120       130       140        150       160        
 
              50        60         70        80                     
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK-NAYVEGDASSAS                     
       : ..:   .:    ::...     .:: .:: ..::                         
gi|612 R-NLKDLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSC 
          170       180            190       200       210          
 
gi|612 QYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVS 
     220       230       240       250       260       270          
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 98.3  bits: 23.7 E():  1.7 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (5-20:9-24) 
 
                   10        20        30        40        50       
2MEPSP     SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
               :.:::.:: . :::..                                     
gi|476 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
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>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 98.3  bits: 23.7 E():  1.7 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (5-20:9-24) 
 
                   10        20        30        40        50       
2MEPSP     SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
               :.:::.:: . :::..                                     
gi|313 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 98.0  bits: 23.4 E():  1.8 
Smith-Waterman score: 56; 27.0% identity (57.1% similar) in 63 aa overlap (15-74:91-150) 
 
                               10        20           30        40  
2MEPSP                 SSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
              50        60        70        80     
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS     
       .. .:..   . .  ..:.:..  :     .::           
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 98.0  bits: 23.4 E():  1.8 
Smith-Waterman score: 56; 27.0% identity (57.1% similar) in 63 aa overlap (15-74:91-150) 
 
                               10        20           30        40  
2MEPSP                 SSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
              50        60        70        80     
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS     
       .. .:..   . .  ..:.:..  :     .::           
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 94.4  bits: 22.7 E():  2.8 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (15-49:90-126) 
 
                               10        20          30        40   
2MEPSP                 SSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
             50        60        70        80   
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 91.2  bits: 21.0 E():  4.2 
Smith-Waterman score: 49; 23.8% identity (55.6% similar) in 63 aa overlap (15-74:5-64) 
 
               10        20           30        40        50        
2MEPSP SSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
                     ::.:. .: ::   ::.: :     ..   .. .:..   . .  . 
gi|603           VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--H 
                          10        20        30        40          
 
        60        70        80     
2MEPSP IKGGQKYKSPKNAYVEGDASSAS     
       .:.:..  .     .::           
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gi|603 VKAGKEKAAHLFKLIEGYLKDHPSEYN 
        50        60        70     
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 90.6  bits: 22.0 E():  4.6 
Smith-Waterman score: 52; 22.2% identity (58.7% similar) in 63 aa overlap (3-63:81-139) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|154 PGTIKKITFSEGSPVKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
               40        50        60        70        80      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS      
       :     :..  .. .:..:    .  .::::..                       
gi|154 PDGGSILKITSKYHTKGDHEVPAE--HIKGGKERVEGLLKPVEAYLLAHTAEYNN 
      110       120       130         140       150       160  
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 90.0  bits: 24.0 E():    5 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (13-57:372-415) 
 
                                 10        20        30        40   
2MEPSP                   SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
             50        60        70        80                       
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS                       
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 88.9  bits: 22.3 E():  5.7 
Smith-Waterman score: 53; 29.6% identity (57.4% similar) in 54 aa overlap (9-61:27-73) 
 
                                 10        20        30         40  
2MEPSP                   SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
                                 : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
              50        60        70        80                      
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS                      
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.7  bits: 22.0 E():  5.8 
Smith-Waterman score: 52; 32.4% identity (51.4% similar) in 37 aa overlap (1-37:28-64) 
 
                                          10        20        30    
2MEPSP                            SSQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                  :. :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS              
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 87.7  bits: 21.3 E():  6.6 
Smith-Waterman score: 50; 28.1% identity (46.9% similar) in 64 aa overlap (7-70:52-110) 
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                                       10        20        30       
2MEPSP                         SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:.:  .    
gi|753 AQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVPAVITIFLLGAG 
              30        40        50        60         70        80 
 
         40        50        60        70        80                 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS                 
       .     ::: :    ::   :. :    : : .:                           
gi|753 FLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAREMKDRAEQFSQ 
               90       100           110       120       130       
 
gi|753 QPVAGSQTS 
        140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 87.7  bits: 21.3 E():  6.6 
Smith-Waterman score: 50; 28.1% identity (46.9% similar) in 64 aa overlap (7-70:52-110) 
 
                                       10        20        30       
2MEPSP                         SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:.:  .    
gi|198 AQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVPAVITIFLLGAG 
              30        40        50        60         70        80 
 
         40        50        60        70        80                 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS                 
       .     ::: :    ::   :. :    : : .:                           
gi|198 FLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAREMKDRAEQFSQ 
               90       100           110       120       130       
 
gi|198 QPVAGSQTS 
        140      
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.1  bits: 22.7 E():  7.1 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (42-75:279-317) 
 
              20        30        40           50        60         
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
         70        80                                               
2MEPSP PKNAYVEGDASSAS                                               
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.9  bits: 21.3 E():  7.3 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (15-49:91-127) 
 
                               10        20          30        40   
2MEPSP                 SSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
             50        60        70        80   
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.9  bits: 21.3 E():  7.3 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (15-49:91-127) 
 
                               10        20          30        40   
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2MEPSP                 SSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
             50        60        70        80   
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.9  bits: 21.3 E():  7.3 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (15-49:91-127) 
 
                               10        20          30        40   
2MEPSP                 SSQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
             50        60        70        80   
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 86.9  bits: 21.3 E():  7.3 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (17-54:125-160) 
 
                             10        20        30        40       
2MEPSP               SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
         50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
         :::...                           
gi|132 --HSDAYN                           
            160                           
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 86.3  bits: 20.6 E():    8 
Smith-Waterman score: 48; 30.8% identity (57.7% similar) in 26 aa overlap (44-69:18-43) 
 
            20        30        40        50        60        70    
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
                                     : .:  : ..  :. : : . :.: .     
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
            80                                                      
2MEPSP GDASSAS                                                      
                                                                    
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.4  bits: 22.7 E():  8.9 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (24-45:9-30) 
 
               10        20        30        40        50        60 
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
                              :  :..::.. .: :  .: ::                
gi|424                NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPV 
                              10        20        30        40      
 
               70        80                                         
2MEPSP GQKYKSPKNAYVEGDASSAS                                         
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gi|424 DDLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKGVDVDHII 
          50        60        70        80        90       100      
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 85.1  bits: 21.0 E():  9.3 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (26-49:104-127) 
 
                    10        20        30        40        50      
2MEPSP      SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
          60        70        80   
2MEPSP FYIKGGQKYKSPKNAYVEGDASSAS   
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 85.1  bits: 20.3 E():  9.3 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (59-78:53-72) 
 
       30        40        50        60        70        80         
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS         
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.6  bits: 23.0 E():  9.9 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (14-41:414-441) 
 
                                10        20        30        40    
2MEPSP                  SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
            50        60        70        80                        
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS                        
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.5  bits: 20.3 E():   10 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (46-69:20-43) 
 
          20        30        40        50        60        70      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::: : .   :. : :   ::: .       
gi|145            MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFE 
                          10        20        30        40          
 
          80                                                        
2MEPSP ASSAS                                                        
                                                                    
gi|145 IIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      50        60        70        80        90       100          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 83.3  bits: 20.6 E():   12 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (3-49:80-126) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5810

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 83.3  bits: 20.6 E():   12 
Smith-Waterman score: 48; 20.4% identity (65.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVAHKNFKYSYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :  .  :.. ... .:..:                                  
gi|132 PDGRSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 83.1  bits: 17.6 E():   12 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (45-53:10-18) 
 
           20        30        40        50        60        70     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|409                      IAKVPPGGXITAEYGDKWLD                    
                                    10        20                    
 
           80 
2MEPSP DASSAS 
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.7  bits: 23.0 E():   13 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (14-41:500-527) 
 
                                10        20        30        40    
2MEPSP                  SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
            50        60        70        80                        
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS                        
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 82.6  bits: 20.0 E():   13 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (24-70:3-44) 
 
               10        20        30        40        50        60 
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
                              :  ..:   .: .:.     .:::: :  .  :. :  
gi|207                      MSITDIVSEKNIEAALE-----SVKAEGSFEYKCFFQKV 
                                    10             20        30     
 
               70        80                                         
2MEPSP GQKYKSPKNAYVEGDASSAS                                         
       :   ::  .:                                                   
gi|207 GLAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDG 
           40        50        60        70        80        90     
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>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 81.4  bits: 20.3 E():   15 
Smith-Waterman score: 47; 20.4% identity (65.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDILEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 81.4  bits: 20.3 E():   15 
Smith-Waterman score: 47; 23.9% identity (53.7% similar) in 67 aa overlap (14-74:86-150) 
 
                                10           20           30        
2MEPSP                  SSQYLSALLMAAPLALGDV---EIEIID---KLISIPYVEMTL 
                                     :  ::.   .:: ::   ::.: :.    . 
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
        40        50        60        70        80     
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS     
       .   .. .:..   . .  ..:.:..  .     .::           
gi|901 KTTSKYHTKGDVEIKEE--HVKAGKEKAAHLFKLIEGYLKDHPSEYN 
         120       130         140       150       160 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 81.1  bits: 18.6 E():   15 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (48-66:1-19) 
 
        20        30        40        50        60        70        
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     ::   . ::  ::  : .:            
gi|377                               EHERIFKRFDAKGDGKISSSELGETLKPLG 
                                             10        20        30 
 
        80                    
2MEPSP SAS                    
                              
gi|377 SVTLEEIQRMMAEIDTDGDGFL 
               40        50   
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.7  bits: 19.6 E():   16 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (47-69:21-43) 
 
         20        30        40        50        60        70       
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
         80                                                         
2MEPSP SSAS                                                         
                                                                    
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.6  bits: 20.0 E():   19 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (16-49:92-127) 
 
                              10        20           30        40   
2MEPSP                SSQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
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gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
             50        60        70        80   
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.6  bits: 20.0 E():   19 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (26-63:104-139) 
 
                    10        20        30        40        50      
2MEPSP      SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
          60        70        80     
2MEPSP FYIKGGQKYKSPKNAYVEGDASSAS     
         :::...                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
             140       150       160 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.6  bits: 20.0 E():   19 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.6  bits: 20.0 E():   19 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 79.1  bits: 22.0 E():   20 
Smith-Waterman score: 52; 28.3% identity (56.5% similar) in 46 aa overlap (32-73:539-584) 
 
              10        20        30        40            50        
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
        60        70        80                                      
2MEPSP IKGGQKYKSPKNAYVEGDASSAS                                      
        :  . :.. .. ::.                                             
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
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      570       580       590       600       610       620         
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.7  bits: 17.6 E():   21 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (45-53:10-18) 
 
           20        30        40        50        60        70     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK     
                                    10        20        30          
 
           80 
2MEPSP DASSAS 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 50; 26.0% identity (50.7% similar) in 73 aa overlap (2-74:7-75) 
 
                    10        20        30        40        50      
2MEPSP      SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
             : .: .: .::: ::. .  .  .. :   :  .: :. .  :  .   .. :. 
gi|947 MMVAWWSLFLYGLQVAAP-ALAATPADWRSQSI---YFLLTDRFARTDGSTTATCNTADQ 
               10         20        30           40        50       
 
          60        70        80                                    
2MEPSP FYIKGGQKYKSPKNAYVEGDASSAS                                    
        :  :  .    :  :..:                                          
gi|947 KYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYG 
         60        70        80        90       100       110       
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.9  bits: 19.3 E():   23 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (23-38:49-64) 
 
                       10        20        30        40        50   
2MEPSP         SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
             60        70        80                   
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSAS                   
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (3-49:80-126) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :     :.. ... .:..:                                  
gi|437 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
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               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 45; 22.2% identity (60.3% similar) in 63 aa overlap (3-63:81-139) 
 
                                           10          20        30 
2MEPSP                             SSQYLSALLMAAPLA--LGDVEIEIIDKLISI 
                                     .:  ... ..::.  :  .  ::  :...  
gi|534 PGTIKKITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEI--KIVAA 
               60        70        80        90       100           
 
               40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS     
       :     :..  .. .:.. : . ..  ::.:..                      
gi|534 PGGGSILKITSKYHTKGDISLNEEE--IKAGKEKGAGLFKAVENYLVAHPNAYN 
      110       120       130         140       150       160 
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>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.5  bits: 19.3 E():   24 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (46-56:8-18) 
 
          20        30        40        50        60        70      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
          80                                                        
2MEPSP ASSAS                                                        
                                                                    
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.5  bits: 19.3 E():   24 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (46-56:8-18) 
 
          20        30        40        50        60        70      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
          80                                                        
2MEPSP ASSAS                                                        
                                                                    
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 77.3  bits: 21.6 E():   25 
Smith-Waterman score: 51; 31.0% identity (62.1% similar) in 29 aa overlap (45-73:553-581) 
 
           20        30        40        50        60        70     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
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                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
           80                                                       
2MEPSP DASSAS                                                       
                                                                    
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 77.3  bits: 21.6 E():   25 
Smith-Waterman score: 51; 31.0% identity (62.1% similar) in 29 aa overlap (45-73:553-581) 
 
           20        30        40        50        60        70     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
           80                                                       
2MEPSP DASSAS                                                       
                                                                    
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.3  bits: 20.3 E():   25 
Smith-Waterman score: 47; 30.4% identity (65.2% similar) in 23 aa overlap (2-24:12-34) 
 
                         10        20        30        40        50 
2MEPSP           SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                  :  ..:.  :::. :   :....                           
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSAS                               
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.3  bits: 20.3 E():   25 
Smith-Waterman score: 47; 30.4% identity (65.2% similar) in 23 aa overlap (2-24:12-34) 
 
                         10        20        30        40        50 
2MEPSP           SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                  :  ..:.  :::. :   :....                           
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSAS                               
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.7  bits: 19.6 E():   27 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (52-63:134-145) 
 
              30        40        50        60        70        80  
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS  
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
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>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.4  bits: 19.6 E():   28 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (52-63:142-153) 
 
              30        40        50        60        70        80  
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS  
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (3-49:80-126) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|384 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :     :.. ... .:..:                                  
gi|384 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (3-49:80-126) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|159 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :     :.. ... .:..:                                  
gi|159 PDGGSILKISNKYHTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|114 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
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               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :     :.. ... .:..:                                  
gi|114 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVEGYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (60-75:111-126) 
 
      30        40        50        60        70        80          
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS          
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (60-75:111-126) 
 
      30        40        50        60        70        80          
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS          
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
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gi|241 PGTIKKISFPEGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :     :.. ... .:..:                                  
gi|241 PDGGSILKISNKYHTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (16-49:92-127) 
 
                              10            20        30        40  
2MEPSP                SSQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
              50        60        70        80   
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (60-75:111-126) 
 
      30        40        50        60        70        80          
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS          
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (65.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :     :.. ... .:..:                                  
gi|132 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
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 initn:  40 init1:  40 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMRETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.5  bits: 18.3 E():   32 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (47-66:9-28) 
 
         20        30        40        50        60        70       
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
         80                                           
2MEPSP SSAS                                           
                                                      
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (7-49:8-46) 
 
                10        20        30        40        50          
2MEPSP  SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
              :..::. ..   :...  ::  .  . .:   :::.:: : ..           
gi|140 MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFGEKIDQIEHGLLMLSE 
               10        20        30            40        50       
 
      60        70        80                                        
2MEPSP GGQKYKSPKNAYVEGDASSAS                                        
                                                                    
gi|140 QYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFETAVSTIE 
         60        70        80        90       100       110       
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (16-30:83-97) 
 
                              10        20        30        40      
2MEPSP                SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
          50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                           
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG    
            120       130       140        
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (16-30:83-97) 
 
                              10        20        30        40      
2MEPSP                SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
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             60        70        80        90       100       110   
 
          50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                           
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG    
            120       130       140        
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.5  bits: 18.9 E():   36 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (17-70:92-139) 
 
                             10        20        30        40       
2MEPSP               SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
         50        60         70        80    
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEGDASSAS    
         :::  :  . .::..  ::  ::              
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG 
        120         130       140       150   
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 74.2  bits: 20.3 E():   37 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (44-75:182-217) 
 
            20        30        40        50            60          
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
      70        80                                                  
2MEPSP AYVEGDASSAS                                                  
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.1  bits: 19.3 E():   38 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (32-58:155-183) 
 
              10        20        30        40          50          
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
      60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSAS 
                             
gi|549 CNYGPAGNVGNEPIYERK    
          190       200      
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (26-49:104-127) 
 
                    10        20        30        40        50      
2MEPSP      SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
          60        70        80   
2MEPSP FYIKGGQKYKSPKNAYVEGDASSAS   
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
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>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVTT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (26-49:104-127) 
 
                    10        20        30        40        50      
2MEPSP      SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
          60        70        80   
2MEPSP FYIKGGQKYKSPKNAYVEGDASSAS   
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
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                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPGGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (46-64:9-27) 
 
          20        30        40        50        60        70      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
          80                                                        
2MEPSP ASSAS                                                        
                                                                    
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 73.7  bits: 17.9 E():   39 
Smith-Waterman score: 40; 35.5% identity (51.6% similar) in 31 aa overlap (46-76:7-33) 
 
          20        30        40        50        60        70      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::    :::. :   .  .  ..   :: 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
          80                                               
2MEPSP ASSAS                                               
       :                                                   
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.7  bits: 17.9 E():   39 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (46-63:7-24) 
 
          20        30        40        50        60        70      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
          80                                           
2MEPSP ASSAS                                           
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gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.7  bits: 17.9 E():   39 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (46-63:7-24) 
 
          20        30        40        50        60        70      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
          80                                           
2MEPSP ASSAS                                           
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.7  bits: 18.6 E():   40 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (45-74:14-43) 
 
           20        30        40        50        60        70     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|144                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
           80                                                       
2MEPSP DASSAS                                                       
                                                                    
gi|144 YMTMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.7  bits: 18.6 E():   40 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (45-74:14-43) 
 
           20        30        40        50        60        70     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|179                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
           80                                                       
2MEPSP DASSAS                                                       
                                                                    
gi|179 YMTMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (60-76:109-125) 
 
      30        40        50        60        70        80          
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS          
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.4  bits: 18.3 E():   47 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (23-49:86-112) 
 
                       10        20        30        40        50   
2MEPSP         SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
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gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
             60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                    
gi|301 LIRSLFGLP                    
         120                        
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (3-49:80-126) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFKYVKDGVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKITFPEGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
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      110       120       130       140       150       160 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFEYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
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2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :    .:.. ... .:..:                                  
gi|459 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLKAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (3-49:81-127) 
 
                                           10        20          30 
2MEPSP                             SSQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
               40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS   
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 42; 19.2% identity (53.8% similar) in 26 aa overlap (41-66:79-104) 
 
               20        30        40        50        60        70 
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     . : .    ...:.  :.  :  :..     
gi|215 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSIV 
       50        60        70        80        90       100         
 
               80                                              
2MEPSP YVEGDASSAS                                              
                                                               
gi|215 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
      110       120       130       140       150       160    
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 72.0  bits: 16.2 E():   49 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (45-53:10-18) 
 
           20        30        40        50        60        70     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
           80 
2MEPSP DASSAS 
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>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.0  bits: 18.3 E():   49 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (46-64:9-27) 
 
          20        30        40        50        60        70      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
          80                                                        
2MEPSP ASSAS                                                        
                                                                    
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.0  bits: 18.3 E():   49 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (46-64:9-27) 
 
          20        30        40        50        60        70      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
          80                                                        
2MEPSP ASSAS                                                        
                                                                    
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.7  bits: 20.9 E():   51 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (14-41:500-527) 
 
                                10        20        30        40    
2MEPSP                  SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
            50        60        70        80                        
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS                        
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.6  bits: 17.9 E():   52 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (45-70:19-44) 
 
           20        30        40        50        60        70     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     :::  : ..  :. : :   ::  .:     
gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
           80                                                       
2MEPSP DASSAS                                                       
                                                                    
gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.3  bits: 16.2 E():   53 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (45-53:10-18) 
 
           20        30        40        50        60        70     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
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                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK     
                                    10        20        30          
 
           80 
2MEPSP DASSAS 
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.3  bits: 18.3 E():   54 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (9-53:99-142) 
 
                                     10        20        30         
2MEPSP                       SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
       40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
           . .  :.:. :                            
gi|195 HNTPYCLAMEESQ-WS                           
      130       140                               
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.3  bits: 18.3 E():   54 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (9-53:99-142) 
 
                                     10        20        30         
2MEPSP                       SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
       40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
           . .  :.:. :                            
gi|219 HNTPYCLAMEESQ-WS                           
      130       140                               
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.2  bits: 18.6 E():   54 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (18-59:115-155) 
 
                            10        20        30        40        
2MEPSP              SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
        50        60        70        80      
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS      
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 18.9 E():   54 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (23-49:5-31) 
 
               10        20        30        40        50        60 
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
                             ::. : ..:  .  :. ..  :: ..:            
gi|424                   EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGL 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP GQKYKSPKNAYVEGDASSAS                                         
                                                                    
gi|424 TRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLP 
             50        60        70        80        90       100   
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>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.8  bits: 19.3 E():   57 
Smith-Waterman score: 44; 22.7% identity (50.7% similar) in 75 aa overlap (3-75:5-77) 
 
                 10        20         30        40        50        
2MEPSP   SSQYLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFY 
           .:  ::..:. :. : . .   :    . : .  ::      ... .:. . .    
gi|249 MAVQKYTVALFLAVALVAGPAALYAGDGYAPATPAASATLATPATPAASPQHAGTTEYHI 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP I-KGGQKYKSPKNAYVEGDASSAS                                     
       . :.: . .  :::  . :                                          
gi|249 VRKAGLNEE--KNAARQTDDEQKRSDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVA 
                 70        80        90       100       110         
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.7  bits: 17.6 E():   58 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (55-63:67-75) 
 
           30        40        50        60        70        80     
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS     
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
gi|126 N 
         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.6  bits: 19.6 E():   58 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (23-49:169-195) 
 
                       10        20        30         40        50  
2MEPSP         SSQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
              60        70        80                                
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSAS                                
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.6  bits: 19.6 E():   59 
Smith-Waterman score: 45; 25.4% identity (49.3% similar) in 67 aa overlap (2-60:237-299) 
 
                                            10        20        30  
2MEPSP                              SSQYLSALLMAAPLALGDVEIEIIDKLISIP 
                                     .:.  .::..:    :: .::    : ..  
gi|113 IDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLFGA----GDENIEDRGMLATVA 
        210       220       230       240           250       260   
 
              40                50        60        70        80    
2MEPSP YVEMTLRLMER--------FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS    
       .  .:  . .:        : :  .. :.:  . : :                        
gi|113 FNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKN 
            270       280       290       300       310       320   
 
gi|113 VLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLT 
            330       340       350       360       370       380   
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.3  bits: 19.9 E():   61 
Smith-Waterman score: 46; 43.5% identity (52.2% similar) in 23 aa overlap (48-70:164-184) 
 
        20        30        40        50        60        70        
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
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gi|572 QSTYEQQQLAAKVAEFLKPGATVKHTKEGTESSAFW--FAVGGKQSYTSKKVATEVSRDP 
           140       150       160         170       180       190  
 
        80                                                          
2MEPSP SAS                                                          
                                                                    
gi|572 HLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWIGQSADSKEKQSAFDVGQ 
             200       210       220       230       240       250  
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.3  bits: 19.6 E():   61 
Smith-Waterman score: 45; 30.0% identity (64.0% similar) in 50 aa overlap (1-47:56-105) 
 
                                               10        20         
2MEPSP                               SSQYLS--ALLMAAPLALGDVEIE-IIDKL 
                                     ...::.  : ..::   : . :.: :.  : 
gi|457 LTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVVAL 
          30        40        50        60        70        80      
 
        30        40        50        60        70        80        
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS        
        ..: ..  : ..:  :..:                                         
gi|457 DALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDVLA 
          90       100       110       120       130       140      
 
>>gi|280414|pir||A60372 pollen allergen Poa-pI - Kentuck  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.2  bits: 15.2 E():   61 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (45-53:10-18) 
 
           20        30        40        50        60        70     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:                      
gi|280                      IAKVPPGPXITATYGDKWLD                    
                                    10        20                    
 
           80 
2MEPSP DASSAS 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.9  bits: 17.2 E():   63 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (21-33:71-83) 
 
                         10        20        30        40        50 
2MEPSP           SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
               60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.9  bits: 17.2 E():   63 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (21-33:71-83) 
 
                         10        20        30        40        50 
2MEPSP           SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
               60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.9 E():   64 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (23-49:236-262) 
 
                       10        20        30        40        50   
2MEPSP         SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5832

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
             60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                    
gi|225 LIRSWFGLP                    
         270                        
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (42-77:107-142) 
 
              20        30        40        50        60        70  
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
              80                                                    
2MEPSP VEGDASSAS                                                    
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|218203826|gb|ACK76296.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (42-77:107-142) 
 
              20        30        40        50        60        70  
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
              80                                                    
2MEPSP VEGDASSAS                                                    
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 69.3  bits: 18.2 E():   69 
Smith-Waterman score: 41; 20.8% identity (54.2% similar) in 24 aa overlap (43-66:99-122) 
 
             20        30        40        50        60        70   
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     : .    ...:.  :.  :  :..       
gi|606 VIQVTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSIVAG 
       70        80        90       100       110       120         
 
             80                                                
2MEPSP EGDASSAS                                                
                                                               
gi|606 CLDNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
      130       140       150       160       170       180    
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.1  bits: 19.6 E():   71 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (10-50:372-412) 
 
                                    10        20        30          
2MEPSP                      SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
       40        50        60        70        80                   
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS                   
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
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              410       420       430       440       450       460 
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.9  bits: 17.9 E():   72 
Smith-Waterman score: 40; 33.3% identity (51.9% similar) in 54 aa overlap (17-70:92-139) 
 
                             10        20        30        40       
2MEPSP               SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
         50        60        70        80    
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS    
         :::  : .   : .. ::  ::              
gi|160 --HSDP-DDLGRGGHEQSKSTGNAGGRVACGIIGLQG 
        120        130       140       150   
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.6  bits: 20.3 E():   75 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (59-78:767-786) 
 
       30        40        50        60        70        80         
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS         
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
 
gi|170 AQLPAMCRLEGGDALLASQ 
        800       810      
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (60-75:111-126) 
 
      30        40        50        60        70        80          
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS          
                                     ::.  :: .. ...::               
gi|824 SYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTSHYHTKGDVEIKEEHVKAGKEK 
               90       100       110       120       130       140 
 
gi|824 ASNLFKLIETYLKGHPDAYN 
              150       160 
 
>>gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 From P  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (39-54:32-47) 
 
       10        20        30        40        50        60         
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|159 PMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
              10        20        30        40        50        60  
 
       70        80                                                 
2MEPSP NAYVEGDASSAS                                                 
                                                                    
gi|159 DELNEMENTQGCMCEALQQIMENQCDRLQDRQMVQQFKRELMSLPQQCNFRAPQRCDLDV 
              70        80        90       100       110       120  
 
>>gi|2129805|pir||S65143 pollen allergen group II (clone  (80 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.5  bits: 16.9 E():   76 
Smith-Waterman score: 37; 33.3% identity (61.1% similar) in 18 aa overlap (46-63:4-21) 
 
          20        30        40        50        60        70      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     .:::.  . .:  .:  :             
gi|212                            ETERAEHDRIFKKFDANGDGKISASELGDALKN 
                                          10        20        30    
 
          80                                           

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5834

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP ASSAS                                           
                                                       
gi|212 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
            40        50        60        70        80 
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.5  bits: 15.2 E():   76 
Smith-Waterman score: 32; 46.2% identity (53.8% similar) in 13 aa overlap (13-25:3-15) 
 
               10        20        30        40        50        60 
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
                   :  : :: . : :                                    
gi|527           TDPGHLQDVXVAINDPKXGVFVNRK                          
                         10        20                               
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 20.3 E():   77 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (59-78:782-801) 
 
       30        40        50        60        70        80         
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS         
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
gi|217 AQLPAMCRLEGGDALLASQ 
             820       830 
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 39; 35.0% identity (50.0% similar) in 20 aa overlap (50-69:3-22) 
 
      20        30        40        50        60        70          
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                     .::::   .    . :  ::           
gi|298                             MSADSWDNHCVTYVANNKCLKNLCMTAIDGSH 
                                           10        20        30   
 
      80                                                            
2MEPSP S                                                            
                                                                    
gi|298 LGTSNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYA 
             40        50        60        70        80        90   
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 39; 43.8% identity (75.0% similar) in 16 aa overlap (46-61:9-24) 
 
          20        30        40        50        60        70      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.:...:.:  : :               
gi|990                       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKP 
                                     10        20        30         
 
          80                                                        
2MEPSP ASSAS                                                        
                                                                    
gi|990 TFEVAIENDQYIFRSLSTFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFG 
       40        50        60        70        80        90         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.3  bits: 19.6 E():   78 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (29-69:417-454) 
 
                 10        20        30        40        50         
2MEPSP   SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
       60        70        80                                       
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2MEPSP KGGQKYKSPKNAYVEGDASSAS                                       
       . :: .  :.:                                                  
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 41; 61.5% identity (76.9% similar) in 13 aa overlap (11-23:101-113) 
 
                                   10        20        30        40 
2MEPSP                     SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                     :: : ::: .:.:                  
gi|144 SATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLK 
               80        90       100       110       120       130 
 
               50        60        70        80                     
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS                     
                                                                    
gi|144 FEGHIGDIDMKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYF 
              140       150       160       170       180       190 
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.9  bits: 19.6 E():   82 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (48-70:208-228) 
 
        20        30        40        50        60        70        
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
        80                                                          
2MEPSP SAS                                                          
                                                                    
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 39; 25.0% identity (60.7% similar) in 28 aa overlap (9-36:99-126) 
 
                                     10        20        30         
2MEPSP                       SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|217 CEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
       40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                                  
gi|217 HNTPYCLGMEESQWS                            
      130       140                               
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (23-49:2-28) 
 
               10        20        30        40        50        60 
2MEPSP SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
                             ::. : ..:  .  :. ..  :: ..:            
gi|289                      SIISTLNAMPEYQDLLQNLRDKGVDVDHYIELIRALFGL 
                                    10        20        30          
 
               70        80                                         
2MEPSP GQKYKSPKNAYVEGDASSAS                                         
                                                                    
gi|289 TRAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLP 
      40        50        60        70        80        90          
 
>>gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Arachi  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.6 E():   86 
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Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (39-54:50-65) 
 
       10        20        30        40        50        60         
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|172 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
      20        30        40        50        60        70          
 
       70        80                                                 
2MEPSP NAYVEGDASSAS                                                 
                                                                    
gi|172 DELDQMENTERCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
      80        90       100       110       120       130          
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.5  bits: 19.3 E():   86 
Smith-Waterman score: 44; 27.3% identity (57.6% similar) in 33 aa overlap (32-64:127-158) 
 
              10        20        30        40        50        60  
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                     .:  :. :: :.:  .   : :. .  : . 
gi|275 GNAKAMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDS 
        100       110       120       130       140        150      
 
              70        80                                          
2MEPSP QKYKSPKNAYVEGDASSAS                                          
       ...                                                          
gi|275 DNFIKLLDKFDEKFAHTSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAH 
         160       170       180       190       200       210      
 
>>gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=Congl  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (39-54:51-66) 
 
       10        20        30        40        50        60         
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|751 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
               30        40        50        60        70        80 
 
       70        80                                                 
2MEPSP NAYVEGDASSAS                                                 
                                                                    
gi|751 DELNEMENTQRCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
               90       100       110       120       130       140 
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 19.3 E():   88 
Smith-Waterman score: 44; 32.4% identity (54.1% similar) in 37 aa overlap (42-78:367-403) 
 
              20        30        40        50        60        70  
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
              80                                                    
2MEPSP VEGDASSAS                                                    
       :   :::                                                      
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 19.3 E():   88 
Smith-Waterman score: 44; 32.4% identity (54.1% similar) in 37 aa overlap (42-78:367-403) 
 
              20        30        40        50        60        70  
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
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              80                                                    
2MEPSP VEGDASSAS                                                    
       :   :::                                                      
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging protein   (236 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 18.2 E():   88 
Smith-Waterman score: 41; 26.9% identity (50.0% similar) in 26 aa overlap (38-62:187-212) 
 
        10        20        30        40         50        60       
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKS 
                                     .. :. :.   :    :: : .  :.     
gi|375 GKKITGFTDIGEDILGVTDIMKKGNLLTIKQVAEKEGATYIEPEGPWDNFTVTDGRIVTG 
        160       170       180       190       200       210       
 
         70        80       
2MEPSP PKNAYVEGDASSAS       
                            
gi|375 VNPQSAVKTAEDVIAAFECN 
        220       230       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.2  bits: 18.6 E():   89 
Smith-Waterman score: 42; 25.8% identity (61.3% similar) in 31 aa overlap (50-78:124-154) 
 
      20        30        40        50          60        70        
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR--FYIKGGQKYKSPKNAYVEGDAS 
                                     ::. :.  . . ::.  .   : . .::.. 
gi|287 DTDFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTT 
           100       110       120       130       140       150    
 
        80                                                          
2MEPSP SAS                                                          
       .                                                            
gi|287 TYDRGTYVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLR 
           160       170       180       190       200       210    
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.1  bits: 19.2 E():   90 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (35-67:232-264) 
 
           10        20        30        40        50        60     
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
           70        80                                             
2MEPSP KSPKNAYVEGDASSAS                                             
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.1  bits: 19.2 E():   90 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (35-67:232-264) 
 
           10        20        30        40        50        60     
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
           70        80                                             
2MEPSP KSPKNAYVEGDASSAS                                             
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
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>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.1  bits: 16.9 E():   91 
Smith-Waterman score: 37; 55.6% identity (88.9% similar) in 9 aa overlap (55-63:67-75) 
 
           30        40        50        60        70        80     
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS     
                                     ::. :::..                      
gi|144 HGSEEWEPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         40        50        60        70        80        90       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 44; 33.3% identity (58.3% similar) in 24 aa overlap (55-78:181-204) 
 
           30        40        50        60        70        80     
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS     
                                     :::. :.:. .  :    .:  .:       
gi|186 WMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQ 
              160       170       180       190       200       210 
 
gi|186 QEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTD 
              220       230       240       250       260       270 
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 44; 33.3% identity (58.3% similar) in 24 aa overlap (55-78:181-204) 
 
           30        40        50        60        70        80     
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS     
                                     :::. :.:. .  :    .:  .:       
gi|186 WMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQ 
              160       170       180       190       200       210 
 
gi|186 QEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTD 
              220       230       240       250       260       270 
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 44; 21.1% identity (52.1% similar) in 71 aa overlap (13-80:148-213) 
 
                                 10           20        30          
2MEPSP                   SSQYLSALLMAAPLALGDV---EIEIIDKLISIPYVEMTLRL 
                                     :.  :::      .   . .    ...:   
gi|110 GCPETFQEESQSRSRSERSQQSGEQHQKVRPIQEGDVIALPAGVAHWIYNNGQSKLVLVA 
       120       130       140       150       160       170        
 
      40        50        60        70        80                    
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS                    
       .   : . .. :.. : .. ::    ::..  ..:...: :                    
gi|110 LADVGNSENQLDQYLRKFVLGG----SPQQE-IQGSGQSRSRSQSQSSRRGQQGQQSNNI 
       180       190           200        210       220       230   
 
gi|110 LSAFDEEILAQSFNIDTQLARRLQKEKRQRGIIVRVQEDLEVLSPHRQEQEQEYEEERER 
            240       250       260       270       280       290   
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.9 E():   92 
Smith-Waterman score: 40; 31.2% identity (68.8% similar) in 16 aa overlap (45-60:146-161) 
 
           20        30        40        50        60        70     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     .. .:  . :::.. :               
gi|109 ILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFKMMFQK 
         120       130       140       150       160       170      
 
           80                
2MEPSP DASSAS                
                             
gi|109 PRTRTCIEKDFPRRSSSSIPT 
         180       190       
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>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.8  bits: 15.5 E():   94 
Smith-Waterman score: 40; 33.3% identity (59.0% similar) in 39 aa overlap (45-80:2-38) 
 
           20        30        40        50        60          70   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS--PKNAYV 
                                     :..::. .  :. .  .:.  .  :    . 
gi|217                              LVSVEHQAA--RLKVAKAQQLAAQLPAMCRL 
                                              10        20          
 
              80  
2MEPSP EG-DASSAS  
       :: :: :::  
gi|217 EGGDALSASQ 
      30          
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 46; 21.7% identity (58.0% similar) in 69 aa overlap (23-80:160-228) 
 
                       10        20        30        40         50  
2MEPSP         SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA-EHSD 
                                     ..:. ... . :.  :  . ... . .: : 
gi|129 PWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVD 
     130       140       150       160       170       180          
 
               60           70              80                      
2MEPSP SWDR-FYIKG---GQKYKSPKNAYV------EGDASSAS                      
       :  .  ...:   :. :   :.: .      .:..::.:                      
gi|129 SIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSK 
     190       200       210       220       230       240          
 
gi|129 AAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKS 
     250       260       270       280       290       300          
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 46; 21.7% identity (58.0% similar) in 69 aa overlap (23-80:160-228) 
 
                       10        20        30        40         50  
2MEPSP         SSQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA-EHSD 
                                     ..:. ... . :.  :  . ... . .: : 
gi|746 PWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVD 
     130       140       150       160       170       180          
 
               60           70              80                      
2MEPSP SWDR-FYIKG---GQKYKSPKNAYV------EGDASSAS                      
       :  .  ...:   :. :   :.: .      .:..::.:                      
gi|746 SIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSK 
     190       200       210       220       230       240          
 
gi|746 AAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKS 
     250       260       270       280       290       300          
 
>>gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Pollen  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 16.9 E():   96 
Smith-Waterman score: 37; 50.0% identity (58.3% similar) in 12 aa overlap (60-71:12-23) 
 
      30        40        50        60        70        80          
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS          
                                     :: : .:   ::                   
gi|416                    GKVYLVGGPELGGWKLQSDPRAYALWSARQQFKTTDVLWFN 
                                  10        20        30        40  
 
gi|416 FTTGEDSVAEVWREEAYHACDIKDPIRLEPGGPDRFTLLTPGSHFICTKDQKFVACVPGR 
              50        60        70        80        90       100  
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.9 E():   97 
Smith-Waterman score: 43; 25.0% identity (75.0% similar) in 16 aa overlap (57-72:73-88) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5840

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

         30        40        50        60        70        80       
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS       
                                     :. : . ...: :...               
gi|739 KTDSTQAILRAWDQACNGFGKQRVIVPEGVYLTGPMAFRGPCNGFISMQVRGELRAYGDV 
             50        60        70        80        90       100   
 
gi|739 GKYPNAKWVSYEDLNGLLVTGGGRFNAQGSQAWTQNDCSTKKNCALLTTSVKFDHCTNAT 
            110       120       130       140       150       160   
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.5  bits: 15.2 E():   97 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (45-53:10-18) 
 
           20        30        40        50        60        70     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:                      
gi|751                      IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
           80 
2MEPSP DASSAS 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 38; 43.8% identity (68.8% similar) in 16 aa overlap (46-61:8-23) 
 
          20        30        40        50        60        70      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.:...: :  : :               
gi|121                        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKP 
                                      10        20        30        
 
          80                                                        
2MEPSP ASSAS                                                        
                                                                    
gi|121 TLEVEVAGDTYTLRSLSTFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFG 
        40        50        60        70        80        90        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:44 2011 done: Tue Apr 19 10:57:44 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 180  - 259 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     3     0:= 
  30     2     2:* 
  32     3     8:= * 
  34    12    22:====   * 
  36    25    44:=========     * 
  38    42    73:==============          * 
  40    72   102:========================         * 
  42   111   125:=====================================    * 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5841

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

  44    99   138:=================================            * 
  46   103   140:===================================           * 
  48   146   134:============================================*==== 
  50   175   122:========================================*================== 
  52   123   108:===================================*===== 
  54    92    92:==============================* 
  56   106    77:=========================*========== 
  58    75    63:====================*==== 
  60    31    51:===========     * 
  62    49    41:=============*=== 
  64    39    33:==========*== 
  66    25    26:========* 
  68    19    20:======* 
  70    24    16:=====*== 
  72    22    12:===*==== 
  74    20    10:===*=== 
  76    22     8:==*===== 
  78    12     6:=*== 
  80     6     5:=* 
  82     4     3:*= 
  84     6     3:*= 
  86     7     2:*== 
  88     1     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     4     0:==        *==== 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.30560.00308; mu= 8.0838 0.162 
 mean_var=29.9677 6.923, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.234287 
 Kolmogorov-Smirnov  statistic: 0.1219 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   62 25.3     0.4 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   58 24.0     1.2 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   57 23.6     1.5 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   60 24.6     1.5 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.6     1.8 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.6     1.8 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   56 23.3     1.9 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   56 23.3     1.9 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 22.6       3 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 21.6     4.1 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   49 20.9     4.4 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   52 21.9     4.8 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.9     5.2 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   53 22.3       6 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   50 21.3     6.9 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   50 21.3     6.9 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 22.6     7.5 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 21.3     7.6 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 21.3     7.6 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 21.3     7.6 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 21.3     7.6 
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gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.6     9.3 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.9     9.6 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 20.3     9.7 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.9      10 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 20.2      10 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 20.6      12 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   48 20.6      12 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 17.6      12 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.9      13 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.9      13 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 20.2      15 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   47 20.2      15 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 18.6      16 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 22.3      16 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 19.6      17 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.9      19 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.9      19 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.9      19 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.9      19 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   47 20.2      20 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.9      21 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.9      21 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 17.6      21 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   50 21.2      24 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 19.2      24 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   45 19.6      24 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   45 19.6      24 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   45 19.6      24 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   45 19.6      24 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   45 19.6      24 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   45 19.6      24 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   45 19.6      24 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   45 19.6      24 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 19.2      25 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 19.2      25 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   47 20.2      26 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   47 20.2      26 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.6      28 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.6      29 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   44 19.2      31 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   44 19.2      31 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   44 19.2      31 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   44 19.2      31 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 19.2      31 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   44 19.2      31 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 19.2      31 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 19.2      31 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   44 19.2      31 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 19.2      31 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 19.2      31 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   44 19.2      31 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   44 19.2      31 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   44 19.2      31 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 18.2      32 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.9      33 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.9      35 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.9      35 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.9      37 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 20.2      38 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.9      39 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   43 18.9      39 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.9      39 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   43 18.9      39 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   43 18.9      39 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   43 18.9      39 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   43 18.9      39 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 19.2      39 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   48 20.6      39 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.6      40 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.6      40 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   40 17.9      40 
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gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.9      40 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.9      40 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 18.6      41 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 18.6      41 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.6      47 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 18.2      48 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 18.6      48 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   42 18.6      49 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   42 18.6      49 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   42 18.6      49 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.6      49 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.6      49 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 18.6      49 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   42 18.6      49 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   42 18.6      49 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   42 18.6      49 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   42 18.6      49 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 16.2      50 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   42 18.6      50 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 18.2      50 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 18.2      50 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.9      52 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.9      53 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 16.2      54 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   46 19.9      55 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 18.2      55 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 18.2      55 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.6      55 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.9      56 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.9      56 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.9      57 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.9      57 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   44 19.2      58 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 17.5      59 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.9      60 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.6      60 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   45 19.6      60 
gi|280414|pir||A60372 pollen allergen Poa-pI - Ken (  20)   32 15.2      62 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   46 19.9      62 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 17.2      65 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 17.2      65 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.9      66 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   39 17.5      66 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   39 17.5      66 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.9      67 
gi|218203826|gb|ACK76296.1| Der f 6 allergen [Derm ( 279)   43 18.9      67 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.2      69 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.2      70 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   41 18.2      70 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.6      73 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   46 19.9      73 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   40 17.9      73 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.9      77 
gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 Fr ( 127)   39 17.5      77 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   32 15.2      77 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 20.2      77 
gi|2129805|pir||S65143 pollen allergen group II (c (  80)   37 16.9      77 
gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0 ( 412)   44 19.2      78 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   39 17.5      78 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.2      79 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   39 17.5      80 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   41 18.2      82 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.6      84 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   39 17.5      87 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   41 18.2      87 
gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Ar ( 144)   39 17.5      87 
gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=C ( 145)   39 17.5      88 
gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging prot ( 236)   41 18.2      90 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   42 18.5      91 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   44 19.2      92 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   44 19.2      92 
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gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   37 16.9      93 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   44 19.2      94 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   44 19.2      94 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   40 17.9      94 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   33 15.5      95 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 18.9      96 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 18.9      96 
gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Po ( 101)   37 16.9      97 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   32 15.2      98 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   43 18.9      99 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   38 17.2      99 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 109.6  bits: 25.3 E():  0.4 
Smith-Waterman score: 62; 27.8% identity (50.0% similar) in 54 aa overlap (6-59:47-99) 
 
                                        10        20        30      
2MEPSP                          SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:..  . :  
gi|291 SHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPV-LVPAVITVSLIIMG 
         20        30        40        50        60         70      
 
          40        50        60        70        80                
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY                
       .     ::: :    ::   :. :                                     
gi|291 FLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVT 
          80        90       100       110       120       130      
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 101.3  bits: 24.0 E():  1.2 
Smith-Waterman score: 58; 23.8% identity (60.3% similar) in 63 aa overlap (2-62:81-139) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|132 PGTIKKITFSEGSPFKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
      30        40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY    
       :     :.. ... .:..:    :  .::::..                      
gi|132 PDGGSILKISNKYHTKGDH--EVDAEHIKGGKEKVEGLFRAVEAYLLAHSDAYN 
      110       120         130       140       150       160 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 99.4  bits: 23.6 E():  1.5 
Smith-Waterman score: 57; 27.0% identity (58.7% similar) in 63 aa overlap (14-73:91-150) 
 
                                10        20           30        40 
2MEPSP                  SQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.   ...    
gi|880 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTVIKTTS 
               70        80        90        100       110          
 
               50        60        70        80    
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY    
       .. .:..   . .  ..:.:..  :     .::           
gi|880 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 99.2  bits: 24.6 E():  1.5 
Smith-Waterman score: 60; 36.4% identity (60.6% similar) in 66 aa overlap (12-75:139-195) 
 
                                  10        20         30        40 
2MEPSP                    SQYLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :.   ..  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYD--VLA 
      110       120       130       140        150       160        
 
               50        60         70        80                    
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2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK-NAYVEGDASSASY                    
       : ..:   .:    ::...     .:: .:: ..::                         
gi|612 R-NLKDLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSC 
          170       180            190       200       210          
 
gi|612 QYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVS 
     220       230       240       250       260       270          
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.9  bits: 23.6 E():  1.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (4-19:9-24) 
 
                    10        20        30        40        50      
2MEPSP      SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
               :.:::.:: . :::..                                     
gi|476 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.9  bits: 23.6 E():  1.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (4-19:9-24) 
 
                    10        20        30        40        50      
2MEPSP      SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
               :.:::.:: . :::..                                     
gi|313 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 97.6  bits: 23.3 E():  1.9 
Smith-Waterman score: 56; 27.0% identity (57.1% similar) in 63 aa overlap (14-73:91-150) 
 
                                10        20           30        40 
2MEPSP                  SQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
               50        60        70        80    
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY    
       .. .:..   . .  ..:.:..  :     .::           
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 97.6  bits: 23.3 E():  1.9 
Smith-Waterman score: 56; 27.0% identity (57.1% similar) in 63 aa overlap (14-73:91-150) 
 
                                10        20           30        40 
2MEPSP                  SQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
               50        60        70        80    
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY    
       .. .:..   . .  ..:.:..  :     .::           
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 94.0  bits: 22.6 E():    3 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (14-48:90-126) 
 
                                10        20          30        40  
2MEPSP                  SQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
              50        60        70        80  
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2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 91.5  bits: 21.6 E():  4.1 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (43-80:18-58) 
 
             20        30        40        50        60             
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNA 
                                     : .:  : ..  :. : : . :.:   :.: 
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
      70        80                                                  
2MEPSP YVEGDASSASY                                                  
       ..  : .....                                                  
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 90.9  bits: 20.9 E():  4.4 
Smith-Waterman score: 49; 23.8% identity (55.6% similar) in 63 aa overlap (14-73:5-64) 
 
               10        20           30        40        50        
2MEPSP SQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                    ::.:. .: ::   ::.: :     ..   .. .:..   . .  .. 
gi|603          VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HV 
                         10        20        30        40           
 
        60        70        80    
2MEPSP KGGQKYKSPKNAYVEGDASSASY    
       :.:..  .     .::           
gi|603 KAGKEKAAHLFKLIEGYLKDHPSEYN 
       50        60        70     
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 90.3  bits: 21.9 E():  4.8 
Smith-Waterman score: 52; 22.2% identity (58.7% similar) in 63 aa overlap (2-62:81-139) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|154 PGTIKKITFSEGSPVKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
      30        40        50        60        70        80     
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY     
       :     :..  .. .:..:    .  .::::..                       
gi|154 PDGGSILKITSKYHTKGDHEVPAE--HIKGGKERVEGLLKPVEAYLLAHTAEYNN 
      110       120       130         140       150       160  
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 89.6  bits: 23.9 E():  5.2 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (12-56:372-415) 
 
                                  10        20        30        40  
2MEPSP                    SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
              50        60        70        80                      
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY                      
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 88.5  bits: 22.3 E():    6 
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Smith-Waterman score: 53; 29.6% identity (57.4% similar) in 54 aa overlap (8-60:27-73) 
 
                                  10        20        30         40 
2MEPSP                    SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
                                 : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
               50        60        70        80                     
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY                     
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 87.4  bits: 21.3 E():  6.9 
Smith-Waterman score: 50; 28.1% identity (46.9% similar) in 64 aa overlap (6-69:52-110) 
 
                                        10        20        30      
2MEPSP                          SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:.:  .    
gi|753 AQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVPAVITIFLLGAG 
              30        40        50        60         70        80 
 
          40        50        60        70        80                
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY                
       .     ::: :    ::   :. :    : : .:                           
gi|753 FLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAREMKDRAEQFSQ 
               90       100           110       120       130       
 
gi|753 QPVAGSQTS 
        140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 87.4  bits: 21.3 E():  6.9 
Smith-Waterman score: 50; 28.1% identity (46.9% similar) in 64 aa overlap (6-69:52-110) 
 
                                        10        20        30      
2MEPSP                          SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:.:  .    
gi|198 AQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVPAVITIFLLGAG 
              30        40        50        60         70        80 
 
          40        50        60        70        80                
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY                
       .     ::: :    ::   :. :    : : .:                           
gi|198 FLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAREMKDRAEQFSQ 
               90       100           110       120       130       
 
gi|198 QPVAGSQTS 
        140      
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 86.8  bits: 22.6 E():  7.5 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (41-74:279-317) 
 
               20        30        40           50        60        
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
          70        80                                              
2MEPSP PKNAYVEGDASSASY                                              
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.7  bits: 21.3 E():  7.6 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (14-48:91-127) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5848

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
                                10        20          30        40  
2MEPSP                  SQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
              50        60        70        80  
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.7  bits: 21.3 E():  7.6 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (14-48:91-127) 
 
                                10        20          30        40  
2MEPSP                  SQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
              50        60        70        80  
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.7  bits: 21.3 E():  7.6 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (14-48:91-127) 
 
                                10        20          30        40  
2MEPSP                  SQYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
              50        60        70        80  
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 86.7  bits: 21.3 E():  7.6 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (16-53:125-160) 
 
                              10        20        30        40      
2MEPSP                SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
          50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
         :::...                            
gi|132 --HSDAYN                            
            160                            
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.1  bits: 22.6 E():  9.3 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (23-44:9-30) 
 
               10        20        30        40        50        60 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                             :  :..::.. .: :  .: ::                 
gi|424               NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVD 
                             10        20        30        40       
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               70        80                                         
2MEPSP QKYKSPKNAYVEGDASSASY                                         
                                                                    
gi|424 DLYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKGVDVDHIIE 
         50        60        70        80        90       100       
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 84.8  bits: 20.9 E():  9.6 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (25-48:104-127) 
 
                     10        20        30        40        50     
2MEPSP       SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
           60        70        80  
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASY  
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.8  bits: 20.3 E():  9.7 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (58-77:53-72) 
 
        30        40        50        60        70        80        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY        
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.3  bits: 22.9 E():   10 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (13-40:414-441) 
 
                                 10        20        30        40   
2MEPSP                   SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
             50        60        70        80                       
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY                       
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.2  bits: 20.2 E():   10 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (45-68:20-43) 
 
           20        30        40        50        60        70     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::: : .   :. : :   ::: .       
gi|145            MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFE 
                          10        20        30        40          
 
           80                                                       
2MEPSP ASSASY                                                       
                                                                    
gi|145 IIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      50        60        70        80        90       100          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 83.0  bits: 20.6 E():   12 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (2-48:80-126) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5850

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 83.0  bits: 20.6 E():   12 
Smith-Waterman score: 48; 20.4% identity (65.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVAHKNFKYSYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :  .  :.. ... .:..:                                  
gi|132 PDGRSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 82.9  bits: 17.6 E():   12 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (44-52:10-18) 
 
            20        30        40        50        60        70    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|409                      IAKVPPGGXITAEYGDKWLD                    
                                    10        20                    
 
            80 
2MEPSP DASSASY 
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.4  bits: 22.9 E():   13 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (13-40:500-527) 
 
                                 10        20        30        40   
2MEPSP                   SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
             50        60        70        80                       
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY                       
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 82.4  bits: 19.9 E():   13 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (23-69:3-44) 
 
               10        20        30        40        50        60 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                             :  ..:   .: .:.     .:::: :  .  :. : : 
gi|207                     MSITDIVSEKNIEAALE-----SVKAEGSFEYKCFFQKVG 
                                   10             20        30      
 
               70        80                                         
2MEPSP QKYKSPKNAYVEGDASSASY                                         
          ::  .:                                                    
gi|207 LAGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGD 
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          40        50        60        70        80        90      
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 81.2  bits: 20.2 E():   15 
Smith-Waterman score: 47; 23.9% identity (53.7% similar) in 67 aa overlap (13-73:86-150) 
 
                                 10           20           30       
2MEPSP                   SQYLSALLMAAPLALGDV---EIEIID---KLISIPYVEMTL 
                                     :  ::.   .:: ::   ::.: :.    . 
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
         40        50        60        70        80    
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY    
       .   .. .:..   . .  ..:.:..  .     .::           
gi|901 KTTSKYHTKGDVEIKEE--HVKAGKEKAAHLFKLIEGYLKDHPSEYN 
         120       130         140       150       160 
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 81.2  bits: 20.2 E():   15 
Smith-Waterman score: 47; 20.4% identity (65.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDILEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 80.9  bits: 18.6 E():   16 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (47-65:1-19) 
 
         20        30        40        50        60        70       
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     ::   . ::  ::  : .:            
gi|377                               EHERIFKRFDAKGDGKISSSELGETLKPLG 
                                             10        20        30 
 
         80                   
2MEPSP SASY                   
                              
gi|377 SVTLEEIQRMMAEIDTDGDGFL 
               40        50   
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 80.7  bits: 22.3 E():   16 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (31-80:539-592) 
 
               10        20        30        40            50       
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
         60        70        80                                     
2MEPSP IKGGQKYKSPKNAYVEGDASSASY                                     
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.5  bits: 19.6 E():   17 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (46-68:21-43) 
 
          20        30        40        50        60        70      
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2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
          80                                                        
2MEPSP SSASY                                                        
                                                                    
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (15-48:92-127) 
 
                               10        20           30        40  
2MEPSP                 SQYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
              50        60        70        80  
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (25-62:104-139) 
 
                     10        20        30        40        50     
2MEPSP       SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
           60        70        80    
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASY    
         :::...                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
             140       150       160 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
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       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 20.2 E():   20 
Smith-Waterman score: 47; 32.4% identity (50.0% similar) in 34 aa overlap (3-36:31-64) 
 
                                           10        20        30   
2MEPSP                             SQYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                     :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY             
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.9  bits: 21.9 E():   21 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (44-80:553-589) 
 
            20        30        40        50        60        70    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
            80                                                      
2MEPSP DASSASY                                                      
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.9  bits: 21.9 E():   21 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (44-80:553-589) 
 
            20        30        40        50        60        70    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
            80                                                      
2MEPSP DASSASY                                                      
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.5  bits: 17.6 E():   21 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (44-52:10-18) 
 
            20        30        40        50        60        70    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK     
                                    10        20        30          
 
            80 
2MEPSP DASSASY 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 77.7  bits: 21.2 E():   24 
Smith-Waterman score: 50; 26.0% identity (50.7% similar) in 73 aa overlap (1-73:7-75) 
 
                     10        20        30        40        50     
2MEPSP       SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
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             : .: .: .::: ::. .  .  .. :   :  .: :. .  :  .   .. :. 
gi|947 MMVAWWSLFLYGLQVAAP-ALAATPADWRSQSI---YFLLTDRFARTDGSTTATCNTADQ 
               10         20        30           40        50       
 
           60        70        80                                   
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASY                                   
        :  :  .    :  :..:                                          
gi|947 KYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYG 
         60        70        80        90       100       110       
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.7  bits: 19.2 E():   24 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (22-37:49-64) 
 
                        10        20        30        40        50  
2MEPSP          SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
              60        70        80                  
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASY                  
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (2-48:80-126) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :     :.. ... .:..:                                  
gi|437 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :     :.. ... .:..:                                  
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gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 45; 22.2% identity (60.3% similar) in 63 aa overlap (2-62:81-139) 
 
                                            10          20          
2MEPSP                              SQYLSALLMAAPLA--LGDVEIEIIDKLISI 
                                     .:  ... ..::.  :  .  ::  :...  
gi|534 PGTIKKITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEI--KIVAA 
               60        70        80        90       100           
 
      30        40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY    
       :     :..  .. .:.. : . ..  ::.:..                      
gi|534 PGGGSILKITSKYHTKGDISLNEEE--IKAGKEKGAGLFKAVENYLVAHPNAYN 
      110       120       130         140       150       160 
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (2-48:81-127) 
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                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.3  bits: 19.2 E():   25 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (45-55:8-18) 
 
           20        30        40        50        60        70     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
           80                                                       
2MEPSP ASSASY                                                       
                                                                    
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.3  bits: 19.2 E():   25 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (45-55:8-18) 
 
           20        30        40        50        60        70     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
           80                                                       
2MEPSP ASSASY                                                       
                                                                    
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.1  bits: 20.2 E():   26 
Smith-Waterman score: 47; 30.4% identity (65.2% similar) in 23 aa overlap (1-23:12-34) 
 
                          10        20        30        40          
2MEPSP            SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                  :  ..:.  :::. :   :....                           
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASY                              
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.1  bits: 20.2 E():   26 
Smith-Waterman score: 47; 30.4% identity (65.2% similar) in 23 aa overlap (1-23:12-34) 
 
                          10        20        30        40          
2MEPSP            SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                  :  ..:.  :::. :   :....                           
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
      50        60        70        80                              
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2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASY                              
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.5  bits: 19.6 E():   28 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (51-62:134-145) 
 
               30        40        50        60        70        80 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.2  bits: 19.6 E():   29 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (51-62:142-153) 
 
               30        40        50        60        70        80 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (2-48:80-126) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|384 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :     :.. ... .:..:                                  
gi|384 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (2-48:80-126) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|159 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :     :.. ... .:..:                                  
gi|159 PDGGSILKISNKYHTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
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               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|114 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :     :.. ... .:..:                                  
gi|114 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVEGYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (59-74:111-126) 
 
       30        40        50        60        70        80         
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY         
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
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Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (59-74:111-126) 
 
       30        40        50        60        70        80         
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY         
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|241 PGTIKKISFPEGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :     :.. ... .:..:                                  
gi|241 PDGGSILKISNKYHTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (15-48:92-127) 
 
                               10            20        30        40 
2MEPSP                 SQYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
               50        60        70        80  
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (59-74:111-126) 
 
       30        40        50        60        70        80         
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY         
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (65.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
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>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :     :.. ... .:..:                                  
gi|132 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMRETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.3  bits: 18.2 E():   32 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (46-65:9-28) 
 
          20        30        40        50        60        70      
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
          80                                          
2MEPSP SSASY                                          
                                                      
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 75.1  bits: 18.9 E():   33 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (6-48:8-46) 
 
                 10        20        30        40        50         
2MEPSP   SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
              :..::. ..   :...  ::  .  . .:   :::.:: : ..           
gi|140 MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFGEKIDQIEHGLLMLSE 
               10        20        30            40        50       
 
       60        70        80                                       
2MEPSP GGQKYKSPKNAYVEGDASSASY                                       
                                                                    
gi|140 QYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFETAVSTIE 
         60        70        80        90       100       110       
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.7  bits: 18.9 E():   35 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (15-29:83-97) 
 
                               10        20        30        40     
2MEPSP                 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
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                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
           50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                            
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG     
            120       130       140         
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.7  bits: 18.9 E():   35 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (15-29:83-97) 
 
                               10        20        30        40     
2MEPSP                 SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
           50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                            
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG     
            120       130       140         
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.3  bits: 18.9 E():   37 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (16-69:92-139) 
 
                              10        20        30        40      
2MEPSP                SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
          50        60         70        80   
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEGDASSASY   
         :::  :  . .::..  ::  ::              
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG 
        120         130       140       150   
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (43-74:182-217) 
 
             20        30        40        50            60         
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
       70        80                                                 
2MEPSP AYVEGDASSASY                                                 
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (25-48:104-127) 
 
                     10        20        30        40        50     
2MEPSP       SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
           60        70        80  
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASY  
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gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (25-48:104-127) 
 
                     10        20        30        40        50     
2MEPSP       SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
           60        70        80  
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASY  
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVTT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (2-48:81-127) 
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                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPGGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.9  bits: 19.2 E():   39 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (31-57:155-183) 
 
               10        20        30        40          50         
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
       60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASY 
                              
gi|549 CNYGPAGNVGNEPIYERK     
          190       200       
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.7  bits: 20.6 E():   39 
Smith-Waterman score: 48; 22.2% identity (62.2% similar) in 45 aa overlap (36-80:118-159) 
 
          10        20        30        40        50        60      
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRIV---EFQS 
        90       100       110       120       130       140        
 
          70        80                                              
2MEPSP PKNAYVEGDASSASY                                              
         :. .    :.:.:                                              
gi|149 NPNTLILPKHSDADYILVVLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILNPDD 
          150       160       170       180       190       200     
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.6  bits: 18.6 E():   40 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (45-63:9-27) 
 
           20        30        40        50        60        70     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
           80                                                       
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2MEPSP ASSASY                                                       
                                                                    
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.6  bits: 20.6 E():   40 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (28-80:417-466) 
 
                  10        20        30        40        50        
2MEPSP    SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
        60        70        80                                      
2MEPSP KGGQKYKSPKNAYVEGDASSASY                                      
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 73.5  bits: 17.9 E():   40 
Smith-Waterman score: 40; 35.5% identity (51.6% similar) in 31 aa overlap (45-75:7-33) 
 
           20        30        40        50        60        70     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::    :::. :   .  .  ..   :: 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
           80                                              
2MEPSP ASSASY                                              
       :                                                   
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.5  bits: 17.9 E():   40 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (45-62:7-24) 
 
           20        30        40        50        60        70     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
           80                                          
2MEPSP ASSASY                                          
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.5  bits: 17.9 E():   40 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (45-62:7-24) 
 
           20        30        40        50        60        70     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
           80                                          
2MEPSP ASSASY                                          
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 18.6 E():   41 
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Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (44-73:14-43) 
 
            20        30        40        50        60        70    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|144                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
            80                                                      
2MEPSP DASSASY                                                      
                                                                    
gi|144 YMTMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 18.6 E():   41 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (44-73:14-43) 
 
            20        30        40        50        60        70    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|179                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
            80                                                      
2MEPSP DASSASY                                                      
                                                                    
gi|179 YMTMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (59-75:109-125) 
 
       30        40        50        60        70        80         
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY         
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.2  bits: 18.2 E():   48 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (22-48:86-112) 
 
                        10        20        30        40        50  
2MEPSP          SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
              60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     
gi|301 LIRSLFGLP                     
         120                         
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (2-48:80-126) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
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       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFKYVKDGVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKITFPEGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (2-48:81-127) 
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                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFEYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
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      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :    .:.. ... .:..:                                  
gi|459 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLKAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (2-48:81-127) 
 
                                            10        20            
2MEPSP                              SQYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
      30        40        50        60        70        80  
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY  
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.9  bits: 16.2 E():   50 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (44-52:10-18) 
 
            20        30        40        50        60        70    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
            80 
2MEPSP DASSASY 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 71.9  bits: 18.6 E():   50 
Smith-Waterman score: 42; 19.2% identity (53.8% similar) in 26 aa overlap (40-65:79-104) 
 
      10        20        30        40        50        60          
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     . : .    ...:.  :.  :  :..     
gi|215 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSIV 
       50        60        70        80        90       100         
 
      70        80                                             
2MEPSP YVEGDASSASY                                             
                                                               
gi|215 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
      110       120       130       140       150       160    
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.8  bits: 18.2 E():   50 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (45-63:9-27) 
 
           20        30        40        50        60        70     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
           80                                                       
2MEPSP ASSASY                                                       
                                                                    
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.8  bits: 18.2 E():   50 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (45-63:9-27) 
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           20        30        40        50        60        70     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
           80                                                       
2MEPSP ASSASY                                                       
                                                                    
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.5  bits: 20.9 E():   52 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (13-40:500-527) 
 
                                 10        20        30        40   
2MEPSP                   SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
             50        60        70        80                       
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY                       
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (44-69:19-44) 
 
            20        30        40        50        60        70    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     :::  : ..  :. : :   ::  .:     
gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
            80                                                      
2MEPSP DASSASY                                                      
                                                                    
gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.2  bits: 16.2 E():   54 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (44-52:10-18) 
 
            20        30        40        50        60        70    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK     
                                    10        20        30          
 
            80 
2MEPSP DASSASY 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.1  bits: 19.9 E():   55 
Smith-Waterman score: 46; 20.0% identity (64.4% similar) in 45 aa overlap (36-80:204-245) 
 
          10        20        30        40        50        60      
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
          70        80                                              
2MEPSP PKNAYVEGDASSASY                                              
         :. .    :.:..                                              
gi|149 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
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              240       250       260       270       280       290 
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (8-52:99-142) 
 
                                      10        20        30        
2MEPSP                        SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
        40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
           . .  :.:. :                             
gi|195 HNTPYCLAMEESQ-WS                            
      130       140                                
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (8-52:99-142) 
 
                                      10        20        30        
2MEPSP                        SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
        40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
           . .  :.:. :                             
gi|219 HNTPYCLAMEESQ-WS                            
      130       140                                
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.1  bits: 18.6 E():   55 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (17-58:115-155) 
 
                             10        20        30        40       
2MEPSP               SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
         50        60        70        80     
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY     
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.0  bits: 19.9 E():   56 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (38-80:144-187) 
 
        10        20        30        40        50        60        
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
        70           80                                             
2MEPSP NAYVEG---DASSASY                                             
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.9 E():   56 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (22-48:5-31) 
 
               10        20        30        40        50        60 
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2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                            ::. : ..:  .  :. ..  :: ..:             
gi|424                  EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGLT 
                                10        20        30        40    
 
               70        80                                         
2MEPSP QKYKSPKNAYVEGDASSASY                                         
                                                                    
gi|424 RAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPE 
            50        60        70        80        90       100    
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.9 E():   57 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (41-80:367-406) 
 
               20        30        40        50        60        70 
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
               80                                                   
2MEPSP VEGDASSASY                                                   
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.9 E():   57 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (41-80:367-406) 
 
               20        30        40        50        60        70 
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
               80                                                   
2MEPSP VEGDASSASY                                                   
       :   ::: ..                                                   
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.6  bits: 19.2 E():   58 
Smith-Waterman score: 44; 22.7% identity (50.7% similar) in 75 aa overlap (2-74:5-77) 
 
                  10        20         30        40        50       
2MEPSP    SQYLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFY 
           .:  ::..:. :. : . .   :    . : .  ::      ... .:. . .    
gi|249 MAVQKYTVALFLAVALVAGPAALYAGDGYAPATPAASATLATPATPAASPQHAGTTEYHI 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP I-KGGQKYKSPKNAYVEGDASSASY                                    
       . :.: . .  :::  . :                                          
gi|249 VRKAGLNEE--KNAARQTDDEQKRSDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVA 
                 70        80        90       100       110         
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.5  bits: 17.5 E():   59 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (54-62:67-75) 
 
            30        40        50        60        70        80    
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY    
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
gi|126 N 
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>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (41-80:376-415) 
 
               20        30        40        50        60        70 
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
               80                                                   
2MEPSP VEGDASSASY                                                   
       :   ::: ..                                                   
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.4  bits: 19.6 E():   60 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (22-48:169-195) 
 
                        10        20        30         40        50 
2MEPSP          SQYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
               60        70        80                               
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASY                               
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.4  bits: 19.6 E():   60 
Smith-Waterman score: 45; 25.4% identity (49.3% similar) in 67 aa overlap (1-59:237-299) 
 
                                             10        20        30 
2MEPSP                               SQYLSALLMAAPLALGDVEIEIIDKLISIP 
                                     .:.  .::..:    :: .::    : ..  
gi|113 IDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLFGA----GDENIEDRGMLATVA 
        210       220       230       240           250       260   
 
               40                50        60        70        80   
2MEPSP YVEMTLRLMER--------FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY   
       .  .:  . .:        : :  .. :.:  . : :                        
gi|113 FNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKN 
            270       280       290       300       310       320   
 
gi|113 VLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLT 
            330       340       350       360       370       380   
 
>>gi|280414|pir||A60372 pollen allergen Poa-pI - Kentuck  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.1  bits: 15.2 E():   62 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (44-52:10-18) 
 
            20        30        40        50        60        70    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:                      
gi|280                      IAKVPPGPXITATYGDKWLD                    
                                    10        20                    
 
            80 
2MEPSP DASSASY 
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.1  bits: 19.9 E():   62 
Smith-Waterman score: 46; 43.5% identity (52.2% similar) in 23 aa overlap (47-69:164-184) 
 
         20        30        40        50        60        70       
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
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                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGATVKHTKEGTESSAFW--FAVGGKQSYTSKKVATEVSRDP 
           140       150       160         170       180       190  
 
         80                                                         
2MEPSP SASY                                                         
                                                                    
gi|572 HLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWIGQSADSKEKQSAFDVGQ 
             200       210       220       230       240       250  
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.8  bits: 17.2 E():   65 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (20-32:71-83) 
 
                          10        20        30        40          
2MEPSP            SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
      50        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.8  bits: 17.2 E():   65 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (20-32:71-83) 
 
                          10        20        30        40          
2MEPSP            SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
      50        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (22-48:236-262) 
 
                        10        20        30        40        50  
2MEPSP          SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
              60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     
gi|225 LIRSWFGLP                     
         270                         
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 69.6  bits: 17.5 E():   66 
Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (45-80:20-58) 
 
           20        30        40        50        60           70  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                     .: .: :.  :. : : . ::    :.:.  
gi|145            MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFF 
                          10        20        30        40          
 
              80                                                    
2MEPSP EGDASSASY                                                    
         : .....                                                    
gi|145 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
      50        60        70        80        90       100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 69.6  bits: 17.5 E():   66 
Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (45-80:20-58) 
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           20        30        40        50        60           70  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                     .: .: :.  :. : : . ::    :.:.  
gi|148            MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFF 
                          10        20        30        40          
 
              80                                                    
2MEPSP EGDASSASY                                                    
         : .....                                                    
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (41-76:107-142) 
 
               20        30        40        50        60        70 
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
               80                                                   
2MEPSP VEGDASSASY                                                   
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|218203826|gb|ACK76296.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (41-76:107-142) 
 
               20        30        40        50        60        70 
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
               80                                                   
2MEPSP VEGDASSASY                                                   
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 69.2  bits: 18.2 E():   69 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (45-80:63-101) 
 
           20        30        40        50        60           70  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
              80                                                    
2MEPSP EGDASSASY                                                    
       .: : :: :                                                    
gi|212 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYTL 
            100       110       120       130       140       150   
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 69.2  bits: 18.2 E():   70 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (45-80:64-102) 
 
           20        30        40        50        60           70  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
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              80                                                    
2MEPSP EGDASSASY                                                    
       .: : :: :                                                    
gi|116 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYTL 
           100       110       120       130       140       150    
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 69.2  bits: 18.2 E():   70 
Smith-Waterman score: 42; 24.3% identity (56.8% similar) in 74 aa overlap (7-80:9-77) 
 
                 10        20        30        40        50         
2MEPSP   SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
               :: .  :: ::   .:  .. .. .....   .: :  .. .::  : :    
gi|606 MLSILVVCLLAGFQLAAGDDSCQIGTSFTGLDMTKYVGTWYELF--RTPNSDEED-FTNC 
               10        20        30        40          50         
 
       60        70        80                                       
2MEPSP GGQKYKSPKNAYVEGDASSASY                                       
         .::   .:. ..  ..:..:                                       
gi|606 EYDKYTLDENGVIQ--VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFM 
        60        70          80        90       100       110      
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.9  bits: 19.6 E():   73 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (9-49:372-412) 
 
                                     10        20        30         
2MEPSP                       SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
        40        50        60        70        80                  
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY                  
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.8  bits: 19.9 E():   73 
Smith-Waterman score: 46; 20.0% identity (64.4% similar) in 45 aa overlap (36-80:204-245) 
 
          10        20        30        40        50        60      
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
          70        80                                              
2MEPSP PKNAYVEGDASSASY                                              
         :. .    :.:..                                              
gi|169 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 40; 33.3% identity (51.9% similar) in 54 aa overlap (16-69:92-139) 
 
                              10        20        30        40      
2MEPSP                SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
          50        60        70        80   
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY   
         :::  : .   : .. ::  ::              
gi|160 --HSDP-DDLGRGGHEQSKSTGNAGGRVACGIIGLQG 
        120        130       140       150   
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (59-74:111-126) 
 
       30        40        50        60        70        80         
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY         
                                     ::.  :: .. ...::               
gi|824 SYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTSHYHTKGDVEIKEEHVKAGKEK 
               90       100       110       120       130       140 
 
gi|824 ASNLFKLIETYLKGHPDAYN 
              150       160 
 
>>gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 From P  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.5 E():   77 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (38-53:32-47) 
 
        10        20        30        40        50        60        
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|159 PMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
              10        20        30        40        50        60  
 
        70        80                                                
2MEPSP NAYVEGDASSASY                                                
                                                                    
gi|159 DELNEMENTQGCMCEALQQIMENQCDRLQDRQMVQQFKRELMSLPQQCNFRAPQRCDLDV 
              70        80        90       100       110       120  
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.4  bits: 15.2 E():   77 
Smith-Waterman score: 32; 46.2% identity (53.8% similar) in 13 aa overlap (12-24:3-15) 
 
               10        20        30        40        50        60 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                  :  : :: . : :                                     
gi|527          TDPGHLQDVXVAINDPKXGVFVNRK                           
                        10        20                                
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 20.2 E():   77 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (58-77:767-786) 
 
        30        40        50        60        70        80        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY        
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
 
gi|170 AQLPAMCRLEGGDALLASQ 
        800       810      
 
>>gi|2129805|pir||S65143 pollen allergen group II (clone  (80 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.4  bits: 16.9 E():   77 
Smith-Waterman score: 37; 33.3% identity (61.1% similar) in 18 aa overlap (45-62:4-21) 
 
           20        30        40        50        60        70     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     .:::.  . .:  .:  :             
gi|212                            ETERAEHDRIFKKFDANGDGKISASELGDALKN 
                                          10        20        30    
 
           80                                          
2MEPSP ASSASY                                          
                                                       
gi|212 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
            40        50        60        70        80 
 
>>gi|4572592|gb|AAD13530.2| major allergen Bla g 1.0101   (412 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.3  bits: 19.2 E():   78 
Smith-Waterman score: 44; 30.6% identity (63.3% similar) in 49 aa overlap (1-46:57-105) 
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                                               10        20         
2MEPSP                               SQYLS--ALLMAAPLALGDVEIE-IIDKLI 
                                     ..::.  : ..::   : . :.: :.  :  
gi|457 TLNAKASRNLQDDLQDFLALIPVDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVVALD 
         30        40        50        60        70        80       
 
        30        40        50        60        70        80        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY        
       ..: ..  : ..:  :..:                                          
gi|457 ALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDVLAI 
         90       100       110       120       130       140       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 17.5 E():   78 
Smith-Waterman score: 39; 35.0% identity (50.0% similar) in 20 aa overlap (49-68:3-22) 
 
       20        30        40        50        60        70         
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                     .::::   .    . :  ::           
gi|298                             MSADSWDNHCVTYVANNKCLKNLCMTAIDGSH 
                                           10        20        30   
 
       80                                                           
2MEPSP SY                                                           
                                                                    
gi|298 LGTSNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYA 
             40        50        60        70        80        90   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.2  bits: 20.2 E():   79 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (58-77:782-801) 
 
        30        40        50        60        70        80        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY        
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
gi|217 AQLPAMCRLEGGDALLASQ 
             820       830 
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 39; 43.8% identity (75.0% similar) in 16 aa overlap (45-60:9-24) 
 
           20        30        40        50        60        70     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.:...:.:  : :               
gi|990                       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKP 
                                     10        20        30         
 
           80                                                       
2MEPSP ASSASY                                                       
                                                                    
gi|990 TFEVAIENDQYIFRSLSTFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFG 
       40        50        60        70        80        90         
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 18.2 E():   82 
Smith-Waterman score: 41; 61.5% identity (76.9% similar) in 13 aa overlap (10-22:101-113) 
 
                                    10        20        30          
2MEPSP                      SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                     :: : ::: .:.:                  
gi|144 SATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLK 
               80        90       100       110       120       130 
 
      40        50        60        70        80                    
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY                    
                                                                    
gi|144 FEGHIGDIDMKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYF 
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              140       150       160       170       180       190 
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.7  bits: 19.6 E():   84 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (47-69:208-228) 
 
         20        30        40        50        60        70       
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
         80                                                         
2MEPSP SASY                                                         
                                                                    
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 39; 25.0% identity (60.7% similar) in 28 aa overlap (8-35:99-126) 
 
                                      10        20        30        
2MEPSP                        SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|217 CEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
        40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                                   
gi|217 HNTPYCLGMEESQWS                             
      130       140                                
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (22-48:2-28) 
 
               10        20        30        40        50        60 
2MEPSP SQYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                            ::. : ..:  .  :. ..  :: ..:             
gi|289                     SIISTLNAMPEYQDLLQNLRDKGVDVDHYIELIRALFGLT 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP QKYKSPKNAYVEGDASSASY                                         
                                                                    
gi|289 RAARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPE 
               50        60        70        80        90       100 
 
>>gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Arachi  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (38-53:50-65) 
 
        10        20        30        40        50        60        
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|172 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
      20        30        40        50        60        70          
 
        70        80                                                
2MEPSP NAYVEGDASSASY                                                
                                                                    
gi|172 DELDQMENTERCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
      80        90       100       110       120       130          
 
>>gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=Congl  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (38-53:51-66) 
 
        10        20        30        40        50        60        
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2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|751 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
               30        40        50        60        70        80 
 
        70        80                                                
2MEPSP NAYVEGDASSASY                                                
                                                                    
gi|751 DELNEMENTQRCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
               90       100       110       120       130       140 
 
>>gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging protein   (236 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 18.2 E():   90 
Smith-Waterman score: 41; 26.9% identity (50.0% similar) in 26 aa overlap (37-61:187-212) 
 
         10        20        30        40         50        60      
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKS 
                                     .. :. :.   :    :: : .  :.     
gi|375 GKKITGFTDIGEDILGVTDIMKKGNLLTIKQVAEKEGATYIEPEGPWDNFTVTDGRIVTG 
        160       170       180       190       200       210       
 
          70        80      
2MEPSP PKNAYVEGDASSASY      
                            
gi|375 VNPQSAVKTAEDVIAAFECN 
        220       230       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.0  bits: 18.5 E():   91 
Smith-Waterman score: 42; 25.8% identity (61.3% similar) in 31 aa overlap (49-77:124-154) 
 
       20        30        40        50          60        70       
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR--FYIKGGQKYKSPKNAYVEGDAS 
                                     ::. :.  . . ::.  .   : . .::.. 
gi|287 DTDFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTT 
           100       110       120       130       140       150    
 
         80                                                         
2MEPSP SASY                                                         
       .                                                            
gi|287 TYDRGTYVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLR 
           160       170       180       190       200       210    
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (34-66:232-264) 
 
            10        20        30        40        50        60    
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
            70        80                                            
2MEPSP KSPKNAYVEGDASSASY                                            
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (34-66:232-264) 
 
            10        20        30        40        50        60    
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
            70        80                                            
2MEPSP KSPKNAYVEGDASSASY                                            
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        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.9  bits: 16.9 E():   93 
Smith-Waterman score: 37; 55.6% identity (88.9% similar) in 9 aa overlap (54-62:67-75) 
 
            30        40        50        60        70        80    
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY    
                                     ::. :::..                      
gi|144 HGSEEWEPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         40        50        60        70        80        90       
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 44; 33.3% identity (58.3% similar) in 24 aa overlap (54-77:181-204) 
 
            30        40        50        60        70        80    
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY    
                                     :::. :.:. .  :    .:  .:       
gi|186 WMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQ 
              160       170       180       190       200       210 
 
gi|186 QEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTD 
              220       230       240       250       260       270 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 44; 33.3% identity (58.3% similar) in 24 aa overlap (54-77:181-204) 
 
            30        40        50        60        70        80    
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY    
                                     :::. :.:. .  :    .:  .:       
gi|186 WMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQ 
              160       170       180       190       200       210 
 
gi|186 QEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTD 
              220       230       240       250       260       270 
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 40; 31.2% identity (68.8% similar) in 16 aa overlap (44-59:146-161) 
 
            20        30        40        50        60        70    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     .. .:  . :::.. :               
gi|109 ILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFKMMFQK 
         120       130       140       150       160       170      
 
            80               
2MEPSP DASSASY               
                             
gi|109 PRTRTCIEKDFPRRSSSSIPT 
         180       190       
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.7  bits: 15.5 E():   95 
Smith-Waterman score: 40; 33.3% identity (59.0% similar) in 39 aa overlap (44-79:2-38) 
 
            20        30        40        50        60          70  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS--PKNAYV 
                                     :..::. .  :. .  .:.  .  :    . 
gi|217                              LVSVEHQAA--RLKVAKAQQLAAQLPAMCRL 
                                              10        20          
 
               80 
2MEPSP EG-DASSASY 
       :: :: :::  
gi|217 EGGDALSASQ 
      30          
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>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.6  bits: 18.9 E():   96 
Smith-Waterman score: 49; 23.9% identity (50.0% similar) in 88 aa overlap (3-80:119-206) 
 
                                             10           20        
2MEPSP                             SQYLSALLM--AAPLALGDVE---IEIIDKLI 
                                     ::..:    .:: .::..     .  : .  
gi|129 AAYAGSFDDATIEEIRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIY 
       90       100       110       120       130       140         
 
        30        40        50            60         70        80   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDR----FYIKGGQKYKS-PKNAYVEGDASSASY   
       .    : :   .   ::...: .   :    .   :::.  :  ....: :  .. .:   
gi|129 DTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGI 
      150       160       170       180       190       200         
 
gi|129 AKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSKAAINMSLGGGYSKAFNDAV 
      210       220       230       240       250       260         
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.6  bits: 18.9 E():   96 
Smith-Waterman score: 49; 23.9% identity (50.0% similar) in 88 aa overlap (3-80:119-206) 
 
                                             10           20        
2MEPSP                             SQYLSALLM--AAPLALGDVE---IEIIDKLI 
                                     ::..:    .:: .::..     .  : .  
gi|746 AAYAGSFDDATIEEIRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIY 
       90       100       110       120       130       140         
 
        30        40        50            60         70        80   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDR----FYIKGGQKYKS-PKNAYVEGDASSASY   
       .    : :   .   ::...: .   :    .   :::.  :  ....: :  .. .:   
gi|746 DTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGI 
      150       160       170       180       190       200         
 
gi|746 AKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSKAAINMSLGGGYSKAFNDAV 
      210       220       230       240       250       260         
 
>>gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Pollen  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.5  bits: 16.9 E():   97 
Smith-Waterman score: 37; 50.0% identity (58.3% similar) in 12 aa overlap (59-70:12-23) 
 
       30        40        50        60        70        80         
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY         
                                     :: : .:   ::                   
gi|416                    GKVYLVGGPELGGWKLQSDPRAYALWSARQQFKTTDVLWFN 
                                  10        20        30        40  
 
gi|416 FTTGEDSVAEVWREEAYHACDIKDPIRLEPGGPDRFTLLTPGSHFICTKDQKFVACVPGR 
              50        60        70        80        90       100  
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.4  bits: 15.2 E():   98 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (44-52:10-18) 
 
            20        30        40        50        60        70    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:                      
gi|751                      IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
            80 
2MEPSP DASSASY 
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.9 E():   99 
Smith-Waterman score: 43; 25.0% identity (75.0% similar) in 16 aa overlap (56-71:73-88) 
 
          30        40        50        60        70        80      
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY      
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                                     :. : . ...: :...               
gi|739 KTDSTQAILRAWDQACNGFGKQRVIVPEGVYLTGPMAFRGPCNGFISMQVRGELRAYGDV 
             50        60        70        80        90       100   
 
gi|739 GKYPNAKWVSYEDLNGLLVTGGGRFNAQGSQAWTQNDCSTKKNCALLTTSVKFDHCTNAT 
            110       120       130       140       150       160   
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 38; 43.8% identity (68.8% similar) in 16 aa overlap (45-60:8-23) 
 
           20        30        40        50        60        70     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.:...: :  : :               
gi|121                        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKP 
                                      10        20        30        
 
           80                                                       
2MEPSP ASSASY                                                       
                                                                    
gi|121 TLEVEVAGDTYTLRSLSTFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFG 
        40        50        60        70        80        90        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:44 2011 done: Tue Apr 19 10:57:44 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 181  - 260 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     3     0:= 
  30     2     2:* 
  32     2     8:= * 
  34    14    22:=====  * 
  36    22    44:========      * 
  38    43    73:===============         * 
  40    66   102:======================           * 
  42   109   125:=====================================    * 
  44   103   138:===================================          * 
  46   105   140:===================================           * 
  48   134   134:============================================* 
  50   179   122:========================================*=================== 
  52   125   108:===================================*====== 
  54    96    92:==============================*= 
  56   110    77:=========================*=========== 
  58    74    63:====================*==== 
  60    34    51:============    * 
  62    45    41:=============*= 
  64    39    33:==========*== 
  66    27    26:========* 
  68    20    20:======* 
  70    21    16:=====*= 
  72    25    12:===*===== 
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  74    22    10:===*==== 
  76    20     8:==*==== 
  78    10     6:=*== 
  80     8     5:=*= 
  82     4     3:*= 
  84     6     3:*= 
  86     5     2:*= 
  88     4     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     5     0:==        *===== 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.36530.00305; mu= 7.7463 0.160 
 mean_var=29.8623 6.863, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.234700 
 Kolmogorov-Smirnov  statistic: 0.1239 (N=29) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   62 25.4    0.39 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   58 24.0     1.1 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   57 23.7     1.4 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   60 24.6     1.5 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.6     1.8 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.6     1.8 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   56 23.3     1.8 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   56 23.3     1.8 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 22.6     2.9 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 21.6       4 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   49 21.0     4.3 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   52 22.0     4.7 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.9     5.2 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   53 22.3     5.9 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   50 21.3     6.8 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   50 21.3     6.8 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 22.6     7.4 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 21.3     7.5 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 21.3     7.5 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 21.3     7.5 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 21.3     7.5 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.6     9.3 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 20.3     9.4 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.9     9.5 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 20.3      10 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.9      10 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 17.6      12 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 20.6      12 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   48 20.6      12 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.9      13 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.9      13 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 20.3      15 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   47 20.3      15 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 18.6      15 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 19.6      16 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 22.2      16 
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gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.9      19 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.9      19 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   46 19.9      19 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   46 19.9      19 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   47 20.3      19 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.9      21 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.9      21 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 17.6      21 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 19.3      23 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   45 19.6      24 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   45 19.6      24 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   45 19.6      24 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   45 19.6      24 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   45 19.6      24 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   45 19.6      24 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   45 19.6      24 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   45 19.6      24 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 19.3      25 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 19.3      25 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.6      27 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.6      29 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   44 19.3      30 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   44 19.3      30 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   44 19.3      30 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   44 19.3      30 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 19.3      30 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   44 19.3      30 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   44 19.3      30 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 19.3      30 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   44 19.3      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 19.3      30 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   44 19.3      30 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   44 19.3      30 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 19.3      30 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   44 19.3      30 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 18.3      32 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.9      32 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.9      34 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.9      34 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.9      36 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 20.2      37 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 20.2      38 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.9      38 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   43 18.9      38 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   43 18.9      38 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   43 18.9      38 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.9      38 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   43 18.9      38 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   43 18.9      38 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 19.2      38 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.6      39 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   40 17.9      39 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.9      39 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.9      39 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   48 20.6      40 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 18.6      40 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 18.6      40 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.6      40 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.6      46 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 18.2      47 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.2      48 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   42 18.6      48 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 16.3      48 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   42 18.6      48 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   42 18.6      48 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   42 18.6      48 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   42 18.6      48 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   42 18.6      48 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   42 18.6      48 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.6      48 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.6      48 
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gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   42 18.6      48 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   42 18.6      48 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   42 18.6      49 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 18.2      50 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 18.2      50 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 19.2      51 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 19.2      51 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.9      52 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 16.3      52 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.9      53 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 18.2      54 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 18.2      54 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.6      54 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   46 19.9      55 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.9      55 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.9      56 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.9      57 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.9      57 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 17.6      58 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   44 19.2      58 
gi|280414|pir||A60372 pollen allergen Poa-pI - Ken (  20)   32 15.3      60 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.9      60 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.6      60 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   46 19.9      63 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 17.2      63 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 17.2      63 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   39 17.6      65 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   39 17.6      65 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.9      66 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.9      67 
gi|218203826|gb|ACK76296.1| Der f 6 allergen [Derm ( 279)   43 18.9      67 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.2      69 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.2      69 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   41 18.2      69 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   40 17.9      72 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.6      73 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   42 18.6      74 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   46 19.9      74 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   32 15.3      74 
gi|2129805|pir||S65143 pollen allergen group II (c (  80)   37 16.9      76 
gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 Fr ( 127)   39 17.6      76 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.9      76 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   39 17.6      77 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 20.2      78 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   39 17.6      78 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.2      80 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   41 18.2      82 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.5      85 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   39 17.6      86 
gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Ar ( 144)   39 17.6      86 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   41 18.2      86 
gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=C ( 145)   39 17.6      87 
gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging prot ( 236)   41 18.2      89 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   37 16.9      91 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   42 18.6      91 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   33 15.6      92 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   44 19.2      92 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   44 19.2      92 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   40 17.9      93 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   44 19.2      94 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   44 19.2      94 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   44 19.2      94 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   43 18.9      95 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   32 15.2      95 
gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Po ( 101)   37 16.9      96 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 18.9      96 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 18.9      96 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   38 17.2      98 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   43 18.9      99 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
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 initn:  45 init1:  45 opt:  62  Z-score: 109.8  bits: 25.4 E(): 0.39 
Smith-Waterman score: 62; 27.8% identity (50.0% similar) in 54 aa overlap (5-58:47-99) 
 
                                         10        20        30     
2MEPSP                           QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:..  . :  
gi|291 SHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPV-LVPAVITVSLIIMG 
         20        30        40        50        60         70      
 
           40        50        60        70        80               
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF               
       .     ::: :    ::   :. :                                     
gi|291 FLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVT 
          80        90       100       110       120       130      
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 101.4  bits: 24.0 E():  1.1 
Smith-Waterman score: 58; 23.8% identity (60.3% similar) in 63 aa overlap (1-61:81-139) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|132 PGTIKKITFSEGSPFKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
       30        40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF   
       :     :.. ... .:..:    :  .::::..                      
gi|132 PDGGSILKISNKYHTKGDH--EVDAEHIKGGKEKVEGLFRAVEAYLLAHSDAYN 
      110       120         130       140       150       160 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 99.6  bits: 23.7 E():  1.4 
Smith-Waterman score: 57; 27.0% identity (58.7% similar) in 63 aa overlap (13-72:91-150) 
 
                                 10        20           30          
2MEPSP                   QYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.   ...    
gi|880 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTVIKTTS 
               70        80        90        100       110          
 
      40        50        60        70        80   
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF   
       .. .:..   . .  ..:.:..  :     .::           
gi|880 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 99.3  bits: 24.6 E():  1.5 
Smith-Waterman score: 60; 36.4% identity (60.6% similar) in 66 aa overlap (11-74:139-195) 
 
                                   10        20         30          
2MEPSP                     QYLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :.   ..  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYD--VLA 
      110       120       130       140        150       160        
 
      40        50        60         70        80                   
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK-NAYVEGDASSASYF                   
       : ..:   .:    ::...     .:: .:: ..::                         
gi|612 R-NLKDLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSC 
          170       180            190       200       210          
 
gi|612 QYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVS 
     220       230       240       250       260       270          
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 98.1  bits: 23.6 E():  1.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (3-18:9-24) 
 
                     10        20        30        40        50     
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2MEPSP       QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
               :.:::.:: . :::..                                     
gi|476 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 98.1  bits: 23.6 E():  1.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (3-18:9-24) 
 
                     10        20        30        40        50     
2MEPSP       QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
               :.:::.:: . :::..                                     
gi|313 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 97.8  bits: 23.3 E():  1.8 
Smith-Waterman score: 56; 27.0% identity (57.1% similar) in 63 aa overlap (13-72:91-150) 
 
                                 10        20           30          
2MEPSP                   QYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
      40        50        60        70        80   
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF   
       .. .:..   . .  ..:.:..  :     .::           
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 97.8  bits: 23.3 E():  1.8 
Smith-Waterman score: 56; 27.0% identity (57.1% similar) in 63 aa overlap (13-72:91-150) 
 
                                 10        20           30          
2MEPSP                   QYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
      40        50        60        70        80   
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF   
       .. .:..   . .  ..:.:..  :     .::           
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 94.2  bits: 22.6 E():  2.9 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (13-47:90-126) 
 
                                 10        20          30        40 
2MEPSP                   QYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
               50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       . .:..:                                  
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN 
     120       130       140       150          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 91.7  bits: 21.6 E():    4 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (42-79:18-58) 
 
              20        30        40        50        60            
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNA 
                                     : .:  : ..  :. : : . :.:   :.: 
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
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                            10        20        30        40        
 
       70        80                                                 
2MEPSP YVEGDASSASYF                                                 
       ..  : .....                                                  
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 91.1  bits: 21.0 E():  4.3 
Smith-Waterman score: 49; 23.8% identity (55.6% similar) in 63 aa overlap (13-72:5-64) 
 
               10        20           30        40        50        
2MEPSP QYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
                   ::.:. .: ::   ::.: :     ..   .. .:..   . .  ..: 
gi|603         VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVK 
                        10        20        30        40            
 
        60        70        80   
2MEPSP GGQKYKSPKNAYVEGDASSASYF   
       .:..  .     .::           
gi|603 AGKEKAAHLFKLIEGYLKDHPSEYN 
      50        60        70     
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 90.4  bits: 22.0 E():  4.7 
Smith-Waterman score: 52; 22.2% identity (58.7% similar) in 63 aa overlap (1-61:81-139) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:  .::   .: .  :...  
gi|154 PGTIKKITFSEGSPVKYVKERVEEVDHTNFKYSYTVIEGGP--VGDKVEKICNEIKIVAA 
               60        70        80        90         100         
 
       30        40        50        60        70        80    
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF    
       :     :..  .. .:..:    .  .::::..                       
gi|154 PDGGSILKITSKYHTKGDHEVPAE--HIKGGKERVEGLLKPVEAYLLAHTAEYNN 
      110       120       130         140       150       160  
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 89.6  bits: 23.9 E():  5.2 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (11-55:372-415) 
 
                                   10        20        30        40 
2MEPSP                     QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
               50        60        70        80                     
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF                     
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 88.6  bits: 22.3 E():  5.9 
Smith-Waterman score: 53; 29.6% identity (57.4% similar) in 54 aa overlap (7-59:27-73) 
 
                                   10        20        30           
2MEPSP                     QYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
                                 : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
      40        50        60        70        80                    
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF                    
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
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>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 87.6  bits: 21.3 E():  6.8 
Smith-Waterman score: 50; 28.1% identity (46.9% similar) in 64 aa overlap (5-68:52-110) 
 
                                         10        20        30     
2MEPSP                           QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:.:  .    
gi|753 AQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVPAVITIFLLGAG 
              30        40        50        60         70        80 
 
           40        50        60        70        80               
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF               
       .     ::: :    ::   :. :    : : .:                           
gi|753 FLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAREMKDRAEQFSQ 
               90       100           110       120       130       
 
gi|753 QPVAGSQTS 
        140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 87.6  bits: 21.3 E():  6.8 
Smith-Waterman score: 50; 28.1% identity (46.9% similar) in 64 aa overlap (5-68:52-110) 
 
                                         10        20        30     
2MEPSP                           QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:.:  .    
gi|198 AQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVPAVITIFLLGAG 
              30        40        50        60         70        80 
 
           40        50        60        70        80               
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF               
       .     ::: :    ::   :. :    : : .:                           
gi|198 FLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAREMKDRAEQFSQ 
               90       100           110       120       130       
 
gi|198 QPVAGSQTS 
        140      
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 86.8  bits: 22.6 E():  7.4 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (40-73:279-317) 
 
      10        20        30        40           50        60       
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
           70        80                                             
2MEPSP PKNAYVEGDASSASYF                                             
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.8  bits: 21.3 E():  7.5 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (13-47:91-127) 
 
                                 10        20          30        40 
2MEPSP                   QYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
               50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       : .:..:                                  
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
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>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.8  bits: 21.3 E():  7.5 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (13-47:91-127) 
 
                                 10        20          30        40 
2MEPSP                   QYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
               50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN 
              130       140       150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.8  bits: 21.3 E():  7.5 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (13-47:91-127) 
 
                                 10        20          30        40 
2MEPSP                   QYLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
               50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       : .:..:                                  
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN 
              130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 86.8  bits: 21.3 E():  7.5 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (15-52:125-160) 
 
                               10        20        30        40     
2MEPSP                 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
           50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
         :::...                             
gi|132 --HSDAYN                             
            160                             
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.1  bits: 22.6 E():  9.3 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (22-43:9-30) 
 
               10        20        30        40        50        60 
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
                            :  :..::.. .: :  .: ::                  
gi|424              NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDD 
                            10        20        30        40        
 
               70        80                                         
2MEPSP KYKSPKNAYVEGDASSASYF                                         
                                                                    
gi|424 LYALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKGVDVDHIIEL 
        50        60        70        80        90       100        
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 85.0  bits: 20.3 E():  9.4 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (57-76:53-72) 
 
         30        40        50        60        70        80       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF       
                                     .: : : :: .. .: .:.:           
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gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 85.0  bits: 20.9 E():  9.5 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (24-47:104-127) 
 
                      10        20        30        40        50    
2MEPSP        QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
            60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYF 
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.4  bits: 20.3 E():   10 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (44-67:20-43) 
 
            20        30        40        50        60        70    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::: : .   :. : :   ::: .       
gi|145            MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFE 
                          10        20        30        40          
 
            80                                                      
2MEPSP ASSASYF                                                      
                                                                    
gi|145 IIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      50        60        70        80        90       100          
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.2  bits: 22.9 E():   10 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (12-39:414-441) 
 
                                  10        20        30        40  
2MEPSP                    QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
              50        60        70        80                      
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF                      
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 83.3  bits: 17.6 E():   12 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (43-51:10-18) 
 
             20        30        40        50        60        70   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|409                      IAKVPPGGXITAEYGDKWLD                    
                                    10        20                    
 
             80 
2MEPSP DASSASYF 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 83.2  bits: 20.6 E():   12 
Smith-Waterman score: 48; 22.4% identity (63.3% similar) in 49 aa overlap (1-47:80-126) 
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                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :     :.. ... .:..:                                  
gi|437 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 83.1  bits: 20.6 E():   12 
Smith-Waterman score: 48; 20.4% identity (65.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVAHKNFKYSYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :  .  :.. ... .:..:                                  
gi|132 PDGRSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 82.5  bits: 19.9 E():   13 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (22-68:3-44) 
 
               10        20        30        40        50        60 
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
                            :  ..:   .: .:.     .:::: :  .  :. : :  
gi|207                    MSITDIVSEKNIEAALE-----SVKAEGSFEYKCFFQKVGL 
                                  10             20        30       
 
               70        80                                         
2MEPSP KYKSPKNAYVEGDASSASYF                                         
         ::  .:                                                     
gi|207 AGKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDG 
         40        50        60        70        80        90       
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.4  bits: 22.9 E():   13 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (12-39:500-527) 
 
                                  10        20        30        40  
2MEPSP                    QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
              50        60        70        80                      
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF                      
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 81.3  bits: 20.3 E():   15 
Smith-Waterman score: 47; 23.9% identity (53.7% similar) in 67 aa overlap (12-72:86-150) 
 
                                  10           20           30      
2MEPSP                    QYLSALLMAAPLALGDV---EIEIID---KLISIPYVEMTL 
                                     :  ::.   .:: ::   ::.: :.    . 
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
          40        50        60        70        80   
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2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF   
       .   .. .:..   . .  ..:.:..  .     .::           
gi|901 KTTSKYHTKGDVEIKEE--HVKAGKEKAAHLFKLIEGYLKDHPSEYN 
         120       130         140       150       160 
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 81.3  bits: 20.3 E():   15 
Smith-Waterman score: 47; 20.4% identity (65.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDILEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 81.1  bits: 18.6 E():   15 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (46-64:1-19) 
 
          20        30        40        50        60        70      
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     ::   . ::  ::  : .:            
gi|377                               EHERIFKRFDAKGDGKISSSELGETLKPLG 
                                             10        20        30 
 
          80                  
2MEPSP SASYF                  
                              
gi|377 SVTLEEIQRMMAEIDTDGDGFL 
               40        50   
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.6  bits: 19.6 E():   16 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (45-67:21-43) 
 
           20        30        40        50        60        70     
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
           80                                                       
2MEPSP SSASYF                                                       
                                                                    
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 80.6  bits: 22.2 E():   16 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (30-79:539-592) 
 
                10        20        30        40            50      
2MEPSP  QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
          60        70        80                                    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYF                                    
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.5  bits: 19.9 E():   19 
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Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (14-47:92-127) 
 
                                10        20           30        40 
2MEPSP                  QYLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
               50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       : .:..:                                  
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
              130       140       150       160 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (24-61:104-139) 
 
                      10        20        30        40        50    
2MEPSP        QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
            60        70        80   
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYF   
         :::...                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
             140       150       160 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  .:. ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :     :.. ... .:..:                                  
gi|459 PDGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 46; 22.4% identity (63.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 20.3 E():   19 
Smith-Waterman score: 47; 32.4% identity (50.0% similar) in 34 aa overlap (2-35:31-64) 
 
                                            10        20        30  
2MEPSP                              QYLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                     :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
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              40        50        60        70        80            
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF            
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.8  bits: 21.9 E():   21 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (43-79:553-589) 
 
             20        30        40        50        60        70   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
             80                                                     
2MEPSP DASSASYF                                                     
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.8  bits: 21.9 E():   21 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (43-79:553-589) 
 
             20        30        40        50        60        70   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
             80                                                     
2MEPSP DASSASYF                                                     
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.8  bits: 17.6 E():   21 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (43-51:10-18) 
 
             20        30        40        50        60        70   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK     
                                    10        20        30          
 
             80 
2MEPSP DASSASYF 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.8  bits: 19.3 E():   23 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (21-36:49-64) 
 
                         10        20        30        40        50 
2MEPSP           QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
               60        70        80                 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYF                 
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (1-47:80-126) 
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                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :     :.. ... .:..:                                  
gi|437 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :     :.. ... .:..:                                  
gi|116 PNGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 45; 22.2% identity (60.3% similar) in 63 aa overlap (1-61:81-139) 
 
                                             10          20         
2MEPSP                               QYLSALLMAAPLA--LGDVEIEIIDKLISI 
                                     .:  ... ..::.  :  .  ::  :...  
gi|534 PGTIKKITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEI--KIVAA 
               60        70        80        90       100           
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       30        40        50        60        70        80   
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF   
       :     :..  .. .:.. : . ..  ::.:..                      
gi|534 PGGGSILKITSKYHTKGDISLNEEE--IKAGKEKGAGLFKAVENYLVAHPNAYN 
      110       120       130         140       150       160 
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :     :.. ... .:..:                                  
gi|256 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 45; 20.4% identity (63.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.5  bits: 19.3 E():   25 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (44-54:8-18) 
 
            20        30        40        50        60        70    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
            80                                                      
2MEPSP ASSASYF                                                      
                                                                    
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 77.5  bits: 19.3 E():   25 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (44-54:8-18) 
 
            20        30        40        50        60        70    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
            80                                                      
2MEPSP ASSASYF                                                      
                                                                    
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.6  bits: 19.6 E():   27 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (50-61:134-145) 
 
      20        30        40        50        60        70          
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
      80                   
2MEPSP F                   
                           
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.3  bits: 19.6 E():   29 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (50-61:142-153) 
 
      20        30        40        50        60        70          
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
      80                   
2MEPSP F                   
                           
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (1-47:80-126) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|384 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :     :.. ... .:..:                                  
gi|384 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (1-47:80-126) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|159 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
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      50        60        70        80        90         100        
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :     :.. ... .:..:                                  
gi|159 PDGGSILKISNKYHTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 44; 22.4% identity (63.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  ::..  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKLVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :     :.. ... .:..:                                  
gi|400 PDGGSILEISNKYHTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (58-73:111-126) 
 
        30        40        50        60        70        80        
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF        
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVEGYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.8  bits: 19.3 E():   30 
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Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|114 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :     :.. ... .:..:                                  
gi|114 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (58-73:111-126) 
 
        30        40        50        60        70        80        
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF        
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (65.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (58-73:111-126) 
 
        30        40        50        60        70        80        
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF        
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMRETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
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>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|241 PGTIKKISFPEGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :     :.. ... .:..:                                  
gi|241 PDGGSILKISNKYHTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (14-47:92-127) 
 
                                10            20        30          
2MEPSP                  QYLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
      40        50        60        70        80 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       .: .:..:                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 44; 20.4% identity (63.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|132 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :     :.. ... .:..:                                  
gi|132 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.5  bits: 18.3 E():   32 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (45-64:9-28) 
 
           20        30        40        50        60        70     
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
           80                                         
2MEPSP SSASYF                                         
                                                      
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (5-47:8-46) 
 
                  10        20        30        40        50        
2MEPSP    QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
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              :..::. ..   :...  ::  .  . .:   :::.:: : ..           
gi|140 MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFGEKIDQIEHGLLMLSE 
               10        20        30            40        50       
 
        60        70        80                                      
2MEPSP GGQKYKSPKNAYVEGDASSASYF                                      
                                                                    
gi|140 QYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFETAVSTIE 
         60        70        80        90       100       110       
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (14-28:83-97) 
 
                                10        20        30        40    
2MEPSP                  QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
            50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                             
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG      
            120       130       140          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (14-28:83-97) 
 
                                10        20        30        40    
2MEPSP                  QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
            50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                             
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG      
            120       130       140          
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.4  bits: 18.9 E():   36 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (15-68:92-139) 
 
                               10        20        30        40     
2MEPSP                 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
           50        60         70        80  
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEGDASSASYF  
         :::  :  . .::..  ::  ::              
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG 
        120         130       140       150   
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.3  bits: 20.2 E():   37 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (54-80:319-345) 
 
            30        40        50        60        70        80    
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF    
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
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>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (42-73:182-217) 
 
              20        30        40        50            60        
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
        70        80                                                
2MEPSP AYVEGDASSASYF                                                
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (24-47:104-127) 
 
                      10        20        30        40        50    
2MEPSP        QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
            60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYF 
                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :     :.. ... .:..:                                  
gi|154 PDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 43; 20.4% identity (63.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPM--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :     :.. ... .:..:                                  
gi|400 PDGGSILKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
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gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVTT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (24-47:104-127) 
 
                      10        20        30        40        50    
2MEPSP        QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
            60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYF 
                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN 
           140       150       160 
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPGGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 43; 20.4% identity (65.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPI--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.9  bits: 19.2 E():   38 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (30-56:155-183) 
 
                10        20        30        40          50        
2MEPSP  QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYF 
                               
gi|549 CNYGPAGNVGNEPIYERK      
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          190       200        
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (44-62:9-27) 
 
            20        30        40        50        60        70    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
            80                                                      
2MEPSP ASSASYF                                                      
                                                                    
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 73.7  bits: 17.9 E():   39 
Smith-Waterman score: 40; 35.5% identity (51.6% similar) in 31 aa overlap (44-74:7-33) 
 
            20        30        40        50        60        70    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::    :::. :   .  .  ..   :: 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
            80                                             
2MEPSP ASSASYF                                             
       :                                                   
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.7  bits: 17.9 E():   39 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (44-61:7-24) 
 
            20        30        40        50        60        70    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
            80                                         
2MEPSP ASSASYF                                         
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.7  bits: 17.9 E():   39 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (44-61:7-24) 
 
            20        30        40        50        60        70    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
            80                                         
2MEPSP ASSASYF                                         
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.7  bits: 20.6 E():   40 
Smith-Waterman score: 48; 22.2% identity (62.2% similar) in 45 aa overlap (35-79:118-159) 
 
           10        20        30        40        50        60     
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2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRIV---EFQS 
        90       100       110       120       130       140        
 
           70        80                                             
2MEPSP PKNAYVEGDASSASYF                                             
         :. .    :.:.:                                              
gi|149 NPNTLILPKHSDADYILVVLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILNPDD 
          150       160       170       180       190       200     
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.6  bits: 18.6 E():   40 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (43-72:14-43) 
 
             20        30        40        50        60        70   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|144                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
             80                                                     
2MEPSP DASSASYF                                                     
                                                                    
gi|144 YMTMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.6  bits: 18.6 E():   40 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (43-72:14-43) 
 
             20        30        40        50        60        70   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|179                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
             80                                                     
2MEPSP DASSASYF                                                     
                                                                    
gi|179 YMTMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.5  bits: 20.6 E():   40 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (27-79:417-466) 
 
                   10        20        30        40        50       
2MEPSP     QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
         60        70        80                                     
2MEPSP KGGQKYKSPKNAYVEGDASSASYF                                     
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (58-74:109-125) 
 
        30        40        50        60        70        80        
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF        
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
gi|145 SQGIFKAIEGYVLSN 
      140       150    
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>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.3  bits: 18.2 E():   47 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (21-47:86-112) 
 
                         10        20        30        40        50 
2MEPSP           QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
               60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                      
gi|301 LIRSLFGLP                      
         120                          
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.2  bits: 20.2 E():   48 
Smith-Waterman score: 47; 25.4% identity (50.7% similar) in 71 aa overlap (2-72:9-75) 
 
                      10        20        30        40        50    
2MEPSP        QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
               .: .: .::: ::. .  .  .. :   :  .: :. .  :  .   .. :. 
gi|947 MMVAWWSLFLYGLQVAAP-ALAATPADWRSQSI---YFLLTDRFARTDGSTTATCNTADQ 
               10         20        30           40        50       
 
            60        70        80                                  
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYF                                  
        :  :  .    :  :..:                                          
gi|947 KYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYG 
         60        70        80        90       100       110       
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (1-47:80-126) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|437 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
      50        60        70        80        90         100        
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :    .:.. ... .:..:                                  
gi|437 PDGGCVLKISHKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
       110       120       130       140       150          
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 72.2  bits: 16.3 E():   48 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (43-51:10-18) 
 
             20        30        40        50        60        70   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
             80 
2MEPSP DASSASYF 
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFKYVKDGVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
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       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKISFPEGFPFEYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|154 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :    .:.. ... .:..:                                  
gi|154 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|125 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :    .:.. ... .:..:                                  
gi|125 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN 
      110       120       130       140       150       160 
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>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|400 PGTIKKITFPEGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :    .:.. ... .:..:                                  
gi|400 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|116 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :    .:.. ... .:..:                                  
gi|116 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
gi|459 PGTIKKISFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :    .:.. ... .:..:                                  
gi|459 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLKAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 20.4% identity (65.3% similar) in 49 aa overlap (1-47:81-127) 
 
                                             10        20           
2MEPSP                               QYLSALLMAAPLALGDVEIEIID--KLISI 
                                     .:  ... ..:.  ::.  .: .  :...  
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gi|256 PGTIKKINFPEGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPV--GDTLEKISNEIKIVAT 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
       :    .:.. ... .:..:                                  
gi|256 PDGGCVLKISNKYHTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
      110       120       130       140       150       160 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 19.2% identity (53.8% similar) in 26 aa overlap (39-64:79-104) 
 
       10        20        30        40        50        60         
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     . : .    ...:.  :.  :  :..     
gi|215 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSIV 
       50        60        70        80        90       100         
 
       70        80                                            
2MEPSP YVEGDASSASYF                                            
                                                               
gi|215 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
      110       120       130       140       150       160    
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.9  bits: 18.2 E():   50 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (44-62:9-27) 
 
            20        30        40        50        60        70    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
            80                                                      
2MEPSP ASSASYF                                                      
                                                                    
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.9  bits: 18.2 E():   50 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (44-62:9-27) 
 
            20        30        40        50        60        70    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
            80                                                      
2MEPSP ASSASYF                                                      
                                                                    
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.6  bits: 19.2 E():   51 
Smith-Waterman score: 44; 30.0% identity (70.0% similar) in 20 aa overlap (3-22:15-34) 
 
                           10        20        30        40         
2MEPSP             QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                     ..:.  :::. :   :....                           
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYF                             
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
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               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.6  bits: 19.2 E():   51 
Smith-Waterman score: 44; 30.0% identity (70.0% similar) in 20 aa overlap (3-22:15-34) 
 
                           10        20        30        40         
2MEPSP             QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                     ..:.  :::. :   :....                           
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYF                             
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (43-68:19-44) 
 
             20        30        40        50        60        70   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     :::  : ..  :. : :   ::  .:     
gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
             80                                                     
2MEPSP DASSASYF                                                     
                                                                    
gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.5  bits: 16.3 E():   52 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (43-51:10-18) 
 
             20        30        40        50        60        70   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK     
                                    10        20        30          
 
             80 
2MEPSP DASSASYF 
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.4  bits: 20.9 E():   53 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (12-39:500-527) 
 
                                  10        20        30        40  
2MEPSP                    QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
              50        60        70        80                      
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF                      
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (7-51:99-142) 
 
                                       10        20        30       
2MEPSP                         QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
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       70        80        90       100       110       120         
 
         40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
           . .  :.:. :                              
gi|195 HNTPYCLAMEESQ-WS                             
      130       140                                 
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (7-51:99-142) 
 
                                       10        20        30       
2MEPSP                         QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
         40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
           . .  :.:. :                              
gi|219 HNTPYCLAMEESQ-WS                             
      130       140                                 
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.2  bits: 18.6 E():   54 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (16-57:115-155) 
 
                              10        20        30        40      
2MEPSP                QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
          50        60        70        80    
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF    
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.1  bits: 19.9 E():   55 
Smith-Waterman score: 46; 20.0% identity (64.4% similar) in 45 aa overlap (35-79:204-245) 
 
           10        20        30        40        50        60     
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
           70        80                                             
2MEPSP PKNAYVEGDASSASYF                                             
         :. .    :.:..                                              
gi|149 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.9 E():   55 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (21-47:5-31) 
 
               10        20        30        40        50        60 
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
                           ::. : ..:  .  :. ..  :: ..:              
gi|424                 EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGLTR 
                               10        20        30        40     
 
               70        80                                         
2MEPSP KYKSPKNAYVEGDASSASYF                                         
                                                                    
gi|424 AARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEF 
           50        60        70        80        90       100     
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>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.0  bits: 19.9 E():   56 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (37-79:144-187) 
 
         10        20        30        40        50        60       
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
         70           80                                            
2MEPSP NAYVEG---DASSASYF                                            
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.9 E():   57 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (40-79:367-406) 
 
      10        20        30        40        50        60          
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
      70        80                                                  
2MEPSP VEGDASSASYF                                                  
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.9 E():   57 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (40-79:367-406) 
 
      10        20        30        40        50        60          
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
      70        80                                                  
2MEPSP VEGDASSASYF                                                  
       :   ::: ..                                                   
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.6  bits: 17.6 E():   58 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (53-61:67-75) 
 
             30        40        50        60        70        80   
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF   
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
gi|126 N 
         
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.6  bits: 19.2 E():   58 
Smith-Waterman score: 44; 22.7% identity (50.7% similar) in 75 aa overlap (1-73:5-77) 
 
                   10        20         30        40        50      
2MEPSP     QYLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFY 
           .:  ::..:. :. : . .   :    . : .  ::      ... .:. . .    
gi|249 MAVQKYTVALFLAVALVAGPAALYAGDGYAPATPAASATLATPATPAASPQHAGTTEYHI 
               10        20        30        40        50        60 
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           60        70        80                                   
2MEPSP I-KGGQKYKSPKNAYVEGDASSASYF                                   
       . :.: . .  :::  . :                                          
gi|249 VRKAGLNEE--KNAARQTDDEQKRSDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVA 
                 70        80        90       100       110         
 
>>gi|280414|pir||A60372 pollen allergen Poa-pI - Kentuck  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.5  bits: 15.3 E():   60 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (43-51:10-18) 
 
             20        30        40        50        60        70   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:                      
gi|280                      IAKVPPGPXITATYGDKWLD                    
                                    10        20                    
 
             80 
2MEPSP DASSASYF 
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (40-79:376-415) 
 
      10        20        30        40        50        60          
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
      70        80                                                  
2MEPSP VEGDASSASYF                                                  
       :   ::: ..                                                   
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.4  bits: 19.6 E():   60 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (21-47:169-195) 
 
                         10        20         30        40          
2MEPSP           QYLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
      50        60        70        80                              
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYF                              
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.0  bits: 19.9 E():   63 
Smith-Waterman score: 46; 43.5% identity (52.2% similar) in 23 aa overlap (46-68:164-184) 
 
          20        30        40        50        60        70      
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGATVKHTKEGTESSAFW--FAVGGKQSYTSKKVATEVSRDP 
           140       150       160         170       180       190  
 
          80                                                        
2MEPSP SASYF                                                        
                                                                    
gi|572 HLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWIGQSADSKEKQSAFDVGQ 
             200       210       220       230       240       250  
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 70.0  bits: 17.2 E():   63 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (19-31:71-83) 
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                           10        20        30        40         
2MEPSP             QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
       50        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 70.0  bits: 17.2 E():   63 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (19-31:71-83) 
 
                           10        20        30        40         
2MEPSP             QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
       50        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 69.7  bits: 17.6 E():   65 
Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (44-79:20-58) 
 
            20        30        40        50        60           70 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                     .: .: :.  :. : : . ::    :.:.  
gi|145            MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFF 
                          10        20        30        40          
 
               80                                                   
2MEPSP EGDASSASYF                                                   
         : .....                                                    
gi|145 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
      50        60        70        80        90       100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 69.7  bits: 17.6 E():   65 
Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (44-79:20-58) 
 
            20        30        40        50        60           70 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                     .: .: :.  :. : : . ::    :.:.  
gi|148            MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFF 
                          10        20        30        40          
 
               80                                                   
2MEPSP EGDASSASYF                                                   
         : .....                                                    
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (21-47:236-262) 
 
                         10        20        30        40        50 
2MEPSP           QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
               60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                      
gi|225 LIRSWFGLP                      
         270                          
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>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (40-75:107-142) 
 
      10        20        30        40        50        60          
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
      70        80                                                  
2MEPSP VEGDASSASYF                                                  
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|218203826|gb|ACK76296.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (40-75:107-142) 
 
      10        20        30        40        50        60          
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
      70        80                                                  
2MEPSP VEGDASSASYF                                                  
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 69.3  bits: 18.2 E():   69 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (44-79:63-101) 
 
            20        30        40        50        60           70 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
               80                                                   
2MEPSP EGDASSASYF                                                   
       .: : :: :                                                    
gi|212 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYTL 
            100       110       120       130       140       150   
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 69.3  bits: 18.2 E():   69 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (44-79:64-102) 
 
            20        30        40        50        60           70 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
               80                                                   
2MEPSP EGDASSASYF                                                   
       .: : :: :                                                    
gi|116 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYTL 
           100       110       120       130       140       150    
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 69.2  bits: 18.2 E():   69 
Smith-Waterman score: 42; 24.3% identity (56.8% similar) in 74 aa overlap (6-79:9-77) 
 
                  10        20        30        40        50        
2MEPSP    QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
               :: .  :: ::   .:  .. .. .....   .: :  .. .::  : :    
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gi|606 MLSILVVCLLAGFQLAAGDDSCQIGTSFTGLDMTKYVGTWYELF--RTPNSDEED-FTNC 
               10        20        30        40          50         
 
        60        70        80                                      
2MEPSP GGQKYKSPKNAYVEGDASSASYF                                      
         .::   .:. ..  ..:..:                                       
gi|606 EYDKYTLDENGVIQ--VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFM 
        60        70          80        90       100       110      
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.9  bits: 17.9 E():   72 
Smith-Waterman score: 40; 33.3% identity (51.9% similar) in 54 aa overlap (15-68:92-139) 
 
                               10        20        30        40     
2MEPSP                 QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
           50        60        70        80  
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF  
         :::  : .   : .. ::  ::              
gi|160 --HSDP-DDLGRGGHEQSKSTGNAGGRVACGIIGLQG 
        120        130       140       150   
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (8-48:372-412) 
 
                                      10        20        30        
2MEPSP                        QYLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
         40        50        60        70        80                 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF                 
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.8  bits: 18.6 E():   74 
Smith-Waterman score: 42; 40.0% identity (64.0% similar) in 25 aa overlap (56-80:25-48) 
 
          30        40        50        60        70        80      
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF      
                                     : ::..  :: .:  .   .:::.:      
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.8  bits: 19.9 E():   74 
Smith-Waterman score: 46; 20.0% identity (64.4% similar) in 45 aa overlap (35-79:204-245) 
 
           10        20        30        40        50        60     
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
           70        80                                             
2MEPSP PKNAYVEGDASSASYF                                             
         :. .    :.:..                                              
gi|169 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
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 initn:  32 init1:  32 opt:  32  Z-score: 68.7  bits: 15.3 E():   74 
Smith-Waterman score: 32; 46.2% identity (53.8% similar) in 13 aa overlap (11-23:3-15) 
 
               10        20        30        40        50        60 
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
                 :  : :: . : :                                      
gi|527         TDPGHLQDVXVAINDPKXGVFVNRK                            
                       10        20                                 
 
>>gi|2129805|pir||S65143 pollen allergen group II (clone  (80 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.5  bits: 16.9 E():   76 
Smith-Waterman score: 37; 33.3% identity (61.1% similar) in 18 aa overlap (44-61:4-21) 
 
            20        30        40        50        60        70    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     .:::.  . .:  .:  :             
gi|212                            ETERAEHDRIFKKFDANGDGKISASELGDALKN 
                                          10        20        30    
 
            80                                         
2MEPSP ASSASYF                                         
                                                       
gi|212 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
            40        50        60        70        80 
 
>>gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 From P  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (37-52:32-47) 
 
         10        20        30        40        50        60       
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|159 PMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
              10        20        30        40        50        60  
 
         70        80                                               
2MEPSP NAYVEGDASSASYF                                               
                                                                    
gi|159 DELNEMENTQGCMCEALQQIMENQCDRLQDRQMVQQFKRELMSLPQQCNFRAPQRCDLDV 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (58-73:111-126) 
 
        30        40        50        60        70        80        
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF        
                                     ::.  :: .. ...::               
gi|824 SYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTSHYHTKGDVEIKEEHVKAGKEK 
               90       100       110       120       130       140 
 
gi|824 ASNLFKLIETYLKGHPDAYN 
              150       160 
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 39; 35.0% identity (50.0% similar) in 20 aa overlap (48-67:3-22) 
 
        20        30        40        50        60        70        
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                     .::::   .    . :  ::           
gi|298                             MSADSWDNHCVTYVANNKCLKNLCMTAIDGSH 
                                           10        20        30   
 
        80                                                          
2MEPSP SYF                                                          
                                                                    
gi|298 LGTSNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYA 
             40        50        60        70        80        90   
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
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 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 20.2 E():   78 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (57-76:767-786) 
 
         30        40        50        60        70        80       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF       
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
 
gi|170 AQLPAMCRLEGGDALLASQ 
        800       810      
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.2  bits: 17.6 E():   78 
Smith-Waterman score: 39; 43.8% identity (75.0% similar) in 16 aa overlap (44-59:9-24) 
 
            20        30        40        50        60        70    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.:...:.:  : :               
gi|990                       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKP 
                                     10        20        30         
 
            80                                                      
2MEPSP ASSASYF                                                      
                                                                    
gi|990 TFEVAIENDQYIFRSLSTFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFG 
       40        50        60        70        80        90         
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 20.2 E():   80 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (57-76:782-801) 
 
         30        40        50        60        70        80       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF       
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
gi|217 AQLPAMCRLEGGDALLASQ 
             820       830 
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 18.2 E():   82 
Smith-Waterman score: 41; 61.5% identity (76.9% similar) in 13 aa overlap (9-21:101-113) 
 
                                     10        20        30         
2MEPSP                       QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                     :: : ::: .:.:                  
gi|144 SATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLK 
               80        90       100       110       120       130 
 
       40        50        60        70        80                   
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF                   
                                                                    
gi|144 FEGHIGDIDMKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYF 
              140       150       160       170       180       190 
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.6  bits: 19.5 E():   85 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (46-68:208-228) 
 
          20        30        40        50        60        70      
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
          80                                                        
2MEPSP SASYF                                                        
                                                                    
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
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         240       250       260       270       280       290      
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 39; 25.0% identity (60.7% similar) in 28 aa overlap (7-34:99-126) 
 
                                       10        20        30       
2MEPSP                         QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|217 CEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
         40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                                    
gi|217 HNTPYCLGMEESQWS                              
      130       140                                 
 
>>gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Arachi  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (37-52:50-65) 
 
         10        20        30        40        50        60       
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|172 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
      20        30        40        50        60        70          
 
         70        80                                               
2MEPSP NAYVEGDASSASYF                                               
                                                                    
gi|172 DELDQMENTERCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
      80        90       100       110       120       130          
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 18.2 E():   86 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (21-47:2-28) 
 
               10        20        30        40        50        60 
2MEPSP QYLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
                           ::. : ..:  .  :. ..  :: ..:              
gi|289                    SIISTLNAMPEYQDLLQNLRDKGVDVDHYIELIRALFGLTR 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP KYKSPKNAYVEGDASSASYF                                         
                                                                    
gi|289 AARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEF 
              50        60        70        80        90       100  
 
>>gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=Congl  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (37-52:51-66) 
 
         10        20        30        40        50        60       
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|751 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
               30        40        50        60        70        80 
 
         70        80                                               
2MEPSP NAYVEGDASSASYF                                               
                                                                    
gi|751 DELNEMENTQRCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
               90       100       110       120       130       140 
 
>>gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging protein   (236 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 41; 26.9% identity (50.0% similar) in 26 aa overlap (36-60:187-212) 
 
          10        20        30        40         50        60     
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2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKS 
                                     .. :. :.   :    :: : .  :.     
gi|375 GKKITGFTDIGEDILGVTDIMKKGNLLTIKQVAEKEGATYIEPEGPWDNFTVTDGRIVTG 
        160       170       180       190       200       210       
 
           70        80     
2MEPSP PKNAYVEGDASSASYF     
                            
gi|375 VNPQSAVKTAEDVIAAFECN 
        220       230       
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.1  bits: 16.9 E():   91 
Smith-Waterman score: 37; 55.6% identity (88.9% similar) in 9 aa overlap (53-61:67-75) 
 
             30        40        50        60        70        80   
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF   
                                     ::. :::..                      
gi|144 HGSEEWEPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         40        50        60        70        80        90       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 42; 25.8% identity (61.3% similar) in 31 aa overlap (48-76:124-154) 
 
        20        30        40        50          60        70      
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR--FYIKGGQKYKSPKNAYVEGDAS 
                                     ::. :.  . . ::.  .   : . .::.. 
gi|287 DTDFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTT 
           100       110       120       130       140       150    
 
          80                                                        
2MEPSP SASYF                                                        
       .                                                            
gi|287 TYDRGTYVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLR 
           160       170       180       190       200       210    
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.9  bits: 15.6 E():   92 
Smith-Waterman score: 40; 33.3% identity (59.0% similar) in 39 aa overlap (43-78:2-38) 
 
             20        30        40        50        60          70 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS--PKNAYV 
                                     :..::. .  :. .  .:.  .  :    . 
gi|217                              LVSVEHQAA--RLKVAKAQQLAAQLPAMCRL 
                                              10        20          
 
                80 
2MEPSP EG-DASSASYF 
       :: :: :::   
gi|217 EGGDALSASQ  
      30           
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 66.9  bits: 19.2 E():   92 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (33-65:232-264) 
 
             10        20        30        40        50        60   
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
             70        80                                           
2MEPSP KSPKNAYVEGDASSASYF                                           
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 66.9  bits: 19.2 E():   92 
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Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (33-65:232-264) 
 
             10        20        30        40        50        60   
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
             70        80                                           
2MEPSP KSPKNAYVEGDASSASYF                                           
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 40; 31.2% identity (68.8% similar) in 16 aa overlap (43-58:146-161) 
 
             20        30        40        50        60        70   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     .. .:  . :::.. :               
gi|109 ILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFKMMFQK 
         120       130       140       150       160       170      
 
             80              
2MEPSP DASSASYF              
                             
gi|109 PRTRTCIEKDFPRRSSSSIPT 
         180       190       
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 44; 33.3% identity (58.3% similar) in 24 aa overlap (53-76:181-204) 
 
             30        40        50        60        70        80   
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF   
                                     :::. :.:. .  :    .:  .:       
gi|186 WMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQ 
              160       170       180       190       200       210 
 
gi|186 QEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTD 
              220       230       240       250       260       270 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 44; 33.3% identity (58.3% similar) in 24 aa overlap (53-76:181-204) 
 
             30        40        50        60        70        80   
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF   
                                     :::. :.:. .  :    .:  .:       
gi|186 WMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQ 
              160       170       180       190       200       210 
 
gi|186 QEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTD 
              220       230       240       250       260       270 
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 44; 34.5% identity (55.2% similar) in 29 aa overlap (52-80:307-335) 
 
              30        40        50        60        70        80  
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF  
                                     . .: :  ::.:   .  : ::  .:. :  
gi|108 DIDNAISWVNFGIFFNHGQCCCAGSRVYVQESIYDKFVQKFKERAQKNVVGDPFAADTFQ 
        280       290       300       310       320       330       
 
gi|108 GPQVSKVQFDRIMEYIQAGKDAGATVETGGKRKGDKGYFIEPTIFSNVTEDMKIVKEEIF 
        340       350       360       370       380       390       
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.7  bits: 18.9 E():   95 
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Smith-Waterman score: 43; 25.8% identity (48.5% similar) in 66 aa overlap (1-58:238-299) 
 
                                             10        20        30 
2MEPSP                               QYLSALLMAAPLALGDVEIEIIDKLISIPY 
                                     :.  .::..:    :: .::    : .. . 
gi|113 DHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQFVLLFGA----GDENIEDRGMLATVAF 
       210       220       230       240           250       260    
 
               40                50        60        70        80   
2MEPSP VEMTLRLMER--------FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF   
         .:  . .:        : :  .. :.:  . : :                         
gi|113 NTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNV 
           270       280       290       300       310       320    
 
gi|113 LGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTS 
           330       340       350       360       370       380    
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.7  bits: 15.2 E():   95 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (43-51:10-18) 
 
             20        30        40        50        60        70   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:                      
gi|751                      IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
             80 
2MEPSP DASSASYF 
 
>>gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Pollen  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 16.9 E():   96 
Smith-Waterman score: 37; 50.0% identity (58.3% similar) in 12 aa overlap (58-69:12-23) 
 
        30        40        50        60        70        80        
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF        
                                     :: : .:   ::                   
gi|416                    GKVYLVGGPELGGWKLQSDPRAYALWSARQQFKTTDVLWFN 
                                  10        20        30        40  
 
gi|416 FTTGEDSVAEVWREEAYHACDIKDPIRLEPGGPDRFTLLTPGSHFICTKDQKFVACVPGR 
              50        60        70        80        90       100  
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.6  bits: 18.9 E():   96 
Smith-Waterman score: 49; 23.9% identity (50.0% similar) in 88 aa overlap (2-79:119-206) 
 
                                              10           20       
2MEPSP                              QYLSALLM--AAPLALGDVE---IEIIDKLI 
                                     ::..:    .:: .::..     .  : .  
gi|129 AAYAGSFDDATIEEIRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIY 
       90       100       110       120       130       140         
 
         30        40        50            60         70        80  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDR----FYIKGGQKYKS-PKNAYVEGDASSASYF  
       .    : :   .   ::...: .   :    .   :::.  :  ....: :  .. .:   
gi|129 DTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGI 
      150       160       170       180       190       200         
 
gi|129 AKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSKAAINMSLGGGYSKAFNDAV 
      210       220       230       240       250       260         
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.6  bits: 18.9 E():   96 
Smith-Waterman score: 49; 23.9% identity (50.0% similar) in 88 aa overlap (2-79:119-206) 
 
                                              10           20       
2MEPSP                              QYLSALLM--AAPLALGDVE---IEIIDKLI 
                                     ::..:    .:: .::..     .  : .  
gi|746 AAYAGSFDDATIEEIRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIY 
       90       100       110       120       130       140         
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         30        40        50            60         70        80  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDR----FYIKGGQKYKS-PKNAYVEGDASSASYF  
       .    : :   .   ::...: .   :    .   :::.  :  ....: :  .. .:   
gi|746 DTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGI 
      150       160       170       180       190       200         
 
gi|746 AKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSKAAINMSLGGGYSKAFNDAV 
      210       220       230       240       250       260         
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 38; 43.8% identity (68.8% similar) in 16 aa overlap (44-59:8-23) 
 
            20        30        40        50        60        70    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.:...: :  : :               
gi|121                        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKP 
                                      10        20        30        
 
            80                                                      
2MEPSP ASSASYF                                                      
                                                                    
gi|121 TLEVEVAGDTYTLRSLSTFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFG 
        40        50        60        70        80        90        
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.9 E():   99 
Smith-Waterman score: 43; 25.0% identity (75.0% similar) in 16 aa overlap (55-70:73-88) 
 
           30        40        50        60        70        80     
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF     
                                     :. : . ...: :...               
gi|739 KTDSTQAILRAWDQACNGFGKQRVIVPEGVYLTGPMAFRGPCNGFISMQVRGELRAYGDV 
             50        60        70        80        90       100   
 
gi|739 GKYPNAKWVSYEDLNGLLVTGGGRFNAQGSQAWTQNDCSTKKNCALLTTSVKFDHCTNAT 
            110       120       130       140       150       160   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:44 2011 done: Tue Apr 19 10:57:44 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 182  - 261 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     4     2:*= 
  32     1     8:= * 
  34    10    22:====   * 
  36    25    44:=========     * 
  38    38    73:=============           * 
  40    71   102:========================         * 
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  42   105   125:===================================      * 
  44   111   138:=====================================        * 
  46   105   140:===================================           * 
  48   133   134:============================================* 
  50   179   122:========================================*=================== 
  52   129   108:===================================*======= 
  54    96    92:==============================*= 
  56   106    77:=========================*========== 
  58    78    63:====================*===== 
  60    35    51:============    * 
  62    46    41:=============*== 
  64    37    33:==========*== 
  66    27    26:========* 
  68    30    20:======*=== 
  70    25    16:=====*=== 
  72    21    12:===*=== 
  74    22    10:===*==== 
  76     9     8:==* 
  78     9     6:=*= 
  80     6     5:=* 
  82     4     3:*= 
  84     5     3:*= 
  86     7     2:*== 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     2     1:*         :*= 
  98     5     0:==        *===== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.29870.00306; mu= 8.0719 0.161 
 mean_var=30.1810 6.846, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.233457 
 Kolmogorov-Smirnov  statistic: 0.1226 (N=29) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   62 25.3    0.41 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   57 23.6     1.5 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   57 23.6     1.5 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   60 24.6     1.5 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.6     1.8 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.6     1.8 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   56 23.3     1.9 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   56 23.3     1.9 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 21.6     4.1 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   49 20.9     4.5 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.9     5.2 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   53 22.3       6 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   51 21.6     6.1 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   50 21.3     6.9 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   50 21.3     6.9 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 22.6     7.5 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 21.3     7.7 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 21.3     7.7 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 21.3     7.7 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 21.3     7.7 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 5926

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.6     9.3 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.9     9.7 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 20.2     9.7 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.9      10 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 20.2      10 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 17.6      12 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   53 22.3      12 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.9      13 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.9      13 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   47 20.2      15 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 18.6      16 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 22.3      16 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 19.6      17 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   51 21.6      17 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   46 19.9      19 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   46 19.9      19 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.9      19 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.9      19 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   47 20.2      20 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.9      20 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.9      20 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 17.6      22 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   51 21.6      23 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 19.2      24 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 19.2      25 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 19.2      25 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.6      28 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.6      29 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 19.2      31 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 19.2      31 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 19.2      31 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 19.2      31 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   44 19.2      31 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   44 19.2      31 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 18.2      32 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.9      33 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.9      35 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.9      35 
gi|67975085|gb|AAY84563.1| group 18 allergen prote ( 462)   48 20.6      35 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 20.2      37 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.9      37 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 20.2      38 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   43 18.9      38 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.9      39 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   43 18.9      39 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   43 18.9      39 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   43 18.9      39 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   43 18.9      39 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   43 18.9      39 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.9      39 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   43 18.9      39 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 19.2      39 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.6      40 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.6      40 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   40 17.9      40 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.9      40 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.9      40 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 18.6      41 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 18.6      41 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.6      47 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.2      47 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 18.2      48 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   42 18.6      48 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   42 18.6      48 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   42 18.6      49 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   42 18.6      49 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   42 18.6      49 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   42 18.6      49 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   42 18.6      49 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.6      49 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   42 18.6      50 
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gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 16.2      50 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 18.2      50 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 18.2      50 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 19.2      52 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 19.2      52 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.9      52 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.9      53 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 16.2      54 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 18.2      55 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 18.2      55 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.6      55 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.9      55 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.9      56 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.9      57 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.9      57 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 17.5      59 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.9      59 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.6      60 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   41 18.2      61 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   41 18.2      61 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   41 18.2      61 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   41 18.2      61 
gi|280414|pir||A60372 pollen allergen Poa-pI - Ken (  20)   32 15.2      62 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   46 19.9      62 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 17.2      65 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 17.2      65 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.9      66 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   39 17.5      66 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   39 17.5      66 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.9      67 
gi|218203826|gb|ACK76296.1| Der f 6 allergen [Derm ( 279)   43 18.9      67 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.2      69 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.2      70 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   41 18.2      70 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.6      72 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   40 17.9      73 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   42 18.6      74 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   40 17.9      76 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 20.2      77 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.9      77 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.9      77 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   40 17.9      77 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   40 17.9      77 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.9      77 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   40 17.9      77 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.9      77 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   40 17.9      77 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   40 17.9      77 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.9      77 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   40 17.9      77 
gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 Fr ( 127)   39 17.5      77 
gi|2129805|pir||S65143 pollen allergen group II (c (  80)   37 16.9      77 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   32 15.2      77 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   39 17.5      78 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.2      78 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   39 17.5      79 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   41 18.2      82 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   44 19.2      83 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.6      84 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   39 17.5      87 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   41 18.2      87 
gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Ar ( 144)   39 17.5      87 
gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=C ( 145)   39 17.5      88 
gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging prot ( 236)   41 18.2      90 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   42 18.6      91 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   44 19.2      92 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   44 19.2      92 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   42 18.6      92 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   37 16.9      92 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   44 19.2      93 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   44 19.2      93 
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gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   44 19.2      94 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   40 17.9      94 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   33 15.5      95 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 18.9      96 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 18.9      96 
gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Po ( 101)   37 16.9      97 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   43 18.9      98 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   32 15.2      98 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   38 17.2      99 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 109.5  bits: 25.3 E(): 0.41 
Smith-Waterman score: 62; 27.8% identity (50.0% similar) in 54 aa overlap (4-57:47-99) 
 
                                          10        20        30    
2MEPSP                            YLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:..  . :  
gi|291 SHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPV-LVPAVITVSLIIMG 
         20        30        40        50        60         70      
 
            40        50        60        70        80              
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL              
       .     ::: :    ::   :. :                                     
gi|291 FLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVT 
          80        90       100       110       120       130      
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 99.4  bits: 23.6 E():  1.5 
Smith-Waterman score: 57; 27.0% identity (58.7% similar) in 63 aa overlap (12-71:91-150) 
 
                                  10        20           30         
2MEPSP                    YLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.   ...    
gi|880 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTVIKTTS 
               70        80        90        100       110          
 
       40        50        60        70        80  
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL  
       .. .:..   . .  ..:.:..  :     .::           
gi|880 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 99.4  bits: 23.6 E():  1.5 
Smith-Waterman score: 57; 26.3% identity (63.2% similar) in 38 aa overlap (23-60:104-139) 
 
                       10        20        30        40        50   
2MEPSP         YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ... .:..:    :  
gi|132 EVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNKYHTKGDHE--VDA 
            80        90       100       110       120         130  
 
             60        70        80  
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFL  
        .::::..                      
gi|132 EHIKGGKEKVEGLFRAVEAYLLAHSDAYN 
             140       150       160 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 99.1  bits: 24.6 E():  1.5 
Smith-Waterman score: 60; 36.4% identity (60.6% similar) in 66 aa overlap (10-73:139-195) 
 
                                    10        20         30         
2MEPSP                      YLSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :.   ..  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYD--VLA 
      110       120       130       140        150       160        
 
       40        50        60         70        80                  
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK-NAYVEGDASSASYFL                  
       : ..:   .:    ::...     .:: .:: ..::                         
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gi|612 R-NLKDLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSC 
          170       180            190       200       210          
 
gi|612 QYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVS 
     220       230       240       250       260       270          
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.8  bits: 23.6 E():  1.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (2-17:9-24) 
 
                      10        20        30        40        50    
2MEPSP        YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
               :.:::.:: . :::..                                     
gi|476 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.8  bits: 23.6 E():  1.8 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (2-17:9-24) 
 
                      10        20        30        40        50    
2MEPSP        YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
               :.:::.:: . :::..                                     
gi|313 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 97.5  bits: 23.3 E():  1.9 
Smith-Waterman score: 56; 27.0% identity (57.1% similar) in 63 aa overlap (12-71:91-150) 
 
                                  10        20           30         
2MEPSP                    YLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
       40        50        60        70        80  
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL  
       .. .:..   . .  ..:.:..  :     .::           
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 97.5  bits: 23.3 E():  1.9 
Smith-Waterman score: 56; 27.0% identity (57.1% similar) in 63 aa overlap (12-71:91-150) 
 
                                  10        20           30         
2MEPSP                    YLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLME 
                                     ::.: .:: ::   ::.: :.    ..    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSD-NIEKIDYETKLVSAPHGGTIIKTTS 
               70        80        90        100       110          
 
       40        50        60        70        80  
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL  
       .. .:..   . .  ..:.:..  :     .::           
gi|901 KYHTKGDVEIKEE--HVKAGKEKASHLFKLIEGYLKDHPSEYN 
     120       130         140       150       160 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 91.4  bits: 21.6 E():  4.1 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (41-78:18-58) 
 
               20        30        40        50        60           
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNA 
                                     : .:  : ..  :. : : . :.:   :.: 
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
        70        80                                                
2MEPSP YVEGDASSASYFL                                                
       ..  : .....                                                  
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gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 90.8  bits: 20.9 E():  4.5 
Smith-Waterman score: 49; 23.8% identity (55.6% similar) in 63 aa overlap (12-71:5-64) 
 
               10        20           30        40        50        
2MEPSP YLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
                  ::.:. .: ::   ::.: :     ..   .. .:..   . .  ..:. 
gi|603        VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKA 
                       10        20        30        40          50 
 
        60        70        80  
2MEPSP GQKYKSPKNAYVEGDASSASYFL  
       :..  .     .::           
gi|603 GKEKAAHLFKLIEGYLKDHPSEYN 
               60        70     
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 89.6  bits: 23.9 E():  5.2 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (10-54:372-415) 
 
                                    10        20        30          
2MEPSP                      YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
      40        50        60        70        80                    
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL                    
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 88.5  bits: 22.3 E():    6 
Smith-Waterman score: 53; 29.6% identity (57.4% similar) in 54 aa overlap (6-58:27-73) 
 
                                    10        20        30          
2MEPSP                      YLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
                                 : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
       40        50        60        70        80                   
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL                   
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 88.4  bits: 21.6 E():  6.1 
Smith-Waterman score: 51; 23.7% identity (60.5% similar) in 38 aa overlap (23-60:104-139) 
 
                       10        20        30        40        50   
2MEPSP         YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .. .:..:    .  
gi|154 EVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSKYHTKGDHEVPAE- 
            80        90       100       110       120       130    
 
             60        70        80   
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFL   
        .::::..                       
gi|154 -HIKGGKERVEGLLKPVEAYLLAHTAEYNN 
             140       150       160  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 87.4  bits: 21.3 E():  6.9 
Smith-Waterman score: 50; 28.1% identity (46.9% similar) in 64 aa overlap (4-67:52-110) 
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                                          10        20        30    
2MEPSP                            YLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:.:  .    
gi|198 AQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVPAVITIFLLGAG 
              30        40        50        60         70        80 
 
            40        50        60        70        80              
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL              
       .     ::: :    ::   :. :    : : .:                           
gi|198 FLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAREMKDRAEQFSQ 
               90       100           110       120       130       
 
gi|198 QPVAGSQTS 
        140      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 87.4  bits: 21.3 E():  6.9 
Smith-Waterman score: 50; 28.1% identity (46.9% similar) in 64 aa overlap (4-67:52-110) 
 
                                          10        20        30    
2MEPSP                            YLSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:.:  .    
gi|753 AQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVPAVITIFLLGAG 
              30        40        50        60         70        80 
 
            40        50        60        70        80              
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL              
       .     ::: :    ::   :. :    : : .:                           
gi|753 FLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAREMKDRAEQFSQ 
               90       100           110       120       130       
 
gi|753 QPVAGSQTS 
        140      
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 86.8  bits: 22.6 E():  7.5 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (39-72:279-317) 
 
       10        20        30        40           50        60      
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
            70        80                                            
2MEPSP PKNAYVEGDASSASYFL                                            
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.6  bits: 21.3 E():  7.7 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (12-46:91-127) 
 
                                  10        20          30          
2MEPSP                    YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
      40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
       : .:..:                                   
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN  
              130       140       150       160  
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.6  bits: 21.3 E():  7.7 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (12-46:91-127) 
 
                                  10        20          30          
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2MEPSP                    YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
      40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
       : .:..:                                   
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN  
              130       140       150       160  
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 86.6  bits: 21.3 E():  7.7 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (12-46:91-127) 
 
                                  10        20          30          
2MEPSP                    YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
      40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
       : .:..:                                   
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN  
              130       140       150       160  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 86.6  bits: 21.3 E():  7.7 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (14-51:125-160) 
 
                                10        20        30        40    
2MEPSP                  YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
            50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
         :::...                              
gi|132 --HSDAYN                              
            160                              
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.1  bits: 22.6 E():  9.3 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (21-42:9-30) 
 
               10        20        30        40        50        60 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
                           :  :..::.. .: :  .: ::                   
gi|424             NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDL 
                           10        20        30        40         
 
               70        80                                         
2MEPSP YKSPKNAYVEGDASSASYFL                                         
                                                                    
gi|424 YALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKGVDVDHIIELI 
       50        60        70        80        90       100         
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 84.8  bits: 20.9 E():  9.7 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (23-46:104-127) 
 
                       10        20        30        40        50   
2MEPSP         YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
             60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFL 
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gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN  
           140       150       160  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.7  bits: 20.2 E():  9.7 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (56-75:53-72) 
 
          30        40        50        60        70        80      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL      
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.3  bits: 22.9 E():   10 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (11-38:414-441) 
 
                                   10        20        30        40 
2MEPSP                     YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
               50        60        70        80                     
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL                     
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.2  bits: 20.2 E():   10 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (43-66:20-43) 
 
             20        30        40        50        60        70   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::: : .   :. : :   ::: .       
gi|145            MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFE 
                          10        20        30        40          
 
             80                                                     
2MEPSP ASSASYFL                                                     
                                                                    
gi|145 IIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      50        60        70        80        90       100          
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 82.9  bits: 17.6 E():   12 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (42-50:10-18) 
 
              20        30        40        50        60        70  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|409                      IAKVPPGGXITAEYGDKWLD                    
                                    10        20                    
 
              80 
2MEPSP DASSASYFL 
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 82.8  bits: 22.3 E():   12 
Smith-Waterman score: 53; 23.4% identity (63.8% similar) in 47 aa overlap (34-80:118-161) 
 
            10        20        30        40        50        60    
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRIV---EFQS 
        90       100       110       120       130       140        
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            70        80                                            
2MEPSP PKNAYVEGDASSASYFL                                            
         :. .    :.:.:.:                                            
gi|149 NPNTLILPKHSDADYILVVLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILNPDD 
          150       160       170       180       190       200     
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.4  bits: 22.9 E():   13 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (11-38:500-527) 
 
                                   10        20        30        40 
2MEPSP                     YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
               50        60        70        80                     
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL                     
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 82.3  bits: 19.9 E():   13 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (21-67:3-44) 
 
               10        20        30        40        50        60 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
                           :  ..:   .: .:.     .:::: :  .  :. : :   
gi|207                   MSITDIVSEKNIEAALE-----SVKAEGSFEYKCFFQKVGLA 
                                 10             20        30        
 
               70        80                                         
2MEPSP YKSPKNAYVEGDASSASYFL                                         
        ::  .:                                                      
gi|207 GKSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGK 
        40        50        60        70        80        90        
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 81.1  bits: 20.2 E():   15 
Smith-Waterman score: 47; 23.9% identity (53.7% similar) in 67 aa overlap (11-71:86-150) 
 
                                   10           20           30     
2MEPSP                     YLSALLMAAPLALGDV---EIEIID---KLISIPYVEMTL 
                                     :  ::.   .:: ::   ::.: :.    . 
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
           40        50        60        70        80  
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL  
       .   .. .:..   . .  ..:.:..  .     .::           
gi|901 KTTSKYHTKGDVEIKEE--HVKAGKEKAAHLFKLIEGYLKDHPSEYN 
         120       130         140       150       160 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 80.8  bits: 18.6 E():   16 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (45-63:1-19) 
 
           20        30        40        50        60        70     
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     ::   . ::  ::  : .:            
gi|377                               EHERIFKRFDAKGDGKISSSELGETLKPLG 
                                             10        20        30 
 
           80                 
2MEPSP SASYFL                 
                              
gi|377 SVTLEEIQRMMAEIDTDGDGFL 
               40        50   
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>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 80.7  bits: 22.3 E():   16 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (29-78:539-592) 
 
                 10        20        30            40        50     
2MEPSP   YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
           60        70        80                                   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFL                                   
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.4  bits: 19.6 E():   17 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (44-66:21-43) 
 
            20        30        40        50        60        70    
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
            80                                                      
2MEPSP SSASYFL                                                      
                                                                    
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 80.3  bits: 21.6 E():   17 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (34-80:204-247) 
 
            10        20        30        40        50        60    
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
            70        80                                            
2MEPSP PKNAYVEGDASSASYFL                                            
         :. .    :.:...:                                            
gi|149 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 46; 22.9% identity (62.5% similar) in 48 aa overlap (1-46:81-126) 
 
                                             10        20           
2MEPSP                               YLSALLMAAPLALGDVEIEIID--KLISIP 
                                     :  .:. ..:.  ::.  .: .  :... : 
gi|437 GTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVATP 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
            :.. ... .:..:                                   
gi|437 DGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN  
      110       120       130       140       150           
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 46; 20.8% identity (64.6% similar) in 48 aa overlap (1-46:82-127) 
 
                                             10        20           
2MEPSP                               YLSALLMAAPLALGDVEIEIID--KLISIP 
                                     :  ... ..:.  ::.  .: .  :... : 
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gi|132 GTIKKISFPEGFPFKYVKDRVDEVAHKNFKYSYSVIEGGPI--GDTLEKISNEIKIVATP 
              60        70        80        90         100          
 
       30        40        50        60        70        80 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
         .  :.. ... .:..:                                   
gi|132 DGRSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN  
     110       120       130       140       150       160  
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (13-46:92-127) 
 
                                 10        20           30          
2MEPSP                   YLSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
      40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
       : .:..:                                   
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN  
              130       140       150       160  
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (23-60:104-139) 
 
                       10        20        30        40        50   
2MEPSP         YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
             60        70        80  
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFL  
         :::...                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
             140       150       160 
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 20.2 E():   20 
Smith-Waterman score: 47; 32.4% identity (50.0% similar) in 34 aa overlap (1-34:31-64) 
 
                                             10        20        30 
2MEPSP                               YLSALLMAAPLALGDVEIEIIDKLISIPYV 
                                     :: :  ...::  :   :: . : .  :   
gi|144 MAEEVEEERLKYLDFVRAAGVYAVDSFSTLYLYAKDISGPLKPGVDTIENVVKTVVTPVY 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL           
        . :                                                         
gi|144 YIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQDAPRIVLDVASSVFNTGVQ 
               70        80        90       100       110       120 
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.9  bits: 21.9 E():   20 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (42-78:553-589) 
 
              20        30        40        50        60        70  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
              80                                                    
2MEPSP DASSASYFL                                                    
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
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            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.9  bits: 21.9 E():   20 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (42-78:553-589) 
 
              20        30        40        50        60        70  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
              80                                                    
2MEPSP DASSASYFL                                                    
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.5  bits: 17.6 E():   22 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (42-50:10-18) 
 
              20        30        40        50        60        70  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK     
                                    10        20        30          
 
              80 
2MEPSP DASSASYFL 
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 77.9  bits: 21.6 E():   23 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (34-80:204-247) 
 
            10        20        30        40        50        60    
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
            70        80                                            
2MEPSP PKNAYVEGDASSASYFL                                            
         :. .    :.:...:                                            
gi|169 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.7  bits: 19.2 E():   24 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (20-35:49-64) 
 
                          10        20        30        40          
2MEPSP            YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
      50        60        70        80                
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFL                
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.3  bits: 19.2 E():   25 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (43-53:8-18) 
 
             20        30        40        50        60        70   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
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                                      10        20        30        
 
             80                                                     
2MEPSP ASSASYFL                                                     
                                                                    
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.3  bits: 19.2 E():   25 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (43-53:8-18) 
 
             20        30        40        50        60        70   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
             80                                                     
2MEPSP ASSASYFL                                                     
                                                                    
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.5  bits: 19.6 E():   28 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (49-60:134-145) 
 
       20        30        40        50        60        70         
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
       80                  
2MEPSP FL                  
                           
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.2  bits: 19.6 E():   29 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (49-60:142-153) 
 
       20        30        40        50        60        70         
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
       80                  
2MEPSP FL                  
                           
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (57-72:111-126) 
 
         30        40        50        60        70        80       
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL       
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
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Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (57-72:111-126) 
 
         30        40        50        60        70        80       
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL       
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (13-46:92-127) 
 
                                 10            20        30         
2MEPSP                   YLSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
       40        50        60        70        80 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
       .: .:..:                                   
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN  
     120       130       140       150       160  
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (57-72:111-126) 
 
         30        40        50        60        70        80       
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL       
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 22.9% identity (62.5% similar) in 48 aa overlap (1-46:82-127) 
 
                                             10        20           
2MEPSP                               YLSALLMAAPLALGDVEIEIID--KLISIP 
                                     :  .:. ..:.  ::.  .: .  :... : 
gi|459 GTIKKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVATP 
              60        70        80        90         100          
 
       30        40        50        60        70        80 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
            :.. ... .:..:                                   
gi|459 DGGSILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN  
     110       120       130       140       150       160  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 44; 25.0% identity (63.9% similar) in 36 aa overlap (13-46:92-127) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|400 HTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN  
             130       140       150       160  
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>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.3  bits: 18.2 E():   32 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (44-63:9-28) 
 
            20        30        40        50        60        70    
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
            80                                        
2MEPSP SSASYFL                                        
                                                      
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 75.1  bits: 18.9 E():   33 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (4-46:8-46) 
 
                   10        20        30        40        50       
2MEPSP     YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
              :..::. ..   :...  ::  .  . .:   :::.:: : ..           
gi|140 MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFGEKIDQIEHGLLMLSE 
               10        20        30            40        50       
 
         60        70        80                                     
2MEPSP GGQKYKSPKNAYVEGDASSASYFL                                     
                                                                    
gi|140 QYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFETAVSTIE 
         60        70        80        90       100       110       
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.7  bits: 18.9 E():   35 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (13-27:83-97) 
 
                                 10        20        30        40   
2MEPSP                   YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
             50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                              
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG       
            120       130       140           
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.7  bits: 18.9 E():   35 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (13-27:83-97) 
 
                                 10        20        30        40   
2MEPSP                   YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
             50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                              
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG       
            120       130       140           
 
>>gi|67975085|gb|AAY84563.1| group 18 allergen protein [  (462 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 74.7  bits: 20.6 E():   35 
Smith-Waterman score: 48; 26.1% identity (63.0% similar) in 46 aa overlap (36-78:144-187) 
 
          10        20        30        40        50        60      
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
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                                     ...  :..:. ::.. ..  :  .:.   . 
gi|679 FSKTAAVEHYRETFVVSTIDLMTKYGFDGVMIDWSGMQAKDSDNFVKLLDKFDEKFA--Q 
           120       130       140       150       160       170    
 
          70           80                                           
2MEPSP NAYVEG---DASSASYFL                                           
       ...: :    :. :::                                             
gi|679 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLTLDYDGPWAYTVGHASALPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.3  bits: 20.2 E():   37 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (53-79:319-345) 
 
             30        40        50        60        70        80   
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL   
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.3  bits: 18.9 E():   37 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (14-67:92-139) 
 
                                10        20        30        40    
2MEPSP                  YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
            50        60         70        80 
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEGDASSASYFL 
         :::  :  . .::..  ::  ::              
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG 
        120         130       140       150   
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (41-72:182-217) 
 
               20        30        40        50            60       
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
         70        80                                               
2MEPSP AYVEGDASSASYFL                                               
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 43; 20.8% identity (62.5% similar) in 48 aa overlap (1-46:81-126) 
 
                                             10        20           
2MEPSP                               YLSALLMAAPLALGDVEIEIID--KLISIP 
                                     :  ... ..:.  ::.  .: .  :... : 
gi|437 GTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVATP 
               60        70        80        90         100         
 
       30        40        50        60        70        80 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
            :.. ... .:..:                                   
gi|437 NGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN  
      110       120       130       140       150           
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>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (23-46:104-127) 
 
                       10        20        30        40        50   
2MEPSP         YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
             60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFL 
                                    
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN  
           140       150       160  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 20.8% identity (62.5% similar) in 48 aa overlap (1-46:82-127) 
 
                                             10        20           
2MEPSP                               YLSALLMAAPLALGDVEIEIID--KLISIP 
                                     :  ... ..:.  ::.  .: .  :... : 
gi|116 GTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVATP 
              60        70        80        90         100          
 
       30        40        50        60        70        80 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
            :.. ... .:..:                                   
gi|116 NGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN  
     110       120       130       140       150       160  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 20.8% identity (62.5% similar) in 48 aa overlap (1-46:82-127) 
 
                                             10        20           
2MEPSP                               YLSALLMAAPLALGDVEIEIID--KLISIP 
                                     :  ... ..:.  ::.  .: .  :... : 
gi|116 GTIKKISFPEGFPFKYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVATP 
              60        70        80        90         100          
 
       30        40        50        60        70        80 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
            :.. ... .:..:                                   
gi|116 NGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN  
     110       120       130       140       150       160  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (13-46:92-127) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|400 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN  
             130       140       150       160  
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 20.8% identity (62.5% similar) in 48 aa overlap (1-46:82-127) 
 
                                             10        20           
2MEPSP                               YLSALLMAAPLALGDVEIEIID--KLISIP 
                                     :  ... ..:.  ::.  .: .  :... : 
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gi|116 GTIKKISFPEGIPFKYVKGRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVATP 
              60        70        80        90         100          
 
       30        40        50        60        70        80 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
            :.. ... .:..:                                   
gi|116 NGGSILKINNKYHTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN  
     110       120       130       140       150       160  
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (13-46:92-127) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|154 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN  
             130       140       150       160  
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (23-46:104-127) 
 
                       10        20        30        40        50   
2MEPSP         YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
             60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFL 
                                    
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN  
           140       150       160  
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (13-46:92-127) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN  
             130       140       150       160  
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.9  bits: 19.2 E():   39 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (29-55:155-183) 
 
                 10        20        30        40          50       
2MEPSP   YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
         60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFL 
                                
gi|549 CNYGPAGNVGNEPIYERK       
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          190       200         
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.6  bits: 18.6 E():   40 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (43-61:9-27) 
 
             20        30        40        50        60        70   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
             80                                                     
2MEPSP ASSASYFL                                                     
                                                                    
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.6  bits: 20.6 E():   40 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (26-78:417-466) 
 
                    10        20        30        40        50      
2MEPSP      YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
          60        70        80                                    
2MEPSP KGGQKYKSPKNAYVEGDASSASYFL                                    
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 73.5  bits: 17.9 E():   40 
Smith-Waterman score: 40; 35.5% identity (51.6% similar) in 31 aa overlap (43-73:7-33) 
 
             20        30        40        50        60        70   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::    :::. :   .  .  ..   :: 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
             80                                            
2MEPSP ASSASYFL                                            
       :                                                   
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.5  bits: 17.9 E():   40 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (43-60:7-24) 
 
             20        30        40        50        60        70   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
             80                                        
2MEPSP ASSASYFL                                        
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.5  bits: 17.9 E():   40 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (43-60:7-24) 
 
             20        30        40        50        60        70   
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2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
             80                                        
2MEPSP ASSASYFL                                        
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 18.6 E():   41 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (42-71:14-43) 
 
              20        30        40        50        60        70  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|144                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
              80                                                    
2MEPSP DASSASYFL                                                    
                                                                    
gi|144 YMTMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 18.6 E():   41 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (42-71:14-43) 
 
              20        30        40        50        60        70  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|179                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
              80                                                    
2MEPSP DASSASYFL                                                    
                                                                    
gi|179 YMTMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (57-73:109-125) 
 
         30        40        50        60        70        80       
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL       
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.2  bits: 20.2 E():   47 
Smith-Waterman score: 47; 25.4% identity (50.7% similar) in 71 aa overlap (1-71:9-75) 
 
                       10        20        30        40        50   
2MEPSP         YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
               .: .: .::: ::. .  .  .. :   :  .: :. .  :  .   .. :. 
gi|947 MMVAWWSLFLYGLQVAAP-ALAATPADWRSQSI---YFLLTDRFARTDGSTTATCNTADQ 
               10         20        30           40        50       
 
             60        70        80                                 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFL                                 
        :  :  .    :  :..:                                          
gi|947 KYCGGTWQGIIDKLDYIQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYG 
         60        70        80        90       100       110       
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>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.2  bits: 18.2 E():   48 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (20-46:86-112) 
 
                          10        20        30        40          
2MEPSP            YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
      50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                       
gi|301 LIRSLFGLP                       
         120                           
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (13-46:91-126) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|159 HTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN  
              130       140       150           
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (13-46:91-126) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|384 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN  
              130       140       150           
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (13-46:92-127) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|154 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN  
             130       140       150       160  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (13-46:92-127) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
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                                     .::.  .: .  :... :     :.. ... 
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|132 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN  
             130       140       150       160  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 20.8% identity (62.5% similar) in 48 aa overlap (1-46:82-127) 
 
                                             10        20           
2MEPSP                               YLSALLMAAPLALGDVEIEIID--KLISIP 
                                     :  ... ..:.  ::.  .: .  :... : 
gi|241 GTIKKISFPEGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPV--GDTLEKISNEIKIVATP 
              60        70        80        90         100          
 
       30        40        50        60        70        80 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
            :.. ... .:..:                                   
gi|241 DGGSILKISNKYHTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN  
     110       120       130       140       150       160  
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 44; 31.6% identity (52.6% similar) in 38 aa overlap (14-51:125-160) 
 
                                10        20        30        40    
2MEPSP                  YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .:  :   
gi|400 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVE--GYL 
          100       110       120       130       140         150   
 
            50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
         :::...                              
gi|400 LAHSDAYN                              
            160                              
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 22.2% identity (66.7% similar) in 36 aa overlap (13-46:92-127) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN  
             130       140       150       160  
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 42; 25.0% identity (63.9% similar) in 36 aa overlap (13-46:92-127) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKY 
              70        80        90       100       110       120  
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
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gi|400 HTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN  
             130       140       150       160  
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 71.9  bits: 18.6 E():   50 
Smith-Waterman score: 42; 19.2% identity (53.8% similar) in 26 aa overlap (38-63:79-104) 
 
        10        20        30        40        50        60        
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     . : .    ...:.  :.  :  :..     
gi|215 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSIV 
       50        60        70        80        90       100         
 
        70        80                                           
2MEPSP YVEGDASSASYFL                                           
                                                               
gi|215 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
      110       120       130       140       150       160    
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.9  bits: 16.2 E():   50 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (42-50:10-18) 
 
              20        30        40        50        60        70  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
              80 
2MEPSP DASSASYFL 
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.8  bits: 18.2 E():   50 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (43-61:9-27) 
 
             20        30        40        50        60        70   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
             80                                                     
2MEPSP ASSASYFL                                                     
                                                                    
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.8  bits: 18.2 E():   50 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (43-61:9-27) 
 
             20        30        40        50        60        70   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
             80                                                     
2MEPSP ASSASYFL                                                     
                                                                    
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 44; 30.0% identity (70.0% similar) in 20 aa overlap (2-21:15-34) 
 
                            10        20        30        40        
2MEPSP              YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                     ..:.  :::. :   :....                           
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gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL                            
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 44; 30.0% identity (70.0% similar) in 20 aa overlap (2-21:15-34) 
 
                            10        20        30        40        
2MEPSP              YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                     ..:.  :::. :   :....                           
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL                            
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.5  bits: 20.9 E():   52 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (11-38:500-527) 
 
                                   10        20        30        40 
2MEPSP                     YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
               50        60        70        80                     
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL                     
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (42-67:19-44) 
 
              20        30        40        50        60        70  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     :::  : ..  :. : :   ::  .:     
gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
              80                                                    
2MEPSP DASSASYFL                                                    
                                                                    
gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.2  bits: 16.2 E():   54 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (42-50:10-18) 
 
              20        30        40        50        60        70  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK     
                                    10        20        30          
 
              80 
2MEPSP DASSASYFL 
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
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 initn:  40 init1:  40 opt:  41  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (6-50:99-142) 
 
                                        10        20        30      
2MEPSP                          YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
          40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
           . .  :.:. :                               
gi|219 HNTPYCLAMEESQ-WS                              
      130       140                                  
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (6-50:99-142) 
 
                                        10        20        30      
2MEPSP                          YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
          40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
           . .  :.:. :                               
gi|195 HNTPYCLAMEESQ-WS                              
      130       140                                  
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.1  bits: 18.6 E():   55 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (15-56:115-155) 
 
                               10        20        30        40     
2MEPSP                 YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
           50        60        70        80   
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL   
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.0  bits: 19.9 E():   55 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (36-78:144-187) 
 
          10        20        30        40        50        60      
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
          70           80                                           
2MEPSP NAYVEG---DASSASYFL                                           
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.9 E():   56 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (20-46:5-31) 
 
               10        20        30        40        50        60 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
                          ::. : ..:  .  :. ..  :: ..:               
gi|424                EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGLTRA 
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                              10        20        30        40      
 
               70        80                                         
2MEPSP YKSPKNAYVEGDASSASYFL                                         
                                                                    
gi|424 ARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFA 
          50        60        70        80        90       100      
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 19.9 E():   57 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (39-78:367-406) 
 
       10        20        30        40        50        60         
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
       70        80                                                 
2MEPSP VEGDASSASYFL                                                 
       :   ::: ..                                                   
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 19.9 E():   57 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (39-78:367-406) 
 
       10        20        30        40        50        60         
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
       70        80                                                 
2MEPSP VEGDASSASYFL                                                 
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.5  bits: 17.5 E():   59 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (52-60:67-75) 
 
              30        40        50        60        70        80  
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL  
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
gi|126 N 
         
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (39-78:376-415) 
 
       10        20        30        40        50        60         
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
       70        80                                                 
2MEPSP VEGDASSASYFL                                                 
       :   ::: ..                                                   
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.4  bits: 19.6 E():   60 
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Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (20-46:169-195) 
 
                          10        20         30        40         
2MEPSP            YLSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
       50        60        70        80                             
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYFL                             
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 28.9% identity (55.3% similar) in 38 aa overlap (14-51:125-160) 
 
                                10        20        30        40    
2MEPSP                  YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|154 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLA 
          100       110       120       130       140       150     
 
            50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
         :::...                              
gi|154 --HSDAYN                              
            160                              
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (13-46:92-127) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|154 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN  
             130       140       150       160  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (13-46:92-127) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN  
             130       140       150       160  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (13-46:92-127) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
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               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN  
             130       140       150       160  
 
>>gi|280414|pir||A60372 pollen allergen Poa-pI - Kentuck  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.1  bits: 15.2 E():   62 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (42-50:10-18) 
 
              20        30        40        50        60        70  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:                      
gi|280                      IAKVPPGPXITATYGDKWLD                    
                                    10        20                    
 
              80 
2MEPSP DASSASYFL 
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.1  bits: 19.9 E():   62 
Smith-Waterman score: 46; 43.5% identity (52.2% similar) in 23 aa overlap (45-67:164-184) 
 
           20        30        40        50        60        70     
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGATVKHTKEGTESSAFW--FAVGGKQSYTSKKVATEVSRDP 
           140       150       160         170       180       190  
 
           80                                                       
2MEPSP SASYFL                                                       
                                                                    
gi|572 HLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWIGQSADSKEKQSAFDVGQ 
             200       210       220       230       240       250  
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.8  bits: 17.2 E():   65 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (18-30:71-83) 
 
                            10        20        30        40        
2MEPSP              YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
        50        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.8  bits: 17.2 E():   65 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (18-30:71-83) 
 
                            10        20        30        40        
2MEPSP              YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
        50        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (20-46:236-262) 
 
                          10        20        30        40          
2MEPSP            YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
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      50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                       
gi|225 LIRSWFGLP                       
         270                           
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 69.6  bits: 17.5 E():   66 
Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (43-78:20-58) 
 
             20        30        40        50        60             
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                     .: .: :.  :. : : . ::    :.:.  
gi|145            MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFF 
                          10        20        30        40          
 
      70        80                                                  
2MEPSP EGDASSASYFL                                                  
         : .....                                                    
gi|145 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
      50        60        70        80        90       100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 69.6  bits: 17.5 E():   66 
Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (43-78:20-58) 
 
             20        30        40        50        60             
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                     .: .: :.  :. : : . ::    :.:.  
gi|148            MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFF 
                          10        20        30        40          
 
      70        80                                                  
2MEPSP EGDASSASYFL                                                  
         : .....                                                    
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (39-74:107-142) 
 
       10        20        30        40        50        60         
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
       70        80                                                 
2MEPSP VEGDASSASYFL                                                 
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|218203826|gb|ACK76296.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (39-74:107-142) 
 
       10        20        30        40        50        60         
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
       70        80                                                 
2MEPSP VEGDASSASYFL                                                 
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
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>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 69.3  bits: 18.2 E():   69 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (43-78:63-101) 
 
             20        30        40        50        60             
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
      70        80                                                  
2MEPSP EGDASSASYFL                                                  
       .: : :: :                                                    
gi|212 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYTL 
            100       110       120       130       140       150   
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 69.2  bits: 18.2 E():   70 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (43-78:64-102) 
 
             20        30        40        50        60             
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
      70        80                                                  
2MEPSP EGDASSASYFL                                                  
       .: : :: :                                                    
gi|116 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYTL 
           100       110       120       130       140       150    
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 69.2  bits: 18.2 E():   70 
Smith-Waterman score: 42; 24.3% identity (56.8% similar) in 74 aa overlap (5-78:9-77) 
 
                   10        20        30        40        50       
2MEPSP     YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
               :: .  :: ::   .:  .. .. .....   .: :  .. .::  : :    
gi|606 MLSILVVCLLAGFQLAAGDDSCQIGTSFTGLDMTKYVGTWYELF--RTPNSDEED-FTNC 
               10        20        30        40          50         
 
         60        70        80                                     
2MEPSP GGQKYKSPKNAYVEGDASSASYFL                                     
         .::   .:. ..  ..:..:                                       
gi|606 EYDKYTLDENGVIQ--VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFM 
        60        70          80        90       100       110      
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.9  bits: 19.6 E():   72 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (7-47:372-412) 
 
                                       10        20        30       
2MEPSP                         YLSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
          40        50        60        70        80                
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL                
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 40; 33.3% identity (51.9% similar) in 54 aa overlap (14-67:92-139) 
 
                                10        20        30        40    
2MEPSP                  YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
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gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
            50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
         :::  : .   : .. ::  ::              
gi|160 --HSDP-DDLGRGGHEQSKSTGNAGGRVACGIIGLQG 
        120        130       140       150   
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.7  bits: 18.6 E():   74 
Smith-Waterman score: 42; 40.0% identity (64.0% similar) in 25 aa overlap (55-79:25-48) 
 
           30        40        50        60        70        80     
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL     
                                     : ::..  :: .:  .   .:::.:      
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (13-46:91-126) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|437 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN  
              130       140       150           
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 20.2 E():   77 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (56-75:767-786) 
 
          30        40        50        60        70        80      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL      
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
 
gi|170 AQLPAMCRLEGGDALLASQ 
        800       810      
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (13-46:92-127) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|154 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN  
             130       140       150       160  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (57-72:111-126) 
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         30        40        50        60        70        80       
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL       
                                     ::.  :: .. ...::               
gi|824 SYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTSHYHTKGDVEIKEEHVKAGKEK 
               90       100       110       120       130       140 
 
gi|824 ASNLFKLIETYLKGHPDAYN 
              150       160 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (13-46:92-127) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|400 GSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN  
             130       140       150       160  
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (13-46:92-127) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|256 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN  
             130       140       150       160  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (13-46:92-127) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|459 HTKGNHEVKAEQVKASKEMGETLLKAVESYLLAHSDAYN  
             130       140       150       160  
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (13-46:92-127) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|116 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN  
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             130       140       150       160  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (13-46:92-127) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|125 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN  
             130       140       150       160  
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (13-46:92-127) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|125 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|125 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN  
             130       140       150       160  
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (13-46:92-127) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|116 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN  
             130       140       150       160  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (13-46:92-127) 
 
                                 10        20          30        40 
2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|125 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN  
             130       140       150       160  
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (13-46:92-127) 
 
                                 10        20          30        40 
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2MEPSP                   YLSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
               50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
        .:..:                                   
gi|116 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN  
             130       140       150       160  
 
>>gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 From P  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.5 E():   77 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (36-51:32-47) 
 
          10        20        30        40        50        60      
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|159 PMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
              10        20        30        40        50        60  
 
          70        80                                              
2MEPSP NAYVEGDASSASYFL                                              
                                                                    
gi|159 DELNEMENTQGCMCEALQQIMENQCDRLQDRQMVQQFKRELMSLPQQCNFRAPQRCDLDV 
              70        80        90       100       110       120  
 
>>gi|2129805|pir||S65143 pollen allergen group II (clone  (80 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.4  bits: 16.9 E():   77 
Smith-Waterman score: 37; 33.3% identity (61.1% similar) in 18 aa overlap (43-60:4-21) 
 
             20        30        40        50        60        70   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     .:::.  . .:  .:  :             
gi|212                            ETERAEHDRIFKKFDANGDGKISASELGDALKN 
                                          10        20        30    
 
             80                                        
2MEPSP ASSASYFL                                        
                                                       
gi|212 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
            40        50        60        70        80 
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.4  bits: 15.2 E():   77 
Smith-Waterman score: 32; 46.2% identity (53.8% similar) in 13 aa overlap (10-22:3-15) 
 
               10        20        30        40        50        60 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
                :  : :: . : :                                       
gi|527        TDPGHLQDVXVAINDPKXGVFVNRK                             
                      10        20                                  
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 17.5 E():   78 
Smith-Waterman score: 39; 35.0% identity (50.0% similar) in 20 aa overlap (47-66:3-22) 
 
         20        30        40        50        60        70       
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                     .::::   .    . :  ::           
gi|298                             MSADSWDNHCVTYVANNKCLKNLCMTAIDGSH 
                                           10        20        30   
 
         80                                                         
2MEPSP SYFL                                                         
                                                                    
gi|298 LGTSNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYA 
             40        50        60        70        80        90   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 20.2 E():   78 
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Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (56-75:782-801) 
 
          30        40        50        60        70        80      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL      
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
gi|217 AQLPAMCRLEGGDALLASQ 
             820       830 
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 39; 43.8% identity (75.0% similar) in 16 aa overlap (43-58:9-24) 
 
             20        30        40        50        60        70   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.:...:.:  : :               
gi|990                       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKP 
                                     10        20        30         
 
             80                                                     
2MEPSP ASSASYFL                                                     
                                                                    
gi|990 TFEVAIENDQYIFRSLSTFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFG 
       40        50        60        70        80        90         
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 18.2 E():   82 
Smith-Waterman score: 41; 61.5% identity (76.9% similar) in 13 aa overlap (8-20:101-113) 
 
                                      10        20        30        
2MEPSP                        YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                     :: : ::: .:.:                  
gi|144 SATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLK 
               80        90       100       110       120       130 
 
        40        50        60        70        80                  
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL                  
                                                                    
gi|144 FEGHIGDIDMKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYF 
              140       150       160       170       180       190 
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.8  bits: 19.2 E():   83 
Smith-Waterman score: 45; 18.2% identity (68.2% similar) in 44 aa overlap (28-71:137-175) 
 
                  10        20        30        40        50        
2MEPSP    YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
                                     :. ...:... .... ...   .: :.... 
gi|256 LVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHDHQNLKII-KLAIPVNKPGRYDDFFLSS 
        110       120       130       140        150       160      
 
        60        70        80                                      
2MEPSP GQKYKSPKNAYVEGDASSASYFL                                      
        :  .:    :..:                                               
gi|256 TQAQQS----YLQGFSHNILETSFHSEFEEINRVLFGEEEEQRQQEGVIVELSKEQIRQL 
         170           180       190       200       210       220  
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.7  bits: 19.6 E():   84 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (45-67:208-228) 
 
           20        30        40        50        60        70     
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
           80                                                       
2MEPSP SASYFL                                                       
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gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.5 E():   87 
Smith-Waterman score: 39; 25.0% identity (60.7% similar) in 28 aa overlap (6-33:99-126) 
 
                                        10        20        30      
2MEPSP                          YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|217 CEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
          40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                                     
gi|217 HNTPYCLGMEESQWS                               
      130       140                                  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 18.2 E():   87 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (20-46:2-28) 
 
               10        20        30        40        50        60 
2MEPSP YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
                          ::. : ..:  .  :. ..  :: ..:               
gi|289                   SIISTLNAMPEYQDLLQNLRDKGVDVDHYIELIRALFGLTRA 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP YKSPKNAYVEGDASSASYFL                                         
                                                                    
gi|289 ARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFA 
             50        60        70        80        90       100   
 
>>gi|17225991|gb|AAL37561.1|AF366561_1 conglutin [Arachi  (144 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (36-51:50-65) 
 
          10        20        30        40        50        60      
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|172 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
      20        30        40        50        60        70          
 
          70        80                                              
2MEPSP NAYVEGDASSASYFL                                              
                                                                    
gi|172 DELDQMENTERCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
      80        90       100       110       120       130          
 
>>gi|75114094|sp|Q647G9.1|CONG_ARAHY RecName: Full=Congl  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.5 E():   88 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (36-51:51-66) 
 
          10        20        30        40        50        60      
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|751 AMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
               30        40        50        60        70        80 
 
          70        80                                              
2MEPSP NAYVEGDASSASYFL                                              
                                                                    
gi|751 DELNEMENTQRCMCEALQQIMENQCDRLQDRQMVQQFKRELMNLPQQCNFRAPQRCDLDV 
               90       100       110       120       130       140 
 
>>gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging protein   (236 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 18.2 E():   90 
Smith-Waterman score: 41; 26.9% identity (50.0% similar) in 26 aa overlap (35-59:187-212) 
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           10        20        30        40         50        60    
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKS 
                                     .. :. :.   :    :: : .  :.     
gi|375 GKKITGFTDIGEDILGVTDIMKKGNLLTIKQVAEKEGATYIEPEGPWDNFTVTDGRIVTG 
        160       170       180       190       200       210       
 
            70        80    
2MEPSP PKNAYVEGDASSASYFL    
                            
gi|375 VNPQSAVKTAEDVIAAFECN 
        220       230       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 42; 25.8% identity (61.3% similar) in 31 aa overlap (47-75:124-154) 
 
         20        30        40        50          60        70     
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR--FYIKGGQKYKSPKNAYVEGDAS 
                                     ::. :.  . . ::.  .   : . .::.. 
gi|287 DTDFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTT 
           100       110       120       130       140       150    
 
           80                                                       
2MEPSP SASYFL                                                       
       .                                                            
gi|287 TYDRGTYVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLR 
           160       170       180       190       200       210    
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (32-64:232-264) 
 
              10        20        30        40        50        60  
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
              70        80                                          
2MEPSP KSPKNAYVEGDASSASYFL                                          
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (32-64:232-264) 
 
              10        20        30        40        50        60  
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
              70        80                                          
2MEPSP KSPKNAYVEGDASSASYFL                                          
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.0  bits: 18.6 E():   92 
Smith-Waterman score: 42; 23.0% identity (48.6% similar) in 74 aa overlap (1-72:6-77) 
 
                    10        20         30        40        50     
2MEPSP      YLSALLMAAPLALGDVEIEIIDKLI-SIPYVEMTLRLMERFGVKAEHSDSWDRFY 
            :  ::..:. :. : . .   :    . : .  ::      ... .:. . .    
gi|249 MAVQKYTVALFLAVALVAGPAALYAGDGYAPATPAASATLATPATPAASPQHAGTTEYHI 
               10        20        30        40        50        60 
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            60        70        80                                  
2MEPSP I-KGGQKYKSPKNAYVEGDASSASYFL                                  
       . :.:   .  :::  . :                                          
gi|249 VRKAG--LNEEKNAARQTDDEQKRSDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVA 
                 70        80        90       100       110         
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.9  bits: 16.9 E():   92 
Smith-Waterman score: 37; 55.6% identity (88.9% similar) in 9 aa overlap (52-60:67-75) 
 
              30        40        50        60        70        80  
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL  
                                     ::. :::..                      
gi|144 HGSEEWEPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         40        50        60        70        80        90       
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 19.2 E():   93 
Smith-Waterman score: 44; 33.3% identity (58.3% similar) in 24 aa overlap (52-75:181-204) 
 
              30        40        50        60        70        80  
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL  
                                     :::. :.:. .  :    .:  .:       
gi|186 WMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQ 
              160       170       180       190       200       210 
 
gi|186 QEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTD 
              220       230       240       250       260       270 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 19.2 E():   93 
Smith-Waterman score: 44; 33.3% identity (58.3% similar) in 24 aa overlap (52-75:181-204) 
 
              30        40        50        60        70        80  
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL  
                                     :::. :.:. .  :    .:  .:       
gi|186 WMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQ 
              160       170       180       190       200       210 
 
gi|186 QEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTD 
              220       230       240       250       260       270 
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 44; 34.5% identity (55.2% similar) in 29 aa overlap (51-79:307-335) 
 
               30        40        50        60        70        80 
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                     . .: :  ::.:   .  : ::  .:. :  
gi|108 DIDNAISWVNFGIFFNHGQCCCAGSRVYVQESIYDKFVQKFKERAQKNVVGDPFAADTFQ 
        280       290       300       310       320       330       
 
gi|108 GPQVSKVQFDRIMEYIQAGKDAGATVETGGKRKGDKGYFIEPTIFSNVTEDMKIVKEEIF 
        340       350       360       370       380       390       
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 40; 31.2% identity (68.8% similar) in 16 aa overlap (42-57:146-161) 
 
              20        30        40        50        60        70  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     .. .:  . :::.. :               
gi|109 ILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFKMMFQK 
         120       130       140       150       160       170      
 
              80             
2MEPSP DASSASYFL             
                             
gi|109 PRTRTCIEKDFPRRSSSSIPT 
         180       190       
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>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.7  bits: 15.5 E():   95 
Smith-Waterman score: 40; 33.3% identity (59.0% similar) in 39 aa overlap (42-77:2-38) 
 
              20        30        40        50        60            
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS--PKNAYV 
                                     :..::. .  :. .  .:.  .  :    . 
gi|217                              LVSVEHQAA--RLKVAKAQQLAAQLPAMCRL 
                                              10        20          
 
      70         80 
2MEPSP EG-DASSASYFL 
       :: :: :::    
gi|217 EGGDALSASQ   
      30            
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.6  bits: 18.9 E():   96 
Smith-Waterman score: 50; 22.2% identity (58.3% similar) in 72 aa overlap (20-80:160-231) 
 
                          10        20        30        40          
2MEPSP            YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA-EHSD 
                                     ..:. ... . :.  :  . ... . .: : 
gi|129 PWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVD 
     130       140       150       160       170       180          
 
       50            60              70        80                   
2MEPSP SWDR-FYIKG---GQKYKSPKNAYV------EGDASSASYFL                   
       :  .  ...:   :. :   :.: .      .:..::.: .:                   
gi|129 SIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSK 
     190       200       210       220       230       240          
 
gi|129 AAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKS 
     250       260       270       280       290       300          
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.6  bits: 18.9 E():   96 
Smith-Waterman score: 50; 22.2% identity (58.3% similar) in 72 aa overlap (20-80:160-231) 
 
                          10        20        30        40          
2MEPSP            YLSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA-EHSD 
                                     ..:. ... . :.  :  . ... . .: : 
gi|746 PWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVD 
     130       140       150       160       170       180          
 
       50            60              70        80                   
2MEPSP SWDR-FYIKG---GQKYKSPKNAYV------EGDASSASYFL                   
       :  .  ...:   :. :   :.: .      .:..::.: .:                   
gi|746 SIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSK 
     190       200       210       220       230       240          
 
gi|746 AAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKS 
     250       260       270       280       290       300          
 
>>gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Pollen  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.5  bits: 16.9 E():   97 
Smith-Waterman score: 37; 50.0% identity (58.3% similar) in 12 aa overlap (57-68:12-23) 
 
         30        40        50        60        70        80       
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL       
                                     :: : .:   ::                   
gi|416                    GKVYLVGGPELGGWKLQSDPRAYALWSARQQFKTTDVLWFN 
                                  10        20        30        40  
 
gi|416 FTTGEDSVAEVWREEAYHACDIKDPIRLEPGGPDRFTLLTPGSHFICTKDQKFVACVPGR 
              50        60        70        80        90       100  
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.9 E():   98 
Smith-Waterman score: 43; 25.0% identity (75.0% similar) in 16 aa overlap (54-69:73-88) 
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            30        40        50        60        70        80    
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL    
                                     :. : . ...: :...               
gi|739 KTDSTQAILRAWDQACNGFGKQRVIVPEGVYLTGPMAFRGPCNGFISMQVRGELRAYGDV 
             50        60        70        80        90       100   
 
gi|739 GKYPNAKWVSYEDLNGLLVTGGGRFNAQGSQAWTQNDCSTKKNCALLTTSVKFDHCTNAT 
            110       120       130       140       150       160   
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.4  bits: 15.2 E():   98 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (42-50:10-18) 
 
              20        30        40        50        60        70  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:                      
gi|751                      IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
              80 
2MEPSP DASSASYFL 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 38; 43.8% identity (68.8% similar) in 16 aa overlap (43-58:8-23) 
 
             20        30        40        50        60        70   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.:...: :  : :               
gi|121                        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKP 
                                      10        20        30        
 
             80                                                     
2MEPSP ASSASYFL                                                     
                                                                    
gi|121 TLEVEVAGDTYTLRSLSTFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFG 
        40        50        60        70        80        90        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:44 2011 done: Tue Apr 19 10:57:44 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 183  - 262 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     5     2:*= 
  32     3     8:=* 
  34    11    22:===  * 
  36    26    44:=======   * 
  38    43    73:===========       * 
  40    83   102:=====================    * 
  42   153   125:===============================*======= 
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  44    98   138:=========================         * 
  46   117   140:==============================    * 
  48   198   134:=================================*================ 
  50   137   122:==============================*==== 
  52   100   108:========================= * 
  54    97    92:======================*== 
  56    96    77:===================*==== 
  58    55    63:============== * 
  60    42    51:=========== * 
  62    42    41:==========* 
  64    29    33:========* 
  66    37    26:======*=== 
  68    23    20:====*= 
  70    26    16:===*=== 
  72    21    12:==*=== 
  74    10    10:==* 
  76     5     8:=* 
  78     5     6:=* 
  80     4     5:=* 
  82     5     3:*= 
  84     6     3:*= 
  86     3     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.95350.00303; mu= 10.4374 0.159 
 mean_var=33.0988 9.202, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.222930 
 Kolmogorov-Smirnov  statistic: 0.0762 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   62 24.6    0.66 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   60 24.1     2.2 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   57 23.0     2.3 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   57 23.0     2.7 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   57 23.0     2.7 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 22.0     4.4 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 21.0     6.2 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.6     6.7 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   49 20.3     6.9 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   53 21.8     8.3 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   51 21.1     8.7 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 22.2     9.9 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   50 20.7     9.9 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   50 20.7     9.9 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.7      11 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.7      11 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.7      11 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 20.7      11 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.2      12 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.6      13 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.4      14 
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gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.7      14 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.7      15 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   53 21.9      16 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.6      16 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.4      19 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 22.0      20 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.9      20 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   51 21.2      22 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 19.1      24 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 18.0      24 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.6      25 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.6      25 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.5      26 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.5      26 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   51 21.3      28 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.9      33 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 18.8      33 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   45 19.1      33 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   45 19.1      33 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.8      34 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.8      34 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.2      37 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.2      38 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   45 19.2      40 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.8      41 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.8      41 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.8      41 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.8      41 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   44 18.8      41 
gi|67975085|gb|AAY84563.1| group 18 allergen prote ( 462)   48 20.3      42 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.5      44 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.7      45 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.9      45 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   44 18.8      46 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.5      46 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.5      46 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.9      47 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.3      48 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.5      49 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.9      50 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   43 18.5      50 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.5      51 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   43 18.5      51 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.5      51 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   43 18.5      51 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   43 18.5      51 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.1      53 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 18.1      54 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 18.1      54 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.4      55 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.4      55 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   40 17.4      55 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.7      59 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.2      61 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   42 18.2      63 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   42 18.2      63 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   42 18.2      63 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.8      63 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   42 18.2      63 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   42 18.2      63 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   42 18.2      63 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   42 18.2      63 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   42 18.2      63 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.2      63 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   42 18.2      63 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   42 18.2      63 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.9      64 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.9      64 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.6      66 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.8      66 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.8      66 
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gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.6      67 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.6      67 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.6      70 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.7      70 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.5      70 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.2      70 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 17.8      71 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 17.8      71 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.3      72 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.6      73 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   46 19.7      73 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 15.7      78 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   41 17.9      78 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   41 17.9      78 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   41 17.9      78 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   41 17.9      78 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   41 17.9      78 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   41 17.9      78 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 17.1      79 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.6      81 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.6      82 
gi|218203826|gb|ACK76296.1| Der f 6 allergen [Derm ( 279)   43 18.6      82 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.3      85 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 20.1      86 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 16.8      87 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 16.8      87 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   39 17.1      87 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   39 17.1      87 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      87 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.1      88 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      88 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   42 18.2      91 
gi|280414|pir||A60372 pollen allergen Poa-pI - Ken (  20)   32 14.6      93 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   40 17.5      93 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.4      96 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   40 17.5      97 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   44 19.0      97 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.5      97 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   40 17.5      97 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.5      97 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   40 17.5      97 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   40 17.5      97 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   40 17.5      97 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.5      97 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   40 17.5      97 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.5      97 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.5      97 
gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 Fr ( 127)   39 17.2      99 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 105.7  bits: 24.6 E(): 0.66 
Smith-Waterman score: 62; 27.8% identity (50.0% similar) in 54 aa overlap (3-56:47-99) 
 
                                           10        20        30   
2MEPSP                             LSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:..  . :  
gi|291 SHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPV-LVPAVITVSLIIMG 
         20        30        40        50        60         70      
 
             40        50        60        70        80             
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA             
       .     ::: :    ::   :. :                                     
gi|291 FLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVT 
          80        90       100       110       120       130      
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 96.3  bits: 24.1 E():  2.2 
Smith-Waterman score: 60; 36.4% identity (60.6% similar) in 66 aa overlap (9-72:139-195) 
 
                                     10        20         30        
2MEPSP                       LSALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
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                                     :: :::::.. ::  :.: :  :.   ..  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYD--VLA 
      110       120       130       140        150       160        
 
        40        50        60         70        80                 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK-NAYVEGDASSASYFLA                 
       : ..:   .:    ::...     .:: .:: ..::                         
gi|612 R-NLKDLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSC 
          170       180            190       200       210          
 
gi|612 QYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVS 
     220       230       240       250       260       270          
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 96.1  bits: 23.0 E():  2.3 
Smith-Waterman score: 57; 26.3% identity (63.2% similar) in 38 aa overlap (22-59:104-139) 
 
                        10        20        30        40        50  
2MEPSP          LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ... .:..:    :  
gi|132 EVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNKYHTKGDHE--VDA 
            80        90       100       110       120         130  
 
              60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .::::..                      
gi|132 EHIKGGKEKVEGLFRAVEAYLLAHSDAYN 
             140       150       160 
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.7  bits: 23.0 E():  2.7 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (1-16:9-24) 
 
                       10        20        30        40        50   
2MEPSP         LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
               :.:::.:: . :::..                                     
gi|476 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 94.7  bits: 23.0 E():  2.7 
Smith-Waterman score: 57; 56.2% identity (87.5% similar) in 16 aa overlap (1-16:9-24) 
 
                       10        20        30        40        50   
2MEPSP         LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
               :.:::.:: . :::..                                     
gi|313 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 90.9  bits: 22.0 E():  4.4 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (11-45:90-126) 
 
                                   10        20          30         
2MEPSP                     LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
       40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
       . .:..:                                    
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN   
     120       130       140       150            
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 88.3  bits: 21.0 E():  6.2 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (40-77:18-58) 
 
      10        20        30        40        50        60          
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNA 
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                                     : .:  : ..  :. : : . :.:   :.: 
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
         70        80                                               
2MEPSP YVEGDASSASYFLA                                               
       ..  : .....                                                  
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 87.6  bits: 23.6 E():  6.7 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (9-53:372-415) 
 
                                     10        20        30         
2MEPSP                       LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
       40        50        60        70        80                   
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA                   
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 87.5  bits: 20.3 E():  6.9 
Smith-Waterman score: 49; 23.8% identity (55.6% similar) in 63 aa overlap (11-70:5-64) 
 
               10        20           30        40        50        
2MEPSP LSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                 ::.:. .: ::   ::.: :     ..   .. .:..   . .  ..:.: 
gi|603       VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKAG 
                      10        20        30        40          50  
 
        60        70        80 
2MEPSP QKYKSPKNAYVEGDASSASYFLA 
       ..  .     .::           
gi|603 KEKAAHLFKLIEGYLKDHPSEYN 
              60        70     
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 86.0  bits: 21.8 E():  8.3 
Smith-Waterman score: 53; 29.6% identity (57.4% similar) in 54 aa overlap (5-57:27-73) 
 
                                     10        20        30         
2MEPSP                       LSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
                                 : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
        40        50        60        70        80                  
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA                  
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 85.6  bits: 21.1 E():  8.7 
Smith-Waterman score: 51; 23.7% identity (60.5% similar) in 38 aa overlap (22-59:104-139) 
 
                        10        20        30        40        50  
2MEPSP          LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .. .:..:    .  
gi|154 EVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSKYHTKGDHEVPAE- 
            80        90       100       110       120       130    
 
              60        70        80  
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLA  
        .::::..                       
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gi|154 -HIKGGKERVEGLLKPVEAYLLAHTAEYNN 
             140       150       160  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 84.6  bits: 22.2 E():  9.9 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (38-71:279-317) 
 
        10        20        30        40           50        60     
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
             70        80                                           
2MEPSP PKNAYVEGDASSASYFLA                                           
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 84.6  bits: 20.7 E():  9.9 
Smith-Waterman score: 50; 28.1% identity (46.9% similar) in 64 aa overlap (3-66:52-110) 
 
                                           10        20        30   
2MEPSP                             LSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:.:  .    
gi|198 AQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVPAVITIFLLGAG 
              30        40        50        60         70        80 
 
             40        50        60        70        80             
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA             
       .     ::: :    ::   :. :    : : .:                           
gi|198 FLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAREMKDRAEQFSQ 
               90       100           110       120       130       
 
gi|198 QPVAGSQTS 
        140      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 84.6  bits: 20.7 E():  9.9 
Smith-Waterman score: 50; 28.1% identity (46.9% similar) in 64 aa overlap (3-66:52-110) 
 
                                           10        20        30   
2MEPSP                             LSALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:.:  .    
gi|753 AQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVPAVITIFLLGAG 
              30        40        50        60         70        80 
 
             40        50        60        70        80             
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA             
       .     ::: :    ::   :. :    : : .:                           
gi|753 FLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAREMKDRAEQFSQ 
               90       100           110       120       130       
 
gi|753 QPVAGSQTS 
        140      
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.9  bits: 20.7 E():   11 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (11-45:91-127) 
 
                                   10        20          30         
2MEPSP                     LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
       40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
       : .:..:                                    
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN   
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              130       140       150       160   
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.9  bits: 20.7 E():   11 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (11-45:91-127) 
 
                                   10        20          30         
2MEPSP                     LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
       40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
       : .:..:                                    
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN   
              130       140       150       160   
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.9  bits: 20.7 E():   11 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (11-45:91-127) 
 
                                   10        20          30         
2MEPSP                     LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
       40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
       : .:..:                                    
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN   
              130       140       150       160   
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.9  bits: 20.7 E():   11 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (13-50:125-160) 
 
                                 10        20        30        40   
2MEPSP                   LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
             50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
         :::...                               
gi|132 --HSDAYN                               
            160                               
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 83.1  bits: 22.2 E():   12 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (20-41:9-30) 
 
               10        20        30        40        50        60 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                          :  :..::.. .: :  .: ::                    
gi|424            NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLY 
                          10        20        30        40          
 
               70        80                                         
2MEPSP KSPKNAYVEGDASSASYFLA                                         
                                                                    
gi|424 ALFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKGVDVDHIIELIH 
      50        60        70        80        90       100          
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.5  bits: 22.6 E():   13 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (10-37:414-441) 
 
                                    10        20        30          
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2MEPSP                      LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
      40        50        60        70        80                    
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA                    
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.2  bits: 20.4 E():   14 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (22-45:104-127) 
 
                        10        20        30        40        50  
2MEPSP          LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
              60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                     
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN   
           140       150       160   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 81.8  bits: 19.7 E():   14 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (55-74:53-72) 
 
           30        40        50        60        70        80     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA     
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 81.3  bits: 19.7 E():   15 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (42-65:20-43) 
 
              20        30        40        50        60        70  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::: : .   :. : :   ::: .       
gi|145            MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFE 
                          10        20        30        40          
 
              80                                                    
2MEPSP ASSASYFLA                                                    
                                                                    
gi|145 IIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      50        60        70        80        90       100          
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 81.0  bits: 21.9 E():   16 
Smith-Waterman score: 53; 23.4% identity (63.8% similar) in 47 aa overlap (33-79:118-161) 
 
             10        20        30        40        50        60   
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRIV---EFQS 
        90       100       110       120       130       140        
 
             70        80                                           
2MEPSP PKNAYVEGDASSASYFLA                                           
         :. .    :.:.:.:                                            
gi|149 NPNTLILPKHSDADYILVVLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILNPDD 
          150       160       170       180       190       200     
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>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.9  bits: 22.6 E():   16 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (10-37:500-527) 
 
                                    10        20        30          
2MEPSP                      LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
      40        50        60        70        80                    
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA                    
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 79.6  bits: 19.4 E():   19 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (20-66:3-44) 
 
               10        20        30        40        50        60 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                          :  ..:   .: .:.     .:::: :  .  :. : :    
gi|207                  MSITDIVSEKNIEAALE-----SVKAEGSFEYKCFFQKVGLAG 
                                10             20        30         
 
               70        80                                         
2MEPSP KSPKNAYVEGDASSASYFLA                                         
       ::  .:                                                       
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKI 
       40        50        60        70        80        90         
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 79.1  bits: 22.0 E():   20 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (28-77:539-592) 
 
                  10        20        30            40        50    
2MEPSP    LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
            60        70        80                                  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLA                                  
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 79.1  bits: 16.9 E():   20 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (41-49:10-18) 
 
               20        30        40        50        60        70 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|409                      IAKVPPGGXITAEYGDKWLD                    
                                    10        20                    
 
               80 
2MEPSP DASSASYFLA 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 78.4  bits: 21.2 E():   22 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (33-79:204-247) 
 
             10        20        30        40        50        60   
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
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             70        80                                           
2MEPSP PKNAYVEGDASSASYFLA                                           
         :. .    :.:...:                                            
gi|149 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.8  bits: 19.1 E():   24 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (43-65:21-43) 
 
             20        30        40        50        60        70   
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
             80                                                     
2MEPSP SSASYFLA                                                     
                                                                    
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 77.7  bits: 18.0 E():   24 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (44-62:1-19) 
 
            20        30        40        50        60        70    
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     ::   . ::  ::  : .:            
gi|377                               EHERIFKRFDAKGDGKISSSELGETLKPLG 
                                             10        20        30 
 
            80                
2MEPSP SASYFLA                
                              
gi|377 SVTLEEIQRMMAEIDTDGDGFL 
               40        50   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.4  bits: 21.6 E():   25 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (41-77:553-589) 
 
               20        30        40        50        60        70 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
               80                                                   
2MEPSP DASSASYFLA                                                   
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.4  bits: 21.6 E():   25 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (41-77:553-589) 
 
               20        30        40        50        60        70 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
               80                                                   
2MEPSP DASSASYFLA                                                   
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
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>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (22-59:104-139) 
 
                        10        20        30        40        50  
2MEPSP          LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
              60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLA 
         :::...                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN 
             140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (12-45:92-127) 
 
                                  10        20           30         
2MEPSP                    LSALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
       40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
       : .:..:                                    
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN   
              130       140       150       160   
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 76.4  bits: 21.3 E():   28 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (33-79:204-247) 
 
             10        20        30        40        50        60   
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
             70        80                                           
2MEPSP PKNAYVEGDASSASYFLA                                           
         :. .    :.:...:                                            
gi|169 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 75.2  bits: 16.9 E():   33 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (41-49:10-18) 
 
               20        30        40        50        60        70 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK     
                                    10        20        30          
 
               80 
2MEPSP DASSASYFLA 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.2  bits: 18.8 E():   33 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (19-34:49-64) 
 
                           10        20        30        40         
2MEPSP             LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
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       50        60        70        80               
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLA               
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 45; 22.2% identity (66.7% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :  .  :.. ... 
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|132 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN   
             130       140       150       160   
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 45; 19.6% identity (54.3% similar) in 46 aa overlap (37-80:79-124) 
 
         10        20        30        40        50        60       
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK-- 
                                     . : .    ...:.  :.  :  :.. .   
gi|215 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSIV 
       50        60        70        80        90       100         
 
           70        80                                        
2MEPSP NAYVEGDASSASYFLA                                        
        . ...: :   :..:                                        
gi|215 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
      110       120       130       140       150       160    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (42-52:8-18) 
 
              20        30        40        50        60        70  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
              80                                                    
2MEPSP ASSASYFLA                                                    
                                                                    
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (42-52:8-18) 
 
              20        30        40        50        60        70  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
              80                                                    
2MEPSP ASSASYFLA                                                    
                                                                    
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 74.3  bits: 19.2 E():   37 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (48-59:134-145) 
 
        20        30        40        50        60        70        
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
        80                 
2MEPSP FLA                 
                           
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.0  bits: 19.2 E():   38 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (48-59:142-153) 
 
        20        30        40        50        60        70        
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
        80                 
2MEPSP FLA                 
                           
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.5  bits: 19.2 E():   40 
Smith-Waterman score: 47; 33.3% identity (42.6% similar) in 54 aa overlap (6-58:51-100) 
 
                                        10        20        30      
2MEPSP                          LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                                     : ::    :   :: : .:   : ..     
gi|116 EAEAKGIREAGGSVDLYRVPETLTQEVLTKMHAP-PKDDSIPEITDPFILEQYDRFPHGH 
               30        40        50         60        70          
 
          40         50        60        70        80               
2MEPSP MERFG-VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA               
         :.:   :.    :::    :::                                     
gi|116 PTRYGNFPAQWRTFWDR---TGGQWQTGAFWGKYAGLFISTGTQGGGQESTALAAMSTLS 
      80        90          100       110       120       130       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (56-71:111-126) 
 
          30        40        50        60        70        80      
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA      
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (56-71:111-126) 
 
          30        40        50        60        70        80      
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA      
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLAANPDACN 
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              150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (12-45:92-127) 
 
                                  10            20        30        
2MEPSP                    LSALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
        40        50        60        70        80 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
       .: .:..:                                    
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN   
     120       130       140       150       160   
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (56-71:111-126) 
 
          30        40        50        60        70        80      
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA      
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 44; 25.0% identity (63.9% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|400 HTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN   
             130       140       150       160   
 
>>gi|67975085|gb|AAY84563.1| group 18 allergen protein [  (462 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.1  bits: 20.3 E():   42 
Smith-Waterman score: 48; 26.1% identity (63.0% similar) in 46 aa overlap (35-77:144-187) 
 
           10        20        30        40        50        60     
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|679 FSKTAAVEHYRETFVVSTIDLMTKYGFDGVMIDWSGMQAKDSDNFVKLLDKFDEKFA--Q 
           120       130       140       150       160       170    
 
           70           80                                          
2MEPSP NAYVEG---DASSASYFLA                                          
       ...: :    :. :::                                             
gi|679 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLTLDYDGPWAYTVGHASALPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 72.8  bits: 18.5 E():   44 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (3-45:8-46) 
 
                    10        20        30        40        50      
2MEPSP      LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
              :..::. ..   :...  ::  .  . .:   :::.:: : ..           
gi|140 MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFGEKIDQIEHGLLMLSE 
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               10        20        30            40        50       
 
          60        70        80                                    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLA                                    
                                                                    
gi|140 QYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFETAVSTIE 
         60        70        80        90       100       110       
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.7  bits: 17.7 E():   45 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (43-62:9-28) 
 
             20        30        40        50        60        70   
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
             80                                       
2MEPSP SSASYFLA                                       
                                                      
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.6  bits: 19.9 E():   45 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (52-78:319-345) 
 
              30        40        50        60        70        80  
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA  
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.5  bits: 18.8 E():   46 
Smith-Waterman score: 44; 20.5% identity (54.5% similar) in 44 aa overlap (39-80:99-142) 
 
       10        20        30        40        50        60         
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK--NA 
                                     : .    ...:.  :.  :  :.. .   . 
gi|606 VIQVTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSIVAG 
       70        80        90       100       110       120         
 
         70        80                                          
2MEPSP YVEGDASSASYFLA                                          
        ...: :   :..:                                          
gi|606 CLDNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
      130       140       150       160       170       180    
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.5 E():   46 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (12-26:83-97) 
 
                                  10        20        30        40  
2MEPSP                    LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
              50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                               
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG        
            120       130       140            
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.5 E():   46 
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Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (12-26:83-97) 
 
                                  10        20        30        40  
2MEPSP                    LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
              50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                               
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG        
            120       130       140            
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.4  bits: 19.9 E():   47 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (40-71:182-217) 
 
      10        20        30        40            50        60      
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
          70        80                                              
2MEPSP AYVEGDASSASYFLA                                              
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (25-77:417-466) 
 
                     10        20        30        40        50     
2MEPSP       LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
           60        70        80                                   
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLA                                   
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.1  bits: 18.5 E():   49 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (13-66:92-139) 
 
                                 10        20        30        40   
2MEPSP                   LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
             50        60         70        80 
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEGDASSASYFLA 
         :::  :  . .::..  ::  ::               
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG  
        120         130       140       150    
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.9  bits: 18.9 E():   50 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (28-54:155-183) 
 
                  10        20        30        40          50      
2MEPSP    LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
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          60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLA 
                                 
gi|549 CNYGPAGNVGNEPIYERK        
          190       200          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 43; 22.2% identity (64.4% similar) in 45 aa overlap (3-45:84-126) 
 
                                           10        20          30 
2MEPSP                             LSALLMAAPLALGDVEIEIID--KLISIPYVE 
                                     .:. ..:.  ::.  .: .  :... :    
gi|437 KKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVATPDGG 
            60        70        80        90         100       110  
 
               40        50        60        70        80 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
         :.. ... .:..:                                    
gi|437 SILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN   
             120       130       140       150            
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (22-45:104-127) 
 
                        10        20        30        40        50  
2MEPSP          LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
              60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                     
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN   
           140       150       160   
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|400 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN   
             130       140       150       160   
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (22-45:104-127) 
 
                        10        20        30        40        50  
2MEPSP          LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
              60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                     
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN   
           140       150       160   
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>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|154 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN   
             130       140       150       160   
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN   
             130       140       150       160   
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.1 E():   53 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (42-60:9-27) 
 
              20        30        40        50        60        70  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
              80                                                    
2MEPSP ASSASYFLA                                                    
                                                                    
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 18.1 E():   54 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (41-70:14-43) 
 
               20        30        40        50        60        70 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|144                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
               80                                                   
2MEPSP DASSASYFLA                                                   
                                                                    
gi|144 YMTMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 18.1 E():   54 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (41-70:14-43) 
 
               20        30        40        50        60        70 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
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gi|179                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
               80                                                   
2MEPSP DASSASYFLA                                                   
                                                                    
gi|179 YMTMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 17.4 E():   55 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (42-59:7-24) 
 
              20        30        40        50        60        70  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
              80                                       
2MEPSP ASSASYFLA                                       
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 17.4 E():   55 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (42-59:7-24) 
 
              20        30        40        50        60        70  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
              80                                       
2MEPSP ASSASYFLA                                       
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 71.0  bits: 17.4 E():   55 
Smith-Waterman score: 40; 35.5% identity (51.6% similar) in 31 aa overlap (42-72:7-33) 
 
              20        30        40        50        60        70  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::    :::. :   .  .  ..   :: 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
              80                                           
2MEPSP ASSASYFLA                                           
       :                                                   
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.5  bits: 20.7 E():   59 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (10-37:500-527) 
 
                                    10        20        30          
2MEPSP                      LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
      40        50        60        70        80                    
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA                    
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
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     530       540       550       560       570       580          
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (56-72:109-125) 
 
          30        40        50        60        70        80      
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA      
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (12-45:91-126) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|384 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN   
              130       140       150            
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (12-45:91-126) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|159 HTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN   
              130       140       150            
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (12-45:91-126) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|437 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN   
              130       140       150            
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.0  bits: 17.8 E():   63 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (19-45:86-112) 
 
                           10        20        30        40         
2MEPSP             LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
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          60        70        80        90       100       110      
 
       50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                        
gi|301 LIRSLFGLP                        
         120                            
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|132 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN   
             130       140       150       160   
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|116 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN   
             130       140       150       160   
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|116 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN   
             130       140       150       160   
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|154 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN   
             130       140       150       160   
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>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 44; 31.6% identity (52.6% similar) in 38 aa overlap (13-50:125-160) 
 
                                 10        20        30        40   
2MEPSP                   LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .:  :   
gi|400 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVE--GYL 
          100       110       120       130       140         150   
 
             50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
         :::...                               
gi|400 LAHSDAYN                               
            160                               
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 25.0% identity (63.9% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|400 HTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN   
             130       140       150       160   
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 22.2% identity (66.7% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN   
             130       140       150       160   
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|116 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN   
             130       140       150       160   
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 44; 30.0% identity (70.0% similar) in 20 aa overlap (1-20:15-34) 
 
                             10        20        30        40       
2MEPSP               LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
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                     ..:.  :::. :   :....                           
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA                           
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 44; 30.0% identity (70.0% similar) in 20 aa overlap (1-20:15-34) 
 
                             10        20        30        40       
2MEPSP               LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                     ..:.  :::. :   :....                           
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA                           
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.7  bits: 19.6 E():   66 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (35-77:144-187) 
 
           10        20        30        40        50        60     
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
           70           80                                          
2MEPSP NAYVEG---DASSASYFLA                                          
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (42-60:9-27) 
 
              20        30        40        50        60        70  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
              80                                                    
2MEPSP ASSASYFLA                                                    
                                                                    
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (42-60:9-27) 
 
              20        30        40        50        60        70  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
              80                                                    
2MEPSP ASSASYFLA                                                    
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gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 19.6 E():   67 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (38-77:367-406) 
 
        10        20        30        40        50        60        
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
        70        80                                                
2MEPSP VEGDASSASYFLA                                                
       :   ::: ..                                                   
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 19.6 E():   67 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (38-77:367-406) 
 
        10        20        30        40        50        60        
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
        70        80                                                
2MEPSP VEGDASSASYFLA                                                
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.6 E():   70 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (19-45:5-31) 
 
               10        20        30        40        50        60 
2MEPSP LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                         ::. : ..:  .  :. ..  :: ..:                
gi|424               EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGLTRAA 
                             10        20        30        40       
 
               70        80                                         
2MEPSP KSPKNAYVEGDASSASYFLA                                         
                                                                    
gi|424 RNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFAN 
         50        60        70        80        90       100       
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 19.7 E():   70 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (38-77:376-415) 
 
        10        20        30        40        50        60        
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
        70        80                                                
2MEPSP VEGDASSASYFLA                                                
       :   ::: ..                                                   
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.5 E():   70 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (41-66:19-44) 
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               20        30        40        50        60        70 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     :::  : ..  :. : :   ::  .:     
gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
               80                                                   
2MEPSP DASSASYFLA                                                   
                                                                    
gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.1  bits: 18.2 E():   70 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (14-55:115-155) 
 
                                10        20        30        40    
2MEPSP                  LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
            50        60        70        80  
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA  
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.0  bits: 17.8 E():   71 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (5-49:99-142) 
 
                                         10        20        30     
2MEPSP                           LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
           40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
           . .  :.:. :                                
gi|219 HNTPYCLAMEESQ-WS                               
      130       140                                   
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.0  bits: 17.8 E():   71 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (5-49:99-142) 
 
                                         10        20        30     
2MEPSP                           LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
           40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
           . .  :.:. :                                
gi|195 HNTPYCLAMEESQ-WS                               
      130       140                                   
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.0  bits: 19.3 E():   72 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (19-45:169-195) 
 
                           10        20         30        40        
2MEPSP             LSALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
        50        60        70        80                            
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2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA                            
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.9  bits: 15.6 E():   73 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (41-49:10-18) 
 
               20        30        40        50        60        70 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
               80 
2MEPSP DASSASYFLA 
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 68.8  bits: 19.7 E():   73 
Smith-Waterman score: 46; 43.5% identity (52.2% similar) in 23 aa overlap (44-66:164-184) 
 
            20        30        40        50        60        70    
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGATVKHTKEGTESSAFW--FAVGGKQSYTSKKVATEVSRDP 
           140       150       160         170       180       190  
 
            80                                                      
2MEPSP SASYFLA                                                      
                                                                    
gi|572 HLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWIGQSADSKEKQSAFDVGQ 
             200       210       220       230       240       250  
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.3  bits: 15.7 E():   78 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (41-49:10-18) 
 
               20        30        40        50        60        70 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK     
                                    10        20        30          
 
               80 
2MEPSP DASSASYFLA 
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.2  bits: 17.9 E():   78 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN   
             130       140       150       160   
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.2  bits: 17.9 E():   78 
Smith-Waterman score: 42; 28.9% identity (55.3% similar) in 38 aa overlap (13-50:125-160) 
 
                                 10        20        30        40   
2MEPSP                   LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|154 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLA 
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          100       110       120       130       140       150     
 
             50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
         :::...                               
gi|154 --HSDAYN                               
            160                               
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.2  bits: 17.9 E():   78 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|241 HTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN   
             130       140       150       160   
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.2  bits: 17.9 E():   78 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|154 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN   
             130       140       150       160   
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.2  bits: 17.9 E():   78 
Smith-Waterman score: 41; 22.2% identity (64.4% similar) in 45 aa overlap (3-45:85-127) 
 
                                           10        20          30 
2MEPSP                             LSALLMAAPLALGDVEIEIID--KLISIPYVE 
                                     .:. ..:.  ::.  .: .  :... :    
gi|459 KKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVATPDGG 
           60        70        80        90         100       110   
 
               40        50        60        70        80 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
         :.. ... .:..:                                    
gi|459 SILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN   
            120       130       140       150       160   
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.2  bits: 17.9 E():   78 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN   
             130       140       150       160   
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>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.2  bits: 17.1 E():   79 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (51-59:67-75) 
 
               30        40        50        60        70        80 
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
gi|126 N 
         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (19-45:236-262) 
 
                           10        20        30        40         
2MEPSP             LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
       50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                        
gi|225 LIRSWFGLP                        
         270                            
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (38-73:107-142) 
 
        10        20        30        40        50        60        
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
        70        80                                                
2MEPSP VEGDASSASYFLA                                                
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|218203826|gb|ACK76296.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (38-73:107-142) 
 
        10        20        30        40        50        60        
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
        70        80                                                
2MEPSP VEGDASSASYFLA                                                
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.6  bits: 19.3 E():   85 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (6-46:372-412) 
 
                                        10        20        30      
2MEPSP                          LSALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
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           40        50        60        70        80               
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA               
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.5  bits: 20.1 E():   86 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (55-74:767-786) 
 
           30        40        50        60        70        80     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA     
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
 
gi|170 AQLPAMCRLEGGDALLASQ 
        800       810      
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 16.8 E():   87 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (17-29:71-83) 
 
                             10        20        30        40       
2MEPSP               LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
         50        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 16.8 E():   87 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (17-29:71-83) 
 
                             10        20        30        40       
2MEPSP               LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
         50        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 67.4  bits: 17.1 E():   87 
Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (42-77:20-58) 
 
              20        30        40        50        60            
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                     .: .: :.  :. : : . ::    :.:.  
gi|145            MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFF 
                          10        20        30        40          
 
       70        80                                                 
2MEPSP EGDASSASYFLA                                                 
         : .....                                                    
gi|145 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
      50        60        70        80        90       100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 67.4  bits: 17.1 E():   87 
Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (42-77:20-58) 
 
              20        30        40        50        60            
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                     .: .: :.  :. : : . ::    :.:.  
gi|148            MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFF 
                          10        20        30        40          
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       70        80                                                 
2MEPSP EGDASSASYFLA                                                 
         : .....                                                    
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.4  bits: 17.9 E():   87 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (42-77:63-101) 
 
              20        30        40        50        60            
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
       70        80                                                 
2MEPSP EGDASSASYFLA                                                 
       .: : :: :                                                    
gi|212 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYTL 
            100       110       120       130       140       150   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.4  bits: 20.1 E():   88 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (55-74:782-801) 
 
           30        40        50        60        70        80     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA     
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
gi|217 AQLPAMCRLEGGDALLASQ 
             820       830 
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.4  bits: 17.9 E():   88 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (42-77:64-102) 
 
              20        30        40        50        60            
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
       70        80                                                 
2MEPSP EGDASSASYFLA                                                 
       .: : :: :                                                    
gi|116 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYTL 
           100       110       120       130       140       150    
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 67.1  bits: 18.2 E():   91 
Smith-Waterman score: 42; 40.0% identity (64.0% similar) in 25 aa overlap (54-78:25-48) 
 
            30        40        50        60        70        80    
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA    
                                     : ::..  :: .:  .   .:::.:      
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|280414|pir||A60372 pollen allergen Poa-pI - Kentuck  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.9  bits: 14.6 E():   93 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (41-49:10-18) 
 
               20        30        40        50        60        70 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
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                                     . : ..:.:                      
gi|280                      IAKVPPGPXITATYGDKWLD                    
                                    10        20                    
 
               80 
2MEPSP DASSASYFLA 
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 40; 33.3% identity (51.9% similar) in 54 aa overlap (13-66:92-139) 
 
                                 10        20        30        40   
2MEPSP                   LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
             50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
         :::  : .   : .. ::  ::               
gi|160 --HSDP-DDLGRGGHEQSKSTGNAGGRVACGIIGLQG  
        120        130       140       150    
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 66.6  bits: 19.4 E():   96 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (44-66:208-228) 
 
            20        30        40        50        60        70    
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
            80                                                      
2MEPSP SASYFLA                                                      
                                                                    
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (12-45:91-126) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|437 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN   
              130       140       150            
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.5  bits: 19.0 E():   97 
Smith-Waterman score: 45; 18.2% identity (68.2% similar) in 44 aa overlap (27-70:137-175) 
 
                   10        20        30        40        50       
2MEPSP     LSALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
                                     :. ...:... .... ...   .: :.... 
gi|256 LVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHDHQNLKII-KLAIPVNKPGRYDDFFLSS 
        110       120       130       140        150       160      
 
         60        70        80                                     
2MEPSP GQKYKSPKNAYVEGDASSASYFLA                                     
        :  .:    :..:                                               
gi|256 TQAQQS----YLQGFSHNILETSFHSEFEEINRVLFGEEEEQRQQEGVIVELSKEQIRQL 
         170           180       190       200       210       220  
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>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (56-71:111-126) 
 
          30        40        50        60        70        80      
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA      
                                     ::.  :: .. ...::               
gi|824 SYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTSHYHTKGDVEIKEEHVKAGKEK 
               90       100       110       120       130       140 
 
gi|824 ASNLFKLIETYLKGHPDAYN 
              150       160 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|116 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN   
             130       140       150       160   
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|154 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN   
             130       140       150       160   
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|116 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN   
             130       140       150       160   
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|125 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
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      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|125 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN   
             130       140       150       160   
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|116 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN   
             130       140       150       160   
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|459 HTKGNHEVKAEQVKASKEMGETLLKAVESYLLAHSDAYN   
             130       140       150       160   
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|256 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN   
             130       140       150       160   
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|125 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN   
             130       140       150       160   
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
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 initn:  39 init1:  39 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (12-45:92-127) 
 
                                  10        20          30          
2MEPSP                    LSALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
      40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
        .:..:                                    
gi|125 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN   
             130       140       150       160   
 
>>gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 From P  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (35-50:32-47) 
 
           10        20        30        40        50        60     
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|159 PMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
              10        20        30        40        50        60  
 
           70        80                                             
2MEPSP NAYVEGDASSASYFLA                                             
                                                                    
gi|159 DELNEMENTQGCMCEALQQIMENQCDRLQDRQMVQQFKRELMSLPQQCNFRAPQRCDLDV 
              70        80        90       100       110       120  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:44 2011 done: Tue Apr 19 10:57:44 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 184  - 263 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     6     2:*= 
  32     3     8:=* 
  34    11    22:===  * 
  36    28    44:=======   * 
  38    41    73:===========       * 
  40    83   102:=====================    * 
  42   154   125:===============================*======= 
  44    93   138:========================          * 
  46   123   140:===============================   * 
  48   194   134:=================================*=============== 
  50   136   122:==============================*=== 
  52   108   108:==========================* 
  54    90    92:======================* 
  56    95    77:===================*==== 
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  58    60    63:===============* 
  60    36    51:=========   * 
  62    37    41:==========* 
  64    33    33:========* 
  66    39    26:======*=== 
  68    23    20:====*= 
  70    28    16:===*=== 
  72    18    12:==*== 
  74    11    10:==* 
  76     6     8:=* 
  78     7     6:=* 
  80     2     5:=* 
  82     5     3:*= 
  84     8     3:*= 
  86     4     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.93350.00305; mu= 10.4492 0.160 
 mean_var=32.7018 8.784, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.224279 
 Kolmogorov-Smirnov  statistic: 0.0742 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   62 24.7    0.62 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   60 24.2     2.1 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   57 23.1     2.2 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 21.1     5.9 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.7     6.4 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   49 20.4     6.6 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   52 21.5     7.8 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   52 21.5     7.8 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   53 21.9     7.9 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   51 21.1     8.3 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 22.3     9.4 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   50 20.8     9.5 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   50 20.8     9.5 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.8      10 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.8      10 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.8      10 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 20.8      10 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.3      11 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.7      12 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.5      13 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.8      14 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.8      14 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   53 22.0      15 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.7      15 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.5      18 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 22.0      19 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.9      19 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   51 21.3      21 
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gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 19.1      23 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 18.0      23 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   48 20.2      23 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.7      24 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.7      24 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.5      25 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.5      25 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   51 21.4      27 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 18.8      31 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   45 19.2      31 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 17.0      32 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.8      33 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.8      33 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.2      35 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.2      37 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   50 21.1      39 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   45 19.2      39 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.9      39 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.9      39 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.9      39 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   44 18.9      39 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.9      39 
gi|67975085|gb|AAY84563.1| group 18 allergen prote ( 462)   48 20.3      41 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.5      42 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 20.0      43 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.8      43 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.5      45 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.5      45 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 20.0      45 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.4      46 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.5      47 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.9      48 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   43 18.5      49 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.5      49 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   43 18.5      49 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.5      49 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   43 18.6      51 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.2      51 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 18.2      52 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 18.2      52 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.5      54 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.5      54 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   40 17.5      54 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   43 18.6      55 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   47 20.0      56 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.8      57 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.2      59 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   42 18.2      61 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   42 18.2      61 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.9      61 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   42 18.2      61 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   42 18.2      61 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   42 18.2      61 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   42 18.2      61 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   42 18.2      61 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   42 18.2      61 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.2      61 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   42 18.2      61 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   42 18.2      61 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.7      63 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.9      64 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.9      64 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.7      64 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.7      64 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.6      67 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.7      67 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.2      68 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.5      68 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.4      69 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 17.9      69 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 17.9      69 
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gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.7      71 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   41 17.9      76 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   41 17.9      76 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   41 17.9      76 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   41 17.9      76 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   41 17.9      76 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 15.7      76 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 17.2      76 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   43 18.6      77 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   43 18.6      77 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.6      78 
gi|218203826|gb|ACK76296.1| Der f 6 allergen [Derm ( 279)   43 18.6      79 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.6      79 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.4      82 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 20.1      83 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 16.8      84 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 16.8      84 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.1      84 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      84 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   39 17.2      84 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   39 17.2      84 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      85 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   40 17.6      90 
gi|280414|pir||A60372 pollen allergen Poa-pI - Ken (  20)   32 14.6      91 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   43 18.7      91 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.4      93 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   44 19.0      94 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   40 17.6      94 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   40 17.6      94 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   40 17.6      94 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   40 17.6      94 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   40 17.6      94 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.6      94 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.6      94 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   40 17.6      94 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.6      94 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   40 17.6      94 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.6      94 
gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 Fr ( 127)   39 17.2      96 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   43 18.7      96 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   39 17.2      98 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   41 18.0      98 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   39 17.2      99 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 106.2  bits: 24.7 E(): 0.62 
Smith-Waterman score: 62; 27.8% identity (50.0% similar) in 54 aa overlap (2-55:47-99) 
 
                                            10        20        30  
2MEPSP                              SALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:..  . :  
gi|291 SHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPV-LVPAVITVSLIIMG 
         20        30        40        50        60         70      
 
              40        50        60        70        80            
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG            
       .     ::: :    ::   :. :                                     
gi|291 FLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVT 
          80        90       100       110       120       130      
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 96.8  bits: 24.2 E():  2.1 
Smith-Waterman score: 60; 36.4% identity (60.6% similar) in 66 aa overlap (8-71:139-195) 
 
                                      10        20         30       
2MEPSP                        SALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :.   ..  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYD--VLA 
      110       120       130       140        150       160        
 
         40        50        60         70        80                
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2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK-NAYVEGDASSASYFLAG                
       : ..:   .:    ::...     .:: .:: ..::                         
gi|612 R-NLKDLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSC 
          170       180            190       200       210          
 
gi|612 QYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVS 
     220       230       240       250       260       270          
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 96.5  bits: 23.1 E():  2.2 
Smith-Waterman score: 57; 26.3% identity (63.2% similar) in 38 aa overlap (21-58:104-139) 
 
                         10        20        30        40        50 
2MEPSP           SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ... .:..:    :  
gi|132 EVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNKYHTKGDHE--VDA 
            80        90       100       110       120         130  
 
               60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .::::..                       
gi|132 EHIKGGKEKVEGLFRAVEAYLLAHSDAYN  
             140       150       160  
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 88.6  bits: 21.1 E():  5.9 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (39-76:18-58) 
 
       10        20        30        40        50        60         
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNA 
                                     : .:  : ..  :. : : . :.:   :.: 
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
          70        80                                              
2MEPSP YVEGDASSASYFLAG                                              
       ..  : .....                                                  
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 88.0  bits: 23.7 E():  6.4 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (8-52:372-415) 
 
                                      10        20        30        
2MEPSP                        SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
        40        50        60        70        80                  
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG                  
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 87.8  bits: 20.4 E():  6.6 
Smith-Waterman score: 49; 23.8% identity (55.6% similar) in 63 aa overlap (10-69:5-64) 
 
               10        20           30        40        50        
2MEPSP SALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
                ::.:. .: ::   ::.: :     ..   .. .:..   . .  ..:.:. 
gi|603      VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKAGK 
                     10        20        30        40          50   
 
        60        70        80 
2MEPSP KYKSPKNAYVEGDASSASYFLAG 
       .  .     .::            
gi|603 EKAAHLFKLIEGYLKDHPSEYN  
             60        70      
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>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.4  bits: 21.5 E():  7.8 
Smith-Waterman score: 52; 53.3% identity (86.7% similar) in 15 aa overlap (1-15:10-24) 
 
                        10        20        30        40        50  
2MEPSP          SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                .:::.:: . :::..                                     
gi|476 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.4  bits: 21.5 E():  7.8 
Smith-Waterman score: 52; 53.3% identity (86.7% similar) in 15 aa overlap (1-15:10-24) 
 
                        10        20        30        40        50  
2MEPSP          SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                .:::.:: . :::..                                     
gi|313 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 86.3  bits: 21.9 E():  7.9 
Smith-Waterman score: 53; 29.6% identity (57.4% similar) in 54 aa overlap (4-56:27-73) 
 
                                      10        20        30        
2MEPSP                        SALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
                                 : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
         40        50        60        70        80                 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG                 
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 86.0  bits: 21.1 E():  8.3 
Smith-Waterman score: 51; 23.7% identity (60.5% similar) in 38 aa overlap (21-58:104-139) 
 
                         10        20        30        40        50 
2MEPSP           SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .. .:..:    .  
gi|154 EVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSKYHTKGDHEVPAE- 
            80        90       100       110       120       130    
 
               60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .::::..                       
gi|154 -HIKGGKERVEGLLKPVEAYLLAHTAEYNN 
             140       150       160  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 85.0  bits: 22.3 E():  9.4 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (37-70:279-317) 
 
         10        20        30           40        50        60    
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
              70        80                                          
2MEPSP PKNAYVEGDASSASYFLAG                                          
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 84.9  bits: 20.8 E():  9.5 
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Smith-Waterman score: 50; 28.1% identity (46.9% similar) in 64 aa overlap (2-65:52-110) 
 
                                            10        20        30  
2MEPSP                              SALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:.:  .    
gi|753 AQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVPAVITIFLLGAG 
              30        40        50        60         70        80 
 
              40        50        60        70        80            
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG            
       .     ::: :    ::   :. :    : : .:                           
gi|753 FLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAREMKDRAEQFSQ 
               90       100           110       120       130       
 
gi|753 QPVAGSQTS 
        140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 84.9  bits: 20.8 E():  9.5 
Smith-Waterman score: 50; 28.1% identity (46.9% similar) in 64 aa overlap (2-65:52-110) 
 
                                            10        20        30  
2MEPSP                              SALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:.:  .    
gi|198 AQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVPAVITIFLLGAG 
              30        40        50        60         70        80 
 
              40        50        60        70        80            
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG            
       .     ::: :    ::   :. :    : : .:                           
gi|198 FLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAREMKDRAEQFSQ 
               90       100           110       120       130       
 
gi|198 QPVAGSQTS 
        140      
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 84.3  bits: 20.8 E():   10 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (10-44:91-127) 
 
                                    10        20          30        
2MEPSP                      SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
        40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
       : .:..:                                     
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN    
              130       140       150       160    
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 84.3  bits: 20.8 E():   10 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (10-44:91-127) 
 
                                    10        20          30        
2MEPSP                      SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
        40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
       : .:..:                                     
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN    
              130       140       150       160    
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 84.3  bits: 20.8 E():   10 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (10-44:91-127) 
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                                    10        20          30        
2MEPSP                      SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
        40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
       : .:..:                                     
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN    
              130       140       150       160    
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 84.3  bits: 20.8 E():   10 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (12-49:125-160) 
 
                                  10        20        30        40  
2MEPSP                    SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
              50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
         :::...                                
gi|132 --HSDAYN                                
            160                                
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 83.5  bits: 22.3 E():   11 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (19-40:9-30) 
 
               10        20        30        40        50        60 
2MEPSP SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
                         :  :..::.. .: :  .: ::                     
gi|424           NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLYA 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP SPKNAYVEGDASSASYFLAG                                         
                                                                    
gi|424 LFQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKGVDVDHIIELIHQ 
               60        70        80        90       100       110 
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.9  bits: 22.7 E():   12 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (9-36:414-441) 
 
                                     10        20        30         
2MEPSP                       SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
       40        50        60        70        80                   
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG                   
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.5  bits: 20.5 E():   13 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (21-44:104-127) 
 
                         10        20        30        40        50 
2MEPSP           SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
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               60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                      
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN    
           140       150       160    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 82.2  bits: 19.8 E():   14 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (54-73:53-72) 
 
            30        40        50        60        70        80    
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG    
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 81.6  bits: 19.8 E():   14 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (41-64:20-43) 
 
               20        30        40        50        60        70 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::: : .   :. : :   ::: .       
gi|145            MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFE 
                          10        20        30        40          
 
               80                                                   
2MEPSP ASSASYFLAG                                                   
                                                                    
gi|145 IIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      50        60        70        80        90       100          
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 81.4  bits: 22.0 E():   15 
Smith-Waterman score: 53; 23.4% identity (63.8% similar) in 47 aa overlap (32-78:118-161) 
 
              10        20        30        40        50        60  
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRIV---EFQS 
        90       100       110       120       130       140        
 
              70        80                                          
2MEPSP PKNAYVEGDASSASYFLAG                                          
         :. .    :.:.:.:                                            
gi|149 NPNTLILPKHSDADYILVVLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILNPDD 
          150       160       170       180       190       200     
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.3  bits: 22.7 E():   15 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (9-36:500-527) 
 
                                     10        20        30         
2MEPSP                       SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
       40        50        60        70        80                   
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG                   
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 79.9  bits: 19.5 E():   18 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (19-65:3-44) 
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               10        20        30        40        50        60 
2MEPSP SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
                         :  ..:   .: .:.     .:::: :  .  :. : :   : 
gi|207                 MSITDIVSEKNIEAALE-----SVKAEGSFEYKCFFQKVGLAGK 
                               10             20        30          
 
               70        80                                         
2MEPSP SPKNAYVEGDASSASYFLAG                                         
       :  .:                                                        
gi|207 SADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIG 
      40        50        60        70        80        90          
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 79.5  bits: 22.0 E():   19 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (27-76:539-592) 
 
                   10        20        30            40        50   
2MEPSP     SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
             60        70        80                                 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAG                                 
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 79.3  bits: 16.9 E():   19 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (40-48:10-18) 
 
      10        20        30        40        50        60          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|409                      IAKVPPGGXITAEYGDKWLD                    
                                    10        20                    
 
      70        80 
2MEPSP DASSASYFLAG 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 78.8  bits: 21.3 E():   21 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (32-78:204-247) 
 
              10        20        30        40        50        60  
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
              70        80                                          
2MEPSP PKNAYVEGDASSASYFLAG                                          
         :. .    :.:...:                                            
gi|149 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.1  bits: 19.1 E():   23 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (42-64:21-43) 
 
              20        30        40        50        60        70  
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
              80                                                    
2MEPSP SSASYFLAG                                                    
                                                                    
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
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               60        70        80        90       100       110 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 78.0  bits: 18.0 E():   23 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (43-61:1-19) 
 
             20        30        40        50        60        70   
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     ::   . ::  ::  : .:            
gi|377                               EHERIFKRFDAKGDGKISSSELGETLKPLG 
                                             10        20        30 
 
             80               
2MEPSP SASYFLAG               
                              
gi|377 SVTLEEIQRMMAEIDTDGDGFL 
               40        50   
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 77.9  bits: 20.2 E():   23 
Smith-Waterman score: 48; 39.3% identity (64.3% similar) in 28 aa overlap (53-80:25-51) 
 
             30        40        50        60        70        80   
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG   
                                     : ::..  :: .:  .   .:::.: .:   
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.7  bits: 21.7 E():   24 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (40-76:553-589) 
 
      10        20        30        40        50        60          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
      70        80                                                  
2MEPSP DASSASYFLAG                                                  
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.7  bits: 21.7 E():   24 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (40-76:553-589) 
 
      10        20        30        40        50        60          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
      70        80                                                  
2MEPSP DASSASYFLAG                                                  
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (21-58:104-139) 
 
                         10        20        30        40        50 
2MEPSP           SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
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            80        90       100       110       120       130    
 
               60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAG 
         :::...                       
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN  
             140       150       160  
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (11-44:92-127) 
 
                                   10        20           30        
2MEPSP                     SALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
        40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
       : .:..:                                     
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN    
              130       140       150       160    
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 76.8  bits: 21.4 E():   27 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (32-78:204-247) 
 
              10        20        30        40        50        60  
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
              70        80                                          
2MEPSP PKNAYVEGDASSASYFLAG                                          
         :. .    :.:...:                                            
gi|169 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.5  bits: 18.8 E():   31 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (18-33:49-64) 
 
                            10        20        30        40        
2MEPSP              SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
        50        60        70        80              
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG              
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 45; 22.2% identity (66.7% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|154 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN    
             130       140       150       160    
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>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 75.5  bits: 17.0 E():   32 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (40-48:10-18) 
 
      10        20        30        40        50        60          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK     
                                    10        20        30          
 
      70        80 
2MEPSP DASSASYFLAG 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.2  bits: 18.8 E():   33 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (41-51:8-18) 
 
               20        30        40        50        60        70 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
               80                                                   
2MEPSP ASSASYFLAG                                                   
                                                                    
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.2  bits: 18.8 E():   33 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (41-51:8-18) 
 
               20        30        40        50        60        70 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
               80                                                   
2MEPSP ASSASYFLAG                                                   
                                                                    
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.6  bits: 19.2 E():   35 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (47-58:134-145) 
 
         20        30        40        50        60        70       
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
         80                
2MEPSP FLAG                
                           
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.3  bits: 19.2 E():   37 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (47-58:142-153) 
 
         20        30        40        50        60        70       
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
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         80                
2MEPSP FLAG                
                           
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 73.8  bits: 21.1 E():   39 
Smith-Waterman score: 50; 29.3% identity (56.1% similar) in 41 aa overlap (40-80:353-392) 
 
      10        20        30        40        50        60          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     : ::   .   : . .  .  : : : :.  
gi|219 GSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADAR-DSHKPAVVKH 
            330       340       350       360       370        380  
 
      70        80                                                  
2MEPSP DASSASYFLAG                                                  
       :.: .:....:                                                  
gi|219 DGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIE 
             390       400       410       420       430       440  
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.8  bits: 19.2 E():   39 
Smith-Waterman score: 47; 33.3% identity (42.6% similar) in 54 aa overlap (5-57:51-100) 
 
                                         10        20        30     
2MEPSP                           SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                                     : ::    :   :: : .:   : ..     
gi|116 EAEAKGIREAGGSVDLYRVPETLTQEVLTKMHAP-PKDDSIPEITDPFILEQYDRFPHGH 
               30        40        50         60        70          
 
            40        50        60        70        80              
2MEPSP MERFG-VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG              
         :.:   :.    :::    :::                                     
gi|116 PTRYGNFPAQWRTFWDR---TGGQWQTGAFWGKYAGLFISTGTQGGGQESTALAAMSTLS 
      80        90          100       110       120       130       
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (11-44:92-127) 
 
                                   10            20        30       
2MEPSP                     SALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
         40        50        60        70        80 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
       .: .:..:                                     
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN    
     120       130       140       150       160    
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (55-70:111-126) 
 
           30        40        50        60        70        80     
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG     
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (55-70:111-126) 
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           30        40        50        60        70        80     
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG     
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 44; 25.0% identity (63.9% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|400 HTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN    
             130       140       150       160    
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (55-70:111-126) 
 
           30        40        50        60        70        80     
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG     
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|67975085|gb|AAY84563.1| group 18 allergen protein [  (462 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.5  bits: 20.3 E():   41 
Smith-Waterman score: 48; 26.1% identity (63.0% similar) in 46 aa overlap (34-76:144-187) 
 
            10        20        30        40        50        60    
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|679 FSKTAAVEHYRETFVVSTIDLMTKYGFDGVMIDWSGMQAKDSDNFVKLLDKFDEKFA--Q 
           120       130       140       150       160       170    
 
               70        80                                         
2MEPSP NAYVEG---DASSASYFLAG                                         
       ...: :    :. :::                                             
gi|679 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLTLDYDGPWAYTVGHASALPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.1  bits: 18.5 E():   42 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (2-44:8-46) 
 
                     10        20        30        40        50     
2MEPSP       SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
              :..::. ..   :...  ::  .  . .:   :::.:: : ..           
gi|140 MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFGEKIDQIEHGLLMLSE 
               10        20        30            40        50       
 
           60        70        80                                   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAG                                   
                                                                    
gi|140 QYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFETAVSTIE 
         60        70        80        90       100       110       
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>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (51-77:319-345) 
 
               30        40        50        60        70        80 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.9  bits: 17.8 E():   43 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (42-61:9-28) 
 
              20        30        40        50        60        70  
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
              80                                      
2MEPSP SSASYFLAG                                      
                                                      
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (11-25:83-97) 
 
                                   10        20        30        40 
2MEPSP                     SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
               50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                                
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG         
            120       130       140             
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (11-25:83-97) 
 
                                   10        20        30        40 
2MEPSP                     SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
               50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                                
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG         
            120       130       140             
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.7  bits: 20.0 E():   45 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (39-70:182-217) 
 
       10        20        30        40            50        60     
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
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           70        80                                             
2MEPSP AYVEGDASSASYFLAG                                             
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.5  bits: 20.4 E():   46 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (24-76:417-466) 
 
                      10        20        30        40        50    
2MEPSP        SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
            60        70        80                                  
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAG                                  
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.4  bits: 18.5 E():   47 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (12-65:92-139) 
 
                                  10        20        30        40  
2MEPSP                    SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
              50         60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEGDASSASYFLAG 
         :::  :  . .::..  ::  ::                
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG   
        120         130       140       150     
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (27-53:155-183) 
 
                   10        20        30        40          50     
2MEPSP     SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
           60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAG 
                                  
gi|549 CNYGPAGNVGNEPIYERK         
          190       200           
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.1  bits: 18.5 E():   49 
Smith-Waterman score: 43; 22.2% identity (64.4% similar) in 45 aa overlap (2-44:84-126) 
 
                                            10        20            
2MEPSP                              SALLMAAPLALGDVEIEIID--KLISIPYVE 
                                     .:. ..:.  ::.  .: .  :... :    
gi|437 KKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVATPDGG 
            60        70        80        90         100       110  
 
      30        40        50        60        70        80 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
         :.. ... .:..:                                     
gi|437 SILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN    
             120       130       140       150             
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (21-44:104-127) 
 
                         10        20        30        40        50 
2MEPSP           SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
               60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                      
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN    
           140       150       160    
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|400 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN    
             130       140       150       160    
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (21-44:104-127) 
 
                         10        20        30        40        50 
2MEPSP           SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
               60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                      
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN    
           140       150       160    
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 18.6 E():   51 
Smith-Waterman score: 44; 19.6% identity (54.3% similar) in 46 aa overlap (36-79:81-126) 
 
          10        20        30        40        50        60      
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK-- 
                                     . : .    ...:.  :.  :  :.. .   
gi|212 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSIV 
               60        70        80        90       100       110 
 
            70        80                                         
2MEPSP NAYVEGDASSASYFLAG                                         
        . ...: :   :..:                                          
gi|212 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              120       130       140       150       160        
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.2 E():   51 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (41-59:9-27) 
 
               20        30        40        50        60        70 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
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                                     10        20        30         
 
               80                                                   
2MEPSP ASSASYFLAG                                                   
                                                                    
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (40-69:14-43) 
 
      10        20        30        40        50        60          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|179                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
      70        80                                                  
2MEPSP DASSASYFLAG                                                  
                                                                    
gi|179 YMTMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (40-69:14-43) 
 
      10        20        30        40        50        60          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|144                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
      70        80                                                  
2MEPSP DASSASYFLAG                                                  
                                                                    
gi|144 YMTMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.3  bits: 17.5 E():   54 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (41-58:7-24) 
 
               20        30        40        50        60        70 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
               80                                      
2MEPSP ASSASYFLAG                                      
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.3  bits: 17.5 E():   54 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (41-58:7-24) 
 
               20        30        40        50        60        70 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
               80                                      
2MEPSP ASSASYFLAG                                      
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6018

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 71.3  bits: 17.5 E():   54 
Smith-Waterman score: 40; 35.5% identity (51.6% similar) in 31 aa overlap (41-71:7-33) 
 
               20        30        40        50        60        70 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::    :::. :   .  .  ..   :: 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
               80                                          
2MEPSP ASSASYFLAG                                          
       :                                                   
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.1  bits: 18.6 E():   55 
Smith-Waterman score: 44; 20.5% identity (54.5% similar) in 44 aa overlap (38-79:99-142) 
 
        10        20        30        40        50        60        
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK--NA 
                                     : .    ...:.  :.  :  :.. .   . 
gi|606 VIQVTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSIVAG 
       70        80        90       100       110       120         
 
          70        80                                         
2MEPSP YVEGDASSASYFLAG                                         
        ...: :   :..:                                          
gi|606 CLDNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
      130       140       150       160       170       180    
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.9  bits: 20.0 E():   56 
Smith-Waterman score: 47; 37.9% identity (51.7% similar) in 29 aa overlap (52-80:149-173) 
 
              30        40        50        60        70        80  
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG  
                                     ..: :   :  :    ::  ::: .: .:  
gi|572 FLLQSGSSIFSWHGNQSTYEQQQLAAKVAEFLKPGATVKHTK----EGTESSAFWFAVGG 
      120       130       140       150       160           170     
 
gi|572 KQSYTSKKVATEVSRDPHLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWI 
          180       190       200       210       220       230     
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.8  bits: 20.8 E():   57 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (9-36:500-527) 
 
                                     10        20        30         
2MEPSP                       SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
       40        50        60        70        80                   
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG                   
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.6  bits: 18.2 E():   59 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (55-71:109-125) 
 
           30        40        50        60        70        80     
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG     
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
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gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (11-44:91-126) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|159 HTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN    
              130       140       150             
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (11-44:91-126) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|437 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN    
              130       140       150             
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (18-44:86-112) 
 
                            10        20        30        40        
2MEPSP              SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                         
gi|301 LIRSLFGLP                         
         120                             
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|116 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN    
             130       140       150       160    
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 43; 28.9% identity (55.3% similar) in 38 aa overlap (12-49:125-160) 
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                                  10        20        30        40  
2MEPSP                    SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|154 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMRETLLRAVESYLLA 
          100       110       120       130       140       150     
 
              50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
         :::...                                
gi|154 --HSDAYN                                
            160                                
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 31.6% identity (52.6% similar) in 38 aa overlap (12-49:125-160) 
 
                                  10        20        30        40  
2MEPSP                    SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .:  :   
gi|400 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVE--GYL 
          100       110       120       130       140         150   
 
              50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
         :::...                                
gi|400 LAHSDAYN                                
            160                                
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 22.2% identity (66.7% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN    
             130       140       150       160    
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|154 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN    
             130       140       150       160    
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
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       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|132 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN    
             130       140       150       160    
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 25.0% identity (63.9% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKY 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|400 HTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN    
             130       140       150       160    
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|114 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN    
             130       140       150       160    
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN    
             130       140       150       160    
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.0  bits: 19.7 E():   63 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (34-76:144-187) 
 
            10        20        30        40        50        60    
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
               70        80                                         
2MEPSP NAYVEG---DASSASYFLAG                                         
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
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 initn:  41 init1:  41 opt:  41  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (41-59:9-27) 
 
               20        30        40        50        60        70 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
               80                                                   
2MEPSP ASSASYFLAG                                                   
                                                                    
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (41-59:9-27) 
 
               20        30        40        50        60        70 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
               80                                                   
2MEPSP ASSASYFLAG                                                   
                                                                    
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 19.7 E():   64 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (37-76:367-406) 
 
         10        20        30        40        50        60       
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
         70        80                                               
2MEPSP VEGDASSASYFLAG                                               
       :   ::: ..                                                   
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 19.7 E():   64 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (37-76:367-406) 
 
         10        20        30        40        50        60       
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
         70        80                                               
2MEPSP VEGDASSASYFLAG                                               
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (18-44:5-31) 
 
               10        20        30        40        50        60 
2MEPSP SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
                        ::. : ..:  .  :. ..  :: ..:                 
gi|424              EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGLTRAAR 
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                            10        20        30        40        
 
               70        80                                         
2MEPSP SPKNAYVEGDASSASYFLAG                                         
                                                                    
gi|424 NLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANF 
        50        60        70        80        90       100        
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 19.7 E():   67 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (37-76:376-415) 
 
         10        20        30        40        50        60       
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
         70        80                                               
2MEPSP VEGDASSASYFLAG                                               
       :   ::: ..                                                   
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.4  bits: 18.2 E():   68 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (13-54:115-155) 
 
                                 10        20        30        40   
2MEPSP                   SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
             50        60        70        80 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
       . :... . . :                           
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG 
           150       160       170       180  
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.5 E():   68 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (40-65:19-44) 
 
      10        20        30        40        50        60          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     :::  : ..  :. : :   ::  .:     
gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
      70        80                                                  
2MEPSP DASSASYFLAG                                                  
                                                                    
gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.3  bits: 19.4 E():   69 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (18-44:169-195) 
 
                            10        20         30        40       
2MEPSP              SALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
         50        60        70        80                           
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG                           
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
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>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (4-48:99-142) 
 
                                          10        20        30    
2MEPSP                            SALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
            40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
           . .  :.:. :                                 
gi|195 HNTPYCLAMEESQ-WS                                
      130       140                                    
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (4-48:99-142) 
 
                                          10        20        30    
2MEPSP                            SALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
            40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
           . .  :.:. :                                 
gi|219 HNTPYCLAMEESQ-WS                                
      130       140                                    
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.1  bits: 15.7 E():   71 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (40-48:10-18) 
 
      10        20        30        40        50        60          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
      70        80 
2MEPSP DASSASYFLAG 
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|241 HTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN    
             130       140       150       160    
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
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       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN    
             130       140       150       160    
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|154 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN    
             130       140       150       160    
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 22.2% identity (64.4% similar) in 45 aa overlap (2-44:85-127) 
 
                                            10        20            
2MEPSP                              SALLMAAPLALGDVEIEIID--KLISIPYVE 
                                     .:. ..:.  ::.  .: .  :... :    
gi|459 KKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVATPDGG 
           60        70        80        90         100       110   
 
      30        40        50        60        70        80 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
         :.. ... .:..:                                     
gi|459 SILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN    
            120       130       140       150       160    
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN    
             130       140       150       160    
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.5  bits: 15.7 E():   76 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (40-48:10-18) 
 
      10        20        30        40        50        60          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK     
                                    10        20        30          
 
      70        80 
2MEPSP DASSASYFLAG 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.5  bits: 17.2 E():   76 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (50-58:67-75) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6026

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
      20        30        40        50        60        70          
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
      80 
2MEPSP G 
         
gi|126 N 
         
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 43; 31.6% identity (68.4% similar) in 19 aa overlap (1-19:16-34) 
 
                              10        20        30        40      
2MEPSP                SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                      .:.  :::. :   :....                           
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG                          
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 43; 31.6% identity (68.4% similar) in 19 aa overlap (1-19:16-34) 
 
                              10        20        30        40      
2MEPSP                SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                      .:.  :::. :   :....                           
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG                          
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (18-44:236-262) 
 
                            10        20        30        40        
2MEPSP              SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                         
gi|225 LIRSWFGLP                         
         270                             
 
>>gi|218203826|gb|ACK76296.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (37-72:107-142) 
 
         10        20        30        40        50        60       
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
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         70        80                                               
2MEPSP VEGDASSASYFLAG                                               
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (37-72:107-142) 
 
         10        20        30        40        50        60       
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
         70        80                                               
2MEPSP VEGDASSASYFLAG                                               
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.9  bits: 19.4 E():   82 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (5-45:372-412) 
 
                                         10        20        30     
2MEPSP                           SALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
            40        50        60        70        80              
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG              
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.8  bits: 20.1 E():   83 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (54-73:767-786) 
 
            30        40        50        60        70        80    
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG    
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
 
gi|170 AQLPAMCRLEGGDALLASQ 
        800       810      
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 16.8 E():   84 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (16-28:71-83) 
 
                              10        20        30        40      
2MEPSP                SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
          50        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 16.8 E():   84 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (16-28:71-83) 
 
                              10        20        30        40      
2MEPSP                SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
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gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
          50        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 20.1 E():   84 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (54-73:782-801) 
 
            30        40        50        60        70        80    
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG    
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
gi|217 AQLPAMCRLEGGDALLASQ 
             820       830 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.7  bits: 17.9 E():   84 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (41-76:63-101) 
 
               20        30        40        50        60           
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
        70        80                                                
2MEPSP EGDASSASYFLAG                                                
       .: : :: :                                                    
gi|212 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYTL 
            100       110       120       130       140       150   
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (41-76:20-58) 
 
               20        30        40        50        60           
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                     .: .: :.  :. : : . ::    :.:.  
gi|148            MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFF 
                          10        20        30        40          
 
        70        80                                                
2MEPSP EGDASSASYFLAG                                                
         : .....                                                    
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (41-76:20-58) 
 
               20        30        40        50        60           
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                     .: .: :.  :. : : . ::    :.:.  
gi|145            MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFF 
                          10        20        30        40          
 
        70        80                                                
2MEPSP EGDASSASYFLAG                                                
         : .....                                                    
gi|145 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
      50        60        70        80        90       100          
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (41-76:64-102) 
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               20        30        40        50        60           
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
        70        80                                                
2MEPSP EGDASSASYFLAG                                                
       .: : :: :                                                    
gi|116 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYTL 
           100       110       120       130       140       150    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 33.3% identity (51.9% similar) in 54 aa overlap (12-65:92-139) 
 
                                  10        20        30        40  
2MEPSP                    SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
              50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
         :::  : .   : .. ::  ::                
gi|160 --HSDP-DDLGRGGHEQSKSTGNAGGRVACGIIGLQG   
        120        130       140       150     
 
>>gi|280414|pir||A60372 pollen allergen Poa-pI - Kentuck  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.1  bits: 14.6 E():   91 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (40-48:10-18) 
 
      10        20        30        40        50        60          
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:                      
gi|280                      IAKVPPGPXITATYGDKWLD                    
                                    10        20                    
 
      70        80 
2MEPSP DASSASYFLAG 
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.7 E():   91 
Smith-Waterman score: 43; 29.2% identity (62.5% similar) in 24 aa overlap (57-80:59-82) 
 
         30        40        50        60        70        80       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG       
                                     :::.. :  :.     ....: .:       
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 66.9  bits: 19.4 E():   93 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (43-65:208-228) 
 
             20        30        40        50        60        70   
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
             80                                                     
2MEPSP SASYFLAG                                                     
                                                                    
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
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 initn:  38 init1:  38 opt:  44  Z-score: 66.8  bits: 19.0 E():   94 
Smith-Waterman score: 45; 18.2% identity (68.2% similar) in 44 aa overlap (26-69:137-175) 
 
                    10        20        30        40        50      
2MEPSP      SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
                                     :. ...:... .... ...   .: :.... 
gi|256 LVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHDHQNLKII-KLAIPVNKPGRYDDFFLSS 
        110       120       130       140        150       160      
 
          60        70        80                                    
2MEPSP GQKYKSPKNAYVEGDASSASYFLAG                                    
        :  .:    :..:                                               
gi|256 TQAQQS----YLQGFSHNILETSFHSEFEEINRVLFGEEEEQRQQEGVIVELSKEQIRQL 
         170           180       190       200       210       220  
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (11-44:91-126) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|437 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN    
              130       140       150             
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|400 GSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN    
             130       140       150       160    
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|116 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN    
             130       140       150       160    
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
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              70        80        90       100       110       120  
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|116 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN    
             130       140       150       160    
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|125 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|125 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN    
             130       140       150       160    
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (55-70:111-126) 
 
           30        40        50        60        70        80     
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG     
                                     ::.  :: .. ...::               
gi|824 SYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTSHYHTKGDVEIKEEHVKAGKEK 
               90       100       110       120       130       140 
 
gi|824 ASNLFKLIETYLKGHPDAYN 
              150       160 
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|459 HTKGNHEVKAEQVKASKEMGETLLKAVESYLLAHSDAYN    
             130       140       150       160    
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|116 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN    
             130       140       150       160    
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
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Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|125 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN    
             130       140       150       160    
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|256 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN    
             130       140       150       160    
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (11-44:92-127) 
 
                                   10        20          30         
2MEPSP                     SALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
       40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
        .:..:                                     
gi|125 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN    
             130       140       150       160    
 
>>gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 From P  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.2 E():   96 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (34-49:32-47) 
 
            10        20        30        40        50        60    
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|159 PMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
              10        20        30        40        50        60  
 
            70        80                                            
2MEPSP NAYVEGDASSASYFLAG                                            
                                                                    
gi|159 DELNEMENTQGCMCEALQQIMENQCDRLQDRQMVQQFKRELMSLPQQCNFRAPQRCDLDV 
              70        80        90       100       110       120  
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.7 E():   96 
Smith-Waterman score: 43; 29.2% identity (62.5% similar) in 24 aa overlap (57-80:79-102) 
 
         30        40        50        60        70        80       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG       
                                     :::.. :  :.     ....: .:       
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
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gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 39; 35.0% identity (50.0% similar) in 20 aa overlap (45-64:3-22) 
 
           20        30        40        50        60        70     
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                     .::::   .    . :  ::           
gi|298                             MSADSWDNHCVTYVANNKCLKNLCMTAIDGSH 
                                           10        20        30   
 
           80                                                       
2MEPSP SYFLAG                                                       
                                                                    
gi|298 LGTSNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYA 
             40        50        60        70        80        90   
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 41; 61.5% identity (76.9% similar) in 13 aa overlap (6-18:101-113) 
 
                                        10        20        30      
2MEPSP                          SALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                     :: : ::: .:.:                  
gi|144 SATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLK 
               80        90       100       110       120       130 
 
          40        50        60        70        80                
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG                
                                                                    
gi|144 FEGHIGDIDMKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYF 
              140       150       160       170       180       190 
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 39; 43.8% identity (75.0% similar) in 16 aa overlap (41-56:9-24) 
 
               20        30        40        50        60        70 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.:...:.:  : :               
gi|990                       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKP 
                                     10        20        30         
 
               80                                                   
2MEPSP ASSASYFLAG                                                   
                                                                    
gi|990 TFEVAIENDQYIFRSLSTFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFG 
       40        50        60        70        80        90         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:44 2011 done: Tue Apr 19 10:57:44 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 185  - 264 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
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       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     3     0:= 
  30     3     2:* 
  32     3     8:=* 
  34    16    22:==== * 
  36    28    44:=======   * 
  38    37    73:==========        * 
  40    91   102:=======================  * 
  42   150   125:===============================*====== 
  44    99   138:=========================         * 
  46   121   140:===============================   * 
  48   191   134:=================================*============== 
  50   130   122:==============================*== 
  52   104   108:==========================* 
  54    98    92:======================*== 
  56    83    77:===================*= 
  58    71    63:===============*== 
  60    41    51:=========== * 
  62    37    41:==========* 
  64    26    33:======= * 
  66    43    26:======*==== 
  68    24    20:====*= 
  70    25    16:===*=== 
  72    17    12:==*== 
  74    11    10:==* 
  76     4     8:=* 
  78     8     6:=* 
  80     3     5:=* 
  82     4     3:* 
  84    10     3:*== 
  86     2     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.85110.00305; mu= 10.9909 0.160 
 mean_var=32.4137 8.635, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.225273 
 Kolmogorov-Smirnov  statistic: 0.0688 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   62 24.7    0.62 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   60 24.2     2.1 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   57 23.1     2.2 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 21.1       6 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.7     6.2 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   49 20.3     6.7 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   53 21.9     7.9 
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gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   51 21.1     8.4 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 22.3     9.3 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   50 20.8     9.6 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   50 20.8     9.6 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   51 21.2     9.8 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   51 21.2     9.8 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.8      10 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.8      10 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.8      10 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 20.8      10 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.3      11 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.7      12 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.5      13 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.7      14 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.8      15 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.8      15 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   53 22.0      15 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.4      18 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 22.1      19 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   49 20.6      19 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.8      20 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   51 21.3      20 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 19.1      23 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.7      23 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.7      23 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 18.0      24 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.5      25 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   46 19.5      25 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   51 21.4      26 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 21.4      31 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   46 19.5      31 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   45 19.2      32 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 18.8      32 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.9      33 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.8      33 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.8      33 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.2      36 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.2      37 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.9      40 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.9      40 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.9      40 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   44 18.9      40 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.9      40 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   43 18.5      43 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 20.0      43 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.8      45 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 20.0      45 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.5      45 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.5      45 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.4      46 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.5      48 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.9      49 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   43 18.5      49 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.5      50 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.5      50 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   43 18.5      50 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   43 18.5      52 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.2      52 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 18.2      53 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 18.2      53 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.4      55 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.4      55 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   40 17.4      55 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   43 18.6      56 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   47 20.1      56 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.8      56 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.2      60 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   42 18.2      62 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   42 18.2      62 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   42 18.2      62 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   42 18.2      62 
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gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   42 18.2      62 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   42 18.2      62 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   42 18.2      62 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.2      62 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   42 18.2      62 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   42 18.2      62 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.8      62 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.7      63 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.7      64 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.7      64 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.8      65 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.8      65 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.7      67 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.6      68 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.2      69 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.4      69 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.5      69 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 17.9      70 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 17.9      70 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   44 19.0      74 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.6      74 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.4      76 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.4      76 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   41 17.9      77 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   41 17.9      77 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   41 17.9      77 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   41 17.9      77 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   44 19.0      78 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.6      78 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 17.1      78 
gi|218203826|gb|ACK76296.1| Der f 6 allergen [Derm ( 279)   43 18.6      80 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.6      80 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 15.6      80 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.4      81 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 20.1      82 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.1      83 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      86 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      86 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 16.8      86 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 16.8      86 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   39 17.2      87 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   39 17.2      87 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   40 17.5      92 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.4      92 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   46 19.8      92 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   44 19.0      94 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   40 17.6      96 
gi|280414|pir||A60372 pollen allergen Poa-pI - Ken (  20)   32 14.6      96 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   40 17.6      96 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   40 17.6      96 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.6      96 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   40 17.6      96 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   40 17.6      96 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   40 17.6      96 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.6      96 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.6      96 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   40 17.6      96 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.6      96 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   42 18.3      96 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   42 18.3      96 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   43 18.7      97 
gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 Fr ( 127)   39 17.2      98 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   41 17.9      99 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   39 17.2   1e 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 106.2  bits: 24.7 E(): 0.62 
Smith-Waterman score: 62; 27.8% identity (50.0% similar) in 54 aa overlap (1-54:47-99) 
 
                                             10        20        30 
2MEPSP                               ALLMAAPLALGDVEIEIIDKLISIPYVEMT 
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                                     :: .:.:: .    . ..  .:..  . :  
gi|291 SHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPV-LVPAVITVSLIIMG 
         20        30        40        50        60         70      
 
               40        50        60        70        80           
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA           
       .     ::: :    ::   :. :                                     
gi|291 FLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVT 
          80        90       100       110       120       130      
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 96.9  bits: 24.2 E():  2.1 
Smith-Waterman score: 60; 36.4% identity (60.6% similar) in 66 aa overlap (7-70:139-195) 
 
                                       10        20         30      
2MEPSP                         ALLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :.   ..  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYD--VLA 
      110       120       130       140        150       160        
 
          40        50        60         70        80               
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK-NAYVEGDASSASYFLAGA               
       : ..:   .:    ::...     .:: .:: ..::                         
gi|612 R-NLKDLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSC 
          170       180            190       200       210          
 
gi|612 QYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVS 
     220       230       240       250       260       270          
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 96.5  bits: 23.1 E():  2.2 
Smith-Waterman score: 57; 26.3% identity (63.2% similar) in 38 aa overlap (20-57:104-139) 
 
                          10        20        30        40          
2MEPSP            ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ... .:..:    :  
gi|132 EVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNKYHTKGDHE--VDA 
            80        90       100       110       120         130  
 
      50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .::::..                        
gi|132 EHIKGGKEKVEGLFRAVEAYLLAHSDAYN   
             140       150       160   
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 88.5  bits: 21.1 E():    6 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (38-75:18-58) 
 
        10        20        30        40        50        60        
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNA 
                                     : .:  : ..  :. : : . :.:   :.: 
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
           70        80                                             
2MEPSP YVEGDASSASYFLAGA                                             
       ..  : .....                                                  
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 88.2  bits: 23.7 E():  6.2 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (7-51:372-415) 
 
                                       10        20        30       
2MEPSP                         ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
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         40        50        60        70        80                 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA                 
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 87.6  bits: 20.3 E():  6.7 
Smith-Waterman score: 49; 23.8% identity (55.6% similar) in 63 aa overlap (9-68:5-64) 
 
               10           20        30        40        50        
2MEPSP ALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQK 
               ::.:. .: ::   ::.: :     ..   .. .:..   . .  ..:.:.. 
gi|603     VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKAGKE 
                    10        20        30        40          50    
 
        60        70        80 
2MEPSP YKSPKNAYVEGDASSASYFLAGA 
         .     .::             
gi|603 KAAHLFKLIEGYLKDHPSEYN   
            60        70       
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 86.4  bits: 21.9 E():  7.9 
Smith-Waterman score: 53; 29.6% identity (57.4% similar) in 54 aa overlap (3-55:27-73) 
 
                                       10        20         30      
2MEPSP                         ALLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
                                 : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
          40        50        60        70        80                
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA                
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 85.9  bits: 21.1 E():  8.4 
Smith-Waterman score: 51; 23.7% identity (60.5% similar) in 38 aa overlap (20-57:104-139) 
 
                          10        20        30        40          
2MEPSP            ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .. .:..:    .  
gi|154 EVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSKYHTKGDHEVPAE- 
            80        90       100       110       120       130    
 
      50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .::::..                        
gi|154 -HIKGGKERVEGLLKPVEAYLLAHTAEYNN  
             140       150       160   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 85.1  bits: 22.3 E():  9.3 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (36-69:279-317) 
 
          10        20        30           40        50          60 
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
               70        80                                         
2MEPSP PKNAYVEGDASSASYFLAGA                                         
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
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 initn:  44 init1:  44 opt:  50  Z-score: 84.9  bits: 20.8 E():  9.6 
Smith-Waterman score: 50; 28.1% identity (46.9% similar) in 64 aa overlap (1-64:52-110) 
 
                                             10        20        30 
2MEPSP                               ALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:.:  .    
gi|198 AQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVPAVITIFLLGAG 
              30        40        50        60         70        80 
 
               40        50        60        70        80           
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA           
       .     ::: :    ::   :. :    : : .:                           
gi|198 FLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAREMKDRAEQFSQ 
               90       100           110       120       130       
 
gi|198 QPVAGSQTS 
        140      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 84.9  bits: 20.8 E():  9.6 
Smith-Waterman score: 50; 28.1% identity (46.9% similar) in 64 aa overlap (1-64:52-110) 
 
                                             10        20        30 
2MEPSP                               ALLMAAPLALGDVEIEIIDKLISIPYVEMT 
                                     :: .:.:: .    . ..  .:.:  .    
gi|753 AQRVVKAATAVTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPV-LVPAVITIFLLGAG 
              30        40        50        60         70        80 
 
               40        50        60        70        80           
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA           
       .     ::: :    ::   :. :    : : .:                           
gi|753 FLASGGFGVAALSVLSWIYRYLTG----KHPPGADQLESAKTKLASKAREMKDRAEQFSQ 
               90       100           110       120       130       
 
gi|753 QPVAGSQTS 
        140      
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.6  bits: 21.2 E():  9.8 
Smith-Waterman score: 51; 57.1% identity (85.7% similar) in 14 aa overlap (1-14:11-24) 
 
                         10        20        30        40        50 
2MEPSP           ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                 :::.:: . :::..                                     
gi|476 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.6  bits: 21.2 E():  9.8 
Smith-Waterman score: 51; 57.1% identity (85.7% similar) in 14 aa overlap (1-14:11-24) 
 
                         10        20        30        40        50 
2MEPSP           ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                 :::.:: . :::..                                     
gi|313 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 84.2  bits: 20.8 E():   10 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (9-43:91-127) 
 
                                     10          20        30       
2MEPSP                       ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
         40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
       : .:..:                                      
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN     

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6040

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

              130       140       150       160     
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 84.2  bits: 20.8 E():   10 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (9-43:91-127) 
 
                                     10          20        30       
2MEPSP                       ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
         40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
       : .:..:                                      
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN     
              130       140       150       160     
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 84.2  bits: 20.8 E():   10 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (9-43:91-127) 
 
                                     10          20        30       
2MEPSP                       ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
         40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
       : .:..:                                      
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN     
              130       140       150       160     
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 84.2  bits: 20.8 E():   10 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (11-48:125-160) 
 
                                   10        20        30        40 
2MEPSP                     ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
               50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
         :::...                                 
gi|132 --HSDAYN                                 
            160                                 
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 83.6  bits: 22.3 E():   11 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (18-39:9-30) 
 
               10        20        30        40        50        60 
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                        :  :..::.. .: :  .: ::                      
gi|424          NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLYAL 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP PKNAYVEGDASSASYFLAGA                                         
                                                                    
gi|424 FQEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKGVDVDHIIELIHQI 
              60        70        80        90       100       110  
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.1  bits: 22.7 E():   12 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (8-35:414-441) 
 
                                      10        20        30        
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2MEPSP                        ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
        40        50        60        70        80                  
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA                  
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.4  bits: 20.5 E():   13 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (20-43:104-127) 
 
                          10        20        30        40          
2MEPSP            ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
      50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                       
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN     
           140       150       160     
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 82.0  bits: 19.7 E():   14 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (53-72:53-72) 
 
             30        40        50        60        70        80   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA   
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 81.5  bits: 19.8 E():   15 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (40-63:20-43) 
 
      10        20        30        40        50        60          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::: : .   :. : :   ::: .       
gi|145            MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFE 
                          10        20        30        40          
 
      70        80                                                  
2MEPSP ASSASYFLAGA                                                  
                                                                    
gi|145 IIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      50        60        70        80        90       100          
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.5  bits: 22.8 E():   15 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (8-35:500-527) 
 
                                      10        20        30        
2MEPSP                        ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
        40        50        60        70        80                  
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA                  
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
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>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 53; 23.4% identity (63.8% similar) in 47 aa overlap (31-77:118-161) 
 
               10        20        30        40        50        60 
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRIV---EFQS 
        90       100       110       120       130       140        
 
               70        80                                         
2MEPSP PKNAYVEGDASSASYFLAGA                                         
         :. .    :.:.:.:                                            
gi|149 NPNTLILPKHSDADYILVVLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILNPDD 
          150       160       170       180       190       200     
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 79.8  bits: 19.4 E():   18 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (18-64:3-44) 
 
               10        20        30        40        50        60 
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                        :  ..:   .: .:.     .:::: :  .  :. : :   :: 
gi|207                MSITDIVSEKNIEAALE-----SVKAEGSFEYKCFFQKVGLAGKS 
                              10             20        30        40 
 
               70        80                                         
2MEPSP PKNAYVEGDASSASYFLAGA                                         
         .:                                                         
gi|207 ADDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGV 
               50        60        70        80        90       100 
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 79.6  bits: 22.1 E():   19 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (26-75:539-592) 
 
                    10        20        30            40        50  
2MEPSP      ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
              60        70        80                                
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGA                                
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 79.6  bits: 20.6 E():   19 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (52-80:25-52) 
 
              30        40        50        60        70        80  
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA  
                                     : ::..  :: .:  .   .:::.: .:.  
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.9  bits: 16.8 E():   20 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (39-47:10-18) 
 
       10        20        30        40        50        60         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|409                      IAKVPPGGXITAEYGDKWLD                    
                                    10        20                    
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       70        80 
2MEPSP DASSASYFLAGA 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 78.9  bits: 21.3 E():   20 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (31-77:204-247) 
 
               10        20        30        40        50        60 
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
               70        80                                         
2MEPSP PKNAYVEGDASSASYFLAGA                                         
         :. .    :.:...:                                            
gi|149 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.9  bits: 19.1 E():   23 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (41-63:21-43) 
 
               20        30        40        50        60        70 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
               80                                                   
2MEPSP SSASYFLAGA                                                   
                                                                    
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.9  bits: 21.7 E():   23 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (39-75:553-589) 
 
       10        20        30        40        50        60         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
       70        80                                                 
2MEPSP DASSASYFLAGA                                                 
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.9  bits: 21.7 E():   23 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (39-75:553-589) 
 
       10        20        30        40        50        60         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
       70        80                                                 
2MEPSP DASSASYFLAGA                                                 
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 77.7  bits: 18.0 E():   24 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (42-60:1-19) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6044

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
              20        30        40        50        60        70  
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     ::   . ::  ::  : .:            
gi|377                               EHERIFKRFDAKGDGKISSSELGETLKPLG 
                                             10        20        30 
 
              80              
2MEPSP SASYFLAGA              
                              
gi|377 SVTLEEIQRMMAEIDTDGDGFL 
               40        50   
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (20-57:104-139) 
 
                          10        20        30        40          
2MEPSP            ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
      50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
         :::...                        
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN   
             140       150       160   
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 46; 27.0% identity (62.2% similar) in 37 aa overlap (10-43:92-127) 
 
                                    10           20        30       
2MEPSP                      ALLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
         40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
       : .:..:                                      
gi|167 FHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN     
              130       140       150       160     
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 76.9  bits: 21.4 E():   26 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (31-77:204-247) 
 
               10        20        30        40        50        60 
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
               70        80                                         
2MEPSP PKNAYVEGDASSASYFLAGA                                         
         :. .    :.:...:                                            
gi|169 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 75.7  bits: 21.4 E():   31 
Smith-Waterman score: 51; 28.6% identity (57.1% similar) in 42 aa overlap (39-80:353-393) 
 
       10        20        30        40        50        60         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     : ::   .   : . .  .  : : : :.  
gi|219 GSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADAR-DSHKPAVVKH 
            330       340       350       360       370        380  
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       70        80                                                 
2MEPSP DASSASYFLAGA                                                 
       :.: .:....:.                                                 
gi|219 DGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIE 
             390       400       410       420       430       440  
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 19.5 E():   31 
Smith-Waterman score: 47; 33.3% identity (42.6% similar) in 54 aa overlap (4-56:51-100) 
 
                                          10        20        30    
2MEPSP                            ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                                     : ::    :   :: : .:   : ..     
gi|116 EAEAKGIREAGGSVDLYRVPETLTQEVLTKMHAP-PKDDSIPEITDPFILEQYDRFPHGH 
               30        40        50         60        70          
 
             40        50        60        70        80             
2MEPSP MERFG-VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA             
         :.:   :.    :::    :::                                     
gi|116 PTRYGNFPAQWRTFWDR---TGGQWQTGAFWGKYAGLFISTGTQGGGQESTALAAMSTLS 
      80        90          100       110       120       130       
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 45; 22.2% identity (66.7% similar) in 36 aa overlap (10-43:92-127) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|154 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN     
             130       140       150       160     
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.4  bits: 18.8 E():   32 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (17-32:49-64) 
 
                             10        20        30        40       
2MEPSP               ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
         50        60        70        80             
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA             
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 75.1  bits: 16.9 E():   33 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (39-47:10-18) 
 
       10        20        30        40        50        60         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK     
                                    10        20        30          
 
       70        80 
2MEPSP DASSASYFLAGA 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.1  bits: 18.8 E():   33 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (40-50:8-18) 
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      10        20        30        40        50        60          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
      70        80                                                  
2MEPSP ASSASYFLAGA                                                  
                                                                    
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.1  bits: 18.8 E():   33 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (40-50:8-18) 
 
      10        20        30        40        50        60          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
      70        80                                                  
2MEPSP ASSASYFLAGA                                                  
                                                                    
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.5  bits: 19.2 E():   36 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (46-57:134-145) 
 
          20        30        40        50        60        70      
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
          80               
2MEPSP FLAGA               
                           
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.2  bits: 19.2 E():   37 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (46-57:142-153) 
 
          20        30        40        50        60        70      
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
          80               
2MEPSP FLAGA               
                           
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 73.6  bits: 18.9 E():   40 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (10-43:92-127) 
 
                                    10            20        30      
2MEPSP                      ALLMAAPLALGD----VEIEIIDKLISIPYVEMTLRLME 
                                     :::    : .:.  :... :     :..   
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLEL--KIVAAPGGGSILKISG 
              70        80        90       100         110          
 
          40        50        60        70        80 
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2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
       .: .:..:                                      
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN     
     120       130       140       150       160     
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 18.9 E():   40 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (54-69:111-126) 
 
            30        40        50        60        70        80    
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA    
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 18.9 E():   40 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (54-69:111-126) 
 
            30        40        50        60        70        80    
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA    
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.6  bits: 18.9 E():   40 
Smith-Waterman score: 44; 25.0% identity (63.9% similar) in 36 aa overlap (10-43:92-127) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|400 HTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN     
             130       140       150       160     
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 18.9 E():   40 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (54-69:111-126) 
 
            30        40        50        60        70        80    
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA    
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 73.0  bits: 18.5 E():   43 
Smith-Waterman score: 43; 30.2% identity (62.8% similar) in 43 aa overlap (1-43:8-46) 
 
                      10        20        30        40        50    
2MEPSP        ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK 
              :..::. ..   :...  ::  .  . .:   :::.:: : ..           
gi|140 MKFIIFCAIVMAVSVSGFIVDVDTEDKWRNA-FDRM---LMEEFGEKIDQIEHGLLMLSE 
               10        20        30            40        50       
 
            60        70        80                                  

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6048

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGA                                  
                                                                    
gi|140 QYKELEKTKSKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFETAVSTIE 
         60        70        80        90       100       110       
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (50-76:319-345) 
 
      20        30        40        50        60        70          
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
      80                                     
2MEPSP A                                     
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.7  bits: 17.8 E():   45 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (41-60:9-28) 
 
               20        30        40        50        60        70 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
               80                                     
2MEPSP SSASYFLAGA                                     
                                                      
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.7  bits: 20.0 E():   45 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (38-69:182-217) 
 
        10        20        30        40            50        60    
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
            70        80                                            
2MEPSP AYVEGDASSASYFLAGA                                            
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 18.5 E():   45 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (10-24:83-97) 
 
                                    10        20        30          
2MEPSP                      ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
      40        50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                                 
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG          
            120       130       140              
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 18.5 E():   45 
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Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (10-24:83-97) 
 
                                    10        20        30          
2MEPSP                      ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
      40        50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                                 
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG          
            120       130       140              
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.6  bits: 20.4 E():   46 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (23-75:417-466) 
 
                       10        20        30        40        50   
2MEPSP         ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
             60        70        80                                 
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGA                                 
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.2  bits: 18.5 E():   48 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (11-64:92-139) 
 
                                   10        20        30        40 
2MEPSP                     ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
               50         60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEGDASSASYFLAGA 
         :::  :  . .::..  ::  ::                 
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG    
        120         130       140       150      
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.1  bits: 18.9 E():   49 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (26-52:155-183) 
 
                    10        20        30        40          50    
2MEPSP      ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
            60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGA 
                                   
gi|549 CNYGPAGNVGNEPIYERK          
          190       200            
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 43; 22.2% identity (64.4% similar) in 45 aa overlap (1-43:84-126) 
 
                                             10          20         
2MEPSP                               ALLMAAPLALGDVEIEIID--KLISIPYVE 
                                     .:. ..:.  ::.  .: .  :... :    
gi|437 KKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVATPDGG 
            60        70        80        90         100       110  
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       30        40        50        60        70        80 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
         :.. ... .:..:                                      
gi|437 SILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN     
             120       130       140       150              
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (20-43:104-127) 
 
                          10        20        30        40          
2MEPSP            ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
      50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                       
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN     
           140       150       160     
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (20-43:104-127) 
 
                          10        20        30        40          
2MEPSP            ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
      50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                       
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN     
           140       150       160     
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (10-43:92-127) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|400 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN     
             130       140       150       160     
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 44; 19.6% identity (54.3% similar) in 46 aa overlap (35-78:81-126) 
 
           10        20        30        40        50        60     
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK-- 
                                     . : .    ...:.  :.  :  :.. .   
gi|212 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSIV 
               60        70        80        90       100       110 
 
             70        80                                        
2MEPSP NAYVEGDASSASYFLAGA                                        
        . ...: :   :..:                                          
gi|212 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              120       130       140       150       160        
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>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (40-58:9-27) 
 
      10        20        30        40        50        60          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
      70        80                                                  
2MEPSP ASSASYFLAGA                                                  
                                                                    
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (39-68:14-43) 
 
       10        20        30        40        50        60         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|144                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
       70        80                                                 
2MEPSP DASSASYFLAGA                                                 
                                                                    
gi|144 YMTMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (39-68:14-43) 
 
       10        20        30        40        50        60         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|179                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
       70        80                                                 
2MEPSP DASSASYFLAGA                                                 
                                                                    
gi|179 YMTMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.1  bits: 17.4 E():   55 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (40-57:7-24) 
 
      10        20        30        40        50        60          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
      70        80                                     
2MEPSP ASSASYFLAGA                                     
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.1  bits: 17.4 E():   55 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (40-57:7-24) 
 
      10        20        30        40        50        60          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
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gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
      70        80                                     
2MEPSP ASSASYFLAGA                                     
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 71.1  bits: 17.4 E():   55 
Smith-Waterman score: 40; 35.5% identity (51.6% similar) in 31 aa overlap (40-70:7-33) 
 
      10        20        30        40        50        60          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::    :::. :   .  .  ..   :: 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
      70        80                                         
2MEPSP ASSASYFLAGA                                         
       :                                                   
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.6 E():   56 
Smith-Waterman score: 44; 20.5% identity (54.5% similar) in 44 aa overlap (37-78:99-142) 
 
         10        20        30        40        50        60       
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK--NA 
                                     : .    ...:.  :.  :  :.. .   . 
gi|606 VIQVTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSIVAG 
       70        80        90       100       110       120         
 
           70        80                                        
2MEPSP YVEGDASSASYFLAGA                                        
        ...: :   :..:                                          
gi|606 CLDNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
      130       140       150       160       170       180    
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.9  bits: 20.1 E():   56 
Smith-Waterman score: 47; 37.9% identity (51.7% similar) in 29 aa overlap (51-79:149-173) 
 
               30        40        50        60        70        80 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     ..: :   :  :    ::  ::: .: .:  
gi|572 FLLQSGSSIFSWHGNQSTYEQQQLAAKVAEFLKPGATVKHTK----EGTESSAFWFAVGG 
      120       130       140       150       160           170     
 
gi|572 KQSYTSKKVATEVSRDPHLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWI 
          180       190       200       210       220       230     
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.9  bits: 20.8 E():   56 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (8-35:500-527) 
 
                                      10        20        30        
2MEPSP                        ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
        40        50        60        70        80                  
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA                  
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (54-70:109-125) 
 
            30        40        50        60        70        80    
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA    
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (10-43:91-126) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|437 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN     
              130       140       150              
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (10-43:91-126) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|159 HTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN     
              130       140       150              
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (10-43:92-127) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|116 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN     
             130       140       150       160     
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 28.9% identity (55.3% similar) in 38 aa overlap (11-48:125-160) 
 
                                   10        20        30        40 
2MEPSP                     ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|154 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMRETLLRAVESYLLA 
          100       110       120       130       140       150     
 
               50        60        70        80 
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2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
         :::...                                 
gi|154 --HSDAYN                                 
            160                                 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 44; 31.6% identity (52.6% similar) in 38 aa overlap (11-48:125-160) 
 
                                   10        20        30        40 
2MEPSP                     ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .:  :   
gi|400 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVE--GYL 
          100       110       120       130       140         150   
 
               50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
         :::...                                 
gi|400 LAHSDAYN                                 
            160                                 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 22.2% identity (66.7% similar) in 36 aa overlap (10-43:92-127) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN     
             130       140       150       160     
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (10-43:92-127) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|132 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN     
             130       140       150       160     
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 25.0% identity (63.9% similar) in 36 aa overlap (10-43:92-127) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKY 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|400 HTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN     
             130       140       150       160     
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
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Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (10-43:92-127) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|114 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN     
             130       140       150       160     
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (10-43:92-127) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN     
             130       140       150       160     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.1  bits: 17.8 E():   62 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (17-43:86-112) 
 
                             10        20        30        40       
2MEPSP               ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
         50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                          
gi|301 LIRSLFGLP                          
         120                              
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.0  bits: 19.7 E():   63 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (33-75:144-187) 
 
             10        20        30        40        50        60   
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
                70        80                                        
2MEPSP NAYVEG---DASSASYFLAGA                                        
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 19.7 E():   64 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (36-75:367-406) 
 
          10        20        30        40        50        60      
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
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          70        80                                              
2MEPSP VEGDASSASYFLAGA                                              
       :   ::: ..                                                   
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 19.7 E():   64 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (36-75:367-406) 
 
          10        20        30        40        50        60      
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
          70        80                                              
2MEPSP VEGDASSASYFLAGA                                              
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (40-58:9-27) 
 
      10        20        30        40        50        60          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
      70        80                                                  
2MEPSP ASSASYFLAGA                                                  
                                                                    
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (40-58:9-27) 
 
      10        20        30        40        50        60          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
      70        80                                                  
2MEPSP ASSASYFLAGA                                                  
                                                                    
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 19.7 E():   67 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (36-75:376-415) 
 
          10        20        30        40        50        60      
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
          70        80                                              
2MEPSP VEGDASSASYFLAGA                                              
       :   ::: ..                                                   
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
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>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 18.6 E():   68 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (17-43:5-31) 
 
               10        20        30        40        50        60 
2MEPSP ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                       ::. : ..:  .  :. ..  :: ..:                  
gi|424             EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGLTRAARN 
                           10        20        30        40         
 
               70        80                                         
2MEPSP PKNAYVEGDASSASYFLAGA                                         
                                                                    
gi|424 LQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFY 
       50        60        70        80        90       100         
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.3  bits: 18.2 E():   69 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (12-53:115-155) 
 
                                  10        20        30        40  
2MEPSP                    ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
              50        60        70        80 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
       . :... . . :                            
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG  
           150       160       170       180   
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.3  bits: 19.4 E():   69 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (17-43:169-195) 
 
                             10        20         30        40      
2MEPSP               ALLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
          50        60        70        80                          
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA                          
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.5 E():   69 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (39-64:19-44) 
 
       10        20        30        40        50        60         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     :::  : ..  :. : :   ::  .:     
gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
       70        80                                                 
2MEPSP DASSASYFLAGA                                                 
                                                                    
gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.1  bits: 17.9 E():   70 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (3-47:99-142) 
 
                                           10        20        30   
2MEPSP                             ALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
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gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
             40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
           . .  :.:. :                                  
gi|219 HNTPYCLAMEESQ-WS                                 
      130       140                                     
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.1  bits: 17.9 E():   70 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (3-47:99-142) 
 
                                           10        20        30   
2MEPSP                             ALLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
             40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
           . .  :.:. :                                  
gi|195 HNTPYCLAMEESQ-WS                                 
      130       140                                     
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 19.0 E():   74 
Smith-Waterman score: 44; 28.0% identity (64.0% similar) in 25 aa overlap (56-80:59-83) 
 
          30        40        50        60        70        80      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA      
                                     :::.. :  :.     ....: .:.      
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.7  bits: 15.6 E():   74 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (39-47:10-18) 
 
       10        20        30        40        50        60         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
       70        80 
2MEPSP DASSASYFLAGA 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.5  bits: 19.4 E():   76 
Smith-Waterman score: 45; 31.0% identity (65.5% similar) in 29 aa overlap (52-80:8-36) 
 
              30        40        50        60        70        80  
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA  
                                     ... : . :  :  ::.:.. .. .:: :  
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
gi|144 VPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.5  bits: 19.4 E():   76 
Smith-Waterman score: 45; 31.0% identity (65.5% similar) in 29 aa overlap (52-80:8-36) 
 
              30        40        50        60        70        80  
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA  
                                     ... : . :  :  ::.:.. .. .:: :  
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gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
gi|144 VPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 22.2% identity (64.4% similar) in 45 aa overlap (1-43:85-127) 
 
                                             10          20         
2MEPSP                               ALLMAAPLALGDVEIEIID--KLISIPYVE 
                                     .:. ..:.  ::.  .: .  :... :    
gi|459 KKISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVATPDGG 
           60        70        80        90         100       110   
 
       30        40        50        60        70        80 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
         :.. ... .:..:                                      
gi|459 SILKISNKYHTKGNHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN     
            120       130       140       150       160     
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (10-43:92-127) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|241 HTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN     
             130       140       150       160     
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (10-43:92-127) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN     
             130       140       150       160     
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (10-43:92-127) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN     
             130       140       150       160     
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 68.3  bits: 19.0 E():   78 
Smith-Waterman score: 44; 28.0% identity (64.0% similar) in 25 aa overlap (56-80:79-103) 
 
          30        40        50        60        70        80      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA      
                                     :::.. :  :.     ....: .:.      
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (17-43:236-262) 
 
                             10        20        30        40       
2MEPSP               ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
         50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                          
gi|225 LIRSWFGLP                          
         270                              
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 17.1 E():   78 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (49-57:67-75) 
 
       20        30        40        50        60        70         
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
       80 
2MEPSP GA 
          
gi|126 N  
          
 
>>gi|218203826|gb|ACK76296.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (36-71:107-142) 
 
          10        20        30        40        50        60      
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
          70        80                                              
2MEPSP VEGDASSASYFLAGA                                              
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (36-71:107-142) 
 
          10        20        30        40        50        60      
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
          70        80                                              
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2MEPSP VEGDASSASYFLAGA                                              
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.1  bits: 15.6 E():   80 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (39-47:10-18) 
 
       10        20        30        40        50        60         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK     
                                    10        20        30          
 
       70        80 
2MEPSP DASSASYFLAGA 
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (4-44:372-412) 
 
                                          10        20         30   
2MEPSP                            ALLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
             40        50        60        70        80             
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA             
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.9  bits: 20.1 E():   82 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (53-72:767-786) 
 
             30        40        50        60        70        80   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA   
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
 
gi|170 AQLPAMCRLEGGDALLASQ 
        800       810      
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.8  bits: 20.1 E():   83 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (53-72:782-801) 
 
             30        40        50        60        70        80   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA   
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
gi|217 AQLPAMCRLEGGDALLASQ 
             820       830 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (40-75:63-101) 
 
      10        20        30        40        50        60          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
         70        80                                               
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2MEPSP EGDASSASYFLAGA                                               
       .: : :: :                                                    
gi|212 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYTL 
            100       110       120       130       140       150   
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (40-75:64-102) 
 
      10        20        30        40        50        60          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
         70        80                                               
2MEPSP EGDASSASYFLAGA                                               
       .: : :: :                                                    
gi|116 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYTL 
           100       110       120       130       140       150    
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 16.8 E():   86 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (15-27:71-83) 
 
                               10        20        30        40     
2MEPSP                 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
           50        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 16.8 E():   86 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (15-27:71-83) 
 
                               10        20        30        40     
2MEPSP                 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
           50        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 67.5  bits: 17.2 E():   87 
Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (40-75:20-58) 
 
      10        20        30        40        50        60          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                     .: .: :.  :. : : . ::    :.:.  
gi|148            MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFF 
                          10        20        30        40          
 
         70        80                                               
2MEPSP EGDASSASYFLAGA                                               
         : .....                                                    
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 67.5  bits: 17.2 E():   87 
Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (40-75:20-58) 
 
      10        20        30        40        50        60          
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                     .: .: :.  :. : : . ::    :.:.  
gi|145            MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFF 
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                          10        20        30        40          
 
         70        80                                               
2MEPSP EGDASSASYFLAGA                                               
         : .....                                                    
gi|145 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
      50        60        70        80        90       100          
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 40; 33.3% identity (51.9% similar) in 54 aa overlap (11-64:92-139) 
 
                                   10        20        30        40 
2MEPSP                     ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
               50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
         :::  : .   : .. ::  ::                 
gi|160 --HSDP-DDLGRGGHEQSKSTGNAGGRVACGIIGLQG    
        120        130       140       150      
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 66.9  bits: 19.4 E():   92 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (42-64:208-228) 
 
              20        30        40        50        60        70  
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
              80                                                    
2MEPSP SASYFLAGA                                                    
                                                                    
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 19.8 E():   92 
Smith-Waterman score: 46; 36.8% identity (73.7% similar) in 19 aa overlap (62-80:375-393) 
 
              40        50        60        70        80            
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA            
                                     : : :. :.: .:... :.            
gi|581 SSDGRTLYVTAEDHATGKLFTLPADARDNHKPAVVKHDGSVSSFYFIGSSKSVLISGNSL 
          350       360       370       380       390       400     
 
gi|581 WSNALYQVATPDRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDK 
          410       420       430       440       450       460     
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.8  bits: 19.0 E():   94 
Smith-Waterman score: 45; 18.2% identity (68.2% similar) in 44 aa overlap (25-68:137-175) 
 
                     10        20        30        40        50     
2MEPSP       ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKG 
                                     :. ...:... .... ...   .: :.... 
gi|256 LVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHDHQNLKII-KLAIPVNKPGRYDDFFLSS 
        110       120       130       140        150       160      
 
           60        70        80                                   
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGA                                   
        :  .:    :..:                                               
gi|256 TQAQQS----YLQGFSHNILETSFHSEFEEINRVLFGEEEEQRQQEGVIVELSKEQIRQL 
         170           180       190       200       210       220  
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
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Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (10-43:91-126) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|437 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN     
              130       140       150              
 
>>gi|280414|pir||A60372 pollen allergen Poa-pI - Kentuck  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.6  bits: 14.6 E():   96 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (39-47:10-18) 
 
       10        20        30        40        50        60         
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:                      
gi|280                      IAKVPPGPXITATYGDKWLD                    
                                    10        20                    
 
       70        80 
2MEPSP DASSASYFLAGA 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (10-43:92-127) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|116 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN     
             130       140       150       160     
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (10-43:92-127) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|400 GSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN     
             130       140       150       160     
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (10-43:92-127) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
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        .:..:                                      
gi|459 HTKGNHEVKAEQVKASKEMGETLLKAVESYLLAHSDAYN     
             130       140       150       160     
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (10-43:92-127) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|116 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN     
             130       140       150       160     
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (10-43:92-127) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|256 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN     
             130       140       150       160     
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (10-43:92-127) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|125 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|125 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN     
             130       140       150       160     
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (54-69:111-126) 
 
            30        40        50        60        70        80    
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA    
                                     ::.  :: .. ...::               
gi|824 SYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTSHYHTKGDVEIKEEHVKAGKEK 
               90       100       110       120       130       140 
 
gi|824 ASNLFKLIETYLKGHPDAYN 
              150       160 
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (10-43:92-127) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
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                                     .::.  .: .  :... :    .:.. ... 
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|125 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN     
             130       140       150       160     
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (10-43:92-127) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|116 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN     
             130       140       150       160     
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (10-43:92-127) 
 
                                    10          20        30        
2MEPSP                      ALLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
        .:..:                                      
gi|125 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN     
             130       140       150       160     
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 42; 33.3% identity (66.7% similar) in 18 aa overlap (1-18:17-34) 
 
                               10        20        30        40     
2MEPSP                 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                       :.  :::. :   :....                           
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA                         
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 42; 33.3% identity (66.7% similar) in 18 aa overlap (1-18:17-34) 
 
                               10        20        30        40     
2MEPSP                 ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                       :.  :::. :   :....                           
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA                         
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gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.7 E():   97 
Smith-Waterman score: 43; 28.0% identity (64.0% similar) in 25 aa overlap (56-80:79-103) 
 
          30        40        50        60        70        80      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA      
                                     :::.. :  :.     ....: .:.      
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 From P  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   98 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (33-48:32-47) 
 
             10        20        30        40        50        60   
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|159 PMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
              10        20        30        40        50        60  
 
             70        80                                           
2MEPSP NAYVEGDASSASYFLAGA                                           
                                                                    
gi|159 DELNEMENTQGCMCEALQQIMENQCDRLQDRQMVQQFKRELMSLPQQCNFRAPQRCDLDV 
              70        80        90       100       110       120  
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.9 E():   99 
Smith-Waterman score: 41; 61.5% identity (76.9% similar) in 13 aa overlap (5-17:101-113) 
 
                                         10        20        30     
2MEPSP                           ALLMAAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                     :: : ::: .:.:                  
gi|144 SATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLK 
               80        90       100       110       120       130 
 
           40        50        60        70        80               
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA               
                                                                    
gi|144 FEGHIGDIDMKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYF 
              140       150       160       170       180       190 
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 39; 35.0% identity (50.0% similar) in 20 aa overlap (44-63:3-22) 
 
            20        30        40        50        60        70    
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                     .::::   .    . :  ::           
gi|298                             MSADSWDNHCVTYVANNKCLKNLCMTAIDGSH 
                                           10        20        30   
 
            80                                                      
2MEPSP SYFLAGA                                                      
                                                                    
gi|298 LGTSNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYA 
             40        50        60        70        80        90   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:45 2011 done: Tue Apr 19 10:57:45 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
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Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 186  - 265 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     5     2:*= 
  32     4     8:=* 
  34    16    22:==== * 
  36    26    44:=======   * 
  38    41    73:===========       * 
  40    95   102:======================== * 
  42   131   125:===============================*= 
  44   113   138:=============================     * 
  46   129   140:================================= * 
  48   194   134:=================================*=============== 
  50   126   122:==============================*= 
  52   100   108:========================= * 
  54   106    92:======================*==== 
  56    71    77:================== * 
  58    67    63:===============*= 
  60    48    51:============* 
  62    36    41:========= * 
  64    28    33:======= * 
  66    34    26:======*== 
  68    28    20:====*== 
  70    24    16:===*== 
  72    15    12:==*= 
  74    11    10:==* 
  76    13     8:=*== 
  78     6     6:=* 
  80     5     5:=* 
  82     4     3:* 
  84     4     3:* 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.82660.0031; mu= 11.1964 0.163 
 mean_var=33.4883 9.038, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.221629 
 Kolmogorov-Smirnov  statistic: 0.0621 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
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Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   57 22.9     2.2 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   60 24.0     2.3 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   57 22.9     2.4 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 22.0     4.7 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.9     6.6 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.6     6.8 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   49 20.2     7.4 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   53 21.7     8.7 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   51 21.0     9.2 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 22.2      10 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.7      11 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.7      11 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.7      11 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.2      12 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.6      13 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.4      14 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.6      15 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.6      16 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   53 21.9      16 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.6      16 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   48 20.0      18 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.3      20 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 22.0      20 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   49 20.4      20 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   51 21.2      22 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.7      22 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.6      25 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.6      25 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 19.0      25 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.9      26 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   49 20.5      26 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.6      26 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   50 20.9      27 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   50 20.9      27 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.4      27 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   46 19.4      27 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   49 20.5      28 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   51 21.3      28 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 19.1      31 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 19.1      31 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   46 19.4      32 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   46 19.4      32 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   46 19.4      34 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   45 19.1      34 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   48 20.2      34 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 18.7      34 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.8      36 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.7      36 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.7      36 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.1      38 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.1      39 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.8      42 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   44 18.8      42 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.8      42 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.8      42 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   47 19.9      45 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.9      46 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.9      47 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.7      48 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.3      48 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.4      48 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.4      48 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.4      51 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.8      52 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   45 19.2      52 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   43 18.4      53 
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gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.4      53 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.4      53 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   43 18.4      53 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   43 18.4      55 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.1      56 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 18.1      56 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 18.1      56 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.3      59 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   40 17.3      59 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.3      59 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.7      59 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   47 20.0      59 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   43 18.5      59 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.1      63 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   42 18.1      65 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   42 18.1      65 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   42 18.1      65 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   42 18.1      66 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   42 18.1      66 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.1      66 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   42 18.1      66 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   42 18.1      66 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   42 18.1      66 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   42 18.1      66 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   42 18.1      66 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   42 18.1      66 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.7      66 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.6      67 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.6      68 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.6      68 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.8      69 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.8      69 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.6      71 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.5      72 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.3      73 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.1      73 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.4      74 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 17.8      74 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 17.8      74 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 20.0      78 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.5      79 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   45 19.3      79 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   41 17.8      82 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   41 17.8      82 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   41 17.8      82 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   41 17.8      82 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   41 17.8      82 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.6      83 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 17.0      83 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.6      84 
gi|218203826|gb|ACK76296.1| Der f 6 allergen [Derm ( 279)   43 18.6      84 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 15.5      85 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.3      85 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 20.1      86 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.1      87 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.8      90 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.8      91 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   39 17.1      91 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   39 17.1      91 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 16.7      91 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 16.7      91 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.3      97 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   40 17.5      97 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  57  Z-score: 96.5  bits: 22.9 E():  2.2 
Smith-Waterman score: 57; 26.4% identity (49.1% similar) in 53 aa overlap (1-53:48-99) 
 
                                             10        20        30 
2MEPSP                               LLMAAPLALGDVEIEIIDKLISIPYVEMTL 
                                     : .:.:: .    . ..  .:..  . : . 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6071

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|291 HQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPV-LVPAVITVSLIIMGF 
        20        30        40        50        60         70       
 
               40        50        60        70        80           
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA           
            ::: :    ::   :. :                                      
gi|291 LASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTG 
         80        90       100       110       120       130       
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 96.0  bits: 24.0 E():  2.3 
Smith-Waterman score: 60; 36.4% identity (60.6% similar) in 66 aa overlap (6-69:139-195) 
 
                                        10        20         30     
2MEPSP                          LLMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :.   ..  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYD--VLA 
      110       120       130       140        150       160        
 
           40        50        60         70        80              
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK-NAYVEGDASSASYFLAGAA              
       : ..:   .:    ::...     .:: .:: ..::                         
gi|612 R-NLKDLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSC 
          170       180            190       200       210          
 
gi|612 QYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVS 
     220       230       240       250       260       270          
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 95.6  bits: 22.9 E():  2.4 
Smith-Waterman score: 57; 26.3% identity (63.2% similar) in 38 aa overlap (19-56:104-139) 
 
                           10        20        30        40         
2MEPSP             LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ... .:..:    :  
gi|132 EVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNKYHTKGDHE--VDA 
            80        90       100       110       120         130  
 
       50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
        .::::..                         
gi|132 EHIKGGKEKVEGLFRAVEAYLLAHSDAYN    
             140       150       160    
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 90.4  bits: 22.0 E():  4.7 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (8-42:90-126) 
 
                                      10          20        30      
2MEPSP                        LLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
          40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
       . .:..:                                       
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN      
     120       130       140       150               
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 87.8  bits: 20.9 E():  6.6 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (37-74:18-58) 
 
         10        20        30        40        50        60       
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNA 
                                     : .:  : ..  :. : : . :.:   :.: 
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
            70        80                                            
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2MEPSP YVEGDASSASYFLAGAA                                            
       ..  : .....                                                  
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 87.5  bits: 23.6 E():  6.8 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (6-50:372-415) 
 
                                        10        20        30      
2MEPSP                          LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
          40        50        60        70        80                
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA                
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 86.9  bits: 20.2 E():  7.4 
Smith-Waterman score: 49; 23.8% identity (55.6% similar) in 63 aa overlap (8-67:5-64) 
 
               10           20        30        40        50        
2MEPSP LLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
              ::.:. .: ::   ::.: :     ..   .. .:..   . .  ..:.:..  
gi|603    VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKAGKEK 
                   10        20        30        40          50     
 
        60        70        80 
2MEPSP KSPKNAYVEGDASSASYFLAGAA 
        .     .::              
gi|603 AAHLFKLIEGYLKDHPSEYN    
           60        70        
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 85.6  bits: 21.7 E():  8.7 
Smith-Waterman score: 53; 29.6% identity (57.4% similar) in 54 aa overlap (2-54:27-73) 
 
                                        10        20         30     
2MEPSP                          LLMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
                                 : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
           40        50        60        70        80               
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA               
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 85.2  bits: 21.0 E():  9.2 
Smith-Waterman score: 51; 23.7% identity (60.5% similar) in 38 aa overlap (19-56:104-139) 
 
                           10        20        30        40         
2MEPSP             LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .. .:..:    .  
gi|154 EVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSKYHTKGDHEVPAE- 
            80        90       100       110       120       130    
 
       50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
        .::::..                         
gi|154 -HIKGGKERVEGLLKPVEAYLLAHTAEYNN   
             140       150       160    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 84.4  bits: 22.2 E():   10 
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Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (35-68:279-317) 
 
           10        20        30           40        50            
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
      60        70        80                                        
2MEPSP PKNAYVEGDASSASYFLAGAA                                        
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.5  bits: 20.7 E():   11 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (8-42:91-127) 
 
                                      10          20        30      
2MEPSP                        LLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
          40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
       : .:..:                                       
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN      
              130       140       150       160      
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.5  bits: 20.7 E():   11 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (8-42:91-127) 
 
                                      10          20        30      
2MEPSP                        LLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
          40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
       : .:..:                                       
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN      
              130       140       150       160      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.5  bits: 20.7 E():   11 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (8-42:91-127) 
 
                                      10          20        30      
2MEPSP                        LLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
          40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
       : .:..:                                       
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN      
              130       140       150       160      
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 83.0  bits: 22.2 E():   12 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (17-38:9-30) 
 
               10        20        30        40        50        60 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
                       :  :..::.. .: :  .: ::                       
gi|424         NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLYALF 
                       10        20        30        40        50   
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               70        80                                         
2MEPSP KNAYVEGDASSASYFLAGAA                                         
                                                                    
gi|424 QEKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKGVDVDHIIELIHQIF 
             60        70        80        90       100       110   
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.5  bits: 22.6 E():   13 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (7-34:414-441) 
 
                                       10        20        30       
2MEPSP                         LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
         40        50        60        70        80                 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA                 
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.8  bits: 20.4 E():   14 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (19-42:104-127) 
 
                           10        20        30        40         
2MEPSP             LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
       50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                        
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN      
           140       150       160      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 81.4  bits: 19.6 E():   15 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (52-71:53-72) 
 
              30        40        50        60        70        80  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA  
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.9  bits: 22.6 E():   16 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (7-34:500-527) 
 
                                       10        20        30       
2MEPSP                         LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
         40        50        60        70        80                 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA                 
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 80.9  bits: 21.9 E():   16 
Smith-Waterman score: 53; 23.4% identity (63.8% similar) in 47 aa overlap (30-76:118-161) 
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                10        20        30        40        50          
2MEPSP  LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRIV---EFQS 
        90       100       110       120       130       140        
 
      60        70        80                                        
2MEPSP PKNAYVEGDASSASYFLAGAA                                        
         :. .    :.:.:.:                                            
gi|149 NPNTLILPKHSDADYILVVLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILNPDD 
          150       160       170       180       190       200     
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (39-62:20-43) 
 
       10        20        30        40        50        60         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::: : .   :. : :   ::: .       
gi|145            MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFE 
                          10        20        30        40          
 
       70        80                                                 
2MEPSP ASSASYFLAGAA                                                 
                                                                    
gi|145 IIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      50        60        70        80        90       100          
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 48; 25.3% identity (56.0% similar) in 75 aa overlap (9-80:92-157) 
 
                                     10           20        30      
2MEPSP                       LLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
          40        50        60        70        80    
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA    
       : .:..:  . ..  .::....       ::      ::.:: .:    
gi|167 FHAKGDHEVNAEE--MKGAKEMAEKLLRAVE------SYLLAHTAEYN 
              130         140             150       160 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 79.1  bits: 19.3 E():   20 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (17-63:3-44) 
 
               10        20        30        40        50        60 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
                       :  ..:   .: .:.     .:::: :  .  :. : :   ::  
gi|207               MSITDIVSEKNIEAALE-----SVKAEGSFEYKCFFQKVGLAGKSA 
                             10             20        30        40  
 
               70        80                                         
2MEPSP KNAYVEGDASSASYFLAGAA                                         
        .:                                                          
gi|207 DDAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVE 
              50        60        70        80        90       100  
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 79.0  bits: 22.0 E():   20 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (25-74:539-592) 
 
                     10        20        30            40        50 
2MEPSP       LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
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               60        70        80                               
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAA                               
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 79.0  bits: 20.4 E():   20 
Smith-Waterman score: 49; 37.9% identity (65.5% similar) in 29 aa overlap (51-79:25-52) 
 
               30        40        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     : ::..  :: .:  .   .:::.: .:.  
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 78.3  bits: 21.2 E():   22 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (30-76:204-247) 
 
                10        20        30        40        50          
2MEPSP  LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
      60        70        80                                        
2MEPSP PKNAYVEGDASSASYFLAGAA                                        
         :. .    :.:...:                                            
gi|149 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 78.2  bits: 16.7 E():   22 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (38-46:10-18) 
 
        10        20        30        40        50        60        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|409                      IAKVPPGGXITAEYGDKWLD                    
                                    10        20                    
 
        70        80 
2MEPSP DASSASYFLAGAA 
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.3  bits: 21.6 E():   25 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (38-74:553-589) 
 
        10        20        30        40        50        60        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
        70        80                                                
2MEPSP DASSASYFLAGAA                                                
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.3  bits: 21.6 E():   25 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (38-74:553-589) 
 
        10        20        30        40        50        60        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
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gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
        70        80                                                
2MEPSP DASSASYFLAGAA                                                
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.3  bits: 19.0 E():   25 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (40-62:21-43) 
 
      10        20        30        40        50        60          
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
      70        80                                                  
2MEPSP SSASYFLAGAA                                                  
                                                                    
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 77.1  bits: 17.9 E():   26 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (41-59:1-19) 
 
               20        30        40        50        60        70 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     ::   . ::  ::  : .:            
gi|377                               EHERIFKRFDAKGDGKISSSELGETLKPLG 
                                             10        20        30 
 
               80             
2MEPSP SASYFLAGAA             
                              
gi|377 SVTLEEIQRMMAEIDTDGDGFL 
               40        50   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 20.5 E():   26 
Smith-Waterman score: 49; 30.8% identity (65.4% similar) in 26 aa overlap (55-80:59-84) 
 
           30        40        50        60        70        80     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA     
                                     :::.. :  :.     ....: .:.:     
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 77.0  bits: 21.6 E():   26 
Smith-Waterman score: 52; 27.9% identity (58.1% similar) in 43 aa overlap (38-80:353-394) 
 
        10        20        30        40        50        60        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     : ::   .   : . .  .  : : : :.  
gi|219 GSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADAR-DSHKPAVVKH 
            330       340       350       360       370        380  
 
        70        80                                                
2MEPSP DASSASYFLAGAA                                                
       :.: .:....:..                                                
gi|219 DGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIE 
             390       400       410       420       430       440  
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
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 initn:  50 init1:  50 opt:  50  Z-score: 76.7  bits: 20.9 E():   27 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 30 aa overlap (51-80:8-37) 
 
               30        40        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
gi|144 VPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.7  bits: 20.9 E():   27 
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 30 aa overlap (51-80:8-37) 
 
               30        40        50        60        70        80 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
gi|144 VPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (19-56:104-139) 
 
                           10        20        30        40         
2MEPSP             LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
       50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
         :::...                         
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN    
             140       150       160    
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 46; 25.3% identity (56.0% similar) in 75 aa overlap (9-80:92-157) 
 
                                     10           20        30      
2MEPSP                       LLMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGD-KLEKVSLELKIVAAPGGGSILKISGK 
              70        80        90        100       110       120 
 
          40        50        60        70        80    
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA    
       : .:..:  . ..  .::....       ::      ::.:: .:    
gi|154 FHAKGDHEVNAEE--MKGAKEMAEKLLRAVE------SYLLAHTAEYN 
              130         140             150       160 
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.6  bits: 20.5 E():   28 
Smith-Waterman score: 49; 30.8% identity (65.4% similar) in 26 aa overlap (55-80:79-104) 
 
           30        40        50        60        70        80     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA     
                                     :::.. :  :.     ....: .:.:     
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
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 initn:  39 init1:  39 opt:  51  Z-score: 76.4  bits: 21.3 E():   28 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (30-76:204-247) 
 
                10        20        30        40        50          
2MEPSP  LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
      60        70        80                                        
2MEPSP PKNAYVEGDASSASYFLAGAA                                        
         :. .    :.:...:                                            
gi|169 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.5  bits: 19.1 E():   31 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (36-63:87-110) 
 
          10        20        30        40        50        60      
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
          70        80                   
2MEPSP EGDASSASYFLAGAA                   
                                         
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.5  bits: 19.1 E():   31 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (36-63:87-110) 
 
          10        20        30        40        50        60      
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
          70        80                   
2MEPSP EGDASSASYFLAGAA                   
                                         
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 19.4 E():   32 
Smith-Waterman score: 46; 53.8% identity (84.6% similar) in 13 aa overlap (1-13:12-24) 
 
                          10        20        30        40          
2MEPSP            LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                  ::.:: . :::..                                     
gi|476 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 19.4 E():   32 
Smith-Waterman score: 46; 53.8% identity (84.6% similar) in 13 aa overlap (1-13:12-24) 
 
                          10        20        30        40          
2MEPSP            LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                  ::.:: . :::..                                     
gi|313 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 19.4 E():   34 
Smith-Waterman score: 47; 33.3% identity (42.6% similar) in 54 aa overlap (3-55:51-100) 
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                                           10        20        30   
2MEPSP                             LLMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                                     : ::    :   :: : .:   : ..     
gi|116 EAEAKGIREAGGSVDLYRVPETLTQEVLTKMHAP-PKDDSIPEITDPFILEQYDRFPHGH 
               30        40        50         60        70          
 
              40        50        60        70        80            
2MEPSP MERFG-VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA            
         :.:   :.    :::    :::                                     
gi|116 PTRYGNFPAQWRTFWDR---TGGQWQTGAFWGKYAGLFISTGTQGGGQESTALAAMSTLS 
      80        90          100       110       120       130       
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 45; 22.2% identity (66.7% similar) in 36 aa overlap (9-42:92-127) 
 
                                     10          20        30       
2MEPSP                       LLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
        .:..:                                       
gi|154 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN      
             130       140       150       160      
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 20.2 E():   34 
Smith-Waterman score: 48; 30.8% identity (65.4% similar) in 26 aa overlap (55-80:79-104) 
 
           30        40        50        60        70        80     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA     
                                     :::.. :  :.     ....: .:.:     
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.8  bits: 18.7 E():   34 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (16-31:49-64) 
 
                              10        20        30        40      
2MEPSP                LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
          50        60        70        80            
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA            
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 74.5  bits: 16.8 E():   36 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (38-46:10-18) 
 
        10        20        30        40        50        60        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK     
                                    10        20        30          
 
        70        80 
2MEPSP DASSASYFLAGAA 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (39-49:8-18) 
 
       10        20        30        40        50        60         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
       70        80                                                 
2MEPSP ASSASYFLAGAA                                                 
                                                                    
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (39-49:8-18) 
 
       10        20        30        40        50        60         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
       70        80                                                 
2MEPSP ASSASYFLAGAA                                                 
                                                                    
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.0  bits: 19.1 E():   38 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (45-56:134-145) 
 
           20        30        40        50        60        70     
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
           80              
2MEPSP FLAGAA              
                           
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.7  bits: 19.1 E():   39 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (45-56:142-153) 
 
           20        30        40        50        60        70     
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
           80              
2MEPSP FLAGAA              
                           
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.1  bits: 18.8 E():   42 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (53-68:111-126) 
 
             30        40        50        60        70        80   
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA   
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
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               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.1  bits: 18.8 E():   42 
Smith-Waterman score: 44; 25.0% identity (63.9% similar) in 36 aa overlap (9-42:92-127) 
 
                                     10          20        30       
2MEPSP                       LLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
        .:..:                                       
gi|400 HTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN      
             130       140       150       160      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.1  bits: 18.8 E():   42 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (53-68:111-126) 
 
             30        40        50        60        70        80   
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA   
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.1  bits: 18.8 E():   42 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (53-68:111-126) 
 
             30        40        50        60        70        80   
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA   
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.7  bits: 19.9 E():   45 
Smith-Waterman score: 47; 46.2% identity (57.7% similar) in 26 aa overlap (55-80:340-364) 
 
           30        40        50        60        70        80     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA     
                                     ::  .:  : : : :.::    .:::     
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
gi|113 GGYKV 
      370    
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (49-75:319-345) 
 
       20        30        40        50        60        70         
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
       80                                    
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2MEPSP AA                                    
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (37-68:182-217) 
 
         10        20        30        40            50        60   
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
             70        80                                           
2MEPSP AYVEGDASSASYFLAGAA                                           
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.2  bits: 17.7 E():   48 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (40-59:9-28) 
 
      10        20        30        40        50        60          
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
      70        80                                    
2MEPSP SSASYFLAGAA                                    
                                                      
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (22-74:417-466) 
 
                        10        20        30        40        50  
2MEPSP          LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
              60        70        80                                
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAA                                
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.1  bits: 18.4 E():   48 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (9-23:83-97) 
 
                                     10        20        30         
2MEPSP                       LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
       40        50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                                  
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG           
            120       130       140               
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.1  bits: 18.4 E():   48 
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Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (9-23:83-97) 
 
                                     10        20        30         
2MEPSP                       LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
       40        50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                                  
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG           
            120       130       140               
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (10-63:92-139) 
 
                                    10        20        30          
2MEPSP                      LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
      40        50         60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEGDASSASYFLAGAA 
         :::  :  . .::..  ::  ::                  
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG     
        120         130       140       150       
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.6  bits: 18.8 E():   52 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (25-51:155-183) 
 
                     10        20        30        40          50   
2MEPSP       LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
             60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAA 
                                    
gi|549 CNYGPAGNVGNEPIYERK           
          190       200             
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 45; 42.3% identity (61.5% similar) in 26 aa overlap (55-80:231-255) 
 
           30        40        50        60        70        80     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA     
                                     ::  .:  : . : :..:.   ::::     
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
gi|226 GGYKV 
     260     
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (9-42:92-127) 
 
                                     10          20        30       
2MEPSP                       LLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
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        .:..:                                       
gi|154 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN      
             130       140       150       160      
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (19-42:104-127) 
 
                           10        20        30        40         
2MEPSP             LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
       50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                        
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN      
           140       150       160      
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (19-42:104-127) 
 
                           10        20        30        40         
2MEPSP             LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
       50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                        
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN      
           140       150       160      
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (9-42:92-127) 
 
                                     10          20        30       
2MEPSP                       LLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
        .:..:                                       
gi|400 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN      
             130       140       150       160      
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 44; 19.6% identity (54.3% similar) in 46 aa overlap (34-77:81-126) 
 
            10        20        30        40        50        60    
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK-- 
                                     . : .    ...:.  :.  :  :.. .   
gi|212 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSIV 
               60        70        80        90       100       110 
 
              70        80                                       
2MEPSP NAYVEGDASSASYFLAGAA                                       
        . ...: :   :..:                                          
gi|212 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              120       130       140       150       160        
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.1 E():   56 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (39-57:9-27) 
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       10        20        30        40        50        60         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
       70        80                                                 
2MEPSP ASSASYFLAGAA                                                 
                                                                    
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.1 E():   56 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (38-67:14-43) 
 
        10        20        30        40        50        60        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|179                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
        70        80                                                
2MEPSP DASSASYFLAGAA                                                
                                                                    
gi|179 YMTMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.1 E():   56 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (38-67:14-43) 
 
        10        20        30        40        50        60        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|144                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
        70        80                                                
2MEPSP DASSASYFLAGAA                                                
                                                                    
gi|144 YMTMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.6  bits: 17.3 E():   59 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (39-56:7-24) 
 
       10        20        30        40        50        60         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
       70        80                                    
2MEPSP ASSASYFLAGAA                                    
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 70.6  bits: 17.3 E():   59 
Smith-Waterman score: 40; 35.5% identity (51.6% similar) in 31 aa overlap (39-69:7-33) 
 
       10        20        30        40        50        60         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::    :::. :   .  .  ..   :: 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
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       70        80                                        
2MEPSP ASSASYFLAGAA                                        
       :                                                   
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.6  bits: 17.3 E():   59 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (39-56:7-24) 
 
       10        20        30        40        50        60         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
       70        80                                    
2MEPSP ASSASYFLAGAA                                    
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.5  bits: 20.7 E():   59 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (7-34:500-527) 
 
                                       10        20        30       
2MEPSP                         LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
         40        50        60        70        80                 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA                 
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.5  bits: 20.0 E():   59 
Smith-Waterman score: 47; 37.9% identity (51.7% similar) in 29 aa overlap (50-78:149-173) 
 
      20        30        40        50        60        70          
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     ..: :   :  :    ::  ::: .: .:  
gi|572 FLLQSGSSIFSWHGNQSTYEQQQLAAKVAEFLKPGATVKHTK----EGTESSAFWFAVGG 
      120       130       140       150       160           170     
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|572 KQSYTSKKVATEVSRDPHLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWI 
          180       190       200       210       220       230     
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.5 E():   59 
Smith-Waterman score: 44; 20.5% identity (54.5% similar) in 44 aa overlap (36-77:99-142) 
 
          10        20        30        40        50        60      
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK--NA 
                                     : .    ...:.  :.  :  :.. .   . 
gi|606 VIQVTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSIVAG 
       70        80        90       100       110       120         
 
            70        80                                       
2MEPSP YVEGDASSASYFLAGAA                                       
        ...: :   :..:                                          
gi|606 CLDNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
      130       140       150       160       170       180    
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.1 E():   63 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (53-69:109-125) 
 
             30        40        50        60        70        80   
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA   
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 42; 22.7% identity (63.6% similar) in 44 aa overlap (1-42:85-126) 
 
                                             10          20         
2MEPSP                               LLMAAPLALGDVEIEIID--KLISIPYVEM 
                                     :. ..:.  ::.  .: .  :... :     
gi|437 KISFPEGIPFKYVKDRVDEVDHANFKYSYSLIEGGPV--GDTLEKISNEIKIVATPDGGS 
           60        70        80        90         100       110   
 
       30        40        50        60        70        80 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
        :.. ... .:..:                                       
gi|437 ILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN      
            120       130       140       150               
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (9-42:91-126) 
 
                                     10          20        30       
2MEPSP                       LLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
         40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
        .:..:                                       
gi|437 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN      
              130       140       150               
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (9-42:91-126) 
 
                                     10          20        30       
2MEPSP                       LLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
         40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
        .:..:                                       
gi|159 HTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN      
              130       140       150               
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (9-42:92-127) 
 
                                     10          20        30       
2MEPSP                       LLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
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2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
        .:..:                                       
gi|132 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN      
             130       140       150       160      
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 43; 28.9% identity (55.3% similar) in 38 aa overlap (10-47:125-160) 
 
                                    10        20        30          
2MEPSP                      LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|154 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMRETLLRAVESYLLA 
          100       110       120       130       140       150     
 
      40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
         :::...                                  
gi|154 --HSDAYN                                  
            160                                  
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 42; 25.0% identity (63.9% similar) in 36 aa overlap (9-42:92-127) 
 
                                     10          20        30       
2MEPSP                       LLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKY 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
        .:..:                                       
gi|400 HTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN      
             130       140       150       160      
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 44; 31.6% identity (52.6% similar) in 38 aa overlap (10-47:125-160) 
 
                                    10        20        30          
2MEPSP                      LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .:  :   
gi|400 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVE--GYL 
          100       110       120       130       140         150   
 
      40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
         :::...                                  
gi|400 LAHSDAYN                                  
            160                                  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (9-42:92-127) 
 
                                     10          20        30       
2MEPSP                       LLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
        .:..:                                       
gi|116 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN      
             130       140       150       160      
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.7  bits: 18.1 E():   66 
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Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (9-42:92-127) 
 
                                     10          20        30       
2MEPSP                       LLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
        .:..:                                       
gi|114 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN      
             130       140       150       160      
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 42; 22.2% identity (66.7% similar) in 36 aa overlap (9-42:92-127) 
 
                                     10          20        30       
2MEPSP                       LLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
        .:..:                                       
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN      
             130       140       150       160      
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (9-42:92-127) 
 
                                     10          20        30       
2MEPSP                       LLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
        .:..:                                       
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN      
             130       140       150       160      
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (9-42:92-127) 
 
                                     10          20        30       
2MEPSP                       LLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
        .:..:                                       
gi|116 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN      
             130       140       150       160      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 17.7 E():   66 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (16-42:86-112) 
 
                              10        20        30        40      
2MEPSP                LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
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          50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                           
gi|301 LIRSLFGLP                           
         120                               
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.6  bits: 19.6 E():   67 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (32-74:144-187) 
 
              10        20        30        40        50        60  
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
                 70        80                                       
2MEPSP NAYVEG---DASSASYFLAGAA                                       
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 19.6 E():   68 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (35-74:367-406) 
 
           10        20        30        40        50        60     
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
           70        80                                             
2MEPSP VEGDASSASYFLAGAA                                             
       :   ::: ..                                                   
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 19.6 E():   68 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (35-74:367-406) 
 
           10        20        30        40        50        60     
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
           70        80                                             
2MEPSP VEGDASSASYFLAGAA                                             
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (39-57:9-27) 
 
       10        20        30        40        50        60         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
       70        80                                                 
2MEPSP ASSASYFLAGAA                                                 
                                                                    
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
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>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (39-57:9-27) 
 
       10        20        30        40        50        60         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
       70        80                                                 
2MEPSP ASSASYFLAGAA                                                 
                                                                    
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 19.6 E():   71 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (35-74:376-415) 
 
           10        20        30        40        50        60     
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
           70        80                                             
2MEPSP VEGDASSASYFLAGAA                                             
       :   ::: ..                                                   
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.5 E():   72 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (16-42:5-31) 
 
               10        20        30        40        50        60 
2MEPSP LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
                      ::. : ..:  .  :. ..  :: ..:                   
gi|424            EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGLTRAARNL 
                          10        20        30        40          
 
               70        80                                         
2MEPSP KNAYVEGDASSASYFLAGAA                                         
                                                                    
gi|424 QDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYN 
      50        60        70        80        90       100          
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.9  bits: 19.3 E():   73 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (16-42:169-195) 
 
                              10        20         30        40     
2MEPSP                LLMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
           50        60        70        80                         
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA                         
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.9  bits: 18.1 E():   73 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (11-52:115-155) 
 
                                   10        20        30        40 
2MEPSP                     LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
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gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
               50        60        70        80 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
       . :... . . :                             
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG   
           150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.4 E():   74 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (38-63:19-44) 
 
        10        20        30        40        50        60        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     :::  : ..  :. : :   ::  .:     
gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
        70        80                                                
2MEPSP DASSASYFLAGAA                                                
                                                                    
gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.7  bits: 17.8 E():   74 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (2-46:99-142) 
 
                                            10        20        30  
2MEPSP                              LLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
              40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
           . .  :.:. :                                   
gi|219 HNTPYCLAMEESQ-WS                                  
      130       140                                      
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.7  bits: 17.8 E():   74 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (2-46:99-142) 
 
                                            10        20        30  
2MEPSP                              LLMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
              40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
           . .  :.:. :                                   
gi|195 HNTPYCLAMEESQ-WS                                  
      130       140                                      
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 20.0 E():   78 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (61-80:375-394) 
 
               40        50        60        70        80           
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA           
                                     : : :. :.: .:... :..           
gi|581 SSDGRTLYVTAEDHATGKLFTLPADARDNHKPAVVKHDGSVSSFYFIGSSKSVLISGNSL 
          350       360       370       380       390       400     
 
gi|581 WSNALYQVATPDRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDK 
          410       420       430       440       450       460     
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
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 initn:  35 init1:  35 opt:  35  Z-score: 68.2  bits: 15.5 E():   79 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (38-46:10-18) 
 
        10        20        30        40        50        60        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
        70        80 
2MEPSP DASSASYFLAGAA 
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.2  bits: 19.3 E():   79 
Smith-Waterman score: 45; 22.2% identity (59.3% similar) in 54 aa overlap (30-80:53-103) 
 
                10        20        30        40        50          
2MEPSP  LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRI---VQFQS 
             30        40        50        60        70             
 
      60           70        80                                     
2MEPSP PKNAYV---EGDASSASYFLAGAA                                     
         :. .   ..::.   . :.: :                                     
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (9-42:92-127) 
 
                                     10          20        30       
2MEPSP                       LLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
        .:..:                                       
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN      
             130       140       150       160      
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (10-47:125-160) 
 
                                    10        20        30          
2MEPSP                      LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
      40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
         :::...                                  
gi|132 --HSDAYN                                  
            160                                  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (9-42:92-127) 
 
                                     10          20        30       
2MEPSP                       LLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
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2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
        .:..:                                       
gi|241 HTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN      
             130       140       150       160      
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (9-42:92-127) 
 
                                     10          20        30       
2MEPSP                       LLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
        .:..:                                       
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN      
             130       140       150       160      
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (9-42:92-127) 
 
                                     10          20        30       
2MEPSP                       LLMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
         40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
        .:..:                                       
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN      
             130       140       150       160      
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (16-42:236-262) 
 
                              10        20        30        40      
2MEPSP                LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
          50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                           
gi|225 LIRSWFGLP                           
         270                               
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.8  bits: 17.0 E():   83 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (48-56:67-75) 
 
        20        30        40        50        60        70        
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
        80 
2MEPSP GAA 
           
gi|126 N   
           
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.6 E():   84 
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Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (35-70:107-142) 
 
           10        20        30        40        50        60     
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
           70        80                                             
2MEPSP VEGDASSASYFLAGAA                                             
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|218203826|gb|ACK76296.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (35-70:107-142) 
 
           10        20        30        40        50        60     
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
           70        80                                             
2MEPSP VEGDASSASYFLAGAA                                             
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.6  bits: 15.5 E():   85 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (38-46:10-18) 
 
        10        20        30        40        50        60        
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK     
                                    10        20        30          
 
        70        80 
2MEPSP DASSASYFLAGAA 
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.6  bits: 19.3 E():   85 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (3-43:372-412) 
 
                                           10        20         30  
2MEPSP                             LLMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
              40        50        60        70        80            
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA            
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.5  bits: 20.1 E():   86 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (52-71:767-786) 
 
              30        40        50        60        70        80  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA  
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
 
gi|170 AQLPAMCRLEGGDALLASQ 
        800       810      
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>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.4  bits: 20.1 E():   87 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (52-71:782-801) 
 
              30        40        50        60        70        80  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA  
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
gi|217 AQLPAMCRLEGGDALLASQ 
             820       830 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.1  bits: 17.8 E():   90 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (39-74:63-101) 
 
       10        20        30        40        50        60         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
          70        80                                              
2MEPSP EGDASSASYFLAGAA                                              
       .: : :: :                                                    
gi|212 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYTL 
            100       110       120       130       140       150   
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.1  bits: 17.8 E():   91 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (39-74:64-102) 
 
       10        20        30        40        50        60         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
          70        80                                              
2MEPSP EGDASSASYFLAGAA                                              
       .: : :: :                                                    
gi|116 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYTL 
           100       110       120       130       140       150    
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 67.0  bits: 17.1 E():   91 
Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (39-74:20-58) 
 
       10        20        30        40        50        60         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                     .: .: :.  :. : : . ::    :.:.  
gi|148            MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFF 
                          10        20        30        40          
 
          70        80                                              
2MEPSP EGDASSASYFLAGAA                                              
         : .....                                                    
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 67.0  bits: 17.1 E():   91 
Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (39-74:20-58) 
 
       10        20        30        40        50        60         
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                     .: .: :.  :. : : . ::    :.:.  
gi|145            MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFF 
                          10        20        30        40          
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          70        80                                              
2MEPSP EGDASSASYFLAGAA                                              
         : .....                                                    
gi|145 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
      50        60        70        80        90       100          
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.0  bits: 16.7 E():   91 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (14-26:71-83) 
 
                                10        20        30        40    
2MEPSP                  LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
            50        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.0  bits: 16.7 E():   91 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (14-26:71-83) 
 
                                10        20        30        40    
2MEPSP                  LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
            50        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 66.6  bits: 19.3 E():   97 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (41-63:208-228) 
 
               20        30        40        50        60        70 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
               80                                                   
2MEPSP SASYFLAGAA                                                   
                                                                    
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 33.3% identity (51.9% similar) in 54 aa overlap (10-63:92-139) 
 
                                    10        20        30          
2MEPSP                      LLMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
      40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
         :::  : .   : .. ::  ::                  
gi|160 --HSDP-DDLGRGGHEQSKSTGNAGGRVACGIIGLQG     
        120        130       140       150       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:45 2011 done: Tue Apr 19 10:57:45 2011 
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 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 187  - 266 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     4     2:* 
  32     6     8:=* 
  34    15    22:==== * 
  36    27    44:=======   * 
  38    47    73:============      * 
  40   106   102:=========================*= 
  42   119   125:============================== * 
  44    89   138:=======================           * 
  46   128   140:================================  * 
  48   209   134:=================================*=================== 
  50   135   122:==============================*=== 
  52   110   108:==========================*= 
  54   107    92:======================*==== 
  56    71    77:================== * 
  58    52    63:=============  * 
  60    44    51:=========== * 
  62    38    41:==========* 
  64    28    33:======= * 
  66    41    26:======*==== 
  68    29    20:====*=== 
  70    22    16:===*== 
  72    13    12:==*= 
  74     7    10:==* 
  76    10     8:=*= 
  78     4     6:=* 
  80     6     5:=* 
  82    11     3:*== 
  84     3     3:* 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.55980.00313; mu= 12.7342 0.164 
 mean_var=33.9913 9.146, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.219984 
 Kolmogorov-Smirnov  statistic: 0.0748 (N=29) at  46 
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Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   60 24.0     2.4 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   57 22.8     2.6 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 21.8     5.1 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   53 21.5     5.7 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.6     6.7 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.8     7.3 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   49 20.0     8.4 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   53 21.7     9.1 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   51 20.9     9.9 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 22.1      10 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   53 21.7      11 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   54 22.2      11 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   54 22.2      11 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   53 21.8      12 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.2      12 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.6      12 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.6      12 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.6      12 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.6      13 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   52 21.5      15 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.3      15 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.7      15 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   53 21.9      16 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.5      16 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.7      17 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.5      17 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 20.3      18 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   48 19.9      19 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 22.0      20 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.2      22 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   51 21.2      22 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.7      24 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.7      24 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.7      26 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.9      27 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.4      27 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.9      27 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   51 21.3      28 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.7      29 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   46 19.3      29 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.3      29 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 19.0      34 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 19.0      34 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   45 19.0      36 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   45 19.0      36 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 18.6      37 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.6      39 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.6      39 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.0      40 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.6      41 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.0      42 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.7      45 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.7      45 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   44 18.7      45 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.7      45 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   47 19.9      45 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.9      46 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.9      48 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.3      48 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.3      52 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.3      52 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.5      53 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   45 19.1      54 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.3      54 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.7      54 
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gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   43 18.3      56 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   43 18.3      56 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   43 18.3      56 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.3      56 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.3      56 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.8      57 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   43 18.4      58 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   47 20.0      59 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.0      60 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 18.0      60 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 18.0      60 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   43 18.4      62 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   40 17.2      65 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.2      65 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.2      65 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.6      66 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.0      67 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.6      67 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.6      67 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   42 18.0      69 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   42 18.0      69 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   42 18.0      69 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   42 18.0      70 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   42 18.0      70 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   42 18.0      70 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   42 18.0      70 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   42 18.0      70 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   42 18.0      70 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   42 18.0      70 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.0      70 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.7      70 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.6      71 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.3      73 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.7      74 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.7      74 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.5      74 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 20.1      76 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.1      76 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   41 17.7      79 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   41 17.7      79 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.3      80 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 20.1      83 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.1      84 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.5      85 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.3      85 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   41 17.7      86 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.5      86 
gi|218203826|gb|ACK76296.1| Der f 6 allergen [Derm ( 279)   43 18.5      86 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   41 17.7      86 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   41 17.7      86 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   41 17.7      86 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   41 17.7      86 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   41 17.7      86 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   41 17.7      86 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   41 17.7      86 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   41 17.7      86 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 16.9      90 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.3      91 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.8      95 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.4      95 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.8      95 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 15.3      98 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   39 17.0      99 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   39 17.0      99 
gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full= ( 194)   41 17.8   1e 
gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis ( 194)   41 17.8   1e 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 95.7  bits: 24.0 E():  2.4 
Smith-Waterman score: 60; 36.4% identity (60.6% similar) in 66 aa overlap (5-68:139-195) 
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                                         10        20         30    
2MEPSP                           LMAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :.   ..  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYD--VLA 
      110       120       130       140        150       160        
 
            40        50        60         70        80             
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK-NAYVEGDASSASYFLAGAAI             
       : ..:   .:    ::...     .:: .:: ..::                         
gi|612 R-NLKDLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSC 
          170       180            190       200       210          
 
gi|612 QYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVS 
     220       230       240       250       260       270          
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 94.9  bits: 22.8 E():  2.6 
Smith-Waterman score: 57; 26.3% identity (63.2% similar) in 38 aa overlap (18-55:104-139) 
 
                            10        20        30        40        
2MEPSP              LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ... .:..:    :  
gi|132 EVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNKYHTKGDHE--VDA 
            80        90       100       110       120         130  
 
        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
        .::::..                          
gi|132 EHIKGGKEKVEGLFRAVEAYLLAHSDAYN     
             140       150       160     
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 89.8  bits: 21.8 E():  5.1 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (7-41:90-126) 
 
                                       10          20        30     
2MEPSP                         LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
           40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
       . .:..:                                        
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN       
     120       130       140       150                
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 88.9  bits: 21.5 E():  5.7 
Smith-Waterman score: 53; 25.5% identity (49.0% similar) in 51 aa overlap (2-52:50-99) 
 
                                            10        20        30  
2MEPSP                              LMAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                                     .:.:: .    . ..  .:..  . : .   
gi|291 VVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPV-LVPAVITVSLIIMGFLA 
      20        30        40        50        60         70         
 
              40        50        60        70        80            
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI            
          ::: :    ::   :. :                                        
gi|291 SGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQ 
       80        90       100       110       120       130         
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 87.6  bits: 23.6 E():  6.7 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (5-49:372-415) 
 
                                         10        20        30     
2MEPSP                           LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
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             350       360       370       380        390       400 
 
           40        50        60        70        80               
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI               
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 87.0  bits: 20.8 E():  7.3 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (36-73:18-58) 
 
          10        20        30        40        50           60   
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNA 
                                     : .:  : ..  :. : : . :.:   :.: 
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
             70        80                                           
2MEPSP YVEGDASSASYFLAGAAI                                           
       ..  : .....                                                  
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 85.9  bits: 20.0 E():  8.4 
Smith-Waterman score: 49; 23.8% identity (55.6% similar) in 63 aa overlap (7-66:5-64) 
 
               10           20        30        40        50        
2MEPSP LMAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
             ::.:. .: ::   ::.: :     ..   .. .:..   . .  ..:.:..   
gi|603   VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKAGKEKA 
                  10        20        30        40          50      
 
        60        70        80 
2MEPSP SPKNAYVEGDASSASYFLAGAAI 
       .     .::               
gi|603 AHLFKLIEGYLKDHPSEYN     
          60        70         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 85.3  bits: 21.7 E():  9.1 
Smith-Waterman score: 53; 29.6% identity (57.4% similar) in 54 aa overlap (1-53:27-73) 
 
                                         10        20         30    
2MEPSP                           LMAAPLALGDVEIEIIDKLISIPYVEM-TLRLME 
                                 : :. .:  :: .:..   .: ::: . :..    
gi|111 MGRKFFVGGNWKCNGTVEQVESIVNTLNAGQIASTDV-VEVV---VSPPYVFLPTVKGKL 
               10        20        30         40           50       
 
            40        50        60        70        80              
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI              
       :  ...  .. : .   :::                                         
gi|111 RPEIQVAAQNCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEK 
         60        70           80        90       100       110    
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 84.6  bits: 20.9 E():  9.9 
Smith-Waterman score: 51; 23.7% identity (60.5% similar) in 38 aa overlap (18-55:104-139) 
 
                            10        20        30        40        
2MEPSP              LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .. .:..:    .  
gi|154 EVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSKYHTKGDHEVPAE- 
            80        90       100       110       120       130    
 
        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
        .::::..                          
gi|154 -HIKGGKERVEGLLKPVEAYLLAHTAEYNN    
             140       150       160     
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>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 84.2  bits: 22.1 E():   10 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (34-67:279-317) 
 
            10        20        30           40        50           
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
       60        70        80                                       
2MEPSP PKNAYVEGDASSASYFLAGAAI                                       
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.7  bits: 21.7 E():   11 
Smith-Waterman score: 53; 29.6% identity (66.7% similar) in 27 aa overlap (54-80:59-85) 
 
            30        40        50        60        70        80    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI    
                                     :::.. :  :.     ....: .:.:.    
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 83.5  bits: 22.2 E():   11 
Smith-Waterman score: 54; 32.3% identity (67.7% similar) in 31 aa overlap (50-80:8-38) 
 
      20        30        40        50        60        70          
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
      80                                                            
2MEPSP I                                                            
       .                                                            
gi|144 VPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 83.5  bits: 22.2 E():   11 
Smith-Waterman score: 54; 32.3% identity (67.7% similar) in 31 aa overlap (50-80:8-38) 
 
      20        30        40        50        60        70          
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
      80                                                            
2MEPSP I                                                            
       .                                                            
gi|144 VPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.8 E():   12 
Smith-Waterman score: 53; 29.6% identity (66.7% similar) in 27 aa overlap (54-80:79-105) 
 
            30        40        50        60        70        80    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI    
                                     :::.. :  :.     ....: .:.:.    
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
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gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 82.9  bits: 22.2 E():   12 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (16-37:9-30) 
 
               10        20        30        40        50        60 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                      :  :..::.. .: :  .: ::                        
gi|424        NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLYALFQ 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP NAYVEGDASSASYFLAGAAI                                         
                                                                    
gi|424 EKLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKGVDVDHIIELIHQIFN 
            60        70        80        90       100       110    
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 82.9  bits: 20.6 E():   12 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (7-41:91-127) 
 
                                       10          20        30     
2MEPSP                         LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
           40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
       : .:..:                                        
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN       
              130       140       150       160       
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 82.9  bits: 20.6 E():   12 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (7-41:91-127) 
 
                                       10          20        30     
2MEPSP                         LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
           40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
       : .:..:                                        
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN       
              130       140       150       160       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 82.9  bits: 20.6 E():   12 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (7-41:91-127) 
 
                                       10          20        30     
2MEPSP                         LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
           40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
       : .:..:                                        
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN       
              130       140       150       160       
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.6  bits: 22.6 E():   13 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (6-33:414-441) 
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                                        10        20        30      
2MEPSP                          LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
          40        50        60        70        80                
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI                
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.5  bits: 21.5 E():   15 
Smith-Waterman score: 52; 29.6% identity (66.7% similar) in 27 aa overlap (54-80:79-105) 
 
            30        40        50        60        70        80    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI    
                                     :::.. :  :.     ....: .:.:.    
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.2  bits: 20.3 E():   15 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (18-41:104-127) 
 
                            10        20        30        40        
2MEPSP              LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                         
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN       
           140       150       160       
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.1  bits: 22.7 E():   15 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (6-33:500-527) 
 
                                        10        20        30      
2MEPSP                          LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
          40        50        60        70        80                
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI                
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 80.9  bits: 21.9 E():   16 
Smith-Waterman score: 53; 23.4% identity (63.8% similar) in 47 aa overlap (29-75:118-161) 
 
                 10        20        30        40        50         
2MEPSP   LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRIV---EFQS 
        90       100       110       120       130       140        
 
       60        70        80                                       
2MEPSP PKNAYVEGDASSASYFLAGAAI                                       
         :. .    :.:.:.:                                            
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gi|149 NPNTLILPKHSDADYILVVLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILNPDD 
          150       160       170       180       190       200     
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.6  bits: 19.5 E():   16 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (51-70:53-72) 
 
               30        40        50        60        70        80 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 80.4  bits: 20.7 E():   17 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (50-80:25-54) 
 
      20        30        40        50        60        70          
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     : ::..  :: .:  .   .:::.: .:.  
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
      80                                                            
2MEPSP I                                                            
       .                                                            
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.1  bits: 19.5 E():   17 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (38-61:20-43) 
 
        10        20        30        40        50        60        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::: : .   :. : :   ::: .       
gi|145            MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFE 
                          10        20        30        40          
 
        70        80                                                
2MEPSP ASSASYFLAGAAI                                                
                                                                    
gi|145 IIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      50        60        70        80        90       100          
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.7  bits: 20.3 E():   18 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (45-80:166-201) 
 
           20        30        40        50        60        70     
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
           80    
2MEPSP LAGAAI    
        : : .    
gi|116 EAVAKVNFQ 
         200     
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 48; 25.3% identity (56.0% similar) in 75 aa overlap (8-79:92-157) 
 
                                      10           20        30     
2MEPSP                        LMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
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gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
           40        50        60        70        80   
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI   
       : .:..:  . ..  .::....       ::      ::.:: .:    
gi|167 FHAKGDHEVNAEE--MKGAKEMAEKLLRAVE------SYLLAHTAEYN 
              130         140             150       160 
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 79.2  bits: 22.0 E():   20 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (24-73:539-592) 
 
                      10        20        30            40          
2MEPSP        LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
      50        60        70        80                              
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAI                              
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.4  bits: 19.2 E():   22 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (16-62:3-44) 
 
               10        20        30        40        50        60 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                      :  ..:   .: .:.     .:::: :  .  :. : :   ::   
gi|207              MSITDIVSEKNIEAALE-----SVKAEGSFEYKCFFQKVGLAGKSAD 
                            10             20        30        40   
 
               70        80                                         
2MEPSP NAYVEGDASSASYFLAGAAI                                         
       .:                                                           
gi|207 DAKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEE 
             50        60        70        80        90       100   
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 78.3  bits: 21.2 E():   22 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (29-75:204-247) 
 
                 10        20        30        40        50         
2MEPSP   LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
       60        70        80                                       
2MEPSP PKNAYVEGDASSASYFLAGAAI                                       
         :. .    :.:...:                                            
gi|149 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.5  bits: 21.7 E():   24 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (37-73:553-589) 
 
         10        20        30        40        50        60       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
         70        80                                               
2MEPSP DASSASYFLAGAAI                                               
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
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            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.5  bits: 21.7 E():   24 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (37-73:553-589) 
 
         10        20        30        40        50        60       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
         70        80                                               
2MEPSP DASSASYFLAGAAI                                               
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 77.1  bits: 21.7 E():   26 
Smith-Waterman score: 52; 27.9% identity (58.1% similar) in 43 aa overlap (37-79:353-394) 
 
         10        20        30        40        50        60       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     : ::   .   : . .  .  : : : :.  
gi|219 GSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADAR-DSHKPAVVKH 
            330       340       350       360       370        380  
 
         70        80                                               
2MEPSP DASSASYFLAGAAI                                               
       :.: .:....:..                                                
gi|219 DGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIE 
             390       400       410       420       430       440  
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 76.8  bits: 20.9 E():   27 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (29-80:53-104) 
 
                 10        20        30        40        50         
2MEPSP   LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
       60           70        80                                    
2MEPSP PKNAYV---EGDASSASYFLAGAAI                                    
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.8  bits: 16.4 E():   27 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (37-45:10-18) 
 
         10        20        30        40        50        60       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|409                      IAKVPPGGXITAEYGDKWLD                    
                                    10        20                    
 
         70        80 
2MEPSP DASSASYFLAGAAI 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.6  bits: 18.9 E():   27 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (39-61:21-43) 
 
       10        20        30        40        50        60         
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
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                         10        20        30        40        50 
 
       70        80                                                 
2MEPSP SSASYFLAGAAI                                                 
                                                                    
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 76.5  bits: 21.3 E():   28 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (29-75:204-247) 
 
                 10        20        30        40        50         
2MEPSP   LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
       60        70        80                                       
2MEPSP PKNAYVEGDASSASYFLAGAAI                                       
         :. .    :.:...:                                            
gi|169 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.1  bits: 17.7 E():   29 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (40-58:1-19) 
 
      10        20        30        40        50        60          
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     ::   . ::  ::  : .:            
gi|377                               EHERIFKRFDAKGDGKISSSELGETLKPLG 
                                             10        20        30 
 
      70        80            
2MEPSP SASYFLAGAAI            
                              
gi|377 SVTLEEIQRMMAEIDTDGDGFL 
               40        50   
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 25.3% identity (56.0% similar) in 75 aa overlap (8-79:92-157) 
 
                                      10           20        30     
2MEPSP                        LMAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGD-KLEKVSLELKIVAAPGGGSILKISGK 
              70        80        90        100       110       120 
 
           40        50        60        70        80   
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI   
       : .:..:  . ..  .::....       ::      ::.:: .:    
gi|154 FHAKGDHEVNAEE--MKGAKEMAEKLLRAVE------SYLLAHTAEYN 
              130         140             150       160 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (18-55:104-139) 
 
                            10        20        30        40        
2MEPSP              LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
         :::...                          
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN     
             140       150       160     
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>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.0  bits: 19.0 E():   34 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (35-62:87-110) 
 
           10        20        30        40        50        60     
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
           70        80                  
2MEPSP EGDASSASYFLAGAAI                  
                                         
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.0  bits: 19.0 E():   34 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (35-62:87-110) 
 
           10        20        30        40        50        60     
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
           70        80                  
2MEPSP EGDASSASYFLAGAAI                  
                                         
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 22.2% identity (66.7% similar) in 36 aa overlap (8-41:92-127) 
 
                                      10          20        30      
2MEPSP                        LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
        .:..:                                        
gi|154 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN       
             130       140       150       160       
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 22.2% identity (66.7% similar) in 36 aa overlap (8-41:92-127) 
 
                                      10          20        30      
2MEPSP                        LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :  .  :.. ... 
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
        .:..:                                        
gi|132 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN       
             130       140       150       160       
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.2  bits: 18.6 E():   37 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (15-30:49-64) 
 
                               10        20        30        40     
2MEPSP                 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
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                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
           50        60        70        80           
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI           
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.6 E():   39 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (38-48:8-18) 
 
        10        20        30        40        50        60        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
        70        80                                                
2MEPSP ASSASYFLAGAAI                                                
                                                                    
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.6 E():   39 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (38-48:8-18) 
 
        10        20        30        40        50        60        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
        70        80                                                
2MEPSP ASSASYFLAGAAI                                                
                                                                    
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.6  bits: 19.0 E():   40 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (44-55:134-145) 
 
            20        30        40        50        60        70    
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
            80             
2MEPSP FLAGAAI             
                           
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.3  bits: 16.6 E():   41 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (37-45:10-18) 
 
         10        20        30        40        50        60       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK     
                                    10        20        30          
 
         70        80 
2MEPSP DASSASYFLAGAAI 
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>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.3  bits: 19.0 E():   42 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (44-55:142-153) 
 
            20        30        40        50        60        70    
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
            80             
2MEPSP FLAGAAI             
                           
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (52-67:111-126) 
 
              30        40        50        60        70        80  
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI  
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (52-67:111-126) 
 
              30        40        50        60        70        80  
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI  
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 44; 25.0% identity (63.9% similar) in 36 aa overlap (8-41:92-127) 
 
                                      10          20        30      
2MEPSP                        LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
        .:..:                                        
gi|400 HTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN       
             130       140       150       160       
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (52-67:111-126) 
 
              30        40        50        60        70        80  
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI  
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
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>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.6  bits: 19.9 E():   45 
Smith-Waterman score: 47; 46.2% identity (57.7% similar) in 26 aa overlap (54-79:340-364) 
 
            30        40        50        60        70        80    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI    
                                     ::  .:  : : : :.::    .:::     
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
gi|113 GGYKV 
      370    
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.4  bits: 19.9 E():   46 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (48-74:319-345) 
 
        20        30        40        50        60        70        
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
        80                                   
2MEPSP AAI                                   
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (36-67:182-217) 
 
          10        20        30        40            50        60  
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
              70        80                                          
2MEPSP AYVEGDASSASYFLAGAAI                                          
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (21-73:417-466) 
 
                         10        20        30        40        50 
2MEPSP           LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
               60        70        80                               
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAI                               
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.3 E():   52 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (8-22:83-97) 
 
                                      10        20        30        
2MEPSP                        LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
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        40        50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                                   
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG            
            120       130       140                
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.3 E():   52 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (8-22:83-97) 
 
                                      10        20        30        
2MEPSP                        LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
        40        50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                                   
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG            
            120       130       140                
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.4  bits: 17.5 E():   53 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (39-58:9-28) 
 
       10        20        30        40        50        60         
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
       70        80                                   
2MEPSP SSASYFLAGAAI                                   
                                                      
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 45; 42.3% identity (61.5% similar) in 26 aa overlap (54-79:231-255) 
 
            30        40        50        60        70        80    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI    
                                     ::  .:  : . : :..:.   ::::     
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
gi|226 GGYKV 
     260     
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (9-62:92-139) 
 
                                     10        20        30         
2MEPSP                       LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
       40        50         60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEGDASSASYFLAGAAI 
         :::  :  . .::..  ::  ::                   
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG      
        120         130       140       150        
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.2  bits: 18.7 E():   54 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (24-50:155-183) 
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                      10        20        30        40          50  
2MEPSP        LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
              60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     
gi|549 CNYGPAGNVGNEPIYERK            
          190       200              
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (8-41:92-127) 
 
                                      10          20        30      
2MEPSP                        LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
        .:..:                                        
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN       
             130       140       150       160       
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (8-41:92-127) 
 
                                      10          20        30      
2MEPSP                        LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
        .:..:                                        
gi|154 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN       
             130       140       150       160       
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (8-41:92-127) 
 
                                      10          20        30      
2MEPSP                        LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
        .:..:                                        
gi|400 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN       
             130       140       150       160       
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (18-41:104-127) 
 
                            10        20        30        40        
2MEPSP              LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
        50        60        70        80 
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2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                         
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN       
           140       150       160       
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (18-41:104-127) 
 
                            10        20        30        40        
2MEPSP              LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                         
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN       
           140       150       160       
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.8  bits: 20.8 E():   57 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (6-33:500-527) 
 
                                        10        20        30      
2MEPSP                          LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
          40        50        60        70        80                
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI                
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.4 E():   58 
Smith-Waterman score: 44; 19.6% identity (54.3% similar) in 46 aa overlap (33-76:81-126) 
 
             10        20        30        40        50        60   
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK-- 
                                     . : .    ...:.  :.  :  :.. .   
gi|212 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSIV 
               60        70        80        90       100       110 
 
               70        80                                      
2MEPSP NAYVEGDASSASYFLAGAAI                                      
        . ...: :   :..:                                          
gi|212 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              120       130       140       150       160        
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.6  bits: 20.0 E():   59 
Smith-Waterman score: 47; 37.9% identity (51.7% similar) in 29 aa overlap (49-77:149-173) 
 
       20        30        40        50        60        70         
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     ..: :   :  :    ::  ::: .: .:  
gi|572 FLLQSGSSIFSWHGNQSTYEQQQLAAKVAEFLKPGATVKHTK----EGTESSAFWFAVGG 
      120       130       140       150       160           170     
 
       80                                                           
2MEPSP AI                                                           
                                                                    
gi|572 KQSYTSKKVATEVSRDPHLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWI 
          180       190       200       210       220       230     
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.0 E():   60 
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Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (38-56:9-27) 
 
        10        20        30        40        50        60        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
        70        80                                                
2MEPSP ASSASYFLAGAAI                                                
                                                                    
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.0 E():   60 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (37-66:14-43) 
 
         10        20        30        40        50        60       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|144                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
         70        80                                               
2MEPSP DASSASYFLAGAAI                                               
                                                                    
gi|144 YMTMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.0 E():   60 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (37-66:14-43) 
 
         10        20        30        40        50        60       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|179                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
         70        80                                               
2MEPSP DASSASYFLAGAAI                                               
                                                                    
gi|179 YMTMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.4 E():   62 
Smith-Waterman score: 44; 20.5% identity (54.5% similar) in 44 aa overlap (35-76:99-142) 
 
           10        20        30        40        50        60     
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK--NA 
                                     : .    ...:.  :.  :  :.. .   . 
gi|606 VIQVTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSIVAG 
       70        80        90       100       110       120         
 
             70        80                                      
2MEPSP YVEGDASSASYFLAGAAI                                      
        ...: :   :..:                                          
gi|606 CLDNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
      130       140       150       160       170       180    
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 69.8  bits: 17.2 E():   65 
Smith-Waterman score: 40; 35.5% identity (51.6% similar) in 31 aa overlap (38-68:7-33) 
 
        10        20        30        40        50        60        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::    :::. :   .  .  ..   :: 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
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        70        80                                       
2MEPSP ASSASYFLAGAAI                                       
       :                                                   
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.2 E():   65 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (38-55:7-24) 
 
        10        20        30        40        50        60        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
        70        80                                   
2MEPSP ASSASYFLAGAAI                                   
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.2 E():   65 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (38-55:7-24) 
 
        10        20        30        40        50        60        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
        70        80                                   
2MEPSP ASSASYFLAGAAI                                   
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (31-73:144-187) 
 
               10        20        30        40        50        60 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
                  70        80                                      
2MEPSP NAYVEG---DASSASYFLAGAAI                                      
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (52-68:109-125) 
 
              30        40        50        60        70        80  
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI  
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 19.6 E():   67 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (34-73:367-406) 
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            10        20        30        40        50        60    
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
            70        80                                            
2MEPSP VEGDASSASYFLAGAAI                                            
       :   ::: ..                                                   
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 19.6 E():   67 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (34-73:367-406) 
 
            10        20        30        40        50        60    
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
            70        80                                            
2MEPSP VEGDASSASYFLAGAAI                                            
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (8-41:91-126) 
 
                                      10          20        30      
2MEPSP                        LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
          40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
        .:..:                                        
gi|384 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN       
              130       140       150                
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (8-41:91-126) 
 
                                      10          20        30      
2MEPSP                        LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
          40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
        .:..:                                        
gi|159 HTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN       
              130       140       150                
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (8-41:91-126) 
 
                                      10          20        30      
2MEPSP                        LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
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          40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
        .:..:                                        
gi|437 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN       
              130       140       150                
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (8-41:92-127) 
 
                                      10          20        30      
2MEPSP                        LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
        .:..:                                        
gi|132 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN       
             130       140       150       160       
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 22.2% identity (66.7% similar) in 36 aa overlap (8-41:92-127) 
 
                                      10          20        30      
2MEPSP                        LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
        .:..:                                        
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN       
             130       140       150       160       
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (8-41:92-127) 
 
                                      10          20        30      
2MEPSP                        LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
        .:..:                                        
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN       
             130       140       150       160       
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 43; 28.9% identity (55.3% similar) in 38 aa overlap (9-46:125-160) 
 
                                     10        20        30         
2MEPSP                       LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|154 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMRETLLRAVESYLLA 
          100       110       120       130       140       150     
 
       40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
         :::...                                   
gi|154 --HSDAYN                                   
            160                                   
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
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 initn:  40 init1:  40 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 44; 31.6% identity (52.6% similar) in 38 aa overlap (9-46:125-160) 
 
                                     10        20        30         
2MEPSP                       LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .:  :   
gi|400 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVE--GYL 
          100       110       120       130       140         150   
 
       40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
         :::...                                   
gi|400 LAHSDAYN                                   
            160                                   
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (8-41:92-127) 
 
                                      10          20        30      
2MEPSP                        LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
        .:..:                                        
gi|154 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN       
             130       140       150       160       
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (8-41:92-127) 
 
                                      10          20        30      
2MEPSP                        LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
        .:..:                                        
gi|114 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN       
             130       140       150       160       
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 25.0% identity (63.9% similar) in 36 aa overlap (8-41:92-127) 
 
                                      10          20        30      
2MEPSP                        LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKY 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
        .:..:                                        
gi|400 HTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN       
             130       140       150       160       
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 19.7 E():   70 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (34-73:376-415) 
 
            10        20        30        40        50        60    
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
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         350       360       370       380       390       400      
 
            70        80                                            
2MEPSP VEGDASSASYFLAGAAI                                            
       :   ::: ..                                                   
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 17.6 E():   71 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (15-41:86-112) 
 
                               10        20        30        40     
2MEPSP                 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
           50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                            
gi|301 LIRSLFGLP                            
         120                                
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.8  bits: 19.3 E():   73 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (15-41:169-195) 
 
                               10        20         30        40    
2MEPSP                 LMAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
            50        60        70        80                        
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI                        
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (38-56:9-27) 
 
        10        20        30        40        50        60        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
        70        80                                                
2MEPSP ASSASYFLAGAAI                                                
                                                                    
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (38-56:9-27) 
 
        10        20        30        40        50        60        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
        70        80                                                
2MEPSP ASSASYFLAGAAI                                                
                                                                    
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
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>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.5 E():   74 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (15-41:5-31) 
 
               10        20        30        40        50        60 
2MEPSP LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                     ::. : ..:  .  :. ..  :: ..:                    
gi|424           EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGLTRAARNLQ 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP NAYVEGDASSASYFLAGAAI                                         
                                                                    
gi|424 DDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNF 
               60        70        80        90       100       110 
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.6  bits: 20.1 E():   76 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (60-79:375-394) 
 
      30        40        50        60        70        80          
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI          
                                     : : :. :.: .:... :..           
gi|581 SSDGRTLYVTAEDHATGKLFTLPADARDNHKPAVVKHDGSVSSFYFIGSSKSVLISGNSL 
          350       360       370       380       390       400     
 
gi|581 WSNALYQVATPDRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDK 
          410       420       430       440       450       460     
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 18.1 E():   76 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (10-51:115-155) 
 
                                    10        20        30          
2MEPSP                      LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
      40        50        60        70        80 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
       . :... . . :                              
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG    
           150       160       170       180     
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (1-45:99-142) 
 
                                             10        20        30 
2MEPSP                               LMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|195 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
 
               40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
           . .  :.:. :                                    
gi|195 HNTPYCLAMEESQ-WS                                   
      130       140                                       
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 41; 22.2% identity (53.3% similar) in 45 aa overlap (1-45:99-142) 
 
                                             10        20        30 
2MEPSP                               LMAAPLALGDVEIEIIDKLISIPYVEMTLR 
                                     ::  :    .:.....  :..  : ..:   
gi|219 CGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTV 
       70        80        90       100       110       120         
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               40        50        60        70        80 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
           . .  :.:. :                                    
gi|219 HNTPYCLAMEESQ-WS                                   
      130       140                                       
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (37-62:19-44) 
 
         10        20        30        40        50        60       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     :::  : ..  :. : :   ::  .:     
gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
         70        80                                               
2MEPSP DASSASYFLAGAAI                                               
                                                                    
gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.8  bits: 20.1 E():   83 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (51-70:767-786) 
 
               30        40        50        60        70        80 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
 
gi|170 AQLPAMCRLEGGDALLASQ 
        800       810      
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 20.1 E():   84 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (51-70:782-801) 
 
               30        40        50        60        70        80 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
gi|217 AQLPAMCRLEGGDALLASQ 
             820       830 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (15-41:236-262) 
 
                               10        20        30        40     
2MEPSP                 LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
           50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                            
gi|225 LIRSWFGLP                            
         270                                
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.6  bits: 19.3 E():   85 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (2-42:372-412) 
 
                                            10        20         30 
2MEPSP                              LMAAPLALGDVEIEIIDKLISIPYVEM-TLR 
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                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
               40        50        60        70        80           
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI           
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 42; 28.9% identity (55.3% similar) in 38 aa overlap (9-46:124-159) 
 
                                     10        20        30         
2MEPSP                       LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|437 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLA 
           100       110       120       130       140       150    
 
       40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
         :::...                                   
gi|437 --HSDAYN                                   
                                                  
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (34-69:107-142) 
 
            10        20        30        40        50        60    
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
            70        80                                            
2MEPSP VEGDASSASYFLAGAAI                                            
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|218203826|gb|ACK76296.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (34-69:107-142) 
 
            10        20        30        40        50        60    
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
            70        80                                            
2MEPSP VEGDASSASYFLAGAAI                                            
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (9-46:125-160) 
 
                                     10        20        30         
2MEPSP                       LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
       40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
         :::...                                   
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gi|132 --HSDAYN                                   
            160                                   
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 42; 28.9% identity (55.3% similar) in 38 aa overlap (9-46:125-160) 
 
                                     10        20        30         
2MEPSP                       LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|154 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLA 
          100       110       120       130       140       150     
 
       40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
         :::...                                   
gi|154 --HSDAYN                                   
            160                                   
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (8-41:92-127) 
 
                                      10          20        30      
2MEPSP                        LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
        .:..:                                        
gi|154 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN       
             130       140       150       160       
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (8-41:92-127) 
 
                                      10          20        30      
2MEPSP                        LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
        .:..:                                        
gi|241 HTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN       
             130       140       150       160       
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (8-41:92-127) 
 
                                      10          20        30      
2MEPSP                        LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
        .:..:                                        
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN       
             130       140       150       160       
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (8-41:92-127) 
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                                      10          20        30      
2MEPSP                        LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
        .:..:                                        
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN       
             130       140       150       160       
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 44; 28.9% identity (55.3% similar) in 38 aa overlap (9-46:125-160) 
 
                                     10        20        30         
2MEPSP                       LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|459 TLEKISNEIKIVATPDGGPILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYPLA 
          100       110       120       130       140       150     
 
       40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
         :::...                                   
gi|459 --HSDAYN                                   
            160                                   
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (8-41:92-127) 
 
                                      10          20        30      
2MEPSP                        LMAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
          40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
        .:..:                                        
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN       
             130       140       150       160       
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 16.9 E():   90 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (47-55:67-75) 
 
         20        30        40        50        60        70       
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
         80 
2MEPSP GAAI 
            
gi|126 N    
            
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.0  bits: 15.3 E():   91 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (37-45:10-18) 
 
         10        20        30        40        50        60       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
         70        80 
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2MEPSP DASSASYFLAGAAI 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.7  bits: 17.8 E():   95 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (38-73:63-101) 
 
        10        20        30        40        50        60        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
           70        80                                             
2MEPSP EGDASSASYFLAGAAI                                             
       .: : :: :                                                    
gi|212 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYTL 
            100       110       120       130       140       150   
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 66.7  bits: 19.4 E():   95 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (40-62:208-228) 
 
      10        20        30        40        50        60          
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
      70        80                                                  
2MEPSP SASYFLAGAAI                                                  
                                                                    
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.7  bits: 17.8 E():   95 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (38-73:64-102) 
 
        10        20        30        40        50        60        
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
           70        80                                             
2MEPSP EGDASSASYFLAGAAI                                             
       .: : :: :                                                    
gi|116 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYTL 
           100       110       120       130       140       150    
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.5  bits: 15.3 E():   98 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (37-45:10-18) 
 
         10        20        30        40        50        60       
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK     
                                    10        20        30          
 
         70        80 
2MEPSP DASSASYFLAGAAI 
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (38-73:20-58) 
 
        10        20        30        40        50           60     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                     .: .: :.  :. : : . ::    :.:.  
gi|148            MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFF 
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                          10        20        30        40          
 
           70        80                                             
2MEPSP EGDASSASYFLAGAAI                                             
         : .....                                                    
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (38-73:20-58) 
 
        10        20        30        40        50           60     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                     .: .: :.  :. : : . ::    :.:.  
gi|145            MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFF 
                          10        20        30        40          
 
           70        80                                             
2MEPSP EGDASSASYFLAGAAI                                             
         : .....                                                    
gi|145 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
      50        60        70        80        90       100          
 
>>gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo  (194 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.8 E(): 1e 
Smith-Waterman score: 41; 50.0% identity (83.3% similar) in 12 aa overlap (1-12:13-24) 
 
                           10        20        30        40         
2MEPSP             LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                   :.:: . :::..                                     
gi|476 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
>>gi|31339067|dbj|BAC77154.1| 21k allergen [Anisakis sim  (194 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.8 E(): 1e 
Smith-Waterman score: 41; 50.0% identity (83.3% similar) in 12 aa overlap (1-12:13-24) 
 
                           10        20        30        40         
2MEPSP             LMAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                   :.:: . :::..                                     
gi|313 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:45 2011 done: Tue Apr 19 10:57:45 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 188  - 267 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     4     2:* 
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  32     6     8:=* 
  34    12    22:===  * 
  36    30    44:========  * 
  38    42    73:===========       * 
  40   113   102:=========================*=== 
  42   114   125:=============================  * 
  44    85   138:======================            * 
  46   138   140:==================================* 
  48   206   134:=================================*================== 
  50   135   122:==============================*=== 
  52   108   108:==========================* 
  54   103    92:======================*=== 
  56    71    77:================== * 
  58    56    63:============== * 
  60    43    51:=========== * 
  62    45    41:==========*= 
  64    26    33:======= * 
  66    38    26:======*=== 
  68    28    20:====*== 
  70    22    16:===*== 
  72    15    12:==*= 
  74     7    10:==* 
  76    10     8:=*= 
  78     4     6:=* 
  80     6     5:=* 
  82    12     3:*== 
  84     2     3:* 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.66810.00315; mu= 12.1394 0.165 
 mean_var=34.0991 9.175, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.219636 
 Kolmogorov-Smirnov  statistic: 0.0728 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   60 23.9     2.4 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   57 22.8     2.6 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 21.8     5.1 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   53 21.5     5.7 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.5       7 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.8     7.2 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   49 20.0     8.2 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   51 20.9     9.9 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 22.1      11 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   53 21.7      11 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   54 22.1      12 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   54 22.1      12 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   53 21.7      12 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.6      12 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.6      12 
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gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.6      12 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.2      13 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.6      13 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   51 21.0      14 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   52 21.4      15 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.3      15 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.6      16 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.5      16 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   53 21.9      16 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.7      17 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.5      17 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 20.3      18 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   48 19.9      19 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.9      20 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.2      21 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   51 21.2      23 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.6      25 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.6      25 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.5      25 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.6      26 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.9      27 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.9      27 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.7      28 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   51 21.3      29 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   46 19.3      29 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.3      29 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 19.0      33 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 19.0      33 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   45 19.0      36 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   45 19.0      36 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 18.6      37 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.6      38 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.6      38 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.7      40 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.0      40 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.0      42 
gi|78038796|emb|CAI43283.4| mala s 12 allergen pre ( 618)   49 20.6      45 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.7      45 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   44 18.7      45 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.7      45 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.7      45 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   47 19.9      46 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.9      47 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.9      49 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.3      49 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.3      51 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.3      51 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.5      52 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.3      54 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   45 19.1      54 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.7      54 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   43 18.4      56 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   43 18.4      56 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.4      56 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   43 18.4      56 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.4      56 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   43 18.4      58 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.7      59 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.0      59 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 18.0      60 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 18.0      60 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   47 20.0      60 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.6      60 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   43 18.4      62 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   40 17.2      63 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.2      63 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.2      63 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.0      67 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.6      68 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.6      69 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.6      69 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6133

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   42 18.0      69 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   42 18.0      69 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   42 18.0      69 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   42 18.0      69 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   42 18.0      69 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   42 18.0      69 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.0      69 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   42 18.0      69 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   42 18.0      69 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   42 18.0      69 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   42 18.0      69 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   42 18.0      69 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.7      70 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   45 19.2      71 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.6      71 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.7      73 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.7      73 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.2      74 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.5      75 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.1      76 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 20.0      78 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.3      79 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 20.1      85 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.5      85 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   41 17.7      86 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   41 17.7      86 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   41 17.7      86 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   41 17.7      86 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   41 17.7      86 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   41 17.7      86 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   41 17.7      86 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   45 19.3      86 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.1      86 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.5      86 
gi|218203826|gb|ACK76296.1| Der f 6 allergen [Derm ( 279)   43 18.5      86 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.4      87 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   44 18.9      88 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   44 18.9      88 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 16.9      89 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 15.4      94 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.8      94 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.8      95 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.3      97 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   39 17.0      97 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   39 17.0      97 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 16.6      98 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 16.6      98 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 95.5  bits: 23.9 E():  2.4 
Smith-Waterman score: 60; 36.4% identity (60.6% similar) in 66 aa overlap (4-67:139-195) 
 
                                          10        20         30   
2MEPSP                            MAAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :.   ..  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYD--VLA 
      110       120       130       140        150       160        
 
             40        50         60        70        80            
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK-NAYVEGDASSASYFLAGAAIT            
       : ..:   .:    ::...     .:: .:: ..::                         
gi|612 R-NLKDLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSC 
          170       180            190       200       210          
 
gi|612 QYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVS 
     220       230       240       250       260       270          
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 94.9  bits: 22.8 E():  2.6 
Smith-Waterman score: 57; 26.3% identity (63.2% similar) in 38 aa overlap (17-54:104-139) 
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                             10        20        30        40       
2MEPSP               MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ... .:..:    :  
gi|132 EVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNKYHTKGDHE--VDA 
            80        90       100       110       120         130  
 
         50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .::::..                           
gi|132 EHIKGGKEKVEGLFRAVEAYLLAHSDAYN      
             140       150       160      
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 89.8  bits: 21.8 E():  5.1 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (6-40:90-126) 
 
                                        10          20        30    
2MEPSP                          MAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
            40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
       . .:..:                                         
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN        
     120       130       140       150                 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 88.9  bits: 21.5 E():  5.7 
Smith-Waterman score: 53; 25.5% identity (49.0% similar) in 51 aa overlap (1-51:50-99) 
 
                                             10        20        30 
2MEPSP                               MAAPLALGDVEIEIIDKLISIPYVEMTLRL 
                                     .:.:: .    . ..  .:..  . : .   
gi|291 VVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPV-LVPAVITVSLIIMGFLA 
      20        30        40        50        60         70         
 
               40        50        60        70        80           
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT           
          ::: :    ::   :. :                                        
gi|291 SGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQ 
       80        90       100       110       120       130         
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 87.3  bits: 23.5 E():    7 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (4-48:372-415) 
 
                                          10        20        30    
2MEPSP                            MAAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
            40        50        60        70        80              
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT              
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 87.1  bits: 20.8 E():  7.2 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (35-72:18-58) 
 
           10        20        30        40        50           60  
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNA 
                                     : .:  : ..  :. : : . :.:   :.: 
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
              70        80                                          
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2MEPSP YVEGDASSASYFLAGAAIT                                          
       ..  : .....                                                  
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 86.1  bits: 20.0 E():  8.2 
Smith-Waterman score: 49; 23.8% identity (55.6% similar) in 63 aa overlap (6-65:5-64) 
 
               10           20        30        40        50        
2MEPSP MAAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
            ::.:. .: ::   ::.: :     ..   .. .:..   . .  ..:.:..  . 
gi|603  VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAA 
                 10        20        30        40          50       
 
        60        70        80 
2MEPSP PKNAYVEGDASSASYFLAGAAIT 
            .::                
gi|603 HLFKLIEGYLKDHPSEYN      
         60        70          
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 84.6  bits: 20.9 E():  9.9 
Smith-Waterman score: 51; 23.7% identity (60.5% similar) in 38 aa overlap (17-54:104-139) 
 
                             10        20        30        40       
2MEPSP               MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .. .:..:    .  
gi|154 EVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSKYHTKGDHEVPAE- 
            80        90       100       110       120       130    
 
         50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .::::..                           
gi|154 -HIKGGKERVEGLLKPVEAYLLAHTAEYNN     
             140       150       160      
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 84.1  bits: 22.1 E():   11 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (33-66:279-317) 
 
             10        20        30           40        50          
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
        60        70        80                                      
2MEPSP PKNAYVEGDASSASYFLAGAAIT                                      
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.5  bits: 21.7 E():   11 
Smith-Waterman score: 53; 29.6% identity (66.7% similar) in 27 aa overlap (53-79:59-85) 
 
             30        40        50        60        70        80   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT   
                                     :::.. :  :.     ....: .:.:.    
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 83.4  bits: 22.1 E():   12 
Smith-Waterman score: 54; 32.3% identity (67.7% similar) in 31 aa overlap (49-79:8-38) 
 
       20        30        40        50        60        70         
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2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
       80                                                           
2MEPSP IT                                                           
       .                                                            
gi|144 VPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 83.4  bits: 22.1 E():   12 
Smith-Waterman score: 54; 32.3% identity (67.7% similar) in 31 aa overlap (49-79:8-38) 
 
       20        30        40        50        60        70         
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
       80                                                           
2MEPSP IT                                                           
       .                                                            
gi|144 VPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.1  bits: 21.7 E():   12 
Smith-Waterman score: 53; 29.6% identity (66.7% similar) in 27 aa overlap (53-79:79-105) 
 
             30        40        50        60        70        80   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT   
                                     :::.. :  :.     ....: .:.:.    
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.0  bits: 20.6 E():   12 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (6-40:91-127) 
 
                                        10          20        30    
2MEPSP                          MAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
            40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
       : .:..:                                         
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN        
              130       140       150       160        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.0  bits: 20.6 E():   12 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (6-40:91-127) 
 
                                        10          20        30    
2MEPSP                          MAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
            40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
       : .:..:                                         
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN        
              130       140       150       160        
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>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 83.0  bits: 20.6 E():   12 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (6-40:91-127) 
 
                                        10          20        30    
2MEPSP                          MAAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
            40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
       : .:..:                                         
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN        
              130       140       150       160        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 82.7  bits: 22.2 E():   13 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (15-36:9-30) 
 
               10        20        30        40        50        60 
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 
                     :  :..::.. .: :  .: ::                         
gi|424       NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLYALFQE 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP AYVEGDASSASYFLAGAAIT                                         
                                                                    
gi|424 KLETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKGVDVDHIIELIHQIFNI 
           60        70        80        90       100       110     
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.3  bits: 22.6 E():   13 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (5-32:414-441) 
 
                                         10        20        30     
2MEPSP                           MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
           40        50        60        70        80               
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT               
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 81.8  bits: 21.0 E():   14 
Smith-Waterman score: 51; 24.4% identity (61.0% similar) in 41 aa overlap (13-52:36-73) 
 
                                 10        20         30        40  
2MEPSP                   MAAPLALGDVEIEIIDKLISIPYVEM-TLRLMERFGVKAEHS 
                                     .... ..: ::: . :..   :  ...  . 
gi|111 FVGGNWKCNGTVEQVESIVNTLNAGQIASTDVVEVVVSPPYVFLPTVKGKLRPEIQVAAQ 
          10        20        30        40        50        60      
 
              50        60        70        80                      
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT                      
       . : .   :::                                                  
gi|111 NCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGL 
          70           80        90       100       110       120   
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.4  bits: 21.4 E():   15 
Smith-Waterman score: 52; 29.6% identity (66.7% similar) in 27 aa overlap (53-79:79-105) 
 
             30        40        50        60        70        80   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT   
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                                     :::.. :  :.     ....: .:.:.    
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.2  bits: 20.3 E():   15 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (17-40:104-127) 
 
                             10        20        30        40       
2MEPSP               MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
         50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                          
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN        
           140       150       160        
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.8  bits: 22.6 E():   16 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (5-32:500-527) 
 
                                         10        20        30     
2MEPSP                           MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
           40        50        60        70        80               
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT               
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.7  bits: 19.5 E():   16 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (50-69:53-72) 
 
      20        30        40        50        60        70          
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
      80                   
2MEPSP T                   
                           
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 80.7  bits: 21.9 E():   16 
Smith-Waterman score: 53; 23.4% identity (63.8% similar) in 47 aa overlap (28-74:118-161) 
 
                  10        20        30        40        50        
2MEPSP    MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRIV---EFQS 
        90       100       110       120       130       140        
 
        60        70        80                                      
2MEPSP PKNAYVEGDASSASYFLAGAAIT                                      
         :. .    :.:.:.:                                            
gi|149 NPNTLILPKHSDADYILVVLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILNPDD 
          150       160       170       180       190       200     
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>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 80.3  bits: 20.7 E():   17 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (49-79:25-54) 
 
       20        30        40        50        60        70         
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     : ::..  :: .:  .   .:::.: .:.  
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
       80                                                           
2MEPSP IT                                                           
       .                                                            
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (37-60:20-43) 
 
         10        20        30        40        50        60       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::: : .   :. : :   ::: .       
gi|145            MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFE 
                          10        20        30        40          
 
         70        80                                               
2MEPSP ASSASYFLAGAAIT                                               
                                                                    
gi|145 IIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      50        60        70        80        90       100          
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.7  bits: 20.3 E():   18 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (44-79:166-201) 
 
            20        30        40        50        60        70    
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
            80   
2MEPSP LAGAAIT   
        : : .    
gi|116 EAVAKVNFQ 
         200     
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 48; 25.3% identity (56.0% similar) in 75 aa overlap (7-78:92-157) 
 
                                       10           20        30    
2MEPSP                         MAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
            40        50        60        70        80  
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT  
       : .:..:  . ..  .::....       ::      ::.:: .:    
gi|167 FHAKGDHEVNAEE--MKGAKEMAEKLLRAVE------SYLLAHTAEYN 
              130         140             150       160 
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 78.9  bits: 21.9 E():   20 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (23-72:539-592) 
 
                       10        20        30            40         
2MEPSP         MAAPLALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
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gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
       50        60        70        80                             
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAIT                             
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.5  bits: 19.2 E():   21 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (15-61:3-44) 
 
               10        20        30        40        50        60 
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 
                     :  ..:   .: .:.     .:::: :  .  :. : :   ::  . 
gi|207             MSITDIVSEKNIEAALE-----SVKAEGSFEYKCFFQKVGLAGKSADD 
                           10             20        30        40    
 
               70        80                                         
2MEPSP AYVEGDASSASYFLAGAAIT                                         
       :                                                            
gi|207 AKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEF 
            50        60        70        80        90       100    
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 78.1  bits: 21.2 E():   23 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (28-74:204-247) 
 
                  10        20        30        40        50        
2MEPSP    MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
        60        70        80                                      
2MEPSP PKNAYVEGDASSASYFLAGAAIT                                      
         :. .    :.:...:                                            
gi|149 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.2  bits: 21.6 E():   25 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (36-72:553-589) 
 
          10        20        30        40        50        60      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
          70        80                                              
2MEPSP DASSASYFLAGAAIT                                              
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.2  bits: 21.6 E():   25 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (36-72:553-589) 
 
          10        20        30        40        50        60      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
          70        80                                              
2MEPSP DASSASYFLAGAAIT                                              
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
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            590       600       610       620       630       640   
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 77.2  bits: 16.5 E():   25 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (36-44:10-18) 
 
          10        20        30        40        50        60      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|409                      IAKVPPGGXITAEYGDKWLD                    
                                    10        20                    
 
          70        80 
2MEPSP DASSASYFLAGAAIT 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.9  bits: 21.6 E():   26 
Smith-Waterman score: 52; 27.9% identity (58.1% similar) in 43 aa overlap (36-78:353-394) 
 
          10        20        30        40        50        60      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     : ::   .   : . .  .  : : : :.  
gi|219 GSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADAR-DSHKPAVVKH 
            330       340       350       360       370        380  
 
          70        80                                              
2MEPSP DASSASYFLAGAAIT                                              
       :.: .:....:..                                                
gi|219 DGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIE 
             390       400       410       420       430       440  
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.7  bits: 18.9 E():   27 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (38-60:21-43) 
 
        10        20        30        40        50        60        
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
        70        80                                                
2MEPSP SSASYFLAGAAIT                                                
                                                                    
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 76.6  bits: 20.9 E():   27 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (28-79:53-104) 
 
                  10        20        30        40        50        
2MEPSP    MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
        60           70        80                                   
2MEPSP PKNAYV---EGDASSASYFLAGAAIT                                   
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.3  bits: 17.7 E():   28 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (39-57:1-19) 
 
       10        20        30        40        50        60         
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     ::   . ::  ::  : .:            
gi|377                               EHERIFKRFDAKGDGKISSSELGETLKPLG 
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                                             10        20        30 
 
       70        80           
2MEPSP SASYFLAGAAIT           
                              
gi|377 SVTLEEIQRMMAEIDTDGDGFL 
               40        50   
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 76.3  bits: 21.3 E():   29 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (28-74:204-247) 
 
                  10        20        30        40        50        
2MEPSP    MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
        60        70        80                                      
2MEPSP PKNAYVEGDASSASYFLAGAAIT                                      
         :. .    :.:...:                                            
gi|169 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 25.3% identity (56.0% similar) in 75 aa overlap (7-78:92-157) 
 
                                       10           20        30    
2MEPSP                         MAAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGD-KLEKVSLELKIVAAPGGGSILKISGK 
              70        80        90        100       110       120 
 
            40        50        60        70        80  
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT  
       : .:..:  . ..  .::....       ::      ::.:: .:    
gi|154 FHAKGDHEVNAEE--MKGAKEMAEKLLRAVE------SYLLAHTAEYN 
              130         140             150       160 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (17-54:104-139) 
 
                             10        20        30        40       
2MEPSP               MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
         50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
         :::...                           
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN      
             140       150       160      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.0  bits: 19.0 E():   33 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (34-61:87-110) 
 
            10        20        30        40        50        60    
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
            70        80                 
2MEPSP EGDASSASYFLAGAAIT                 
                                         
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
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>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.0  bits: 19.0 E():   33 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (34-61:87-110) 
 
            10        20        30        40        50        60    
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
            70        80                 
2MEPSP EGDASSASYFLAGAAIT                 
                                         
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 22.2% identity (66.7% similar) in 36 aa overlap (7-40:92-127) 
 
                                       10          20        30     
2MEPSP                         MAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .:..:                                         
gi|154 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN        
             130       140       150       160        
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 22.2% identity (66.7% similar) in 36 aa overlap (7-40:92-127) 
 
                                       10          20        30     
2MEPSP                         MAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :  .  :.. ... 
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .:..:                                         
gi|132 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN        
             130       140       150       160        
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.3  bits: 18.6 E():   37 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (14-29:49-64) 
 
                                10        20        30        40    
2MEPSP                  MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
            50        60        70        80          
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT          
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (37-47:8-18) 
 
         10        20        30        40        50        60       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
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                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
         70        80                                               
2MEPSP ASSASYFLAGAAIT                                               
                                                                    
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (37-47:8-18) 
 
         10        20        30        40        50        60       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
         70        80                                               
2MEPSP ASSASYFLAGAAIT                                               
                                                                    
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.7  bits: 16.7 E():   40 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (36-44:10-18) 
 
          10        20        30        40        50        60      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK     
                                    10        20        30          
 
          70        80 
2MEPSP DASSASYFLAGAAIT 
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.6  bits: 19.0 E():   40 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (43-54:134-145) 
 
             20        30        40        50        60        70   
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
             80            
2MEPSP FLAGAAIT            
                           
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.3  bits: 19.0 E():   42 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (43-54:142-153) 
 
             20        30        40        50        60        70   
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
             80            
2MEPSP FLAGAAIT            
                           
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
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>>gi|78038796|emb|CAI43283.4| mala s 12 allergen precurs  (618 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 72.8  bits: 20.6 E():   45 
Smith-Waterman score: 49; 30.8% identity (66.7% similar) in 39 aa overlap (48-80:361-398) 
 
        20        30        40        50        60              70  
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN------AYVEGDASSAS 
                                     ....:...: :::      . : :::.. : 
gi|780 LSGIGDKNLLNGLGIDVVVDLPGVGENLQDHVSAGMSFK-PKNKKDAGPTSVTGDAKADS 
              340       350       360        370       380          
 
              80                                                    
2MEPSP YFLAGAAIT                                                    
       :  .... :                                                    
gi|780 YVNSAVSYTSLGKLFNNKDSILGKIQARAKQIADSHNVSPAVKQGQSKAYNALADTIFPS 
     390       400       410       420       430       440          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (51-66:111-126) 
 
               30        40        50        60        70        80 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 44; 25.0% identity (63.9% similar) in 36 aa overlap (7-40:92-127) 
 
                                       10          20        30     
2MEPSP                         MAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .:..:                                         
gi|400 HTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN        
             130       140       150       160        
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (51-66:111-126) 
 
               30        40        50        60        70        80 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (51-66:111-126) 
 
               30        40        50        60        70        80 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
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>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 47; 46.2% identity (57.7% similar) in 26 aa overlap (53-78:340-364) 
 
             30        40        50        60        70        80   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT   
                                     ::  .:  : : : :.::    .:::     
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
gi|113 GGYKV 
      370    
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (47-73:319-345) 
 
         20        30        40        50        60        70       
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
         80                                  
2MEPSP AAIT                                  
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.1  bits: 19.9 E():   49 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (35-66:182-217) 
 
           10        20        30        40            50        60 
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
               70        80                                         
2MEPSP AYVEGDASSASYFLAGAAIT                                         
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.0  bits: 20.3 E():   49 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (20-72:417-466) 
 
                          10        20        30        40          
2MEPSP            MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
      50        60        70        80                              
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAIT                              
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.3 E():   51 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (7-21:83-97) 
 
                                       10        20        30       
2MEPSP                         MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
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         40        50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                                    
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG             
            120       130       140                 
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.3 E():   51 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (7-21:83-97) 
 
                                       10        20        30       
2MEPSP                         MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
         40        50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                                    
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG             
            120       130       140                 
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.6  bits: 17.5 E():   52 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (38-57:9-28) 
 
        10        20        30        40        50        60        
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
        70        80                                  
2MEPSP SSASYFLAGAAIT                                  
                                                      
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.3  bits: 18.3 E():   54 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (8-61:92-139) 
 
                                      10        20        30        
2MEPSP                        MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
        40        50         60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEGDASSASYFLAGAAIT 
         :::  :  . .::..  ::  ::                    
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG       
        120         130       140       150         
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 45; 42.3% identity (61.5% similar) in 26 aa overlap (53-78:231-255) 
 
             30        40        50        60        70        80   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT   
                                     ::  .:  : . : :..:.   ::::     
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
gi|226 GGYKV 
     260     
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.2  bits: 18.7 E():   54 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (23-49:155-183) 
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                       10        20        30        40          50 
2MEPSP         MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
               60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                      
gi|549 CNYGPAGNVGNEPIYERK             
          190       200               
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (7-40:92-127) 
 
                                       10          20        30     
2MEPSP                         MAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .:..:                                         
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN        
             130       140       150       160        
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (7-40:92-127) 
 
                                       10          20        30     
2MEPSP                         MAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .:..:                                         
gi|154 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN        
             130       140       150       160        
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (17-40:104-127) 
 
                             10        20        30        40       
2MEPSP               MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
         50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                          
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN        
           140       150       160        
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (7-40:92-127) 
 
                                       10          20        30     
2MEPSP                         MAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
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2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .:..:                                         
gi|400 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN        
             130       140       150       160        
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (17-40:104-127) 
 
                             10        20        30        40       
2MEPSP               MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
         50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                          
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN        
           140       150       160        
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.4 E():   58 
Smith-Waterman score: 44; 19.6% identity (54.3% similar) in 46 aa overlap (32-75:81-126) 
 
              10        20        30        40        50            
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK-- 
                                     . : .    ...:.  :.  :  :.. .   
gi|212 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSIV 
               60        70        80        90       100       110 
 
      60        70        80                                     
2MEPSP NAYVEGDASSASYFLAGAAIT                                     
        . ...: :   :..:                                          
gi|212 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              120       130       140       150       160        
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.6  bits: 20.7 E():   59 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (5-32:500-527) 
 
                                         10        20        30     
2MEPSP                           MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
           40        50        60        70        80               
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT               
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (37-55:9-27) 
 
         10        20        30        40        50        60       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
         70        80                                               
2MEPSP ASSASYFLAGAAIT                                               
                                                                    
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.0 E():   60 
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Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (36-65:14-43) 
 
          10        20        30        40        50        60      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|144                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
          70        80                                              
2MEPSP DASSASYFLAGAAIT                                              
                                                                    
gi|144 YMTMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (36-65:14-43) 
 
          10        20        30        40        50        60      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|179                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
          70        80                                              
2MEPSP DASSASYFLAGAAIT                                              
                                                                    
gi|179 YMTMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.4  bits: 20.0 E():   60 
Smith-Waterman score: 47; 37.9% identity (51.7% similar) in 29 aa overlap (48-76:149-173) 
 
        20        30        40        50        60        70        
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     ..: :   :  :    ::  ::: .: .:  
gi|572 FLLQSGSSIFSWHGNQSTYEQQQLAAKVAEFLKPGATVKHTK----EGTESSAFWFAVGG 
      120       130       140       150       160           170     
 
        80                                                          
2MEPSP AIT                                                          
                                                                    
gi|572 KQSYTSKKVATEVSRDPHLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWI 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 19.6 E():   60 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (48-80:331-363) 
 
        20        30        40        50        60        70        
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
        80                                    
2MEPSP AIT                                    
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
              370       380       390         
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.4 E():   62 
Smith-Waterman score: 44; 20.5% identity (54.5% similar) in 44 aa overlap (34-75:99-142) 
 
            10        20        30        40        50          60  
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK--NA 
                                     : .    ...:.  :.  :  :.. .   . 
gi|606 VIQVTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSIVAG 
       70        80        90       100       110       120         
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              70        80                                     
2MEPSP YVEGDASSASYFLAGAAIT                                     
        ...: :   :..:                                          
gi|606 CLDNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
      130       140       150       160       170       180    
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 70.0  bits: 17.2 E():   63 
Smith-Waterman score: 40; 35.5% identity (51.6% similar) in 31 aa overlap (37-67:7-33) 
 
         10        20        30        40        50        60       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::    :::. :   .  .  ..   :: 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
         70        80                                      
2MEPSP ASSASYFLAGAAIT                                      
       :                                                   
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 17.2 E():   63 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (37-54:7-24) 
 
         10        20        30        40        50        60       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
         70        80                                  
2MEPSP ASSASYFLAGAAIT                                  
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 17.2 E():   63 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (37-54:7-24) 
 
         10        20        30        40        50        60       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
         70        80                                  
2MEPSP ASSASYFLAGAAIT                                  
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (51-67:109-125) 
 
               30        40        50        60        70        80 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.4  bits: 19.6 E():   68 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (30-72:144-187) 
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                10        20        30        40        50          
2MEPSP  MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
      60           70        80                                     
2MEPSP NAYVEG---DASSASYFLAGAAIT                                     
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 19.6 E():   69 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (33-72:367-406) 
 
             10        20        30        40        50        60   
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
             70        80                                           
2MEPSP VEGDASSASYFLAGAAIT                                           
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 19.6 E():   69 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (33-72:367-406) 
 
             10        20        30        40        50        60   
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
             70        80                                           
2MEPSP VEGDASSASYFLAGAAIT                                           
       :   ::: ..                                                   
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (7-40:91-126) 
 
                                       10          20        30     
2MEPSP                         MAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
           40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .:..:                                         
gi|384 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN        
              130       140       150                 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (7-40:91-126) 
 
                                       10          20        30     
2MEPSP                         MAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
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           40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .:..:                                         
gi|437 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN        
              130       140       150                 
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (7-40:92-127) 
 
                                       10          20        30     
2MEPSP                         MAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .:..:                                         
gi|116 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN        
             130       140       150       160        
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 44; 31.6% identity (52.6% similar) in 38 aa overlap (8-45:125-160) 
 
                                      10        20        30        
2MEPSP                        MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .:  :   
gi|400 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVE--GYL 
          100       110       120       130       140         150   
 
        40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
         :::...                                    
gi|400 LAHSDAYN                                    
            160                                    
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (7-40:92-127) 
 
                                       10          20        30     
2MEPSP                         MAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .:..:                                         
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN        
             130       140       150       160        
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (7-40:92-127) 
 
                                       10          20        30     
2MEPSP                         MAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .:..:                                         
gi|116 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN        
             130       140       150       160        
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
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 initn:  40 init1:  40 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 25.0% identity (63.9% similar) in 36 aa overlap (7-40:92-127) 
 
                                       10          20        30     
2MEPSP                         MAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKY 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .:..:                                         
gi|400 HTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN        
             130       140       150       160        
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 43; 28.9% identity (55.3% similar) in 38 aa overlap (8-45:125-160) 
 
                                      10        20        30        
2MEPSP                        MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|154 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMRETLLRAVESYLLA 
          100       110       120       130       140       150     
 
        40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
         :::...                                    
gi|154 --HSDAYN                                    
            160                                    
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (7-40:92-127) 
 
                                       10          20        30     
2MEPSP                         MAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .:..:                                         
gi|154 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN        
             130       140       150       160        
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 22.2% identity (66.7% similar) in 36 aa overlap (7-40:92-127) 
 
                                       10          20        30     
2MEPSP                         MAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .:..:                                         
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN        
             130       140       150       160        
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (7-40:92-127) 
 
                                       10          20        30     
2MEPSP                         MAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
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              70        80        90       100       110       120  
 
           40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .:..:                                         
gi|114 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN        
             130       140       150       160        
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (7-40:92-127) 
 
                                       10          20        30     
2MEPSP                         MAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .:..:                                         
gi|116 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN        
             130       140       150       160        
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (14-40:86-112) 
 
                                10        20        30        40    
2MEPSP                  MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
            50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                             
gi|301 LIRSLFGLP                             
         120                                 
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 45; 18.4% identity (63.3% similar) in 49 aa overlap (32-80:159-207) 
 
              10        20        30        40        50        60  
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|117 VFIKRVSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
              70        80                                          
2MEPSP YVEGDASSASYFLAGAAIT                                          
       . ... . ..  :.....:                                          
gi|117 FSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 19.6 E():   71 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (33-72:376-415) 
 
             10        20        30        40        50        60   
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
             70        80                                           
2MEPSP VEGDASSASYFLAGAAIT                                           
       :   ::: ..                                                   
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
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>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (37-55:9-27) 
 
         10        20        30        40        50        60       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
         70        80                                               
2MEPSP ASSASYFLAGAAIT                                               
                                                                    
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (37-55:9-27) 
 
         10        20        30        40        50        60       
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
         70        80                                               
2MEPSP ASSASYFLAGAAIT                                               
                                                                    
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (14-40:169-195) 
 
                                10        20         30        40   
2MEPSP                  MAAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
             50        60        70        80                       
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT                       
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.5 E():   75 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (14-40:5-31) 
 
               10        20        30        40        50        60 
2MEPSP MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN 
                    ::. : ..:  .  :. ..  :: ..:                     
gi|424          EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGLTRAARNLQD 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP AYVEGDASSASYFLAGAAIT                                         
                                                                    
gi|424 DLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFL 
              60        70        80        90       100       110  
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 18.1 E():   76 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (9-50:115-155) 
 
                                     10        20        30         
2MEPSP                       MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
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                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
       40        50        60        70        80 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
       . :... . . :                               
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG     
           150       160       170       180      
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 20.0 E():   78 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (59-78:375-394) 
 
       30        40        50        60        70        80         
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT         
                                     : : :. :.: .:... :..           
gi|581 SSDGRTLYVTAEDHATGKLFTLPADARDNHKPAVVKHDGSVSSFYFIGSSKSVLISGNSL 
          350       360       370       380       390       400     
 
gi|581 WSNALYQVATPDRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDK 
          410       420       430       440       450       460     
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (36-61:19-44) 
 
          10        20        30        40        50        60      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     :::  : ..  :. : :   ::  .:     
gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
          70        80                                              
2MEPSP DASSASYFLAGAAIT                                              
                                                                    
gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.6  bits: 20.1 E():   85 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (50-69:767-786) 
 
      20        30        40        50        60        70          
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
 
      80                   
2MEPSP T                   
                           
gi|170 AQLPAMCRLEGGDALLASQ 
        800       810      
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (14-40:236-262) 
 
                                10        20        30        40    
2MEPSP                  MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
            50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                             
gi|225 LIRSWFGLP                             
         270                                 
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>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (8-45:125-160) 
 
                                      10        20        30        
2MEPSP                        MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
        40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
         :::...                                    
gi|132 --HSDAYN                                    
            160                                    
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 42; 28.9% identity (55.3% similar) in 38 aa overlap (8-45:125-160) 
 
                                      10        20        30        
2MEPSP                        MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|154 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLA 
          100       110       120       130       140       150     
 
        40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
         :::...                                    
gi|154 --HSDAYN                                    
            160                                    
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (7-40:92-127) 
 
                                       10          20        30     
2MEPSP                         MAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .:..:                                         
gi|241 HTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN        
             130       140       150       160        
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (7-40:92-127) 
 
                                       10          20        30     
2MEPSP                         MAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .:..:                                         
gi|154 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN        
             130       140       150       160        
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (7-40:92-127) 
 
                                       10          20        30     
2MEPSP                         MAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
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gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .:..:                                         
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN        
             130       140       150       160        
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (7-40:92-127) 
 
                                       10          20        30     
2MEPSP                         MAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .:..:                                         
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN        
             130       140       150       160        
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (7-40:92-127) 
 
                                       10          20        30     
2MEPSP                         MAAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
        .:..:                                         
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN        
             130       140       150       160        
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.5  bits: 19.3 E():   86 
Smith-Waterman score: 45; 31.0% identity (64.3% similar) in 42 aa overlap (1-41:372-412) 
 
                                             10        20           
2MEPSP                               MAAPLALGDVEIEIIDKLISIPYVEM-TLR 
                                     ..: :: ::. .    . :.:   .  .:: 
gi|313 MACPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLR 
             350       360       370       380       390       400  
 
      30        40        50        60        70        80          
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT          
       :.  ::...:..                                                 
gi|313 LLG-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTER 
              410       420       430       440       450       460 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.5  bits: 20.1 E():   86 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (50-69:782-801) 
 
      20        30        40        50        60        70          
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
      80                   
2MEPSP T                   
                           
gi|217 AQLPAMCRLEGGDALLASQ 
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             820       830 
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (33-68:107-142) 
 
             10        20        30        40        50        60   
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
             70        80                                           
2MEPSP VEGDASSASYFLAGAAIT                                           
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|218203826|gb|ACK76296.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (33-68:107-142) 
 
             10        20        30        40        50        60   
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
             70        80                                           
2MEPSP VEGDASSASYFLAGAAIT                                           
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.4  bits: 15.4 E():   87 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (36-44:10-18) 
 
          10        20        30        40        50        60      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
          70        80 
2MEPSP DASSASYFLAGAAIT 
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.3  bits: 18.9 E():   88 
Smith-Waterman score: 44; 18.4% identity (63.3% similar) in 49 aa overlap (32-80:159-207) 
 
              10        20        30        40        50        60  
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
              70        80                                          
2MEPSP YVEGDASSASYFLAGAAIT                                          
       . ... . ..  :.....:                                          
gi|493 FSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.3  bits: 18.9 E():   88 
Smith-Waterman score: 44; 18.4% identity (63.3% similar) in 49 aa overlap (32-80:159-207) 
 
              10        20        30        40        50        60  
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
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      130       140       150       160       170       180         
 
              70        80                                          
2MEPSP YVEGDASSASYFLAGAAIT                                          
       . ... . ..  :.....:                                          
gi|195 FSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 16.9 E():   89 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (46-54:67-75) 
 
          20        30        40        50        60        70      
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
          80 
2MEPSP GAAIT 
             
gi|126 N     
             
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.8  bits: 15.4 E():   94 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (36-44:10-18) 
 
          10        20        30        40        50        60      
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK     
                                    10        20        30          
 
          70        80 
2MEPSP DASSASYFLAGAAIT 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.8  bits: 17.8 E():   94 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (37-72:63-101) 
 
         10        20        30        40        50           60    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
            70        80                                            
2MEPSP EGDASSASYFLAGAAIT                                            
       .: : :: :                                                    
gi|212 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYTL 
            100       110       120       130       140       150   
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.7  bits: 17.8 E():   95 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (37-72:64-102) 
 
         10        20        30        40        50           60    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
            70        80                                            
2MEPSP EGDASSASYFLAGAAIT                                            
       .: : :: :                                                    
gi|116 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYTL 
           100       110       120       130       140       150    
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 66.5  bits: 19.3 E():   97 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6162

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (39-61:208-228) 
 
       10        20        30        40        50        60         
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
       70        80                                                 
2MEPSP SASYFLAGAAIT                                                 
                                                                    
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 66.5  bits: 17.0 E():   97 
Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (37-72:20-58) 
 
         10        20        30        40        50           60    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                     .: .: :.  :. : : . ::    :.:.  
gi|148            MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFF 
                          10        20        30        40          
 
            70        80                                            
2MEPSP EGDASSASYFLAGAAIT                                            
         : .....                                                    
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 66.5  bits: 17.0 E():   97 
Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (37-72:20-58) 
 
         10        20        30        40        50           60    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                     .: .: :.  :. : : . ::    :.:.  
gi|145            MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFF 
                          10        20        30        40          
 
            70        80                                            
2MEPSP EGDASSASYFLAGAAIT                                            
         : .....                                                    
gi|145 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
      50        60        70        80        90       100          
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.5  bits: 16.6 E():   98 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (12-24:71-83) 
 
                                  10        20        30        40  
2MEPSP                    MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
              50        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.5  bits: 16.6 E():   98 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (12-24:71-83) 
 
                                  10        20        30        40  
2MEPSP                    MAAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
              50        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:45 2011 done: Tue Apr 19 10:57:45 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 189  - 268 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     4     2:*= 
  32     6     8:==* 
  34    16    22:====== * 
  36    22    44:========      * 
  38    36    73:============            * 
  40    85   102:=============================    * 
  42   111   125:=====================================    * 
  44    87   138:=============================                * 
  46   126   140:==========================================    * 
  48   173   134:============================================*============= 
  50   145   122:========================================*======== 
  52   130   108:===================================*======== 
  54    98    92:==============================*== 
  56    80    77:=========================*= 
  58    73    63:====================*==== 
  60    34    51:============    * 
  62    44    41:=============*= 
  64    43    33:==========*==== 
  66    33    26:========*== 
  68    29    20:======*=== 
  70    27    16:=====*=== 
  72    24    12:===*==== 
  74    12    10:===* 
  76     7     8:==* 
  78     9     6:=*= 
  80     4     5:=* 
  82     7     3:*== 
  84    10     3:*=== 
  86     4     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
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 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.77760.00314; mu= 11.1768 0.165 
 mean_var=30.9893 6.785, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.230392 
 Kolmogorov-Smirnov  statistic: 0.1064 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   60 24.5     1.7 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   57 23.3     1.8 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   54 22.3     3.6 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 22.3     3.6 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   52 21.6     5.1 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 21.3     5.1 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.9     5.2 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   49 20.5     5.8 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   51 21.3     7.2 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 22.5     7.9 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   53 22.1     8.5 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   54 22.5     8.8 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   54 22.5     8.8 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   53 22.2       9 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 21.0       9 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 21.0       9 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 21.0       9 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.5     9.6 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.9      10 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   51 21.4      11 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   52 21.8      11 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.7      11 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.9      12 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 23.0      13 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   53 22.2      13 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.9      13 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 21.1      13 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 20.7      14 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   48 20.3      14 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 22.3      16 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.6      16 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   51 21.5      18 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 17.0      19 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.9      20 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.9      20 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 19.3      21 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 22.0      21 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 18.1      21 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 21.2      22 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.7      23 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   46 19.7      23 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   51 21.6      23 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 19.3      26 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 19.3      26 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   45 19.3      28 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   45 19.3      28 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 19.0      29 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 19.0      30 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 19.0      30 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 17.1      30 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.4      32 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.4      33 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 19.0      36 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   44 19.0      36 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 19.0      36 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 19.0      36 
gi|78038796|emb|CAI43283.4| mala s 12 allergen pre ( 618)   49 20.9      36 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   47 20.2      37 
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gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 20.2      38 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 20.2      39 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.6      40 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.9      41 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.7      41 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.7      41 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.7      43 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 19.1      44 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   45 19.4      44 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   43 18.7      45 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   43 18.7      45 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   43 18.7      45 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.7      45 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.7      45 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   43 18.7      46 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 18.3      47 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 18.3      48 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 18.3      48 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 21.0      49 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.8      49 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   47 20.2      50 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   43 18.7      50 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   40 17.6      50 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.6      50 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.6      50 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.9      51 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.9      51 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.3      54 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   42 18.3      56 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   42 18.3      56 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   42 18.3      56 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.3      56 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   42 18.3      56 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   42 18.3      56 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   42 18.3      56 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   42 18.3      56 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   42 18.3      56 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   42 18.3      56 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   42 18.3      56 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   42 18.3      56 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.9      56 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 18.0      57 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.9      57 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.9      57 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   45 19.5      59 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 18.0      59 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 18.0      59 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.9      60 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.8      61 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.5      62 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.4      62 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.6      63 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   40 17.6      64 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 20.3      66 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.7      69 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   41 18.0      70 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   41 18.0      70 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   41 18.0      70 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   41 18.0      70 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   41 18.0      70 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   41 18.0      70 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   41 18.0      70 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   41 18.0      70 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.8      71 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.8      72 
gi|218203826|gb|ACK76296.1| Der f 6 allergen [Derm ( 279)   43 18.8      72 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 17.3      72 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 20.3      73 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   44 19.2      74 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   44 19.2      74 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.3      74 
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gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 15.7      74 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.0      78 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.0      78 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   39 17.3      79 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   39 17.3      79 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 16.9      80 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 16.9      80 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.6      83 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   40 17.7      84 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   40 17.7      87 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   40 17.7      88 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.7      88 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   40 17.7      88 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   40 17.7      88 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   40 17.7      88 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   40 17.7      88 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   40 17.7      88 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.7      88 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.7      88 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.7      88 
gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 Fr ( 127)   39 17.3      90 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   41 18.1      91 
gi|280414|pir||A60372 pollen allergen Poa-pI - Ken (  20)   32 14.6      91 
gi|31321944|gb|AAM54366.1| vicilin seed storage pr ( 481)   44 19.2      91 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   39 17.3      92 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   44 19.2      92 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   44 19.2      92 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   39 17.3      93 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   44 19.2      93 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   44 19.2      93 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   44 19.2      93 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   44 19.2      95 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   41 18.1      95 
gi|2129805|pir||S65143 pollen allergen group II (c (  80)   37 16.6      96 
gi|140089314|gb|ABO84963.1| group 21 allergen [Der ( 136)   39 17.3      96 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   42 18.5      96 
gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging prot ( 236)   41 18.1      98 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 18.9      98 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 18.9      98 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 98.4  bits: 24.5 E():  1.7 
Smith-Waterman score: 60; 36.4% identity (60.6% similar) in 66 aa overlap (3-66:139-195) 
 
                                           10        20         30  
2MEPSP                             AAPLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :.   ..  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYD--VLA 
      110       120       130       140        150       160        
 
              40        50         60        70        80           
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK-NAYVEGDASSASYFLAGAAITG           
       : ..:   .:    ::...     .:: .:: ..::                         
gi|612 R-NLKDLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSC 
          170       180            190       200       210          
 
gi|612 QYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVS 
     220       230       240       250       260       270          
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 97.9  bits: 23.3 E():  1.8 
Smith-Waterman score: 57; 26.3% identity (63.2% similar) in 38 aa overlap (16-53:104-139) 
 
                              10        20        30        40      
2MEPSP                AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ... .:..:    :  
gi|132 EVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNKYHTKGDHE--VDA 
            80        90       100       110       120         130  
 
          50        60        70        80 
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2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .::::..                            
gi|132 EHIKGGKEKVEGLFRAVEAYLLAHSDAYN       
             140       150       160       
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 92.5  bits: 22.3 E():  3.6 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (5-39:90-126) 
 
                                         10          20        30   
2MEPSP                           AAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
             40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
       . .:..:                                          
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN         
     120       130       140       150                  
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 92.5  bits: 22.3 E():  3.6 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (5-39:90-126) 
 
                                         10          20        30   
2MEPSP                           AAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
             40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
       . .:..:                                          
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN         
     120       130       140       150                  
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 89.8  bits: 21.6 E():  5.1 
Smith-Waterman score: 52; 26.3% identity (47.4% similar) in 38 aa overlap (13-50:62-99) 
 
                                 10        20        30        40   
2MEPSP                   AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ..  .:..  . : .     ::: :    : 
gi|291 SLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLS 
              40        50        60        70        80        90  
 
             50        60        70        80            
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG            
       :   :. :                                          
gi|291 WIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
             100       110       120       130       140 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 89.7  bits: 21.3 E():  5.1 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (34-71:18-58) 
 
            10        20        30        40        50           60 
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNA 
                                     : .:  : ..  :. : : . :.:   :.: 
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
               70        80                                         
2MEPSP YVEGDASSASYFLAGAAITG                                         
       ..  : .....                                                  
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 89.6  bits: 23.9 E():  5.2 
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Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (3-47:372-415) 
 
                                           10        20        30   
2MEPSP                             AAPLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
             40        50        60        70        80             
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG             
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 88.7  bits: 20.5 E():  5.8 
Smith-Waterman score: 49; 23.8% identity (55.6% similar) in 63 aa overlap (5-64:5-64) 
 
               10           20        30        40        50        
2MEPSP AAPLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
           ::.:. .: ::   ::.: :     ..   .. .:..   . .  ..:.:..  .  
gi|603 VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAAH 
                10        20        30        40          50        
 
        60        70        80 
2MEPSP KNAYVEGDASSASYFLAGAAITG 
           .::                 
gi|603 LFKLIEGYLKDHPSEYN       
        60        70           
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 87.1  bits: 21.3 E():  7.2 
Smith-Waterman score: 51; 23.7% identity (60.5% similar) in 38 aa overlap (16-53:104-139) 
 
                              10        20        30        40      
2MEPSP                AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .. .:..:    .  
gi|154 EVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSKYHTKGDHEVPAE- 
            80        90       100       110       120       130    
 
          50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .::::..                            
gi|154 -HIKGGKERVEGLLKPVEAYLLAHTAEYNN      
             140       150       160       
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 86.3  bits: 22.5 E():  7.9 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (32-65:279-317) 
 
              10        20        30           40        50         
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
         60        70        80                                     
2MEPSP PKNAYVEGDASSASYFLAGAAITG                                     
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 85.8  bits: 22.1 E():  8.5 
Smith-Waterman score: 53; 29.6% identity (66.7% similar) in 27 aa overlap (52-78:59-85) 
 
              30        40        50        60        70        80  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG  
                                     :::.. :  :.     ....: .:.:.    
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
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gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 85.5  bits: 22.5 E():  8.8 
Smith-Waterman score: 54; 32.3% identity (67.7% similar) in 31 aa overlap (48-78:8-38) 
 
        20        30        40        50        60        70        
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
        80                                                          
2MEPSP ITG                                                          
       .                                                            
gi|144 VPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 85.5  bits: 22.5 E():  8.8 
Smith-Waterman score: 54; 32.3% identity (67.7% similar) in 31 aa overlap (48-78:8-38) 
 
        20        30        40        50        60        70        
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
        80                                                          
2MEPSP ITG                                                          
       .                                                            
gi|144 VPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 85.3  bits: 22.2 E():    9 
Smith-Waterman score: 53; 29.6% identity (66.7% similar) in 27 aa overlap (52-78:79-105) 
 
              30        40        50        60        70        80  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG  
                                     :::.. :  :.     ....: .:.:.    
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 85.3  bits: 21.0 E():    9 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (5-39:91-127) 
 
                                         10          20        30   
2MEPSP                           AAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
             40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
       : .:..:                                          
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN         
              130       140       150       160         
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 85.3  bits: 21.0 E():    9 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (5-39:91-127) 
 
                                         10          20        30   
2MEPSP                           AAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
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                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
             40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
       : .:..:                                          
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN         
              130       140       150       160         
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 85.3  bits: 21.0 E():    9 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (5-39:91-127) 
 
                                         10          20        30   
2MEPSP                           AAPLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
             40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
       : .:..:                                          
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN         
              130       140       150       160         
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.9  bits: 22.5 E():  9.6 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (14-35:9-30) 
 
               10        20        30        40        50        60 
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                    :  :..::.. .: :  .: ::                          
gi|424      NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLYALFQEK 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP YVEGDASSASYFLAGAAITG                                         
                                                                    
gi|424 LETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKGVDVDHIIELIHQIFNIV 
          60        70        80        90       100       110      
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.3  bits: 22.9 E():   10 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (4-31:414-441) 
 
                                          10        20        30    
2MEPSP                            AAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
            40        50        60        70        80              
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG              
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 84.0  bits: 21.4 E():   11 
Smith-Waterman score: 51; 24.4% identity (61.0% similar) in 41 aa overlap (12-51:36-73) 
 
                                  10        20         30        40 
2MEPSP                    AAPLALGDVEIEIIDKLISIPYVEM-TLRLMERFGVKAEHS 
                                     .... ..: ::: . :..   :  ...  . 
gi|111 FVGGNWKCNGTVEQVESIVNTLNAGQIASTDVVEVVVSPPYVFLPTVKGKLRPEIQVAAQ 
          10        20        30        40        50        60      
 
               50        60        70        80                     
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG                     
       . : .   :::                                                  
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gi|111 NCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGL 
          70           80        90       100       110       120   
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.5  bits: 21.8 E():   11 
Smith-Waterman score: 52; 29.6% identity (66.7% similar) in 27 aa overlap (52-78:79-105) 
 
              30        40        50        60        70        80  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG  
                                     :::.. :  :.     ....: .:.:.    
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.5  bits: 20.7 E():   11 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (16-39:104-127) 
 
                              10        20        30        40      
2MEPSP                AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
          50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                                           
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN         
           140       150       160         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 83.0  bits: 19.9 E():   12 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (49-68:53-72) 
 
       20        30        40        50        60        70         
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
       80                  
2MEPSP TG                  
                           
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.8  bits: 23.0 E():   13 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (4-31:500-527) 
 
                                          10        20        30    
2MEPSP                            AAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
            40        50        60        70        80              
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG              
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 82.7  bits: 22.2 E():   13 
Smith-Waterman score: 53; 23.4% identity (63.8% similar) in 47 aa overlap (27-73:118-161) 
 
                   10        20        30        40        50       
2MEPSP     AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
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gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRIV---EFQS 
        90       100       110       120       130       140        
 
         60        70        80                                     
2MEPSP PKNAYVEGDASSASYFLAGAAITG                                     
         :. .    :.:.:.:                                            
gi|149 NPNTLILPKHSDADYILVVLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILNPDD 
          150       160       170       180       190       200     
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 82.5  bits: 19.9 E():   13 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (36-59:20-43) 
 
          10        20        30        40        50        60      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::: : .   :. : :   ::: .       
gi|145            MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFE 
                          10        20        30        40          
 
          70        80                                              
2MEPSP ASSASYFLAGAAITG                                              
                                                                    
gi|145 IIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      50        60        70        80        90       100          
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 82.4  bits: 21.1 E():   13 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (48-78:25-54) 
 
        20        30        40        50        60        70        
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     : ::..  :: .:  .   .:::.: .:.  
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
        80                                                          
2MEPSP ITG                                                          
       .                                                            
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.9  bits: 20.7 E():   14 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (43-78:166-201) 
 
             20        30        40        50        60        70   
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
             80  
2MEPSP LAGAAITG  
        : : .    
gi|116 EAVAKVNFQ 
         200     
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 81.7  bits: 20.3 E():   14 
Smith-Waterman score: 48; 25.3% identity (56.0% similar) in 75 aa overlap (6-77:92-157) 
 
                                        10           20        30   
2MEPSP                          AAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
             40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
       : .:..:  . ..  .::....       ::      ::.:: .:    
gi|167 FHAKGDHEVNAEE--MKGAKEMAEKLLRAVE------SYLLAHTAEYN 
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              130         140             150       160 
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 80.8  bits: 22.3 E():   16 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (22-71:539-592) 
 
                        10        20        30            40        
2MEPSP          AAPLALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
        50        60        70        80                            
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITG                            
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 80.7  bits: 19.6 E():   16 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (14-60:3-44) 
 
               10        20        30        40        50        60 
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                    :  ..:   .: .:.     .:::: :  .  :. : :   ::  .: 
gi|207            MSITDIVSEKNIEAALE-----SVKAEGSFEYKCFFQKVGLAGKSADDA 
                          10             20        30        40     
 
               70        80                                         
2MEPSP YVEGDASSASYFLAGAAITG                                         
                                                                    
gi|207 KKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQ 
           50        60        70        80        90       100     
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 80.0  bits: 21.5 E():   18 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (27-73:204-247) 
 
                   10        20        30        40        50       
2MEPSP     AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
         60        70        80                                     
2MEPSP PKNAYVEGDASSASYFLAGAAITG                                     
         :. .    :.:...:                                            
gi|149 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 79.7  bits: 17.0 E():   19 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (35-43:10-18) 
 
           10        20        30        40        50        60     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|409                      IAKVPPGGXITAEYGDKWLD                    
                                    10        20                    
 
           70        80 
2MEPSP DASSASYFLAGAAITG 
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.0  bits: 21.9 E():   20 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (35-71:553-589) 
 
           10        20        30        40        50        60     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
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            530       540       550       560       570       580   
 
           70        80                                             
2MEPSP DASSASYFLAGAAITG                                             
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.0  bits: 21.9 E():   20 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (35-71:553-589) 
 
           10        20        30        40        50        60     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
           70        80                                             
2MEPSP DASSASYFLAGAAITG                                             
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.9  bits: 19.3 E():   21 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (37-59:21-43) 
 
         10        20        30        40        50        60       
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
         70        80                                               
2MEPSP SSASYFLAGAAITG                                               
                                                                    
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 78.6  bits: 22.0 E():   21 
Smith-Waterman score: 52; 27.9% identity (58.1% similar) in 43 aa overlap (35-77:353-394) 
 
           10        20        30        40        50        60     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     : ::   .   : . .  .  : : : :.  
gi|219 GSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADAR-DSHKPAVVKH 
            330       340       350       360       370        380  
 
           70        80                                             
2MEPSP DASSASYFLAGAAITG                                             
       :.: .:....:..                                                
gi|219 DGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIE 
             390       400       410       420       430       440  
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 78.6  bits: 18.1 E():   21 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (38-56:1-19) 
 
        10        20        30        40        50        60        
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     ::   . ::  ::  : .:            
gi|377                               EHERIFKRFDAKGDGKISSSELGETLKPLG 
                                             10        20        30 
 
        70        80          
2MEPSP SASYFLAGAAITG          
                              
gi|377 SVTLEEIQRMMAEIDTDGDGFL 
               40        50   
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>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 78.5  bits: 21.2 E():   22 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (27-78:53-104) 
 
                   10        20        30        40        50       
2MEPSP     AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
         60           70        80                                  
2MEPSP PKNAYV---EGDASSASYFLAGAAITG                                  
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 78.1  bits: 19.7 E():   23 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (16-53:104-139) 
 
                              10        20        30        40      
2MEPSP                AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
          50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
         :::...                            
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN       
             140       150       160       
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 78.1  bits: 19.7 E():   23 
Smith-Waterman score: 46; 25.3% identity (56.0% similar) in 75 aa overlap (6-77:92-157) 
 
                                        10           20        30   
2MEPSP                          AAPLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGD-KLEKVSLELKIVAAPGGGSILKISGK 
              70        80        90        100       110       120 
 
             40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
       : .:..:  . ..  .::....       ::      ::.:: .:    
gi|154 FHAKGDHEVNAEE--MKGAKEMAEKLLRAVE------SYLLAHTAEYN 
              130         140             150       160 
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 78.0  bits: 21.6 E():   23 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (27-73:204-247) 
 
                   10        20        30        40        50       
2MEPSP     AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
         60        70        80                                     
2MEPSP PKNAYVEGDASSASYFLAGAAITG                                     
         :. .    :.:...:                                            
gi|169 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 77.0  bits: 19.3 E():   26 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (33-60:87-110) 
 
             10        20        30        40        50        60   
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
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                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
             70        80                
2MEPSP EGDASSASYFLAGAAITG                
                                         
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 77.0  bits: 19.3 E():   26 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (33-60:87-110) 
 
             10        20        30        40        50        60   
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
             70        80                
2MEPSP EGDASSASYFLAGAAITG                
                                         
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 45; 22.2% identity (66.7% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|154 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 45; 22.2% identity (66.7% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :  .  :.. ... 
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|132 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.3  bits: 19.0 E():   29 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (13-28:49-64) 
 
                                 10        20        30        40   
2MEPSP                   AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
             50        60        70        80         
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG         
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gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.9  bits: 19.0 E():   30 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (36-46:8-18) 
 
          10        20        30        40        50        60      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
          70        80                                              
2MEPSP ASSASYFLAGAAITG                                              
                                                                    
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.9  bits: 19.0 E():   30 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (36-46:8-18) 
 
          10        20        30        40        50        60      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
          70        80                                              
2MEPSP ASSASYFLAGAAITG                                              
                                                                    
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 75.9  bits: 17.1 E():   30 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (35-43:10-18) 
 
           10        20        30        40        50        60     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK     
                                    10        20        30          
 
           70        80 
2MEPSP DASSASYFLAGAAITG 
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.4  bits: 19.4 E():   32 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (42-53:134-145) 
 
              20        30        40        50        60        70  
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
              80           
2MEPSP FLAGAAITG           
                           
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.2  bits: 19.4 E():   33 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (42-53:142-153) 
 
              20        30        40        50        60        70  
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6178

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
              80           
2MEPSP FLAGAAITG           
                           
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (50-65:111-126) 
 
      20        30        40        50        60        70          
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
      80                    
2MEPSP G                    
                            
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 44; 25.0% identity (63.9% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|400 HTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (50-65:111-126) 
 
      20        30        40        50        60        70          
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
      80                    
2MEPSP G                    
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (50-65:111-126) 
 
      20        30        40        50        60        70          
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
      80                    
2MEPSP G                    
                            
gi|444 ATGLFKLIENYLVANPDAYN 
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              150       160 
 
>>gi|78038796|emb|CAI43283.4| mala s 12 allergen precurs  (618 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 74.3  bits: 20.9 E():   36 
Smith-Waterman score: 49; 30.8% identity (66.7% similar) in 39 aa overlap (47-79:361-398) 
 
         20        30        40        50              60        70 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN------AYVEGDASSAS 
                                     ....:...: :::      . : :::.. : 
gi|780 LSGIGDKNLLNGLGIDVVVDLPGVGENLQDHVSAGMSFK-PKNKKDAGPTSVTGDAKADS 
              340       350       360        370       380          
 
               80                                                   
2MEPSP YFLAGAAITG                                                   
       :  .... :                                                    
gi|780 YVNSAVSYTSLGKLFNNKDSILGKIQARAKQIADSHNVSPAVKQGQSKAYNALADTIFPS 
     390       400       410       420       430       440          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 47; 46.2% identity (57.7% similar) in 26 aa overlap (52-77:340-364) 
 
              30        40        50        60        70        80  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG  
                                     ::  .:  : : : :.::    .:::     
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
gi|113 GGYKV 
      370    
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (46-72:319-345) 
 
          20        30        40        50        60        70      
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
          80                                 
2MEPSP AAITG                                 
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 73.7  bits: 20.2 E():   39 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (34-65:182-217) 
 
            10        20        30        40            50          
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
      60        70        80                                        
2MEPSP AYVEGDASSASYFLAGAAITG                                        
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.6  bits: 20.6 E():   40 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (19-71:417-466) 
 
                           10        20        30        40         
2MEPSP             AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
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        390       400       410       420          430       440    
 
       50        60        70        80                             
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITG                             
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.5  bits: 17.9 E():   41 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (37-56:9-28) 
 
         10        20        30        40        50        60       
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
         70        80                                 
2MEPSP SSASYFLAGAAITG                                 
                                                      
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.4  bits: 18.7 E():   41 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (6-20:83-97) 
 
                                        10        20        30      
2MEPSP                          AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
          40        50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                                                     
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG              
            120       130       140                  
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.4  bits: 18.7 E():   41 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (6-20:83-97) 
 
                                        10        20        30      
2MEPSP                          AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
          40        50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                                                     
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG              
            120       130       140                  
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (7-60:92-139) 
 
                                       10        20        30       
2MEPSP                         AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
         40        50         60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEGDASSASYFLAGAAITG 
         :::  :  . .::..  ::  ::                     
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG        
        120         130       140       150          
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>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.9  bits: 19.1 E():   44 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (22-48:155-183) 
 
                        10        20        30          40          
2MEPSP          AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
      50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                                       
gi|549 CNYGPAGNVGNEPIYERK              
          190       200                
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 45; 42.3% identity (61.5% similar) in 26 aa overlap (52-77:231-255) 
 
              30        40        50        60        70        80  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG  
                                     ::  .:  : . : :..:.   ::::     
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
gi|226 GGYKV 
     260     
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|154 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
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            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|400 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (16-39:104-127) 
 
                              10        20        30        40      
2MEPSP                AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
          50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                                           
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN         
           140       150       160         
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (16-39:104-127) 
 
                              10        20        30        40      
2MEPSP                AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
          50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                                           
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN         
           140       150       160         
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.7 E():   46 
Smith-Waterman score: 44; 19.6% identity (54.3% similar) in 46 aa overlap (31-74:81-126) 
 
               10        20        30        40        50           
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK-- 
                                     . : .    ...:.  :.  :  :.. .   
gi|212 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSIV 
               60        70        80        90       100       110 
 
       60        70        80                                    
2MEPSP NAYVEGDASSASYFLAGAAITG                                    
        . ...: :   :..:                                          
gi|212 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              120       130       140       150       160        
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (36-54:9-27) 
 
          10        20        30        40        50        60      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
          70        80                                              
2MEPSP ASSASYFLAGAAITG                                              
                                                                    
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
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>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (35-64:14-43) 
 
           10        20        30        40        50        60     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|179                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
           70        80                                             
2MEPSP DASSASYFLAGAAITG                                             
                                                                    
gi|179 YMTMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (35-64:14-43) 
 
           10        20        30        40        50        60     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|144                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
           70        80                                             
2MEPSP DASSASYFLAGAAITG                                             
                                                                    
gi|144 YMTMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.0  bits: 21.0 E():   49 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (4-31:500-527) 
 
                                          10        20        30    
2MEPSP                            AAPLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
            40        50        60        70        80              
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG              
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.9  bits: 19.8 E():   49 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (47-79:331-363) 
 
         20        30        40        50        60        70       
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
         80                                   
2MEPSP AITG                                   
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
              370       380       390         
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 71.9  bits: 20.2 E():   50 
Smith-Waterman score: 47; 37.9% identity (51.7% similar) in 29 aa overlap (47-75:149-173) 
 
         20        30        40        50        60        70       
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     ..: :   :  :    ::  ::: .: .:  
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gi|572 FLLQSGSSIFSWHGNQSTYEQQQLAAKVAEFLKPGATVKHTK----EGTESSAFWFAVGG 
      120       130       140       150       160           170     
 
         80                                                         
2MEPSP AITG                                                         
                                                                    
gi|572 KQSYTSKKVATEVSRDPHLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWI 
          180       190       200       210       220       230     
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.7 E():   50 
Smith-Waterman score: 44; 20.5% identity (54.5% similar) in 44 aa overlap (33-74:99-142) 
 
             10        20        30        40        50          60 
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK--NA 
                                     : .    ...:.  :.  :  :.. .   . 
gi|606 VIQVTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSIVAG 
       70        80        90       100       110       120         
 
               70        80                                    
2MEPSP YVEGDASSASYFLAGAAITG                                    
        ...: :   :..:                                          
gi|606 CLDNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
      130       140       150       160       170       180    
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 71.8  bits: 17.6 E():   50 
Smith-Waterman score: 40; 35.5% identity (51.6% similar) in 31 aa overlap (36-66:7-33) 
 
          10        20        30        40        50        60      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::    :::. :   .  .  ..   :: 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
          70        80                                     
2MEPSP ASSASYFLAGAAITG                                     
       :                                                   
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.8  bits: 17.6 E():   50 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (36-53:7-24) 
 
          10        20        30        40        50        60      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
          70        80                                 
2MEPSP ASSASYFLAGAAITG                                 
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.8  bits: 17.6 E():   50 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (36-53:7-24) 
 
          10        20        30        40        50        60      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
          70        80                                 
2MEPSP ASSASYFLAGAAITG                                 
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
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         40        50        60        70        80    
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.6  bits: 17.9 E():   51 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (56-80:59-84) 
 
          30        40        50        60         70        80     
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITG     
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
gi|833 AAEEKKEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.6  bits: 17.9 E():   51 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (56-80:59-84) 
 
          30        40        50        60         70        80     
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITG     
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
gi|668 AAKEKNEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (50-66:109-125) 
 
      20        30        40        50        60        70          
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
      80               
2MEPSP G               
                       
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.0  bits: 18.3 E():   56 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (6-39:91-126) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|437 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN         
              130       140       150                  
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.0  bits: 18.3 E():   56 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (6-39:91-126) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
            40        50        60        70        80 
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2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|384 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN         
              130       140       150                  
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 71.0  bits: 18.3 E():   56 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (6-39:91-126) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|159 HTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN         
              130       140       150                  
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 25.0% identity (63.9% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|400 HTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|132 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 44; 31.6% identity (52.6% similar) in 38 aa overlap (7-44:125-160) 
 
                                       10        20        30       
2MEPSP                         AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .:  :   
gi|400 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVE--GYL 
          100       110       120       130       140         150   
 
         40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
         :::...                                     
gi|400 LAHSDAYN                                     
            160                                     
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
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Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 28.9% identity (55.3% similar) in 38 aa overlap (7-44:125-160) 
 
                                       10        20        30       
2MEPSP                         AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|154 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMRETLLRAVESYLLA 
          100       110       120       130       140       150     
 
         40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
         :::...                                     
gi|154 --HSDAYN                                     
            160                                     
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|114 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 22.2% identity (66.7% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
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            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|154 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|116 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.9  bits: 19.9 E():   56 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (29-71:144-187) 
 
                 10        20        30        40        50         
2MEPSP   AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
       60           70        80                                    
2MEPSP NAYVEG---DASSASYFLAGAAITG                                    
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.9  bits: 18.0 E():   57 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (13-39:86-112) 
 
                                 10        20        30        40   
2MEPSP                   AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
             50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                                              
gi|301 LIRSLFGLP                              
         120                                  
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.9 E():   57 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (32-71:367-406) 
 
              10        20        30        40        50        60  
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
              70        80                                          
2MEPSP VEGDASSASYFLAGAAITG                                          
       :   ::: ..                                                   
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
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>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.9 E():   57 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (32-71:367-406) 
 
              10        20        30        40        50        60  
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
              70        80                                          
2MEPSP VEGDASSASYFLAGAAITG                                          
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.6  bits: 19.5 E():   59 
Smith-Waterman score: 45; 18.4% identity (63.3% similar) in 49 aa overlap (31-79:159-207) 
 
               10        20        30        40        50        60 
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|117 VFIKRVSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
               70        80                                         
2MEPSP YVEGDASSASYFLAGAAITG                                         
       . ... . ..  :.....:                                          
gi|117 FSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (36-54:9-27) 
 
          10        20        30        40        50        60      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
          70        80                                              
2MEPSP ASSASYFLAGAAITG                                              
                                                                    
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (36-54:9-27) 
 
          10        20        30        40        50        60      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
          70        80                                              
2MEPSP ASSASYFLAGAAITG                                              
                                                                    
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (32-71:376-415) 
 
              10        20        30        40        50        60  
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
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gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
              70        80                                          
2MEPSP VEGDASSASYFLAGAAITG                                          
       :   ::: ..                                                   
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 18.8 E():   61 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (13-39:5-31) 
 
               10        20        30        40        50        60 
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                   ::. : ..:  .  :. ..  :: ..:                      
gi|424         EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGLTRAARNLQDD 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP YVEGDASSASYFLAGAAITG                                         
                                                                    
gi|424 LNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLK 
             60        70        80        90       100       110   
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.2  bits: 19.5 E():   62 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (13-39:169-195) 
 
                                 10        20         30        40  
2MEPSP                   AAPLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
              50        60        70        80                      
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG                      
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.1  bits: 18.4 E():   62 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (8-49:115-155) 
 
                                      10        20        30        
2MEPSP                        AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
        40        50        60        70        80 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
       . :... . . :                                
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG      
           150       160       170       180       
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 17.6 E():   63 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (35-60:19-44) 
 
           10        20        30        40        50        60     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     :::  : ..  :. : :   ::  .:     
gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
           70        80                                             
2MEPSP DASSASYFLAGAAITG                                             
                                                                    
gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
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       50        60        70        80        90       100         
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.6 E():   64 
Smith-Waterman score: 40; 40.0% identity (64.0% similar) in 25 aa overlap (56-80:59-83) 
 
          30        40        50        60        70        80      
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG      
                                     : : : : . .:.:.   .::: .:      
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.6  bits: 20.3 E():   66 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (58-77:375-394) 
 
        30        40        50        60        70        80        
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG        
                                     : : :. :.: .:... :..           
gi|581 SSDGRTLYVTAEDHATGKLFTLPADARDNHKPAVVKHDGSVSSFYFIGSSKSVLISGNSL 
          350       360       370       380       390       400     
 
gi|581 WSNALYQVATPDRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDK 
          410       420       430       440       450       460     
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.3  bits: 15.7 E():   69 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (35-43:10-18) 
 
           10        20        30        40        50        60     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
           70        80 
2MEPSP DASSASYFLAGAAITG 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 28.9% identity (55.3% similar) in 38 aa overlap (7-44:124-159) 
 
                                       10        20        30       
2MEPSP                         AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|437 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLA 
           100       110       120       130       140       150    
 
         40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
         :::...                                     
gi|437 --HSDAYN                                     
                                                    
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 28.9% identity (55.3% similar) in 38 aa overlap (7-44:125-160) 
 
                                       10        20        30       
2MEPSP                         AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|154 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVESYLLA 
          100       110       120       130       140       150     
 
         40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
         :::...                                     
gi|154 --HSDAYN                                     
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            160                                     
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|241 HTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (7-44:125-160) 
 
                                       10        20        30       
2MEPSP                         AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
         40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
         :::...                                     
gi|132 --HSDAYN                                     
            160                                     
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
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2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|154 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (13-39:236-262) 
 
                                 10        20        30        40   
2MEPSP                   AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
             50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                                              
gi|225 LIRSWFGLP                              
         270                                  
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (32-67:107-142) 
 
              10        20        30        40        50        60  
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
              70        80                                          
2MEPSP VEGDASSASYFLAGAAITG                                          
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|218203826|gb|ACK76296.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (32-67:107-142) 
 
              10        20        30        40        50        60  
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
              70        80                                          
2MEPSP VEGDASSASYFLAGAAITG                                          
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       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.9  bits: 17.3 E():   72 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (45-53:67-75) 
 
           20        30        40        50        60        70     
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
           80 
2MEPSP GAAITG 
              
gi|126 N      
              
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.9  bits: 20.3 E():   73 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (49-68:767-786) 
 
       20        30        40        50        60        70         
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
 
       80                  
2MEPSP TG                  
                           
gi|170 AQLPAMCRLEGGDALLASQ 
        800       810      
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.8  bits: 19.2 E():   74 
Smith-Waterman score: 44; 18.4% identity (63.3% similar) in 49 aa overlap (31-79:159-207) 
 
               10        20        30        40        50        60 
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
               70        80                                         
2MEPSP YVEGDASSASYFLAGAAITG                                         
       . ... . ..  :.....:                                          
gi|493 FSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.8  bits: 19.2 E():   74 
Smith-Waterman score: 44; 18.4% identity (63.3% similar) in 49 aa overlap (31-79:159-207) 
 
               10        20        30        40        50        60 
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
               70        80                                         
2MEPSP YVEGDASSASYFLAGAAITG                                         
       . ... . ..  :.....:                                          
gi|195 FSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.7  bits: 20.3 E():   74 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (49-68:782-801) 
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       20        30        40        50        60        70         
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
       80                  
2MEPSP TG                  
                           
gi|217 AQLPAMCRLEGGDALLASQ 
             820       830 
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.7  bits: 15.7 E():   74 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (35-43:10-18) 
 
           10        20        30        40        50        60     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK     
                                    10        20        30          
 
           70        80 
2MEPSP DASSASYFLAGAAITG 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 68.3  bits: 18.0 E():   78 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (36-71:63-101) 
 
          10        20        30        40        50           60   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
             70        80                                           
2MEPSP EGDASSASYFLAGAAITG                                           
       .: : :: :                                                    
gi|212 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYTL 
            100       110       120       130       140       150   
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 68.3  bits: 18.0 E():   78 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (36-71:64-102) 
 
          10        20        30        40        50           60   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
             70        80                                           
2MEPSP EGDASSASYFLAGAAITG                                           
       .: : :: :                                                    
gi|116 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYTL 
           100       110       120       130       140       150    
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 68.1  bits: 17.3 E():   79 
Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (36-71:20-58) 
 
          10        20        30        40        50           60   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                     .: .: :.  :. : : . ::    :.:.  
gi|148            MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFF 
                          10        20        30        40          
 
             70        80                                           
2MEPSP EGDASSASYFLAGAAITG                                           
         : .....                                                    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6196

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 68.1  bits: 17.3 E():   79 
Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (36-71:20-58) 
 
          10        20        30        40        50           60   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                     .: .: :.  :. : : . ::    :.:.  
gi|145            MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFF 
                          10        20        30        40          
 
             70        80                                           
2MEPSP EGDASSASYFLAGAAITG                                           
         : .....                                                    
gi|145 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
      50        60        70        80        90       100          
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 16.9 E():   80 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (11-23:71-83) 
 
                                   10        20        30        40 
2MEPSP                     AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
               50        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 16.9 E():   80 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (11-23:71-83) 
 
                                   10        20        30        40 
2MEPSP                     AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
               50        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.8  bits: 19.6 E():   83 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (38-60:208-228) 
 
        10        20        30        40        50        60        
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
        70        80                                                
2MEPSP SASYFLAGAAITG                                                
                                                                    
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 40; 33.3% identity (51.9% similar) in 54 aa overlap (7-60:92-139) 
 
                                       10        20        30       
2MEPSP                         AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
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         40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
         :::  : .   : .. ::  ::                     
gi|160 --HSDP-DDLGRGGHEQSKSTGNAGGRVACGIIGLQG        
        120        130       140       150          
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (6-39:91-126) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|437 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN         
              130       140       150                  
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|256 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|125 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN         
             130       140       150       160         
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|400 GSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
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 initn:  39 init1:  39 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|116 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|125 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|125 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN         
             130       140       150       160         
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|116 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|116 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|116 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
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              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|154 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|459 HTKGNHEVKAEQVKASKEMGETLLKAVESYLLAHSDAYN         
             130       140       150       160         
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (50-65:111-126) 
 
      20        30        40        50        60        70          
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .. ...::               
gi|824 SYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTSHYHTKGDVEIKEEHVKAGKEK 
               90       100       110       120       130       140 
 
      80                    
2MEPSP G                    
                            
gi|824 ASNLFKLIETYLKGHPDAYN 
              150       160 
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 22.2% identity (66.7% similar) in 36 aa overlap (6-39:92-127) 
 
                                        10          20        30    
2MEPSP                          AAPLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
        .:..:                                          
gi|125 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLSHSDAYN         
             130       140       150       160         
 
>>gi|159163254|pdb|1W2Q|A Chain A, Allergen Arah6 From P  (127 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.3 E():   90 
Smith-Waterman score: 39; 37.5% identity (75.0% similar) in 16 aa overlap (29-44:32-47) 
 
                 10        20        30        40        50         
2MEPSP   AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     .:.:.  . :. ::.:               
gi|159 PMRRERGRQGDSSSCERQVDRVNLKPCEQHIMQRIMGEQEQYDSYDIRSTRSSDQQQRCC 
              10        20        30        40        50        60  
 
       60        70        80                                       
2MEPSP NAYVEGDASSASYFLAGAAITG                                       
                                                                    
gi|159 DELNEMENTQGCMCEALQQIMENQCDRLQDRQMVQQFKRELMSLPQQCNFRAPQRCDLDV 
              70        80        90       100       110       120  
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>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 18.1 E():   91 
Smith-Waterman score: 41; 61.5% identity (76.9% similar) in 13 aa overlap (1-13:101-113) 
 
                                             10        20        30 
2MEPSP                               AAPLALGDVEIEIIDKLISIPYVEMTLRLM 
                                     :: : ::: .:.:                  
gi|144 SATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLK 
               80        90       100       110       120       130 
 
               40        50        60        70        80           
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG           
                                                                    
gi|144 FEGHIGDIDMKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYF 
              140       150       160       170       180       190 
 
>>gi|280414|pir||A60372 pollen allergen Poa-pI - Kentuck  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.1  bits: 14.6 E():   91 
Smith-Waterman score: 32; 33.3% identity (77.8% similar) in 9 aa overlap (35-43:10-18) 
 
           10        20        30        40        50        60     
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:                      
gi|280                      IAKVPPGPXITATYGDKWLD                    
                                    10        20                    
 
           70        80 
2MEPSP DASSASYFLAGAAITG 
 
>>gi|31321944|gb|AAM54366.1| vicilin seed storage protei  (481 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.1  bits: 19.2 E():   91 
Smith-Waterman score: 44; 32.5% identity (62.5% similar) in 40 aa overlap (2-40:374-412) 
 
                                            10        20         30 
2MEPSP                              AAPLALGDVEIEIIDKLISIPYVEM-TLRLM 
                                     : :: ::. .    . :.:   .  .:::. 
gi|313 CPHVSSQSFEDQGRREQEEEESTGRFQKVTARLARGDIFVIPAGHPIAITASQNENLRLL 
           350       360       370       380       390       400    
 
               40        50        60        70        80           
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG           
         ::...:..                                                   
gi|313 G-FGINGENNQRNFLAGQNSIINQLEREAKELSFNMPREEIEEIFESQMESYFVPTERQS 
            410       420       430       440       450       460   
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 39; 35.0% identity (50.0% similar) in 20 aa overlap (40-59:3-22) 
 
      10        20        30        40        50        60          
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                     .::::   .    . :  ::           
gi|298                             MSADSWDNHCVTYVANNKCLKNLCMTAIDGSH 
                                           10        20        30   
 
      70        80                                                  
2MEPSP SYFLAGAAITG                                                  
                                                                    
gi|298 LGTSNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYA 
             40        50        60        70        80        90   
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (25-57:232-264) 
 
                     10        20        30        40        50     
2MEPSP       AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
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           60        70        80                                   
2MEPSP KSPKNAYVEGDASSASYFLAGAAITG                                   
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 44; 21.2% identity (60.6% similar) in 33 aa overlap (25-57:232-264) 
 
                     10        20        30        40        50     
2MEPSP       AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKY 
                                     ....... .  . :. ::     .::: .  
gi|186 SQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRNLQGENEEEDSGAIVTVKGGLRV 
             210       220       230       240       250       260  
 
           60        70        80                                   
2MEPSP KSPKNAYVEGDASSASYFLAGAAITG                                   
        .:                                                          
gi|186 TAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSRNGIDETICTMRLRQNIGQNSSP 
             270       280       290       300       310       320  
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 39; 43.8% identity (75.0% similar) in 16 aa overlap (36-51:9-24) 
 
          10        20        30        40        50        60      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.:...:.:  : :               
gi|990                       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKP 
                                     10        20        30         
 
          70        80                                              
2MEPSP ASSASYFLAGAAITG                                              
                                                                    
gi|990 TFEVAIENDQYIFRSLSTFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFG 
       40        50        60        70        80        90         
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 19.2 E():   93 
Smith-Waterman score: 44; 33.3% identity (58.3% similar) in 24 aa overlap (45-68:181-204) 
 
           20        30        40        50        60        70     
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                     :::. :.:. .  :    .:  .:       
gi|186 WMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQ 
              160       170       180       190       200       210 
 
           80                                                       
2MEPSP GAAITG                                                       
                                                                    
gi|186 QEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTD 
              220       230       240       250       260       270 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 19.2 E():   93 
Smith-Waterman score: 44; 33.3% identity (58.3% similar) in 24 aa overlap (45-68:181-204) 
 
           20        30        40        50        60        70     
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                     :::. :.:. .  :    .:  .:       
gi|186 WMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQ 
              160       170       180       190       200       210 
 
           80                                                       
2MEPSP GAAITG                                                       
                                                                    
gi|186 QEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTD 
              220       230       240       250       260       270 
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>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 19.2 E():   93 
Smith-Waterman score: 46; 40.7% identity (70.4% similar) in 27 aa overlap (53-79:404-428) 
 
             30        40        50        60        70        80   
2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG   
                                     :.:. ..:   :.::.  : ::.:. :    
gi|108 YFIEPTIFSNVTEDMKIVKEEIFGPVCSIAKFKTKEDAIKLGNAST--YGLAAAVHTKNL 
           380       390       400       410         420       430  
 
gi|108 NTAIEVSNALKAGTVWVNTYNTLHHQMPFGGYKESGIGRELGEDALANYTQTKTVSIRLG 
             440       450       460       470       480       490  
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 66.8  bits: 19.2 E():   95 
Smith-Waterman score: 46; 32.7% identity (55.1% similar) in 49 aa overlap (18-64:378-424) 
 
                            10        20        30        40        
2MEPSP              AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
                                     .:   .:  :   :..  :::     .:.  
gi|144 LDANGIMNVSASEKGTGKSNKITITNDKGRLSKEEIERMLAEAEKY--KAEDEAEASRIQ 
       350       360       370       380       390         400      
 
        50          60        70        80                          
2MEPSP IKGG-QKYK-SPKNAYVEGDASSASYFLAGAAITG                          
        :.: ..:  : ::. .::                                          
gi|144 AKNGLESYAYSLKNTITEGKLQMSDDDKKKIEDKISEIISWLDNNQTAEKDEYESQQKEL 
         410       420       430       440       450       460      
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 18.1 E():   95 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (13-39:2-28) 
 
               10        20        30        40        50        60 
2MEPSP AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                   ::. : ..:  .  :. ..  :: ..:                      
gi|289            SIISTLNAMPEYQDLLQNLRDKGVDVDHYIELIRALFGLTRAARNLQDD 
                          10        20        30        40          
 
               70        80                                         
2MEPSP YVEGDASSASYFLAGAAITG                                         
                                                                    
gi|289 LNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLK 
      50        60        70        80        90       100          
 
>>gi|2129805|pir||S65143 pollen allergen group II (clone  (80 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 16.6 E():   96 
Smith-Waterman score: 37; 33.3% identity (61.1% similar) in 18 aa overlap (36-53:4-21) 
 
          10        20        30        40        50        60      
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     .:::.  . .:  .:  :             
gi|212                            ETERAEHDRIFKKFDANGDGKISASELGDALKN 
                                          10        20        30    
 
          70        80                                 
2MEPSP ASSASYFLAGAAITG                                 
                                                       
gi|212 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
            40        50        60        70        80 
 
>>gi|140089314|gb|ABO84963.1| group 21 allergen [Dermato  (136 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.3 E():   96 
Smith-Waterman score: 39; 54.5% identity (81.8% similar) in 11 aa overlap (29-39:36-46) 
 
                 10        20        30        40        50         
2MEPSP   AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     :::.:: : ..                    
gi|140 FCAIVMAVSVSGFIVDVDTEDKWRNAFDRMLMEEFGEKIDQIEHGLLMLSEQYKELEKTK 
          10        20        30        40        50        60      
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       60        70        80                                       
2MEPSP NAYVEGDASSASYFLAGAAITG                                       
                                                                    
gi|140 SKELKEQILRELTIAENYLRGALKFMQQEAKRTDLNMFERYNFETAVSTIEILVKDLAEL 
          70        80        90       100       110       120      
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.6  bits: 18.5 E():   96 
Smith-Waterman score: 42; 27.3% identity (54.5% similar) in 44 aa overlap (41-77:64-104) 
 
               20        30        40        50        60           
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV----EGDA 
                                     :.:.   . .:.   .:..:      .::: 
gi|287 KCNPLEKTCPPNKGLAASTYTADFTSASALDQWE---VTAGKVPVGPQGAEFTVAKQGDA 
            40        50        60           70        80        90 
 
         70           80                                            
2MEPSP SSAS---YFLAGAAITG                                            
        . .   ::. : :                                               
gi|287 PTIDTDFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKG 
              100       110       120       130       140       150 
 
>>gi|37548637|gb|AAN11300.1| 29 kDa IgE-binging protein   (236 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.5  bits: 18.1 E():   98 
Smith-Waterman score: 41; 26.9% identity (50.0% similar) in 26 aa overlap (28-52:187-212) 
 
                  10        20        30         40        50       
2MEPSP    AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK-AEHSDSWDRFYIKGGQKYKS 
                                     .. :. :.   :    :: : .  :.     
gi|375 GKKITGFTDIGEDILGVTDIMKKGNLLTIKQVAEKEGATYIEPEGPWDNFTVTDGRIVTG 
        160       170       180       190       200       210       
 
         60        70        80 
2MEPSP PKNAYVEGDASSASYFLAGAAITG 
                                
gi|375 VNPQSAVKTAEDVIAAFECN     
        220       230           
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.5  bits: 18.9 E():   98 
Smith-Waterman score: 56; 23.0% identity (58.1% similar) in 74 aa overlap (13-75:160-233) 
 
                                 10        20        30         40  
2MEPSP                   AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA-EHSD 
                                     ..:. ... . :.  :  . ... . .: : 
gi|746 PWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVD 
     130       140       150       160       170       180          
 
               50           60              70        80            
2MEPSP SWDR-FYIKG---GQKYKSPKNAYV------EGDASSASYFLAGAAITG            
       :  .  ...:   :. :   :.: .      .:..::.: .: :                 
gi|746 SIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSK 
     190       200       210       220       230       240          
 
gi|746 AAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKS 
     250       260       270       280       290       300          
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.5  bits: 18.9 E():   98 
Smith-Waterman score: 56; 23.0% identity (58.1% similar) in 74 aa overlap (13-75:160-233) 
 
                                 10        20        30         40  
2MEPSP                   AAPLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA-EHSD 
                                     ..:. ... . :.  :  . ... . .: : 
gi|129 PWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVD 
     130       140       150       160       170       180          
 
               50           60              70        80            
2MEPSP SWDR-FYIKG---GQKYKSPKNAYV------EGDASSASYFLAGAAITG            
       :  .  ...:   :. :   :.: .      .:..::.: .: :                 
gi|129 SIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSK 
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     190       200       210       220       230       240          
 
gi|129 AAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKS 
     250       260       270       280       290       300          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:45 2011 done: Tue Apr 19 10:57:45 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 190  - 269 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     4     2:* 
  32     8     8:=* 
  34    13    22:==== * 
  36    26    44:=======   * 
  38    39    73:==========        * 
  40    99   102:=========================* 
  42   104   125:==========================     * 
  44   110   138:============================      * 
  46   141   140:==================================*= 
  48   197   134:=================================*================ 
  50   156   122:==============================*======== 
  52   115   108:==========================*== 
  54   101    92:======================*=== 
  56    66    77:=================  * 
  58    48    63:============   * 
  60    41    51:=========== * 
  62    41    41:==========* 
  64    37    33:========*= 
  66    26    26:======* 
  68    29    20:====*=== 
  70    19    16:===*= 
  72    17    12:==*== 
  74     9    10:==* 
  76     7     8:=* 
  78     6     6:=* 
  80     7     5:=* 
  82     5     3:*= 
  84     2     3:* 
  86     7     2:*= 
  88     5     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
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 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.59970.00322; mu= 12.6997 0.168 
 mean_var=35.6947 9.252, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.214671 
 Kolmogorov-Smirnov  statistic: 0.0735 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   60 23.7     2.9 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   61 24.1     2.9 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   57 22.5     3.1 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   58 23.2     5.6 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 22.8     5.6 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   53 21.2     5.7 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 21.6     5.9 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   54 21.6     5.9 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   56 22.5     6.8 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   52 20.9       7 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   56 22.5     7.1 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.3       8 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   52 20.9     8.3 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.6     8.4 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   55 22.2     8.9 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   49 19.8     9.6 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   51 20.7      11 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.9      12 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.4      14 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.4      14 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.4      14 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.0      14 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.4      15 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   51 20.8      16 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.6      16 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.1      17 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.5      18 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   53 21.7      18 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.3      19 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.5      19 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.3      20 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 20.1      21 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   48 19.8      21 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.8      23 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.0      24 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   51 21.0      25 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.5      28 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.5      28 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.5      29 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.3      30 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.7      30 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.7      31 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   51 21.1      32 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.5      33 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   46 19.1      33 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.1      33 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.7      33 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.7      33 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.8      38 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.8      38 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   45 18.8      41 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 20.0      41 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 18.4      41 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.4      43 
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gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.4      43 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 20.0      43 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 20.0      43 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.6      43 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.9      45 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.5      45 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.9      46 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.3      48 
gi|78038796|emb|CAI43283.4| mala s 12 allergen pre ( 618)   49 20.5      49 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   44 18.5      50 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.5      50 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.5      50 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.5      50 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.7      52 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.7      53 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.1      54 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.2      57 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.2      57 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.4      58 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.2      60 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 19.0      60 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.6      60 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.2      62 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   43 18.2      62 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   43 18.2      62 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.2      62 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.6      63 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   43 18.2      64 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   47 19.8      65 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   42 17.8      66 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.4      66 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 17.8      66 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 17.8      66 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   43 18.2      69 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   41 17.5      71 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.1      71 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   40 17.1      71 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.1      71 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.5      71 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.5      71 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.5      74 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.9      74 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.5      75 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.5      75 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   42 17.9      76 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   42 17.9      76 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   42 17.9      76 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 17.9      76 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   42 17.9      76 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   42 17.9      76 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   42 17.9      76 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   42 17.9      76 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   42 17.9      76 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   45 19.1      77 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.5      78 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.5      78 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.1      81 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.5      81 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.5      81 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.3      82 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 17.9      84 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 19.9      84 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.1      87 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   44 18.8      89 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 20.0      91 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.0      93 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.4      93 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   41 17.6      94 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   41 17.6      94 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   41 17.6      94 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   41 17.6      94 
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gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   41 17.6      94 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   41 17.6      94 
gi|218203826|gb|ACK76296.1| Der f 6 allergen [Derm ( 279)   43 18.4      94 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.4      94 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   44 18.8      95 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   44 18.8      95 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 16.8      98 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.2      98 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 94.2  bits: 23.7 E():  2.9 
Smith-Waterman score: 60; 36.4% identity (60.6% similar) in 66 aa overlap (2-65:139-195) 
 
                                            10         20        30 
2MEPSP                              APLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :.   ..  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYD--VLA 
      110       120       130       140        150       160        
 
               40        50         60        70        80          
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK-NAYVEGDASSASYFLAGAAITGG          
       : ..:   .:    ::...     .:: .:: ..::                         
gi|612 R-NLKDLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSC 
          170       180            190       200       210          
 
gi|612 QYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVS 
     220       230       240       250       260       270          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 94.1  bits: 24.1 E():  2.9 
Smith-Waterman score: 61; 32.4% identity (67.6% similar) in 34 aa overlap (47-80:8-41) 
 
         20        30        40        50        60        70       
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
         80                                                         
2MEPSP ITGG                                                         
       . .:                                                         
gi|144 VPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 93.6  bits: 22.5 E():  3.1 
Smith-Waterman score: 57; 26.3% identity (63.2% similar) in 38 aa overlap (15-52:104-139) 
 
                               10        20        30        40     
2MEPSP                 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ... .:..:    :  
gi|132 EVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNKYHTKGDHE--VDA 
            80        90       100       110       120         130  
 
           50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
        .::::..                             
gi|132 EHIKGGKEKVEGLFRAVEAYLLAHSDAYN        
             140       150       160        
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 89.1  bits: 23.2 E():  5.6 
Smith-Waterman score: 58; 32.4% identity (64.7% similar) in 34 aa overlap (47-80:8-41) 
 
         20        30        40        50        60        70       
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
         80                                                         
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2MEPSP ITGG                                                         
       .  :                                                         
gi|144 VPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 89.0  bits: 22.8 E():  5.6 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (32-80:151-193) 
 
              10        20        30        40        50        60  
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
              70        80                                          
2MEPSP EGDASSASYFLAGAAITGG                                          
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 89.0  bits: 21.2 E():  5.7 
Smith-Waterman score: 53; 29.6% identity (53.7% similar) in 54 aa overlap (28-80:26-78) 
 
               10        20        30        40         50          
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNA 
                                  ..:  :..:. ::  :..  .  :.  .    . 
gi|117   MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIAS 
                 10        20        30         40        50        
 
      60        70        80                                    
2MEPSP YVEGDASSASYFLAGAAITGG                                    
         :  ::  :   .::: .::                                    
gi|117 GSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
        60        70        80        90       100       110    
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 88.6  bits: 21.6 E():  5.9 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (4-38:90-126) 
 
                                          10          20        30  
2MEPSP                            APLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
              40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
       . .:..:                                           
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN          
     120       130       140       150                   
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 88.6  bits: 21.6 E():  5.9 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (4-38:90-126) 
 
                                          10          20        30  
2MEPSP                            APLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
              40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
       . .:..:                                           
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN          
     120       130       140       150                   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.5  bits: 22.5 E():  6.8 
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Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (51-80:59-88) 
 
               30        40        50        60        70        80 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 87.3  bits: 20.9 E():    7 
Smith-Waterman score: 52; 29.6% identity (53.7% similar) in 54 aa overlap (28-80:26-78) 
 
               10        20        30        40         50          
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNA 
                                  ..:  :..:. ::  :..  .  :.  .    . 
gi|185   MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIAS 
                 10        20        30         40        50        
 
      60        70        80                                    
2MEPSP YVEGDASSASYFLAGAAITGG                                    
         :  ::  :   .::: .::                                    
gi|185 GPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
        60        70        80        90       100       110    
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.1  bits: 22.5 E():  7.1 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (51-80:79-108) 
 
               30        40        50        60        70        80 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 86.3  bits: 23.3 E():    8 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (2-46:372-415) 
 
                                            10        20        30  
2MEPSP                              APLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
              40        50        60        70        80            
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG            
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.0  bits: 20.9 E():  8.3 
Smith-Waterman score: 52; 26.3% identity (47.4% similar) in 38 aa overlap (12-49:62-99) 
 
                                  10        20        30        40  
2MEPSP                    APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ..  .:..  . : .     ::: :    : 
gi|291 SLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLS 
              40        50        60        70        80        90  
 
              50        60        70        80           
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG           
       :   :. :                                          
gi|291 WIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
             100       110       120       130       140 
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>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 85.8  bits: 20.6 E():  8.4 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (33-70:18-58) 
 
             10        20        30        40        50             
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNA 
                                     : .:  : ..  :. : : . :.:   :.: 
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
      60        70        80                                        
2MEPSP YVEGDASSASYFLAGAAITGG                                        
       ..  : .....                                                  
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 85.5  bits: 22.2 E():  8.9 
Smith-Waterman score: 55; 30.0% identity (63.3% similar) in 30 aa overlap (51-80:79-108) 
 
               30        40        50        60        70        80 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 84.8  bits: 19.8 E():  9.6 
Smith-Waterman score: 49; 23.8% identity (55.6% similar) in 63 aa overlap (4-63:5-64) 
 
                10           20        30        40        50       
2MEPSP  APLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
           ::.:. .: ::   ::.: :     ..   .. .:..   . .  ..:.:..  .  
gi|603 VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAAH 
                10        20        30        40          50        
 
         60        70        80 
2MEPSP KNAYVEGDASSASYFLAGAAITGG 
           .::                  
gi|603 LFKLIEGYLKDHPSEYN        
        60        70            
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 83.5  bits: 20.7 E():   11 
Smith-Waterman score: 51; 23.7% identity (60.5% similar) in 38 aa overlap (15-52:104-139) 
 
                               10        20        30        40     
2MEPSP                 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .. .:..:    .  
gi|154 EVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSKYHTKGDHEVPAE- 
            80        90       100       110       120       130    
 
           50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
        .::::..                             
gi|154 -HIKGGKERVEGLLKPVEAYLLAHTAEYNN       
             140       150       160        
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 83.1  bits: 21.9 E():   12 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (31-64:279-317) 
 
               10        20        30           40        50        
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6211

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
          60        70        80                                    
2MEPSP PKNAYVEGDASSASYFLAGAAITGG                                    
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 81.9  bits: 20.4 E():   14 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (4-38:91-127) 
 
                                          10          20        30  
2MEPSP                            APLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
              40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
       : .:..:                                           
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN          
              130       140       150       160          
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 81.9  bits: 20.4 E():   14 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (4-38:91-127) 
 
                                          10          20        30  
2MEPSP                            APLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
              40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
       : .:..:                                           
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN          
              130       140       150       160          
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 81.9  bits: 20.4 E():   14 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (4-38:91-127) 
 
                                          10          20        30  
2MEPSP                            APLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
              40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
       : .:..:                                           
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN          
              130       140       150       160          
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (13-34:9-30) 
 
               10        20        30        40        50        60 
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                   :  :..::.. .: :  .: ::                           
gi|424     NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLYALFQEKL 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP VEGDASSASYFLAGAAITGG                                         
                                                                    
gi|424 ETSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKGVDVDHIIELIHQIFNIVR 
         60        70        80        90       100       110       
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>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.4  bits: 22.4 E():   15 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (3-30:414-441) 
 
                                           10        20        30   
2MEPSP                             APLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
             40        50        60        70        80             
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG             
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 80.8  bits: 20.8 E():   16 
Smith-Waterman score: 51; 24.4% identity (61.0% similar) in 41 aa overlap (11-50:36-73) 
 
                                   10        20         30          
2MEPSP                     APLALGDVEIEIIDKLISIPYVEM-TLRLMERFGVKAEHS 
                                     .... ..: ::: . :..   :  ...  . 
gi|111 FVGGNWKCNGTVEQVESIVNTLNAGQIASTDVVEVVVSPPYVFLPTVKGKLRPEIQVAAQ 
          10        20        30        40        50        60      
 
      40        50        60        70        80                    
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG                    
       . : .   :::                                                  
gi|111 NCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGL 
          70           80        90       100       110       120   
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 19.6 E():   16 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (55-80:59-84) 
 
           30        40        50        60        70        80     
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG     
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (15-38:104-127) 
 
                               10        20        30        40     
2MEPSP                 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
           50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                            
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN          
           140       150       160          
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.0  bits: 22.5 E():   18 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (3-30:500-527) 
 
                                           10        20        30   
2MEPSP                             APLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
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             40        50        60        70        80             
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG             
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 53; 23.4% identity (63.8% similar) in 47 aa overlap (26-72:118-161) 
 
                    10        20        30        40        50      
2MEPSP      APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRIV---EFQS 
        90       100       110       120       130       140        
 
          60        70        80                                    
2MEPSP PKNAYVEGDASSASYFLAGAAITGG                                    
         :. .    :.:.:.:                                            
gi|149 NPNTLILPKHSDADYILVVLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILNPDD 
          150       160       170       180       190       200     
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 19.3 E():   19 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (48-67:53-72) 
 
        20        30        40        50        60        70        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
        80                 
2MEPSP TGG                 
                           
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 79.3  bits: 20.5 E():   19 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (47-77:25-54) 
 
         20        30        40        50        60        70       
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     : ::..  :: .:  .   .:::.: .:.  
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
         80                                                         
2MEPSP ITGG                                                         
       .                                                            
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.3 E():   20 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (35-58:20-43) 
 
           10        20        30        40        50        60     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::: : .   :. : :   ::: .       
gi|145            MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFE 
                          10        20        30        40          
 
           70        80                                             
2MEPSP ASSASYFLAGAAITGG                                             
                                                                    
gi|145 IIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      50        60        70        80        90       100          
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 78.7  bits: 20.1 E():   21 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (42-77:166-201) 
 
              20        30        40        50        60        70  
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
              80 
2MEPSP LAGAAITGG 
        : : .    
gi|116 EAVAKVNFQ 
         200     
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 78.5  bits: 19.8 E():   21 
Smith-Waterman score: 48; 25.3% identity (56.0% similar) in 75 aa overlap (5-76:92-157) 
 
                                         10           20        30  
2MEPSP                           APLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
              40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
       : .:..:  . ..  .::....       ::      ::.:: .:     
gi|167 FHAKGDHEVNAEE--MKGAKEMAEKLLRAVE------SYLLAHTAEYN  
              130         140             150       160  
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 78.1  bits: 21.8 E():   23 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (21-70:539-592) 
 
                         10        20        30            40       
2MEPSP           APLALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
         50        60        70        80                           
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG                           
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.5  bits: 19.0 E():   24 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (13-59:3-44) 
 
               10        20        30        40        50        60 
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                   :  ..:   .: .:.     .:::: :  .  :. : :   ::  .:  
gi|207           MSITDIVSEKNIEAALE-----SVKAEGSFEYKCFFQKVGLAGKSADDAK 
                         10             20        30        40      
 
               70        80                                         
2MEPSP VEGDASSASYFLAGAAITGG                                         
                                                                    
gi|207 KVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQA 
          50        60        70        80        90       100      
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 77.2  bits: 21.0 E():   25 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (26-72:204-247) 
 
                    10        20        30        40        50      
2MEPSP      APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
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           180       190       200       210       220          230 
 
          60        70        80                                    
2MEPSP PKNAYVEGDASSASYFLAGAAITGG                                    
         :. .    :.:...:                                            
gi|149 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.4  bits: 21.5 E():   28 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (34-70:553-589) 
 
            10        20        30        40        50        60    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
            70        80                                            
2MEPSP DASSASYFLAGAAITGG                                            
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.4  bits: 21.5 E():   28 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (34-70:553-589) 
 
            10        20        30        40        50        60    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
            70        80                                            
2MEPSP DASSASYFLAGAAITGG                                            
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.1  bits: 21.5 E():   29 
Smith-Waterman score: 52; 27.9% identity (58.1% similar) in 43 aa overlap (34-76:353-394) 
 
            10        20        30        40        50        60    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     : ::   .   : . .  .  : : : :.  
gi|219 GSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADAR-DSHKPAVVKH 
            330       340       350       360       370        380  
 
            70        80                                            
2MEPSP DASSASYFLAGAAITGG                                            
       :.: .:....:..                                                
gi|219 DGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIE 
             390       400       410       420       430       440  
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.0  bits: 16.3 E():   30 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (34-42:10-18) 
 
            10        20        30        40        50        60    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|409                      IAKVPPGGXITAEYGDKWLD                    
                                    10        20                    
 
            70        80 
2MEPSP DASSASYFLAGAAITGG 
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 75.8  bits: 20.7 E():   30 
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Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (26-77:53-104) 
 
                    10        20        30        40        50      
2MEPSP      APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
          60           70        80                                 
2MEPSP PKNAYV---EGDASSASYFLAGAAITGG                                 
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (36-58:21-43) 
 
          10        20        30        40        50        60      
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
          70        80                                              
2MEPSP SSASYFLAGAAITGG                                              
                                                                    
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 75.5  bits: 21.1 E():   32 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (26-72:204-247) 
 
                    10        20        30        40        50      
2MEPSP      APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
          60        70        80                                    
2MEPSP PKNAYVEGDASSASYFLAGAAITGG                                    
         :. .    :.:...:                                            
gi|169 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.2  bits: 17.5 E():   33 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (37-55:1-19) 
 
         10        20        30        40        50        60       
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     ::   . ::  ::  : .:            
gi|377                               EHERIFKRFDAKGDGKISSSELGETLKPLG 
                                             10        20        30 
 
         70        80         
2MEPSP SASYFLAGAAITGG         
                              
gi|377 SVTLEEIQRMMAEIDTDGDGFL 
               40        50   
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 46; 25.3% identity (56.0% similar) in 75 aa overlap (5-76:92-157) 
 
                                         10           20        30  
2MEPSP                           APLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGD-KLEKVSLELKIVAAPGGGSILKISGK 
              70        80        90        100       110       120 
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              40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
       : .:..:  . ..  .::....       ::      ::.:: .:     
gi|154 FHAKGDHEVNAEE--MKGAKEMAEKLLRAVE------SYLLAHTAEYN  
              130         140             150       160  
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (15-52:104-139) 
 
                               10        20        30        40     
2MEPSP                 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
           50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
         :::...                             
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN        
             140       150       160        
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.1  bits: 20.7 E():   33 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (48-80:269-302) 
 
        20        30        40        50        60        70        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
         80                                                         
2MEPSP ITGG                                                         
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.1  bits: 20.7 E():   33 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (48-80:269-302) 
 
        20        30        40        50        60        70        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
         80                                                         
2MEPSP ITGG                                                         
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.1  bits: 18.8 E():   38 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (32-59:87-110) 
 
              10        20        30        40        50        60  
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
              70        80               
2MEPSP EGDASSASYFLAGAAITGG               
                                         
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
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>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.1  bits: 18.8 E():   38 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (32-59:87-110) 
 
              10        20        30        40        50        60  
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
              70        80               
2MEPSP EGDASSASYFLAGAAITGG               
                                         
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 45; 22.2% identity (66.7% similar) in 36 aa overlap (5-38:92-127) 
 
                                         10          20        30   
2MEPSP                           APLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
        .:..:                                           
gi|154 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN          
             130       140       150       160          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.4  bits: 20.0 E():   41 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (51-80:340-370) 
 
               30        40        50        60        70           
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
       80    
2MEPSP GG    
       ::    
gi|113 GGYKV 
      370    
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.3  bits: 18.4 E():   41 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (12-27:49-64) 
 
                                  10        20        30        40  
2MEPSP                    APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
              50        60        70        80        
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG        
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.1  bits: 18.4 E():   43 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (35-45:8-18) 
 
           10        20        30        40        50        60     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
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gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
           70        80                                             
2MEPSP ASSASYFLAGAAITGG                                             
                                                                    
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.1  bits: 18.4 E():   43 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (35-45:8-18) 
 
           10        20        30        40        50        60     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
           70        80                                             
2MEPSP ASSASYFLAGAAITGG                                             
                                                                    
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (46-80:331-365) 
 
          20        30        40        50        60        70      
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
          80                                 
2MEPSP AITGG                                 
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (46-80:331-365) 
 
          20        30        40        50        60        70      
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
          80                                 
2MEPSP AITGG                                 
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.0  bits: 19.6 E():   43 
Smith-Waterman score: 47; 36.7% identity (60.0% similar) in 30 aa overlap (51-80:264-291) 
 
               30        40        50        60        70        80 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
gi|663 ATAAAGGYKA 
             300  
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 72.7  bits: 18.9 E():   45 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (41-52:134-145) 
 
               20        30        40        50        60        70 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
               80          
2MEPSP FLAGAAITGG          
                           
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.6  bits: 16.5 E():   45 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (34-42:10-18) 
 
            10        20        30        40        50        60    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK     
                                    10        20        30          
 
            70        80 
2MEPSP DASSASYFLAGAAITGG 
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.4  bits: 18.9 E():   46 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (41-52:142-153) 
 
               20        30        40        50        60        70 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
               80          
2MEPSP FLAGAAITGG          
                           
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.1  bits: 19.3 E():   48 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (51-80:231-261) 
 
               30        40        50        60        70           
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
       80    
2MEPSP GG    
       ::    
gi|226 GGYKV 
     260     
 
>>gi|78038796|emb|CAI43283.4| mala s 12 allergen precurs  (618 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 72.0  bits: 20.5 E():   49 
Smith-Waterman score: 49; 30.8% identity (66.7% similar) in 39 aa overlap (46-78:361-398) 
 
          20        30        40        50              60          
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN------AYVEGDASSAS 
                                     ....:...: :::      . : :::.. : 
gi|780 LSGIGDKNLLNGLGIDVVVDLPGVGENLQDHVSAGMSFK-PKNKKDAGPTSVTGDAKADS 
              340       350       360        370       380          
 
      70        80                                                  
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2MEPSP YFLAGAAITGG                                                  
       :  .... :                                                    
gi|780 YVNSAVSYTSLGKLFNNKDSILGKIQARAKQIADSHNVSPAVKQGQSKAYNALADTIFPS 
     390       400       410       420       430       440          
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 44; 25.0% identity (63.9% similar) in 36 aa overlap (5-38:92-127) 
 
                                         10          20        30   
2MEPSP                           APLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
        .:..:                                           
gi|400 HTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN          
             130       140       150       160          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (49-64:111-126) 
 
       20        30        40        50        60        70         
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
       80                   
2MEPSP GG                   
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (49-64:111-126) 
 
       20        30        40        50        60        70         
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
       80                   
2MEPSP GG                   
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (49-64:111-126) 
 
       20        30        40        50        60        70         
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
       80                   
2MEPSP GG                   
                            
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.5  bits: 19.7 E():   52 
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Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (45-71:319-345) 
 
           20        30        40        50        60        70     
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
           80                                
2MEPSP AAITGG                                
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.3  bits: 19.7 E():   53 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (33-64:182-217) 
 
             10        20        30        40            50         
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
       60        70        80                                       
2MEPSP AYVEGDASSASYFLAGAAITGG                                       
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.3  bits: 20.1 E():   54 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (18-70:417-466) 
 
                            10        20        30        40        
2MEPSP              APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
        50        60        70        80                            
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGG                            
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (5-19:83-97) 
 
                                         10        20        30     
2MEPSP                           APLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
           40        50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                                      
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG               
            120       130       140                   
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (5-19:83-97) 
 
                                         10        20        30     
2MEPSP                           APLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
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           40        50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                                      
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG               
            120       130       140                   
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.7  bits: 17.4 E():   58 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (36-55:9-28) 
 
          10        20        30        40        50        60      
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
          70        80                                
2MEPSP SSASYFLAGAAITGG                                
                                                      
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (6-59:92-139) 
 
                                        10        20        30      
2MEPSP                          APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
          40        50         60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEGDASSASYFLAGAAITGG 
         :::  :  . .::..  ::  ::                      
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG         
        120         130       140       150           
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (51-80:232-262) 
 
               30        40        50        60        70           
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
       80    
2MEPSP GG    
       ::    
gi|180 GGYKV 
             
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.4  bits: 18.6 E():   60 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (21-47:155-183) 
 
                         10        20        30          40         
2MEPSP           APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
       50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                        
gi|549 CNYGPAGNVGNEPIYERK               
          190       200                 
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>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (15-38:104-127) 
 
                               10        20        30        40     
2MEPSP                 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
           50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                            
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN          
           140       150       160          
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (5-38:92-127) 
 
                                         10          20        30   
2MEPSP                           APLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
        .:..:                                           
gi|400 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN          
             130       140       150       160          
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (5-38:92-127) 
 
                                         10          20        30   
2MEPSP                           APLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
        .:..:                                           
gi|154 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN          
             130       140       150       160          
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (15-38:104-127) 
 
                               10        20        30        40     
2MEPSP                 APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
           50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                            
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN          
           140       150       160          
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.9  bits: 20.6 E():   63 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (3-30:500-527) 
 
                                           10        20        30   
2MEPSP                             APLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
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gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
             40        50        60        70        80             
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG             
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 44; 19.6% identity (54.3% similar) in 46 aa overlap (30-73:81-126) 
 
                10        20        30        40        50          
2MEPSP  APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK-- 
                                     . : .    ...:.  :.  :  :.. .   
gi|212 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSIV 
               60        70        80        90       100       110 
 
        60        70        80                                   
2MEPSP NAYVEGDASSASYFLAGAAITGG                                   
        . ...: :   :..:                                          
gi|212 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              120       130       140       150       160        
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.7  bits: 19.8 E():   65 
Smith-Waterman score: 47; 37.9% identity (51.7% similar) in 29 aa overlap (46-74:149-173) 
 
          20        30        40        50        60        70      
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     ..: :   :  :    ::  ::: .: .:  
gi|572 FLLQSGSSIFSWHGNQSTYEQQQLAAKVAEFLKPGATVKHTK----EGTESSAFWFAVGG 
      120       130       140       150       160           170     
 
          80                                                        
2MEPSP AITGG                                                        
                                                                    
gi|572 KQSYTSKKVATEVSRDPHLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWI 
          180       190       200       210       220       230     
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (35-53:9-27) 
 
           10        20        30        40        50        60     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
           70        80                                             
2MEPSP ASSASYFLAGAAITGG                                             
                                                                    
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 19.4 E():   66 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (46-78:331-363) 
 
          20        30        40        50        60        70      
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
          80                                  
2MEPSP AITGG                                  
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
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              370       380       390         
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (34-63:14-43) 
 
            10        20        30        40        50        60    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|179                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
            70        80                                            
2MEPSP DASSASYFLAGAAITGG                                            
                                                                    
gi|179 YMTMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (34-63:14-43) 
 
            10        20        30        40        50        60    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|144                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
            70        80                                            
2MEPSP DASSASYFLAGAAITGG                                            
                                                                    
gi|144 YMTMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.2 E():   69 
Smith-Waterman score: 44; 20.5% identity (54.5% similar) in 44 aa overlap (32-73:99-142) 
 
              10        20        30        40        50            
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK--NA 
                                     : .    ...:.  :.  :  :.. .   . 
gi|606 VIQVTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSIVAG 
       70        80        90       100       110       120         
 
      60        70        80                                   
2MEPSP YVEGDASSASYFLAGAAITGG                                   
        ...: :   :..:                                          
gi|606 CLDNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
      130       140       150       160       170       180    
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 69.1  bits: 17.5 E():   71 
Smith-Waterman score: 41; 40.0% identity (56.0% similar) in 25 aa overlap (56-80:73-96) 
 
          30        40        50        60        70        80      
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG      
                                     :: : :  :: . ... :: :   :      
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
gi|288 EFAVWVKQ 
                
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.1 E():   71 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (35-52:7-24) 
 
           10        20        30        40        50        60     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
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                                       10        20        30       
 
           70        80                                
2MEPSP ASSASYFLAGAAITGG                                
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 69.1  bits: 17.1 E():   71 
Smith-Waterman score: 40; 35.5% identity (51.6% similar) in 31 aa overlap (35-65:7-33) 
 
           10        20        30        40        50        60     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::    :::. :   .  .  ..   :: 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
           70        80                                    
2MEPSP ASSASYFLAGAAITGG                                    
       :                                                   
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.1 E():   71 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (35-52:7-24) 
 
           10        20        30        40        50        60     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
           70        80                                
2MEPSP ASSASYFLAGAAITGG                                
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.0  bits: 17.5 E():   71 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (55-79:59-84) 
 
           30        40        50        60         70        80    
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGG    
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
gi|668 AAKEKNEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.0  bits: 17.5 E():   71 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (55-79:59-84) 
 
           30        40        50        60         70        80    
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGG    
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
gi|833 AAEEKKEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.8  bits: 19.5 E():   74 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (28-70:144-187) 
 
                  10        20        30        40        50        
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2MEPSP    APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
        60           70        80                                   
2MEPSP NAYVEG---DASSASYFLAGAAITGG                                   
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (49-65:109-125) 
 
       20        30        40        50        60        70         
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
       80              
2MEPSP GG              
                       
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.5 E():   75 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (31-70:367-406) 
 
               10        20        30        40        50        60 
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
               70        80                                         
2MEPSP VEGDASSASYFLAGAAITGG                                         
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.5 E():   75 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (31-70:367-406) 
 
               10        20        30        40        50        60 
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
               70        80                                         
2MEPSP VEGDASSASYFLAGAAITGG                                         
       :   ::: ..                                                   
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (5-38:91-126) 
 
                                         10          20        30   
2MEPSP                           APLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
             40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
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        .:..:                                           
gi|384 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN          
              130       140       150                   
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (5-38:91-126) 
 
                                         10          20        30   
2MEPSP                           APLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
             40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
        .:..:                                           
gi|159 HTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN          
              130       140       150                   
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (5-38:91-126) 
 
                                         10          20        30   
2MEPSP                           APLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
             40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
        .:..:                                           
gi|437 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN          
              130       140       150                   
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 42; 25.0% identity (63.9% similar) in 36 aa overlap (5-38:92-127) 
 
                                         10          20        30   
2MEPSP                           APLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKY 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
        .:..:                                           
gi|400 HTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN          
             130       140       150       160          
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (5-38:92-127) 
 
                                         10          20        30   
2MEPSP                           APLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
        .:..:                                           
gi|114 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN          
             130       140       150       160          
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 44; 31.6% identity (52.6% similar) in 38 aa overlap (6-43:125-160) 
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                                        10        20        30      
2MEPSP                          APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .:  :   
gi|400 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVE--GYL 
          100       110       120       130       140         150   
 
          40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
         :::...                                      
gi|400 LAHSDAYN                                      
            160                                      
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (5-38:92-127) 
 
                                         10          20        30   
2MEPSP                           APLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
        .:..:                                           
gi|132 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN          
             130       140       150       160          
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (5-38:92-127) 
 
                                         10          20        30   
2MEPSP                           APLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
        .:..:                                           
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN          
             130       140       150       160          
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 42; 22.2% identity (66.7% similar) in 36 aa overlap (5-38:92-127) 
 
                                         10          20        30   
2MEPSP                           APLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
        .:..:                                           
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN          
             130       140       150       160          
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.4  bits: 19.1 E():   77 
Smith-Waterman score: 45; 18.4% identity (63.3% similar) in 49 aa overlap (30-78:159-207) 
 
                10        20        30        40        50          
2MEPSP  APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|117 VFIKRVSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
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      60        70        80                                        
2MEPSP YVEGDASSASYFLAGAAITGG                                        
       . ... . ..  :.....:                                          
gi|117 FSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 19.5 E():   78 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (31-70:376-415) 
 
               10        20        30        40        50        60 
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
               70        80                                         
2MEPSP VEGDASSASYFLAGAAITGG                                         
       :   ::: ..                                                   
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.5 E():   78 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (12-38:86-112) 
 
                                  10        20        30        40  
2MEPSP                    APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
              50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                               
gi|301 LIRSLFGLP                               
         120                                   
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (12-38:169-195) 
 
                                  10        20         30        40 
2MEPSP                    APLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
               50        60        70        80                     
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG                     
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (35-53:9-27) 
 
           10        20        30        40        50        60     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
           70        80                                             
2MEPSP ASSASYFLAGAAITGG                                             
                                                                    
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
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 initn:  41 init1:  41 opt:  41  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (35-53:9-27) 
 
           10        20        30        40        50        60     
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
           70        80                                             
2MEPSP ASSASYFLAGAAITGG                                             
                                                                    
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (12-38:5-31) 
 
               10        20        30        40        50        60 
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                  ::. : ..:  .  :. ..  :: ..:                       
gi|424        EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGLTRAARNLQDDL 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP VEGDASSASYFLAGAAITGG                                         
                                                                    
gi|424 NDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKE 
            60        70        80        90       100       110    
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.7  bits: 17.9 E():   84 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (7-48:115-155) 
 
                                       10        20        30       
2MEPSP                         APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
         40        50        60        70        80 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
       . :... . . :                                 
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG       
           150       160       170       180        
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 19.9 E():   84 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (57-76:375-394) 
 
         30        40        50        60        70        80       
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG       
                                     : : :. :.: .:... :..           
gi|581 SSDGRTLYVTAEDHATGKLFTLPADARDNHKPAVVKHDGSVSSFYFIGSSKSVLISGNSL 
          350       360       370       380       390       400     
 
gi|581 WSNALYQVATPDRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDK 
          410       420       430       440       450       460     
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.1 E():   87 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (34-59:19-44) 
 
            10        20        30        40        50        60    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     :::  : ..  :. : :   ::  .:     
gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
            70        80                                            
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2MEPSP DASSASYFLAGAAITGG                                            
                                                                    
gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.2  bits: 18.8 E():   89 
Smith-Waterman score: 44; 35.1% identity (67.6% similar) in 37 aa overlap (40-76:38-70) 
 
      10        20        30        40        50        60          
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
      70        80                                                  
2MEPSP YFLAGAAITGG                                                  
          ::.:                                                      
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.0  bits: 20.0 E():   91 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (48-67:767-786) 
 
        20        30        40        50        60        70        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
 
        80                 
2MEPSP TGG                 
                           
gi|170 AQLPAMCRLEGGDALLASQ 
        800       810      
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.9  bits: 20.0 E():   93 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (48-67:782-801) 
 
        20        30        40        50        60        70        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
        80                 
2MEPSP TGG                 
                           
gi|217 AQLPAMCRLEGGDALLASQ 
             820       830 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (12-38:236-262) 
 
                                  10        20        30        40  
2MEPSP                    APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
              50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                               
gi|225 LIRSWFGLP                               
         270                                   
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.8  bits: 17.6 E():   94 
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Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (5-38:92-127) 
 
                                         10          20        30   
2MEPSP                           APLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
        .:..:                                           
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN          
             130       140       150       160          
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (5-38:92-127) 
 
                                         10          20        30   
2MEPSP                           APLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
        .:..:                                           
gi|241 HTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN          
             130       140       150       160          
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (5-38:92-127) 
 
                                         10          20        30   
2MEPSP                           APLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
        .:..:                                           
gi|154 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN          
             130       140       150       160          
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (6-43:125-160) 
 
                                        10        20        30      
2MEPSP                          APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
          40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
         :::...                                      
gi|132 --HSDAYN                                      
            160                                      
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (5-38:92-127) 
 
                                         10          20        30   
2MEPSP                           APLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
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             40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
        .:..:                                           
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN          
             130       140       150       160          
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (5-38:92-127) 
 
                                         10          20        30   
2MEPSP                           APLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
        .:..:                                           
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN          
             130       140       150       160          
 
>>gi|218203826|gb|ACK76296.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (31-66:107-142) 
 
               10        20        30        40        50        60 
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
               70        80                                         
2MEPSP VEGDASSASYFLAGAAITGG                                         
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (31-66:107-142) 
 
               10        20        30        40        50        60 
2MEPSP APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
               70        80                                         
2MEPSP VEGDASSASYFLAGAAITGG                                         
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 44; 18.4% identity (63.3% similar) in 49 aa overlap (30-78:159-207) 
 
                10        20        30        40        50          
2MEPSP  APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
      60        70        80                                        
2MEPSP YVEGDASSASYFLAGAAITGG                                        
       . ... . ..  :.....:                                          
gi|493 FSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
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>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 44; 18.4% identity (63.3% similar) in 49 aa overlap (30-78:159-207) 
 
                10        20        30        40        50          
2MEPSP  APLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
      60        70        80                                        
2MEPSP YVEGDASSASYFLAGAAITGG                                        
       . ... . ..  :.....:                                          
gi|195 FSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 16.8 E():   98 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (44-52:67-75) 
 
            20        30        40        50        60        70    
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
            80 
2MEPSP GAAITGG 
               
gi|126 N       
               
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.4  bits: 15.2 E():   98 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (34-42:10-18) 
 
            10        20        30        40        50        60    
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
            70        80 
2MEPSP DASSASYFLAGAAITGG 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:45 2011 done: Tue Apr 19 10:57:45 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 191  - 270 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
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  30     5     2:*= 
  32     7     8:=* 
  34    13    22:==== * 
  36    29    44:========  * 
  38    48    73:============      * 
  40    91   102:=======================  * 
  42   113   125:=============================  * 
  44   109   138:============================      * 
  46   133   140:==================================* 
  48   192   134:=================================*============== 
  50   159   122:==============================*========= 
  52   111   108:==========================*= 
  54   101    92:======================*=== 
  56    65    77:=================  * 
  58    51    63:=============  * 
  60    41    51:=========== * 
  62    41    41:==========* 
  64    37    33:========*= 
  66    25    26:======* 
  68    32    20:====*=== 
  70    18    16:===*= 
  72    18    12:==*== 
  74     8    10:==* 
  76     8     8:=* 
  78     7     6:=* 
  80     5     5:=* 
  82     6     3:*= 
  84     2     3:* 
  86     6     2:*= 
  88     4     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.58100.00321; mu= 12.7823 0.168 
 mean_var=36.0724 9.216, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.213544 
 Kolmogorov-Smirnov  statistic: 0.0701 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   60 23.7     2.9 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   61 24.1       3 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   57 22.5     3.2 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   58 23.2     5.7 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 22.8     5.8 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   53 21.1     5.8 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 21.6     6.1 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   56 22.4     6.9 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   52 20.8     7.2 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   56 22.5     7.3 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   58 23.3     8.1 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   52 20.9     8.5 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.5     8.6 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   55 22.2       9 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6238

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   49 19.8     9.8 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   51 20.7      12 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.9      12 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.3      14 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.3      14 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.3      14 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.0      14 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.4      15 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   51 20.8      16 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.6      17 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.0      18 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.5      18 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   53 21.7      19 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.3      19 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.5      20 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.3      20 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 20.1      21 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   48 19.7      22 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.8      23 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.0      25 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   51 21.0      26 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.5      28 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.5      28 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.5      29 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.2      30 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.7      31 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.7      31 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   51 21.1      32 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.5      33 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   46 19.1      33 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.1      33 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.7      34 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.7      34 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.8      38 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.8      38 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   45 18.8      41 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 20.0      41 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 18.4      42 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 20.0      43 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 20.0      43 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.4      43 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.4      43 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.6      43 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.8      45 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.4      46 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.9      47 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.3      49 
gi|78038796|emb|CAI43283.4| mala s 12 allergen pre ( 618)   49 20.5      49 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   44 18.5      51 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.5      51 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.5      51 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.5      51 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.7      52 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.7      54 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 18.1      54 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.1      54 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   49 20.5      54 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.2      58 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.2      58 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.4      59 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 19.0      60 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.2      60 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.6      60 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   43 18.2      63 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   43 18.2      63 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.2      63 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.2      63 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.6      64 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   43 18.2      65 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   47 19.8      66 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.4      66 
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gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 17.8      67 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 17.8      67 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   43 18.2      69 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   41 17.4      71 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.0      72 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   40 17.0      72 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.0      72 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.4      72 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.4      72 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.5      74 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.9      75 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.5      75 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.5      75 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   42 17.9      77 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   42 17.9      77 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   42 17.9      77 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   42 17.9      77 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   42 17.9      77 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 17.9      77 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   42 17.9      77 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   42 17.9      77 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   42 17.9      77 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   42 17.9      77 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   45 19.1      78 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.5      78 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.5      79 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.1      81 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.5      82 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.5      82 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.3      82 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 19.9      84 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 17.9      85 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.1      88 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   44 18.8      90 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 20.0      92 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.0      93 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.4      93 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.4      95 
gi|218203826|gb|ACK76296.1| Der f 6 allergen [Derm ( 279)   43 18.4      95 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   41 17.6      95 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   41 17.6      95 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   41 17.6      95 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   41 17.6      95 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   41 17.6      95 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   41 17.6      95 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   44 18.8      96 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   44 18.8      96 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 16.8      99 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.2   1e 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 94.0  bits: 23.7 E():  2.9 
Smith-Waterman score: 60; 36.4% identity (60.6% similar) in 66 aa overlap (1-64:139-195) 
 
                                             10         20          
2MEPSP                               PLALGDVEIEIIDKLISI-PYVEMTLRLME 
                                     :: :::::.. ::  :.: :  :.   ..  
gi|612 HLTTDGDADRVAEQLWSSFLGGSKSTGVYQPL-LGDVELDGIDLDIQIGPPEEYD--VLA 
      110       120       130       140        150       160        
 
      30        40        50         60        70        80         
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPK-NAYVEGDASSASYFLAGAAITGGT         
       : ..:   .:    ::...     .:: .:: ..::                         
gi|612 R-NLKDLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSC 
          170       180            190       200       210          
 
gi|612 QYNNDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVS 
     220       230       240       250       260       270          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 93.9  bits: 24.1 E():    3 
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Smith-Waterman score: 61; 32.4% identity (67.6% similar) in 34 aa overlap (46-79:8-41) 
 
          20        30        40        50        60        70      
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
          80                                                        
2MEPSP ITGGT                                                        
       . .:                                                         
gi|144 VPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  40 init1:  40 opt:  57  Z-score: 93.4  bits: 22.5 E():  3.2 
Smith-Waterman score: 57; 26.3% identity (63.2% similar) in 38 aa overlap (14-51:104-139) 
 
                                10        20        30        40    
2MEPSP                  PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ... .:..:    :  
gi|132 EVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNKYHTKGDHE--VDA 
            80        90       100       110       120         130  
 
            50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
        .::::..                              
gi|132 EHIKGGKEKVEGLFRAVEAYLLAHSDAYN         
             140       150       160         
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 88.9  bits: 23.2 E():  5.7 
Smith-Waterman score: 58; 32.4% identity (64.7% similar) in 34 aa overlap (46-79:8-41) 
 
          20        30        40        50        60        70      
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
          80                                                        
2MEPSP ITGGT                                                        
       .  :                                                         
gi|144 VPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 88.8  bits: 22.8 E():  5.8 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (31-79:151-193) 
 
               10        20        30        40        50        60 
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
               70        80                                         
2MEPSP EGDASSASYFLAGAAITGGT                                         
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 88.8  bits: 21.1 E():  5.8 
Smith-Waterman score: 53; 29.6% identity (53.7% similar) in 54 aa overlap (27-79:26-78) 
 
               10        20        30        40         50          
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAY 
                                 ..:  :..:. ::  :..  .  :.  .    .  
gi|117  MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASG 
                10        20        30         40        50         
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      60        70        80                                   
2MEPSP VEGDASSASYFLAGAAITGGT                                   
        :  ::  :   .::: .::                                    
gi|117 SEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
       60        70        80        90       100       110    
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 88.4  bits: 21.6 E():  6.1 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (3-37:90-126) 
 
                                           10          20        30 
2MEPSP                             PLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
               40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
       . .:..:                                            
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN           
     120       130       140       150                    
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.4  bits: 22.4 E():  6.9 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (50-79:59-88) 
 
      20        30        40        50        60        70          
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 87.1  bits: 20.8 E():  7.2 
Smith-Waterman score: 52; 29.6% identity (53.7% similar) in 54 aa overlap (27-79:26-78) 
 
               10        20        30        40         50          
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAY 
                                 ..:  :..:. ::  :..  .  :.  .    .  
gi|185  MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASG 
                10        20        30         40        50         
 
      60        70        80                                   
2MEPSP VEGDASSASYFLAGAAITGGT                                   
        :  ::  :   .::: .::                                    
gi|185 PEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
       60        70        80        90       100       110    
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.0  bits: 22.5 E():  7.3 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (50-79:79-108) 
 
      20        30        40        50        60        70          
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
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>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 86.2  bits: 23.3 E():  8.1 
Smith-Waterman score: 58; 24.4% identity (64.4% similar) in 45 aa overlap (1-45:372-415) 
 
                                             10        20        30 
2MEPSP                               PLALGDVEIEIIDKLISIPYVEMTLRLMER 
                                     :: :.   ..  .:....   ... . .:  
gi|833 VRRVFITDDATDLIPEWLGFIKGVVDSEDLPLNLSRETLQQ-NKIMKVIKKNIVKKTLEL 
             350       360       370       380        390       400 
 
               40        50        60        70        80           
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT           
       :.  ::  ...:.::                                              
gi|833 FNEIAEDREQFDKFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTR 
              410       420       430       440       450       460 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 85.8  bits: 20.9 E():  8.5 
Smith-Waterman score: 52; 26.3% identity (47.4% similar) in 38 aa overlap (11-48:62-99) 
 
                                   10        20        30        40 
2MEPSP                     PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ..  .:..  . : .     ::: :    : 
gi|291 SLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLS 
              40        50        60        70        80        90  
 
               50        60        70        80          
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT          
       :   :. :                                          
gi|291 WIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
             100       110       120       130       140 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 85.7  bits: 20.5 E():  8.6 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (32-69:18-58) 
 
              10        20        30        40        50            
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNA 
                                     : .:  : ..  :. : : . :.:   :.: 
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
       60        70        80                                       
2MEPSP YVEGDASSASYFLAGAAITGGT                                       
       ..  : .....                                                  
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 85.3  bits: 22.2 E():    9 
Smith-Waterman score: 55; 30.0% identity (63.3% similar) in 30 aa overlap (50-79:79-108) 
 
      20        30        40        50        60        70          
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 84.6  bits: 19.8 E():  9.8 
Smith-Waterman score: 49; 23.8% identity (55.6% similar) in 63 aa overlap (3-62:5-64) 
 
                 10           20        30        40        50      
2MEPSP   PLALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
           ::.:. .: ::   ::.: :     ..   .. .:..   . .  ..:.:..  .  
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gi|603 VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAAH 
                10        20        30        40          50        
 
          60        70        80 
2MEPSP KNAYVEGDASSASYFLAGAAITGGT 
           .::                   
gi|603 LFKLIEGYLKDHPSEYN         
        60        70             
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 83.3  bits: 20.7 E():   12 
Smith-Waterman score: 51; 23.7% identity (60.5% similar) in 38 aa overlap (14-51:104-139) 
 
                                10        20        30        40    
2MEPSP                  PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .. .:..:    .  
gi|154 EVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSKYHTKGDHEVPAE- 
            80        90       100       110       120       130    
 
            50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
        .::::..                              
gi|154 -HIKGGKERVEGLLKPVEAYLLAHTAEYNN        
             140       150       160         
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 82.9  bits: 21.9 E():   12 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (30-63:279-317) 
 
                10        20        30           40        50       
2MEPSP  PLALGDVEIEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
           60        70        80                                   
2MEPSP PKNAYVEGDASSASYFLAGAAITGGT                                   
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 81.7  bits: 20.3 E():   14 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (3-37:91-127) 
 
                                           10          20        30 
2MEPSP                             PLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
               40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
       : .:..:                                            
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN           
              130       140       150       160           
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 81.7  bits: 20.3 E():   14 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (3-37:91-127) 
 
                                           10          20        30 
2MEPSP                             PLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
               40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
       : .:..:                                            
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN           
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              130       140       150       160           
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 81.7  bits: 20.3 E():   14 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (3-37:91-127) 
 
                                           10          20        30 
2MEPSP                             PLALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
               40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
       : .:..:                                            
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN           
              130       140       150       160           
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.7  bits: 22.0 E():   14 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (12-33:9-30) 
 
               10        20        30        40        50        60 
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                  :  :..::.. .: :  .: ::                            
gi|424    NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLYALFQEKLE 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP EGDASSASYFLAGAAITGGT                                         
                                                                    
gi|424 TSPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKGVDVDHIIELIHQIFNIVRD 
        60        70        80        90       100       110        
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.3  bits: 22.4 E():   15 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (2-29:414-441) 
 
                                            10        20        30  
2MEPSP                              PLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
              40        50        60        70        80            
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT            
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 80.6  bits: 20.8 E():   16 
Smith-Waterman score: 51; 24.4% identity (61.0% similar) in 41 aa overlap (10-49:36-73) 
 
                                    10        20         30         
2MEPSP                      PLALGDVEIEIIDKLISIPYVEM-TLRLMERFGVKAEHS 
                                     .... ..: ::: . :..   :  ...  . 
gi|111 FVGGNWKCNGTVEQVESIVNTLNAGQIASTDVVEVVVSPPYVFLPTVKGKLRPEIQVAAQ 
          10        20        30        40        50        60      
 
       40        50        60        70        80                   
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT                   
       . : .   :::                                                  
gi|111 NCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGL 
          70           80        90       100       110       120   
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 19.6 E():   17 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (54-79:59-84) 
 
            30        40        50        60        70        80    
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2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT    
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (14-37:104-127) 
 
                                10        20        30        40    
2MEPSP                  PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
            50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                                             
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN           
           140       150       160           
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 79.9  bits: 22.5 E():   18 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (2-29:500-527) 
 
                                            10        20        30  
2MEPSP                              PLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
              40        50        60        70        80            
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT            
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 79.7  bits: 21.7 E():   19 
Smith-Waterman score: 53; 23.4% identity (63.8% similar) in 47 aa overlap (25-71:118-161) 
 
                     10        20        30        40        50     
2MEPSP       PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRIV---EFQS 
        90       100       110       120       130       140        
 
           60        70        80                                   
2MEPSP PKNAYVEGDASSASYFLAGAAITGGT                                   
         :. .    :.:.:.:                                            
gi|149 NPNTLILPKHSDADYILVVLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILNPDD 
          150       160       170       180       190       200     
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.5  bits: 19.3 E():   19 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (47-66:53-72) 
 
         20        30        40        50        60        70       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
         80                
2MEPSP TGGT                
                           
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
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>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 79.2  bits: 20.5 E():   20 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (46-76:25-54) 
 
          20        30        40        50        60        70      
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     : ::..  :: .:  .   .:::.: .:.  
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
          80                                                        
2MEPSP ITGGT                                                        
       .                                                            
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (34-57:20-43) 
 
            10        20        30        40        50        60    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::: : .   :. : :   ::: .       
gi|145            MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFE 
                          10        20        30        40          
 
            70        80                                            
2MEPSP ASSASYFLAGAAITGGT                                            
                                                                    
gi|145 IIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      50        60        70        80        90       100          
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.6  bits: 20.1 E():   21 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (41-76:166-201) 
 
               20        30        40        50        60        70 
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
               80 
2MEPSP LAGAAITGGT 
        : : .     
gi|116 EAVAKVNFQ  
         200      
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 48; 25.3% identity (56.0% similar) in 75 aa overlap (4-75:92-157) 
 
                                          10           20        30 
2MEPSP                            PLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
               40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
       : .:..:  . ..  .::....       ::      ::.:: .:      
gi|167 FHAKGDHEVNAEE--MKGAKEMAEKLLRAVE------SYLLAHTAEYN   
              130         140             150       160   
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 78.0  bits: 21.8 E():   23 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (20-69:539-592) 
 
                          10        20        30            40      
2MEPSP            PLALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
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                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
          50        60        70        80                          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT                          
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.3  bits: 19.0 E():   25 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (12-58:3-44) 
 
               10        20        30        40        50        60 
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                  :  ..:   .: .:.     .:::: :  .  :. : :   ::  .:   
gi|207          MSITDIVSEKNIEAALE-----SVKAEGSFEYKCFFQKVGLAGKSADDAKK 
                        10             20        30        40       
 
               70        80                                         
2MEPSP EGDASSASYFLAGAAITGGT                                         
                                                                    
gi|207 VFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQAL 
         50        60        70        80        90       100       
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 77.1  bits: 21.0 E():   26 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (25-71:204-247) 
 
                     10        20        30        40        50     
2MEPSP       PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
           60        70        80                                   
2MEPSP PKNAYVEGDASSASYFLAGAAITGGT                                   
         :. .    :.:...:                                            
gi|149 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.4  bits: 21.5 E():   28 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (33-69:553-589) 
 
             10        20        30        40        50        60   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
             70        80                                           
2MEPSP DASSASYFLAGAAITGGT                                           
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.4  bits: 21.5 E():   28 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (33-69:553-589) 
 
             10        20        30        40        50        60   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
             70        80                                           
2MEPSP DASSASYFLAGAAITGGT                                           
         .  .:                                                      
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gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.0  bits: 21.5 E():   29 
Smith-Waterman score: 52; 27.9% identity (58.1% similar) in 43 aa overlap (33-75:353-394) 
 
             10        20        30        40        50        60   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     : ::   .   : . .  .  : : : :.  
gi|219 GSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADAR-DSHKPAVVKH 
            330       340       350       360       370        380  
 
             70        80                                           
2MEPSP DASSASYFLAGAAITGGT                                           
       :.: .:....:..                                                
gi|219 DGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIE 
             390       400       410       420       430       440  
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 75.8  bits: 16.2 E():   30 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (33-41:10-18) 
 
             10        20        30        40        50        60   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|409                      IAKVPPGGXITAEYGDKWLD                    
                                    10        20                    
 
             70        80 
2MEPSP DASSASYFLAGAAITGGT 
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 75.7  bits: 20.7 E():   31 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (25-76:53-104) 
 
                     10        20        30        40        50     
2MEPSP       PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
           60           70        80                                
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGT                                
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (35-57:21-43) 
 
           10        20        30        40        50        60     
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
           70        80                                             
2MEPSP SSASYFLAGAAITGGT                                             
                                                                    
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 75.4  bits: 21.1 E():   32 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (25-71:204-247) 
 
                     10        20        30        40        50     
2MEPSP       PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
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gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
           60        70        80                                   
2MEPSP PKNAYVEGDASSASYFLAGAAITGGT                                   
         :. .    :.:...:                                            
gi|169 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.1  bits: 17.5 E():   33 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (36-54:1-19) 
 
          10        20        30        40        50        60      
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     ::   . ::  ::  : .:            
gi|377                               EHERIFKRFDAKGDGKISSSELGETLKPLG 
                                             10        20        30 
 
          70        80        
2MEPSP SASYFLAGAAITGGT        
                              
gi|377 SVTLEEIQRMMAEIDTDGDGFL 
               40        50   
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 75.0  bits: 19.1 E():   33 
Smith-Waterman score: 46; 25.3% identity (56.0% similar) in 75 aa overlap (4-75:92-157) 
 
                                          10           20        30 
2MEPSP                            PLALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGD-KLEKVSLELKIVAAPGGGSILKISGK 
              70        80        90        100       110       120 
 
               40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
       : .:..:  . ..  .::....       ::      ::.:: .:      
gi|154 FHAKGDHEVNAEE--MKGAKEMAEKLLRAVE------SYLLAHTAEYN   
              130         140             150       160   
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 75.0  bits: 19.1 E():   33 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (14-51:104-139) 
 
                                10        20        30        40    
2MEPSP                  PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
            50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
         :::...                              
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN         
             140       150       160         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.0  bits: 20.7 E():   34 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (47-79:269-302) 
 
         20        30        40        50        60        70       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
          80                                                        
2MEPSP ITGGT                                                        
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
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      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.0  bits: 20.7 E():   34 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (47-79:269-302) 
 
         20        30        40        50        60        70       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
          80                                                        
2MEPSP ITGGT                                                        
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (31-58:87-110) 
 
               10        20        30        40        50        60 
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
               70        80              
2MEPSP EGDASSASYFLAGAAITGGT              
                                         
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (31-58:87-110) 
 
               10        20        30        40        50        60 
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
               70        80              
2MEPSP EGDASSASYFLAGAAITGGT              
                                         
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 45; 22.2% identity (66.7% similar) in 36 aa overlap (4-37:92-127) 
 
                                          10          20        30  
2MEPSP                            PLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
        .:..:                                            
gi|154 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN           
             130       140       150       160           
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.3  bits: 20.0 E():   41 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (50-79:340-370) 
 
      20        30        40        50        60        70          
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2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
        80   
2MEPSP GGT   
       ::    
gi|113 GGYKV 
      370    
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.2  bits: 18.4 E():   42 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (11-26:49-64) 
 
                                   10        20        30        40 
2MEPSP                     PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
               50        60        70        80       
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT       
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (45-79:331-365) 
 
           20        30        40        50        60        70     
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
           80                                
2MEPSP AITGGT                                
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (45-79:331-365) 
 
           20        30        40        50        60        70     
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
           80                                
2MEPSP AITGGT                                
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.0  bits: 18.4 E():   43 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (34-44:8-18) 
 
            10        20        30        40        50        60    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
            70        80                                            
2MEPSP ASSASYFLAGAAITGGT                                            
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gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.0  bits: 18.4 E():   43 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (34-44:8-18) 
 
            10        20        30        40        50        60    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
            70        80                                            
2MEPSP ASSASYFLAGAAITGGT                                            
                                                                    
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.9  bits: 19.6 E():   43 
Smith-Waterman score: 47; 36.7% identity (60.0% similar) in 30 aa overlap (50-79:264-291) 
 
      20        30        40        50        60        70          
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
      80          
2MEPSP T          
                  
gi|663 ATAAAGGYKA 
             300  
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.6  bits: 18.8 E():   45 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (40-51:134-145) 
 
      10        20        30        40        50        60          
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
      70        80         
2MEPSP FLAGAAITGGT         
                           
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.5  bits: 16.4 E():   46 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (33-41:10-18) 
 
             10        20        30        40        50        60   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK     
                                    10        20        30          
 
             70        80 
2MEPSP DASSASYFLAGAAITGGT 
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.4  bits: 18.9 E():   47 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (40-51:142-153) 
 
      10        20        30        40        50        60          
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
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                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
      70        80         
2MEPSP FLAGAAITGGT         
                           
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.1  bits: 19.3 E():   49 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (50-79:231-261) 
 
      20        30        40        50        60        70          
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
        80   
2MEPSP GGT   
       ::    
gi|226 GGYKV 
     260     
 
>>gi|78038796|emb|CAI43283.4| mala s 12 allergen precurs  (618 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 72.0  bits: 20.5 E():   49 
Smith-Waterman score: 49; 30.8% identity (66.7% similar) in 39 aa overlap (45-77:361-398) 
 
           20        30        40        50              60         
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN------AYVEGDASSAS 
                                     ....:...: :::      . : :::.. : 
gi|780 LSGIGDKNLLNGLGIDVVVDLPGVGENLQDHVSAGMSFK-PKNKKDAGPTSVTGDAKADS 
              340       350       360        370       380          
 
       70        80                                                 
2MEPSP YFLAGAAITGGT                                                 
       :  .... :                                                    
gi|780 YVNSAVSYTSLGKLFNNKDSILGKIQARAKQIADSHNVSPAVKQGQSKAYNALADTIFPS 
     390       400       410       420       430       440          
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 44; 25.0% identity (63.9% similar) in 36 aa overlap (4-37:92-127) 
 
                                          10          20        30  
2MEPSP                            PLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
        .:..:                                            
gi|400 HTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN           
             130       140       150       160           
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (48-63:111-126) 
 
        20        30        40        50        60        70        
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
        80                  
2MEPSP GGT                  
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gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (48-63:111-126) 
 
        20        30        40        50        60        70        
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
        80                  
2MEPSP GGT                  
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (48-63:111-126) 
 
        20        30        40        50        60        70        
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
        80                  
2MEPSP GGT                  
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.5  bits: 19.7 E():   52 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (44-70:319-345) 
 
            20        30        40        50        60        70    
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
            80                               
2MEPSP AAITGGT                               
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.3  bits: 19.7 E():   54 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (32-63:182-217) 
 
              10        20        30        40            50        
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
        60        70        80                                      
2MEPSP AYVEGDASSASYFLAGAAITGGT                                      
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (34-80:9-60) 
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            10        20        30        40        50              
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY- 
                                     : :.::..: :  . : .. .    :.:   
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
       60        70        80                                       
2MEPSP -VEGDASSASYFLAGAAITGGT                                       
        :: .... :: .  :.   .:                                       
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.2  bits: 20.1 E():   54 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (17-69:417-466) 
 
                             10        20        30        40       
2MEPSP               PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
         50        60        70        80                           
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT                           
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.2  bits: 20.5 E():   54 
Smith-Waterman score: 49; 27.6% identity (55.2% similar) in 58 aa overlap (33-80:65-121) 
 
             10        20        30        40        50             
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
             60        70        80                                 
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGT                                 
       :  :  : . ..:..::. : :..  ::                                 
gi|135 PIAAEVYEHTEGSTTSYY-AVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLH 
          100       110        120       130       140       150    
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (4-18:83-97) 
 
                                          10        20        30    
2MEPSP                            PLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
            40        50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                                                       
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG                
            120       130       140                    
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (4-18:83-97) 
 
                                          10        20        30    
2MEPSP                            PLALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
            40        50        60        70        80 
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2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                                                       
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG                
            120       130       140                    
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.6  bits: 17.4 E():   59 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (35-54:9-28) 
 
           10        20        30        40        50        60     
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
           70        80                               
2MEPSP SSASYFLAGAAITGGT                               
                                                      
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (50-79:232-262) 
 
      20        30        40        50        60        70          
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
        80   
2MEPSP GGT   
       ::    
gi|180 GGYKV 
             
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (5-58:92-139) 
 
                                         10        20        30     
2MEPSP                           PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
           40        50         60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEGDASSASYFLAGAAITGGT 
         :::  :  . .::..  ::  ::                       
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG          
        120         130       140       150            
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.6 E():   60 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (20-46:155-183) 
 
                          10        20        30          40        
2MEPSP            PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                                         
gi|549 CNYGPAGNVGNEPIYERK                
          190       200                  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 70.1  bits: 18.2 E():   63 
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Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (4-37:92-127) 
 
                                          10          20        30  
2MEPSP                            PLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
        .:..:                                            
gi|400 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN           
             130       140       150       160           
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 43; 22.2% identity (63.9% similar) in 36 aa overlap (4-37:92-127) 
 
                                          10          20        30  
2MEPSP                            PLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
        .:..:                                            
gi|154 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN           
             130       140       150       160           
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (14-37:104-127) 
 
                                10        20        30        40    
2MEPSP                  PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
            50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                                             
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN           
           140       150       160           
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (14-37:104-127) 
 
                                10        20        30        40    
2MEPSP                  PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
            50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                                             
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN           
           140       150       160           
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.9  bits: 20.6 E():   64 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (2-29:500-527) 
 
                                            10        20        30  
2MEPSP                              PLALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
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              40        50        60        70        80            
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT            
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.2 E():   65 
Smith-Waterman score: 44; 19.6% identity (54.3% similar) in 46 aa overlap (29-72:81-126) 
 
                 10        20        30        40        50         
2MEPSP   PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK-- 
                                     . : .    ...:.  :.  :  :.. .   
gi|212 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSIV 
               60        70        80        90       100       110 
 
         60        70        80                                  
2MEPSP NAYVEGDASSASYFLAGAAITGGT                                  
        . ...: :   :..:                                          
gi|212 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              120       130       140       150       160        
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.7  bits: 19.8 E():   66 
Smith-Waterman score: 47; 37.9% identity (51.7% similar) in 29 aa overlap (45-73:149-173) 
 
           20        30        40        50        60        70     
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     ..: :   :  :    ::  ::: .: .:  
gi|572 FLLQSGSSIFSWHGNQSTYEQQQLAAKVAEFLKPGATVKHTK----EGTESSAFWFAVGG 
      120       130       140       150       160           170     
 
           80                                                       
2MEPSP AITGGT                                                       
                                                                    
gi|572 KQSYTSKKVATEVSRDPHLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWI 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 19.4 E():   66 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (45-77:331-363) 
 
           20        30        40        50        60        70     
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
           80                                 
2MEPSP AITGGT                                 
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
              370       380       390         
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 17.8 E():   67 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (33-62:14-43) 
 
             10        20        30        40        50        60   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|179                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
             70        80                                           
2MEPSP DASSASYFLAGAAITGGT                                           
                                                                    
gi|179 YMTMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
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>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 17.8 E():   67 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (33-62:14-43) 
 
             10        20        30        40        50        60   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|144                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
             70        80                                           
2MEPSP DASSASYFLAGAAITGGT                                           
                                                                    
gi|144 YMTMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.2 E():   69 
Smith-Waterman score: 44; 20.5% identity (54.5% similar) in 44 aa overlap (31-72:99-142) 
 
               10        20        30        40        50           
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK--NA 
                                     : .    ...:.  :.  :  :.. .   . 
gi|606 VIQVTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSIVAG 
       70        80        90       100       110       120         
 
       60        70        80                                  
2MEPSP YVEGDASSASYFLAGAAITGGT                                  
        ...: :   :..:                                          
gi|606 CLDNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
      130       140       150       160       170       180    
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 69.0  bits: 17.4 E():   71 
Smith-Waterman score: 41; 40.0% identity (56.0% similar) in 25 aa overlap (55-79:73-96) 
 
           30        40        50        60        70        80     
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT     
                                     :: : :  :: . ... :: :   :      
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
gi|288 EFAVWVKQ 
                
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.0 E():   72 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (34-51:7-24) 
 
            10        20        30        40        50        60    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
            70        80                               
2MEPSP ASSASYFLAGAAITGGT                               
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 69.0  bits: 17.0 E():   72 
Smith-Waterman score: 40; 35.5% identity (51.6% similar) in 31 aa overlap (34-64:7-33) 
 
            10        20        30        40        50        60    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::    :::. :   .  .  ..   :: 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
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            70        80                                   
2MEPSP ASSASYFLAGAAITGGT                                   
       :                                                   
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.0 E():   72 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (34-51:7-24) 
 
            10        20        30        40        50        60    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
            70        80                               
2MEPSP ASSASYFLAGAAITGGT                               
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.9  bits: 17.4 E():   72 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (54-78:59-84) 
 
            30        40        50        60         70        80   
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGT   
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
gi|833 AAEEKKEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.9  bits: 17.4 E():   72 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (54-78:59-84) 
 
            30        40        50        60         70        80   
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGT   
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
gi|668 AAKEKNEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.7  bits: 19.5 E():   74 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (27-69:144-187) 
 
                   10        20        30        40        50       
2MEPSP     PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
         60           70        80                                  
2MEPSP NAYVEG---DASSASYFLAGAAITGGT                                  
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (48-64:109-125) 
 
        20        30        40        50        60        70        
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
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gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
        80             
2MEPSP GGT             
                       
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.5 E():   75 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (30-69:367-406) 
 
                10        20        30        40        50          
2MEPSP  PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
      60        70        80                                        
2MEPSP VEGDASSASYFLAGAAITGGT                                        
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.5 E():   75 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (30-69:367-406) 
 
                10        20        30        40        50          
2MEPSP  PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
      60        70        80                                        
2MEPSP VEGDASSASYFLAGAAITGGT                                        
       :   ::: ..                                                   
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (4-37:91-126) 
 
                                          10          20        30  
2MEPSP                            PLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
              40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
        .:..:                                            
gi|159 HTKGDHEVKAEQVKASKELGETLLRAVESYLLAHSDAYN           
              130       140       150                    
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (4-37:91-126) 
 
                                          10          20        30  
2MEPSP                            PLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
              40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
        .:..:                                            
gi|437 HTKGDHEVKAEQIKASKEMGETLLRAVESYLLAHSDAYN           
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              130       140       150                    
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 44; 31.6% identity (52.6% similar) in 38 aa overlap (5-42:125-160) 
 
                                         10        20        30     
2MEPSP                           PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .:  :   
gi|400 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMGETLLRAVE--GYL 
          100       110       120       130       140         150   
 
           40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
         :::...                                       
gi|400 LAHSDAYN                                       
            160                                       
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (4-37:92-127) 
 
                                          10          20        30  
2MEPSP                            PLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
        .:..:                                            
gi|132 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN           
             130       140       150       160           
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 42; 22.2% identity (66.7% similar) in 36 aa overlap (4-37:92-127) 
 
                                          10          20        30  
2MEPSP                            PLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
        .:..:                                            
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN           
             130       140       150       160           
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 42; 25.0% identity (63.9% similar) in 36 aa overlap (4-37:92-127) 
 
                                          10          20        30  
2MEPSP                            PLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKY 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
        .:..:                                            
gi|400 HTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN           
             130       140       150       160           
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (4-37:92-127) 
 
                                          10          20        30  
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2MEPSP                            PLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
        .:..:                                            
gi|154 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN           
             130       140       150       160           
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (4-37:92-127) 
 
                                          10          20        30  
2MEPSP                            PLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
        .:..:                                            
gi|256 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN           
             130       140       150       160           
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 43; 28.9% identity (55.3% similar) in 38 aa overlap (5-42:125-160) 
 
                                         10        20        30     
2MEPSP                           PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .: . .  
gi|154 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMRETLLRAVESYLLA 
          100       110       120       130       140       150     
 
           40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
         :::...                                       
gi|154 --HSDAYN                                       
            160                                       
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 42; 22.2% identity (63.9% similar) in 36 aa overlap (4-37:92-127) 
 
                                          10          20        30  
2MEPSP                            PLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
        .:..:                                            
gi|114 HTKGDHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN           
             130       140       150       160           
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 45; 18.4% identity (63.3% similar) in 49 aa overlap (29-77:159-207) 
 
                 10        20        30        40        50         
2MEPSP   PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|117 VFIKRVSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
       60        70        80                                       
2MEPSP YVEGDASSASYFLAGAAITGGT                                       
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       . ... . ..  :.....:                                          
gi|117 FSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 19.5 E():   78 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (30-69:376-415) 
 
                10        20        30        40        50          
2MEPSP  PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
      60        70        80                                        
2MEPSP VEGDASSASYFLAGAAITGGT                                        
       :   ::: ..                                                   
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (11-37:86-112) 
 
                                   10        20        30        40 
2MEPSP                     PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
               50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                                                
gi|301 LIRSLFGLP                                
         120                                    
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (11-37:169-195) 
 
                                   10         20        30          
2MEPSP                     PLALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
      40        50        60        70        80                    
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT                    
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (34-52:9-27) 
 
            10        20        30        40        50        60    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
            70        80                                            
2MEPSP ASSASYFLAGAAITGGT                                            
                                                                    
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (34-52:9-27) 
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            10        20        30        40        50        60    
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
            70        80                                            
2MEPSP ASSASYFLAGAAITGGT                                            
                                                                    
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (11-37:5-31) 
 
               10        20        30        40        50        60 
2MEPSP PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                 ::. : ..:  .  :. ..  :: ..:                        
gi|424       EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGLTRAARNLQDDLN 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP EGDASSASYFLAGAAITGGT                                         
                                                                    
gi|424 DFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEH 
           60        70        80        90       100       110     
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 19.9 E():   84 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (56-75:375-394) 
 
          30        40        50        60        70        80      
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT      
                                     : : :. :.: .:... :..           
gi|581 SSDGRTLYVTAEDHATGKLFTLPADARDNHKPAVVKHDGSVSSFYFIGSSKSVLISGNSL 
          350       360       370       380       390       400     
 
gi|581 WSNALYQVATPDRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDK 
          410       420       430       440       450       460     
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.7  bits: 17.9 E():   85 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (6-47:115-155) 
 
                                        10        20        30      
2MEPSP                          PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
          40        50        60        70        80 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
       . :... . . :                                  
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG        
           150       160       170       180         
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.1 E():   88 
Smith-Waterman score: 40; 38.5% identity (53.8% similar) in 26 aa overlap (33-58:19-44) 
 
             10        20        30        40        50        60   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     :::  : ..  :. : :   ::  .:     
gi|207             MSITDIVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVF 
                           10        20        30        40         
 
             70        80                                           
2MEPSP DASSASYFLAGAAITGGT                                           
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gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.2  bits: 18.8 E():   90 
Smith-Waterman score: 44; 35.1% identity (67.6% similar) in 37 aa overlap (39-75:38-70) 
 
       10        20        30        40        50        60         
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
       70        80                                                 
2MEPSP YFLAGAAITGGT                                                 
          ::.:                                                      
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.0  bits: 20.0 E():   92 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (47-66:767-786) 
 
         20        30        40        50        60        70       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
 
         80                
2MEPSP TGGT                
                           
gi|170 AQLPAMCRLEGGDALLASQ 
        800       810      
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.9  bits: 20.0 E():   93 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (47-66:782-801) 
 
         20        30        40        50        60        70       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
         80                
2MEPSP TGGT                
                           
gi|217 AQLPAMCRLEGGDALLASQ 
             820       830 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.4 E():   93 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (11-37:236-262) 
 
                                   10        20        30        40 
2MEPSP                     PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
               50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                                                
gi|225 LIRSWFGLP                                
         270                                    
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (30-65:107-142) 
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                10        20        30        40        50          
2MEPSP  PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
      60        70        80                                        
2MEPSP VEGDASSASYFLAGAAITGGT                                        
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|218203826|gb|ACK76296.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (30-65:107-142) 
 
                10        20        30        40        50          
2MEPSP  PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
      60        70        80                                        
2MEPSP VEGDASSASYFLAGAAITGGT                                        
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (5-42:125-160) 
 
                                         10        20        30     
2MEPSP                           PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
           40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
         :::...                                       
gi|132 --HSDAYN                                       
            160                                       
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (4-37:92-127) 
 
                                          10          20        30  
2MEPSP                            PLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
        .:..:                                            
gi|241 HTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN           
             130       140       150       160           
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (4-37:92-127) 
 
                                          10          20        30  
2MEPSP                            PLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
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2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
        .:..:                                            
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN           
             130       140       150       160           
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 41; 22.2% identity (63.9% similar) in 36 aa overlap (4-37:92-127) 
 
                                          10          20        30  
2MEPSP                            PLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
        .:..:                                            
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN           
             130       140       150       160           
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (4-37:92-127) 
 
                                          10          20        30  
2MEPSP                            PLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
        .:..:                                            
gi|400 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN           
             130       140       150       160           
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 36 aa overlap (4-37:92-127) 
 
                                          10          20        30  
2MEPSP                            PLALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  :... :    .:.. ... 
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
        .:..:                                            
gi|154 HTKGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN           
             130       140       150       160           
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.7  bits: 18.8 E():   96 
Smith-Waterman score: 44; 18.4% identity (63.3% similar) in 49 aa overlap (29-77:159-207) 
 
                 10        20        30        40        50         
2MEPSP   PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
       60        70        80                                       
2MEPSP YVEGDASSASYFLAGAAITGGT                                       
       . ... . ..  :.....:                                          
gi|493 FSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.7  bits: 18.8 E():   96 
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Smith-Waterman score: 44; 18.4% identity (63.3% similar) in 49 aa overlap (29-77:159-207) 
 
                 10        20        30        40        50         
2MEPSP   PLALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
       60        70        80                                       
2MEPSP YVEGDASSASYFLAGAAITGGT                                       
       . ... . ..  :.....:                                          
gi|195 FSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 16.8 E():   99 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (43-51:67-75) 
 
             20        30        40        50        60        70   
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
             80 
2MEPSP GAAITGGT 
                
gi|126 N        
                
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.3  bits: 15.2 E(): 1e 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (33-41:10-18) 
 
             10        20        30        40        50        60   
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
             70        80 
2MEPSP DASSASYFLAGAAITGGT 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:45 2011 done: Tue Apr 19 10:57:45 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 192  - 271 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     3     2:* 
  32     9     8:=*= 
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  34    17    22:=====* 
  36    24    44:======    * 
  38    58    73:===============   * 
  40    96   102:======================== * 
  42    99   125:=========================      * 
  44   105   138:===========================       * 
  46   127   140:================================  * 
  48   183   134:=================================*============ 
  50   161   122:==============================*========== 
  52   123   108:==========================*==== 
  54   105    92:======================*==== 
  56    89    77:===================*=== 
  58    47    63:============   * 
  60    46    51:============* 
  62    42    41:==========* 
  64    24    33:======  * 
  66    20    26:===== * 
  68    18    20:====* 
  70    20    16:===*= 
  72    15    12:==*= 
  74    10    10:==* 
  76    12     8:=*= 
  78     5     6:=* 
  80     7     5:=* 
  82     7     3:*= 
  84     2     3:* 
  86     4     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     5     1:*= 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.59300.00313; mu= 12.6428 0.164 
 mean_var=33.7574 7.844, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.220744 
 Kolmogorov-Smirnov  statistic: 0.0762 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   61 24.4     2.4 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   57 23.0     4.7 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   58 23.4     4.7 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 23.0     4.8 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   53 21.4     4.8 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 21.8     5.1 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   56 22.7     5.8 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   52 21.1       6 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   56 22.7     6.1 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   52 21.2     7.1 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.8     7.3 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   55 22.4     7.6 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   49 20.0     8.3 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 22.1      10 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   56 22.9      11 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.6      12 
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gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 20.6      12 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.6      12 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.6      12 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.2      12 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   55 22.6      13 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   51 21.0      14 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.8      14 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.2      15 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   55 22.7      16 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   53 21.9      16 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.5      16 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.7      17 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.5      17 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 20.3      18 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   48 19.9      19 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 22.0      20 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.2      22 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   51 21.2      22 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.6      25 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.6      25 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.7      26 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.4      27 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.9      27 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.9      27 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   51 21.3      28 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.7      29 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   46 19.3      29 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.3      29 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.9      30 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.9      30 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   44 18.5      34 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.9      34 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.9      34 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 20.2      37 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 18.6      37 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.6      39 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.6      39 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 20.2      39 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 20.2      39 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.8      39 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.0      40 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.6      41 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.0      42 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.4      44 
gi|78038796|emb|CAI43283.4| mala s 12 allergen pre ( 618)   49 20.7      44 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.7      46 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   44 18.7      46 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.7      46 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.7      46 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.9      47 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 18.3      48 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.9      48 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.3      49 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   49 20.7      49 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.3      52 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.3      52 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.5      53 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 19.1      54 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.3      54 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.7      55 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.3      57 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.3      57 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   49 20.8      58 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   43 18.3      58 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   47 20.0      59 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.6      60 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 18.0      61 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 18.0      61 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   43 18.4      63 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.2      65 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.2      65 
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gi|2129802|pir||S65145 pollen allergen group II (c (  83)   40 17.2      65 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.6      66 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.6      66 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.6      67 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.0      68 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.6      68 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.6      68 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.0      70 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   45 19.2      71 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.6      71 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.6      71 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.2      74 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.6      75 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.6      75 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.4      75 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 20.1      77 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.1      77 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.3      80 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   44 18.9      82 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 20.1      84 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.1      85 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.5      86 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.5      87 
gi|218203826|gb|ACK76296.1| Der f 6 allergen [Derm ( 279)   43 18.5      87 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   44 18.9      88 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   44 18.9      88 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 16.9      91 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.3      91 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.7      96 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.7      96 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.3      97 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 15.3      98 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   39 16.9      99 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   39 16.9      99 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 95.5  bits: 24.4 E():  2.4 
Smith-Waterman score: 61; 32.4% identity (67.6% similar) in 34 aa overlap (45-78:8-41) 
 
           20        30        40        50        60        70     
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
           80                                                       
2MEPSP ITGGTV                                                       
       . .:                                                         
gi|144 VPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 90.5  bits: 23.0 E():  4.7 
Smith-Waterman score: 57; 34.9% identity (60.3% similar) in 63 aa overlap (3-63:141-195) 
 
                                           10         20        30  
2MEPSP                             LALGDVEIEIIDKLISI-PYVEMTLRLMERFG 
                                     :::::.. ::  :.: :  :. .  . : . 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDV--LAR-N 
              120       130       140       150       160           
 
              40        50         60        70        80           
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPK-NAYVEGDASSASYFLAGAAITGGTV           
       .:   .:    ::...     .:: .:: ..::                            
gi|612 LKDLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYN 
       170       180            190       200       210       220   
 
gi|612 NDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVSVIM 
            230       240       250       260       270       280   
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6273

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  58 init1:  58 opt:  58  Z-score: 90.4  bits: 23.4 E():  4.7 
Smith-Waterman score: 58; 32.4% identity (64.7% similar) in 34 aa overlap (45-78:8-41) 
 
           20        30        40        50        60        70     
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
           80                                                       
2MEPSP ITGGTV                                                       
       .  :                                                         
gi|144 VPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 90.3  bits: 23.0 E():  4.8 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (30-78:151-193) 
 
                10        20        30        40        50          
2MEPSP  LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
      60        70        80                                        
2MEPSP EGDASSASYFLAGAAITGGTV                                        
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 90.2  bits: 21.4 E():  4.8 
Smith-Waterman score: 53; 29.6% identity (53.7% similar) in 54 aa overlap (26-78:26-78) 
 
               10        20        30        40         50          
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
      60        70        80                                  
2MEPSP EGDASSASYFLAGAAITGGTV                                  
       :  ::  :   .::: .::                                    
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 89.8  bits: 21.8 E():  5.1 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (2-36:90-126) 
 
                                            10          20          
2MEPSP                              LALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
      30        40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
       . .:..:                                             
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN            
     120       130       140       150                     
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 88.8  bits: 22.7 E():  5.8 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (49-78:59-88) 
 
       20        30        40        50        60        70         
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
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       30        40        50        60        70        80         
 
       80                                                           
2MEPSP TV                                                           
                                                                    
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 88.5  bits: 21.1 E():    6 
Smith-Waterman score: 52; 29.6% identity (53.7% similar) in 54 aa overlap (26-78:26-78) 
 
               10        20        30        40         50          
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
      60        70        80                                  
2MEPSP EGDASSASYFLAGAAITGGTV                                  
       :  ::  :   .::: .::                                    
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 88.4  bits: 22.7 E():  6.1 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (49-78:79-108) 
 
       20        30        40        50        60        70         
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
       80                                                           
2MEPSP TV                                                           
                                                                    
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 87.2  bits: 21.2 E():  7.1 
Smith-Waterman score: 52; 26.3% identity (47.4% similar) in 38 aa overlap (10-47:62-99) 
 
                                    10        20        30          
2MEPSP                      LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ..  .:..  . : .     ::: :    : 
gi|291 SLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLS 
              40        50        60        70        80        90  
 
      40        50        60        70        80         
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV         
       :   :. :                                          
gi|291 WIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
             100       110       120       130       140 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 87.0  bits: 20.8 E():  7.3 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (31-68:18-58) 
 
               10        20        30        40        50           
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNA 
                                     : .:  : ..  :. : : . :.:   :.: 
gi|179              MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKA 
                            10        20        30        40        
 
        60        70        80                                      
2MEPSP YVEGDASSASYFLAGAAITGGTV                                      
       ..  : .....                                                  
gi|179 FAVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALV 
        50        60        70        80        90       100        
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>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 86.6  bits: 22.4 E():  7.6 
Smith-Waterman score: 55; 30.0% identity (63.3% similar) in 30 aa overlap (49-78:79-108) 
 
       20        30        40        50        60        70         
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
       80                                                           
2MEPSP TV                                                           
                                                                    
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 86.0  bits: 20.0 E():  8.3 
Smith-Waterman score: 49; 23.8% identity (55.6% similar) in 63 aa overlap (2-61:5-64) 
 
                  10           20        30        40        50     
2MEPSP    LALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
           ::.:. .: ::   ::.: :     ..   .. .:..   . .  ..:.:..  .  
gi|603 VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAAH 
                10        20        30        40          50        
 
           60        70        80 
2MEPSP KNAYVEGDASSASYFLAGAAITGGTV 
           .::                    
gi|603 LFKLIEGYLKDHPSEYN          
        60        70              
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 84.2  bits: 22.1 E():   10 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (29-62:279-317) 
 
                 10        20        30           40        50      
2MEPSP   LALGDVEIEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
            60        70        80                                  
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV                                  
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 84.1  bits: 22.9 E():   11 
Smith-Waterman score: 56; 24.2% identity (69.7% similar) in 33 aa overlap (12-44:383-415) 
 
                                  10        20        30        40  
2MEPSP                    LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                     .:....   ... . .: :.  ::  ...: 
gi|833 DLIPEWLGFIKGVVDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFD 
            360       370       380       390       400       410   
 
              50        60        70        80                      
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV                      
       .::                                                          
gi|833 KFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYIT 
            420       430       440       450       460       470   
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 82.9  bits: 20.6 E():   12 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (2-36:91-127) 
 
                                            10          20          
2MEPSP                              LALGDVEIEIID--KLISIPYVEMTLRLMER 
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                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
      30        40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
       : .:..:                                             
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN            
              130       140       150       160            
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 82.9  bits: 20.6 E():   12 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (4-41:125-160) 
 
                                          10        20        30    
2MEPSP                            LALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
            40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
         :::...                                        
gi|132 --HSDAYN                                        
            160                                        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 82.9  bits: 20.6 E():   12 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (2-36:91-127) 
 
                                            10          20          
2MEPSP                              LALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
      30        40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
       : .:..:                                             
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN            
              130       140       150       160            
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 82.9  bits: 20.6 E():   12 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (2-36:91-127) 
 
                                            10          20          
2MEPSP                              LALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
      30        40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
       : .:..:                                             
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN            
              130       140       150       160            
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 82.9  bits: 22.2 E():   12 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (11-32:9-30) 
 
               10        20        30        40        50        60 
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
                 :  :..::.. .: :  .: ::                             
gi|424   NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLYALFQEKLET 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP GDASSASYFLAGAAITGGTV                                         
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gi|424 SPEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKGVDVDHIIELIHQIFNIVRDT 
       60        70        80        90       100       110         
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.5  bits: 22.6 E():   13 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (1-28:414-441) 
 
                                             10        20        30 
2MEPSP                               LALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
gi|425 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
           390       400       410       420       430       440    
 
               40        50        60        70        80           
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV           
                                                                    
gi|425 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
           450       460       470       480       490       500    
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 81.8  bits: 21.0 E():   14 
Smith-Waterman score: 51; 24.4% identity (61.0% similar) in 41 aa overlap (9-48:36-73) 
 
                                     10        20         30        
2MEPSP                       LALGDVEIEIIDKLISIPYVEM-TLRLMERFGVKAEHS 
                                     .... ..: ::: . :..   :  ...  . 
gi|111 FVGGNWKCNGTVEQVESIVNTLNAGQIASTDVVEVVVSPPYVFLPTVKGKLRPEIQVAAQ 
          10        20        30        40        50        60      
 
        40        50        60        70        80                  
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV                  
       . : .   :::                                                  
gi|111 NCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGL 
          70           80        90       100       110       120   
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 19.8 E():   14 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (53-78:59-84) 
 
             30        40        50        60        70        80   
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV   
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.2  bits: 20.2 E():   15 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (13-36:104-127) 
 
                                 10        20        30        40   
2MEPSP                   LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
             50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                              
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN            
           140       150       160            
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.0  bits: 22.7 E():   16 
Smith-Waterman score: 55; 39.3% identity (60.7% similar) in 28 aa overlap (1-28:500-527) 
 
                                             10        20        30 
2MEPSP                               LALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  : ::: . :  .:   ....:: :   
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gi|377 EAETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
               40        50        60        70        80           
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV           
                                                                    
gi|377 AKLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 80.8  bits: 21.9 E():   16 
Smith-Waterman score: 53; 23.4% identity (63.8% similar) in 47 aa overlap (24-70:118-161) 
 
                      10        20        30        40        50    
2MEPSP        LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRIV---EFQS 
        90       100       110       120       130       140        
 
            60        70        80                                  
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV                                  
         :. .    :.:.:.:                                            
gi|149 NPNTLILPKHSDADYILVVLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILNPDD 
          150       160       170       180       190       200     
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.6  bits: 19.5 E():   16 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (46-65:53-72) 
 
          20        30        40        50        60        70      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
          80               
2MEPSP TGGTV               
                           
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 80.3  bits: 20.7 E():   17 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (45-75:25-54) 
 
           20        30        40        50        60        70     
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     : ::..  :: .:  .   .:::.: .:.  
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
           80                                                       
2MEPSP ITGGTV                                                       
       .                                                            
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.1  bits: 19.5 E():   17 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (33-56:20-43) 
 
             10        20        30        40        50        60   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::: : .   :. : :   ::: .       
gi|145            MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFE 
                          10        20        30        40          
 
             70        80                                           
2MEPSP ASSASYFLAGAAITGGTV                                           
                                                                    
gi|145 IIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
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      50        60        70        80        90       100          
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.7  bits: 20.3 E():   18 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (40-75:166-201) 
 
      10        20        30        40        50        60          
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
      70        80 
2MEPSP LAGAAITGGTV 
        : : .      
gi|116 EAVAKVNFQ   
         200       
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 48; 25.3% identity (56.0% similar) in 75 aa overlap (3-74:92-157) 
 
                                           10           20          
2MEPSP                             LALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
      30        40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
       : .:..:  . ..  .::....       ::      ::.:: .:       
gi|167 FHAKGDHEVNAEE--MKGAKEMAEKLLRAVE------SYLLAHTAEYN    
              130         140             150       160    
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 79.1  bits: 22.0 E():   20 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (19-68:539-592) 
 
                           10        20            30        40     
2MEPSP             LALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
           50        60        70        80                         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV                         
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.4  bits: 19.2 E():   22 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (11-57:3-44) 
 
               10        20        30        40        50        60 
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
                 :  ..:   .: .:.     .:::: :  .  :. : :   ::  .:    
gi|207         MSITDIVSEKNIEAALE-----SVKAEGSFEYKCFFQKVGLAGKSADDAKKV 
                       10             20        30        40        
 
               70        80                                         
2MEPSP GDASSASYFLAGAAITGGTV                                         
                                                                    
gi|207 FEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALV 
        50        60        70        80        90       100        
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 78.2  bits: 21.2 E():   22 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (24-70:204-247) 
 
                      10        20        30        40        50    
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2MEPSP        LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
            60        70        80                                  
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV                                  
         :. .    :.:...:                                            
gi|149 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.4  bits: 21.6 E():   25 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (32-68:553-589) 
 
              10        20        30        40        50        60  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
              70        80                                          
2MEPSP DASSASYFLAGAAITGGTV                                          
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.4  bits: 21.6 E():   25 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (32-68:553-589) 
 
              10        20        30        40        50        60  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
              70        80                                          
2MEPSP DASSASYFLAGAAITGGTV                                          
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 77.0  bits: 21.7 E():   26 
Smith-Waterman score: 52; 27.9% identity (58.1% similar) in 43 aa overlap (32-74:353-394) 
 
              10        20        30        40        50        60  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     : ::   .   : . .  .  : : : :.  
gi|219 GSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADAR-DSHKPAVVKH 
            330       340       350       360       370        380  
 
              70        80                                          
2MEPSP DASSASYFLAGAAITGGTV                                          
       :.: .:....:..                                                
gi|219 DGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIE 
             390       400       410       420       430       440  
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.8  bits: 16.4 E():   27 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (32-40:10-18) 
 
              10        20        30        40        50        60  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|409                      IAKVPPGGXITAEYGDKWLD                    
                                    10        20                    
 
              70        80 
2MEPSP DASSASYFLAGAAITGGTV 
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>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 76.7  bits: 20.9 E():   27 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (24-75:53-104) 
 
                      10        20        30        40        50    
2MEPSP        LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
               60        70        80                               
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTV                               
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.6  bits: 18.9 E():   27 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (34-56:21-43) 
 
            10        20        30        40        50        60    
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
            70        80                                            
2MEPSP SSASYFLAGAAITGGTV                                            
                                                                    
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 76.3  bits: 21.3 E():   28 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (24-70:204-247) 
 
                      10        20        30        40        50    
2MEPSP        LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
            60        70        80                                  
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV                                  
         :. .    :.:...:                                            
gi|169 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.1  bits: 17.7 E():   29 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (35-53:1-19) 
 
           10        20        30        40        50        60     
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     ::   . ::  ::  : .:            
gi|377                               EHERIFKRFDAKGDGKISSSELGETLKPLG 
                                             10        20        30 
 
           70        80       
2MEPSP SASYFLAGAAITGGTV       
                              
gi|377 SVTLEEIQRMMAEIDTDGDGFL 
               40        50   
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 46; 25.3% identity (56.0% similar) in 75 aa overlap (3-74:92-157) 
 
                                           10           20          
2MEPSP                             LALGDVEIEIID---KLISIPYVEMTLRLMER 
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                                     ::: ..: ..   :... :     :..  . 
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGD-KLEKVSLELKIVAAPGGGSILKISGK 
              70        80        90        100       110       120 
 
      30        40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
       : .:..:  . ..  .::....       ::      ::.:: .:       
gi|154 FHAKGDHEVNAEE--MKGAKEMAEKLLRAVE------SYLLAHTAEYN    
              130         140             150       160    
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (13-50:104-139) 
 
                                 10        20        30        40   
2MEPSP                   LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
             50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
         :::...                               
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN          
             140       150       160          
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (46-78:269-302) 
 
          20        30        40        50        60        70      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
           80                                                       
2MEPSP ITGGTV                                                       
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (46-78:269-302) 
 
          20        30        40        50        60        70      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
           80                                                       
2MEPSP ITGGTV                                                       
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 75.0  bits: 18.5 E():   34 
Smith-Waterman score: 44; 37.0% identity (55.6% similar) in 27 aa overlap (54-80:73-98) 
 
            30        40        50        60        70        80    
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV    
                                     :: : :  :: . ... :: :   : .    
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
gi|288 EFAVWVKQ 
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>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (30-57:87-110) 
 
                10        20        30        40        50          
2MEPSP  LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
      60        70        80             
2MEPSP EGDASSASYFLAGAAITGGTV             
                                         
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (30-57:87-110) 
 
                10        20        30        40        50          
2MEPSP  LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
      60        70        80             
2MEPSP EGDASSASYFLAGAAITGGTV             
                                         
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (49-78:340-370) 
 
       20        30        40        50        60        70         
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
         80  
2MEPSP GGTV  
       ::    
gi|113 GGYKV 
      370    
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.2  bits: 18.6 E():   37 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (10-25:49-64) 
 
                                    10        20        30          
2MEPSP                      LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
      40        50        60        70        80      
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV      
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.6 E():   39 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (33-43:8-18) 
 
             10        20        30        40        50        60   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
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gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
             70        80                                           
2MEPSP ASSASYFLAGAAITGGTV                                           
                                                                    
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.6 E():   39 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (33-43:8-18) 
 
             10        20        30        40        50        60   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
             70        80                                           
2MEPSP ASSASYFLAGAAITGGTV                                           
                                                                    
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (44-78:331-365) 
 
            20        30        40        50        60        70    
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
            80                               
2MEPSP AITGGTV                               
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (44-78:331-365) 
 
            20        30        40        50        60        70    
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
            80                               
2MEPSP AITGGTV                               
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.8  bits: 19.8 E():   39 
Smith-Waterman score: 47; 36.7% identity (60.0% similar) in 30 aa overlap (49-78:264-291) 
 
       20        30        40        50        60        70         
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
       80         
2MEPSP TV         
                  
gi|663 ATAAAGGYKA 
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             300  
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.5  bits: 19.0 E():   40 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (39-50:134-145) 
 
       10        20        30        40        50        60         
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
       70        80        
2MEPSP FLAGAAITGGTV        
                           
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.4  bits: 16.6 E():   41 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (32-40:10-18) 
 
              10        20        30        40        50        60  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK     
                                    10        20        30          
 
              70        80 
2MEPSP DASSASYFLAGAAITGGTV 
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.2  bits: 19.0 E():   42 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (39-50:142-153) 
 
       10        20        30        40        50        60         
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
       70        80        
2MEPSP FLAGAAITGGTV        
                           
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (49-78:231-261) 
 
       20        30        40        50        60        70         
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
         80  
2MEPSP GGTV  
       ::    
gi|226 GGYKV 
     260     
 
>>gi|78038796|emb|CAI43283.4| mala s 12 allergen precurs  (618 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 72.8  bits: 20.7 E():   44 
Smith-Waterman score: 49; 30.8% identity (66.7% similar) in 39 aa overlap (44-76:361-398) 
 
            20        30        40        50              60        
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN------AYVEGDASSAS 
                                     ....:...: :::      . : :::.. : 
gi|780 LSGIGDKNLLNGLGIDVVVDLPGVGENLQDHVSAGMSFK-PKNKKDAGPTSVTGDAKADS 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6286

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

              340       350       360        370       380          
 
        70        80                                                
2MEPSP YFLAGAAITGGTV                                                
       :  .... :                                                    
gi|780 YVNSAVSYTSLGKLFNNKDSILGKIQARAKQIADSHNVSPAVKQGQSKAYNALADTIFPS 
     390       400       410       420       430       440          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (47-62:111-126) 
 
         20        30        40        50        60        70       
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
         80                 
2MEPSP GGTV                 
                            
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 44; 25.0% identity (63.9% similar) in 36 aa overlap (3-36:92-127) 
 
                                           10          20        30 
2MEPSP                             LALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
               40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
        .:..:                                             
gi|400 HTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN            
             130       140       150       160            
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (47-62:111-126) 
 
         20        30        40        50        60        70       
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
         80                 
2MEPSP GGTV                 
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (47-62:111-126) 
 
         20        30        40        50        60        70       
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
         80                 
2MEPSP GGTV                 
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
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>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (43-69:319-345) 
 
             20        30        40        50        60        70   
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
             80                              
2MEPSP AAITGGTV                              
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 72.1  bits: 18.3 E():   48 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (33-79:9-60) 
 
             10        20        30        40        50             
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY- 
                                     : :.::..: :  . : .. .    :.:   
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
        60        70        80                                      
2MEPSP -VEGDASSASYFLAGAAITGGTV                                      
        :: .... :: .  :.   .:                                       
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.1  bits: 19.9 E():   48 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (31-62:182-217) 
 
               10        20        30        40            50       
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
         60        70        80                                     
2MEPSP AYVEGDASSASYFLAGAAITGGTV                                     
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.1  bits: 20.3 E():   49 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (16-68:417-466) 
 
                              10        20        30        40      
2MEPSP                LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
          50        60        70        80                          
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV                          
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 72.0  bits: 20.7 E():   49 
Smith-Waterman score: 49; 27.6% identity (55.2% similar) in 58 aa overlap (32-79:65-121) 
 
              10        20        30        40        50            
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
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                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
              60        70        80                                
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTV                                
       :  :  : . ..:..::. : :..  ::                                 
gi|135 PIAAEVYEHTEGSTTSYY-AVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLH 
          100       110        120       130       140       150    
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.5  bits: 18.3 E():   52 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (3-17:83-97) 
 
                                           10        20        30   
2MEPSP                             LALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
             40        50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                                        
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG                 
            120       130       140                     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.5  bits: 18.3 E():   52 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (3-17:83-97) 
 
                                           10        20        30   
2MEPSP                             LALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
             40        50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                                        
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG                 
            120       130       140                     
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.4  bits: 17.5 E():   53 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (34-53:9-28) 
 
            10        20        30        40        50        60    
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
            70        80                              
2MEPSP SSASYFLAGAAITGGTV                              
                                                      
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (49-78:232-262) 
 
       20        30        40        50        60        70         
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
         80  
2MEPSP GGTV  
       ::    
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gi|180 GGYKV 
             
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (4-57:92-139) 
 
                                          10        20        30    
2MEPSP                            LALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
            40        50         60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEGDASSASYFLAGAAITGGTV 
         :::  :  . .::..  ::  ::                        
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG           
        120         130       140       150             
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.1  bits: 18.7 E():   55 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (19-45:155-183) 
 
                           10        20        30          40       
2MEPSP             LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
         50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                          
gi|549 CNYGPAGNVGNEPIYERK                 
          190       200                   
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.3 E():   57 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (13-36:104-127) 
 
                                 10        20        30        40   
2MEPSP                   LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
             50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                              
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN            
           140       150       160            
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.3 E():   57 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (13-36:104-127) 
 
                                 10        20        30        40   
2MEPSP                   LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
             50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                              
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN            
           140       150       160            
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.7  bits: 20.8 E():   58 
Smith-Waterman score: 49; 35.7% identity (60.7% similar) in 28 aa overlap (1-28:500-527) 
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                                             10        20        30 
2MEPSP                               LALGDVEIEIIDKLISIPYVEMTLRLMERF 
                                     ::  . ::: . :  .:   ....:: :   
gi|219 EAETLRKQEEAKNQRLTAELAQTRHDYEKRLAQKEEEIEALRKQYQIEIEQLNMRLAEAE 
     470       480       490       500       510       520          
 
               40        50        60        70        80           
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV           
                                                                    
gi|219 AKLKTEVARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITGLQAHYDEVHRQL 
     530       540       550       560       570       580          
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 19.6% identity (54.3% similar) in 46 aa overlap (28-71:81-126) 
 
                  10        20        30        40        50        
2MEPSP    LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK-- 
                                     . : .    ...:.  :.  :  :.. .   
gi|212 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSIV 
               60        70        80        90       100       110 
 
          60        70        80                                 
2MEPSP NAYVEGDASSASYFLAGAAITGGTV                                 
        . ...: :   :..:                                          
gi|212 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              120       130       140       150       160        
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.5  bits: 20.0 E():   59 
Smith-Waterman score: 47; 37.9% identity (51.7% similar) in 29 aa overlap (44-72:149-173) 
 
            20        30        40        50        60        70    
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     ..: :   :  :    ::  ::: .: .:  
gi|572 FLLQSGSSIFSWHGNQSTYEQQQLAAKVAEFLKPGATVKHTK----EGTESSAFWFAVGG 
      120       130       140       150       160           170     
 
            80                                                      
2MEPSP AITGGTV                                                      
                                                                    
gi|572 KQSYTSKKVATEVSRDPHLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWI 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 19.6 E():   60 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (44-76:331-363) 
 
            20        30        40        50        60        70    
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
            80                                
2MEPSP AITGGTV                                
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
              370       380       390         
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.0 E():   61 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (32-61:14-43) 
 
              10        20        30        40        50        60  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|179                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
              70        80                                          
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2MEPSP DASSASYFLAGAAITGGTV                                          
                                                                    
gi|179 YMTMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.0 E():   61 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (32-61:14-43) 
 
              10        20        30        40        50        60  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|144                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
              70        80                                          
2MEPSP DASSASYFLAGAAITGGTV                                          
                                                                    
gi|144 YMTMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 18.4 E():   63 
Smith-Waterman score: 44; 20.5% identity (54.5% similar) in 44 aa overlap (30-71:99-142) 
 
                10        20        30        40        50          
2MEPSP  LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK--NA 
                                     : .    ...:.  :.  :  :.. .   . 
gi|606 VIQVTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSIVAG 
       70        80        90       100       110       120         
 
        60        70        80                                 
2MEPSP YVEGDASSASYFLAGAAITGGTV                                 
        ...: :   :..:                                          
gi|606 CLDNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
      130       140       150       160       170       180    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.2 E():   65 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (33-50:7-24) 
 
             10        20        30        40        50        60   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
             70        80                              
2MEPSP ASSASYFLAGAAITGGTV                              
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.2 E():   65 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (33-50:7-24) 
 
             10        20        30        40        50        60   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
             70        80                              
2MEPSP ASSASYFLAGAAITGGTV                              
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 69.8  bits: 17.2 E():   65 
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Smith-Waterman score: 40; 35.5% identity (51.6% similar) in 31 aa overlap (33-63:7-33) 
 
             10        20        30        40        50        60   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::    :::. :   .  .  ..   :: 
gi|212                         MADATEKAEH----DRFFKKFDANGDGTISSTELGD 
                                       10            20        30   
 
             70        80                                  
2MEPSP ASSASYFLAGAAITGGTV                                  
       :                                                   
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.7  bits: 17.6 E():   66 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (53-77:59-84) 
 
             30        40        50        60         70        80  
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTV  
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
gi|668 AAKEKNEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.7  bits: 17.6 E():   66 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (53-77:59-84) 
 
             30        40        50        60         70        80  
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTV  
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
gi|833 AAEEKKEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.5  bits: 19.6 E():   67 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (26-68:144-187) 
 
                    10        20        30        40        50      
2MEPSP      LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
          60           70        80                                 
2MEPSP NAYVEG---DASSASYFLAGAAITGGTV                                 
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (47-63:109-125) 
 
         20        30        40        50        60        70       
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
         80            
2MEPSP GGTV            
                       
gi|145 SQGIFKAIEGYVLSN 
      140       150    
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>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 19.6 E():   68 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (29-68:367-406) 
 
                 10        20        30        40        50         
2MEPSP   LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
       60        70        80                                       
2MEPSP VEGDASSASYFLAGAAITGGTV                                       
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 19.6 E():   68 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (29-68:367-406) 
 
                 10        20        30        40        50         
2MEPSP   LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
       60        70        80                                       
2MEPSP VEGDASSASYFLAGAAITGGTV                                       
       :   ::: ..                                                   
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 25.0% identity (63.9% similar) in 36 aa overlap (3-36:92-127) 
 
                                           10          20        30 
2MEPSP                             LALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKY 
              70        80        90       100       110       120  
 
               40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
        .:..:                                             
gi|400 HTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN            
             130       140       150       160            
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 45; 18.4% identity (63.3% similar) in 49 aa overlap (28-76:159-207) 
 
                  10        20        30        40        50        
2MEPSP    LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|117 VFIKRVSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
        60        70        80                                      
2MEPSP YVEGDASSASYFLAGAAITGGTV                                      
       . ... . ..  :.....:                                          
gi|117 FSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 19.6 E():   71 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (29-68:376-415) 
 
                 10        20        30        40        50         
2MEPSP   LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6294

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
       60        70        80                                       
2MEPSP VEGDASSASYFLAGAAITGGTV                                       
       :   ::: ..                                                   
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 17.6 E():   71 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (10-36:86-112) 
 
                                    10        20        30          
2MEPSP                      LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
      40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                                 
gi|301 LIRSLFGLP                                 
         120                                     
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (10-36:169-195) 
 
                                    10         20        30         
2MEPSP                      LALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
       40        50        60        70        80                   
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV                   
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (33-51:9-27) 
 
             10        20        30        40        50        60   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
             70        80                                           
2MEPSP ASSASYFLAGAAITGGTV                                           
                                                                    
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (33-51:9-27) 
 
             10        20        30        40        50        60   
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
             70        80                                           
2MEPSP ASSASYFLAGAAITGGTV                                           
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gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (10-36:5-31) 
 
               10        20        30        40        50        60 
2MEPSP LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE 
                ::. : ..:  .  :. ..  :: ..:                         
gi|424      EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGLTRAARNLQDDLND 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GDASSASYFLAGAAITGGTV                                         
                                                                    
gi|424 FLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHG 
          60        70        80        90       100       110      
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 20.1 E():   77 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (55-74:375-394) 
 
           30        40        50        60        70        80     
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV     
                                     : : :. :.: .:... :..           
gi|581 SSDGRTLYVTAEDHATGKLFTLPADARDNHKPAVVKHDGSVSSFYFIGSSKSVLISGNSL 
          350       360       370       380       390       400     
 
gi|581 WSNALYQVATPDRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDK 
          410       420       430       440       450       460     
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.4  bits: 18.1 E():   77 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (5-46:115-155) 
 
                                         10        20        30     
2MEPSP                           LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
           40        50        60        70        80 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
       . :... . . :                                   
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG         
           150       160       170       180          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 42; 25.0% identity (65.6% similar) in 32 aa overlap (49-80:69-98) 
 
       20        30        40        50        60        70         
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
       80            
2MEPSP TV            
        .            
gi|207 KIGVEEFQALVKA 
        100          
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.9  bits: 18.9 E():   82 
Smith-Waterman score: 44; 35.1% identity (67.6% similar) in 37 aa overlap (38-74:38-70) 
 
        10        20        30        40        50        60        
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
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gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
        70        80                                                
2MEPSP YFLAGAAITGGTV                                                
          ::.:                                                      
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 20.1 E():   84 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (46-65:767-786) 
 
          20        30        40        50        60        70      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
 
          80               
2MEPSP TGGTV               
                           
gi|170 AQLPAMCRLEGGDALLASQ 
        800       810      
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.6  bits: 20.1 E():   85 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (46-65:782-801) 
 
          20        30        40        50        60        70      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
          80               
2MEPSP TGGTV               
                           
gi|217 AQLPAMCRLEGGDALLASQ 
             820       830 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (10-36:236-262) 
 
                                    10        20        30          
2MEPSP                      LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
      40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                                 
gi|225 LIRSWFGLP                                 
         270                                     
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (29-64:107-142) 
 
                 10        20        30        40        50         
2MEPSP   LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
       60        70        80                                       
2MEPSP VEGDASSASYFLAGAAITGGTV                                       
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
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        140       150       160       170       180       190       
 
>>gi|218203826|gb|ACK76296.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (29-64:107-142) 
 
                 10        20        30        40        50         
2MEPSP   LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
       60        70        80                                       
2MEPSP VEGDASSASYFLAGAAITGGTV                                       
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.3  bits: 18.9 E():   88 
Smith-Waterman score: 44; 18.4% identity (63.3% similar) in 49 aa overlap (28-76:159-207) 
 
                  10        20        30        40        50        
2MEPSP    LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
        60        70        80                                      
2MEPSP YVEGDASSASYFLAGAAITGGTV                                      
       . ... . ..  :.....:                                          
gi|493 FSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.3  bits: 18.9 E():   88 
Smith-Waterman score: 44; 18.4% identity (63.3% similar) in 49 aa overlap (28-76:159-207) 
 
                  10        20        30        40        50        
2MEPSP    LALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
        60        70        80                                      
2MEPSP YVEGDASSASYFLAGAAITGGTV                                      
       . ... . ..  :.....:                                          
gi|195 FSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 16.9 E():   91 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (42-50:67-75) 
 
              20        30        40        50        60        70  
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
              80 
2MEPSP GAAITGGTV 
                 
gi|126 N         
                 
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.0  bits: 15.3 E():   91 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (32-40:10-18) 
 
              10        20        30        40        50        60  
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2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
              70        80 
2MEPSP DASSASYFLAGAAITGGTV 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.7  bits: 17.7 E():   96 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (33-68:63-101) 
 
             10        20        30        40        50             
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
      60        70        80                                        
2MEPSP EGDASSASYFLAGAAITGGTV                                        
       .: : :: :                                                    
gi|212 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYTL 
            100       110       120       130       140       150   
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.6  bits: 17.7 E():   96 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (33-68:64-102) 
 
             10        20        30        40        50             
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
      60        70        80                                        
2MEPSP EGDASSASYFLAGAAITGGTV                                        
       .: : :: :                                                    
gi|116 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYTL 
           100       110       120       130       140       150    
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 66.6  bits: 19.3 E():   97 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (35-57:208-228) 
 
           10        20        30        40        50        60     
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
           70        80                                             
2MEPSP SASYFLAGAAITGGTV                                             
                                                                    
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.5  bits: 15.3 E():   98 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (32-40:10-18) 
 
              10        20        30        40        50        60  
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK     
                                    10        20        30          
 
              70        80 
2MEPSP DASSASYFLAGAAITGGTV 
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 66.4  bits: 16.9 E():   99 
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Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (33-68:20-58) 
 
             10        20        30        40        50             
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                     .: .: :.  :. : : . ::    :.:.  
gi|145            MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFF 
                          10        20        30        40          
 
      60        70        80                                        
2MEPSP EGDASSASYFLAGAAITGGTV                                        
         : .....                                                    
gi|145 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
      50        60        70        80        90       100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 66.4  bits: 16.9 E():   99 
Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (33-68:20-58) 
 
             10        20        30        40        50             
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                     .: .: :.  :. : : . ::    :.:.  
gi|148            MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFF 
                          10        20        30        40          
 
      60        70        80                                        
2MEPSP EGDASSASYFLAGAAITGGTV                                        
         : .....                                                    
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:46 2011 done: Tue Apr 19 10:57:46 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 193  - 272 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     4     2:* 
  32     9     8:=*= 
  34    17    22:=====* 
  36    24    44:======    * 
  38    58    73:===============   * 
  40    96   102:======================== * 
  42    91   125:=======================        * 
  44   110   138:============================      * 
  46   126   140:================================  * 
  48   184   134:=================================*============ 
  50   160   122:==============================*========= 
  52   121   108:==========================*==== 
  54   108    92:======================*==== 
  56    86    77:===================*== 
  58    46    63:============   * 
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  60    47    51:============* 
  62    44    41:==========* 
  64    26    33:======= * 
  66    22    26:======* 
  68    18    20:====* 
  70    19    16:===*= 
  72    17    12:==*== 
  74     9    10:==* 
  76    13     8:=*== 
  78     5     6:=* 
  80     6     5:=* 
  82     6     3:*= 
  84     2     3:* 
  86     4     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     4     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.59440.00319; mu= 12.6428 0.167 
 mean_var=34.0953 7.894, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.219648 
 Kolmogorov-Smirnov  statistic: 0.0782 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 25.3     1.3 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 24.3     2.5 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   57 23.0     4.8 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 23.0     4.9 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   53 21.4     4.9 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   54 21.8     5.2 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   56 22.7       6 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   52 21.1     6.2 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   56 22.7     6.3 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   52 21.1     7.3 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.7     7.5 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   55 22.4     7.8 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   49 20.0     8.5 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 22.1      11 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   56 22.9      11 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   50 20.5      13 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 20.5      13 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   50 20.5      13 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   50 20.5      13 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.1      13 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   51 21.0      14 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.8      15 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.2      16 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   53 21.8      16 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.4      17 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.7      17 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.5      18 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 20.3      19 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   48 19.9      19 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6301

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.9      20 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.1      22 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   51 21.2      23 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.6      25 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.6      25 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.6      26 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.4      27 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.8      28 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 18.4      28 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.8      28 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   51 21.3      29 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.7      30 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   46 19.3      30 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.3      30 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.9      30 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.9      30 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   44 18.5      34 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.9      34 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.9      34 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 20.2      38 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 18.6      38 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.6      39 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.6      39 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   50 21.0      39 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 20.2      39 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 20.2      39 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.8      39 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.0      41 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.6      42 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.0      43 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.4      44 
gi|78038796|emb|CAI43283.4| mala s 12 allergen pre ( 618)   49 20.6      45 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.6      46 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   44 18.6      46 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.6      46 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.6      46 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 21.0      47 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.8      48 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 18.3      49 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.9      49 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.3      49 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   49 20.7      50 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.3      53 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.3      53 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.5      54 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 19.1      55 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.3      55 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.7      55 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.3      57 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.3      57 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   43 18.3      59 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   47 19.9      60 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.5      61 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 17.9      62 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 17.9      62 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   43 18.4      64 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.2      66 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.2      66 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.6      66 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.6      66 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.6      68 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.0      69 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.6      69 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.6      69 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.0      71 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   45 19.2      72 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.6      72 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.6      72 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.2      75 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.6      76 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.6      76 
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gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.4      76 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 20.0      78 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.0      78 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.2      81 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   44 18.9      83 
gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 (  86)   39 16.9      84 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 20.1      85 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.1      87 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.5      87 
gi|218203826|gb|ACK76296.1| Der f 6 allergen [Derm ( 279)   43 18.5      88 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.5      88 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   44 18.9      89 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   44 18.9      89 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 16.9      92 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.3      92 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   44 18.9      93 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.7      97 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.7      97 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.3      98 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 15.3      99 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 100.4  bits: 25.3 E():  1.3 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (44-80:8-44) 
 
            20        30        40        50        60        70    
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
            80                                                      
2MEPSP ITGGTVT                                                      
       . .:. :                                                      
gi|144 VPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 95.3  bits: 24.3 E():  2.5 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (44-80:8-44) 
 
            20        30        40        50        60        70    
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
            80                                                      
2MEPSP ITGGTVT                                                      
       .  :. :                                                      
gi|144 VPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 90.3  bits: 23.0 E():  4.8 
Smith-Waterman score: 57; 34.9% identity (60.3% similar) in 63 aa overlap (2-62:141-195) 
 
                                            10         20        30 
2MEPSP                              ALGDVEIEIIDKLISI-PYVEMTLRLMERFG 
                                     :::::.. ::  :.: :  :. .  . : . 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDV--LAR-N 
              120       130       140       150       160           
 
               40        50         60        70        80          
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPK-NAYVEGDASSASYFLAGAAITGGTVT          
       .:   .:    ::...     .:: .:: ..::                            
gi|612 LKDLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYN 
       170       180            190       200       210       220   
 
gi|612 NDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVSVIM 
            230       240       250       260       270       280   
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>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 90.0  bits: 23.0 E():  4.9 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (29-77:151-193) 
 
                 10        20        30        40        50         
2MEPSP   ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
       60        70        80                                       
2MEPSP EGDASSASYFLAGAAITGGTVT                                       
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 90.0  bits: 21.4 E():  4.9 
Smith-Waterman score: 53; 29.6% identity (53.7% similar) in 54 aa overlap (25-77:26-78) 
 
                10        20        30        40         50         
2MEPSP  ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
       60        70        80                                 
2MEPSP EGDASSASYFLAGAAITGGTVT                                 
       :  ::  :   .::: .::                                    
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 89.6  bits: 21.8 E():  5.2 
Smith-Waterman score: 54; 29.7% identity (64.9% similar) in 37 aa overlap (1-35:90-126) 
 
                                             10          20         
2MEPSP                               ALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     ::::.  .: .  ::.. :     :.. .. 
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
       30        40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
       . .:..:                                              
gi|437 YHTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN             
     120       130       140       150                      
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 88.6  bits: 22.7 E():    6 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (48-77:59-88) 
 
        20        30        40        50        60        70        
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
        80                                                          
2MEPSP TVT                                                          
                                                                    
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 88.3  bits: 21.1 E():  6.2 
Smith-Waterman score: 52; 29.6% identity (53.7% similar) in 54 aa overlap (25-77:26-78) 
 
                10        20        30        40         50         
2MEPSP  ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
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                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
       60        70        80                                 
2MEPSP EGDASSASYFLAGAAITGGTVT                                 
       :  ::  :   .::: .::                                    
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 88.2  bits: 22.7 E():  6.3 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (48-77:79-108) 
 
        20        30        40        50        60        70        
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
        80                                                          
2MEPSP TVT                                                          
                                                                    
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 87.0  bits: 21.1 E():  7.3 
Smith-Waterman score: 52; 26.3% identity (47.4% similar) in 38 aa overlap (9-46:62-99) 
 
                                     10        20        30         
2MEPSP                       ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ..  .:..  . : .     ::: :    : 
gi|291 SLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLS 
              40        50        60        70        80        90  
 
       40        50        60        70        80        
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT        
       :   :. :                                          
gi|291 WIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
             100       110       120       130       140 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 86.8  bits: 20.7 E():  7.5 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (30-67:18-58) 
 
               10        20        30        40        50           
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAY 
                                    : .:  : ..  :. : : . :.:   :.:. 
gi|179             MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAF 
                           10        20        30        40         
 
        60        70        80                                      
2MEPSP VEGDASSASYFLAGAAITGGTVT                                      
       .  : .....                                                   
gi|179 AVIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVK 
       50        60        70        80        90       100         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 86.4  bits: 22.4 E():  7.8 
Smith-Waterman score: 55; 30.0% identity (63.3% similar) in 30 aa overlap (48-77:79-108) 
 
        20        30        40        50        60        70        
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
        80                                                          
2MEPSP TVT                                                          
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gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 85.8  bits: 20.0 E():  8.5 
Smith-Waterman score: 49; 23.8% identity (55.6% similar) in 63 aa overlap (1-60:5-64) 
 
                   10           20        30        40        50    
2MEPSP     ALGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
           ::.:. .: ::   ::.: :     ..   .. .:..   . .  ..:.:..  .  
gi|603 VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAAH 
                10        20        30        40          50        
 
            60        70        80 
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVT 
           .::                     
gi|603 LFKLIEGYLKDHPSEYN           
        60        70               
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 84.0  bits: 22.1 E():   11 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (28-61:279-317) 
 
                  10        20        30           40        50     
2MEPSP    ALGDVEIEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
             60        70        80                                 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVT                                 
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 83.9  bits: 22.9 E():   11 
Smith-Waterman score: 56; 24.2% identity (69.7% similar) in 33 aa overlap (11-43:383-415) 
 
                                   10        20        30        40 
2MEPSP                     ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                     .:....   ... . .: :.  ::  ...: 
gi|833 DLIPEWLGFIKGVVDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFD 
            360       370       380       390       400       410   
 
               50        60        70        80                     
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT                     
       .::                                                          
gi|833 KFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYIT 
            420       430       440       450       460       470   
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 82.7  bits: 20.5 E():   13 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (1-35:91-127) 
 
                                             10          20         
2MEPSP                               ALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
       30        40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
       : .:..:                                              
gi|132 FHTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN             
              130       140       150       160             
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 82.7  bits: 20.5 E():   13 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (3-40:125-160) 
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                                           10        20        30   
2MEPSP                             ALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
             40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
         :::...                                         
gi|132 --HSDAYN                                         
            160                                         
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 82.7  bits: 20.5 E():   13 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (1-35:91-127) 
 
                                             10          20         
2MEPSP                               ALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
       30        40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
       : .:..:                                              
gi|261 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN             
              130       140       150       160             
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 82.7  bits: 20.5 E():   13 
Smith-Waterman score: 50; 24.3% identity (64.9% similar) in 37 aa overlap (1-35:91-127) 
 
                                             10          20         
2MEPSP                               ALGDVEIEIID--KLISIPYVEMTLRLMER 
                                     :.::.  .. .  :... :     :.. .. 
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
       30        40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
       : .:..:                                              
gi|132 FHTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN             
              130       140       150       160             
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 82.7  bits: 22.1 E():   13 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (10-31:9-30) 
 
               10        20        30        40        50        60 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                :  :..::.. .: :  .: ::                              
gi|424  NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLYALFQEKLETS 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP DASSASYFLAGAAITGGTVT                                         
                                                                    
gi|424 PEFKALYDAIRSPEFQSIVGTLEAMPEYQNLIQKLKDKGVDVDHIIELIHQIFNIVRDTR 
      60        70        80        90       100       110          
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 81.6  bits: 21.0 E():   14 
Smith-Waterman score: 51; 24.4% identity (61.0% similar) in 41 aa overlap (8-47:36-73) 
 
                                      10        20         30       
2MEPSP                        ALGDVEIEIIDKLISIPYVEM-TLRLMERFGVKAEHS 
                                     .... ..: ::: . :..   :  ...  . 
gi|111 FVGGNWKCNGTVEQVESIVNTLNAGQIASTDVVEVVVSPPYVFLPTVKGKLRPEIQVAAQ 
          10        20        30        40        50        60      
 
         40        50        60        70        80                 
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2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT                 
       . : .   :::                                                  
gi|111 NCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGL 
          70           80        90       100       110       120   
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.6  bits: 19.8 E():   15 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (52-77:59-84) 
 
              30        40        50        60        70        80  
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT  
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.0  bits: 20.2 E():   16 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (12-35:104-127) 
 
                                  10        20        30        40  
2MEPSP                    ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
              50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                               
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN             
           140       150       160             
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 53; 23.4% identity (63.8% similar) in 47 aa overlap (23-69:118-161) 
 
                       10        20        30        40        50   
2MEPSP         ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRIV---EFQS 
        90       100       110       120       130       140        
 
             60        70        80                                 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVT                                 
         :. .    :.:.:.:                                            
gi|149 NPNTLILPKHSDADYILVVLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILNPDD 
          150       160       170       180       190       200     
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.4  bits: 19.4 E():   17 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (45-64:53-72) 
 
           20        30        40        50        60        70     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
           80              
2MEPSP TGGTVT              
                           
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 80.1  bits: 20.7 E():   17 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (44-74:25-54) 
 
            20        30        40        50        60        70    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6308

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     : ::..  :: .:  .   .:::.: .:.  
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
            80                                                      
2MEPSP ITGGTVT                                                      
       .                                                            
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 19.5 E():   18 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (32-55:20-43) 
 
              10        20        30        40        50        60  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::: : .   :. : :   ::: .       
gi|145            MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFE 
                          10        20        30        40          
 
              70        80                                          
2MEPSP ASSASYFLAGAAITGGTVT                                          
                                                                    
gi|145 IIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      50        60        70        80        90       100          
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.5  bits: 20.3 E():   19 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (39-74:166-201) 
 
       10        20        30        40        50        60         
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
       70        80 
2MEPSP LAGAAITGGTVT 
        : : .       
gi|116 EAVAKVNFQ    
         200        
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 48; 25.3% identity (56.0% similar) in 75 aa overlap (2-73:92-157) 
 
                                            10           20         
2MEPSP                              ALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
       30        40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
       : .:..:  . ..  .::....       ::      ::.:: .:        
gi|167 FHAKGDHEVNAEE--MKGAKEMAEKLLRAVE------SYLLAHTAEYN     
              130         140             150       160     
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 78.9  bits: 21.9 E():   20 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (18-67:539-592) 
 
                            10        20            30        40    
2MEPSP              ALGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
            50        60        70        80                        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT                        
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        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.2  bits: 19.1 E():   22 
Smith-Waterman score: 46; 31.9% identity (51.1% similar) in 47 aa overlap (10-56:3-44) 
 
               10        20        30        40        50        60 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                :  ..:   .: .:.     .:::: :  .  :. : :   ::  .:     
gi|207        MSITDIVSEKNIEAALE-----SVKAEGSFEYKCFFQKVGLAGKSADDAKKVF 
                      10             20        30        40         
 
               70        80                                         
2MEPSP DASSASYFLAGAAITGGTVT                                         
                                                                    
gi|207 EILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 78.0  bits: 21.2 E():   23 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (23-69:204-247) 
 
                       10        20        30        40        50   
2MEPSP         ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
             60        70        80                                 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVT                                 
         :. .    :.:...:                                            
gi|149 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.2  bits: 21.6 E():   25 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (31-67:553-589) 
 
               10        20        30        40        50        60 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
               70        80                                         
2MEPSP DASSASYFLAGAAITGGTVT                                         
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.2  bits: 21.6 E():   25 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (31-67:553-589) 
 
               10        20        30        40        50        60 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
               70        80                                         
2MEPSP DASSASYFLAGAAITGGTVT                                         
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.9  bits: 21.6 E():   26 
Smith-Waterman score: 52; 27.9% identity (58.1% similar) in 43 aa overlap (31-73:353-394) 
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               10        20        30        40        50        60 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     : ::   .   : . .  .  : : : :.  
gi|219 GSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADAR-DSHKPAVVKH 
            330       340       350       360       370        380  
 
               70        80                                         
2MEPSP DASSASYFLAGAAITGGTVT                                         
       :.: .:....:..                                                
gi|219 DGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIE 
             390       400       410       420       430       440  
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.7  bits: 16.4 E():   27 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (31-39:10-18) 
 
               10        20        30        40        50        60 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|409                      IAKVPPGGXITAEYGDKWLD                    
                                    10        20                    
 
               70        80 
2MEPSP DASSASYFLAGAAITGGTVT 
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 76.5  bits: 20.8 E():   28 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (23-74:53-104) 
 
                       10        20        30        40        50   
2MEPSP         ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
                60        70        80                              
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVT                              
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 76.5  bits: 18.4 E():   28 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (32-80:7-41) 
 
              10        20        30        40        50        60  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::    :::.    .:. .      .:: 
gi|212                         MADATEKAEH----DRFF----KKFDA------NGD 
                                       10                      20   
 
              70        80                                          
2MEPSP ASSASYFLAGAAITGGTVT                                          
       .. .:  :. :  . :.::                                          
gi|212 GTISSTELGDALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKI 
             30        40        50        60        70        80   
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.5  bits: 18.8 E():   28 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (33-55:21-43) 
 
             10        20        30        40        50        60   
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
             70        80                                           
2MEPSP SSASYFLAGAAITGGTVT                                           
                                                                    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6311

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 76.2  bits: 21.3 E():   29 
Smith-Waterman score: 51; 21.3% identity (66.0% similar) in 47 aa overlap (23-69:204-247) 
 
                       10        20        30        40        50   
2MEPSP         ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQS 
           180       190       200       210       220          230 
 
             60        70        80                                 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVT                                 
         :. .    :.:...:                                            
gi|169 KPNTLILPKHSDADFILVVLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNPDD 
              240       250       260       270       280       290 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.0  bits: 17.7 E():   30 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (34-52:1-19) 
 
            10        20        30        40        50        60    
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     ::   . ::  ::  : .:            
gi|377                               EHERIFKRFDAKGDGKISSSELGETLKPLG 
                                             10        20        30 
 
            70        80      
2MEPSP SASYFLAGAAITGGTVT      
                              
gi|377 SVTLEEIQRMMAEIDTDGDGFL 
               40        50   
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 25.3% identity (56.0% similar) in 75 aa overlap (2-73:92-157) 
 
                                            10           20         
2MEPSP                              ALGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGD-KLEKVSLELKIVAAPGGGSILKISGK 
              70        80        90        100       110       120 
 
       30        40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
       : .:..:  . ..  .::....       ::      ::.:: .:        
gi|154 FHAKGDHEVNAEE--MKGAKEMAEKLLRAVE------SYLLAHTAEYN     
              130         140             150       160     
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (12-49:104-139) 
 
                                  10        20        30        40  
2MEPSP                    ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
              50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
         :::...                                
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN           
             140       150       160           
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (45-77:269-302) 
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           20        30        40        50        60        70     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
            80                                                      
2MEPSP ITGGTVT                                                      
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (45-77:269-302) 
 
           20        30        40        50        60        70     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
            80                                                      
2MEPSP ITGGTVT                                                      
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 74.8  bits: 18.5 E():   34 
Smith-Waterman score: 44; 37.0% identity (55.6% similar) in 27 aa overlap (53-79:73-98) 
 
             30        40        50        60        70        80   
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT   
                                     :: : :  :: . ... :: :   : .    
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
gi|288 EFAVWVKQ 
                
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (29-56:87-110) 
 
                 10        20        30        40        50         
2MEPSP   ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
       60        70        80            
2MEPSP EGDASSASYFLAGAAITGGTVT            
                                         
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (29-56:87-110) 
 
                 10        20        30        40        50         
2MEPSP   ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
       60        70        80            
2MEPSP EGDASSASYFLAGAAITGGTVT            
                                         
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
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            120       130       140      
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (48-77:340-370) 
 
        20        30        40        50        60        70        
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
          80 
2MEPSP GGTVT 
       ::    
gi|113 GGYKV 
      370    
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (9-24:49-64) 
 
                                     10        20        30         
2MEPSP                       ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
       40        50        60        70        80     
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT     
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (32-42:8-18) 
 
              10        20        30        40        50        60  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
              70        80                                          
2MEPSP ASSASYFLAGAAITGGTVT                                          
                                                                    
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (32-42:8-18) 
 
              10        20        30        40        50        60  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
              70        80                                          
2MEPSP ASSASYFLAGAAITGGTVT                                          
                                                                    
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.7  bits: 21.0 E():   39 
Smith-Waterman score: 50; 37.0% identity (59.3% similar) in 27 aa overlap (1-27:415-441) 
 
                                             10        20        30 
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2MEPSP                               ALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                     :  : ::: . :  .:   ....:: :    
gi|425 AETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAEA 
          390       400       410       420       430       440     
 
               40        50        60        70        80           
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT           
                                                                    
gi|425 KLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQLQ 
          450       460       470       480       490       500     
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.7  bits: 20.2 E():   39 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (43-77:331-365) 
 
             20        30        40        50        60        70   
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
             80                              
2MEPSP AITGGTVT                              
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.7  bits: 20.2 E():   39 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (43-77:331-365) 
 
             20        30        40        50        60        70   
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
             80                              
2MEPSP AITGGTVT                              
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.7  bits: 19.8 E():   39 
Smith-Waterman score: 47; 36.7% identity (60.0% similar) in 30 aa overlap (48-77:264-291) 
 
        20        30        40        50        60        70        
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
        80        
2MEPSP TVT        
                  
gi|663 ATAAAGGYKA 
             300  
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.4  bits: 19.0 E():   41 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (38-49:134-145) 
 
        10        20        30        40        50        60        
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
        70        80       
2MEPSP FLAGAAITGGTVT       
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gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.3  bits: 16.6 E():   42 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (31-39:10-18) 
 
               10        20        30        40        50        60 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:                      
gi|751                      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK     
                                    10        20        30          
 
               70        80 
2MEPSP DASSASYFLAGAAITGGTVT 
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.1  bits: 19.0 E():   43 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (38-49:142-153) 
 
        10        20        30        40        50        60        
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
        70        80       
2MEPSP FLAGAAITGGTVT       
                           
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.8  bits: 19.4 E():   44 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (48-77:231-261) 
 
        20        30        40        50        60        70        
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
          80 
2MEPSP GGTVT 
       ::    
gi|226 GGYKV 
     260     
 
>>gi|78038796|emb|CAI43283.4| mala s 12 allergen precurs  (618 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 72.7  bits: 20.6 E():   45 
Smith-Waterman score: 49; 30.8% identity (66.7% similar) in 39 aa overlap (43-75:361-398) 
 
             20        30        40        50              60       
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN------AYVEGDASSAS 
                                     ....:...: :::      . : :::.. : 
gi|780 LSGIGDKNLLNGLGIDVVVDLPGVGENLQDHVSAGMSFK-PKNKKDAGPTSVTGDAKADS 
              340       350       360        370       380          
 
         70        80                                               
2MEPSP YFLAGAAITGGTVT                                               
       :  .... :                                                    
gi|780 YVNSAVSYTSLGKLFNNKDSILGKIQARAKQIADSHNVSPAVKQGQSKAYNALADTIFPS 
     390       400       410       420       430       440          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (46-61:111-126) 
 
          20        30        40        50        60        70      
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
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                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
          80                
2MEPSP GGTVT                
                            
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 25.0% identity (63.9% similar) in 36 aa overlap (2-35:92-127) 
 
                                            10          20          
2MEPSP                              ALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
      30        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
        .:..:                                              
gi|400 HTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN             
             130       140       150       160             
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (46-61:111-126) 
 
          20        30        40        50        60        70      
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
          80                
2MEPSP GGTVT                
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (46-61:111-126) 
 
          20        30        40        50        60        70      
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
          80                
2MEPSP GGTVT                
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.3  bits: 21.0 E():   47 
Smith-Waterman score: 50; 37.0% identity (59.3% similar) in 27 aa overlap (1-27:501-527) 
 
                                             10        20        30 
2MEPSP                               ALGDVEIEIIDKLISIPYVEMTLRLMERFG 
                                     :  : ::: . :  .:   ....:: :    
gi|377 AETLRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAEA 
              480       490       500       510       520       530 
 
               40        50        60        70        80           
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT           
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gi|377 KLKTEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQLQ 
              540       550       560       570       580       590 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.2  bits: 19.8 E():   48 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (42-68:319-345) 
 
              20        30        40        50        60        70  
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
              80                             
2MEPSP AAITGGTVT                             
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 72.0  bits: 18.3 E():   49 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (32-78:9-60) 
 
              10        20        30        40        50            
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY- 
                                     : :.::..: :  . : .. .    :.:   
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
         60        70        80                                     
2MEPSP -VEGDASSASYFLAGAAITGGTVT                                     
        :: .... :: .  :.   .:                                       
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.0  bits: 19.9 E():   49 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (30-61:182-217) 
 
                10        20        30            40        50      
2MEPSP  ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
          60        70        80                                    
2MEPSP AYVEGDASSASYFLAGAAITGGTVT                                    
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.9  bits: 20.3 E():   49 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (15-67:417-466) 
 
                               10        20        30        40     
2MEPSP                 ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
           50        60        70        80                         
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT                         
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.9  bits: 20.7 E():   50 
Smith-Waterman score: 49; 27.6% identity (55.2% similar) in 58 aa overlap (31-78:65-121) 
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               10        20        30        40        50           
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
               60        70        80                               
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVT                               
       :  :  : . ..:..::. : :..  ::                                 
gi|135 PIAAEVYEHTEGSTTSYY-AVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLH 
          100       110        120       130       140       150    
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 18.3 E():   53 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (2-16:83-97) 
 
                                            10        20        30  
2MEPSP                              ALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
              40        50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                                         
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG                  
            120       130       140                      
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 18.3 E():   53 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (2-16:83-97) 
 
                                            10        20        30  
2MEPSP                              ALGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
              40        50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                                         
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG                  
            120       130       140                      
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.3  bits: 17.5 E():   54 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (33-52:9-28) 
 
             10        20        30        40        50        60   
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
             70        80                             
2MEPSP SSASYFLAGAAITGGTVT                             
                                                      
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (48-77:232-262) 
 
        20        30        40        50        60        70        
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
          80 
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2MEPSP GGTVT 
       ::    
gi|180 GGYKV 
             
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (3-56:92-139) 
 
                                           10        20        30   
2MEPSP                             ALGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
             40        50         60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEGDASSASYFLAGAAITGGTVT 
         :::  :  . .::..  ::  ::                         
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG            
        120         130       140       150              
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.0  bits: 18.7 E():   55 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (18-44:155-183) 
 
                            10        20        30          40      
2MEPSP              ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
          50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                           
gi|549 CNYGPAGNVGNEPIYERK                  
          190       200                    
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (12-35:104-127) 
 
                                  10        20        30        40  
2MEPSP                    ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
              50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                               
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN             
           140       150       160             
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (12-35:104-127) 
 
                                  10        20        30        40  
2MEPSP                    ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
              50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                               
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN             
           140       150       160             
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
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Smith-Waterman score: 44; 19.6% identity (54.3% similar) in 46 aa overlap (27-70:81-126) 
 
                   10        20        30        40        50       
2MEPSP     ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK-- 
                                     . : .    ...:.  :.  :  :.. .   
gi|212 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSIV 
               60        70        80        90       100       110 
 
           60        70        80                                
2MEPSP NAYVEGDASSASYFLAGAAITGGTVT                                
        . ...: :   :..:                                          
gi|212 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              120       130       140       150       160        
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.3  bits: 19.9 E():   60 
Smith-Waterman score: 47; 37.9% identity (51.7% similar) in 29 aa overlap (43-71:149-173) 
 
             20        30        40        50        60        70   
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     ..: :   :  :    ::  ::: .: .:  
gi|572 FLLQSGSSIFSWHGNQSTYEQQQLAAKVAEFLKPGATVKHTK----EGTESSAFWFAVGG 
      120       130       140       150       160           170     
 
             80                                                     
2MEPSP AITGGTVT                                                     
                                                                    
gi|572 KQSYTSKKVATEVSRDPHLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWI 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (43-75:331-363) 
 
             20        30        40        50        60        70   
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
             80                               
2MEPSP AITGGTVT                               
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
              370       380       390         
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 17.9 E():   62 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (31-60:14-43) 
 
               10        20        30        40        50        60 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|179                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
 
               70        80                                         
2MEPSP DASSASYFLAGAAITGGTVT                                         
                                                                    
gi|179 YMTMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 17.9 E():   62 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (31-60:14-43) 
 
               10        20        30        40        50        60 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : :.::  :   .  ...  :.    :: 
gi|144                  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEG 
                                10        20        30        40    
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               70        80                                         
2MEPSP DASSASYFLAGAAITGGTVT                                         
                                                                    
gi|144 YMTMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMR 
            50        60        70        80        90       100    
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 18.4 E():   64 
Smith-Waterman score: 44; 20.5% identity (54.5% similar) in 44 aa overlap (29-70:99-142) 
 
                 10        20        30        40        50         
2MEPSP   ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK--NA 
                                     : .    ...:.  :.  :  :.. .   . 
gi|606 VIQVTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSIVAG 
       70        80        90       100       110       120         
 
         60        70        80                                
2MEPSP YVEGDASSASYFLAGAAITGGTVT                                
        ...: :   :..:                                          
gi|606 CLDNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
      130       140       150       160       170       180    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 17.2 E():   66 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (32-49:7-24) 
 
              10        20        30        40        50        60  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
              70        80                             
2MEPSP ASSASYFLAGAAITGGTVT                             
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 17.2 E():   66 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (32-49:7-24) 
 
              10        20        30        40        50        60  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
              70        80                             
2MEPSP ASSASYFLAGAAITGGTVT                             
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (52-76:59-84) 
 
              30        40        50         60        70        80 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
gi|668 AAKEKNEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (52-76:59-84) 
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              30        40        50         60        70        80 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
gi|833 AAEEKKEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.4  bits: 19.6 E():   68 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (25-67:144-187) 
 
                     10        20        30        40        50     
2MEPSP       ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
           60           70        80                                
2MEPSP NAYVEG---DASSASYFLAGAAITGGTVT                                
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (46-62:109-125) 
 
          20        30        40        50        60        70      
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
          80           
2MEPSP GGTVT           
                       
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 19.6 E():   69 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (28-67:367-406) 
 
                  10        20        30        40        50        
2MEPSP    ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
        60        70        80                                      
2MEPSP VEGDASSASYFLAGAAITGGTVT                                      
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 19.6 E():   69 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (28-67:367-406) 
 
                  10        20        30        40        50        
2MEPSP    ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
        60        70        80                                      
2MEPSP VEGDASSASYFLAGAAITGGTVT                                      
       :   ::: ..                                                   
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gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 25.0% identity (63.9% similar) in 36 aa overlap (2-35:92-127) 
 
                                            10          20          
2MEPSP                              ALGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKY 
              70        80        90       100       110       120  
 
      30        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
        .:..:                                              
gi|400 HTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN             
             130       140       150       160             
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.9  bits: 19.2 E():   72 
Smith-Waterman score: 45; 18.4% identity (63.3% similar) in 49 aa overlap (27-75:159-207) 
 
                   10        20        30        40        50       
2MEPSP     ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|117 VFIKRVSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
         60        70        80                                     
2MEPSP YVEGDASSASYFLAGAAITGGTVT                                     
       . ... . ..  :.....:                                          
gi|117 FSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 19.6 E():   72 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (28-67:376-415) 
 
                  10        20        30        40        50        
2MEPSP    ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
        60        70        80                                      
2MEPSP VEGDASSASYFLAGAAITGGTVT                                      
       :   ::: ..                                                   
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 17.6 E():   72 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (9-35:86-112) 
 
                                     10        20        30         
2MEPSP                       ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
       40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                                  
gi|301 LIRSLFGLP                                  
         120                                      
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (9-35:169-195) 
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                                     10         20        30        
2MEPSP                       ALGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
        40        50        60        70        80                  
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT                  
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.6 E():   76 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (32-50:9-27) 
 
              10        20        30        40        50        60  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
              70        80                                          
2MEPSP ASSASYFLAGAAITGGTVT                                          
                                                                    
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.6 E():   76 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (32-50:9-27) 
 
              10        20        30        40        50        60  
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
              70        80                                          
2MEPSP ASSASYFLAGAAITGGTVT                                          
                                                                    
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.4 E():   76 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (9-35:5-31) 
 
               10        20        30        40        50        60 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
               ::. : ..:  .  :. ..  :: ..:                          
gi|424     EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGLTRAARNLQDDLNDF 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP DASSASYFLAGAAITGGTVT                                         
                                                                    
gi|424 LALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGL 
         60        70        80        90       100       110       
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 20.0 E():   78 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (54-73:375-394) 
 
            30        40        50        60        70        80    
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT    
                                     : : :. :.: .:... :..           
gi|581 SSDGRTLYVTAEDHATGKLFTLPADARDNHKPAVVKHDGSVSSFYFIGSSKSVLISGNSL 
          350       360       370       380       390       400     
 
gi|581 WSNALYQVATPDRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDK 
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          410       420       430       440       450       460     
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.3  bits: 18.0 E():   78 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (4-45:115-155) 
 
                                          10        20        30    
2MEPSP                            ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
            40        50        60        70        80 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
       . :... . . :                                    
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG          
           150       160       170       180           
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.2 E():   81 
Smith-Waterman score: 42; 25.0% identity (65.6% similar) in 32 aa overlap (48-79:69-98) 
 
        20        30        40        50        60        70        
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
        80           
2MEPSP TVT           
        .            
gi|207 KIGVEEFQALVKA 
        100          
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.8  bits: 18.9 E():   83 
Smith-Waterman score: 44; 35.1% identity (67.6% similar) in 37 aa overlap (37-73:38-70) 
 
         10        20        30        40        50        60       
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
         70        80                                               
2MEPSP YFLAGAAITGGTVT                                               
          ::.:                                                      
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
>>gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 [Ch  (86 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 16.9 E():   84 
Smith-Waterman score: 39; 42.9% identity (66.7% similar) in 21 aa overlap (60-80:24-44) 
 
      30        40        50        60        70        80          
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT          
                                     ::.. .:  :. :  : :.::          
gi|294        MAAEDTPQDIADRERIFKRFDTNGDGKISSSELGDALKTLGSVTPDEVRRMMA 
                      10        20        30        40        50    
 
gi|294 EIDTDGDGFISFDEFTDFARANRGLVKDVSKIF 
            60        70        80       
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.6  bits: 20.1 E():   85 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (45-64:767-786) 
 
           20        30        40        50        60        70     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
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        740       750       760       770       780       790       
 
           80              
2MEPSP TGGTVT              
                           
gi|170 AQLPAMCRLEGGDALLASQ 
        800       810      
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.5  bits: 20.1 E():   87 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (45-64:782-801) 
 
           20        30        40        50        60        70     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
           80              
2MEPSP TGGTVT              
                           
gi|217 AQLPAMCRLEGGDALLASQ 
             820       830 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (9-35:236-262) 
 
                                     10        20        30         
2MEPSP                       ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
       40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                                  
gi|225 LIRSWFGLP                                  
         270                                      
 
>>gi|218203826|gb|ACK76296.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (28-63:107-142) 
 
                  10        20        30        40        50        
2MEPSP    ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
        60        70        80                                      
2MEPSP VEGDASSASYFLAGAAITGGTVT                                      
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (28-63:107-142) 
 
                  10        20        30        40        50        
2MEPSP    ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
        60        70        80                                      
2MEPSP VEGDASSASYFLAGAAITGGTVT                                      
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
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>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.2  bits: 18.9 E():   89 
Smith-Waterman score: 44; 18.4% identity (63.3% similar) in 49 aa overlap (27-75:159-207) 
 
                   10        20        30        40        50       
2MEPSP     ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
         60        70        80                                     
2MEPSP YVEGDASSASYFLAGAAITGGTVT                                     
       . ... . ..  :.....:                                          
gi|195 FSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.2  bits: 18.9 E():   89 
Smith-Waterman score: 44; 18.4% identity (63.3% similar) in 49 aa overlap (27-75:159-207) 
 
                   10        20        30        40        50       
2MEPSP     ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
         60        70        80                                     
2MEPSP YVEGDASSASYFLAGAAITGGTVT                                     
       . ... . ..  :.....:                                          
gi|493 FSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 16.9 E():   92 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (41-49:67-75) 
 
               20        30        40        50        60        70 
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
               80 
2MEPSP GAAITGGTVT 
                  
gi|126 N          
                  
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.0  bits: 15.3 E():   92 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (31-39:10-18) 
 
               10        20        30        40        50        60 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
               70        80 
2MEPSP DASSASYFLAGAAITGGTVT 
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.9 E():   93 
Smith-Waterman score: 44; 47.6% identity (66.7% similar) in 21 aa overlap (60-80:145-165) 
 
      30        40        50        60        70        80          
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT          
                                     ::.::::  .   ..: : ::          
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6328

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.6  bits: 17.7 E():   97 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (32-67:63-101) 
 
              10        20        30        40        50            
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
       60        70        80                                       
2MEPSP EGDASSASYFLAGAAITGGTVT                                       
       .: : :: :                                                    
gi|212 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYTL 
            100       110       120       130       140       150   
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.5  bits: 17.7 E():   97 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (32-67:64-102) 
 
              10        20        30        40        50            
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
       60        70        80                                       
2MEPSP EGDASSASYFLAGAAITGGTVT                                       
       .: : :: :                                                    
gi|116 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYTL 
           100       110       120       130       140       150    
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 66.5  bits: 19.3 E():   98 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (34-56:208-228) 
 
            10        20        30        40        50        60    
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
            70        80                                            
2MEPSP SASYFLAGAAITGGTVT                                            
                                                                    
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.4  bits: 15.3 E():   99 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (31-39:10-18) 
 
               10        20        30        40        50        60 
2MEPSP ALGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . :...:.:                      
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK     
                                    10        20        30          
 
               70        80 
2MEPSP DASSASYFLAGAAITGGTVT 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:46 2011 done: Tue Apr 19 10:57:46 2011 
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 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 194  - 273 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     4     2:* 
  32     8     8:=* 
  34    14    22:==== * 
  36    29    44:========  * 
  38    56    73:==============    * 
  40    96   102:======================== * 
  42    98   125:=========================      * 
  44   112   138:============================      * 
  46   112   140:============================      * 
  48   204   134:=================================*================= 
  50   156   122:==============================*======== 
  52   116   108:==========================*== 
  54   106    92:======================*==== 
  56    77    77:===================* 
  58    49    63:=============  * 
  60    45    51:============* 
  62    46    41:==========*= 
  64    28    33:======= * 
  66    19    26:===== * 
  68    17    20:====* 
  70    21    16:===*== 
  72    18    12:==*== 
  74    14    10:==*= 
  76    10     8:=*= 
  78     6     6:=* 
  80     8     5:=* 
  82     5     3:*= 
  84     1     3:* 
  86     7     2:*= 
  88     4     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.50600.00321; mu= 13.1585 0.168 
 mean_var=35.1569 8.163, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.216306 
 Kolmogorov-Smirnov  statistic: 0.0829 (N=29) at  46 
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Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 25.1     1.4 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 24.2     2.7 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   57 22.9     5.2 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 22.9     5.3 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   53 21.2     5.5 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   56 22.5     6.4 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   56 22.6     6.8 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   52 20.9     6.8 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   56 22.6     7.5 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   56 22.6     7.5 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   52 21.0       8 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.6     8.2 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   55 22.3     8.4 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   56 22.7     9.1 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 22.0      11 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   56 22.8      11 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   54 22.0      13 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.1      13 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 20.4      14 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   51 20.9      15 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   54 22.1      16 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.7      16 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   49 20.1      17 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   49 20.1      17 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.1      17 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   49 20.1      17 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.3      18 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.6      19 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.4      19 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 20.2      20 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   48 19.8      21 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.9      21 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.0      24 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   46 19.0      24 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.6      26 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.6      26 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   44 18.3      27 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.6      28 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.8      29 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 18.7      30 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.7      30 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 18.3      30 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.3      30 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.8      32 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.8      32 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.2      32 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   46 19.2      32 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.5      32 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.8      37 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.8      37 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 20.1      39 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   45 18.9      40 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   45 18.9      40 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   45 18.9      40 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 18.5      40 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 20.1      41 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 20.1      41 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.7      41 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.5      42 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.5      42 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.9      44 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.9      45 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.5      46 
gi|67975085|gb|AAY84563.1| group 18 allergen prote ( 462)   48 20.2      46 
gi|78038796|emb|CAI43283.4| mala s 12 allergen pre ( 618)   49 20.6      46 
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gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.3      46 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.5      49 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.5      49 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   44 18.5      49 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.5      49 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.8      50 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   49 20.6      50 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   49 20.6      51 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.8      51 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.2      51 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 18.2      52 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.2      56 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.2      56 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.4      57 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 19.0      58 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.6      58 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.2      58 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   49 20.7      60 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   46 19.5      60 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   46 19.5      60 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.2      61 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.2      61 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   47 19.9      62 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   43 18.3      62 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.5      63 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 17.9      65 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 17.9      65 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   43 18.3      67 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.1      70 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.1      70 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.5      70 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.5      70 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.5      70 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.5      72 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.5      72 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.9      72 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.6      74 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   45 19.2      74 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 17.9      75 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.5      76 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.2      77 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.4      79 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.5      80 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.5      80 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 20.0      80 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.0      82 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   44 18.8      86 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 20.1      87 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.1      88 
gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 (  86)   39 16.8      89 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.4      90 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.4      91 
gi|218203826|gb|ACK76296.1| Der f 6 allergen [Derm ( 279)   43 18.4      91 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   44 18.9      96 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 16.8      97 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.2      99 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 99.7  bits: 25.1 E():  1.4 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (43-79:8-44) 
 
             20        30        40        50        60        70   
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
             80                                                     
2MEPSP ITGGTVTV                                                     
       . .:. :                                                      
gi|144 VPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
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        40        50        60        70        80        90        
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 94.6  bits: 24.2 E():  2.7 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (43-79:8-44) 
 
             20        30        40        50        60        70   
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
             80                                                     
2MEPSP ITGGTVTV                                                     
       .  :. :                                                      
gi|144 VPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 89.6  bits: 22.9 E():  5.2 
Smith-Waterman score: 57; 34.9% identity (60.3% similar) in 63 aa overlap (1-61:141-195) 
 
                                             10         20          
2MEPSP                               LGDVEIEIIDKLISI-PYVEMTLRLMERFG 
                                     :::::.. ::  :.: :  :. .  . : . 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDV--LAR-N 
              120       130       140       150       160           
 
      30        40        50         60        70        80         
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPK-NAYVEGDASSASYFLAGAAITGGTVTV         
       .:   .:    ::...     .:: .:: ..::                            
gi|612 LKDLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYN 
       170       180            190       200       210       220   
 
gi|612 NDTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVSVIM 
            230       240       250       260       270       280   
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 89.4  bits: 22.9 E():  5.3 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (28-76:151-193) 
 
                  10        20        30        40        50        
2MEPSP    LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
        60        70        80                                      
2MEPSP EGDASSASYFLAGAAITGGTVTV                                      
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 89.2  bits: 21.2 E():  5.5 
Smith-Waterman score: 53; 29.6% identity (53.7% similar) in 54 aa overlap (24-76:26-78) 
 
                 10        20        30        40         50        
2MEPSP   LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
        60        70        80                                
2MEPSP EGDASSASYFLAGAAITGGTVTV                                
       :  ::  :   .::: .::                                    
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 88.0  bits: 22.5 E():  6.4 
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Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (47-76:59-88) 
 
         20        30        40        50        60        70       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
         80                                                         
2MEPSP TVTV                                                         
                                                                    
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.6  bits: 22.6 E():  6.8 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (47-76:79-108) 
 
         20        30        40        50        60        70       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
         80                                                         
2MEPSP TVTV                                                         
                                                                    
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 87.6  bits: 20.9 E():  6.8 
Smith-Waterman score: 52; 29.6% identity (53.7% similar) in 54 aa overlap (24-76:26-78) 
 
                 10        20        30        40         50        
2MEPSP   LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
        60        70        80                                
2MEPSP EGDASSASYFLAGAAITGGTVTV                                
       :  ::  :   .::: .::                                    
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 86.8  bits: 22.6 E():  7.5 
Smith-Waterman score: 56; 23.0% identity (58.1% similar) in 74 aa overlap (8-70:160-233) 
 
                                      10        20        30        
2MEPSP                        LGDVEIEIIDKLISIPYVEMTLRLMERFGVKA-EHSD 
                                     ..:. ... . :.  :  . ... . .: : 
gi|129 PWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVD 
     130       140       150       160       170       180          
 
         40            50              60        70        80       
2MEPSP SWDR-FYIKG---GQKYKSPKNAYV------EGDASSASYFLAGAAITGGTVTV       
       :  .  ...:   :. :   :.: .      .:..::.: .: :                 
gi|129 SIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSK 
     190       200       210       220       230       240          
 
gi|129 AAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKS 
     250       260       270       280       290       300          
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 86.8  bits: 22.6 E():  7.5 
Smith-Waterman score: 56; 23.0% identity (58.1% similar) in 74 aa overlap (8-70:160-233) 
 
                                      10        20        30        
2MEPSP                        LGDVEIEIIDKLISIPYVEMTLRLMERFGVKA-EHSD 
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                                     ..:. ... . :.  :  . ... . .: : 
gi|746 PWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVD 
     130       140       150       160       170       180          
 
         40            50              60        70        80       
2MEPSP SWDR-FYIKG---GQKYKSPKNAYV------EGDASSASYFLAGAAITGGTVTV       
       :  .  ...:   :. :   :.: .      .:..::.: .: :                 
gi|746 SIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSK 
     190       200       210       220       230       240          
 
gi|746 AAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKS 
     250       260       270       280       290       300          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.3  bits: 21.0 E():    8 
Smith-Waterman score: 52; 26.3% identity (47.4% similar) in 38 aa overlap (8-45:62-99) 
 
                                      10        20        30        
2MEPSP                        LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ..  .:..  . : .     ::: :    : 
gi|291 SLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLS 
              40        50        60        70        80        90  
 
        40        50        60        70        80       
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV       
       :   :. :                                          
gi|291 WIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
             100       110       120       130       140 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 86.1  bits: 20.6 E():  8.2 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (29-66:18-58) 
 
               10        20        30        40        50           
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYV 
                                   : .:  : ..  :. : : . :.:   :.:.. 
gi|179            MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFA 
                          10        20        30        40          
 
        60        70        80                                      
2MEPSP EGDASSASYFLAGAAITGGTVTV                                      
         : .....                                                    
gi|179 VIDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
      50        60        70        80        90       100          
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 85.9  bits: 22.3 E():  8.4 
Smith-Waterman score: 55; 30.0% identity (63.3% similar) in 30 aa overlap (47-76:79-108) 
 
         20        30        40        50        60        70       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
         80                                                         
2MEPSP TVTV                                                         
                                                                    
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 56; 22.0% identity (62.7% similar) in 59 aa overlap (22-80:118-170) 
 
                        10        20        30        40        50  
2MEPSP          LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRI---VEFQS 
        90       100       110       120       130          140     
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              60        70        80                                
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTV                                
         :. .    :.:.:.:.   . .: .:.                                
gi|149 NPNTLILPKHSDADYILV---VLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILN 
          150       160          170       180       190       200  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 83.5  bits: 22.0 E():   11 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (27-60:279-317) 
 
                   10        20           30        40        50    
2MEPSP     LGDVEIEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
              60        70        80                                
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTV                                
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 83.5  bits: 22.8 E():   11 
Smith-Waterman score: 56; 24.2% identity (69.7% similar) in 33 aa overlap (10-42:383-415) 
 
                                    10        20        30          
2MEPSP                      LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                     .:....   ... . .: :.  ::  ...: 
gi|833 DLIPEWLGFIKGVVDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFD 
            360       370       380       390       400       410   
 
      40        50        60        70        80                    
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV                    
       .::                                                          
gi|833 KFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYIT 
            420       430       440       450       460       470   
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 82.7  bits: 22.0 E():   13 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (22-80:204-256) 
 
                        10        20        30        40        50  
2MEPSP          LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
              60        70        80                                
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTV                                
         :. .    :.:...:.   . .: .:.                                
gi|149 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 82.2  bits: 22.1 E():   13 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (9-30:9-30) 
 
               10        20        30        40        50        60 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
               :  :..::.. .: :  .: ::                               
gi|424 NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLYALFQEKLETSP 
               10        20        30        40        50        60 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 82.1  bits: 20.4 E():   14 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (2-39:125-160) 
 
                                            10        20        30  
2MEPSP                              LGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
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gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
              40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
         :::...                                          
gi|132 --HSDAYN                                          
            160                                          
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 81.1  bits: 20.9 E():   15 
Smith-Waterman score: 51; 24.4% identity (61.0% similar) in 41 aa overlap (7-46:36-73) 
 
                                       10        20         30      
2MEPSP                         LGDVEIEIIDKLISIPYVEM-TLRLMERFGVKAEHS 
                                     .... ..: ::: . :..   :  ...  . 
gi|111 FVGGNWKCNGTVEQVESIVNTLNAGQIASTDVVEVVVSPPYVFLPTVKGKLRPEIQVAAQ 
          10        20        30        40        50        60      
 
          40        50        60        70        80                
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV                
       . : .   :::                                                  
gi|111 NCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGL 
          70           80        90       100       110       120   
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 80.9  bits: 22.1 E():   16 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (22-80:204-256) 
 
                        10        20        30        40        50  
2MEPSP          LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
              60        70        80                                
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTV                                
         :. .    :.:...:.   . .: .:.                                
gi|169 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.7 E():   16 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (51-76:59-84) 
 
               30        40        50        60        70        80 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 49; 27.8% identity (63.9% similar) in 36 aa overlap (1-34:91-126) 
 
                                             10          20         
2MEPSP                               LGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     :::.  .: .  ::.. :     :.. ... 
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
       30        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
        .:..:                                               
gi|437 HTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN              
              130       140       150                       
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
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 initn:  43 init1:  43 opt:  49  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 49; 27.8% identity (63.9% similar) in 36 aa overlap (1-34:91-126) 
 
                                             10          20         
2MEPSP                               LGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     :::.  .: .  ::.. :     :.. ... 
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
       30        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
        .:..:                                               
gi|437 HTKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN              
              130       140       150                       
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (11-34:104-127) 
 
                                   10        20        30        40 
2MEPSP                     LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
               50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                                
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN              
           140       150       160              
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 49; 27.8% identity (63.9% similar) in 36 aa overlap (1-34:92-127) 
 
                                             10          20         
2MEPSP                               LGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     :::.  .: .  ::.. :     :.. ... 
gi|132 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
       30        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
        .:..:                                               
gi|132 HTKGDHEMKAEHMKAIKEKAEALLRAVESYLLAHSDAYN              
             130       140       150       160              
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.8  bits: 19.3 E():   18 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (44-63:53-72) 
 
            20        30        40        50        60        70    
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
            80             
2MEPSP TGGTVTV             
                           
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 79.6  bits: 20.6 E():   19 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (43-73:25-54) 
 
             20        30        40        50        60        70   
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     : ::..  :: .:  .   .:::.: .:.  
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
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                     10        20        30         40        50    
 
             80                                                     
2MEPSP ITGGTVTV                                                     
       .                                                            
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.4 E():   19 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (31-54:20-43) 
 
               10        20        30        40        50        60 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::: : .   :. : :   ::: .       
gi|145            MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFE 
                          10        20        30        40          
 
               70        80                                         
2MEPSP ASSASYFLAGAAITGGTVTV                                         
                                                                    
gi|145 IIDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      50        60        70        80        90       100          
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.0  bits: 20.2 E():   20 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (38-73:166-201) 
 
        10        20        30        40        50        60        
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
        70        80 
2MEPSP LAGAAITGGTVTV 
        : : .        
gi|116 EAVAKVNFQ     
         200         
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 48; 25.3% identity (56.0% similar) in 75 aa overlap (1-72:92-157) 
 
                                             10           20        
2MEPSP                               LGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|167 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGD-KLEKVSHELKIVAAPGGGSILKISSK 
              70        80        90        100       110       120 
 
        30        40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
       : .:..:  . ..  .::....       ::      ::.:: .:         
gi|167 FHAKGDHEVNAEE--MKGAKEMAEKLLRAVE------SYLLAHTAEYN      
              130         140             150       160      
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 78.6  bits: 21.9 E():   21 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (17-66:539-592) 
 
                             10        20            30        40   
2MEPSP               LGDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
             50        60        70        80                       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV                       
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
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>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.6  bits: 19.0 E():   24 
Smith-Waterman score: 47; 29.4% identity (64.7% similar) in 34 aa overlap (47-80:69-100) 
 
         20        30        40        50        60        70       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
         80          
2MEPSP TVTV          
        . :          
gi|207 KIGVEEFQALVKA 
        100          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.6  bits: 19.0 E():   24 
Smith-Waterman score: 46; 34.5% identity (55.2% similar) in 29 aa overlap (52-80:73-100) 
 
              30        40        50        60        70        80  
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV  
                                     :: : :  :: . ... :: :   : . .  
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
gi|288 EFAVWVKQ 
                
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.9  bits: 21.6 E():   26 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (30-66:553-589) 
 
                10        20        30        40        50          
2MEPSP  LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
      60        70        80                                        
2MEPSP DASSASYFLAGAAITGGTVTV                                        
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.9  bits: 21.6 E():   26 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (30-66:553-589) 
 
                10        20        30        40        50          
2MEPSP  LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
      60        70        80                                        
2MEPSP DASSASYFLAGAAITGGTVTV                                        
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.6  bits: 18.3 E():   27 
Smith-Waterman score: 44; 22.6% identity (54.8% similar) in 62 aa overlap (1-59:6-64) 
 
                    10           20        30        40        50   
2MEPSP      LGDVEIEIID---KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
            :.:. .: ::   ::.: :     ..   .. .:..   . .  ..:.:..  .  
gi|603 VEGDALSDT-LEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAAH 
                10        20        30        40          50        
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             60        70        80 
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTV 
           .::                      
gi|603 LFKLIEGYLKDHPSEYN            
        60        70                
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.6  bits: 21.6 E():   28 
Smith-Waterman score: 52; 27.9% identity (58.1% similar) in 43 aa overlap (30-72:353-394) 
 
                10        20        30        40        50          
2MEPSP  LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     : ::   .   : . .  .  : : : :.  
gi|219 GSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADAR-DSHKPAVVKH 
            330       340       350       360       370        380  
 
      60        70        80                                        
2MEPSP DASSASYFLAGAAITGGTVTV                                        
       :.: .:....:..                                                
gi|219 DGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIE 
             390       400       410       420       430       440  
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 76.2  bits: 20.8 E():   29 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (22-73:53-104) 
 
                        10        20        30        40        50  
2MEPSP          LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
                 60        70        80                             
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVTV                             
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.0  bits: 18.7 E():   30 
Smith-Waterman score: 45; 26.5% identity (64.7% similar) in 34 aa overlap (47-80:69-100) 
 
         20        30        40        50        60        70       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
         80          
2MEPSP TVTV          
        . :          
gi|207 KIGVEEFQALVKA 
        100          
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.9  bits: 18.7 E():   30 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (32-54:21-43) 
 
              10        20        30        40        50        60  
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
              70        80                                          
2MEPSP SSASYFLAGAAITGGTVTV                                          
                                                                    
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
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>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 75.9  bits: 18.3 E():   30 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (31-79:7-41) 
 
               10        20        30        40        50        60 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::    :::.    .:. .      .:: 
gi|212                         MADATEKAEH----DRFF----KKFDA------NGD 
                                       10                      20   
 
               70        80                                         
2MEPSP ASSASYFLAGAAITGGTVTV                                         
       .. .:  :. :  . :.::                                          
gi|212 GTISSTELGDALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKI 
             30        40        50        60        70        80   
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 75.9  bits: 16.3 E():   30 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (30-38:10-18) 
 
               10        20        30        40        50        60 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                    . ::..:.:                       
gi|409                     IAKVPPGGXITAEYGDKWLD                     
                                   10        20                     
 
               70        80 
2MEPSP ASSASYFLAGAAITGGTVTV 
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.5  bits: 20.8 E():   32 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (44-76:269-302) 
 
            20        30        40        50        60         70   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
             80                                                     
2MEPSP ITGGTVTV                                                     
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.5  bits: 20.8 E():   32 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (44-76:269-302) 
 
            20        30        40        50        60         70   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
             80                                                     
2MEPSP ITGGTVTV                                                     
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (11-48:104-139) 
 
                                   10        20        30        40 
2MEPSP                     LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
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               50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
         :::...                                 
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN            
             140       150       160            
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 46; 25.3% identity (56.0% similar) in 75 aa overlap (1-72:92-157) 
 
                                             10           20        
2MEPSP                               LGDVEIEIID---KLISIPYVEMTLRLMER 
                                     ::: ..: ..   :... :     :..  . 
gi|154 GSPFKFVKERVDEVDNANFKFSYTVIEGDVLGD-KLEKVSLELKIVAAPGGGSILKISGK 
              70        80        90        100       110       120 
 
        30        40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
       : .:..:  . ..  .::....       ::      ::.:: .:         
gi|154 FHAKGDHEVNAEE--MKGAKEMAEKLLRAVE------SYLLAHTAEYN      
              130         140             150       160      
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.3  bits: 17.5 E():   32 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (33-51:1-19) 
 
             10        20        30        40        50        60   
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     ::   . ::  ::  : .:            
gi|377                               EHERIFKRFDAKGDGKISSSELGETLKPLG 
                                             10        20        30 
 
             70        80     
2MEPSP SASYFLAGAAITGGTVTV     
                              
gi|377 SVTLEEIQRMMAEIDTDGDGFL 
               40        50   
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (28-55:87-110) 
 
                  10        20        30        40        50        
2MEPSP    LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
        60        70        80           
2MEPSP EGDASSASYFLAGAAITGGTVTV           
                                         
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (28-55:87-110) 
 
                  10        20        30        40        50        
2MEPSP    LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
        60        70        80           
2MEPSP EGDASSASYFLAGAAITGGTVTV           
                                         
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
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 initn:  39 init1:  39 opt:  48  Z-score: 73.7  bits: 20.1 E():   39 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (47-76:340-370) 
 
         20        30        40        50        60        70       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
           80 
2MEPSP GGTVTV 
       ::     
gi|113 GGYKV  
      370     
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 45; 22.2% identity (63.9% similar) in 36 aa overlap (1-34:92-127) 
 
                                             10          20         
2MEPSP                               LGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .. .  :... :     :.. ..: 
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
       30        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
        .:..:                                               
gi|132 HTKGDHEINAEQIKIEKEKAEGLLKAVESYHLAHSDAYN              
             130       140       150       160              
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 45; 22.2% identity (63.9% similar) in 36 aa overlap (1-34:92-127) 
 
                                             10          20         
2MEPSP                               LGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .. .  :... :     :.. ..: 
gi|261 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
       30        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
        .:..:                                               
gi|261 HTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN              
             130       140       150       160              
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 45; 22.2% identity (63.9% similar) in 36 aa overlap (1-34:92-127) 
 
                                             10          20         
2MEPSP                               LGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .. .  :... :     :.. ..: 
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
       30        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
        .:..:                                               
gi|132 HTKGDHEINAEQIKIEKEKAVGLLKAVESYLLAHSDAYN              
             130       140       150       160              
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 18.5 E():   40 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (8-23:49-64) 
 
                                      10        20        30        
2MEPSP                        LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
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       20        30        40        50        60        70         
 
        40        50        60        70        80    
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV    
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.4  bits: 20.1 E():   41 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (42-76:331-365) 
 
              20        30        40        50        60        70  
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
              80                             
2MEPSP AITGGTVTV                             
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.4  bits: 20.1 E():   41 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (42-76:331-365) 
 
              20        30        40        50        60        70  
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
              80                             
2MEPSP AITGGTVTV                             
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.3  bits: 19.7 E():   41 
Smith-Waterman score: 47; 36.7% identity (60.0% similar) in 30 aa overlap (47-76:264-291) 
 
         20        30        40        50        60        70       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
         80       
2MEPSP TVTV       
                  
gi|663 ATAAAGGYKA 
             300  
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (31-41:8-18) 
 
               10        20        30        40        50        60 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|379                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
               70        80                                         
2MEPSP ASSASYFLAGAAITGGTVTV                                         
                                                                    
gi|379 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
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>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (31-41:8-18) 
 
               10        20        30        40        50        60 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..:.:                    
gi|144                        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKP 
                                      10        20        30        
 
               70        80                                         
2MEPSP ASSASYFLAGAAITGGTVTV                                         
                                                                    
gi|144 TLEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYG 
        40        50        60        70        80        90        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.9  bits: 18.9 E():   44 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (37-48:134-145) 
 
         10        20        30        40        50        60       
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
         70        80      
2MEPSP FLAGAAITGGTVTV      
                           
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.7  bits: 18.9 E():   45 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (37-48:142-153) 
 
         10        20        30        40        50        60       
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
         70        80      
2MEPSP FLAGAAITGGTVTV      
                           
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.6  bits: 16.5 E():   46 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (30-38:10-18) 
 
               10        20        30        40        50        60 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                    . ::..:.:                       
gi|751                     IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK      
                                   10        20        30           
 
               70        80 
2MEPSP ASSASYFLAGAAITGGTVTV 
 
>>gi|67975085|gb|AAY84563.1| group 18 allergen protein [  (462 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.5  bits: 20.2 E():   46 
Smith-Waterman score: 48; 26.1% identity (63.0% similar) in 46 aa overlap (24-66:144-187) 
 
                      10        20        30        40        50    
2MEPSP        LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|679 FSKTAAVEHYRETFVVSTIDLMTKYGFDGVMIDWSGMQAKDSDNFVKLLDKFDEKFA--Q 
           120       130       140       150       160       170    
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               60        70        80                               
2MEPSP NAYVEG---DASSASYFLAGAAITGGTVTV                               
       ...: :    :. :::                                             
gi|679 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLTLDYDGPWAYTVGHASALPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|78038796|emb|CAI43283.4| mala s 12 allergen precurs  (618 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 72.4  bits: 20.6 E():   46 
Smith-Waterman score: 49; 30.8% identity (66.7% similar) in 39 aa overlap (42-74:361-398) 
 
              20        30        40        50              60      
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN------AYVEGDASSAS 
                                     ....:...: :::      . : :::.. : 
gi|780 LSGIGDKNLLNGLGIDVVVDLPGVGENLQDHVSAGMSFK-PKNKKDAGPTSVTGDAKADS 
              340       350       360        370       380          
 
          70        80                                              
2MEPSP YFLAGAAITGGTVTV                                              
       :  .... :                                                    
gi|780 YVNSAVSYTSLGKLFNNKDSILGKIQARAKQIADSHNVSPAVKQGQSKAYNALADTIFPS 
     390       400       410       420       430       440          
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.4  bits: 19.3 E():   46 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (47-76:231-261) 
 
         20        30        40        50        60        70       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
           80 
2MEPSP GGTVTV 
       ::     
gi|226 GGYKV  
     260      
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (45-60:111-126) 
 
           20        30        40        50        60        70     
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
           80               
2MEPSP GGTVTV               
                            
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (45-60:111-126) 
 
           20        30        40        50        60        70     
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
           80               
2MEPSP GGTVTV               
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
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>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 44; 25.0% identity (63.9% similar) in 36 aa overlap (1-34:92-127) 
 
                                             10          20         
2MEPSP                               LGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
       30        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
        .:..:                                               
gi|400 HTKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN              
             130       140       150       160              
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (45-60:111-126) 
 
           20        30        40        50        60        70     
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
           80               
2MEPSP GGTVTV               
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.9  bits: 19.8 E():   50 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (41-67:319-345) 
 
               20        30        40        50        60        70 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
               80                            
2MEPSP AAITGGTVTV                            
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.8  bits: 20.6 E():   50 
Smith-Waterman score: 49; 37.5% identity (62.5% similar) in 24 aa overlap (3-26:418-441) 
 
                                           10        20        30   
2MEPSP                             LGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : ::: . :  .:   ....:: :       
gi|425 LRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAEAKLK 
       390       400       410       420       430       440        
 
             40        50        60        70        80             
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV             
                                                                    
gi|425 TEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQLQQAV 
       450       460       470       480       490       500        
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.7  bits: 20.6 E():   51 
Smith-Waterman score: 49; 27.6% identity (55.2% similar) in 58 aa overlap (30-77:65-121) 
 
                10        20        30        40        50          
2MEPSP  LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
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gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
                60        70        80                              
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTV                              
       :  :  : . ..:..::. : :..  ::                                 
gi|135 PIAAEVYEHTEGSTTSYY-AVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLH 
          100       110        120       130       140       150    
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (29-60:182-217) 
 
                 10        20        30            40        50     
2MEPSP   LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
           60        70        80                                   
2MEPSP AYVEGDASSASYFLAGAAITGGTVTV                                   
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.7  bits: 20.2 E():   51 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (14-66:417-466) 
 
                                10        20        30        40    
2MEPSP                  LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
            50        60        70        80                        
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV                        
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (31-77:9-60) 
 
               10        20        30        40        50           
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY- 
                                     : :.::..: :  . : .. .    :.:   
gi|118                       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATP 
                                     10        20        30         
 
          60        70        80                                    
2MEPSP -VEGDASSASYFLAGAAITGGTVTV                                    
        :: .... :: .  :.   .:                                       
gi|118 TVEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQG 
       40        50        60        70        80        90         
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (1-15:83-97) 
 
                                             10        20        30 
2MEPSP                               LGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
               40        50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                                          
gi|160 DPDDLGRGGHELSKSTGNAGGRVACGIIGLQG                   
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            120       130       140                       
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 43; 46.7% identity (73.3% similar) in 15 aa overlap (1-15:83-97) 
 
                                             10        20        30 
2MEPSP                               LGDVEIEIIDKLISIPYVEMTLRLMERFGV 
                                     :: . :.:.:: : .                
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
               40        50        60        70        80 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                                          
gi|160 DPDDLGRGCHELSKSTGNAGGRVACGIIGLQG                   
            120       130       140                       
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.8  bits: 17.4 E():   57 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (32-51:9-28) 
 
              10        20        30        40        50        60  
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
              70        80                            
2MEPSP SSASYFLAGAAITGGTVTV                            
                                                      
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (47-76:232-262) 
 
         20        30        40        50        60        70       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
           80 
2MEPSP GGTVTV 
       ::     
gi|180 GGYKV  
              
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.6  bits: 18.6 E():   58 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (17-43:155-183) 
 
                             10        20        30          40     
2MEPSP               LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
           50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                            
gi|549 CNYGPAGNVGNEPIYERK                   
          190       200                     
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.2 E():   58 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (2-55:92-139) 
 
                                            10        20        30  
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2MEPSP                              LGDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
              40         50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEGDASSASYFLAGAAITGGTVTV 
         :::  :  . .::..  ::  ::                          
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG             
        120         130       140       150               
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.4  bits: 20.7 E():   60 
Smith-Waterman score: 49; 37.5% identity (62.5% similar) in 24 aa overlap (3-26:504-527) 
 
                                           10        20        30   
2MEPSP                             LGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : ::: . :  .:   ....:: :       
gi|377 LRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAEAKLK 
           480       490       500       510       520       530    
 
             40        50        60        70        80             
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV             
                                                                    
gi|377 TEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQLQQAV 
           540       550       560       570       580       590    
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (26-80:159-208) 
 
                    10        20        30        40        50      
2MEPSP      LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
          60         70        80                                   
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTV                                   
       ... .. :..:  :. ...:.  ::.                                   
gi|195 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (26-80:159-208) 
 
                    10        20        30        40        50      
2MEPSP      LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
          60         70        80                                   
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTV                                   
       ... .. :..:  :. ...:.  ::.                                   
gi|493 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (11-34:104-127) 
 
                                   10        20        30        40 
2MEPSP                     LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
               50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
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gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN              
           140       150       160              
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (11-34:104-127) 
 
                                   10        20        30        40 
2MEPSP                     LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
               50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                                
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN              
           140       150       160              
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.1  bits: 19.9 E():   62 
Smith-Waterman score: 47; 37.9% identity (51.7% similar) in 29 aa overlap (42-70:149-173) 
 
              20        30        40        50        60        70  
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     ..: :   :  :    ::  ::: .: .:  
gi|572 FLLQSGSSIFSWHGNQSTYEQQQLAAKVAEFLKPGATVKHTK----EGTESSAFWFAVGG 
      120       130       140       150       160           170     
 
              80                                                    
2MEPSP AITGGTVTV                                                    
                                                                    
gi|572 KQSYTSKKVATEVSRDPHLFAYSFNKGKFEVEEIYNFSQDDLLTEDILLLDTHAEVFVWI 
          180       190       200       210       220       230     
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.3 E():   62 
Smith-Waterman score: 44; 19.6% identity (54.3% similar) in 46 aa overlap (26-69:81-126) 
 
                    10        20        30        40        50      
2MEPSP      LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK-- 
                                     . : .    ...:.  :.  :  :.. .   
gi|212 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSIV 
               60        70        80        90       100       110 
 
            60        70        80                               
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTV                               
        . ...: :   :..:                                          
gi|212 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              120       130       140       150       160        
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (42-74:331-363) 
 
              20        30        40        50        60        70  
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
              80                              
2MEPSP AITGGTVTV                              
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
              370       380       390         
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (30-59:14-43) 
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               10        20        30        40        50        60 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                    . : :.::  :   .  ...  :.    ::  
gi|179                 MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGY 
                               10        20        30        40     
 
               70        80                                         
2MEPSP ASSASYFLAGAAITGGTVTV                                         
                                                                    
gi|179 MTMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRM 
           50        60        70        80        90       100     
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (30-59:14-43) 
 
               10        20        30        40        50        60 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                    . : :.::  :   .  ...  :.    ::  
gi|144                 MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGY 
                               10        20        30        40     
 
               70        80                                         
2MEPSP ASSASYFLAGAAITGGTVTV                                         
                                                                    
gi|144 MTMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRM 
           50        60        70        80        90       100     
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.3 E():   67 
Smith-Waterman score: 44; 20.5% identity (54.5% similar) in 44 aa overlap (28-69:99-142) 
 
                  10        20        30        40        50        
2MEPSP    LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK--NA 
                                     : .    ...:.  :.  :  :.. .   . 
gi|606 VIQVTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSIVAG 
       70        80        90       100       110       120         
 
          60        70        80                               
2MEPSP YVEGDASSASYFLAGAAITGGTVTV                               
        ...: :   :..:                                          
gi|606 CLDNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
      130       140       150       160       170       180    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.1 E():   70 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (31-48:7-24) 
 
               10        20        30        40        50        60 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
 
               70        80                            
2MEPSP ASSASYFLAGAAITGGTVTV                            
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.1 E():   70 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (31-48:7-24) 
 
               10        20        30        40        50        60 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     ::::.  . .:  .:  :             
gi|598                         MADATEKAEHDRIFKKFDANGDGKISASELGDALKN 
                                       10        20        30       
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               70        80                            
2MEPSP ASSASYFLAGAAITGGTVTV                            
                                                       
gi|598 LGSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.1  bits: 19.5 E():   70 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (24-66:144-187) 
 
                      10        20        30        40        50    
2MEPSP        LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
               60        70        80                               
2MEPSP NAYVEG---DASSASYFLAGAAITGGTVTV                               
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.1  bits: 17.5 E():   70 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (51-75:59-84) 
 
               30        40        50         60        70          
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
      80                       
2MEPSP V                       
                               
gi|833 AAEEKKEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.1  bits: 17.5 E():   70 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (51-75:59-84) 
 
               30        40        50         60        70          
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
      80                       
2MEPSP V                       
                               
gi|668 AAKEKNEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 19.5 E():   72 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (27-66:367-406) 
 
                   10        20        30        40        50       
2MEPSP     LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
         60        70        80                                     
2MEPSP VEGDASSASYFLAGAAITGGTVTV                                     
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 19.5 E():   72 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (27-66:367-406) 
 
                   10        20        30        40        50       
2MEPSP     LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
         60        70        80                                     
2MEPSP VEGDASSASYFLAGAAITGGTVTV                                     
       :   ::: ..                                                   
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.9 E():   72 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (45-61:109-125) 
 
           20        30        40        50        60        70     
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
           80          
2MEPSP GGTVTV          
                       
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 19.6 E():   74 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (27-66:376-415) 
 
                   10        20        30        40        50       
2MEPSP     LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
         60        70        80                                     
2MEPSP VEGDASSASYFLAGAAITGGTVTV                                     
       :   ::: ..                                                   
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 45; 18.4% identity (63.3% similar) in 49 aa overlap (26-74:159-207) 
 
                    10        20        30        40        50      
2MEPSP      LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|117 VFIKRVSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
          60        70        80                                    
2MEPSP YVEGDASSASYFLAGAAITGGTVTV                                    
       . ... . ..  :.....:                                          
gi|117 FSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 42; 25.0% identity (63.9% similar) in 36 aa overlap (1-34:92-127) 
 
                                             10          20         
2MEPSP                               LGDVEIEIID--KLISIPYVEMTLRLMERF 
                                     .::.  .: .  ::.. :     :.. ... 
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKY 
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              70        80        90       100       110       120  
 
       30        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
        .:..:                                               
gi|400 HTKGDHEMKAEHMKAIKEKGEALLRAVESYLLAHSDAYN              
             130       140       150       160              
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.5 E():   76 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (8-34:86-112) 
 
                                      10        20        30        
2MEPSP                        LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
        40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                                   
gi|301 LIRSLFGLP                                   
         120                                       
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.3  bits: 19.2 E():   77 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (8-34:169-195) 
 
                                      10         20        30       
2MEPSP                        LGDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
         40        50        60        70        80                 
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV                 
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.4 E():   79 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (8-34:5-31) 
 
               10        20        30        40        50        60 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
              ::. : ..:  .  :. ..  :: ..:                           
gi|424    EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGLTRAARNLQDDLNDFL 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP ASSASYFLAGAAITGGTVTV                                         
                                                                    
gi|424 ALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLD 
        60        70        80        90       100       110        
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (31-49:9-27) 
 
               10        20        30        40        50        60 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|156                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
               70        80                                         
2MEPSP ASSASYFLAGAAITGGTVTV                                         
                                                                    
gi|156 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
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>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (31-49:9-27) 
 
               10        20        30        40        50        60 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     : :.::..: :  . : ..            
gi|518                       MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASP 
                                     10        20        30         
 
               70        80                                         
2MEPSP ASSASYFLAGAAITGGTVTV                                         
                                                                    
gi|518 TVEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKG 
       40        50        60        70        80        90         
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 20.0 E():   80 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (53-72:375-394) 
 
             30        40        50        60        70        80   
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV   
                                     : : :. :.: .:... :..           
gi|581 SSDGRTLYVTAEDHATGKLFTLPADARDNHKPAVVKHDGSVSSFYFIGSSKSVLISGNSL 
          350       360       370       380       390       400     
 
gi|581 WSNALYQVATPDRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDK 
          410       420       430       440       450       460     
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.9  bits: 18.0 E():   82 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (3-44:115-155) 
 
                                           10        20        30   
2MEPSP                             LGDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
             40        50        60        70        80 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
       . :... . . :                                     
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG           
           150       160       170       180            
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 18.8 E():   86 
Smith-Waterman score: 44; 35.1% identity (67.6% similar) in 37 aa overlap (36-72:38-70) 
 
          10        20        30        40        50        60      
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
          70        80                                              
2MEPSP YFLAGAAITGGTVTV                                              
          ::.:                                                      
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.4  bits: 20.1 E():   87 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (44-63:767-786) 
 
            20        30        40        50        60        70    
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
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            80             
2MEPSP TGGTVTV             
                           
gi|170 AQLPAMCRLEGGDALLASQ 
        800       810      
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.3  bits: 20.1 E():   88 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (44-63:782-801) 
 
            20        30        40        50        60        70    
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
            80             
2MEPSP TGGTVTV             
                           
gi|217 AQLPAMCRLEGGDALLASQ 
             820       830 
 
>>gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 [Ch  (86 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 16.8 E():   89 
Smith-Waterman score: 39; 42.9% identity (66.7% similar) in 21 aa overlap (59-79:24-44) 
 
       30        40        50        60        70        80         
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV         
                                     ::.. .:  :. :  : :.::          
gi|294        MAAEDTPQDIADRERIFKRFDTNGDGKISSSELGDALKTLGSVTPDEVRRMMA 
                      10        20        30        40        50    
 
gi|294 EIDTDGDGFISFDEFTDFARANRGLVKDVSKIF 
            60        70        80       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.4 E():   90 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (8-34:236-262) 
 
                                      10        20        30        
2MEPSP                        LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
        40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                                   
gi|225 LIRSWFGLP                                   
         270                                       
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.4 E():   91 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (27-62:107-142) 
 
                   10        20        30        40        50       
2MEPSP     LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
         60        70        80                                     
2MEPSP VEGDASSASYFLAGAAITGGTVTV                                     
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|218203826|gb|ACK76296.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.4 E():   91 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (27-62:107-142) 
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                   10        20        30        40        50       
2MEPSP     LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
         60        70        80                                     
2MEPSP VEGDASSASYFLAGAAITGGTVTV                                     
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.9 E():   96 
Smith-Waterman score: 44; 47.6% identity (66.7% similar) in 21 aa overlap (59-79:145-165) 
 
       30        40        50        60        70        80         
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV         
                                     ::.::::  .   ..: : ::          
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 16.8 E():   97 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (40-48:67-75) 
 
      10        20        30        40        50        60          
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
      70        80 
2MEPSP GAAITGGTVTV 
                   
gi|126 N           
                   
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.3  bits: 15.2 E():   99 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (30-38:10-18) 
 
               10        20        30        40        50        60 
2MEPSP LGDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                    . :...:.:                       
gi|751                     IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA         
                                   10        20        30           
 
               70        80 
2MEPSP ASSASYFLAGAAITGGTVTV 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:46 2011 done: Tue Apr 19 10:57:46 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>2MEPSPS: 195  - 274 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     4     0:= 
  30     2     2:* 
  32     9     8:=*= 
  34    17    22:=====* 
  36    29    44:========  * 
  38    74    73:==================* 
  40    93   102:======================== * 
  42    89   125:=======================        * 
  44   109   138:============================      * 
  46   108   140:===========================       * 
  48   201   134:=================================*================= 
  50   150   122:==============================*======= 
  52   105   108:==========================* 
  54   108    92:======================*==== 
  56    80    77:===================* 
  58    48    63:============   * 
  60    49    51:============* 
  62    48    41:==========*= 
  64    26    33:======= * 
  66    23    26:======* 
  68    18    20:====* 
  70    19    16:===*= 
  72    26    12:==*==== 
  74    12    10:==* 
  76     8     8:=* 
  78     6     6:=* 
  80     4     5:=* 
  82     6     3:*= 
  84     4     3:* 
  86     2     2:* 
  88     8     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.65030.00323; mu= 12.4402 0.169 
 mean_var=32.2703 7.522, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.225774 
 Kolmogorov-Smirnov  statistic: 0.0802 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 25.5     1.1 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 24.5     2.2 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   54 21.9     3.5 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 23.1     4.4 
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gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   56 22.8     5.3 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   52 21.2     5.4 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   56 22.8     5.6 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   56 22.9     6.3 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   56 22.9     6.3 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   52 21.3     6.5 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.9     6.6 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.9     6.6 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   55 22.5     7.1 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   56 22.9     7.8 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 22.2     9.8 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   56 23.0      10 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   54 22.2      11 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   50 20.7      11 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.3      12 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.9      13 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.9      13 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   51 21.1      13 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   54 22.3      14 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.4      14 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.6      15 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.8      16 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.6      16 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 20.4      17 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 22.0      19 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.3      20 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.7      24 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.7      24 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.6      24 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.7      25 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 18.6      25 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 19.0      26 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.9      26 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.8      27 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.4      28 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 21.0      29 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 21.0      29 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   43 18.2      29 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 19.0      32 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 19.0      32 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   45 19.0      35 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 18.7      35 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 20.2      36 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.7      37 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.7      37 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.9      37 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 20.3      37 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 20.3      37 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.7      38 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.1      39 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 18.3      40 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.1      40 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.5      42 
gi|78038796|emb|CAI43283.4| mala s 12 allergen pre ( 618)   49 20.7      43 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   44 18.7      43 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   44 18.7      43 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   44 18.7      43 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.7      43 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.7      43 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   44 18.7      43 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.7      43 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   44 18.7      43 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   44 18.7      43 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.9      46 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 18.3      46 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.9      47 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   49 20.7      47 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.3      47 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   49 20.7      48 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 18.0      50 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.6      50 
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gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   46 19.6      52 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 18.4      52 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 19.2      52 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.8      53 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   43 18.4      54 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   43 18.4      54 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.4      54 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.4      54 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   46 19.6      56 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   46 19.6      56 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   43 18.4      56 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   49 20.8      57 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.6      58 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 18.0      58 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 18.0      58 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.6      58 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   43 18.4      61 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.6      62 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.3      62 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.3      62 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.7      63 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.7      63 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.1      65 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.6      66 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.6      67 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.6      67 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.7      69 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   45 19.3      69 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.7      70 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.7      72 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.7      72 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.3      72 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.5      73 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.1      75 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 20.1      76 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   40 17.3      77 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   40 17.3      77 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   44 18.9      78 
gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 (  86)   39 16.9      80 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 20.1      83 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.5      84 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.1      85 
gi|218203826|gb|ACK76296.1| Der f 6 allergen [Derm ( 279)   43 18.5      85 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.5      85 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.4      87 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 17.0      88 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.8      93 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 15.4      93 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.8      94 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   45 19.4      96 
gi|14531020|gb|AAK63089.1| parvalbumin [Theragra c ( 109)   39 17.0      96 
gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus ( 109)   39 17.0      96 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   39 17.0      96 
gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full= (  84)   38 16.6      97 
gi|154101366|gb|ABS58503.1| serine proteinase inhi (  84)   38 16.6      97 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 101.6  bits: 25.5 E():  1.1 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (42-78:8-44) 
 
              20        30        40        50        60        70  
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
              80                                                    
2MEPSP ITGGTVTVE                                                    
       . .:. :                                                      
gi|144 VPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
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>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 96.3  bits: 24.5 E():  2.2 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (42-78:8-44) 
 
              20        30        40        50        60        70  
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
              80                                                    
2MEPSP ITGGTVTVE                                                    
       .  :. :                                                      
gi|144 VPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 92.8  bits: 21.9 E():  3.5 
Smith-Waterman score: 54; 26.2% identity (60.0% similar) in 65 aa overlap (23-80:26-89) 
 
                  10        20        30        40               50 
2MEPSP    GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFY--IKGGQKYK-----S 
                                ..:  :..:. ::  :..   ..: .  .     : 
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
               60        70        80                         
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVE                         
        : : : . .....   .::: .::.. .:                         
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 90.9  bits: 23.1 E():  4.4 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (27-75:151-193) 
 
                   10        20        30        40        50       
2MEPSP     GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
         60        70        80                                     
2MEPSP EGDASSASYFLAGAAITGGTVTVE                                     
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 89.4  bits: 22.8 E():  5.3 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (46-75:59-88) 
 
          20        30        40        50        60        70      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
          80                                                        
2MEPSP TVTVE                                                        
                                                                    
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 89.3  bits: 21.2 E():  5.4 
Smith-Waterman score: 52; 29.6% identity (53.7% similar) in 54 aa overlap (23-75:26-78) 
 
                  10        20        30        40         50       
2MEPSP    GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
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                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
         60        70        80                               
2MEPSP EGDASSASYFLAGAAITGGTVTVE                               
       :  ::  :   .::: .::                                    
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 89.0  bits: 22.8 E():  5.6 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (46-75:79-108) 
 
          20        30        40        50        60        70      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
          80                                                        
2MEPSP TVTVE                                                        
                                                                    
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 88.1  bits: 22.9 E():  6.3 
Smith-Waterman score: 56; 23.0% identity (58.1% similar) in 74 aa overlap (7-69:160-233) 
 
                                       10        20        30       
2MEPSP                         GDVEIEIIDKLISIPYVEMTLRLMERFGVKA-EHSD 
                                     ..:. ... . :.  :  . ... . .: : 
gi|129 PWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVD 
     130       140       150       160       170       180          
 
           40           50              60        70        80      
2MEPSP SWDR-FYIKG---GQKYKSPKNAYV------EGDASSASYFLAGAAITGGTVTVE      
       :  .  ...:   :. :   :.: .      .:..::.: .: :                 
gi|129 SIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSK 
     190       200       210       220       230       240          
 
gi|129 AAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKS 
     250       260       270       280       290       300          
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 88.1  bits: 22.9 E():  6.3 
Smith-Waterman score: 56; 23.0% identity (58.1% similar) in 74 aa overlap (7-69:160-233) 
 
                                       10        20        30       
2MEPSP                         GDVEIEIIDKLISIPYVEMTLRLMERFGVKA-EHSD 
                                     ..:. ... . :.  :  . ... . .: : 
gi|746 PWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVD 
     130       140       150       160       170       180          
 
           40           50              60        70        80      
2MEPSP SWDR-FYIKG---GQKYKSPKNAYV------EGDASSASYFLAGAAITGGTVTVE      
       :  .  ...:   :. :   :.: .      .:..::.: .: :                 
gi|746 SIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSK 
     190       200       210       220       230       240          
 
gi|746 AAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKS 
     250       260       270       280       290       300          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 87.9  bits: 21.3 E():  6.5 
Smith-Waterman score: 52; 26.3% identity (47.4% similar) in 38 aa overlap (7-44:62-99) 
 
                                       10        20        30       
2MEPSP                         GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ..  .:..  . : .     ::: :    : 
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gi|291 SLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLS 
              40        50        60        70        80        90  
 
         40        50        60        70        80      
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE      
       :   :. :                                          
gi|291 WIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
             100       110       120       130       140 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 87.7  bits: 20.9 E():  6.6 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (28-65:18-58) 
 
               10        20        30        40        50           
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVE 
                                  : .:  : ..  :. : : . :.:   :.:..  
gi|179           MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAV 
                         10        20        30        40        50 
 
        60        70        80                                     
2MEPSP GDASSASYFLAGAAITGGTVTVE                                     
        : .....                                                    
gi|179 IDQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               60        70        80        90       100          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 87.7  bits: 20.9 E():  6.6 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (46-80:69-101) 
 
          20        30        40        50        60        70      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
          80         
2MEPSP TVTVE         
        . ::         
gi|207 KIGVEEFQALVKA 
        100          
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 87.2  bits: 22.5 E():  7.1 
Smith-Waterman score: 55; 30.0% identity (63.3% similar) in 30 aa overlap (46-75:79-108) 
 
          20        30        40        50        60        70      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
          80                                                        
2MEPSP TVTVE                                                        
                                                                    
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 86.5  bits: 22.9 E():  7.8 
Smith-Waterman score: 56; 22.0% identity (62.7% similar) in 59 aa overlap (21-79:118-170) 
 
                         10        20        30        40        50 
2MEPSP           GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRI---VEFQS 
        90       100       110       120       130          140     
 
               60        70        80                               
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVE                               
         :. .    :.:.:.:.   . .: .:.                                
gi|149 NPNTLILPKHSDADYILV---VLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILN 
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          150       160          170       180       190       200  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 84.7  bits: 22.2 E():  9.8 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (26-59:279-317) 
 
                    10        20           30        40          50 
2MEPSP      GDVEIEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
               60        70        80                               
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVE                               
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 84.5  bits: 23.0 E():   10 
Smith-Waterman score: 56; 24.2% identity (69.7% similar) in 33 aa overlap (9-41:383-415) 
 
                                     10        20        30         
2MEPSP                       GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                     .:....   ... . .: :.  ::  ...: 
gi|833 DLIPEWLGFIKGVVDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFD 
            360       370       380       390       400       410   
 
       40        50        60        70        80                   
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE                   
       .::                                                          
gi|833 KFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYIT 
            420       430       440       450       460       470   
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 83.8  bits: 22.2 E():   11 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (21-79:204-256) 
 
                         10        20        30        40        50 
2MEPSP           GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
               60        70        80                               
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVE                               
         :. .    :.:...:.   . .: .:.                                
gi|149 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.5  bits: 20.7 E():   11 
Smith-Waterman score: 50; 31.6% identity (57.9% similar) in 38 aa overlap (1-38:125-160) 
 
                                             10        20        30 
2MEPSP                               GDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     :: :..  .   :  . :  :: .::. .  
gi|132 TLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEMGETLLRAVERYLLA 
          100       110       120       130       140       150     
 
               40        50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
         :::...                                           
gi|132 --HSDAYN                                           
            160                                           
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (8-29:9-30) 
 
                10        20        30        40        50          
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2MEPSP  GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
               :  :..::.. .: :  .: ::                               
gi|424 NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLYALFQEKLETSP 
               10        20        30        40        50        60 
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 82.5  bits: 19.9 E():   13 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (51-80:73-101) 
 
               30        40        50        60        70        80 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
gi|288 EFAVWVKQ 
                
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.3  bits: 19.9 E():   13 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (50-75:59-84) 
 
      20        30        40        50        60        70          
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
      80                       
2MEPSP E                       
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 82.3  bits: 21.1 E():   13 
Smith-Waterman score: 51; 24.4% identity (61.0% similar) in 41 aa overlap (6-45:36-73) 
 
                                        10         20        30     
2MEPSP                          GDVEIEIIDKLISIPYVEM-TLRLMERFGVKAEHS 
                                     .... ..: ::: . :..   :  ...  . 
gi|111 FVGGNWKCNGTVEQVESIVNTLNAGQIASTDVVEVVVSPPYVFLPTVKGKLRPEIQVAAQ 
          10        20        30        40        50        60      
 
           40        50        60        70        80               
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE               
       . : .   :::                                                  
gi|111 NCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGL 
          70           80        90       100       110       120   
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 81.9  bits: 22.3 E():   14 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (21-79:204-256) 
 
                         10        20        30        40        50 
2MEPSP           GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
               60        70        80                               
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVE                               
         :. .    :.:...:.   . .: .:.                                
gi|169 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.7  bits: 20.4 E():   14 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (10-33:104-127) 
 
                                    10        20        30          
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2MEPSP                      GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
      40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                                 
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN               
           140       150       160               
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 81.2  bits: 19.6 E():   15 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (43-62:53-72) 
 
             20        30        40        50        60        70   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
             80            
2MEPSP TGGTVTVE            
                           
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 80.8  bits: 20.8 E():   16 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (42-72:25-54) 
 
              20        30        40        50        60        70  
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     : ::..  :: .:  .   .:::.: .:.  
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
              80                                                    
2MEPSP ITGGTVTVE                                                    
       .                                                            
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.7  bits: 19.6 E():   16 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (30-53:20-43) 
 
               10        20        30        40        50        60 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                    ::: : .   :. : :   ::: .        
gi|145           MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEI 
                         10        20        30        40        50 
 
               70        80                                        
2MEPSP SSASYFLAGAAITGGTVTVE                                        
                                                                   
gi|145 IDQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
               60        70        80        90       100          
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.2  bits: 20.4 E():   17 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (37-72:166-201) 
 
         10        20        30        40        50        60       
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
         70        80 
2MEPSP LAGAAITGGTVTVE 
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        : : .         
gi|116 EAVAKVNFQ      
         200          
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 79.4  bits: 22.0 E():   19 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (16-65:539-592) 
 
                              10        20            30        40  
2MEPSP                GDVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
              50        60        70        80                      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE                      
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.9  bits: 19.3 E():   20 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (46-80:69-101) 
 
          20        30        40        50        60        70      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
          80         
2MEPSP TVTVE         
        . ::         
gi|207 KIGVEEFQALVKA 
        100          
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.7  bits: 21.7 E():   24 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (29-65:553-589) 
 
                 10        20        30        40        50         
2MEPSP   GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
       60        70        80                                       
2MEPSP DASSASYFLAGAAITGGTVTVE                                       
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.7  bits: 21.7 E():   24 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (29-65:553-589) 
 
                 10        20        30        40        50         
2MEPSP   GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
       60        70        80                                       
2MEPSP DASSASYFLAGAAITGGTVTVE                                       
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 77.5  bits: 16.6 E():   24 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (29-37:10-18) 
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               10        20        30        40        50        60 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                   . ::..:.:                        
gi|409                    IAKVPPGGXITAEYGDKWLD                      
                                  10        20                      
 
               70        80 
2MEPSP SSASYFLAGAAITGGTVTVE 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 77.3  bits: 21.7 E():   25 
Smith-Waterman score: 52; 27.9% identity (58.1% similar) in 43 aa overlap (29-71:353-394) 
 
                 10        20        30        40        50         
2MEPSP   GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     : ::   .   : . .  .  : : : :.  
gi|219 GSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADAR-DSHKPAVVKH 
            330       340       350       360       370        380  
 
       60        70        80                                       
2MEPSP DASSASYFLAGAAITGGTVTVE                                       
       :.: .:....:..                                                
gi|219 DGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIE 
             390       400       410       420       430       440  
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 77.2  bits: 18.6 E():   25 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (30-78:7-41) 
 
               10        20        30        40        50        60 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                    ::::    :::.    .:. .      .::. 
gi|212                        MADATEKAEH----DRFF----KKFDA------NGDG 
                                      10                      20    
 
               70        80                                         
2MEPSP SSASYFLAGAAITGGTVTVE                                         
       . .:  :. :  . :.::                                           
gi|212 TISSTELGDALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
            30        40        50        60        70        80    
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.1  bits: 19.0 E():   26 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (31-53:21-43) 
 
               10        20        30        40        50        60 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : .: .. .:.   : : :::..        
gi|225           MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHI 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP SSASYFLAGAAITGGTVTVE                                         
                                                                    
gi|225 LDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               60        70        80        90       100       110 
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 77.0  bits: 20.9 E():   26 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (21-72:53-104) 
 
                         10        20        30        40        50 
2MEPSP           GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
                  60        70        80                            
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVTVE                            
         :. .   ..::.   . :.: ::                                    
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gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.6  bits: 17.8 E():   27 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (32-50:1-19) 
 
              10        20        30        40        50        60  
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     ::   . ::  ::  : .:            
gi|377                               EHERIFKRFDAKGDGKISSSELGETLKPLG 
                                             10        20        30 
 
              70        80    
2MEPSP SASYFLAGAAITGGTVTVE    
                              
gi|377 SVTLEEIQRMMAEIDTDGDGFL 
               40        50   
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (10-47:104-139) 
 
                                    10        20        30          
2MEPSP                      GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
      40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
         :::...                                  
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN             
             140       150       160             
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.3  bits: 21.0 E():   29 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (43-75:269-302) 
 
             20        30        40        50        60         70  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
              80                                                    
2MEPSP ITGGTVTVE                                                    
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.3  bits: 21.0 E():   29 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (43-75:269-302) 
 
             20        30        40        50        60         70  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
              80                                                    
2MEPSP ITGGTVTVE                                                    
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 76.1  bits: 18.2 E():   29 
Smith-Waterman score: 43; 18.2% identity (52.7% similar) in 55 aa overlap (4-58:12-64) 
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                       10        20        30        40        50   
2MEPSP         GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                  .:.   ::.: :     ..   .. .:..   . .  ..:.:..  .   
gi|603 VEGDALSDTLEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAAHL 
               10        20        30        40          50         
 
             60        70        80 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVE 
          .::                       
gi|603 FKLIEGYLKDHPSEYN             
       60        70                 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.0 E():   32 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (27-54:87-110) 
 
                   10        20        30        40        50       
2MEPSP     GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
         60        70        80          
2MEPSP EGDASSASYFLAGAAITGGTVTVE          
                                         
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.0 E():   32 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (27-54:87-110) 
 
                   10        20        30        40        50       
2MEPSP     GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
         60        70        80          
2MEPSP EGDASSASYFLAGAAITGGTVTVE          
                                         
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 45; 24.2% identity (54.8% similar) in 62 aa overlap (10-71:104-157) 
 
                                    10        20        30          
2MEPSP                      GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|167 EVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSKFHAKGDHEVNAEE 
            80        90       100       110       120       130    
 
      40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
         .::....       ::      ::.:: .:          
gi|167 --MKGAKEMAEKLLRAVE------SYLLAHTAEYN       
             140             150       160       
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (7-22:49-64) 
 
                                       10        20        30       
2MEPSP                         GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
         40        50        60        70        80   

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6372

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE   
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 74.5  bits: 20.2 E():   36 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (46-75:340-370) 
 
          20        30        40        50        60        70      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
            80 
2MEPSP GGTVTVE 
       ::      
gi|113 GGYKV   
      370      
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.3  bits: 18.7 E():   37 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (30-40:8-18) 
 
               10        20        30        40        50        60 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                    : :.::..:.:                     
gi|144                       MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPT 
                                     10        20        30         
 
               70        80                                         
2MEPSP SSASYFLAGAAITGGTVTVE                                         
                                                                    
gi|144 LEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGD 
       40        50        60        70        80        90         
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.3  bits: 18.7 E():   37 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (30-40:8-18) 
 
               10        20        30        40        50        60 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                    : :.::..:.:                     
gi|379                       MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPT 
                                     10        20        30         
 
               70        80                                         
2MEPSP SSASYFLAGAAITGGTVTVE                                         
                                                                    
gi|379 LEVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGD 
       40        50        60        70        80        90         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 74.2  bits: 19.9 E():   37 
Smith-Waterman score: 47; 36.7% identity (60.0% similar) in 30 aa overlap (46-75:264-291) 
 
          20        30        40        50        60        70      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
          80      
2MEPSP TVTVE      
                  
gi|663 ATAAAGGYKA 
             300  
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 20.3 E():   37 
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Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (41-75:331-365) 
 
               20        30        40        50        60        70 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
               80                            
2MEPSP AITGGTVTVE                            
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 20.3 E():   37 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (41-75:331-365) 
 
               20        30        40        50        60        70 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
               80                            
2MEPSP AITGGTVTVE                            
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.9  bits: 16.7 E():   38 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (29-37:10-18) 
 
               10        20        30        40        50        60 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                   . ::..:.:                        
gi|751                    IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK       
                                  10        20        30            
 
               70        80 
2MEPSP SSASYFLAGAAITGGTVTVE 
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.9  bits: 19.1 E():   39 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (36-47:134-145) 
 
          10        20        30        40        50        60      
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
          70        80     
2MEPSP FLAGAAITGGTVTVE     
                           
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 73.6  bits: 18.3 E():   40 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (46-80:69-101) 
 
          20        30        40        50        60        70      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
          80         
2MEPSP TVTVE         
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       .. ::         
gi|148 AIGVEEWAVLVKA 
        100          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.6  bits: 19.1 E():   40 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (36-47:142-153) 
 
          10        20        30        40        50        60      
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
          70        80     
2MEPSP FLAGAAITGGTVTVE     
                           
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (46-75:231-261) 
 
          20        30        40        50        60        70      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
            80 
2MEPSP GGTVTVE 
       ::      
gi|226 GGYKV   
     260       
 
>>gi|78038796|emb|CAI43283.4| mala s 12 allergen precurs  (618 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 73.1  bits: 20.7 E():   43 
Smith-Waterman score: 49; 30.8% identity (66.7% similar) in 39 aa overlap (41-73:361-398) 
 
               20        30        40        50              60     
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN------AYVEGDASSAS 
                                     ....:...: :::      . : :::.. : 
gi|780 LSGIGDKNLLNGLGIDVVVDLPGVGENLQDHVSAGMSFK-PKNKKDAGPTSVTGDAKADS 
              340       350       360        370       380          
 
           70        80                                             
2MEPSP YFLAGAAITGGTVTVE                                             
       :  .... :                                                    
gi|780 YVNSAVSYTSLGKLFNNKDSILGKIQARAKQIADSHNVSPAVKQGQSKAYNALADTIFPS 
     390       400       410       420       430       440          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 44; 25.7% identity (62.9% similar) in 35 aa overlap (1-33:92-126) 
 
                                               10        20         
2MEPSP                               GDVEIEIID--KLISIPYVEMTLRLMERFG 
                                     ::.  .: .  ::.. :     :.. ...  
gi|437 SPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYH 
              70        80        90       100       110       120  
 
       30        40        50        60        70        80 
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
       .:..:                                                
gi|437 TKGDHEMKAEHMKAIKEKGETLLKAVESYLLAHSDAYN               
             130       140       150                        
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 44; 25.7% identity (62.9% similar) in 35 aa overlap (1-33:92-126) 
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                                               10        20         
2MEPSP                               GDVEIEIID--KLISIPYVEMTLRLMERFG 
                                     ::.  .: .  ::.. :     :.. ...  
gi|437 SPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYH 
              70        80        90       100       110       120  
 
       30        40        50        60        70        80 
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
       .:..:                                                
gi|437 TKGDHEMKAEHMKAIKEKGETLLRAVESYLLAHSDAYN               
             130       140       150                        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.9  bits: 18.7 E():   43 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (10-33:104-127) 
 
                                    10        20        30          
2MEPSP                      GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|261 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
      40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                                 
gi|261 IKIEKEKAVGLLKAVESYLLAHSDAYN               
           140       150       160               
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.9  bits: 18.7 E():   43 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (44-59:111-126) 
 
            20        30        40        50        60        70    
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
            80              
2MEPSP GGTVTVE              
                            
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.9  bits: 18.7 E():   43 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (44-59:111-126) 
 
            20        30        40        50        60        70    
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
            80              
2MEPSP GGTVTVE              
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.9  bits: 18.7 E():   43 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (10-33:104-127) 
 
                                    10        20        30          
2MEPSP                      GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|132 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
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      40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                                 
gi|132 IKIEKEKAVGLLKAVESYLLAHSDAYN               
           140       150       160               
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.9  bits: 18.7 E():   43 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (44-59:111-126) 
 
            20        30        40        50        60        70    
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
            80              
2MEPSP GGTVTVE              
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.9  bits: 18.7 E():   43 
Smith-Waterman score: 44; 25.7% identity (62.9% similar) in 35 aa overlap (1-33:93-127) 
 
                                               10        20         
2MEPSP                               GDVEIEIID--KLISIPYVEMTLRLMERFG 
                                     ::.  .: .  ::.. :     :.. ...  
gi|132 SPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYH 
             70        80        90       100       110       120   
 
       30        40        50        60        70        80 
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
       .:..:                                                
gi|132 TKGDHEMKAEHMKAIKEKAEALLRAVESYLLAHSDAYN               
            130       140       150       160               
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.9  bits: 18.7 E():   43 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (10-33:104-127) 
 
                                    10        20        30          
2MEPSP                      GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|132 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
      40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                                 
gi|132 IKIEKEKAEGLLKAVESYHLAHSDAYN               
           140       150       160               
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.6  bits: 19.9 E():   46 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (40-66:319-345) 
 
      10        20        30        40        50        60          
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
      70        80                           
2MEPSP AAITGGTVTVE                           
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
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 initn:  42 init1:  42 opt:  43  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (30-76:9-60) 
 
               10        20        30        40        50           
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY-- 
                                    : :.::..: :  . : .. .    :.:    
gi|118                      MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPT 
                                    10        20        30          
 
          60        70        80                                    
2MEPSP VEGDASSASYFLAGAAITGGTVTVE                                    
       :: .... :: .  :.   .:                                        
gi|118 VEVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGD 
      40        50        60        70        80        90          
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.4  bits: 19.9 E():   47 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (28-59:182-217) 
 
                  10        20        30            40        50    
2MEPSP    GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
            60        70        80                                  
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVE                                  
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.3  bits: 20.7 E():   47 
Smith-Waterman score: 49; 37.5% identity (62.5% similar) in 24 aa overlap (2-25:418-441) 
 
                                            10        20        30  
2MEPSP                              GDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : ::: . :  .:   ....:: :       
gi|425 LRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAEAKLK 
       390       400       410       420       430       440        
 
              40        50        60        70        80            
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE            
                                                                    
gi|425 TEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQLQQAV 
       450       460       470       480       490       500        
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.3  bits: 20.3 E():   47 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (13-65:417-466) 
 
                                 10        20        30        40   
2MEPSP                   GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
             50        60        70        80                       
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE                       
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 72.2  bits: 20.7 E():   48 
Smith-Waterman score: 49; 27.6% identity (55.2% similar) in 58 aa overlap (29-76:65-121) 
 
                 10        20        30        40        50         
2MEPSP   GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
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           40        50        60        70        80        90     
 
                 60        70        80                             
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVE                             
       :  :  : . ..:..::. : :..  ::                                 
gi|135 PIAAEVYEHTEGSTTSYY-AVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLH 
          100       110        120       130       140       150    
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.9  bits: 18.0 E():   50 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (46-80:69-101) 
 
          20        30        40        50        60        70      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
          80         
2MEPSP TVTVE         
        . :.         
gi|288 KIGVDEFAAMIKG 
        100          
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.8  bits: 17.6 E():   50 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (31-50:9-28) 
 
               10        20        30        40        50        60 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     :::   . ::  .:  : .:           
gi|333                       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTL 
                                     10        20        30         
 
               70        80                           
2MEPSP SSASYFLAGAAITGGTVTVE                           
                                                      
gi|333 GSVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       40        50        60        70        80     
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 19.6 E():   52 
Smith-Waterman score: 46; 30.4% identity (67.4% similar) in 46 aa overlap (35-80:38-79) 
 
           10        20        30        40        50        60     
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
           70        80                                             
2MEPSP YFLAGAAITGGTVTVE                                             
          ::.: .  ...:.                                             
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 43; 34.5% identity (54.5% similar) in 55 aa overlap (1-54:92-139) 
 
                                             10        20        30 
2MEPSP                               GDVEIEIIDKLISIPYVEMTLRLMERFGVK 
                                     : . :.:.::  .:: .     .. :  :  
gi|160 HFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDK--QIP-LTGPHSIIGRAVVV 
              70        80        90       100          110         
 
               40         50        60        70        80 
2MEPSP AEHSDSWDRFYIKGGQKY-KSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
         :::  :  . .::..  ::  ::                           
gi|160 --HSDPDD--FGRGGHELSKSTGNAGGRVACGIIGLQG              
        120         130       140       150                
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>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (46-75:232-262) 
 
          20        30        40        50        60        70      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
            80 
2MEPSP GGTVTVE 
       ::      
gi|180 GGYKV   
               
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.4  bits: 18.8 E():   53 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (16-42:155-183) 
 
                              10        20        30          40    
2MEPSP                GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
            50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                             
gi|549 CNYGPAGNVGNEPIYERK                    
          190       200                      
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (10-33:104-127) 
 
                                    10        20        30          
2MEPSP                      GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|400 EVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
            80        90       100       110       120       130    
 
      40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                                 
gi|400 MKAIKEKGETLLRAVESYLLAHSDAYN               
           140       150       160               
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 43; 24.2% identity (54.8% similar) in 62 aa overlap (10-71:104-157) 
 
                                    10        20        30          
2MEPSP                      GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|154 EVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGKFHAKGDHEVNAEE 
            80        90       100       110       120       130    
 
      40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
         .::....       ::      ::.:: .:          
gi|154 --MKGAKEMAEKLLRAVE------SYLLAHTAEYN       
             140             150       160       
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (10-33:104-127) 
 
                                    10        20        30          
2MEPSP                      GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
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                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
      40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                                 
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN               
           140       150       160               
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (10-33:104-127) 
 
                                    10        20        30          
2MEPSP                      GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
      40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                                 
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN               
           140       150       160               
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.0  bits: 19.6 E():   56 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (25-79:159-208) 
 
                     10        20        30        40        50     
2MEPSP       GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
           60         70        80                                  
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVE                                  
       ... .. :..:  :. ...:.  ::.                                   
gi|493 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.0  bits: 19.6 E():   56 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (25-79:159-208) 
 
                     10        20        30        40        50     
2MEPSP       GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
           60         70        80                                  
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVE                                  
       ... .. :..:  :. ...:.  ::.                                   
gi|195 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.4 E():   56 
Smith-Waterman score: 44; 19.6% identity (54.3% similar) in 46 aa overlap (25-68:81-126) 
 
                     10        20        30        40        50     
2MEPSP       GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK-- 
                                     . : .    ...:.  :.  :  :.. .   
gi|212 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSIV 
               60        70        80        90       100       110 
 
             60        70        80                              
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVE                              
        . ...: :   :..:                                          

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6381

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|212 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              120       130       140       150       160        
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.8  bits: 20.8 E():   57 
Smith-Waterman score: 49; 37.5% identity (62.5% similar) in 24 aa overlap (2-25:504-527) 
 
                                            10        20        30  
2MEPSP                              GDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : ::: . :  .:   ....:: :       
gi|377 LRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAEAKLK 
           480       490       500       510       520       530    
 
              40        50        60        70        80            
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE            
                                                                    
gi|377 TEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQLQQAV 
           540       550       560       570       580       590    
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (58-80:145-167) 
 
        30        40        50        60        70        80        
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE        
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.6  bits: 18.0 E():   58 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (29-58:14-43) 
 
               10        20        30        40        50        60 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                   . : :.::  :   .  ...  :.    ::   
gi|179                MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYM 
                              10        20        30        40      
 
               70        80                                         
2MEPSP SSASYFLAGAAITGGTVTVE                                         
                                                                    
gi|179 TMDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMV 
          50        60        70        80        90       100      
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.6  bits: 18.0 E():   58 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (29-58:14-43) 
 
               10        20        30        40        50        60 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                   . : :.::  :   .  ...  :.    ::   
gi|144                MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYM 
                              10        20        30        40      
 
               70        80                                         
2MEPSP SSASYFLAGAAITGGTVTVE                                         
                                                                    
gi|144 TMDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMV 
          50        60        70        80        90       100      
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 19.6 E():   58 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (41-73:331-363) 
 
               20        30        40        50        60        70 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
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gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
               80                             
2MEPSP AITGGTVTVE                             
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
              370       380       390         
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 18.4 E():   61 
Smith-Waterman score: 44; 20.5% identity (54.5% similar) in 44 aa overlap (27-68:99-142) 
 
                   10        20        30        40        50       
2MEPSP     GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK--NA 
                                     : .    ...:.  :.  :  :.. .   . 
gi|606 VIQVTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSIVAG 
       70        80        90       100       110       120         
 
           60        70        80                              
2MEPSP YVEGDASSASYFLAGAAITGGTVTVE                              
        ...: :   :..:                                          
gi|606 CLDNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
      130       140       150       160       170       180    
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.1  bits: 17.6 E():   62 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (52-80:73-101) 
 
              30        40        50        60        70        80  
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE  
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
gi|193 FNHLVKH 
               
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 17.3 E():   62 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (30-47:7-24) 
 
               10        20        30        40        50        60 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                    ::::.  . .:  .:  :              
gi|598                        MADATEKAEHDRIFKKFDANGDGKISASELGDALKNL 
                                      10        20        30        
 
               70        80                           
2MEPSP SSASYFLAGAAITGGTVTVE                           
                                                      
gi|598 GSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
        40        50        60        70        80    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 17.3 E():   62 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (30-47:7-24) 
 
               10        20        30        40        50        60 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                    ::::.  . .:  .:  :              
gi|598                        MADATEKAEHDRIFKKFDANGDGKISASELGDALKNL 
                                      10        20        30        
 
               70        80                           
2MEPSP SSASYFLAGAAITGGTVTVE                           
                                                      
gi|598 GSVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
        40        50        60        70        80    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
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 initn:  40 init1:  40 opt:  41  Z-score: 70.0  bits: 17.7 E():   63 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (50-74:59-84) 
 
      20        30        40        50         60        70         
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
       80                      
2MEPSP VE                      
                               
gi|668 AAKEKNEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.0  bits: 17.7 E():   63 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (50-74:59-84) 
 
      20        30        40        50         60        70         
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
       80                      
2MEPSP VE                      
                               
gi|833 AAEEKKEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (44-60:109-125) 
 
            20        30        40        50        60        70    
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
            80         
2MEPSP GGTVTVE         
                       
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.7  bits: 19.6 E():   66 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (23-65:144-187) 
 
                       10        20        30        40        50   
2MEPSP         GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
                60        70        80                              
2MEPSP NAYVEG---DASSASYFLAGAAITGGTVTVE                              
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 19.6 E():   67 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (26-65:367-406) 
 
                    10        20        30        40        50      
2MEPSP      GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
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        340       350       360       370       380       390       
 
          60        70        80                                    
2MEPSP VEGDASSASYFLAGAAITGGTVTVE                                    
       :   ::: ..                                                   
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 19.6 E():   67 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (26-65:367-406) 
 
                    10        20        30        40        50      
2MEPSP      GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
          60        70        80                                    
2MEPSP VEGDASSASYFLAGAAITGGTVTVE                                    
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 17.7 E():   69 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (7-33:86-112) 
 
                                       10        20        30       
2MEPSP                         GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
         40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                                    
gi|301 LIRSLFGLP                                    
         120                                        
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.2  bits: 19.3 E():   69 
Smith-Waterman score: 45; 18.4% identity (63.3% similar) in 49 aa overlap (25-73:159-207) 
 
                     10        20        30        40        50     
2MEPSP       GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|117 VFIKRVSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
           60        70        80                                   
2MEPSP YVEGDASSASYFLAGAAITGGTVTVE                                   
       . ... . ..  :.....:                                          
gi|117 FSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 19.7 E():   70 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (26-65:376-415) 
 
                    10        20        30        40        50      
2MEPSP      GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
          60        70        80                                    
2MEPSP VEGDASSASYFLAGAAITGGTVTVE                                    
       :   ::: ..                                                   
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
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>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (30-48:9-27) 
 
               10        20        30        40        50        60 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                    : :.::..: :  . : ..             
gi|156                      MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPT 
                                    10        20        30          
 
               70        80                                         
2MEPSP SSASYFLAGAAITGGTVTVE                                         
                                                                    
gi|156 VEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGD 
      40        50        60        70        80        90          
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (30-48:9-27) 
 
               10        20        30        40        50        60 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                    : :.::..: :  . : ..             
gi|518                      MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPT 
                                    10        20        30          
 
               70        80                                         
2MEPSP SSASYFLAGAAITGGTVTVE                                         
                                                                    
gi|518 VEVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGD 
      40        50        60        70        80        90          
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.9  bits: 19.3 E():   72 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (7-33:169-195) 
 
                                       10         20        30      
2MEPSP                         GDVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
          40        50        60        70        80                
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE                
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (7-33:5-31) 
 
               10        20        30        40        50        60 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
             ::. : ..:  .  :. ..  :: ..:                            
gi|424   EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGLTRAARNLQDDLNDFLA 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP SSASYFLAGAAITGGTVTVE                                         
                                                                    
gi|424 LIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDV 
       60        70        80        90       100       110         
 
>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (2-43:115-155) 
 
                                            10        20        30  
2MEPSP                              GDVEIEIIDKLISIPYVEMTLRLMERFGVKA 
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                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
              40        50        60        70        80 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
       . :... . . :                                      
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG            
           150       160       170       180             
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.5  bits: 20.1 E():   76 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (52-71:375-394) 
 
              30        40        50        60        70        80  
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE  
                                     : : :. :.: .:... :..           
gi|581 SSDGRTLYVTAEDHATGKLFTLPADARDNHKPAVVKHDGSVSSFYFIGSSKSVLISGNSL 
          350       360       370       380       390       400     
 
gi|581 WSNALYQVATPDRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDK 
          410       420       430       440       450       460     
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.3 E():   77 
Smith-Waterman score: 44; 30.2% identity (65.1% similar) in 43 aa overlap (6-45:49-90) 
 
                                        10        20          30    
2MEPSP                          GDVEIEIIDKLISIPYVEMT-LRL-MERFGVKA-E 
                                     ..::.  :  ..:.  :.: .. :  :: : 
gi|249 CKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDAS-GFIEVEELKLFLQNFCPKARE 
       20        30        40        50         60        70        
 
             40        50        60        70        80 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
        .:.  . ..:.:                                    
gi|249 LTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ                 
        80        90       100                          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.3 E():   77 
Smith-Waterman score: 44; 30.2% identity (65.1% similar) in 43 aa overlap (6-45:49-90) 
 
                                        10        20          30    
2MEPSP                          GDVEIEIIDKLISIPYVEMT-LRL-MERFGVKA-E 
                                     ..::.  :  ..:.  :.: .. :  :: : 
gi|209 CKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDAS-GFIEVEELKLFLQNFCPKARE 
       20        30        40        50         60        70        
 
             40        50        60        70        80 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
        .:.  . ..:.:                                    
gi|209 LTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ                 
        80        90       100                          
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 52; 33.9% identity (59.7% similar) in 62 aa overlap (1-60:142-195) 
 
                                             10         20          
2MEPSP                               GDVEIEIIDKLISI-PYVEMTLRLMERFGV 
                                     ::::.. ::  :.: :  :.   .. : .. 
gi|612 TDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYD--VLAR-NL 
             120       130       140       150       160            
 
      30        40        50         60        70        80         
2MEPSP KAEHSDSWDRFYIKGGQKYKSPK-NAYVEGDASSASYFLAGAAITGGTVTVE         
       :   .:    ::...     .:: .:: ..::                             
gi|612 KDLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNN 
      170       180            190       200       210       220    
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gi|612 DTAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVSVIMT 
           230       240       250       260       270       280    
 
>>gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 [Ch  (86 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.1  bits: 16.9 E():   80 
Smith-Waterman score: 39; 42.9% identity (66.7% similar) in 21 aa overlap (58-78:24-44) 
 
        30        40        50        60        70        80        
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE        
                                     ::.. .:  :. :  : :.::          
gi|294        MAAEDTPQDIADRERIFKRFDTNGDGKISSSELGDALKTLGSVTPDEVRRMMA 
                      10        20        30        40        50    
 
gi|294 EIDTDGDGFISFDEFTDFARANRGLVKDVSKIF 
            60        70        80       
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.8  bits: 20.1 E():   83 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (43-62:767-786) 
 
             20        30        40        50        60        70   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
 
             80            
2MEPSP TGGTVTVE            
                           
gi|170 AQLPAMCRLEGGDALLASQ 
        800       810      
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (7-33:236-262) 
 
                                       10        20        30       
2MEPSP                         GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
         40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                                    
gi|225 LIRSWFGLP                                    
         270                                        
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.6  bits: 20.1 E():   85 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (43-62:782-801) 
 
             20        30        40        50        60        70   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
             80            
2MEPSP TGGTVTVE            
                           
gi|217 AQLPAMCRLEGGDALLASQ 
             820       830 
 
>>gi|218203826|gb|ACK76296.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (26-61:107-142) 
 
                    10        20        30        40        50      
2MEPSP      GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6388

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
          60        70        80                                    
2MEPSP VEGDASSASYFLAGAAITGGTVTVE                                    
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (26-61:107-142) 
 
                    10        20        30        40        50      
2MEPSP      GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
          60        70        80                                    
2MEPSP VEGDASSASYFLAGAAITGGTVTVE                                    
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.4  bits: 15.4 E():   87 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (29-37:10-18) 
 
               10        20        30        40        50        60 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                   . :...:.:                        
gi|751                    IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA          
                                  10        20        30            
 
               70        80 
2MEPSP SSASYFLAGAAITGGTVTVE 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.0 E():   88 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (39-47:67-75) 
 
       10        20        30        40        50        60         
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
       70        80 
2MEPSP GAAITGGTVTVE 
                    
gi|126 N            
                    
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.9  bits: 17.8 E():   93 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (30-65:63-101) 
 
                10        20        30        40        50          
2MEPSP  GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
         60        70        80                                     
2MEPSP EGDASSASYFLAGAAITGGTVTVE                                     
       .: : :: :                                                    
gi|212 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYTL 
            100       110       120       130       140       150   
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6389

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  35 init1:  35 opt:  35  Z-score: 66.9  bits: 15.4 E():   93 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (29-37:10-18) 
 
               10        20        30        40        50        60 
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                   . :...:.:                        
gi|751                    IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK       
                                  10        20        30            
 
               70        80 
2MEPSP SSASYFLAGAAITGGTVTVE 
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.8  bits: 17.8 E():   94 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (30-65:64-102) 
 
                10        20        30        40        50          
2MEPSP  GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
         60        70        80                                     
2MEPSP EGDASSASYFLAGAAITGGTVTVE                                     
       .: : :: :                                                    
gi|116 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYTL 
           100       110       120       130       140       150    
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 66.7  bits: 19.4 E():   96 
Smith-Waterman score: 45; 43.5% identity (52.2% similar) in 23 aa overlap (32-54:208-228) 
 
              10        20        30        40        50        60  
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     : :  :  : . : :.: : : :        
gi|572 QSTYEQQQLAAKVAEFLKPGVTVKHAKEGTESSTFW--FALGGKQSYTSKKIASEVARDP 
       180       190       200       210         220       230      
 
              70        80                                          
2MEPSP SASYFLAGAAITGGTVTVE                                          
                                                                    
gi|572 HLFAYSFNKGKFEIEEIYNFSQDDLLTEDVLLLDTHAEVFVWVGQSSDPKEKQSSFEVGQ 
         240       250       260       270       280       290      
 
>>gi|14531020|gb|AAK63089.1| parvalbumin [Theragra chalc  (109 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 66.6  bits: 17.0 E():   96 
Smith-Waterman score: 43; 31.7% identity (63.4% similar) in 41 aa overlap (7-45:50-90) 
 
                                       10        20         30      
2MEPSP                         GDVEIEIIDKLISIPYVEMTLRL-MERFGVKAEH-S 
                                     :::.  :    :  :.: .. :...:.  : 
gi|145 KSAGSFDHTKFFKSCGLAGKSSDDVKKAFGIIDQDQSDFIEEEELKLFLQNFSASARALS 
      20        30        40        50        60        70          
 
           40        50        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
       :.  . ..:.:                                    
gi|145 DAETKAFLKAGDSDGDGKIGVDEFAAMVKA                 
      80        90       100                          
 
>>gi|14531014|gb|AAK63086.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 66.6  bits: 17.0 E():   96 
Smith-Waterman score: 39; 28.2% identity (59.0% similar) in 39 aa overlap (30-65:20-58) 
 
               10        20        30        40        50           
2MEPSP GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVE 
                                    .: .: :.  :. : : . ::    :.:.   
gi|145           MAFAGILADADCAAAVKACEAAESFSYKAFFAKCGLSGKSADDIKKAFFV 
                         10        20        30        40        50 
 
        60        70        80                                     
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2MEPSP GDASSASYFLAGAAITGGTVTVE                                     
        : .....                                                    
gi|145 IDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVDEWAVLVKA 
               60        70        80        90       100          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.0 E():   96 
Smith-Waterman score: 39; 27.3% identity (59.1% similar) in 22 aa overlap (59-80:79-100) 
 
       30        40        50        60        70        80         
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE         
                                     :  .:... :: .   : . .:         
gi|208 KIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLVRS 
       50        60        70        80        90       100         
 
gi|208 K 
         
 
>>gi|122065237|sp|P82977.2|ICIW_WHEAT RecName: Full=Subt  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.5  bits: 16.6 E():   97 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (5-17:71-83) 
 
                                         10        20        30     
2MEPSP                           GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|122 LQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
           40        50        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
 
>>gi|154101366|gb|ABS58503.1| serine proteinase inhibito  (84 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.5  bits: 16.6 E():   97 
Smith-Waterman score: 38; 30.8% identity (76.9% similar) in 13 aa overlap (5-17:71-83) 
 
                                         10        20        30     
2MEPSP                           GDVEIEIIDKLISIPYVEMTLRLMERFGVKAEHS 
                                     .. .::. ..: :                  
gi|154 MQDKSEAQIVVLPVGTIVTMEYRIDRVRLFVDSLDKIAQVPRVG                 
               50        60        70        80                     
 
           40        50        60        70        80 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:46 2011 done: Tue Apr 19 10:57:46 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 196  - 275 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     4     0:== 
  30     6     2:*= 
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  32     8     8:==* 
  34    27    22:=======*= 
  36    38    44:============= * 
  38    74    73:========================* 
  40    84   102:============================     * 
  42    79   125:===========================              * 
  44    98   138:=================================            * 
  46   159   140:==============================================*====== 
  48   172   134:============================================*============= 
  50   151   122:========================================*========== 
  52    97   108:=================================  * 
  54    90    92:==============================* 
  56    95    77:=========================*====== 
  58    56    63:=================== * 
  60    52    51:================*= 
  62    30    41:==========   * 
  64    31    33:==========* 
  66    20    26:======= * 
  68    19    20:======* 
  70    28    16:=====*==== 
  72    20    12:===*=== 
  74     8    10:===* 
  76    11     8:==*= 
  78     3     6:=* 
  80     4     5:=* 
  82     7     3:*== 
  84     2     3:* 
  86     3     2:* 
  88     7     2:*==        inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     2     0:=         *== 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.72360.00331; mu= 12.4620 0.172 
 mean_var=31.3096 7.143, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.229211 
 Kolmogorov-Smirnov  statistic: 0.0634 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 25.5     1.1 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   58 23.2     1.4 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   57 22.9     1.7 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 24.5     2.2 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 23.1     4.5 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   56 22.8     5.5 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   56 22.8     5.8 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   56 22.8     6.5 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   56 22.8     6.5 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   52 21.3     6.6 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.9     6.7 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.9     6.7 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   55 22.5     7.3 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 22.1       8 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   56 22.9     8.1 
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gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 22.2      10 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   56 22.9      10 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   54 22.2      11 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.2      12 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.9      13 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.9      14 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   51 21.1      14 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   54 22.2      15 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.3      15 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.6      16 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.6      17 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.7      17 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 20.4      18 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.9      20 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.2      21 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.6      24 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.6      25 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.6      25 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 18.5      26 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.9      26 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.6      27 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.9      27 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.8      28 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.3      29 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   43 18.2      30 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.9      30 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.9      30 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 19.0      33 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 19.0      33 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   45 19.0      36 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 18.6      37 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 20.2      38 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.6      38 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.6      38 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.7      39 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 20.2      40 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 20.2      40 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 19.0      40 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 18.2      41 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 19.0      42 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.4      44 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   44 18.7      45 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.7      45 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.7      45 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   44 18.7      45 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.7      45 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   44 18.7      45 
gi|78038796|emb|CAI43283.4| mala s 12 allergen pre ( 618)   49 20.6      46 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 18.3      48 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.8      48 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 19.4      49 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.8      50 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   49 20.6      50 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.2      51 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   49 20.6      51 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.9      52 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.5      52 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   46 19.5      55 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.7      55 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 19.1      55 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   43 18.3      57 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   43 18.3      57 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   43 18.3      57 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   43 18.3      57 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.3      57 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   43 18.3      57 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.3      57 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   43 18.3      59 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   46 19.5      59 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   46 19.5      59 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 18.0      61 
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gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 18.0      61 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   49 20.7      61 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.5      62 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.5      62 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   43 18.4      64 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.2      65 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.2      65 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.6      65 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.6      66 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.6      66 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.6      66 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.0      69 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.5      70 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.5      72 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.5      72 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.6      72 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   45 19.2      74 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.6      75 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.6      75 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.6      75 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   44 18.8      77 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.2      77 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.4      77 
gi|109474987|ref|XP_001067036.1| PREDICTED: major  ( 181)   42 18.0      79 
gi|757851|emb|CAA26040.1| ovotransferrin [Gallus g ( 705)   47 20.0      80 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   40 17.3      81 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   40 17.3      81 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 20.0      82 
gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 (  86)   39 16.9      83 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   44 18.8      83 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   41 17.6      84 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   41 17.7      85 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.4      89 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.3      89 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 20.0      90 
gi|218203826|gb|ACK76296.1| Der f 6 allergen [Derm ( 279)   43 18.4      91 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.4      91 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.0      92 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   39 16.9      92 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   35 15.4      96 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.7      99 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.7      99 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 101.5  bits: 25.5 E():  1.1 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (41-77:8-44) 
 
               20        30        40        50        60        70 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
               80                                                   
2MEPSP ITGGTVTVEG                                                   
       . .:. :                                                      
gi|144 VPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.9  bits: 23.2 E():  1.4 
Smith-Waterman score: 58; 28.3% identity (56.7% similar) in 60 aa overlap (22-80:26-84) 
 
                   10        20        30        40         50      
2MEPSP     DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
          60        70        80                              
2MEPSP EGDASSASYFLAGAAITGGTVTVEG                              
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       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 98.1  bits: 22.9 E():  1.7 
Smith-Waterman score: 57; 28.3% identity (56.7% similar) in 60 aa overlap (22-80:26-84) 
 
                   10        20        30        40         50      
2MEPSP     DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
          60        70        80                              
2MEPSP EGDASSASYFLAGAAITGGTVTVEG                              
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 96.2  bits: 24.5 E():  2.2 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (41-77:8-44) 
 
               20        30        40        50        60        70 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
               80                                                   
2MEPSP ITGGTVTVEG                                                   
       .  :. :                                                      
gi|144 VPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 90.8  bits: 23.1 E():  4.5 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (26-74:151-193) 
 
                    10        20        30        40        50      
2MEPSP      DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
          60        70        80                                    
2MEPSP EGDASSASYFLAGAAITGGTVTVEG                                    
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 89.2  bits: 22.8 E():  5.5 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (45-74:59-88) 
 
           20        30        40        50        60        70     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
           80                                                       
2MEPSP TVTVEG                                                       
                                                                    
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 88.8  bits: 22.8 E():  5.8 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (45-74:79-108) 
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           20        30        40        50        60        70     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
           80                                                       
2MEPSP TVTVEG                                                       
                                                                    
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 87.9  bits: 22.8 E():  6.5 
Smith-Waterman score: 56; 23.0% identity (58.1% similar) in 74 aa overlap (6-68:160-233) 
 
                                        10        20        30      
2MEPSP                          DVEIEIIDKLISIPYVEMTLRLMERFGVKA-EHSD 
                                     ..:. ... . :.  :  . ... . .: : 
gi|129 PWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVD 
     130       140       150       160       170       180          
 
            40           50              60        70        80     
2MEPSP SWDR-FYIKG---GQKYKSPKNAYV------EGDASSASYFLAGAAITGGTVTVEG     
       :  .  ...:   :. :   :.: .      .:..::.: .: :                 
gi|129 SIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSK 
     190       200       210       220       230       240          
 
gi|129 AAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKS 
     250       260       270       280       290       300          
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 87.9  bits: 22.8 E():  6.5 
Smith-Waterman score: 56; 23.0% identity (58.1% similar) in 74 aa overlap (6-68:160-233) 
 
                                        10        20        30      
2MEPSP                          DVEIEIIDKLISIPYVEMTLRLMERFGVKA-EHSD 
                                     ..:. ... . :.  :  . ... . .: : 
gi|746 PWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVD 
     130       140       150       160       170       180          
 
            40           50              60        70        80     
2MEPSP SWDR-FYIKG---GQKYKSPKNAYV------EGDASSASYFLAGAAITGGTVTVEG     
       :  .  ...:   :. :   :.: .      .:..::.: .: :                 
gi|746 SIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSK 
     190       200       210       220       230       240          
 
gi|746 AAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKS 
     250       260       270       280       290       300          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 87.8  bits: 21.3 E():  6.6 
Smith-Waterman score: 52; 26.3% identity (47.4% similar) in 38 aa overlap (6-43:62-99) 
 
                                        10        20        30      
2MEPSP                          DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ..  .:..  . : .     ::: :    : 
gi|291 SLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLS 
              40        50        60        70        80        90  
 
          40        50        60        70        80     
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG     
       :   :. :                                          
gi|291 WIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
             100       110       120       130       140 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 87.7  bits: 20.9 E():  6.7 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (27-64:18-58) 
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               10        20        30        40        50           
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEG 
                                 : .:  : ..  :. : : . :.:   :.:..   
gi|179          MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVI 
                        10        20        30        40        50  
 
        60        70        80                                    
2MEPSP DASSASYFLAGAAITGGTVTVEG                                    
       : .....                                                    
gi|179 DQDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
              60        70        80        90       100          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 87.7  bits: 20.9 E():  6.7 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (45-79:69-101) 
 
           20        30        40        50        60        70     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
           80        
2MEPSP TVTVEG        
        . ::         
gi|207 KIGVEEFQALVKA 
        100          
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 87.0  bits: 22.5 E():  7.3 
Smith-Waterman score: 55; 30.0% identity (63.3% similar) in 30 aa overlap (45-74:79-108) 
 
           20        30        40        50        60        70     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
           80                                                       
2MEPSP TVTVEG                                                       
                                                                    
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 86.3  bits: 22.1 E():    8 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (45-80:264-297) 
 
           20        30        40        50        60        70     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
           80     
2MEPSP TVTVEG     
       .... :     
gi|663 ATAAAGGYKA 
             300  
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 86.2  bits: 22.9 E():  8.1 
Smith-Waterman score: 56; 22.0% identity (62.7% similar) in 59 aa overlap (20-78:118-170) 
 
                          10        20        30        40          
2MEPSP            DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRI---VEFQS 
        90       100       110       120       130          140     
 
      50        60        70        80                              

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6397

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEG                              
         :. .    :.:.:.:.   . .: .:.                                
gi|149 NPNTLILPKHSDADYILV---VLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILN 
          150       160          170       180       190       200  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 84.4  bits: 22.2 E():   10 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (25-58:279-317) 
 
                     10        20           30        40            
2MEPSP       DVEIEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
      50        60        70        80                              
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEG                              
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 84.2  bits: 22.9 E():   10 
Smith-Waterman score: 56; 24.2% identity (69.7% similar) in 33 aa overlap (8-40:383-415) 
 
                                      10        20        30        
2MEPSP                        DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                     .:....   ... . .: :.  ::  ...: 
gi|833 DLIPEWLGFIKGVVDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFD 
            360       370       380       390       400       410   
 
        40        50        60        70        80                  
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG                  
       .::                                                          
gi|833 KFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYIT 
            420       430       440       450       460       470   
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 83.5  bits: 22.2 E():   11 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (20-78:204-256) 
 
                          10        20        30        40          
2MEPSP            DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
      50        60        70        80                              
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEG                              
         :. .    :.:...:.   . .: .:.                                
gi|149 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 83.0  bits: 22.2 E():   12 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (7-28:9-30) 
 
                 10        20        30        40        50         
2MEPSP   DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
               :  :..::.. .: :  .: ::                               
gi|424 NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLYALFQEKLETSP 
               10        20        30        40        50        60 
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 82.3  bits: 19.9 E():   13 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (50-79:73-101) 
 
      20        30        40        50        60        70          
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
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             50        60        70         80        90       100  
 
      80        
2MEPSP G        
                
gi|288 EFAVWVKQ 
                
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.2  bits: 19.9 E():   14 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (49-74:59-84) 
 
       20        30        40        50        60        70         
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
       80                      
2MEPSP EG                      
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 82.1  bits: 21.1 E():   14 
Smith-Waterman score: 51; 24.4% identity (61.0% similar) in 41 aa overlap (5-44:36-73) 
 
                                         10         20        30    
2MEPSP                           DVEIEIIDKLISIPYVEM-TLRLMERFGVKAEHS 
                                     .... ..: ::: . :..   :  ...  . 
gi|111 FVGGNWKCNGTVEQVESIVNTLNAGQIASTDVVEVVVSPPYVFLPTVKGKLRPEIQVAAQ 
          10        20        30        40        50        60      
 
            40        50        60        70        80              
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG              
       . : .   :::                                                  
gi|111 NCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGL 
          70           80        90       100       110       120   
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 81.5  bits: 22.2 E():   15 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (20-78:204-256) 
 
                          10        20        30        40          
2MEPSP            DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
      50        60        70        80                              
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEG                              
         :. .    :.:...:.   . .: .:.                                
gi|169 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.5  bits: 20.3 E():   15 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (9-32:104-127) 
 
                                     10        20        30         
2MEPSP                       DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
       40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                                  
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN                
           140       150       160                

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6399

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 81.0  bits: 19.6 E():   16 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (42-61:53-72) 
 
              20        30        40        50        60        70  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
              80           
2MEPSP TGGTVTVEG           
                           
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.5  bits: 19.6 E():   17 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (29-52:20-43) 
 
               10        20        30        40        50        60 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                   ::: : .   :. : :   ::: .         
gi|145          MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEII 
                        10        20        30        40        50  
 
               70        80                                       
2MEPSP SASYFLAGAAITGGTVTVEG                                       
                                                                  
gi|145 DQDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
              60        70        80        90       100          
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 80.5  bits: 20.7 E():   17 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (41-71:25-54) 
 
               20        30        40        50        60        70 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     : ::..  :: .:  .   .:::.: .:.  
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
               80                                                   
2MEPSP ITGGTVTVEG                                                   
       .                                                            
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.9  bits: 20.4 E():   18 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (36-71:166-201) 
 
          10        20        30        40        50        60      
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
          70        80 
2MEPSP LAGAAITGGTVTVEG 
        : : .          
gi|116 EAVAKVNFQ       
         200           
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 79.0  bits: 21.9 E():   20 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (15-64:539-592) 
 
                               10        20            30        40 
2MEPSP                 DVEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6400

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
               50        60        70        80                     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG                     
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (45-79:69-101) 
 
           20        30        40        50        60        70     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
           80        
2MEPSP TVTVEG        
        . ::         
gi|207 KIGVEEFQALVKA 
        100          
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 77.5  bits: 16.6 E():   24 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (28-36:10-18) 
 
               10        20        30        40        50        60 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                  . ::..:.:                         
gi|409                   IAKVPPGGXITAEYGDKWLD                       
                                 10        20                       
 
               70        80 
2MEPSP SASYFLAGAAITGGTVTVEG 
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.2  bits: 21.6 E():   25 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (28-64:553-589) 
 
                  10        20        30        40        50        
2MEPSP    DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
        60        70        80                                      
2MEPSP DASSASYFLAGAAITGGTVTVEG                                      
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.2  bits: 21.6 E():   25 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (28-64:553-589) 
 
                  10        20        30        40        50        
2MEPSP    DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
        60        70        80                                      
2MEPSP DASSASYFLAGAAITGGTVTVEG                                      
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
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>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 77.0  bits: 18.5 E():   26 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (29-77:7-41) 
 
               10        20        30        40        50        60 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                   ::::    :::.    .:. .      .::.. 
gi|212                       MADATEKAEH----DRFF----KKFDA------NGDGT 
                                     10                      20     
 
               70        80                                        
2MEPSP SASYFLAGAAITGGTVTVEG                                        
        .:  :. :  . :.::                                           
gi|212 ISSTELGDALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
           30        40        50        60        70        80    
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.9  bits: 18.9 E():   26 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (30-52:21-43) 
 
               10        20        30        40        50        60 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                    : .: .. .:.   : : :::..         
gi|225          MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHIL 
                        10        20        30        40        50  
 
               70        80                                        
2MEPSP SASYFLAGAAITGGTVTVEG                                        
                                                                   
gi|225 DKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
              60        70        80        90       100       110 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.8  bits: 21.6 E():   27 
Smith-Waterman score: 52; 27.9% identity (58.1% similar) in 43 aa overlap (28-70:353-394) 
 
                  10        20        30        40        50        
2MEPSP    DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     : ::   .   : . .  .  : : : :.  
gi|219 GSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADAR-DSHKPAVVKH 
            330       340       350       360       370        380  
 
        60        70        80                                      
2MEPSP DASSASYFLAGAAITGGTVTVEG                                      
       :.: .:....:..                                                
gi|219 DGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIE 
             390       400       410       420       430       440  
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 76.6  bits: 20.9 E():   27 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (20-71:53-104) 
 
                          10        20        30        40          
2MEPSP            DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
      50           60        70        80                           
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVTVEG                           
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.5  bits: 17.8 E():   28 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (31-49:1-19) 
 
               10        20        30        40        50        60 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     ::   . ::  ::  : .:            

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6402

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|377                               EHERIFKRFDAKGDGKISSSELGETLKPLG 
                                             10        20        30 
 
               70        80   
2MEPSP SASYFLAGAAITGGTVTVEG   
                              
gi|377 SVTLEEIQRMMAEIDTDGDGFL 
               40        50   
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (9-46:104-139) 
 
                                     10        20        30         
2MEPSP                       DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
       40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
         :::...                                   
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN              
             140       150       160              
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.9  bits: 18.2 E():   30 
Smith-Waterman score: 43; 18.2% identity (52.7% similar) in 55 aa overlap (3-57:12-64) 
 
                        10        20        30        40        50  
2MEPSP          DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                  .:.   ::.: :     ..   .. .:..   . .  ..:.:..  .   
gi|603 VEGDALSDTLEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAAHL 
               10        20        30        40          50         
 
              60        70        80 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEG 
          .::                        
gi|603 FKLIEGYLKDHPSEYN              
       60        70                  
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (42-74:269-302) 
 
              20        30        40        50        60         70 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
               80                                                   
2MEPSP ITGGTVTVEG                                                   
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (42-74:269-302) 
 
              20        30        40        50        60         70 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
               80                                                   
2MEPSP ITGGTVTVEG                                                   
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
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      300       310       320       330       340       350         
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.0  bits: 19.0 E():   33 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (26-53:87-110) 
 
                    10        20        30        40        50      
2MEPSP      DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
          60        70        80         
2MEPSP EGDASSASYFLAGAAITGGTVTVEG         
                                         
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.0  bits: 19.0 E():   33 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (26-53:87-110) 
 
                    10        20        30        40        50      
2MEPSP      DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
          60        70        80         
2MEPSP EGDASSASYFLAGAAITGGTVTVEG         
                                         
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 24.2% identity (54.8% similar) in 62 aa overlap (9-70:104-157) 
 
                                     10        20        30         
2MEPSP                       DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|167 EVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSKFHAKGDHEVNAEE 
            80        90       100       110       120       130    
 
       40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
         .::....       ::      ::.:: .:           
gi|167 --MKGAKEMAEKLLRAVE------SYLLAHTAEYN        
             140             150       160        
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.3  bits: 18.6 E():   37 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (6-21:49-64) 
 
                                        10        20        30      
2MEPSP                          DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
          40        50        60        70        80  
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG  
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (45-74:340-370) 
 
           20        30        40        50        60        70     
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2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
             80 
2MEPSP GGTVTVEG 
       ::       
gi|113 GGYKV    
      370       
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (29-39:8-18) 
 
               10        20        30        40        50        60 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                   : :.::..:.:                      
gi|379                      MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTL 
                                    10        20        30          
 
               70        80                                         
2MEPSP SASYFLAGAAITGGTVTVEG                                         
                                                                    
gi|379 EVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDK 
      40        50        60        70        80        90          
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (29-39:8-18) 
 
               10        20        30        40        50        60 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                   : :.::..:.:                      
gi|144                      MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTL 
                                    10        20        30          
 
               70        80                                         
2MEPSP SASYFLAGAAITGGTVTVEG                                         
                                                                    
gi|144 EVDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDK 
      40        50        60        70        80        90          
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 73.8  bits: 16.7 E():   39 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (28-36:10-18) 
 
               10        20        30        40        50        60 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                  . ::..:.:                         
gi|751                   IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK        
                                 10        20        30             
 
               70        80 
2MEPSP SASYFLAGAAITGGTVTVEG 
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.7  bits: 20.2 E():   40 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (40-74:331-365) 
 
      10        20        30        40        50        60          
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
      70        80                           
2MEPSP AITGGTVTVEG                           
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
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>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.7  bits: 20.2 E():   40 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (40-74:331-365) 
 
      10        20        30        40        50        60          
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
      70        80                           
2MEPSP AITGGTVTVEG                           
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.5  bits: 19.0 E():   40 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (35-46:134-145) 
 
           10        20        30        40        50        60     
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|144 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
           110       120       130       140       150       160    
 
           70        80    
2MEPSP FLAGAAITGGTVTVEG    
                           
gi|144 EEDLKHFNLKYEDLHSTCH 
           170       180   
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 73.4  bits: 18.2 E():   41 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (45-79:69-101) 
 
           20        30        40        50        60        70     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
           80        
2MEPSP TVTVEG        
       .. ::         
gi|148 AIGVEEWAVLVKA 
        100          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.2  bits: 19.0 E():   42 
Smith-Waterman score: 45; 50.0% identity (75.0% similar) in 12 aa overlap (35-46:142-153) 
 
           10        20        30        40        50        60     
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                     .: ::. : :.:                   
gi|194 VLATDYDNYAIVEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAI 
             120       130       140       150       160       170  
 
           70        80    
2MEPSP FLAGAAITGGTVTVEG    
                           
gi|194 EEDLKHFNLKYEDLHSTCH 
             180       190 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.8  bits: 19.4 E():   44 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (45-74:231-261) 
 
           20        30        40        50        60        70     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
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                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
             80 
2MEPSP GGTVTVEG 
       ::       
gi|226 GGYKV    
     260        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (9-32:104-127) 
 
                                     10        20        30         
2MEPSP                       DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|261 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
       40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                                  
gi|261 IKIEKEKAVGLLKAVESYLLAHSDAYN                
           140       150       160                
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (43-58:111-126) 
 
             20        30        40        50        60        70   
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
             80             
2MEPSP GGTVTVEG             
                            
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (43-58:111-126) 
 
             20        30        40        50        60        70   
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
             80             
2MEPSP GGTVTVEG             
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (9-32:104-127) 
 
                                     10        20        30         
2MEPSP                       DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|132 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
       40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
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gi|132 IKIEKEKAVGLLKAVESYLLAHSDAYN                
           140       150       160                
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (43-58:111-126) 
 
             20        30        40        50        60        70   
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
             80             
2MEPSP GGTVTVEG             
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (9-32:104-127) 
 
                                     10        20        30         
2MEPSP                       DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|132 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
       40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                                  
gi|132 IKIEKEKAEGLLKAVESYHLAHSDAYN                
           140       150       160                
 
>>gi|78038796|emb|CAI43283.4| mala s 12 allergen precurs  (618 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 72.5  bits: 20.6 E():   46 
Smith-Waterman score: 49; 30.8% identity (66.7% similar) in 39 aa overlap (40-72:361-398) 
 
      10        20        30        40        50              60    
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN------AYVEGDASSAS 
                                     ....:...: :::      . : :::.. : 
gi|780 LSGIGDKNLLNGLGIDVVVDLPGVGENLQDHVSAGMSFK-PKNKKDAGPTSVTGDAKADS 
              340       350       360        370       380          
 
            70        80                                            
2MEPSP YFLAGAAITGGTVTVEG                                            
       :  .... :                                                    
gi|780 YVNSAVSYTSLGKLFNNKDSILGKIQARAKQIADSHNVSPAVKQGQSKAYNALADTIFPS 
     390       400       410       420       430       440          
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 72.1  bits: 18.3 E():   48 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (29-75:9-60) 
 
               10        20        30        40           50        
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--V 
                                   : :.::..: :  . : .. .    :.:   : 
gi|118                     MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTV 
                                   10        20        30        40 
 
          60        70        80                                    
2MEPSP EGDASSASYFLAGAAITGGTVTVEG                                    
       : .... :: .  :.   .:                                         
gi|118 EVSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDK 
               50        60        70        80        90       100 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.1  bits: 19.8 E():   48 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (39-65:319-345) 
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       10        20        30        40        50        60         
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
       70        80                          
2MEPSP AAITGGTVTVEG                          
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.1  bits: 19.4 E():   49 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (45-80:259-293) 
 
           20        30        40        50        60        70     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
           80    
2MEPSP TVTVEG    
       ::.. :    
gi|119 TVSAGGYKV 
       290       
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.9  bits: 19.8 E():   50 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (27-58:182-217) 
 
                   10        20        30            40        50   
2MEPSP     DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
             60        70        80                                 
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEG                                 
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.8  bits: 20.6 E():   50 
Smith-Waterman score: 49; 37.5% identity (62.5% similar) in 24 aa overlap (1-24:418-441) 
 
                                             10        20        30 
2MEPSP                               DVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : ::: . :  .:   ....:: :       
gi|425 LRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAEAKLK 
       390       400       410       420       430       440        
 
               40        50        60        70        80           
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG           
                                                                    
gi|425 TEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQLQQAV 
       450       460       470       480       490       500        
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.8  bits: 20.2 E():   51 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (12-64:417-466) 
 
                                  10        20        30        40  
2MEPSP                    DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
              50        60        70        80                      
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2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG                      
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.7  bits: 20.6 E():   51 
Smith-Waterman score: 49; 27.6% identity (55.2% similar) in 58 aa overlap (28-75:65-121) 
 
                  10        20        30        40                  
2MEPSP    DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
      50          60        70        80                            
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEG                            
       :  :  : . ..:..::. : :..  ::                                 
gi|135 PIAAEVYEHTEGSTTSYY-AVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLH 
          100       110        120       130       140       150    
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.6  bits: 17.9 E():   52 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (45-79:69-101) 
 
           20        30        40        50        60        70     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
           80        
2MEPSP TVTVEG        
        . :.         
gi|288 KIGVDEFAAMIKG 
        100          
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.5  bits: 17.5 E():   52 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (30-49:9-28) 
 
               10        20        30        40        50        60 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                    :::   . ::  .:  : .:            
gi|333                      MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLG 
                                    10        20        30          
 
               70        80                          
2MEPSP SASYFLAGAAITGGTVTVEG                          
                                                     
gi|333 SVTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
      40        50        60        70        80     
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.1  bits: 19.5 E():   55 
Smith-Waterman score: 46; 30.4% identity (67.4% similar) in 46 aa overlap (34-79:38-79) 
 
            10        20        30        40        50        60    
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
            70        80                                            
2MEPSP YFLAGAAITGGTVTVEG                                            
          ::.: .  ...:.                                             
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.0  bits: 18.7 E():   55 
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Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (15-41:155-183) 
 
                               10        20        30          40   
2MEPSP                 DVEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
             50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                              
gi|549 CNYGPAGNVGNEPIYERK                     
          190       200                       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (45-74:232-262) 
 
           20        30        40        50        60        70     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
             80 
2MEPSP GGTVTVEG 
       ::       
gi|180 GGYKV    
                
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (9-32:103-126) 
 
                                     10        20        30         
2MEPSP                       DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|437 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
             80        90       100       110       120       130   
 
       40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                                  
gi|437 MKAIKEKGETLLRAVESYLLAHSDAYN                
            140       150                         
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (9-32:103-126) 
 
                                     10        20        30         
2MEPSP                       DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|437 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
             80        90       100       110       120       130   
 
       40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                                  
gi|437 MKAIKEKGETLLKAVESYLLAHSDAYN                
            140       150                         
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 24.2% identity (54.8% similar) in 62 aa overlap (9-70:104-157) 
 
                                     10        20        30         
2MEPSP                       DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|154 EVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGKFHAKGDHEVNAEE 
            80        90       100       110       120       130    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6411

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
       40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
         .::....       ::      ::.:: .:           
gi|154 --MKGAKEMAEKLLRAVE------SYLLAHTAEYN        
             140             150       160        
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (9-32:104-127) 
 
                                     10        20        30         
2MEPSP                       DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|400 EVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
            80        90       100       110       120       130    
 
       40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                                  
gi|400 MKAIKEKGETLLRAVESYLLAHSDAYN                
           140       150       160                
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (9-32:104-127) 
 
                                     10        20        30         
2MEPSP                       DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
       40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                                  
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN                
           140       150       160                
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (9-32:104-127) 
 
                                     10        20        30         
2MEPSP                       DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|132 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
            80        90       100       110       120       130    
 
       40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                                  
gi|132 MKAIKEKAEALLRAVESYLLAHSDAYN                
           140       150       160                
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (9-32:104-127) 
 
                                     10        20        30         
2MEPSP                       DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
       40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                                  
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN                
           140       150       160                
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>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 44; 19.6% identity (54.3% similar) in 46 aa overlap (24-67:81-126) 
 
                      10        20        30        40        50    
2MEPSP        DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK-- 
                                     . : .    ...:.  :.  :  :.. .   
gi|212 NGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSIV 
               60        70        80        90       100       110 
 
              60        70        80                             
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEG                             
        . ...: :   :..:                                          
gi|212 AGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              120       130       140       150       160        
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (24-78:159-208) 
 
                      10        20        30        40        50    
2MEPSP        DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
             60        70        80                                 
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEG                                 
       ... .. :..:  :. ...:.  ::.                                   
gi|195 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (24-78:159-208) 
 
                      10        20        30        40        50    
2MEPSP        DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
             60        70        80                                 
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEG                                 
       ... .. :..:  :. ...:.  ::.                                   
gi|493 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.0 E():   61 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (28-57:14-43) 
 
               10        20        30        40        50        60 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                  . : :.::  :   .  ...  :.    ::    
gi|179               MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMT 
                             10        20        30        40       
 
               70        80                                         
2MEPSP SASYFLAGAAITGGTVTVEG                                         
                                                                    
gi|179 MDMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVM 
         50        60        70        80        90       100       
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.0 E():   61 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (28-57:14-43) 
 
               10        20        30        40        50        60 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                  . : :.::  :   .  ...  :.    ::    
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gi|144               MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMT 
                             10        20        30        40       
 
               70        80                                         
2MEPSP SASYFLAGAAITGGTVTVEG                                         
                                                                    
gi|144 MDMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVM 
         50        60        70        80        90       100       
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.2  bits: 20.7 E():   61 
Smith-Waterman score: 49; 37.5% identity (62.5% similar) in 24 aa overlap (1-24:504-527) 
 
                                             10        20        30 
2MEPSP                               DVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : ::: . :  .:   ....:: :       
gi|377 LRKQEEAKNQRLIAELAQVRHDYEKRLAQKDEEIEALRKQYQIEIEQLNMRLAEAEAKLK 
           480       490       500       510       520       530    
 
               40        50        60        70        80           
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG           
                                                                    
gi|377 TEIARLKKKYQAQITELELSLDAANKANIDLQKTIKKQALQITELQAHYDEVHRQLQQAV 
           540       550       560       570       580       590    
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (57-79:145-167) 
 
         30        40        50        60        70        80       
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG       
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (40-72:331-363) 
 
      10        20        30        40        50        60          
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
      70        80                            
2MEPSP AITGGTVTVEG                            
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
              370       380       390         
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 18.4 E():   64 
Smith-Waterman score: 44; 20.5% identity (54.5% similar) in 44 aa overlap (26-67:99-142) 
 
                    10        20        30        40        50      
2MEPSP      DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK--NA 
                                     : .    ...:.  :.  :  :.. .   . 
gi|606 VIQVTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSIVAG 
       70        80        90       100       110       120         
 
            60        70        80                             
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEG                             
        ...: :   :..:                                          
gi|606 CLDNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
      130       140       150       160       170       180    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.2 E():   65 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (29-46:7-24) 
 
               10        20        30        40        50        60 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                   ::::.  . .:  .:  :               
gi|598                       MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLG 
                                     10        20        30         
 
               70        80                          
2MEPSP SASYFLAGAAITGGTVTVEG                          
                                                     
gi|598 SVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
       40        50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.2 E():   65 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (29-46:7-24) 
 
               10        20        30        40        50        60 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                   ::::.  . .:  .:  :               
gi|598                       MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLG 
                                     10        20        30         
 
               70        80                          
2MEPSP SASYFLAGAAITGGTVTVEG                          
                                                     
gi|598 SVTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
       40        50        60        70        80    
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (51-79:73-101) 
 
               30        40        50        60        70        80 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
gi|193 FNHLVKH 
               
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.7  bits: 17.6 E():   66 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (49-73:59-84) 
 
       20        30        40        50         60        70        
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
        80                     
2MEPSP VEG                     
                               
gi|668 AAKEKNEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 17.6 E():   66 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (49-74:59-83) 
 
       20        30        40        50         60        70        
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
        80                       
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2MEPSP VEG                       
                                 
gi|215 AAPEAERAEEEKEESDDDMGFGLFD 
         90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.7  bits: 17.6 E():   66 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (49-73:59-84) 
 
       20        30        40        50         60        70        
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
        80                     
2MEPSP VEG                     
                               
gi|833 AAEEKKEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (43-59:109-125) 
 
             20        30        40        50        60        70   
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
             80        
2MEPSP GGTVTVEG        
                       
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.1  bits: 19.5 E():   70 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (22-64:144-187) 
 
                        10        20        30        40        50  
2MEPSP          DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
                 60        70        80                             
2MEPSP NAYVEG---DASSASYFLAGAAITGGTVTVEG                             
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 19.5 E():   72 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (25-64:367-406) 
 
                     10        20        30        40        50     
2MEPSP       DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
           60        70        80                                   
2MEPSP VEGDASSASYFLAGAAITGGTVTVEG                                   
       :   ::: ..                                                   
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 19.5 E():   72 
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Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (25-64:367-406) 
 
                     10        20        30        40        50     
2MEPSP       DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
           60        70        80                                   
2MEPSP VEGDASSASYFLAGAAITGGTVTVEG                                   
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 17.6 E():   72 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (6-32:86-112) 
 
                                        10        20        30      
2MEPSP                          DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
          40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                                     
gi|301 LIRSLFGLP                                     
         120                                         
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 45; 18.4% identity (63.3% similar) in 49 aa overlap (24-72:159-207) 
 
                      10        20        30        40        50    
2MEPSP        DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|117 VFIKRVSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
            60        70        80                                  
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEG                                  
       . ... . ..  :.....:                                          
gi|117 FSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.6 E():   75 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (25-64:376-415) 
 
                     10        20        30        40        50     
2MEPSP       DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
           60        70        80                                   
2MEPSP VEGDASSASYFLAGAAITGGTVTVEG                                   
       :   ::: ..                                                   
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (29-47:9-27) 
 
               10        20        30        40        50        60 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                   : :.::..: :  . : ..              
gi|518                     MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPTV 
                                   10        20        30        40 
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               70        80                                         
2MEPSP SASYFLAGAAITGGTVTVEG                                         
                                                                    
gi|518 EVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDK 
               50        60        70        80        90       100 
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (29-47:9-27) 
 
               10        20        30        40        50        60 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                   : :.::..: :  . : ..              
gi|156                     MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPTV 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP SASYFLAGAAITGGTVTVEG                                         
                                                                    
gi|156 EVIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDK 
               50        60        70        80        90       100 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 44; 30.6% identity (63.9% similar) in 36 aa overlap (45-80:264-297) 
 
           20        30        40        50        60        70     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:. 
gi|441 YAATVAAAPEVKYAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVATG--AATAAAGA 
           240       250       260       270       280         290  
 
           80     
2MEPSP TVTVEG     
       .... :     
gi|441 ATAAAGGYKA 
             300  
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (6-32:169-195) 
 
                                        10         20        30     
2MEPSP                          DVEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
           40        50        60        70        80               
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG               
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.4 E():   77 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (6-32:5-31) 
 
               10        20        30        40        50        60 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
            ::. : ..:  .  :. ..  :: ..:                             
gi|424  EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGLTRAARNLQDDLNDFLAL 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP SASYFLAGAAITGGTVTVEG                                         
                                                                    
gi|424 IPTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVA 
      60        70        80        90       100       110          
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>>gi|109474987|ref|XP_001067036.1| PREDICTED: major urin  (181 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.2  bits: 18.0 E():   79 
Smith-Waterman score: 42; 23.8% identity (61.9% similar) in 42 aa overlap (1-42:115-155) 
 
                                             10        20        30 
2MEPSP                               DVEIEIIDKLISIPYVEMTLRLMERFGVKA 
                                     : .  .. .:...   : :..::: .:    
gi|109 ELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYVMFHLVNFKNGE-TFQLMELYGRTK 
           90       100       110       120       130        140    
 
               40        50        60        70        80 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
       . :... . . :                                       
gi|109 DLSSDFKKKFAKLCEAHGITRDNIIDLTKTDRCLQARG             
           150       160       170       180              
 
>>gi|757851|emb|CAA26040.1| ovotransferrin [Gallus gallu  (705 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.1  bits: 20.0 E():   80 
Smith-Waterman score: 47; 27.6% identity (55.2% similar) in 58 aa overlap (28-75:65-121) 
 
                  10        20        30        40                  
2MEPSP    DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|757 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQVFEAGLAPYKLK 
           40        50        60        70        80        90     
 
      50          60        70        80                            
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEG                            
       :  :  : . ..:..::. : :..  ::                                 
gi|757 PIAAEIYEHTEGSTTSYY-AVAVVKKGTEFTVNDLQGKNSCHTGLGRSAGWNIPIGTLLH 
          100       110        120       130       140       150    
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 44; 30.2% identity (65.1% similar) in 43 aa overlap (5-44:49-90) 
 
                                         10         20         30   
2MEPSP                           DVEIEIIDKLISIPYVEMT-LRL-MERFGVKA-E 
                                     ..::.  :  ..:.  :.: .. :  :: : 
gi|249 CKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDAS-GFIEVEELKLFLQNFCPKARE 
       20        30        40        50         60        70        
 
              40        50        60        70        80 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
        .:.  . ..:.:                                     
gi|249 LTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ                  
        80        90       100                           
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 44; 30.2% identity (65.1% similar) in 43 aa overlap (5-44:49-90) 
 
                                         10         20         30   
2MEPSP                           DVEIEIIDKLISIPYVEMT-LRL-MERFGVKA-E 
                                     ..::.  :  ..:.  :.: .. :  :: : 
gi|209 CKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDAS-GFIEVEELKLFLQNFCPKARE 
       20        30        40        50         60        70        
 
              40        50        60        70        80 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
        .:.  . ..:.:                                     
gi|209 LTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ                  
        80        90       100                           
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.9  bits: 20.0 E():   82 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (51-70:375-394) 
 
               30        40        50        60        70        80 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     : : :. :.: .:... :..           
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gi|581 SSDGRTLYVTAEDHATGKLFTLPADARDNHKPAVVKHDGSVSSFYFIGSSKSVLISGNSL 
          350       360       370       380       390       400     
 
gi|581 WSNALYQVATPDRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDK 
          410       420       430       440       450       460     
 
>>gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 [Ch  (86 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.8  bits: 16.9 E():   83 
Smith-Waterman score: 39; 42.9% identity (66.7% similar) in 21 aa overlap (57-77:24-44) 
 
         30        40        50        60        70        80       
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG       
                                     ::.. .:  :. :  : :.::          
gi|294        MAAEDTPQDIADRERIFKRFDTNGDGKISSSELGDALKTLGSVTPDEVRRMMA 
                      10        20        30        40        50    
 
gi|294 EIDTDGDGFISFDEFTDFARANRGLVKDVSKIF 
            60        70        80       
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 44; 32.8% identity (59.0% similar) in 61 aa overlap (1-59:143-195) 
 
                                             10         20          
2MEPSP                               DVEIEIIDKLISI-PYVEMTLRLMERFGVK 
                                     :::.. ::  :.: :  :.   .. : ..: 
gi|612 DGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYD--VLAR-NLK 
            120       130       140       150       160             
 
      30        40        50         60        70        80         
2MEPSP AEHSDSWDRFYIKGGQKYKSPK-NAYVEGDASSASYFLAGAAITGGTVTVEG         
          .:    ::...     .:: .:: ..::                              
gi|612 DLTKDRTRPFYLSA-----APKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNND 
     170       180            190       200       210       220     
 
gi|612 TAAGLDAFYRSWYDWTVSLAEGNKLLIGIPASNETDNSPLGGYIPSDVLNDQIVSVIMTS 
          230       240       250       260       270       280     
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 41; 52.2% identity (65.2% similar) in 23 aa overlap (61-80:9-31) 
 
               40        50        60           70        80        
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEG        
                                     ::  ::   :.:.:  .:: :::        
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 26.5% identity (52.9% similar) in 34 aa overlap (47-80:119-152) 
 
         20        30        40        50        60        70       
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     ...: .    :   : :   ::. .: : . 
gi|160 GEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVTCGII 
       90       100       110       120       130       140         
 
         80 
2MEPSP TVEG 
        ..: 
gi|160 GLQG 
      150   
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (6-32:236-262) 
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                                        10        20        30      
2MEPSP                          DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
          40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                                     
gi|225 LIRSWFGLP                                     
         270                                         
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.2  bits: 15.3 E():   89 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (28-36:10-18) 
 
               10        20        30        40        50        60 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                  . :...:.:                         
gi|751                   IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA           
                                 10        20        30             
 
               70        80 
2MEPSP SASYFLAGAAITGGTVTVEG 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.1  bits: 20.0 E():   90 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (42-61:767-786) 
 
              20        30        40        50        60        70  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
 
              80           
2MEPSP TGGTVTVEG           
                           
gi|170 AQLPAMCRLEGGDALLASQ 
        800       810      
 
>>gi|218203826|gb|ACK76296.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (25-60:107-142) 
 
                     10        20        30        40        50     
2MEPSP       DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
           60        70        80                                   
2MEPSP VEGDASSASYFLAGAAITGGTVTVEG                                   
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVRMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
        140       150       160       170       180       190       
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 43; 22.2% identity (61.1% similar) in 36 aa overlap (25-60:107-142) 
 
                     10        20        30        40        50     
2MEPSP       DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :.:.. . :.:.  . .:   ...:      
gi|218 HMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDT 
         80        90       100       110       120       130       
 
           60        70        80                                   
2MEPSP VEGDASSASYFLAGAAITGGTVTVEG                                   
       ...: :                                                       
gi|218 IQNDISLLILSKPVVPSTNVQMIEIETDDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSM 
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        140       150       160       170       180       190       
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.0  bits: 20.0 E():   92 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (42-61:782-801) 
 
              20        30        40        50        60        70  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
              80           
2MEPSP TGGTVTVEG           
                           
gi|217 AQLPAMCRLEGGDALLASQ 
             820       830 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 16.9 E():   92 
Smith-Waterman score: 39; 66.7% identity (77.8% similar) in 9 aa overlap (38-46:67-75) 
 
        10        20        30        40        50        60        
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                                     ::  :::.:                      
gi|126 HGSEEWEPMTKKGNLWEVKSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEY 
         40        50        60        70        80        90       
 
        70        80 
2MEPSP GAAITGGTVTVEG 
                     
gi|126 N             
                     
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.6  bits: 15.4 E():   96 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (28-36:10-18) 
 
               10        20        30        40        50        60 
2MEPSP DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                  . :...:.:                         
gi|751                   IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK        
                                 10        20        30             
 
               70        80 
2MEPSP SASYFLAGAAITGGTVTVEG 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.4  bits: 17.7 E():   99 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (29-64:63-101) 
 
                 10        20        30        40        50         
2MEPSP   DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
          60        70        80                                    
2MEPSP EGDASSASYFLAGAAITGGTVTVEG                                    
       .: : :: :                                                    
gi|212 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYTL 
            100       110       120       130       140       150   
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.4  bits: 17.7 E():   99 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 39 aa overlap (29-64:64-102) 
 
                 10        20        30        40        50         
2MEPSP   DVEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
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            40        50        60        70        80        90    
 
          60        70        80                                    
2MEPSP EGDASSASYFLAGAAITGGTVTVEG                                    
       .: : :: :                                                    
gi|116 KGKAFSAPYSVLATDYENYAIVEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYTL 
           100       110       120       130       140       150    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:46 2011 done: Tue Apr 19 10:57:46 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 197  - 276 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     4     0:= 
  30     5     2:*= 
  32     7     8:=* 
  34    15    22:==== * 
  36    40    44:==========* 
  38    70    73:==================* 
  40    84   102:=====================    * 
  42    70   125:==================             * 
  44   110   138:============================      * 
  46   164   140:==================================*====== 
  48   181   134:=================================*============ 
  50   145   122:==============================*====== 
  52   100   108:========================= * 
  54   106    92:======================*==== 
  56    81    77:===================*= 
  58    61    63:===============* 
  60    45    51:============* 
  62    28    41:=======   * 
  64    31    33:========* 
  66    22    26:======* 
  68    21    20:====*= 
  70    21    16:===*== 
  72    15    12:==*= 
  74    10    10:==* 
  76     6     8:=* 
  78    18     6:=*=== 
  80     6     5:=* 
  82     4     3:* 
  84     3     3:* 
  86    10     2:*== 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
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 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.63160.00348; mu= 13.0433 0.180 
 mean_var=34.2812 8.217, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.219052 
 Kolmogorov-Smirnov  statistic: 0.0728 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 25.1     1.5 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   58 22.8     1.9 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   57 22.4     2.4 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 24.1     2.9 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 22.8     5.7 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   54 21.6     6.6 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   54 21.6     6.7 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   56 22.4     6.9 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   56 22.5     7.3 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.3     7.8 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   56 22.5     8.1 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   56 22.5     8.1 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.3     8.3 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   52 20.9     8.4 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.5     8.6 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.5     8.6 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   55 22.1     9.1 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   56 22.6     9.9 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.8      10 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.9      12 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   56 22.7      13 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   54 21.9      14 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.9      15 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.6      16 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   51 20.8      17 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.6      17 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   54 22.0      17 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 20.0      18 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 20.0      18 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.2      19 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.5      20 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.3      20 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 20.1      22 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.3      23 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.3      23 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 21.3      23 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.3      23 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.3      23 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.3      23 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.3      23 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.3      23 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.3      23 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.3      23 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 21.3      23 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.3      23 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.3      23 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.7      24 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 19.0      25 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.4      29 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.4      29 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.2      30 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6424

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.4      31 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 18.2      32 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.6      32 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.6      32 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.5      34 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.1      34 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.7      35 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.7      35 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   50 20.7      35 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   43 17.9      36 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.7      39 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.7      39 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   45 18.8      43 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.9      43 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 18.4      43 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.4      45 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.4      45 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 20.0      45 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 20.0      45 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.8      47 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.4      47 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 18.0      49 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.8      49 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.2      51 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.4      53 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.4      53 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.4      53 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   44 18.4      53 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   44 18.4      53 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   44 18.4      53 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.6      55 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 19.2      56 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 18.1      56 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.7      57 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.1      57 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   49 20.5      57 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.7      60 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.3      61 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   46 19.3      62 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.9      63 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.5      63 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   43 18.1      65 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   43 18.1      65 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.1      66 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   43 18.1      66 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   43 18.1      66 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.1      66 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   43 18.1      66 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   46 19.3      67 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   46 19.3      67 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.3      70 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.3      70 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 17.7      70 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 17.7      70 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.4      75 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 17.0      75 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 17.0      75 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.4      76 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.4      76 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.4      76 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.8      78 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.4      79 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.4      80 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.4      80 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.4      82 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   45 19.0      83 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.4      83 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.4      86 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.4      86 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.0      86 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   44 18.6      86 
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gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.2      87 
gi|757851|emb|CAA26040.1| ovotransferrin [Gallus g ( 705)   47 19.8      88 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 19.8      90 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   40 17.1      92 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   40 17.1      92 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   44 18.6      93 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   41 17.5      95 
gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 (  86)   39 16.7      95 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   41 17.5      96 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 19.9      99 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   43 18.3      99 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 19.9   1e 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 99.2  bits: 25.1 E():  1.5 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (40-76:8-44) 
 
      10        20        30        40        50        60          
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
      70        80                                                  
2MEPSP ITGGTVTVEGC                                                  
       . .:. :                                                      
gi|144 VPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 97.5  bits: 22.8 E():  1.9 
Smith-Waterman score: 58; 28.3% identity (56.7% similar) in 60 aa overlap (21-79:26-84) 
 
                    10        20        30        40         50     
2MEPSP      VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
           60        70        80                             
2MEPSP EGDASSASYFLAGAAITGGTVTVEGC                             
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 95.8  bits: 22.4 E():  2.4 
Smith-Waterman score: 57; 28.3% identity (56.7% similar) in 60 aa overlap (21-79:26-84) 
 
                    10        20        30        40         50     
2MEPSP      VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
           60        70        80                             
2MEPSP EGDASSASYFLAGAAITGGTVTVEGC                             
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 94.1  bits: 24.1 E():  2.9 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (40-76:8-44) 
 
      10        20        30        40        50        60          
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
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      70        80                                                  
2MEPSP ITGGTVTVEGC                                                  
       .  :. :                                                      
gi|144 VPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 88.9  bits: 22.8 E():  5.7 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (25-73:151-193) 
 
                     10        20        30        40        50     
2MEPSP       VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
           60        70        80                                   
2MEPSP EGDASSASYFLAGAAITGGTVTVEGC                                   
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 87.7  bits: 21.6 E():  6.6 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (28-80:63-117) 
 
                  10        20        30        40        50        
2MEPSP    VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
           60        70        80                                   
2MEPSP EGDASSASYFLAGAAITGGTVTVEGC                                   
       .: : :: : . ..   . .. ::::                                   
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYT 
            100       110        120       130       140       150  
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 87.7  bits: 21.6 E():  6.7 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (28-80:64-118) 
 
                  10        20        30        40        50        
2MEPSP    VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
           60        70        80                                   
2MEPSP EGDASSASYFLAGAAITGGTVTVEGC                                   
       .: : :: : . ..   . .. ::::                                   
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYT 
           100       110        120       130       140       150   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.4  bits: 22.4 E():  6.9 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (44-73:59-88) 
 
            20        30        40        50        60        70    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
            80                                                      
2MEPSP TVTVEGC                                                      
                                                                    
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
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 initn:  56 init1:  56 opt:  56  Z-score: 87.0  bits: 22.5 E():  7.3 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (44-73:79-108) 
 
            20        30        40        50        60        70    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
            80                                                      
2MEPSP TVTVEGC                                                      
                                                                    
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 86.5  bits: 21.3 E():  7.8 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (52-80:86-113) 
 
              30        40        50        60        70        80  
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC  
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 86.2  bits: 22.5 E():  8.1 
Smith-Waterman score: 56; 23.0% identity (58.1% similar) in 74 aa overlap (5-67:160-233) 
 
                                         10        20         30    
2MEPSP                           VEIEIIDKLISIPYVEMTLRLMERFGVKA-EHSD 
                                     ..:. ... . :.  :  . ... . .: : 
gi|129 PWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVD 
     130       140       150       160       170       180          
 
             40           50              60        70        80    
2MEPSP SWDR-FYIKG---GQKYKSPKNAYV------EGDASSASYFLAGAAITGGTVTVEGC    
       :  .  ...:   :. :   :.: .      .:..::.: .: :                 
gi|129 SIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSK 
     190       200       210       220       230       240          
 
gi|129 AAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKS 
     250       260       270       280       290       300          
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 86.2  bits: 22.5 E():  8.1 
Smith-Waterman score: 56; 23.0% identity (58.1% similar) in 74 aa overlap (5-67:160-233) 
 
                                         10        20         30    
2MEPSP                           VEIEIIDKLISIPYVEMTLRLMERFGVKA-EHSD 
                                     ..:. ... . :.  :  . ... . .: : 
gi|746 PWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVD 
     130       140       150       160       170       180          
 
             40           50              60        70        80    
2MEPSP SWDR-FYIKG---GQKYKSPKNAYV------EGDASSASYFLAGAAITGGTVTVEGC    
       :  .  ...:   :. :   :.: .      .:..::.: .: :                 
gi|746 SIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSK 
     190       200       210       220       230       240          
 
gi|746 AAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKS 
     250       260       270       280       290       300          
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 85.9  bits: 21.3 E():  8.3 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (52-80:102-129) 
 
              30        40        50        60        70        80  
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2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC  
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 85.9  bits: 20.9 E():  8.4 
Smith-Waterman score: 52; 26.3% identity (47.4% similar) in 38 aa overlap (5-42:62-99) 
 
                                         10        20        30     
2MEPSP                           VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ..  .:..  . : .     ::: :    : 
gi|291 SLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLS 
              40        50        60        70        80        90  
 
           40        50        60        70        80    
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC    
       :   :. :                                          
gi|291 WIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
             100       110       120       130       140 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 85.7  bits: 20.5 E():  8.6 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (26-63:18-58) 
 
               10        20        30        40           50        
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGD 
                                : .:  : ..  :. : : . :.:   :.:..  : 
gi|179         MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVID 
                       10        20        30        40        50   
 
        60        70        80                                   
2MEPSP ASSASYFLAGAAITGGTVTVEGC                                   
        .....                                                    
gi|179 QDKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
             60        70        80        90       100          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 85.7  bits: 20.5 E():  8.6 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (44-78:69-101) 
 
            20        30        40        50        60        70    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
            80       
2MEPSP TVTVEGC       
        . ::         
gi|207 KIGVEEFQALVKA 
        100          
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 85.3  bits: 22.1 E():  9.1 
Smith-Waterman score: 55; 30.0% identity (63.3% similar) in 30 aa overlap (44-73:79-108) 
 
            20        30        40        50        60        70    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
            80                                                      
2MEPSP TVTVEGC                                                      
                                                                    
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
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>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 84.6  bits: 22.6 E():  9.9 
Smith-Waterman score: 56; 22.0% identity (62.7% similar) in 59 aa overlap (19-77:118-170) 
 
                           10        20        30        40         
2MEPSP             VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRI---VEFQS 
        90       100       110       120       130          140     
 
       50        60        70        80                             
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGC                             
         :. .    :.:.:.:.   . .: .:.                                
gi|149 NPNTLILPKHSDADYILV---VLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILN 
          150       160          170       180       190       200  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 84.6  bits: 21.8 E():   10 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (44-79:264-297) 
 
            20        30        40        50        60        70    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
            80    
2MEPSP TVTVEGC    
       .... :     
gi|663 ATAAAGGYKA 
             300  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 82.8  bits: 21.9 E():   12 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (24-57:279-317) 
 
                      10        20           30        40           
2MEPSP        VEIEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
       50        60        70        80                             
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGC                             
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 82.7  bits: 22.7 E():   13 
Smith-Waterman score: 56; 24.2% identity (69.7% similar) in 33 aa overlap (7-39:383-415) 
 
                                       10        20        30       
2MEPSP                         VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                     .:....   ... . .: :.  ::  ...: 
gi|833 DLIPEWLGFIKGVVDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFD 
            360       370       380       390       400       410   
 
         40        50        60        70        80                 
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC                 
       .::                                                          
gi|833 KFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYIT 
            420       430       440       450       460       470   
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 82.0  bits: 21.9 E():   14 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (19-77:204-256) 
 
                           10        20        30        40         
2MEPSP             VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
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                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
       50        60        70        80                             
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGC                             
         :. .    :.:...:.   . .: .:.                                
gi|149 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.5  bits: 21.9 E():   15 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (6-27:9-30) 
 
                  10        20        30        40        50        
2MEPSP    VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
               :  :..::.. .: :  .: ::                               
gi|424 NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLYALFQEKLETSP 
               10        20        30        40        50        60 
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 80.6  bits: 19.6 E():   16 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (49-78:73-101) 
 
       20        30        40        50        60        70         
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
       80       
2MEPSP GC       
                
gi|288 EFAVWVKQ 
                
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 80.5  bits: 20.8 E():   17 
Smith-Waterman score: 51; 24.4% identity (61.0% similar) in 41 aa overlap (4-43:36-73) 
 
                                          10         20        30   
2MEPSP                            VEIEIIDKLISIPYVEM-TLRLMERFGVKAEHS 
                                     .... ..: ::: . :..   :  ...  . 
gi|111 FVGGNWKCNGTVEQVESIVNTLNAGQIASTDVVEVVVSPPYVFLPTVKGKLRPEIQVAAQ 
          10        20        30        40        50        60      
 
             40        50        60        70        80             
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC             
       . : .   :::                                                  
gi|111 NCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGL 
          70           80        90       100       110       120   
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.6 E():   17 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (48-73:59-84) 
 
        20        30        40        50        60        70        
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
        80                     
2MEPSP EGC                     
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 80.2  bits: 22.0 E():   17 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (19-77:204-256) 
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                           10        20        30        40         
2MEPSP             VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
       50        60        70        80                             
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGC                             
         :. .    :.:...:.   . .: .:.                                
gi|169 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (8-31:104-127) 
 
                                      10        20        30        
2MEPSP                        VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
        40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN                 
           140       150       160                 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (52-80:84-111) 
 
              30        40        50        60        70        80  
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC  
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.2 E():   19 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (41-60:53-72) 
 
               20        30        40        50        60        70 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
               80          
2MEPSP TGGTVTVEGC          
                           
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 79.0  bits: 20.5 E():   20 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (40-70:25-54) 
 
      10        20        30        40        50        60          
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     : ::..  :: .:  .   .:::.: .:.  
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
      70        80                                                  
2MEPSP ITGGTVTVEGC                                                  
       .                                                            
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gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.3 E():   20 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (28-51:20-43) 
 
               10        20        30        40        50        60 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                  ::: : .   :. : :   ::: .          
gi|145         MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIID 
                       10        20        30        40        50   
 
               70        80                                      
2MEPSP ASYFLAGAAITGGTVTVEGC                                      
                                                                 
gi|145 QDKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
             60        70        80        90       100          
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.4  bits: 20.1 E():   22 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (35-70:166-201) 
 
           10        20        30        40        50        60     
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
           70        80 
2MEPSP LAGAAITGGTVTVEGC 
        : : .           
gi|116 EAVAKVNFQ        
         200            
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (41-80:437-480) 
 
               20        30        40        50            60       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         70        80                                   
2MEPSP GAAITGGTVTVEGC                                   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (41-80:437-480) 
 
               20        30        40        50            60       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         70        80                                   
2MEPSP GAAITGGTVTVEGC                                   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (41-80:437-480) 
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               20        30        40        50            60       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         70        80                                   
2MEPSP GAAITGGTVTVEGC                                   
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (41-80:437-480) 
 
               20        30        40        50            60       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         70        80                                   
2MEPSP GAAITGGTVTVEGC                                   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (41-80:437-480) 
 
               20        30        40        50            60       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         70        80                                   
2MEPSP GAAITGGTVTVEGC                                   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (41-80:437-480) 
 
               20        30        40        50            60       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         70        80                                   
2MEPSP GAAITGGTVTVEGC                                   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (41-80:437-480) 
 
               20        30        40        50            60       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         70        80                                   
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2MEPSP GAAITGGTVTVEGC                                   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (41-80:437-480) 
 
               20        30        40        50            60       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         70        80                                   
2MEPSP GAAITGGTVTVEGC                                   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (41-80:437-480) 
 
               20        30        40        50            60       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         70        80                                   
2MEPSP GAAITGGTVTVEGC                                   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (41-80:437-480) 
 
               20        30        40        50            60       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         70        80                                   
2MEPSP GAAITGGTVTVEGC                                   
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (41-80:437-480) 
 
               20        30        40        50            60       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         70        80                                   
2MEPSP GAAITGGTVTVEGC                                   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.8  bits: 21.3 E():   23 
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Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (41-80:437-480) 
 
               20        30        40        50            60       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         70        80                                   
2MEPSP GAAITGGTVTVEGC                                   
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (41-80:437-480) 
 
               20        30        40        50            60       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         70        80                                   
2MEPSP GAAITGGTVTVEGC                                   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 77.7  bits: 21.7 E():   24 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (14-63:539-592) 
 
                                10        20            30          
2MEPSP                  VEIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
      40        50        60        70        80                    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC                    
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (44-78:69-101) 
 
            20        30        40        50        60        70    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
            80       
2MEPSP TVTVEGC       
        . ::         
gi|207 KIGVEEFQALVKA 
        100          
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.0  bits: 21.4 E():   29 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (27-63:553-589) 
 
                   10        20        30        40        50       
2MEPSP     VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
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         60        70        80                                     
2MEPSP DASSASYFLAGAAITGGTVTVEGC                                     
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.0  bits: 21.4 E():   29 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (27-63:553-589) 
 
                   10        20        30        40        50       
2MEPSP     VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
         60        70        80                                     
2MEPSP DASSASYFLAGAAITGGTVTVEGC                                     
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 75.8  bits: 16.2 E():   30 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (27-35:10-18) 
 
               10        20        30        40        50        60 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                 . ::..:.:                          
gi|409                  IAKVPPGGXITAEYGDKWLD                        
                                10        20                        
 
               70        80 
2MEPSP ASYFLAGAAITGGTVTVEGC 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 75.7  bits: 21.4 E():   31 
Smith-Waterman score: 52; 27.9% identity (58.1% similar) in 43 aa overlap (27-69:353-394) 
 
                   10        20        30        40        50       
2MEPSP     VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     : ::   .   : . .  .  : : : :.  
gi|219 GSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADAR-DSHKPAVVKH 
            330       340       350       360       370        380  
 
         60        70        80                                     
2MEPSP DASSASYFLAGAAITGGTVTVEGC                                     
       :.: .:....:..                                                
gi|219 DGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIE 
             390       400       410       420       430       440  
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 75.5  bits: 18.2 E():   32 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (28-76:7-41) 
 
               10        20        30        40        50        60 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                  ::::    :::.    .:. .      .::..  
gi|212                      MADATEKAEH----DRFF----KKFDA------NGDGTI 
                                    10                      20      
 
               70        80                                       
2MEPSP ASYFLAGAAITGGTVTVEGC                                       
       .:  :. :  . :.::                                           
gi|212 SSTELGDALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
          30        40        50        60        70        80    
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.4  bits: 18.6 E():   32 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (29-51:21-43) 
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               10        20        30        40        50        60 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                   : .: .. .:.   : : :::..          
gi|225         MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILD 
                       10        20        30        40        50   
 
               70        80                                       
2MEPSP ASYFLAGAAITGGTVTVEGC                                       
                                                                  
gi|225 KDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
             60        70        80        90       100       110 
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 75.4  bits: 20.6 E():   32 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (19-70:53-104) 
 
                           10        20        30        40         
2MEPSP             VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
       50           60        70        80                          
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVTVEGC                          
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.9  bits: 17.5 E():   34 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (30-48:1-19) 
 
               10        20        30        40        50        60 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                    ::   . ::  ::  : .:             
gi|377                              EHERIFKRFDAKGDGKISSSELGETLKPLGS 
                                            10        20        30  
 
               70        80  
2MEPSP ASYFLAGAAITGGTVTVEGC  
                             
gi|377 VTLEEIQRMMAEIDTDGDGFL 
              40        50   
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.8  bits: 19.1 E():   34 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (8-45:104-139) 
 
                                      10        20        30        
2MEPSP                        VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
        40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
         :::...                                    
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN               
             140       150       160               
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (41-73:269-302) 
 
               20        30        40        50        60           
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
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      70        80                                                  
2MEPSP ITGGTVTVEGC                                                  
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (41-73:269-302) 
 
               20        30        40        50        60           
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
      70        80                                                  
2MEPSP ITGGTVTVEGC                                                  
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 50; 34.1% identity (56.1% similar) in 41 aa overlap (42-80:423-461) 
 
              20        30        40        50        60        70  
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
                80                                       
2MEPSP GGTVTVE--GC                                       
       .:   .:  ::                                       
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.5  bits: 17.9 E():   36 
Smith-Waterman score: 43; 18.2% identity (52.7% similar) in 55 aa overlap (2-56:12-64) 
 
                         10        20        30        40        50 
2MEPSP           VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                  .:.   ::.: :     ..   .. .:..   . .  ..:.:..  .   
gi|603 VEGDALSDTLEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAAHL 
               10        20        30        40          50         
 
               60        70        80 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGC 
          .::                         
gi|603 FKLIEGYLKDHPSEYN               
       60        70                   
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.7  bits: 18.7 E():   39 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (25-52:87-110) 
 
                     10        20        30        40        50     
2MEPSP       VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
           60        70        80        
2MEPSP EGDASSASYFLAGAAITGGTVTVEGC        
                                         
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
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 initn:  44 init1:  44 opt:  45  Z-score: 73.7  bits: 18.7 E():   39 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (25-52:87-110) 
 
                     10        20        30        40        50     
2MEPSP       VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
           60        70        80        
2MEPSP EGDASSASYFLAGAAITGGTVTVEGC        
                                         
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 45; 24.2% identity (54.8% similar) in 62 aa overlap (8-69:104-157) 
 
                                      10        20        30        
2MEPSP                        VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|167 EVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSKFHAKGDHEVNAEE 
            80        90       100       110       120       130    
 
        40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
         .::....       ::      ::.:: .:            
gi|167 --MKGAKEMAEKLLRAVE------SYLLAHTAEYN         
             140             150       160         
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.0  bits: 19.9 E():   43 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (44-73:340-370) 
 
            20        30        40        50        60        70    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
              80 
2MEPSP GGTVTVEGC 
       ::        
gi|113 GGYKV     
      370        
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.0  bits: 18.4 E():   43 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (5-20:49-64) 
 
                                         10        20        30     
2MEPSP                           VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
           40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                                      
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA 
       80        90       100       110       120     
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (28-38:8-18) 
 
               10        20        30        40        50        60 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                  : :.::..:.:                       
gi|144                     MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLE 
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                                   10        20        30        40 
 
               70        80                                         
2MEPSP ASYFLAGAAITGGTVTVEGC                                         
                                                                    
gi|144 VDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKE 
               50        60        70        80        90       100 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (28-38:8-18) 
 
               10        20        30        40        50        60 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                  : :.::..:.:                       
gi|379                     MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLE 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP ASYFLAGAAITGGTVTVEGC                                         
                                                                    
gi|379 VDVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKE 
               50        60        70        80        90       100 
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 20.0 E():   45 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (39-73:331-365) 
 
       10        20        30        40        50        60         
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
       70        80                          
2MEPSP AITGGTVTVEGC                          
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 20.0 E():   45 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (39-73:331-365) 
 
       10        20        30        40        50        60         
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
       70        80                          
2MEPSP AITGGTVTVEGC                          
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.3  bits: 18.8 E():   47 
Smith-Waterman score: 46; 27.1% identity (56.2% similar) in 48 aa overlap (36-80:72-118) 
 
          10        20        30        40        50           60   
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
             70        80                                           
2MEPSP YFLAGAAITGGTVTVEGC                                           
       : . ..   . .. ::::                                           
gi|144 YSVLATDYDNYAI-VEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHK 
             110        120       130       140       150       160 
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>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.3  bits: 16.4 E():   47 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (27-35:10-18) 
 
               10        20        30        40        50        60 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                 . ::..:.:                          
gi|751                  IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK         
                                10        20        30              
 
               70        80 
2MEPSP ASYFLAGAAITGGTVTVEGC 
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 72.1  bits: 18.0 E():   49 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (44-78:69-101) 
 
            20        30        40        50        60        70    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
            80       
2MEPSP TVTVEGC       
       .. ::         
gi|148 AIGVEEWAVLVKA 
        100          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 18.8 E():   49 
Smith-Waterman score: 45; 38.5% identity (61.5% similar) in 26 aa overlap (55-80:102-126) 
 
           30        40        50        60        70        80     
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC     
                                     :: : :: : . ..   . .. ::::     
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
gi|194 NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
              140       150       160       170       180       190 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (44-73:231-261) 
 
            20        30        40        50        60        70    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
              80 
2MEPSP GGTVTVEGC 
       ::        
gi|226 GGYKV     
     260         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (42-57:111-126) 
 
              20        30        40        50        60        70  
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
              80            
2MEPSP GGTVTVEGC            
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gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (42-57:111-126) 
 
              20        30        40        50        60        70  
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
              80            
2MEPSP GGTVTVEGC            
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (42-57:111-126) 
 
              20        30        40        50        60        70  
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
              80            
2MEPSP GGTVTVEGC            
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (8-31:104-127) 
 
                                      10        20        30        
2MEPSP                        VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|261 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
        40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                                   
gi|261 IKIEKEKAVGLLKAVESYLLAHSDAYN                 
           140       150       160                 
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (8-31:104-127) 
 
                                      10        20        30        
2MEPSP                        VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|132 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
        40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                                   
gi|132 IKIEKEKAVGLLKAVESYLLAHSDAYN                 
           140       150       160                 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (8-31:104-127) 
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                                      10        20        30        
2MEPSP                        VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|132 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
        40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                                   
gi|132 IKIEKEKAEGLLKAVESYHLAHSDAYN                 
           140       150       160                 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.6 E():   55 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (38-64:319-345) 
 
        10        20        30        40        50        60        
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
        70        80                         
2MEPSP AAITGGTVTVEGC                         
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (44-79:259-293) 
 
            20        30        40        50        60        70    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
            80   
2MEPSP TVTVEGC   
       ::.. :    
gi|119 TVSAGGYKV 
       290       
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.9  bits: 18.1 E():   56 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (28-74:9-60) 
 
               10        20        30        40           50        
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VE 
                                  : :.::..: :  . : .. .    :.:   :: 
gi|118                    MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVE 
                                  10        20        30        40  
 
          60        70        80                                    
2MEPSP GDASSASYFLAGAAITGGTVTVEGC                                    
        .... :: .  :.   .:                                          
gi|118 VSVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKE 
              50        60        70        80        90       100  
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 70.8  bits: 19.7 E():   57 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (26-57:182-217) 
 
                    10        20        30            40        50  
2MEPSP      VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
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              60        70        80                                
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGC                                
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.8  bits: 20.1 E():   57 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (11-63:417-466) 
 
                                   10        20        30        40 
2MEPSP                     VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
               50        60        70        80                     
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC                     
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.7  bits: 20.5 E():   57 
Smith-Waterman score: 49; 27.6% identity (55.2% similar) in 58 aa overlap (27-74:65-121) 
 
                   10        20        30        40                 
2MEPSP     VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
       50          60        70        80                           
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC                           
       :  :  : . ..:..::. : :..  ::                                 
gi|135 PIAAEVYEHTEGSTTSYY-AVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLH 
          100       110        120       130       140       150    
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.4  bits: 17.7 E():   60 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (44-78:69-101) 
 
            20        30        40        50        60        70    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
            80       
2MEPSP TVTVEGC       
        . :.         
gi|288 KIGVDEFAAMIKG 
        100          
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.3  bits: 17.3 E():   61 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (29-48:9-28) 
 
               10        20        30        40        50        60 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                   :::   . ::  .:  : .:             
gi|333                     MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGS 
                                   10        20        30        40 
 
               70        80                         
2MEPSP ASYFLAGAAITGGTVTVEGC                         
                                                    
gi|333 VTPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
               50        60        70        80     
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
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 initn:  44 init1:  44 opt:  46  Z-score: 70.1  bits: 19.3 E():   62 
Smith-Waterman score: 46; 30.4% identity (67.4% similar) in 46 aa overlap (33-78:38-79) 
 
             10        20        30        40        50        60   
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
             70        80                                           
2MEPSP YFLAGAAITGGTVTVEGC                                           
          ::.: .  ...:.                                             
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (44-73:232-262) 
 
            20        30        40        50        60        70    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
              80 
2MEPSP GGTVTVEGC 
       ::        
gi|180 GGYKV     
                 
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.9  bits: 18.5 E():   63 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (14-40:155-183) 
 
                                10        20        30          40  
2MEPSP                  VEIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
              50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                               
gi|549 CNYGPAGNVGNEPIYERK                      
          190       200                        
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (8-31:103-126) 
 
                                      10        20        30        
2MEPSP                        VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|437 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
             80        90       100       110       120       130   
 
        40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                                   
gi|437 MKAIKEKGETLLRAVESYLLAHSDAYN                 
            140       150                          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (8-31:103-126) 
 
                                      10        20        30        
2MEPSP                        VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|437 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
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             80        90       100       110       120       130   
 
        40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                                   
gi|437 MKAIKEKGETLLKAVESYLLAHSDAYN                 
            140       150                          
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (8-31:104-127) 
 
                                      10        20        30        
2MEPSP                        VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
        40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                                   
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN                 
           140       150       160                 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 43; 24.2% identity (54.8% similar) in 62 aa overlap (8-69:104-157) 
 
                                      10        20        30        
2MEPSP                        VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|154 EVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGKFHAKGDHEVNAEE 
            80        90       100       110       120       130    
 
        40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
         .::....       ::      ::.:: .:            
gi|154 --MKGAKEMAEKLLRAVE------SYLLAHTAEYN         
             140             150       160         
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (8-31:104-127) 
 
                                      10        20        30        
2MEPSP                        VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|400 EVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
            80        90       100       110       120       130    
 
        40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                                   
gi|400 MKAIKEKGETLLRAVESYLLAHSDAYN                 
           140       150       160                 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (8-31:104-127) 
 
                                      10        20        30        
2MEPSP                        VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
        40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                                   
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN                 
           140       150       160                 
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>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (8-31:104-127) 
 
                                      10        20        30        
2MEPSP                        VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|132 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
            80        90       100       110       120       130    
 
        40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                                   
gi|132 MKAIKEKAEALLRAVESYLLAHSDAYN                 
           140       150       160                 
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (23-77:159-208) 
 
                       10        20        30        40        50   
2MEPSP         VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
              60        70        80                                
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGC                                
       ... .. :..:  :. ...:.  ::.                                   
gi|493 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (23-77:159-208) 
 
                       10        20        30        40        50   
2MEPSP         VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
              60        70        80                                
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGC                                
       ... .. :..:  :. ...:.  ::.                                   
gi|195 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (56-78:145-167) 
 
          30        40        50        60        70        80      
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC      
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (39-71:331-363) 
 
       10        20        30        40        50        60         
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
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       70        80                           
2MEPSP AITGGTVTVEGC                           
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
              370       380       390         
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (27-56:14-43) 
 
               10        20        30        40        50        60 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                 . : :.::  :   .  ...  :.    ::     
gi|179              MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTM 
                            10        20        30        40        
 
               70        80                                         
2MEPSP ASYFLAGAAITGGTVTVEGC                                         
                                                                    
gi|179 DMMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMR 
        50        60        70        80        90       100        
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (27-56:14-43) 
 
               10        20        30        40        50        60 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                 . : :.::  :   .  ...  :.    ::     
gi|144              MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTM 
                            10        20        30        40        
 
               70        80                                         
2MEPSP ASYFLAGAAITGGTVTVEGC                                         
                                                                    
gi|144 DMMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMR 
        50        60        70        80        90       100        
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.4 E():   75 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (50-78:73-101) 
 
      20        30        40        50        60        70          
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
      80       
2MEPSP C       
               
gi|193 FNHLVKH 
               
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.0 E():   75 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (28-45:7-24) 
 
               10        20        30        40        50        60 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                  ::::.  . .:  .:  :                
gi|598                      MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGS 
                                    10        20        30          
 
               70        80                         
2MEPSP ASYFLAGAAITGGTVTVEGC                         
                                                    
gi|598 VTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
      40        50        60        70        80    
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>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.0 E():   75 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (28-45:7-24) 
 
               10        20        30        40        50        60 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                  ::::.  . .:  .:  :                
gi|598                      MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGS 
                                    10        20        30          
 
               70        80                         
2MEPSP ASYFLAGAAITGGTVTVEGC                         
                                                    
gi|598 VTHDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
      40        50        60        70        80    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (48-72:59-84) 
 
        20        30        40        50         60        70       
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
         80                    
2MEPSP VEGC                    
                               
gi|668 AAKEKNEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (48-73:59-83) 
 
        20        30        40        50         60        70       
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
         80                      
2MEPSP VEGC                      
                                 
gi|215 AAPEAERAEEEKEESDDDMGFGLFD 
         90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (48-72:59-84) 
 
        20        30        40        50         60        70       
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
         80                    
2MEPSP VEGC                    
                               
gi|833 AAEEKKEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.8 E():   78 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (42-58:109-125) 
 
              20        30        40        50        60        70  
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
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gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
              80       
2MEPSP GGTVTVEGC       
                       
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.2  bits: 19.4 E():   79 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (21-63:144-187) 
 
                         10        20        30        40        50 
2MEPSP           VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
                  60        70        80                            
2MEPSP NAYVEG---DASSASYFLAGAAITGGTVTVEGC                            
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 19.4 E():   80 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (24-63:367-406) 
 
                      10        20        30        40        50    
2MEPSP        VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
            60        70        80                                  
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGC                                  
       :   ::: ..                                                   
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 19.4 E():   80 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (24-63:367-406) 
 
                      10        20        30        40        50    
2MEPSP        VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
            60        70        80                                  
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGC                                  
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 17.4 E():   82 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (5-31:86-112) 
 
                                         10        20        30     
2MEPSP                           VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
           40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                                      
gi|301 LIRSLFGLP                                      
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         120                                          
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.8  bits: 19.0 E():   83 
Smith-Waterman score: 45; 18.4% identity (63.3% similar) in 49 aa overlap (23-71:159-207) 
 
                       10        20        30        40        50   
2MEPSP         VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|117 VFIKRVSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
             60        70        80                                 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGC                                 
       . ... . ..  :.....:                                          
gi|117 FSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (24-63:376-415) 
 
                      10        20        30        40        50    
2MEPSP        VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
            60        70        80                                  
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGC                                  
       :   ::: ..                                                   
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (28-46:9-27) 
 
               10        20        30        40        50        60 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                  : :.::..: :  . : ..               
gi|156                    MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPTVE 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP ASYFLAGAAITGGTVTVEGC                                         
                                                                    
gi|156 VIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKP 
              50        60        70        80        90       100  
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (28-46:9-27) 
 
               10        20        30        40        50        60 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                  : :.::..: :  . : ..               
gi|518                    MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPTVE 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP ASYFLAGAAITGGTVTVEGC                                         
                                                                    
gi|518 VIVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKP 
              50        60        70        80        90       100  
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (5-31:169-195) 
 
                                         10         20        30    
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2MEPSP                           VEIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
            40        50        60        70        80              
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC              
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.5  bits: 18.6 E():   86 
Smith-Waterman score: 44; 30.6% identity (63.9% similar) in 36 aa overlap (44-79:264-297) 
 
            20        30        40        50        60        70    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:. 
gi|441 YAATVAAAPEVKYAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVATG--AATAAAGA 
           240       250       260       270       280         290  
 
            80    
2MEPSP TVTVEGC    
       .... :     
gi|441 ATAAAGGYKA 
             300  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (5-31:5-31) 
 
               10        20        30        40        50        60 
2MEPSP VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
           ::. : ..:  .  :. ..  :: ..:                              
gi|424 EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGLTRAARNLQDDLNDFLALI 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP ASYFLAGAAITGGTVTVEGC                                         
                                                                    
gi|424 PTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVAD 
               70        80        90       100       110       120 
 
>>gi|757851|emb|CAA26040.1| ovotransferrin [Gallus gallu  (705 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.3  bits: 19.8 E():   88 
Smith-Waterman score: 47; 27.6% identity (55.2% similar) in 58 aa overlap (27-74:65-121) 
 
                   10        20        30        40                 
2MEPSP     VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|757 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQVFEAGLAPYKLK 
           40        50        60        70        80        90     
 
       50          60        70        80                           
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC                           
       :  :  : . ..:..::. : :..  ::                                 
gi|757 PIAAEIYEHTEGSTTSYY-AVAVVKKGTEFTVNDLQGKNSCHTGLGRSAGWNIPIGTLLH 
          100       110        120       130       140       150    
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.1  bits: 19.8 E():   90 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (50-69:375-394) 
 
      20        30        40        50        60        70          
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     : : :. :.: .:... :..           
gi|581 SSDGRTLYVTAEDHATGKLFTLPADARDNHKPAVVKHDGSVSSFYFIGSSKSVLISGNSL 
          350       360       370       380       390       400     
 
      80                                                            
2MEPSP C                                                            
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gi|581 WSNALYQVATPDRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDK 
          410       420       430       440       450       460     
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.1 E():   92 
Smith-Waterman score: 44; 30.2% identity (65.1% similar) in 43 aa overlap (4-43:49-90) 
 
                                          10         20          30 
2MEPSP                            VEIEIIDKLISIPYVEMT-LRL-MERFGVKA-E 
                                     ..::.  :  ..:.  :.: .. :  :: : 
gi|249 CKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDAS-GFIEVEELKLFLQNFCPKARE 
       20        30        40        50         60        70        
 
               40        50        60        70        80 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
        .:.  . ..:.:                                      
gi|249 LTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ                   
        80        90       100                            
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.1 E():   92 
Smith-Waterman score: 44; 30.2% identity (65.1% similar) in 43 aa overlap (4-43:49-90) 
 
                                          10         20          30 
2MEPSP                            VEIEIIDKLISIPYVEMT-LRL-MERFGVKA-E 
                                     ..::.  :  ..:.  :.: .. :  :: : 
gi|209 CKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDAS-GFIEVEELKLFLQNFCPKARE 
       20        30        40        50         60        70        
 
               40        50        60        70        80 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
        .:.  . ..:.:                                      
gi|209 LTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ                   
        80        90       100                            
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.6 E():   93 
Smith-Waterman score: 44; 23.5% identity (64.7% similar) in 34 aa overlap (25-58:297-330) 
 
                     10        20        30        40        50     
2MEPSP       VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     . .:...:.:    :...: ::   .. .. 
gi|612 YIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRTKFM 
        270       280       290       300       310       320       
 
           60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGC 
         .:                       
gi|612 YQNA                       
        330                       
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.7  bits: 17.5 E():   95 
Smith-Waterman score: 41; 52.2% identity (65.2% similar) in 23 aa overlap (60-79:9-31) 
 
      30        40        50        60           70        80       
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGC       
                                     ::  ::   :.:.:  .:: :::        
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 [Ch  (86 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 16.7 E():   95 
Smith-Waterman score: 39; 42.9% identity (66.7% similar) in 21 aa overlap (56-76:24-44) 
 
          30        40        50        60        70        80      
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC      
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                                     ::.. .:  :. :  : :.::          
gi|294        MAAEDTPQDIADRERIFKRFDTNGDGKISSSELGDALKTLGSVTPDEVRRMMA 
                      10        20        30        40        50    
 
gi|294 EIDTDGDGFISFDEFTDFARANRGLVKDVSKIF 
            60        70        80       
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 41; 26.5% identity (52.9% similar) in 34 aa overlap (46-79:119-152) 
 
          20        30        40        50        60        70      
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     ...: .    :   : :   ::. .: : . 
gi|160 GEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVTCGII 
       90       100       110       120       130       140         
 
          80 
2MEPSP TVEGC 
        ..:  
gi|160 GLQG  
      150    
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.4  bits: 19.9 E():   99 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (41-60:767-786) 
 
               20        30        40        50        60        70 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
 
               80          
2MEPSP TGGTVTVEGC          
                           
gi|170 AQLPAMCRLEGGDALLASQ 
        800       810      
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.3 E():   99 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (5-31:236-262) 
 
                                         10        20        30     
2MEPSP                           VEIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|225 ELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHFIE 
         210       220       230       240       250       260      
 
           40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                                      
gi|225 LIRSWFGLP                                      
         270                                          
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.3  bits: 19.9 E(): 1e 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (41-60:782-801) 
 
               20        30        40        50        60        70 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
               80          
2MEPSP TGGTVTVEGC          
                           
gi|217 AQLPAMCRLEGGDALLASQ 
             820       830 
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:46 2011 done: Tue Apr 19 10:57:46 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 198  - 277 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     4     2:* 
  32     6     8:=* 
  34    19    22:=====* 
  36    44    44:==========* 
  38    64    73:================  * 
  40    71   102:==================       * 
  42    97   125:=========================      * 
  44   103   138:==========================        * 
  46   189   140:==================================*============= 
  48   177   134:=================================*=========== 
  50   119   122:==============================* 
  52   110   108:==========================*= 
  54   114    92:======================*====== 
  56    69    77:================== * 
  58    57    63:===============* 
  60    39    51:==========  * 
  62    29    41:========  * 
  64    33    33:========* 
  66    20    26:===== * 
  68    23    20:====*= 
  70    22    16:===*== 
  72    11    12:==* 
  74    17    10:==*== 
  76    13     8:=*== 
  78     8     6:=* 
  80     7     5:=* 
  82     2     3:* 
  84     6     3:*= 
  86     8     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
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>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.65420.00356; mu= 13.2439 0.184 
 mean_var=34.0277 8.203, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.219866 
 Kolmogorov-Smirnov  statistic: 0.0688 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 25.0     1.6 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   58 22.7       2 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   57 22.4     2.5 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 24.0     3.1 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 22.7       6 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   54 21.6       7 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   54 21.6       7 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   56 22.4     7.3 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   56 22.4     7.7 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.2     8.2 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   56 22.4     8.6 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   56 22.4     8.6 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.2     8.8 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   52 20.8     8.8 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.5       9 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.5       9 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   55 22.1     9.6 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.7      11 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   56 22.5      11 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.8      13 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   56 22.6      13 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   54 21.8      15 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.8      16 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.5      17 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.5      18 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   51 20.7      18 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   54 21.9      18 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 19.9      19 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.9      19 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.2      20 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.4      21 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.2      22 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 20.0      23 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.2      25 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.2      25 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 21.2      25 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.2      25 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.2      25 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.2      25 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.2      25 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.2      25 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.2      25 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.2      25 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 21.2      25 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.2      25 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.2      25 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.6      25 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 18.9      27 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.3      31 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.3      31 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.2      32 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.3      33 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 18.2      33 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.6      34 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   48 19.7      34 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.5      34 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   48 19.8      35 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   48 19.8      35 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   48 19.8      35 
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gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.4      36 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   48 19.8      36 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.0      36 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.6      37 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.6      37 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   50 20.6      38 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   43 17.8      38 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.6      42 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.6      42 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   45 18.7      45 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 18.3      46 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.9      46 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.3      48 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.3      48 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.9      48 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.9      48 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.3      50 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.7      50 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.9      51 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.7      52 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.1      54 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.3      56 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   44 18.3      56 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.3      56 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   44 18.3      56 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.3      56 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   44 18.3      56 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.6      59 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 19.2      59 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 18.0      59 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.6      60 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.0      61 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   49 20.4      61 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.6      64 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.2      64 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   46 19.2      66 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.8      67 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.4      67 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   43 18.0      69 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   43 18.0      69 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.0      70 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   43 18.0      70 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   43 18.0      70 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.0      70 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   43 18.0      70 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   46 19.2      71 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   46 19.2      71 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.6      72 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.2      74 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 17.7      75 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 17.7      75 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.2      75 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.3      79 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 16.9      79 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 16.9      79 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.3      80 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.3      80 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.3      80 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.7      83 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.3      84 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.3      85 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.3      85 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.3      87 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   45 18.9      88 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.3      91 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.3      91 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 18.9      92 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   44 18.5      92 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.7      92 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.1      93 
gi|757851|emb|CAA26040.1| ovotransferrin [Gallus g ( 705)   47 19.7      94 
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gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 19.7      96 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   40 17.0      98 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   40 17.0      98 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   44 18.6      99 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 98.8  bits: 25.0 E():  1.6 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (39-75:8-44) 
 
       10        20        30        40        50        60         
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
       70        80                                                 
2MEPSP ITGGTVTVEGCG                                                 
       . .:. :                                                      
gi|144 VPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 97.1  bits: 22.7 E():    2 
Smith-Waterman score: 58; 28.3% identity (56.7% similar) in 60 aa overlap (20-78:26-84) 
 
                     10        20        30        40         50    
2MEPSP       EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
            60        70        80                            
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCG                            
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 95.4  bits: 22.4 E():  2.5 
Smith-Waterman score: 57; 28.3% identity (56.7% similar) in 60 aa overlap (20-78:26-84) 
 
                     10        20        30        40         50    
2MEPSP       EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
            60        70        80                            
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCG                            
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 93.7  bits: 24.0 E():  3.1 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (39-75:8-44) 
 
       10        20        30        40        50        60         
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
       70        80                                                 
2MEPSP ITGGTVTVEGCG                                                 
       .  :. :                                                      
gi|144 VPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 88.5  bits: 22.7 E():    6 
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Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (24-72:151-193) 
 
                      10        20        30        40        50    
2MEPSP        EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
            60        70        80                                  
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCG                                  
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 87.3  bits: 21.6 E():    7 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (27-79:63-117) 
 
                   10        20        30        40           50    
2MEPSP     EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
            60        70        80                                  
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCG                                  
       .: : :: : . ..   . .. ::::                                   
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYT 
            100       110        120       130       140       150  
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 87.3  bits: 21.6 E():    7 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (27-79:64-118) 
 
                   10        20        30        40           50    
2MEPSP     EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
            60        70        80                                  
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCG                                  
       .: : :: : . ..   . .. ::::                                   
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYT 
           100       110        120       130       140       150   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.0  bits: 22.4 E():  7.3 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (43-72:59-88) 
 
             20        30        40        50        60        70   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
             80                                                     
2MEPSP TVTVEGCG                                                     
                                                                    
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.6  bits: 22.4 E():  7.7 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (43-72:79-108) 
 
             20        30        40        50        60        70   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
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             80                                                     
2MEPSP TVTVEGCG                                                     
                                                                    
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 86.1  bits: 21.2 E():  8.2 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (51-79:86-113) 
 
               30        40        50        60        70        80 
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 85.7  bits: 22.4 E():  8.6 
Smith-Waterman score: 56; 23.0% identity (58.1% similar) in 74 aa overlap (4-66:160-233) 
 
                                          10        20         30   
2MEPSP                            EIEIIDKLISIPYVEMTLRLMERFGVKA-EHSD 
                                     ..:. ... . :.  :  . ... . .: : 
gi|129 PWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVD 
     130       140       150       160       170       180          
 
              40           50              60        70        80   
2MEPSP SWDR-FYIKG---GQKYKSPKNAYV------EGDASSASYFLAGAAITGGTVTVEGCG   
       :  .  ...:   :. :   :.: .      .:..::.: .: :                 
gi|129 SIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSK 
     190       200       210       220       230       240          
 
gi|129 AAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKS 
     250       260       270       280       290       300          
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 85.7  bits: 22.4 E():  8.6 
Smith-Waterman score: 56; 23.0% identity (58.1% similar) in 74 aa overlap (4-66:160-233) 
 
                                          10        20         30   
2MEPSP                            EIEIIDKLISIPYVEMTLRLMERFGVKA-EHSD 
                                     ..:. ... . :.  :  . ... . .: : 
gi|746 PWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVD 
     130       140       150       160       170       180          
 
              40           50              60        70        80   
2MEPSP SWDR-FYIKG---GQKYKSPKNAYV------EGDASSASYFLAGAAITGGTVTVEGCG   
       :  .  ...:   :. :   :.: .      .:..::.: .: :                 
gi|746 SIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSK 
     190       200       210       220       230       240          
 
gi|746 AAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKS 
     250       260       270       280       290       300          
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 85.5  bits: 21.2 E():  8.8 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (51-79:102-129) 
 
               30        40        50        60        70        80 
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
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>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 85.5  bits: 20.8 E():  8.8 
Smith-Waterman score: 52; 26.3% identity (47.4% similar) in 38 aa overlap (4-41:62-99) 
 
                                          10        20        30    
2MEPSP                            EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ..  .:..  . : .     ::: :    : 
gi|291 SLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLS 
              40        50        60        70        80        90  
 
            40        50        60        70        80   
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG   
       :   :. :                                          
gi|291 WIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
             100       110       120       130       140 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 85.3  bits: 20.5 E():    9 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (25-62:18-58) 
 
               10        20        30        40           50        
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDA 
                               : .:  : ..  :. : : . :.:   :.:..  :  
gi|179        MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQ 
                      10        20        30        40        50    
 
        60        70        80                                  
2MEPSP SSASYFLAGAAITGGTVTVEGCG                                  
       .....                                                    
gi|179 DKSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
            60        70        80        90       100          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 85.3  bits: 20.5 E():    9 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (43-77:69-101) 
 
             20        30        40        50        60        70   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
             80      
2MEPSP TVTVEGCG      
        . ::         
gi|207 KIGVEEFQALVKA 
        100          
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.8  bits: 22.1 E():  9.6 
Smith-Waterman score: 55; 30.0% identity (63.3% similar) in 30 aa overlap (43-72:79-108) 
 
             20        30        40        50        60        70   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
             80                                                     
2MEPSP TVTVEGCG                                                     
                                                                    
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 84.1  bits: 21.7 E():   11 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (43-78:264-297) 
 
             20        30        40        50        60        70   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
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gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
             80   
2MEPSP TVTVEGCG   
       .... :     
gi|663 ATAAAGGYKA 
             300  
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 84.1  bits: 22.5 E():   11 
Smith-Waterman score: 56; 22.0% identity (62.7% similar) in 59 aa overlap (18-76:118-170) 
 
                            10        20        30        40        
2MEPSP              EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRI---VEFQS 
        90       100       110       120       130          140     
 
        50        60        70        80                            
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCG                            
         :. .    :.:.:.:.   . .: .:.                                
gi|149 NPNTLILPKHSDADYILV---VLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILN 
          150       160          170       180       190       200  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 82.4  bits: 21.8 E():   13 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (23-56:279-317) 
 
                       10        20           30        40          
2MEPSP         EIEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
        50        60        70        80                            
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCG                            
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 82.2  bits: 22.6 E():   13 
Smith-Waterman score: 56; 24.2% identity (69.7% similar) in 33 aa overlap (6-38:383-415) 
 
                                        10        20        30      
2MEPSP                          EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                     .:....   ... . .: :.  ::  ...: 
gi|833 DLIPEWLGFIKGVVDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFD 
            360       370       380       390       400       410   
 
          40        50        60        70        80                
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG                
       .::                                                          
gi|833 KFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYIT 
            420       430       440       450       460       470   
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 81.5  bits: 21.8 E():   15 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (18-76:204-256) 
 
                            10        20        30        40        
2MEPSP              EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
        50        60        70        80                            
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCG                            
         :. .    :.:...:.   . .: .:.                                
gi|149 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
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              240          250       260       270       280        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.0  bits: 21.8 E():   16 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (5-26:9-30) 
 
                   10        20        30        40        50       
2MEPSP     EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
               :  :..::.. .: :  .: ::                               
gi|424 NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLYALFQEKLETSP 
               10        20        30        40        50        60 
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (48-77:73-101) 
 
        20        30        40        50        60        70        
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
        80      
2MEPSP GCG      
                
gi|288 EFAVWVKQ 
                
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.5 E():   18 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (47-72:59-84) 
 
         20        30        40        50        60        70       
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
         80                    
2MEPSP EGCG                    
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 80.1  bits: 20.7 E():   18 
Smith-Waterman score: 51; 24.4% identity (61.0% similar) in 41 aa overlap (3-42:36-73) 
 
                                           10         20        30  
2MEPSP                             EIEIIDKLISIPYVEM-TLRLMERFGVKAEHS 
                                     .... ..: ::: . :..   :  ...  . 
gi|111 FVGGNWKCNGTVEQVESIVNTLNAGQIASTDVVEVVVSPPYVFLPTVKGKLRPEIQVAAQ 
          10        20        30        40        50        60      
 
              40        50        60        70        80            
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG            
       . : .   :::                                                  
gi|111 NCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGL 
          70           80        90       100       110       120   
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 79.7  bits: 21.9 E():   18 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (18-76:204-256) 
 
                            10        20        30        40        
2MEPSP              EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
        50        60        70        80                            
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2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCG                            
         :. .    :.:...:.   . .: .:.                                
gi|169 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (7-30:104-127) 
 
                                       10        20        30       
2MEPSP                         EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
         40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                                    
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN                  
           140       150       160                  
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (51-79:84-111) 
 
               30        40        50        60        70        80 
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.2 E():   20 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (40-59:53-72) 
 
      10        20        30        40        50        60          
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
      70        80         
2MEPSP TGGTVTVEGCG         
                           
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 78.6  bits: 20.4 E():   21 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (39-69:25-54) 
 
       10        20        30        40        50        60         
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     : ::..  :: .:  .   .:::.: .:.  
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
       70        80                                                 
2MEPSP ITGGTVTVEGCG                                                 
       .                                                            
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.5  bits: 19.2 E():   22 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (27-50:20-43) 
 
               10        20        30        40        50        60 
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2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                 ::: : .   :. : :   ::: .           
gi|145        MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQ 
                      10        20        30        40        50    
 
               70        80                                     
2MEPSP SYFLAGAAITGGTVTVEGCG                                     
                                                                
gi|145 DKSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
            60        70        80        90       100          
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 20.0 E():   23 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (34-69:166-201) 
 
            10        20        30        40        50        60    
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
            70        80 
2MEPSP LAGAAITGGTVTVEGCG 
        : : .            
gi|116 EAVAKVNFQ         
         200             
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (40-79:437-480) 
 
      10        20        30        40        50            60      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          70        80                                  
2MEPSP GAAITGGTVTVEGCG                                  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (40-79:437-480) 
 
      10        20        30        40        50            60      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          70        80                                  
2MEPSP GAAITGGTVTVEGCG                                  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (40-79:437-480) 
 
      10        20        30        40        50            60      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          70        80                                  
2MEPSP GAAITGGTVTVEGCG                                  

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6466

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (40-79:437-480) 
 
      10        20        30        40        50            60      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          70        80                                  
2MEPSP GAAITGGTVTVEGCG                                  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (40-79:437-480) 
 
      10        20        30        40        50            60      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          70        80                                  
2MEPSP GAAITGGTVTVEGCG                                  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (40-79:437-480) 
 
      10        20        30        40        50            60      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          70        80                                  
2MEPSP GAAITGGTVTVEGCG                                  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (40-79:437-480) 
 
      10        20        30        40        50            60      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          70        80                                  
2MEPSP GAAITGGTVTVEGCG                                  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (40-79:437-480) 
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      10        20        30        40        50            60      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          70        80                                  
2MEPSP GAAITGGTVTVEGCG                                  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (40-79:437-480) 
 
      10        20        30        40        50            60      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          70        80                                  
2MEPSP GAAITGGTVTVEGCG                                  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (40-79:437-480) 
 
      10        20        30        40        50            60      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          70        80                                  
2MEPSP GAAITGGTVTVEGCG                                  
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (40-79:437-480) 
 
      10        20        30        40        50            60      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          70        80                                  
2MEPSP GAAITGGTVTVEGCG                                  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (40-79:437-480) 
 
      10        20        30        40        50            60      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
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          70        80                                  
2MEPSP GAAITGGTVTVEGCG                                  
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (40-79:437-480) 
 
      10        20        30        40        50            60      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          70        80                                  
2MEPSP GAAITGGTVTVEGCG                                  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 77.2  bits: 21.6 E():   25 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (13-62:539-592) 
 
                                 10        20            30         
2MEPSP                   EIEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
       40        50        60        70        80                   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG                   
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (43-77:69-101) 
 
             20        30        40        50        60        70   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
             80      
2MEPSP TVTVEGCG      
        . ::         
gi|207 KIGVEEFQALVKA 
        100          
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.5  bits: 21.3 E():   31 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (26-62:553-589) 
 
                    10        20        30        40        50      
2MEPSP      EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
          60        70        80                                    
2MEPSP DASSASYFLAGAAITGGTVTVEGCG                                    
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
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 initn:  52 init1:  52 opt:  52  Z-score: 75.5  bits: 21.3 E():   31 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (26-62:553-589) 
 
                    10        20        30        40        50      
2MEPSP      EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
          60        70        80                                    
2MEPSP DASSASYFLAGAAITGGTVTVEGCG                                    
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 75.4  bits: 16.2 E():   32 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (26-34:10-18) 
 
               10        20        30        40        50        60 
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                . ::..:.:                           
gi|409                 IAKVPPGGXITAEYGDKWLD                         
                               10        20                         
 
               70        80 
2MEPSP SYFLAGAAITGGTVTVEGCG 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 75.2  bits: 21.3 E():   33 
Smith-Waterman score: 52; 27.9% identity (58.1% similar) in 43 aa overlap (26-68:353-394) 
 
                    10        20        30        40        50      
2MEPSP      EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     : ::   .   : . .  .  : : : :.  
gi|219 GSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADAR-DSHKPAVVKH 
            330       340       350       360       370        380  
 
          60        70        80                                    
2MEPSP DASSASYFLAGAAITGGTVTVEGCG                                    
       :.: .:....:..                                                
gi|219 DGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIE 
             390       400       410       420       430       440  
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 75.0  bits: 18.2 E():   33 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (27-75:7-41) 
 
               10        20        30        40        50        60 
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                 ::::    :::.    .:. .      .::.. . 
gi|212                     MADATEKAEH----DRFF----KKFDA------NGDGTIS 
                                   10                      20       
 
               70        80                                      
2MEPSP SYFLAGAAITGGTVTVEGCG                                      
       :  :. :  . :.::                                           
gi|212 STELGDALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
         30        40        50        60        70        80    
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.0  bits: 18.6 E():   34 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (28-50:21-43) 
 
               10        20        30        40        50        60 
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                  : .: .. .:.   : : :::..           
gi|225        MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDK 
                      10        20        30        40        50    
 
               70        80                                      

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6470

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP SYFLAGAAITGGTVTVEGCG                                      
                                                                 
gi|225 DRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
            60        70        80        90       100       110 
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 74.9  bits: 19.7 E():   34 
Smith-Waterman score: 48; 25.5% identity (56.4% similar) in 55 aa overlap (26-80:22-70) 
 
               10        20        30        40        50        60 
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                . ::..:.:  .  :.   : .: .:  . ....  
gi|168     ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGAC 
                   10        20        30           40        50    
 
               70        80                                         
2MEPSP SYFLAGAAITGGTVTVEGCG                                         
       .:  .  :  .:   . :::                                         
gi|168 GYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEE 
            60           70        80        90       100       110 
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.9  bits: 20.5 E():   34 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (18-69:53-104) 
 
                            10        20        30        40        
2MEPSP              EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
        50           60        70        80                         
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVTVEGCG                         
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 48; 25.5% identity (56.4% similar) in 55 aa overlap (26-80:33-81) 
 
                    10        20        30        40        50      
2MEPSP      EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
          60        70        80                                    
2MEPSP DASSASYFLAGAAITGGTVTVEGCG                                    
       .... .:  .  :  .:   . :::                                    
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 48; 25.5% identity (56.4% similar) in 55 aa overlap (26-80:33-81) 
 
                    10        20        30        40        50      
2MEPSP      EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
          60        70        80                                    
2MEPSP DASSASYFLAGAAITGGTVTVEGCG                                    
       .... .:  .  :  .:   . :::                                    
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 74.7  bits: 19.8 E():   35 
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Smith-Waterman score: 48; 25.5% identity (56.4% similar) in 55 aa overlap (26-80:33-81) 
 
                    10        20        30        40        50      
2MEPSP      EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
          60        70        80                                    
2MEPSP DASSASYFLAGAAITGGTVTVEGCG                                    
       .... .:  .  :  .:   . :::                                    
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.5  bits: 17.4 E():   36 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (29-47:1-19) 
 
               10        20        30        40        50        60 
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                   ::   . ::  ::  : .:              
gi|377                             EHERIFKRFDAKGDGKISSSELGETLKPLGSV 
                                           10        20        30   
 
               70        80 
2MEPSP SYFLAGAAITGGTVTVEGCG 
                            
gi|377 TLEEIQRMMAEIDTDGDGFL 
             40        50   
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 48; 25.5% identity (56.4% similar) in 55 aa overlap (26-80:39-87) 
 
                    10        20        30        40        50      
2MEPSP      EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
          60        70        80                                    
2MEPSP DASSASYFLAGAAITGGTVTVEGCG                                    
       .... .:  .  :  .:   . :::                                    
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (7-44:104-139) 
 
                                       10        20        30       
2MEPSP                         EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
         40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
         :::...                                     
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN                
             140       150       160                
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (40-72:269-302) 
 
      10        20        30        40        50        60          
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
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       70        80                                                 
2MEPSP ITGGTVTVEGCG                                                 
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (40-72:269-302) 
 
      10        20        30        40        50        60          
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
       70        80                                                 
2MEPSP ITGGTVTVEGCG                                                 
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.1  bits: 20.6 E():   38 
Smith-Waterman score: 50; 34.1% identity (56.1% similar) in 41 aa overlap (41-79:423-461) 
 
               20        30        40        50        60        70 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
                 80                                      
2MEPSP GGTVTVE--GCG                                      
       .:   .:  ::                                       
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.0  bits: 17.8 E():   38 
Smith-Waterman score: 43; 18.2% identity (52.7% similar) in 55 aa overlap (1-55:12-64) 
 
                          10        20        30        40          
2MEPSP            EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                  .:.   ::.: :     ..   .. .:..   . .  ..:.:..  .   
gi|603 VEGDALSDTLEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAAHL 
               10        20        30        40          50         
 
      50        60        70        80 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCG 
          .::                          
gi|603 FKLIEGYLKDHPSEYN                
       60        70                    
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (24-51:87-110) 
 
                      10        20        30        40        50    
2MEPSP        EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
            60        70        80       
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCG       
                                         
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
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>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (24-51:87-110) 
 
                      10        20        30        40        50    
2MEPSP        EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
            60        70        80       
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCG       
                                         
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 45; 24.2% identity (54.8% similar) in 62 aa overlap (7-68:104-157) 
 
                                       10        20        30       
2MEPSP                         EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|167 EVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSKFHAKGDHEVNAEE 
            80        90       100       110       120       130    
 
         40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
         .::....       ::      ::.:: .:             
gi|167 --MKGAKEMAEKLLRAVE------SYLLAHTAEYN          
             140             150       160          
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (4-19:49-64) 
 
                                          10        20        30    
2MEPSP                            EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
            40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                                       
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA  
       80        90       100       110       120      
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (43-72:340-370) 
 
             20        30        40        50        60        70   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
               80 
2MEPSP GGTVTVEGCG 
       ::         
gi|113 GGYKV      
      370         
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (27-37:8-18) 
 
               10        20        30        40        50        60 
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                 : :.::..:.:                        
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gi|144                    MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEV 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP SYFLAGAAITGGTVTVEGCG                                         
                                                                    
gi|144 DVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEV 
              50        60        70        80        90       100  
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (27-37:8-18) 
 
               10        20        30        40        50        60 
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                 : :.::..:.:                        
gi|379                    MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEV 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP SYFLAGAAITGGTVTVEGCG                                         
                                                                    
gi|379 DVQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEV 
              50        60        70        80        90       100  
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.1  bits: 19.9 E():   48 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (38-72:331-365) 
 
        10        20        30        40        50        60        
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
        70        80                         
2MEPSP AITGGTVTVEGCG                         
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.1  bits: 19.9 E():   48 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (38-72:331-365) 
 
        10        20        30        40        50        60        
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
        70        80                         
2MEPSP AITGGTVTVEGCG                         
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.9  bits: 16.3 E():   50 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (26-34:10-18) 
 
               10        20        30        40        50        60 
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                . ::..:.:                           
gi|751                 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK          
                               10        20        30               
 
               70        80 
2MEPSP SYFLAGAAITGGTVTVEGCG 
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 71.8  bits: 18.7 E():   50 
Smith-Waterman score: 46; 27.1% identity (56.2% similar) in 48 aa overlap (35-79:72-118) 
 
           10        20        30        40           50        60  
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
              70        80                                          
2MEPSP YFLAGAAITGGTVTVEGCG                                          
       : . ..   . .. ::::                                           
gi|144 YSVLATDYDNYAI-VEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHK 
             110        120       130       140       150       160 
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.6  bits: 17.9 E():   51 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (43-77:69-101) 
 
             20        30        40        50        60        70   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
             80      
2MEPSP TVTVEGCG      
       .. ::         
gi|148 AIGVEEWAVLVKA 
        100          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 18.7 E():   52 
Smith-Waterman score: 45; 38.5% identity (61.5% similar) in 26 aa overlap (54-79:102-126) 
 
            30        40        50        60        70        80    
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG    
                                     :: : :: : . ..   . .. ::::     
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
gi|194 NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
              140       150       160       170       180       190 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (43-72:231-261) 
 
             20        30        40        50        60        70   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
               80 
2MEPSP GGTVTVEGCG 
       ::         
gi|226 GGYKV      
     260          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (41-56:111-126) 
 
               20        30        40        50        60        70 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
               80           
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2MEPSP GGTVTVEGCG           
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (7-30:104-127) 
 
                                       10        20        30       
2MEPSP                         EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|261 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
         40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                                    
gi|261 IKIEKEKAVGLLKAVESYLLAHSDAYN                  
           140       150       160                  
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (41-56:111-126) 
 
               20        30        40        50        60        70 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
               80           
2MEPSP GGTVTVEGCG           
                            
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (7-30:104-127) 
 
                                       10        20        30       
2MEPSP                         EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|132 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
         40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                                    
gi|132 IKIEKEKAEGLLKAVESYHLAHSDAYN                  
           140       150       160                  
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (41-56:111-126) 
 
               20        30        40        50        60        70 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
               80           
2MEPSP GGTVTVEGCG           
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 18.3 E():   56 
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Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (7-30:104-127) 
 
                                       10        20        30       
2MEPSP                         EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|132 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
         40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                                    
gi|132 IKIEKEKAVGLLKAVESYLLAHSDAYN                  
           140       150       160                  
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.6 E():   59 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (37-63:319-345) 
 
         10        20        30        40        50        60       
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
         70        80                        
2MEPSP AAITGGTVTVEGCG                        
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.5  bits: 19.2 E():   59 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (43-78:259-293) 
 
             20        30        40        50        60        70   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
             80  
2MEPSP TVTVEGCG  
       ::.. :    
gi|119 TVSAGGYKV 
       290       
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (27-73:9-60) 
 
               10        20        30        40           50        
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEG 
                                 : :.::..: :  . : .. .    :.:   ::  
gi|118                   MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEV 
                                 10        20        30        40   
 
          60        70        80                                    
2MEPSP DASSASYFLAGAAITGGTVTVEGCG                                    
       .... :: .  :.   .:                                           
gi|118 SVNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEV 
             50        60        70        80        90       100   
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 70.4  bits: 19.6 E():   60 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (25-56:182-217) 
 
                     10        20        30            40        50 
2MEPSP       EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
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               60        70        80                               
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCG                               
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 70.3  bits: 20.0 E():   61 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (10-62:417-466) 
 
                                    10        20        30          
2MEPSP                      EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
      40        50        60        70        80                    
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG                    
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.2  bits: 20.4 E():   61 
Smith-Waterman score: 49; 27.6% identity (55.2% similar) in 58 aa overlap (26-73:65-121) 
 
                    10        20        30        40                
2MEPSP      EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
        50          60        70        80                          
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGCG                          
       :  :  : . ..:..::. : :..  ::                                 
gi|135 PIAAEVYEHTEGSTTSYY-AVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLH 
          100       110        120       130       140       150    
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (43-77:69-101) 
 
             20        30        40        50        60        70   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
             80      
2MEPSP TVTVEGCG      
        . :.         
gi|288 KIGVDEFAAMIKG 
        100          
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 17.2 E():   64 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (28-47:9-28) 
 
               10        20        30        40        50        60 
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                  :::   . ::  .:  : .:              
gi|333                    MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSV 
                                  10        20        30        40  
 
               70        80                        
2MEPSP SYFLAGAAITGGTVTVEGCG                        
                                                   
gi|333 TPEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
              50        60        70        80     
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>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.6  bits: 19.2 E():   66 
Smith-Waterman score: 46; 30.4% identity (67.4% similar) in 46 aa overlap (32-77:38-79) 
 
              10        20        30        40        50        60  
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
              70        80                                          
2MEPSP YFLAGAAITGGTVTVEGCG                                          
          ::.: .  ...:.                                             
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (43-72:232-262) 
 
             20        30        40        50        60        70   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
               80 
2MEPSP GGTVTVEGCG 
       ::         
gi|180 GGYKV      
                  
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.5  bits: 18.4 E():   67 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (13-39:155-183) 
 
                                 10        20        30          40 
2MEPSP                   EIEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
               50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                                
gi|549 CNYGPAGNVGNEPIYERK                       
          190       200                         
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (7-30:103-126) 
 
                                       10        20        30       
2MEPSP                         EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|437 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
             80        90       100       110       120       130   
 
         40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                                    
gi|437 MKAIKEKGETLLKAVESYLLAHSDAYN                  
            140       150                           
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (7-30:103-126) 
 
                                       10        20        30       
2MEPSP                         EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
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gi|437 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
             80        90       100       110       120       130   
 
         40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                                    
gi|437 MKAIKEKGETLLRAVESYLLAHSDAYN                  
            140       150                           
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (7-30:104-127) 
 
                                       10        20        30       
2MEPSP                         EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
         40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                                    
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN                  
           140       150       160                  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (7-30:104-127) 
 
                                       10        20        30       
2MEPSP                         EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|400 EVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
            80        90       100       110       120       130    
 
         40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                                    
gi|400 MKAIKEKGETLLRAVESYLLAHSDAYN                  
           140       150       160                  
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 43; 24.2% identity (54.8% similar) in 62 aa overlap (7-68:104-157) 
 
                                       10        20        30       
2MEPSP                         EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|154 EVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGKFHAKGDHEVNAEE 
            80        90       100       110       120       130    
 
         40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
         .::....       ::      ::.:: .:             
gi|154 --MKGAKEMAEKLLRAVE------SYLLAHTAEYN          
             140             150       160          
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (7-30:104-127) 
 
                                       10        20        30       
2MEPSP                         EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
         40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                                    
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN                  
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           140       150       160                  
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (7-30:104-127) 
 
                                       10        20        30       
2MEPSP                         EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|132 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
            80        90       100       110       120       130    
 
         40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                                    
gi|132 MKAIKEKAEALLRAVESYLLAHSDAYN                  
           140       150       160                  
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.0  bits: 19.2 E():   71 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (22-76:159-208) 
 
                        10        20        30        40        50  
2MEPSP          EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
               60        70        80                               
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCG                               
       ... .. :..:  :. ...:.  ::.                                   
gi|493 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.0  bits: 19.2 E():   71 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (22-76:159-208) 
 
                        10        20        30        40        50  
2MEPSP          EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
               60        70        80                               
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCG                               
       ... .. :..:  :. ...:.  ::.                                   
gi|195 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.0  bits: 19.6 E():   72 
Smith-Waterman score: 47; 25.9% identity (51.7% similar) in 58 aa overlap (23-80:376-433) 
 
                       10        20        30        40        50   
2MEPSP         EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
             60        70        80                                 
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCG                                 
       :   ::: ..  ..   .: . : .  :                                 
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (55-77:145-167) 
 
           30        40        50        60        70        80     
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2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG     
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   75 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (26-55:14-43) 
 
               10        20        30        40        50        60 
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                . : :.::  :   .  ...  :.    ::      
gi|144             MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMD 
                           10        20        30        40         
 
               70        80                                         
2MEPSP SYFLAGAAITGGTVTVEGCG                                         
                                                                    
gi|144 MMDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRK 
       50        60        70        80        90       100         
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.7 E():   75 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (26-55:14-43) 
 
               10        20        30        40        50        60 
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                . : :.::  :   .  ...  :.    ::      
gi|179             MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMD 
                           10        20        30        40         
 
               70        80                                         
2MEPSP SYFLAGAAITGGTVTVEGCG                                         
                                                                    
gi|179 MMDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRK 
       50        60        70        80        90       100         
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 19.2 E():   75 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (38-70:331-363) 
 
        10        20        30        40        50        60        
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
        70        80                          
2MEPSP AITGGTVTVEGCG                          
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
              370       380       390         
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (49-77:73-101) 
 
       20        30        40        50        60        70         
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
       80      
2MEPSP CG      
               
gi|193 FNHLVKH 
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>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 16.9 E():   79 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (27-44:7-24) 
 
               10        20        30        40        50        60 
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                 ::::.  . .:  .:  :                 
gi|598                     MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSV 
                                   10        20        30        40 
 
               70        80                        
2MEPSP SYFLAGAAITGGTVTVEGCG                        
                                                   
gi|598 THDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
               50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 16.9 E():   79 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (27-44:7-24) 
 
               10        20        30        40        50        60 
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                 ::::.  . .:  .:  :                 
gi|598                     MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSV 
                                   10        20        30        40 
 
               70        80                        
2MEPSP SYFLAGAAITGGTVTVEGCG                        
                                                   
gi|598 THDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
               50        60        70        80    
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (47-71:59-84) 
 
         20        30        40        50         60        70      
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
          80                   
2MEPSP VEGCG                   
                               
gi|833 AAEEKKEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (47-72:59-83) 
 
         20        30        40        50         60        70      
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
          80                     
2MEPSP VEGCG                     
                                 
gi|215 AAPEAERAEEEKEESDDDMGFGLFD 
         90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (47-71:59-84) 
 
         20        30        40        50         60        70      
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
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                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
          80                   
2MEPSP VEGCG                   
                               
gi|668 AAKEKNEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (41-57:109-125) 
 
               20        30        40        50        60        70 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
               80      
2MEPSP GGTVTVEGCG      
                       
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.7  bits: 19.3 E():   84 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (20-62:144-187) 
 
                          10        20        30        40          
2MEPSP            EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
      50           60        70        80                           
2MEPSP NAYVEG---DASSASYFLAGAAITGGTVTVEGCG                           
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.3 E():   85 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (23-62:367-406) 
 
                       10        20        30        40        50   
2MEPSP         EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
             60        70        80                                 
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCG                                 
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.3 E():   85 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (23-62:367-406) 
 
                       10        20        30        40        50   
2MEPSP         EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
             60        70        80                                 
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCG                                 
       :   ::: ..                                                   
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gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.3 E():   87 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (4-30:86-112) 
 
                                          10        20        30    
2MEPSP                            EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
            40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                                       
gi|301 LIRSLFGLP                                       
         120                                           
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.3  bits: 18.9 E():   88 
Smith-Waterman score: 45; 18.4% identity (63.3% similar) in 49 aa overlap (22-70:159-207) 
 
                        10        20        30        40        50  
2MEPSP          EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|117 VFIKRVSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
              60        70        80                                
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCG                                
       . ... . ..  :.....:                                          
gi|117 FSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.3 E():   91 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (27-45:9-27) 
 
               10        20        30        40        50        60 
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                 : :.::..: :  . : ..                
gi|518                   MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPTVEV 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP SYFLAGAAITGGTVTVEGCG                                         
                                                                    
gi|518 IVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPV 
             50        60        70        80        90       100   
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.3 E():   91 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (27-45:9-27) 
 
               10        20        30        40        50        60 
2MEPSP EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA 
                                 : :.::..: :  . : ..                
gi|156                   MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPTVEV 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP SYFLAGAAITGGTVTVEGCG                                         
                                                                    
gi|156 IVDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPV 
             50        60        70        80        90       100   
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.0  bits: 18.9 E():   92 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (4-30:169-195) 
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                                          10         20        30   
2MEPSP                            EIEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
             40        50        60        70        80             
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG             
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 44; 30.6% identity (63.9% similar) in 36 aa overlap (43-78:264-297) 
 
             20        30        40        50        60        70   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:. 
gi|441 YAATVAAAPEVKYAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVATG--AATAAAGA 
           240       250       260       270       280         290  
 
             80   
2MEPSP TVTVEGCG   
       .... :     
gi|441 ATAAAGGYKA 
             300  
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.7 E():   92 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:13-26) 
 
         40        50        60        70        80                 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG                 
                                     ::...  : :. ::                 
gi|156                   MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNT 
                                 10        20        30        40   
 
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (4-30:5-31) 
 
                10        20        30        40        50          
2MEPSP  EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
           ::. : ..:  .  :. ..  :: ..:                              
gi|424 EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGLTRAARNLQDDLNDFLALI 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP ASYFLAGAAITGGTVTVEGCG                                        
                                                                    
gi|424 PTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVAD 
               70        80        90       100       110       120 
 
>>gi|757851|emb|CAA26040.1| ovotransferrin [Gallus gallu  (705 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 66.8  bits: 19.7 E():   94 
Smith-Waterman score: 47; 27.6% identity (55.2% similar) in 58 aa overlap (26-73:65-121) 
 
                    10        20        30        40                
2MEPSP      EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|757 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQVFEAGLAPYKLK 
           40        50        60        70        80        90     
 
        50          60        70        80                          
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGCG                          
       :  :  : . ..:..::. : :..  ::                                 
gi|757 PIAAEIYEHTEGSTTSYY-AVAVVKKGTEFTVNDLQGKNSCHTGLGRSAGWNIPIGTLLH 
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          100       110        120       130       140       150    
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.6  bits: 19.7 E():   96 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (49-68:375-394) 
 
       20        30        40        50        60        70         
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     : : :. :.: .:... :..           
gi|581 SSDGRTLYVTAEDHATGKLFTLPADARDNHKPAVVKHDGSVSSFYFIGSSKSVLISGNSL 
          350       360       370       380       390       400     
 
       80                                                           
2MEPSP CG                                                           
                                                                    
gi|581 WSNALYQVATPDRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDK 
          410       420       430       440       450       460     
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 44; 30.2% identity (65.1% similar) in 43 aa overlap (3-42:49-90) 
 
                                           10         20            
2MEPSP                             EIEIIDKLISIPYVEMT-LRL-MERFGVKA-E 
                                     ..::.  :  ..:.  :.: .. :  :: : 
gi|249 CKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDAS-GFIEVEELKLFLQNFCPKARE 
       20        30        40        50         60        70        
 
      30        40        50        60        70        80 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
        .:.  . ..:.:                                       
gi|249 LTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ                    
        80        90       100                             
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 44; 30.2% identity (65.1% similar) in 43 aa overlap (3-42:49-90) 
 
                                           10         20            
2MEPSP                             EIEIIDKLISIPYVEMT-LRL-MERFGVKA-E 
                                     ..::.  :  ..:.  :.: .. :  :: : 
gi|209 CKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDAS-GFIEVEELKLFLQNFCPKARE 
       20        30        40        50         60        70        
 
      30        40        50        60        70        80 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
        .:.  . ..:.:                                       
gi|209 LTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ                    
        80        90       100                             
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.6 E():   99 
Smith-Waterman score: 44; 23.5% identity (64.7% similar) in 34 aa overlap (24-57:297-330) 
 
                      10        20        30        40        50    
2MEPSP        EIEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     . .:...:.:    :...: ::   .. .. 
gi|612 YIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRTKFM 
        270       280       290       300       310       320       
 
            60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCG 
         .:                        
gi|612 YQNA                        
        330                        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
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 start: Tue Apr 19 10:57:47 2011 done: Tue Apr 19 10:57:47 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 199  - 278 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     4     2:* 
  32     6     8:=* 
  34    21    22:=====* 
  36    42    44:==========* 
  38    65    73:================= * 
  40    69   102:==================       * 
  42    87   125:======================         * 
  44   103   138:==========================        * 
  46   196   140:==================================*============== 
  48   184   134:=================================*============ 
  50   123   122:==============================* 
  52   109   108:==========================*= 
  54   117    92:======================*======= 
  56    65    77:=================  * 
  58    57    63:===============* 
  60    35    51:=========   * 
  62    31    41:========  * 
  64    30    33:========* 
  66    22    26:======* 
  68    22    20:====*= 
  70    21    16:===*== 
  72    10    12:==* 
  74    17    10:==*== 
  76    12     8:=*= 
  78    10     6:=*= 
  80     6     5:=* 
  82     2     3:* 
  84     7     3:*= 
  86     8     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.64580.00355; mu= 13.3139 0.184 
 mean_var=34.1017 8.328, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.219627 
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 Kolmogorov-Smirnov  statistic: 0.0762 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 25.0     1.6 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   58 22.7       2 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   57 22.4     2.5 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 24.0     3.1 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 22.7     6.1 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   54 21.5     7.1 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   54 21.5     7.1 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   56 22.3     7.4 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   56 22.4     7.8 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   53 21.2     7.9 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.2     8.3 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   56 22.4     8.7 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   56 22.4     8.7 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.2     8.9 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   52 20.8     8.9 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.4     9.1 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.4     9.1 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   55 22.0     9.7 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.7      11 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   56 22.5      11 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.8      13 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   56 22.6      14 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   54 21.8      15 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.8      16 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.5      18 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.5      18 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   51 20.7      18 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   54 21.9      19 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 19.9      19 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.9      19 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   53 21.5      20 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.2      20 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.4      21 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.2      22 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 20.0      23 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 21.2      25 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.2      25 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.2      25 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.2      25 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.2      25 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.2      25 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.2      25 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.2      25 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.2      25 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.2      25 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.2      25 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.2      25 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 21.2      25 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.6      25 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 18.9      27 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.3      32 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.3      32 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.2      32 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.3      33 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 18.1      34 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.5      34 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   48 19.7      34 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.5      34 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   48 19.7      35 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   48 19.7      35 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   48 19.7      35 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   48 19.8      36 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.4      36 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 19.0      37 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6490

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.6      38 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.6      38 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   43 17.8      38 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.6      42 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.6      42 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   45 18.7      46 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 18.3      46 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.8      46 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.3      48 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.3      48 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.9      49 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.9      49 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.3      50 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.7      50 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.9      52 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.7      52 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.1      54 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.3      57 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.3      57 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   44 18.3      57 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.3      57 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   44 18.3      57 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   44 18.3      57 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.5      59 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 19.1      60 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 18.0      60 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.6      61 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 19.9      61 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   49 20.3      62 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.6      64 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.2      65 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   46 19.2      67 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.8      68 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.4      68 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   43 18.0      70 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   43 18.0      70 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.0      70 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   43 18.0      70 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.0      70 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   43 18.0      70 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   43 18.0      70 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   46 19.2      72 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   46 19.2      72 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.6      72 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.2      75 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.2      75 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 17.6      75 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 17.6      75 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.3      80 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 16.9      80 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 16.9      80 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.3      81 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.3      81 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.3      81 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.7      84 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.3      84 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.3      86 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.3      86 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.3      88 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   45 18.9      89 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.3      92 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.3      92 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 18.9      92 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   44 18.5      93 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.7      93 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.1      93 
gi|757851|emb|CAA26040.1| ovotransferrin [Gallus g ( 705)   47 19.7      95 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 19.7      97 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   40 17.0      99 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   40 17.0      99 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   44 18.5      99 
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>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 98.7  bits: 25.0 E():  1.6 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (38-74:8-44) 
 
        10        20        30        40        50        60        
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
        70        80                                                
2MEPSP ITGGTVTVEGCGT                                                
       . .:. :                                                      
gi|144 VPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 97.0  bits: 22.7 E():    2 
Smith-Waterman score: 58; 28.3% identity (56.7% similar) in 60 aa overlap (19-77:26-84) 
 
                      10        20        30         40        50   
2MEPSP        IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
             60        70        80                           
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGT                           
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 95.3  bits: 22.4 E():  2.5 
Smith-Waterman score: 57; 28.3% identity (56.7% similar) in 60 aa overlap (19-77:26-84) 
 
                      10        20        30         40        50   
2MEPSP        IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
             60        70        80                           
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGT                           
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 93.6  bits: 24.0 E():  3.1 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (38-74:8-44) 
 
        10        20        30        40        50        60        
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
        70        80                                                
2MEPSP ITGGTVTVEGCGT                                                
       .  :. :                                                      
gi|144 VPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 88.4  bits: 22.7 E():  6.1 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (23-71:151-193) 
 
                       10        20        30        40        50   
2MEPSP         IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
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                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
             60        70        80                                 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGT                                 
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 87.2  bits: 21.5 E():  7.1 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (26-78:63-117) 
 
                    10        20        30        40           50   
2MEPSP      IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
             60        70        80                                 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGT                                 
       .: : :: : . ..   . .. ::::                                   
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYT 
            100       110        120       130       140       150  
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 87.2  bits: 21.5 E():  7.1 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (26-78:64-118) 
 
                    10        20        30        40           50   
2MEPSP      IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
             60        70        80                                 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGT                                 
       .: : :: : . ..   . .. ::::                                   
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYT 
           100       110        120       130       140       150   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.9  bits: 22.3 E():  7.4 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (42-71:59-88) 
 
              20        30        40        50        60        70  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
              80                                                    
2MEPSP TVTVEGCGT                                                    
                                                                    
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.5  bits: 22.4 E():  7.8 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (42-71:79-108) 
 
              20        30        40        50        60        70  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
              80                                                    
2MEPSP TVTVEGCGT                                                    
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gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 86.3  bits: 21.2 E():  7.9 
Smith-Waterman score: 53; 34.0% identity (57.4% similar) in 47 aa overlap (37-80:52-98) 
 
         10        20        30        40        50           60    
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
            70        80                                            
2MEPSP AGAAITGGTVTVEGCGT                                            
       .:.: . :.  : :  :                                            
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 86.0  bits: 21.2 E():  8.3 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (50-78:86-113) 
 
      20        30        40        50        60        70          
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
      80                                                     
2MEPSP T                                                     
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 85.6  bits: 22.4 E():  8.7 
Smith-Waterman score: 56; 23.0% identity (58.1% similar) in 74 aa overlap (3-65:160-233) 
 
                                           10        20         30  
2MEPSP                             IEIIDKLISIPYVEMTLRLMERFGVKA-EHSD 
                                     ..:. ... . :.  :  . ... . .: : 
gi|746 PWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVD 
     130       140       150       160       170       180          
 
               40           50              60        70        80  
2MEPSP SWDR-FYIKG---GQKYKSPKNAYV------EGDASSASYFLAGAAITGGTVTVEGCGT  
       :  .  ...:   :. :   :.: .      .:..::.: .: :                 
gi|746 SIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSK 
     190       200       210       220       230       240          
 
gi|746 AAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKS 
     250       260       270       280       290       300          
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 85.6  bits: 22.4 E():  8.7 
Smith-Waterman score: 56; 23.0% identity (58.1% similar) in 74 aa overlap (3-65:160-233) 
 
                                           10        20         30  
2MEPSP                             IEIIDKLISIPYVEMTLRLMERFGVKA-EHSD 
                                     ..:. ... . :.  :  . ... . .: : 
gi|129 PWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVD 
     130       140       150       160       170       180          
 
               40           50              60        70        80  
2MEPSP SWDR-FYIKG---GQKYKSPKNAYV------EGDASSASYFLAGAAITGGTVTVEGCGT  
       :  .  ...:   :. :   :.: .      .:..::.: .: :                 
gi|129 SIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSK 
     190       200       210       220       230       240          
 
gi|129 AAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKS 
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     250       260       270       280       290       300          
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 85.4  bits: 21.2 E():  8.9 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (50-78:102-129) 
 
      20        30        40        50        60        70          
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
      80                                                     
2MEPSP T                                                     
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 85.4  bits: 20.8 E():  8.9 
Smith-Waterman score: 52; 26.3% identity (47.4% similar) in 38 aa overlap (3-40:62-99) 
 
                                           10        20        30   
2MEPSP                             IEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ..  .:..  . : .     ::: :    : 
gi|291 SLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLS 
              40        50        60        70        80        90  
 
             40        50        60        70        80  
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT  
       :   :. :                                          
gi|291 WIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
             100       110       120       130       140 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 85.2  bits: 20.4 E():  9.1 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (24-61:18-58) 
 
               10        20        30        40           50        
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDAS 
                              : .:  : ..  :. : : . :.:   :.:..  : . 
gi|179       MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQD 
                     10        20        30        40        50     
 
        60        70        80                                 
2MEPSP SASYFLAGAAITGGTVTVEGCGT                                 
       ....                                                    
gi|179 KSGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
           60        70        80        90       100          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 85.2  bits: 20.4 E():  9.1 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (42-76:69-101) 
 
              20        30        40        50        60        70  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
              80     
2MEPSP TVTVEGCGT     
        . ::         
gi|207 KIGVEEFQALVKA 
        100          
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.8  bits: 22.0 E():  9.7 
Smith-Waterman score: 55; 30.0% identity (63.3% similar) in 30 aa overlap (42-71:79-108) 
 
              20        30        40        50        60        70  
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2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
              80                                                    
2MEPSP TVTVEGCGT                                                    
                                                                    
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 84.0  bits: 21.7 E():   11 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (42-77:264-297) 
 
              20        30        40        50        60        70  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
              80  
2MEPSP TVTVEGCGT  
       .... :     
gi|663 ATAAAGGYKA 
             300  
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 84.0  bits: 22.5 E():   11 
Smith-Waterman score: 56; 22.0% identity (62.7% similar) in 59 aa overlap (17-75:118-170) 
 
                             10        20        30        40       
2MEPSP               IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRI---VEFQS 
        90       100       110       120       130          140     
 
         50        60        70        80                           
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT                           
         :. .    :.:.:.:.   . .: .:.                                
gi|149 NPNTLILPKHSDADYILV---VLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILN 
          150       160          170       180       190       200  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 82.3  bits: 21.8 E():   13 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (22-55:279-317) 
 
                        10        20           30        40         
2MEPSP          IEIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
         50        60        70        80                           
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT                           
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 82.1  bits: 22.6 E():   14 
Smith-Waterman score: 56; 24.2% identity (69.7% similar) in 33 aa overlap (5-37:383-415) 
 
                                         10        20        30     
2MEPSP                           IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                     .:....   ... . .: :.  ::  ...: 
gi|833 DLIPEWLGFIKGVVDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFD 
            360       370       380       390       400       410   
 
           40        50        60        70        80               
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT               
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       .::                                                          
gi|833 KFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYIT 
            420       430       440       450       460       470   
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 81.5  bits: 21.8 E():   15 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (17-75:204-256) 
 
                             10        20        30        40       
2MEPSP               IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
         50        60        70        80                           
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT                           
         :. .    :.:...:.   . .: .:.                                
gi|149 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.0  bits: 21.8 E():   16 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (4-25:9-30) 
 
                    10        20        30        40        50      
2MEPSP      IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
               :  :..::.. .: :  .: ::                               
gi|424 NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLYALFQEKLETSP 
               10        20        30        40        50        60 
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 80.1  bits: 19.5 E():   18 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (47-76:73-101) 
 
         20        30        40        50        60        70       
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
         80     
2MEPSP GCGT     
                
gi|288 EFAVWVKQ 
                
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.5 E():   18 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (46-71:59-84) 
 
          20        30        40        50        60        70      
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
          80                   
2MEPSP EGCGT                   
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 80.0  bits: 20.7 E():   18 
Smith-Waterman score: 51; 24.4% identity (61.0% similar) in 41 aa overlap (2-41:36-73) 
 
                                            10         20        30 
2MEPSP                              IEIIDKLISIPYVEM-TLRLMERFGVKAEHS 
                                     .... ..: ::: . :..   :  ...  . 
gi|111 FVGGNWKCNGTVEQVESIVNTLNAGQIASTDVVEVVVSPPYVFLPTVKGKLRPEIQVAAQ 
          10        20        30        40        50        60      
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               40        50        60        70        80           
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT           
       . : .   :::                                                  
gi|111 NCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGL 
          70           80        90       100       110       120   
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 79.6  bits: 21.9 E():   19 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (17-75:204-256) 
 
                             10        20        30        40       
2MEPSP               IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
         50        60        70        80                           
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT                           
         :. .    :.:...:.   . .: .:.                                
gi|169 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (6-29:104-127) 
 
                                        10        20        30      
2MEPSP                          IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
          40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                                                     
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN                   
           140       150       160                   
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (50-78:84-111) 
 
      20        30        40        50        60        70          
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
      80                                                   
2MEPSP T                                                   
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.2  bits: 21.5 E():   20 
Smith-Waterman score: 53; 34.9% identity (55.8% similar) in 43 aa overlap (40-80:423-463) 
 
      10        20        30        40        50        60          
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
      70          80                                     
2MEPSP GGTVTVE--GCGT                                     
       .:   .:  :: :                                     
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
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>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.2 E():   20 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (39-58:53-72) 
 
       10        20        30        40        50        60         
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
       70        80        
2MEPSP TGGTVTVEGCGT        
                           
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 78.5  bits: 20.4 E():   21 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (38-68:25-54) 
 
        10        20        30        40        50        60        
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     : ::..  :: .:  .   .:::.: .:.  
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
        70        80                                                
2MEPSP ITGGTVTVEGCGT                                                
       .                                                            
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.4  bits: 19.2 E():   22 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (26-49:20-43) 
 
               10        20        30        40        50        60 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                ::: : .   :. : :   ::: .            
gi|145       MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQD 
                     10        20        30        40        50     
 
               70        80                                    
2MEPSP YFLAGAAITGGTVTVEGCGT                                    
                                                               
gi|145 KSDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
           60        70        80        90       100          
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.9  bits: 20.0 E():   23 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (33-68:166-201) 
 
             10        20        30        40        50        60   
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
             70        80 
2MEPSP LAGAAITGGTVTVEGCGT 
        : : .             
gi|116 EAVAKVNFQ          
         200              
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (39-78:437-480) 
 
       10        20        30        40        50            60     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
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gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           70        80                                 
2MEPSP GAAITGGTVTVEGCGT                                 
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (39-78:437-480) 
 
       10        20        30        40        50            60     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           70        80                                 
2MEPSP GAAITGGTVTVEGCGT                                 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (39-78:437-480) 
 
       10        20        30        40        50            60     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           70        80                                 
2MEPSP GAAITGGTVTVEGCGT                                 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (39-78:437-480) 
 
       10        20        30        40        50            60     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           70        80                                 
2MEPSP GAAITGGTVTVEGCGT                                 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (39-78:437-480) 
 
       10        20        30        40        50            60     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           70        80                                 
2MEPSP GAAITGGTVTVEGCGT                                 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
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        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (39-78:437-480) 
 
       10        20        30        40        50            60     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           70        80                                 
2MEPSP GAAITGGTVTVEGCGT                                 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (39-78:437-480) 
 
       10        20        30        40        50            60     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           70        80                                 
2MEPSP GAAITGGTVTVEGCGT                                 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (39-78:437-480) 
 
       10        20        30        40        50            60     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           70        80                                 
2MEPSP GAAITGGTVTVEGCGT                                 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (39-78:437-480) 
 
       10        20        30        40        50            60     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           70        80                                 
2MEPSP GAAITGGTVTVEGCGT                                 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (39-78:437-480) 
 
       10        20        30        40        50            60     
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2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           70        80                                 
2MEPSP GAAITGGTVTVEGCGT                                 
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (39-78:437-480) 
 
       10        20        30        40        50            60     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           70        80                                 
2MEPSP GAAITGGTVTVEGCGT                                 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (39-78:437-480) 
 
       10        20        30        40        50            60     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           70        80                                 
2MEPSP GAAITGGTVTVEGCGT                                 
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (39-78:437-480) 
 
       10        20        30        40        50            60     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           70        80                                 
2MEPSP GAAITGGTVTVEGCGT                                 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 77.2  bits: 21.6 E():   25 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (12-61:539-592) 
 
                                  10        20            30        
2MEPSP                    IEIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
        40        50        60        70        80                  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT                  
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        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.7  bits: 18.9 E():   27 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (42-76:69-101) 
 
              20        30        40        50        60        70  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
              80     
2MEPSP TVTVEGCGT     
        . ::         
gi|207 KIGVEEFQALVKA 
        100          
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.5  bits: 21.3 E():   32 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (25-61:553-589) 
 
                     10        20        30        40        50     
2MEPSP       IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
           60        70        80                                   
2MEPSP DASSASYFLAGAAITGGTVTVEGCGT                                   
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.5  bits: 21.3 E():   32 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (25-61:553-589) 
 
                     10        20        30        40        50     
2MEPSP       IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
           60        70        80                                   
2MEPSP DASSASYFLAGAAITGGTVTVEGCGT                                   
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 75.3  bits: 16.2 E():   32 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (25-33:10-18) 
 
               10        20        30        40        50        60 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                               . ::..:.:                            
gi|409                IAKVPPGGXITAEYGDKWLD                          
                              10        20                          
 
               70        80 
2MEPSP YFLAGAAITGGTVTVEGCGT 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 75.1  bits: 21.3 E():   33 
Smith-Waterman score: 52; 27.9% identity (58.1% similar) in 43 aa overlap (25-67:353-394) 
 
                     10        20        30        40        50     
2MEPSP       IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
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                                     : ::   .   : . .  .  : : : :.  
gi|219 GSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADAR-DSHKPAVVKH 
            330       340       350       360       370        380  
 
           60        70        80                                   
2MEPSP DASSASYFLAGAAITGGTVTVEGCGT                                   
       :.: .:....:..                                                
gi|219 DGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIE 
             390       400       410       420       430       440  
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 75.0  bits: 18.1 E():   34 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (26-74:7-41) 
 
               10        20        30        40        50        60 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                ::::    :::.    .:. .      .::.. .: 
gi|212                    MADATEKAEH----DRFF----KKFDA------NGDGTISS 
                                  10                      20        
 
               70        80                                     
2MEPSP YFLAGAAITGGTVTVEGCGT                                     
         :. :  . :.::                                           
gi|212 TELGDALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
        30        40        50        60        70        80    
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.9  bits: 18.5 E():   34 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (27-49:21-43) 
 
               10        20        30        40        50        60 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                 : .: .. .:.   : : :::..            
gi|225       MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKD 
                     10        20        30        40        50     
 
               70        80                                     
2MEPSP YFLAGAAITGGTVTVEGCGT                                     
                                                                
gi|225 RSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
           60        70        80        90       100       110 
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 74.9  bits: 19.7 E():   34 
Smith-Waterman score: 48; 25.5% identity (56.4% similar) in 55 aa overlap (25-79:22-70) 
 
               10        20        30        40        50        60 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                               . ::..:.:  .  :.   : .: .:  . .... . 
gi|168    ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACG 
                  10        20        30           40        50     
 
               70        80                                         
2MEPSP YFLAGAAITGGTVTVEGCGT                                         
       :  .  :  .:   . :::                                          
gi|168 YKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEP 
           60           70        80        90       100       110  
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.8  bits: 20.5 E():   34 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (17-68:53-104) 
 
                             10        20        30        40       
2MEPSP               IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
         50           60        70        80                        
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVTVEGCGT                        
         :. .   ..::.   . :.: ::                                    
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gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 48; 25.5% identity (56.4% similar) in 55 aa overlap (25-79:33-81) 
 
                     10        20        30        40        50     
2MEPSP       IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
           60        70        80                                   
2MEPSP DASSASYFLAGAAITGGTVTVEGCGT                                   
       .... .:  .  :  .:   . :::                                    
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 48; 25.5% identity (56.4% similar) in 55 aa overlap (25-79:33-81) 
 
                     10        20        30        40        50     
2MEPSP       IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
           60        70        80                                   
2MEPSP DASSASYFLAGAAITGGTVTVEGCGT                                   
       .... .:  .  :  .:   . :::                                    
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 48; 25.5% identity (56.4% similar) in 55 aa overlap (25-79:33-81) 
 
                     10        20        30        40        50     
2MEPSP       IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
           60        70        80                                   
2MEPSP DASSASYFLAGAAITGGTVTVEGCGT                                   
       .... .:  .  :  .:   . :::                                    
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 48; 25.5% identity (56.4% similar) in 55 aa overlap (25-79:39-87) 
 
                     10        20        30        40        50     
2MEPSP       IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
           60        70        80                                   
2MEPSP DASSASYFLAGAAITGGTVTVEGCGT                                   
       .... .:  .  :  .:   . :::                                    
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.5  bits: 17.4 E():   36 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (28-46:1-19) 
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               10        20        30        40        50        60 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                  ::   . ::  ::  : .:               
gi|377                            EHERIFKRFDAKGDGKISSSELGETLKPLGSVT 
                                          10        20        30    
 
               70        80 
2MEPSP YFLAGAAITGGTVTVEGCGT 
                            
gi|377 LEEIQRMMAEIDTDGDGFL  
            40        50    
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (6-43:104-139) 
 
                                        10        20        30      
2MEPSP                          IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
          40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
         :::...                                      
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN                 
             140       150       160                 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.1  bits: 20.6 E():   38 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (39-71:269-302) 
 
       10        20        30        40        50        60         
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
        70        80                                                
2MEPSP ITGGTVTVEGCGT                                                
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.1  bits: 20.6 E():   38 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (39-71:269-302) 
 
       10        20        30        40        50        60         
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
        70        80                                                
2MEPSP ITGGTVTVEGCGT                                                
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.0  bits: 17.8 E():   38 
Smith-Waterman score: 43; 21.1% identity (52.6% similar) in 57 aa overlap (1-54:10-64) 
 
                           10        20        30        40         
2MEPSP          IEIID---KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                .: ::   ::.: :     ..   .. .:..   . .  ..:.:..  .   
gi|603 VEGDALSDTLEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAAHL 
               10        20        30        40          50         
 
       50        60        70        80 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6506

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
          .::                           
gi|603 FKLIEGYLKDHPSEYN                 
       60        70                     
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.2  bits: 18.6 E():   42 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (23-50:87-110) 
 
                       10        20        30        40        50   
2MEPSP         IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
             60        70        80      
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGT      
                                         
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.2  bits: 18.6 E():   42 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (23-50:87-110) 
 
                       10        20        30        40        50   
2MEPSP         IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
             60        70        80      
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGT      
                                         
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 45; 24.2% identity (54.8% similar) in 62 aa overlap (6-67:104-157) 
 
                                        10        20        30      
2MEPSP                          IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|167 EVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSKFHAKGDHEVNAEE 
            80        90       100       110       120       130    
 
          40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
         .::....       ::      ::.:: .:              
gi|167 --MKGAKEMAEKLLRAVE------SYLLAHTAEYN           
             140             150       160           
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (3-18:49-64) 
 
                                           10        20        30   
2MEPSP                             IEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
             40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                                                        
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA   
       80        90       100       110       120       
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.4  bits: 19.8 E():   46 
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Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (42-71:340-370) 
 
              20        30        40        50        60            
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
      70        80 
2MEPSP GGTVTVEGCGT 
       ::          
gi|113 GGYKV       
      370          
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (26-36:8-18) 
 
               10        20        30        40        50        60 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                : :.::..:.:                         
gi|144                   MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVD 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP YFLAGAAITGGTVTVEGCGT                                         
                                                                    
gi|144 VQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVK 
             50        60        70        80        90       100   
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (26-36:8-18) 
 
               10        20        30        40        50        60 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                : :.::..:.:                         
gi|379                   MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVD 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP YFLAGAAITGGTVTVEGCGT                                         
                                                                    
gi|379 VQGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVK 
             50        60        70        80        90       100   
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.0  bits: 19.9 E():   49 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (37-71:331-365) 
 
         10        20        30        40        50        60       
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
         70        80                        
2MEPSP AITGGTVTVEGCGT                        
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.0  bits: 19.9 E():   49 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (37-71:331-365) 
 
         10        20        30        40        50        60       
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
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         70        80                        
2MEPSP AITGGTVTVEGCGT                        
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.8  bits: 16.3 E():   50 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (25-33:10-18) 
 
               10        20        30        40        50        60 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                               . ::..:.:                            
gi|751                IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK           
                              10        20        30                
 
               70        80 
2MEPSP YFLAGAAITGGTVTVEGCGT 
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.8  bits: 18.7 E():   50 
Smith-Waterman score: 46; 27.1% identity (56.2% similar) in 48 aa overlap (34-78:72-118) 
 
            10        20        30        40           50        60 
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
               70        80                                         
2MEPSP YFLAGAAITGGTVTVEGCGT                                         
       : . ..   . .. ::::                                           
gi|144 YSVLATDYDNYAI-VEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHK 
             110        120       130       140       150       160 
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (42-76:69-101) 
 
              20        30        40        50        60        70  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
              80     
2MEPSP TVTVEGCGT     
       .. ::         
gi|148 AIGVEEWAVLVKA 
        100          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.5  bits: 18.7 E():   52 
Smith-Waterman score: 45; 38.5% identity (61.5% similar) in 26 aa overlap (53-78:102-126) 
 
             30        40        50        60        70        80   
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT   
                                     :: : :: : . ..   . .. ::::     
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
gi|194 NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
              140       150       160       170       180       190 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (42-71:231-261) 
 
              20        30        40        50        60            
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
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                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
      70        80 
2MEPSP GGTVTVEGCGT 
       ::          
gi|226 GGYKV       
     260           
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 18.3 E():   57 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (40-55:111-126) 
 
      10        20        30        40        50        60          
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
      70        80          
2MEPSP GGTVTVEGCGT          
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 18.3 E():   57 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (40-55:111-126) 
 
      10        20        30        40        50        60          
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
      70        80          
2MEPSP GGTVTVEGCGT          
                            
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 18.3 E():   57 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (6-29:104-127) 
 
                                        10        20        30      
2MEPSP                          IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|261 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
          40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                                                     
gi|261 IKIEKEKAVGLLKAVESYLLAHSDAYN                   
           140       150       160                   
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 18.3 E():   57 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (40-55:111-126) 
 
      10        20        30        40        50        60          
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
      70        80          
2MEPSP GGTVTVEGCGT          
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gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 18.3 E():   57 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (6-29:104-127) 
 
                                        10        20        30      
2MEPSP                          IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|132 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
          40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                                                     
gi|132 IKIEKEKAEGLLKAVESYHLAHSDAYN                   
           140       150       160                   
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 18.3 E():   57 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (6-29:104-127) 
 
                                        10        20        30      
2MEPSP                          IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|132 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
          40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                                                     
gi|132 IKIEKEKAVGLLKAVESYLLAHSDAYN                   
           140       150       160                   
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (36-62:319-345) 
 
          10        20        30        40        50        60      
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
          70        80                       
2MEPSP AAITGGTVTVEGCGT                       
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (42-77:259-293) 
 
              20        30        40        50        60        70  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
              80 
2MEPSP TVTVEGCGT 
       ::.. :    
gi|119 TVSAGGYKV 
       290       
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (26-72:9-60) 
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               10        20        30        40           50        
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGD 
                                : :.::..: :  . : .. .    :.:   :: . 
gi|118                  MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVS 
                                10        20        30        40    
 
          60        70        80                                    
2MEPSP ASSASYFLAGAAITGGTVTVEGCGT                                    
       ... :: .  :.   .:                                            
gi|118 VNGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVT 
            50        60        70        80        90       100    
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 70.3  bits: 19.6 E():   61 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (24-55:182-217) 
 
                      10        20        30            40          
2MEPSP        IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
      50        60        70        80                              
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGT                              
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 70.2  bits: 19.9 E():   61 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (9-61:417-466) 
 
                                     10        20        30         
2MEPSP                       IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
       40        50        60        70        80                   
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT                   
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.2  bits: 20.3 E():   62 
Smith-Waterman score: 49; 27.6% identity (55.2% similar) in 58 aa overlap (25-72:65-121) 
 
                     10        20        30        40               
2MEPSP       IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
         50          60        70        80                         
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGCGT                         
       :  :  : . ..:..::. : :..  ::                                 
gi|135 PIAAEVYEHTEGSTTSYY-AVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLH 
          100       110        120       130       140       150    
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.8  bits: 17.6 E():   64 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (42-76:69-101) 
 
              20        30        40        50        60        70  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
              80     
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2MEPSP TVTVEGCGT     
        . :.         
gi|288 KIGVDEFAAMIKG 
        100          
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 17.2 E():   65 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (27-46:9-28) 
 
               10        20        30        40        50        60 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                 :::   . ::  .:  : .:               
gi|333                   MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVT 
                                 10        20        30        40   
 
               70        80                       
2MEPSP YFLAGAAITGGTVTVEGCGT                       
                                                  
gi|333 PEEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
             50        60        70        80     
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.5  bits: 19.2 E():   67 
Smith-Waterman score: 46; 30.4% identity (67.4% similar) in 46 aa overlap (31-76:38-79) 
 
               10        20        30        40        50        60 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
               70        80                                         
2MEPSP YFLAGAAITGGTVTVEGCGT                                         
          ::.: .  ...:.                                             
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (42-71:232-262) 
 
              20        30        40        50        60            
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
      70        80 
2MEPSP GGTVTVEGCGT 
       ::          
gi|180 GGYKV       
                   
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (12-38:155-183) 
 
                                  10        20          30          
2MEPSP                    IEIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
      40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                                                 
gi|549 CNYGPAGNVGNEPIYERK                        
          190       200                          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.0 E():   70 
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Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (6-29:103-126) 
 
                                        10        20        30      
2MEPSP                          IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|437 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
             80        90       100       110       120       130   
 
          40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                                                     
gi|437 MKAIKEKGETLLKAVESYLLAHSDAYN                   
            140       150                            
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (6-29:103-126) 
 
                                        10        20        30      
2MEPSP                          IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|437 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
             80        90       100       110       120       130   
 
          40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                                                     
gi|437 MKAIKEKGETLLRAVESYLLAHSDAYN                   
            140       150                            
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (6-29:104-127) 
 
                                        10        20        30      
2MEPSP                          IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
          40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                                                     
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN                   
           140       150       160                   
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 43; 24.2% identity (54.8% similar) in 62 aa overlap (6-67:104-157) 
 
                                        10        20        30      
2MEPSP                          IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|154 EVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGKFHAKGDHEVNAEE 
            80        90       100       110       120       130    
 
          40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
         .::....       ::      ::.:: .:              
gi|154 --MKGAKEMAEKLLRAVE------SYLLAHTAEYN           
             140             150       160           
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (6-29:104-127) 
 
                                        10        20        30      
2MEPSP                          IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
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          40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                                                     
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN                   
           140       150       160                   
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (6-29:104-127) 
 
                                        10        20        30      
2MEPSP                          IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|400 EVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
            80        90       100       110       120       130    
 
          40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                                                     
gi|400 MKAIKEKGETLLRAVESYLLAHSDAYN                   
           140       150       160                   
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (6-29:104-127) 
 
                                        10        20        30      
2MEPSP                          IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|132 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
            80        90       100       110       120       130    
 
          40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                                                     
gi|132 MKAIKEKAEALLRAVESYLLAHSDAYN                   
           140       150       160                   
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.0  bits: 19.2 E():   72 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (21-75:159-208) 
 
                         10        20        30        40        50 
2MEPSP           IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
                60        70        80                              
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGT                              
       ... .. :..:  :. ...:.  ::.                                   
gi|195 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.0  bits: 19.2 E():   72 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (21-75:159-208) 
 
                         10        20        30        40        50 
2MEPSP           IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
                60        70        80                              
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGT                              
       ... .. :..:  :. ...:.  ::.                                   
gi|493 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
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>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.9  bits: 19.6 E():   72 
Smith-Waterman score: 47; 25.9% identity (51.7% similar) in 58 aa overlap (22-79:376-433) 
 
                        10        20        30        40        50  
2MEPSP          IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
              60        70        80                                
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGT                                
       :   ::: ..  ..   .: . : .  :                                 
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (54-76:145-167) 
 
            30        40        50        60        70        80    
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT    
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (37-69:331-363) 
 
         10        20        30        40        50        60       
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
         70        80                         
2MEPSP AITGGTVTVEGCGT                         
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
              370       380       390         
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (25-54:14-43) 
 
               10        20        30        40        50        60 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                               . : :.::  :   .  ...  :.    ::       
gi|144            MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDM 
                          10        20        30        40          
 
               70        80                                         
2MEPSP YFLAGAAITGGTVTVEGCGT                                         
                                                                    
gi|144 MDADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKM 
      50        60        70        80        90       100          
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (25-54:14-43) 
 
               10        20        30        40        50        60 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                               . : :.::  :   .  ...  :.    ::       
gi|179            MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDM 
                          10        20        30        40          
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               70        80                                         
2MEPSP YFLAGAAITGGTVTVEGCGT                                         
                                                                    
gi|179 MDDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKM 
      50        60        70        80        90       100          
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (48-76:73-101) 
 
        20        30        40        50        60        70        
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
        80     
2MEPSP CGT     
               
gi|193 FNHLVKH 
               
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 16.9 E():   80 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (26-43:7-24) 
 
               10        20        30        40        50        60 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                ::::.  . .:  .:  :                  
gi|598                    MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVT 
                                  10        20        30        40  
 
               70        80                       
2MEPSP YFLAGAAITGGTVTVEGCGT                       
                                                  
gi|598 HDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
              50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 16.9 E():   80 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (26-43:7-24) 
 
               10        20        30        40        50        60 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                ::::.  . .:  .:  :                  
gi|598                    MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVT 
                                  10        20        30        40  
 
               70        80                       
2MEPSP YFLAGAAITGGTVTVEGCGT                       
                                                  
gi|598 HDDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
              50        60        70        80    
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (46-71:59-83) 
 
          20        30        40        50         60        70     
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
           80                    
2MEPSP VEGCGT                    
                                 
gi|215 AAPEAERAEEEKEESDDDMGFGLFD 
         90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
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 initn:  40 init1:  40 opt:  41  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (46-70:59-84) 
 
          20        30        40        50         60        70     
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
           80                  
2MEPSP VEGCGT                  
                               
gi|833 AAEEKKEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (46-70:59-84) 
 
          20        30        40        50         60        70     
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
           80                  
2MEPSP VEGCGT                  
                               
gi|668 AAKEKNEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (40-56:109-125) 
 
      10        20        30        40        50        60          
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
      70        80     
2MEPSP GGTVTVEGCGT     
                       
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.7  bits: 19.3 E():   84 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (19-61:144-187) 
 
                           10        20        30        40         
2MEPSP             IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
       50           60        70        80                          
2MEPSP NAYVEG---DASSASYFLAGAAITGGTVTVEGCGT                          
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 19.3 E():   86 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (22-61:367-406) 
 
                        10        20        30        40        50  
2MEPSP          IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
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        340       350       360       370       380       390       
 
              60        70        80                                
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGT                                
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 19.3 E():   86 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (22-61:367-406) 
 
                        10        20        30        40        50  
2MEPSP          IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
              60        70        80                                
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGT                                
       :   ::: ..                                                   
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.3 E():   88 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (3-29:86-112) 
 
                                           10        20        30   
2MEPSP                             IEIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
             40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                                                        
gi|301 LIRSLFGLP                                        
         120                                            
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.3  bits: 18.9 E():   89 
Smith-Waterman score: 45; 18.4% identity (63.3% similar) in 49 aa overlap (21-69:159-207) 
 
                         10        20        30        40        50 
2MEPSP           IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|117 VFIKRVSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
               60        70        80                               
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGT                               
       . ... . ..  :.....:                                          
gi|117 FSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (26-44:9-27) 
 
               10        20        30        40        50        60 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                : :.::..: :  . : ..                 
gi|518                  MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPTVEVI 
                                10        20        30        40    
 
               70        80                                         
2MEPSP YFLAGAAITGGTVTVEGCGT                                         
                                                                    
gi|518 VDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVT 
            50        60        70        80        90       100    
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>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (26-44:9-27) 
 
               10        20        30        40        50        60 
2MEPSP IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                : :.::..: :  . : ..                 
gi|156                  MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPTVEVI 
                                10        20        30        40    
 
               70        80                                         
2MEPSP YFLAGAAITGGTVTVEGCGT                                         
                                                                    
gi|156 VDGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVT 
            50        60        70        80        90       100    
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.9  bits: 18.9 E():   92 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (3-29:169-195) 
 
                                           10         20        30  
2MEPSP                             IEIIDKLISIP-YVEMTLRLMERFGVKAEHSD 
                                     :.. : ..: : :.  .: .. :: ..:   
gi|284 DLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDK-GVDVDHYI 
      140       150       160       170       180        190        
 
              40        50        60        70        80            
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT            
                                                                    
gi|284 ELIRALFGLSRATRNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELVAYLQSDDFHK 
       200       210       220       230       240       250        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.9  bits: 18.5 E():   93 
Smith-Waterman score: 44; 30.6% identity (63.9% similar) in 36 aa overlap (42-77:264-297) 
 
              20        30        40        50        60        70  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:. 
gi|441 YAATVAAAPEVKYAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVATG--AATAAAGA 
           240       250       260       270       280         290  
 
              80  
2MEPSP TVTVEGCGT  
       .... :     
gi|441 ATAAAGGYKA 
             300  
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.7 E():   93 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:13-26) 
 
          40        50        60        70        80                
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT                
                                     ::...  : :. ::                 
gi|156                   MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNT 
                                 10        20        30        40   
 
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (3-29:5-31) 
 
                 10        20        30        40        50         
2MEPSP   IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
           ::. : ..:  .  :. ..  :: ..:                              
gi|424 EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGLTRAARNLQDDLNDFLALI 
               10        20        30        40        50        60 
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       60        70        80                                       
2MEPSP ASYFLAGAAITGGTVTVEGCGT                                       
                                                                    
gi|424 PTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVAD 
               70        80        90       100       110       120 
 
>>gi|757851|emb|CAA26040.1| ovotransferrin [Gallus gallu  (705 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 66.7  bits: 19.7 E():   95 
Smith-Waterman score: 47; 27.6% identity (55.2% similar) in 58 aa overlap (25-72:65-121) 
 
                     10        20        30        40               
2MEPSP       IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|757 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQVFEAGLAPYKLK 
           40        50        60        70        80        90     
 
         50          60        70        80                         
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGCGT                         
       :  :  : . ..:..::. : :..  ::                                 
gi|757 PIAAEIYEHTEGSTTSYY-AVAVVKKGTEFTVNDLQGKNSCHTGLGRSAGWNIPIGTLLH 
          100       110        120       130       140       150    
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.6  bits: 19.7 E():   97 
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (48-67:375-394) 
 
        20        30        40        50        60        70        
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     : : :. :.: .:... :..           
gi|581 SSDGRTLYVTAEDHATGKLFTLPADARDNHKPAVVKHDGSVSSFYFIGSSKSVLISGNSL 
          350       360       370       380       390       400     
 
        80                                                          
2MEPSP CGT                                                          
                                                                    
gi|581 WSNALYQVATPDRPNRKLFYANEHDPELKGLGPNDIEPLWVDGARTKIHSWIVKPTGFDK 
          410       420       430       440       450       460     
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 44; 30.2% identity (65.1% similar) in 43 aa overlap (2-41:49-90) 
 
                                            10          20          
2MEPSP                              IEIIDKLISIPYVEMT-LRL-MERFGVKA-E 
                                     ..::.  :  ..:.  :.: .. :  :: : 
gi|249 CKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDAS-GFIEVEELKLFLQNFCPKARE 
       20        30        40        50         60        70        
 
       30        40        50        60        70        80 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
        .:.  . ..:.:                                        
gi|249 LTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ                     
        80        90       100                              
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 44; 30.2% identity (65.1% similar) in 43 aa overlap (2-41:49-90) 
 
                                            10          20          
2MEPSP                              IEIIDKLISIPYVEMT-LRL-MERFGVKA-E 
                                     ..::.  :  ..:.  :.: .. :  :: : 
gi|209 CKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDAS-GFIEVEELKLFLQNFCPKARE 
       20        30        40        50         60        70        
 
       30        40        50        60        70        80 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
        .:.  . ..:.:                                        
gi|209 LTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ                     
        80        90       100                              
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>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 18.5 E():   99 
Smith-Waterman score: 44; 23.5% identity (64.7% similar) in 34 aa overlap (23-56:297-330) 
 
                       10        20        30        40        50   
2MEPSP         IEIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     . .:...:.:    :...: ::   .. .. 
gi|612 YIPSDVLNDQIVSVIMTSSKFGGVNVWNRYYDLKTNYSSSIILEYVNSGTKYLPLRTKFM 
        270       280       290       300       310       320       
 
             60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGT 
         .:                         
gi|612 YQNA                         
        330                         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:47 2011 done: Tue Apr 19 10:57:47 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 200  - 279 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     4     2:* 
  32     6     8:=* 
  34    14    22:==== * 
  36    53    44:==========*=== 
  38    71    73:==================* 
  40    62   102:================         * 
  42    91   125:=======================        * 
  44    93   138:========================          * 
  46   210   140:==================================*================== 
  48   174   134:=================================*========== 
  50   132   122:==============================*== 
  52   111   108:==========================*= 
  54   116    92:======================*====== 
  56    53    77:==============     * 
  58    57    63:===============* 
  60    36    51:=========   * 
  62    41    41:==========* 
  64    19    33:=====   * 
  66    23    26:======* 
  68    25    20:====*== 
  70    19    16:===*= 
  72    11    12:==* 
  74     8    10:==* 
  76    17     8:=*=== 
  78     9     6:=*= 
  80     5     5:=* 
  82     6     3:*= 
  84    11     3:*== 
  86     3     2:* 
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  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.95880.00361; mu= 11.8169 0.187 
 mean_var=34.3269 8.419, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.218906 
 Kolmogorov-Smirnov  statistic: 0.0775 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.8     1.8 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   58 22.6       2 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   57 22.3     2.5 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.9     3.5 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   55 21.8     5.3 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 22.5     6.7 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   54 21.5     7.4 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   54 21.5     7.4 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   56 22.2       8 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   56 22.2     8.5 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.1     8.6 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   52 20.8     9.2 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.4     9.2 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.4     9.2 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.2     9.3 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   56 22.3     9.6 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   56 22.3     9.6 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   55 21.9      11 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.6      11 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   56 22.3      12 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   53 21.2      12 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   53 21.2      13 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   53 21.2      13 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   53 21.2      13 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   53 21.2      13 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.6      15 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   56 22.4      15 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   54 21.7      16 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.7      17 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.5      18 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.5      18 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   51 20.6      19 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 19.9      20 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.9      20 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.2      21 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   54 21.7      21 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.2      22 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   53 21.4      22 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.3      23 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.9      24 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 18.9      27 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.0      28 
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gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      28 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      28 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      28 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.3      29 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.4      29 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 18.2      33 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.5      34 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.4      34 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.1      36 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.1      36 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.1      38 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.4      38 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 18.9      38 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.4      42 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.4      42 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.6      43 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.6      43 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.4      47 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 18.2      47 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   45 18.6      47 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.3      49 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.3      49 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.7      51 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.9      52 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.6      52 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.7      53 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.7      53 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.6      54 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   41 17.2      58 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.0      58 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.3      58 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.3      58 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   44 18.3      58 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.3      58 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   44 18.3      58 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   44 18.3      58 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.9      61 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 19.0      64 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.2      64 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.4      64 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.6      64 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.4      66 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 19.8      68 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   49 20.2      70 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.3      71 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   43 18.0      72 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   43 18.0      72 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.7      72 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.0      72 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   43 18.0      72 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   43 18.0      72 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.0      72 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   43 18.0      72 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   46 19.1      72 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 17.6      76 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 17.6      76 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   46 19.1      78 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   46 19.1      78 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 16.9      78 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 16.9      78 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.5      80 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.3      80 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.3      81 
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gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.3      81 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.3      81 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.1      81 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.1      82 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   42 17.7      85 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.7      86 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.3      89 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.1      93 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.3      93 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.3      93 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.1      95 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.1      95 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.7      96 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   45 18.8      96 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.1      98 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   40 17.0      99 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   40 17.0      99 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   44 18.4      99 
gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 (  86)   39 16.6   1e 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 97.9  bits: 24.8 E():  1.8 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (37-73:8-44) 
 
         10        20        30        40        50        60       
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
         70        80                                               
2MEPSP ITGGTVTVEGCGTT                                               
       . .:. :                                                      
gi|144 VPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 96.9  bits: 22.6 E():    2 
Smith-Waterman score: 58; 28.3% identity (56.7% similar) in 60 aa overlap (18-76:26-84) 
 
                       10        20        30         40        50  
2MEPSP         EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
              60        70        80                          
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTT                          
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 95.2  bits: 22.3 E():  2.5 
Smith-Waterman score: 57; 28.3% identity (56.7% similar) in 60 aa overlap (18-76:26-84) 
 
                       10        20        30         40        50  
2MEPSP         EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
              60        70        80                          
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTT                          
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 92.7  bits: 23.9 E():  3.5 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (37-73:8-44) 
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         10        20        30        40        50        60       
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
         70        80                                               
2MEPSP ITGGTVTVEGCGTT                                               
       .  :. :                                                      
gi|144 VPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  41 init1:  41 opt:  55  Z-score: 89.5  bits: 21.8 E():  5.3 
Smith-Waterman score: 55; 33.3% identity (58.3% similar) in 48 aa overlap (36-80:52-99) 
 
          10        20        30        40         50          60   
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
             70        80                                           
2MEPSP AGAAITGGTVTVEGCGTT                                           
       .:.: . :.  : :  :.                                           
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 87.7  bits: 22.5 E():  6.7 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (22-70:151-193) 
 
                        10        20        30        40        50  
2MEPSP          EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
              60        70        80                                
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTT                                
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 86.9  bits: 21.5 E():  7.4 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (25-77:63-117) 
 
                     10        20        30        40           50  
2MEPSP       EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
              60        70        80                                
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTT                                
       .: : :: : . ..   . .. ::::                                   
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYT 
            100       110        120       130       140       150  
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 86.8  bits: 21.5 E():  7.4 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (25-77:64-118) 
 
                     10        20        30        40           50  
2MEPSP       EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
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              60        70        80                                
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTT                                
       .: : :: : . ..   . .. ::::                                   
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYT 
           100       110        120       130       140       150   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.2  bits: 22.2 E():    8 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (41-70:59-88) 
 
               20        30        40        50        60        70 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
               80                                                   
2MEPSP TVTVEGCGTT                                                   
                                                                    
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.8  bits: 22.2 E():  8.5 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (41-70:79-108) 
 
               20        30        40        50        60        70 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
               80                                                   
2MEPSP TVTVEGCGTT                                                   
                                                                    
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 85.7  bits: 21.1 E():  8.6 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (49-77:86-113) 
 
       20        30        40        50        60        70         
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
       80                                                    
2MEPSP TT                                                    
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 85.2  bits: 20.8 E():  9.2 
Smith-Waterman score: 52; 26.3% identity (47.4% similar) in 38 aa overlap (2-39:62-99) 
 
                                            10        20        30  
2MEPSP                              EIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ..  .:..  . : .     ::: :    : 
gi|291 SLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLS 
              40        50        60        70        80        90  
 
              40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
       :   :. :                                          
gi|291 WIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
             100       110       120       130       140 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
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 initn:  48 init1:  48 opt:  51  Z-score: 85.2  bits: 20.4 E():  9.2 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (23-60:18-58) 
 
               10        20        30        40           50        
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASS 
                             : .:  : ..  :. : : . :.:   :.:..  : .. 
gi|179      MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDK 
                    10        20        30        40        50      
 
        60        70        80                                
2MEPSP ASYFLAGAAITGGTVTVEGCGTT                                
       ...                                                    
gi|179 SGFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
          60        70        80        90       100          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 85.2  bits: 20.4 E():  9.2 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (41-75:69-101) 
 
               20        30        40        50        60        70 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
               80    
2MEPSP TVTVEGCGTT    
        . ::         
gi|207 KIGVEEFQALVKA 
        100          
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 85.1  bits: 21.2 E():  9.3 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (49-77:102-129) 
 
       20        30        40        50        60        70         
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
       80                                                    
2MEPSP TT                                                    
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 84.9  bits: 22.3 E():  9.6 
Smith-Waterman score: 56; 23.0% identity (58.1% similar) in 74 aa overlap (2-64:160-233) 
 
                                            10        20         30 
2MEPSP                              EIIDKLISIPYVEMTLRLMERFGVKA-EHSD 
                                     ..:. ... . :.  :  . ... . .: : 
gi|129 PWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVD 
     130       140       150       160       170       180          
 
                   40        50              60        70        80 
2MEPSP SWDR-FYIKG---GQKYKSPKNAYV------EGDASSASYFLAGAAITGGTVTVEGCGTT 
       :  .  ...:   :. :   :.: .      .:..::.: .: :                 
gi|129 SIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSK 
     190       200       210       220       230       240          
 
gi|129 AAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKS 
     250       260       270       280       290       300          
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 84.9  bits: 22.3 E():  9.6 
Smith-Waterman score: 56; 23.0% identity (58.1% similar) in 74 aa overlap (2-64:160-233) 
 
                                            10        20         30 
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2MEPSP                              EIIDKLISIPYVEMTLRLMERFGVKA-EHSD 
                                     ..:. ... . :.  :  . ... . .: : 
gi|746 PWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVD 
     130       140       150       160       170       180          
 
                   40        50              60        70        80 
2MEPSP SWDR-FYIKG---GQKYKSPKNAYV------EGDASSASYFLAGAAITGGTVTVEGCGTT 
       :  .  ...:   :. :   :.: .      .:..::.: .: :                 
gi|746 SIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSK 
     190       200       210       220       230       240          
 
gi|746 AAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKS 
     250       260       270       280       290       300          
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.1  bits: 21.9 E():   11 
Smith-Waterman score: 55; 30.0% identity (63.3% similar) in 30 aa overlap (41-70:79-108) 
 
               20        30        40        50        60        70 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
               80                                                   
2MEPSP TVTVEGCGTT                                                   
                                                                    
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 83.4  bits: 21.6 E():   11 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (41-76:264-297) 
 
               20        30        40        50        60        70 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
               80 
2MEPSP TVTVEGCGTT 
       .... :     
gi|663 ATAAAGGYKA 
             300  
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.1  bits: 22.3 E():   12 
Smith-Waterman score: 56; 22.0% identity (62.7% similar) in 59 aa overlap (16-74:118-170) 
 
                              10        20        30        40      
2MEPSP                EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRI---VEFQS 
        90       100       110       120       130          140     
 
          50        60        70        80                          
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT                          
         :. .    :.:.:.:.   . .: .:.                                
gi|149 NPNTLILPKHSDADYILV---VLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILN 
          150       160          170       180       190       200  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.9  bits: 21.2 E():   12 
Smith-Waterman score: 53; 26.3% identity (57.9% similar) in 57 aa overlap (24-80:22-72) 
 
               10        20        30        40        50        60 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                              . ::..:.:  .  :.   : .: .:  . .... .: 
gi|168   ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGY 
                 10        20        30           40        50      
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               70        80                                         
2MEPSP FLAGAAITGGTVTVEGCGTT                                         
         .  :  .:   . :::.:                                         
gi|168 KDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPI 
          60           70        80        90       100       110   
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.6  bits: 21.2 E():   13 
Smith-Waterman score: 53; 26.3% identity (57.9% similar) in 57 aa overlap (24-80:33-83) 
 
                      10        20        30        40        50    
2MEPSP        EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
            60        70        80                                  
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTT                                  
       .... .:  .  :  .:   . :::.:                                  
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.6  bits: 21.2 E():   13 
Smith-Waterman score: 53; 26.3% identity (57.9% similar) in 57 aa overlap (24-80:33-83) 
 
                      10        20        30        40        50    
2MEPSP        EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
            60        70        80                                  
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTT                                  
       .... .:  .  :  .:   . :::.:                                  
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.6  bits: 21.2 E():   13 
Smith-Waterman score: 53; 26.3% identity (57.9% similar) in 57 aa overlap (24-80:33-83) 
 
                      10        20        30        40        50    
2MEPSP        EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
            60        70        80                                  
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTT                                  
       .... .:  .  :  .:   . :::.:                                  
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.5  bits: 21.2 E():   13 
Smith-Waterman score: 53; 26.3% identity (57.9% similar) in 57 aa overlap (24-80:39-89) 
 
                      10        20        30        40        50    
2MEPSP        EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
            60        70        80                                  
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTT                                  
       .... .:  .  :  .:   . :::.:                                  
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
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>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 81.6  bits: 21.6 E():   15 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (21-54:279-317) 
 
                         10        20           30        40        
2MEPSP           EIIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
          50        60        70        80                          
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT                          
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 81.1  bits: 22.4 E():   15 
Smith-Waterman score: 56; 24.2% identity (69.7% similar) in 33 aa overlap (4-36:383-415) 
 
                                          10        20        30    
2MEPSP                            EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                     .:....   ... . .: :.  ::  ...: 
gi|833 DLIPEWLGFIKGVVDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFD 
            360       370       380       390       400       410   
 
            40        50        60        70        80              
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT              
       .::                                                          
gi|833 KFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYIT 
            420       430       440       450       460       470   
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 80.6  bits: 21.7 E():   16 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (16-74:204-256) 
 
                              10        20        30        40      
2MEPSP                EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
          50        60        70        80                          
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT                          
         :. .    :.:...:.   . .: .:.                                
gi|149 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.1  bits: 21.7 E():   17 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (3-24:9-30) 
 
                     10        20        30        40        50     
2MEPSP       EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
               :  :..::.. .: :  .: ::                               
gi|424 NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLYALFQEKLETSP 
               10        20        30        40        50        60 
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 80.1  bits: 19.5 E():   18 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (46-75:73-101) 
 
          20        30        40        50        60        70      
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
          80    
2MEPSP GCGTT    
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gi|288 EFAVWVKQ 
                
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.5 E():   18 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (45-70:59-84) 
 
           20        30        40        50        60        70     
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
           80                  
2MEPSP EGCGTT                  
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 79.5  bits: 20.6 E():   19 
Smith-Waterman score: 51; 24.4% identity (61.0% similar) in 41 aa overlap (1-40:36-73) 
 
                                             10         20          
2MEPSP                               EIIDKLISIPYVEM-TLRLMERFGVKAEHS 
                                     .... ..: ::: . :..   :  ...  . 
gi|111 FVGGNWKCNGTVEQVESIVNTLNAGQIASTDVVEVVVSPPYVFLPTVKGKLRPEIQVAAQ 
          10        20        30        40        50        60      
 
      30        40        50        60        70        80          
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT          
       . : .   :::                                                  
gi|111 NCWVK---KGGAFTGEVSAEMLVNLGVPWVILGHSERRSLMGESSEFVGEKVAYALAQGL 
          70           80        90       100       110       120   
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (5-28:104-127) 
 
                                         10        20        30     
2MEPSP                           EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
           40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                                      
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN                    
           140       150       160                    
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 79.0  bits: 19.9 E():   20 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (49-77:84-111) 
 
       20        30        40        50        60        70         
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
       80                                                  
2MEPSP TT                                                  
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.2 E():   21 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (38-57:53-72) 
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        10        20        30        40        50        60        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
        70        80       
2MEPSP TGGTVTVEGCGTT       
                           
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 78.7  bits: 21.7 E():   21 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (16-74:204-256) 
 
                              10        20        30        40      
2MEPSP                EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
          50        60        70        80                          
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT                          
         :. .    :.:...:.   . .: .:.                                
gi|169 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.4  bits: 19.2 E():   22 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (25-48:20-43) 
 
               10        20        30        40        50        60 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                               ::: : .   :. : :   ::: .             
gi|145      MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDK 
                    10        20        30        40        50      
 
               70        80                                   
2MEPSP FLAGAAITGGTVTVEGCGTT                                   
                                                              
gi|145 SDFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
          60        70        80        90       100          
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 78.3  bits: 21.4 E():   22 
Smith-Waterman score: 53; 34.9% identity (55.8% similar) in 43 aa overlap (39-79:423-463) 
 
       10        20        30        40        50        60         
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
       70          80                                    
2MEPSP GGTVTVE--GCGTT                                    
       .:   .:  :: :                                     
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 78.0  bits: 20.3 E():   23 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (37-67:25-54) 
 
         10        20        30        40        50        60       
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     : ::..  :: .:  .   .:::.: .:.  
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
         70        80                                               
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2MEPSP ITGGTVTVEGCGTT                                               
       .                                                            
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.5  bits: 19.9 E():   24 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (32-67:166-201) 
 
              10        20        30        40        50        60  
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
              70        80 
2MEPSP LAGAAITGGTVTVEGCGTT 
        : : .              
gi|116 EAVAKVNFQ           
         200               
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.6  bits: 18.9 E():   27 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (41-75:69-101) 
 
               20        30        40        50        60        70 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
               80    
2MEPSP TVTVEGCGTT    
        . ::         
gi|207 KIGVEEFQALVKA 
        100          
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (38-77:437-480) 
 
        10        20        30        40        50            60    
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            70        80                                
2MEPSP GAAITGGTVTVEGCGTT                                
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (38-77:437-480) 
 
        10        20        30        40        50            60    
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            70        80                                
2MEPSP GAAITGGTVTVEGCGTT                                
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
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Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (38-77:437-480) 
 
        10        20        30        40        50            60    
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            70        80                                
2MEPSP GAAITGGTVTVEGCGTT                                
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (38-77:437-480) 
 
        10        20        30        40        50            60    
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            70        80                                
2MEPSP GAAITGGTVTVEGCGTT                                
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (38-77:437-480) 
 
        10        20        30        40        50            60    
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            70        80                                
2MEPSP GAAITGGTVTVEGCGTT                                
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (38-77:437-480) 
 
        10        20        30        40        50            60    
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            70        80                                
2MEPSP GAAITGGTVTVEGCGTT                                
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (38-77:437-480) 
 
        10        20        30        40        50            60    
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
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            70        80                                
2MEPSP GAAITGGTVTVEGCGTT                                
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (38-77:437-480) 
 
        10        20        30        40        50            60    
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            70        80                                
2MEPSP GAAITGGTVTVEGCGTT                                
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (38-77:437-480) 
 
        10        20        30        40        50            60    
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            70        80                                
2MEPSP GAAITGGTVTVEGCGTT                                
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (38-77:437-480) 
 
        10        20        30        40        50            60    
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            70        80                                
2MEPSP GAAITGGTVTVEGCGTT                                
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (38-77:437-480) 
 
        10        20        30        40        50            60    
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            70        80                                
2MEPSP GAAITGGTVTVEGCGTT                                
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
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>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (38-77:437-480) 
 
        10        20        30        40        50            60    
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            70        80                                
2MEPSP GAAITGGTVTVEGCGTT                                
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (38-77:437-480) 
 
        10        20        30        40        50            60    
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            70        80                                
2MEPSP GAAITGGTVTVEGCGTT                                
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.2  bits: 16.3 E():   29 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (24-32:10-18) 
 
               10        20        30        40        50        60 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                              . ::..:.:                             
gi|409               IAKVPPGGXITAEYGDKWLD                           
                             10        20                           
 
               70        80 
2MEPSP FLAGAAITGGTVTVEGCGTT 
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 76.1  bits: 21.4 E():   29 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (11-60:539-592) 
 
                                   10        20            30       
2MEPSP                     EIIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
         40        50        60        70        80                 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT                 
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 75.1  bits: 18.2 E():   33 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (25-73:7-41) 
 
               10        20        30        40        50        60 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                               ::::    :::.    .:. .      .::.. .:  
gi|212                   MADATEKAEH----DRFF----KKFDA------NGDGTISST 
                                 10                      20         
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               70        80                                    
2MEPSP FLAGAAITGGTVTVEGCGTT                                    
        :. :  . :.::                                           
gi|212 ELGDALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
       30        40        50        60        70        80    
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.9  bits: 18.5 E():   34 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (26-48:21-43) 
 
               10        20        30        40        50        60 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                : .: .. .:.   : : :::..             
gi|225      MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDR 
                    10        20        30        40        50      
 
               70        80                                    
2MEPSP FLAGAAITGGTVTVEGCGTT                                    
                                                               
gi|225 SGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
          60        70        80        90       100       110 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.8  bits: 17.4 E():   34 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (27-45:1-19) 
 
               10        20        30        40        50        60 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                 ::   . ::  ::  : .:                
gi|377                           EHERIFKRFDAKGDGKISSSELGETLKPLGSVTL 
                                         10        20        30     
 
               70        80 
2MEPSP FLAGAAITGGTVTVEGCGTT 
                            
gi|377 EEIQRMMAEIDTDGDGFL   
           40        50     
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.5  bits: 21.1 E():   36 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (24-60:553-589) 
 
                      10        20        30        40        50    
2MEPSP        EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
            60        70        80                                  
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTT                                  
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.5  bits: 21.1 E():   36 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (24-60:553-589) 
 
                      10        20        30        40        50    
2MEPSP        EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
            60        70        80                                  
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTT                                  
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
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 initn:  51 init1:  51 opt:  52  Z-score: 74.1  bits: 21.1 E():   38 
Smith-Waterman score: 52; 27.9% identity (58.1% similar) in 43 aa overlap (24-66:353-394) 
 
                      10        20        30        40        50    
2MEPSP        EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     : ::   .   : . .  .  : : : :.  
gi|219 GSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADAR-DSHKPAVVKH 
            330       340       350       360       370        380  
 
            60        70        80                                  
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTT                                  
       :.: .:....:..                                                
gi|219 DGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIE 
             390       400       410       420       430       440  
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.1  bits: 20.4 E():   38 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (16-67:53-104) 
 
                              10        20        30        40      
2MEPSP                EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
          50           60        70        80                       
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVTVEGCGTT                       
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (5-42:104-139) 
 
                                         10        20        30     
2MEPSP                           EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
           40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
         :::...                                       
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN                  
             140       150       160                  
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.3  bits: 20.4 E():   42 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (38-70:269-302) 
 
        10        20        30        40        50        60        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
         70        80                                               
2MEPSP ITGGTVTVEGCGTT                                               
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.3  bits: 20.4 E():   42 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (38-70:269-302) 
 
        10        20        30        40        50        60        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
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      240       250       260       270       280       290         
 
         70        80                                               
2MEPSP ITGGTVTVEGCGTT                                               
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.0  bits: 18.6 E():   43 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (22-49:87-110) 
 
                        10        20        30        40        50  
2MEPSP          EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
              60        70        80     
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTT     
                                         
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.0  bits: 18.6 E():   43 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (22-49:87-110) 
 
                        10        20        30        40        50  
2MEPSP          EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
              60        70        80     
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTT     
                                         
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.4  bits: 16.4 E():   47 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (24-32:10-18) 
 
               10        20        30        40        50        60 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                              . ::..:.:                             
gi|751               IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK            
                             10        20        30                 
 
               70        80 
2MEPSP FLAGAAITGGTVTVEGCGTT 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 18.2 E():   47 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (2-17:49-64) 
 
                                            10        20        30  
2MEPSP                              EIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
              40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                                         
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA    
       80        90       100       110       120        
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 72.3  bits: 18.6 E():   47 
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Smith-Waterman score: 45; 24.2% identity (54.8% similar) in 62 aa overlap (5-66:104-157) 
 
                                         10        20        30     
2MEPSP                           EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|167 EVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSKFHAKGDHEVNAEE 
            80        90       100       110       120       130    
 
           40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
         .::....       ::      ::.:: .:               
gi|167 --MKGAKEMAEKLLRAVE------SYLLAHTAEYN            
             140             150       160            
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.0  bits: 18.3 E():   49 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (25-35:8-18) 
 
               10        20        30        40        50        60 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                               : :.::..:.:                          
gi|144                  MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDV 
                                10        20        30        40    
 
               70        80                                         
2MEPSP FLAGAAITGGTVTVEGCGTT                                         
                                                                    
gi|144 QGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKI 
            50        60        70        80        90       100    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.0  bits: 18.3 E():   49 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (25-35:8-18) 
 
               10        20        30        40        50        60 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                               : :.::..:.:                          
gi|379                  MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDV 
                                10        20        30        40    
 
               70        80                                         
2MEPSP FLAGAAITGGTVTVEGCGTT                                         
                                                                    
gi|379 QGDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKI 
            50        60        70        80        90       100    
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.7  bits: 19.7 E():   51 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (41-70:340-370) 
 
               20        30        40        50        60           
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
       70        80 
2MEPSP GGTVTVEGCGTT 
       ::           
gi|113 GGYKV        
      370           
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (41-75:69-101) 
 
               20        30        40        50        60        70 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
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               80    
2MEPSP TVTVEGCGTT    
       .. ::         
gi|148 AIGVEEWAVLVKA 
        100          
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.5  bits: 18.6 E():   52 
Smith-Waterman score: 46; 27.1% identity (56.2% similar) in 48 aa overlap (33-77:72-118) 
 
             10        20        30        40           50          
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
      60        70        80                                        
2MEPSP YFLAGAAITGGTVTVEGCGTT                                        
       : . ..   . .. ::::                                           
gi|144 YSVLATDYDNYAI-VEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHK 
             110        120       130       140       150       160 
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.3  bits: 19.7 E():   53 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (36-70:331-365) 
 
          10        20        30        40        50        60      
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
          70        80                       
2MEPSP AITGGTVTVEGCGTT                       
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.3  bits: 19.7 E():   53 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (36-70:331-365) 
 
          10        20        30        40        50        60      
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
          70        80                       
2MEPSP AITGGTVTVEGCGTT                       
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 18.6 E():   54 
Smith-Waterman score: 45; 38.5% identity (61.5% similar) in 26 aa overlap (52-77:102-126) 
 
              30        40        50        60        70        80  
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT  
                                     :: : :: : . ..   . .. ::::     
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
gi|194 NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
              140       150       160       170       180       190 
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 70.7  bits: 17.2 E():   58 
Smith-Waterman score: 41; 18.4% identity (53.1% similar) in 49 aa overlap (5-53:18-64) 
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                            10        20        30        40        
2MEPSP              EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                        ::.: :     ..   .. .:..   . .  ..:.:..  .   
gi|603 VEGDALSDTLEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAAHL 
               10        20        30        40          50         
 
        50        60        70        80 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
          .::                            
gi|603 FKLIEGYLKDHPSEYN                  
       60        70                      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (41-70:231-261) 
 
               20        30        40        50        60           
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
       70        80 
2MEPSP GGTVTVEGCGTT 
       ::           
gi|226 GGYKV        
     260            
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (39-54:111-126) 
 
       10        20        30        40        50        60         
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
       70        80         
2MEPSP GGTVTVEGCGTT         
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (39-54:111-126) 
 
       10        20        30        40        50        60         
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
       70        80         
2MEPSP GGTVTVEGCGTT         
                            
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (5-28:104-127) 
 
                                         10        20        30     
2MEPSP                           EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|261 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
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           40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                                      
gi|261 IKIEKEKAVGLLKAVESYLLAHSDAYN                    
           140       150       160                    
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (39-54:111-126) 
 
       10        20        30        40        50        60         
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
       70        80         
2MEPSP GGTVTVEGCGTT         
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (5-28:104-127) 
 
                                         10        20        30     
2MEPSP                           EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|132 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
           40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                                      
gi|132 IKIEKEKAEGLLKAVESYHLAHSDAYN                    
           140       150       160                    
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (5-28:104-127) 
 
                                         10        20        30     
2MEPSP                           EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|132 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
           40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                                      
gi|132 IKIEKEKAVGLLKAVESYLLAHSDAYN                    
           140       150       160                    
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (25-71:9-60) 
 
               10        20        30        40           50        
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDA 
                               : :.::..: :  . : .. .    :.:   :: .. 
gi|118                 MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSV 
                               10        20        30        40     
 
          60        70        80                                    
2MEPSP SSASYFLAGAAITGGTVTVEGCGTT                                    
       .. :: .  :.   .:                                             
gi|118 NGDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTI 
           50        60        70        80        90       100     
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
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 initn:  42 init1:  42 opt:  46  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (41-76:259-293) 
 
               20        30        40        50        60        70 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
               80 
2MEPSP TVTVEGCGTT 
       ::.. :     
gi|119 TVSAGGYKV  
       290        
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.9  bits: 17.2 E():   64 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (26-45:9-28) 
 
               10        20        30        40        50        60 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                                :::   . ::  .:  : .:                
gi|333                  MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTP 
                                10        20        30        40    
 
               70        80                      
2MEPSP FLAGAAITGGTVTVEGCGTT                      
                                                 
gi|333 EEIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
            50        60        70        80     
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.4 E():   64 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (35-61:319-345) 
 
           10        20        30        40        50        60     
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
           70        80                      
2MEPSP AAITGGTVTVEGCGTT                      
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.8  bits: 17.6 E():   64 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (41-75:69-101) 
 
               20        30        40        50        60        70 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
               80    
2MEPSP TVTVEGCGTT    
        . :.         
gi|288 KIGVDEFAAMIKG 
        100          
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.6  bits: 19.4 E():   66 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (23-54:182-217) 
 
                       10        20        30            40         
2MEPSP         EIIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
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             160       170       180       190       200       210  
 
       50        60        70        80                             
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTT                             
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 69.4  bits: 19.8 E():   68 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (8-60:417-466) 
 
                                      10        20        30        
2MEPSP                        EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
        40        50        60        70        80                  
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT                  
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 69.2  bits: 20.2 E():   70 
Smith-Waterman score: 49; 27.6% identity (55.2% similar) in 58 aa overlap (24-71:65-121) 
 
                      10        20        30        40              
2MEPSP        EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
            50        60        70        80                        
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGCGTT                        
       :  :  : . ..:..::. : :..  ::                                 
gi|135 PIAAEVYEHTEGSTTSYY-AVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLH 
          100       110        120       130       140       150    
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.1  bits: 18.3 E():   71 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (11-37:155-183) 
 
                                   10        20          30         
2MEPSP                     EIIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
       40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                                  
gi|549 CNYGPAGNVGNEPIYERK                         
          190       200                           
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (5-28:103-126) 
 
                                         10        20        30     
2MEPSP                           EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|437 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
             80        90       100       110       120       130   
 
           40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                                      
gi|437 MKAIKEKGETLLKAVESYLLAHSDAYN                    
            140       150                             
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>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (5-28:103-126) 
 
                                         10        20        30     
2MEPSP                           EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|437 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
             80        90       100       110       120       130   
 
           40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                                      
gi|437 MKAIKEKGETLLRAVESYLLAHSDAYN                    
            140       150                             
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (41-70:232-262) 
 
               20        30        40        50        60           
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
       70        80 
2MEPSP GGTVTVEGCGTT 
       ::           
gi|180 GGYKV        
                    
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (5-28:104-127) 
 
                                         10        20        30     
2MEPSP                           EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
           40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                                      
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN                    
           140       150       160                    
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (5-28:104-127) 
 
                                         10        20        30     
2MEPSP                           EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|400 EVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
            80        90       100       110       120       130    
 
           40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                                      
gi|400 MKAIKEKGETLLRAVESYLLAHSDAYN                    
           140       150       160                    
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 24.2% identity (54.8% similar) in 62 aa overlap (5-66:104-157) 
 
                                         10        20        30     
2MEPSP                           EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
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                                     :... :     :..  .: .:..:  . .. 
gi|154 EVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGKFHAKGDHEVNAEE 
            80        90       100       110       120       130    
 
           40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
         .::....       ::      ::.:: .:               
gi|154 --MKGAKEMAEKLLRAVE------SYLLAHTAEYN            
             140             150       160            
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (5-28:104-127) 
 
                                         10        20        30     
2MEPSP                           EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
           40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                                      
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN                    
           140       150       160                    
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (5-28:104-127) 
 
                                         10        20        30     
2MEPSP                           EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|132 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
            80        90       100       110       120       130    
 
           40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                                      
gi|132 MKAIKEKAEALLRAVESYLLAHSDAYN                    
           140       150       160                    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.9  bits: 19.1 E():   72 
Smith-Waterman score: 46; 30.4% identity (67.4% similar) in 46 aa overlap (30-75:38-79) 
 
                10        20        30        40        50          
2MEPSP  EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
      60        70        80                                        
2MEPSP YFLAGAAITGGTVTVEGCGTT                                        
          ::.: .  ...:.                                             
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (24-53:14-43) 
 
               10        20        30        40        50        60 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                              . : :.::  :   .  ...  :.    ::        
gi|144           MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMM 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP FLAGAAITGGTVTVEGCGTT                                         
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gi|144 DADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMK 
               60        70        80        90       100       110 
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (24-53:14-43) 
 
               10        20        30        40        50        60 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                              . : :.::  :   .  ...  :.    ::        
gi|179           MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMM 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP FLAGAAITGGTVTVEGCGTT                                         
                                                                    
gi|179 DDDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMK 
               60        70        80        90       100       110 
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (20-74:159-208) 
 
                          10        20        30        40          
2MEPSP            EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
      50         60        70        80                             
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTT                             
       ... .. :..:  :. ...:.  ::.                                   
gi|493 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (20-74:159-208) 
 
                          10        20        30        40          
2MEPSP            EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
      50         60        70        80                             
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTT                             
       ... .. :..:  :. ...:.  ::.                                   
gi|195 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 16.9 E():   78 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (25-42:7-24) 
 
               10        20        30        40        50        60 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                               ::::.  . .:  .:  :                   
gi|598                   MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTH 
                                 10        20        30        40   
 
               70        80                      
2MEPSP FLAGAAITGGTVTVEGCGTT                      
                                                 
gi|598 DDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
             50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 16.9 E():   78 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (25-42:7-24) 
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               10        20        30        40        50        60 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                               ::::.  . .:  .:  :                   
gi|598                   MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTH 
                                 10        20        30        40   
 
               70        80                      
2MEPSP FLAGAAITGGTVTVEGCGTT                      
                                                 
gi|598 DDIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
             50        60        70        80    
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 47; 25.9% identity (51.7% similar) in 58 aa overlap (21-78:376-433) 
 
                         10        20        30        40        50 
2MEPSP           EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
               60        70        80                               
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTT                               
       :   ::: ..  ..   .: . : .  :                                 
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (47-75:73-101) 
 
         20        30        40        50        60        70       
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
         80    
2MEPSP CGTT    
               
gi|193 FNHLVKH 
               
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (45-69:59-84) 
 
           20        30        40        50         60        70    
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
            80                 
2MEPSP VEGCGTT                 
                               
gi|833 AAEEKKEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (45-70:59-83) 
 
           20        30        40        50         60        70    
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
            80                   
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2MEPSP VEGCGTT                   
                                 
gi|215 AAPEAERAEEEKEESDDDMGFGLFD 
         90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (45-69:59-84) 
 
           20        30        40        50         60        70    
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
            80                 
2MEPSP VEGCGTT                 
                               
gi|668 AAKEKNEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 19.1 E():   81 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (53-75:145-167) 
 
             30        40        50        60        70        80   
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT   
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (36-68:331-363) 
 
          10        20        30        40        50        60      
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
          70        80                        
2MEPSP AITGGTVTVEGCGTT                        
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
              370       380       390         
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 42; 30.0% identity (63.3% similar) in 30 aa overlap (51-80:30-59) 
 
               30        40        50        60        70        80 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     : :. :. .  : :  ...  .:..:: .: 
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMST 
                10        20        30        40        50          
 
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (39-55:109-125) 
 
       10        20        30        40        50        60         
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
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       80        90       100       110       120       130         
 
       70        80    
2MEPSP GGTVTVEGCGTT    
                       
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.3 E():   89 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (2-28:86-112) 
 
                                            10        20        30  
2MEPSP                              EIIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
              40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                                         
gi|301 LIRSLFGLP                                         
         120                                             
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (18-60:144-187) 
 
                            10        20        30        40        
2MEPSP              EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
        50           60        70        80                         
2MEPSP NAYVEG---DASSASYFLAGAAITGGTVTVEGCGTT                         
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (25-43:9-27) 
 
               10        20        30        40        50        60 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                               : :.::..: :  . : ..                  
gi|156                 MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPTVEVIV 
                               10        20        30        40     
 
               70        80                                         
2MEPSP FLAGAAITGGTVTVEGCGTT                                         
                                                                    
gi|156 DGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTI 
           50        60        70        80        90       100     
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (25-43:9-27) 
 
               10        20        30        40        50        60 
2MEPSP EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY 
                               : :.::..: :  . : ..                  
gi|518                 MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPTVEVIV 
                               10        20        30        40     
 
               70        80                                         
2MEPSP FLAGAAITGGTVTVEGCGTT                                         
                                                                    
gi|518 DGDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTI 
           50        60        70        80        90       100     
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>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 19.1 E():   95 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (21-60:367-406) 
 
                         10        20        30        40        50 
2MEPSP           EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
               60        70        80                               
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTT                               
       :   ::: ..                                                   
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 19.1 E():   95 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (21-60:367-406) 
 
                         10        20        30        40        50 
2MEPSP           EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
               60        70        80                               
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTT                               
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 17.7 E():   96 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:13-26) 
 
           40        50        60        70        80               
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT               
                                     ::...  : :. ::                 
gi|156                   MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNT 
                                 10        20        30        40   
 
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 45; 18.4% identity (63.3% similar) in 49 aa overlap (20-68:159-207) 
 
                          10        20        30        40          
2MEPSP            EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|117 VFIKRVSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
      50        60        70        80                              
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTT                              
       . ... . ..  :.....:                                          
gi|117 FSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.1 E():   98 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (2-28:5-31) 
 
                  10        20        30        40        50        
2MEPSP    EIIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
           ::. : ..:  .  :. ..  :: ..:                              
gi|424 EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGLTRAARNLQDDLNDFLALI 
               10        20        30        40        50        60 
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        60        70        80                                      
2MEPSP ASYFLAGAAITGGTVTVEGCGTT                                      
                                                                    
gi|424 PTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVAD 
               70        80        90       100       110       120 
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 44; 30.2% identity (65.1% similar) in 43 aa overlap (1-40:49-90) 
 
                                             10          20         
2MEPSP                               EIIDKLISIPYVEMT-LRL-MERFGVKA-E 
                                     ..::.  :  ..:.  :.: .. :  :: : 
gi|209 CKAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDAS-GFIEVEELKLFLQNFCPKARE 
       20        30        40        50         60        70        
 
        30        40        50        60        70        80 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
        .:.  . ..:.:                                         
gi|209 LTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ                      
        80        90       100                               
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 44; 30.2% identity (65.1% similar) in 43 aa overlap (1-40:49-90) 
 
                                             10          20         
2MEPSP                               EIIDKLISIPYVEMT-LRL-MERFGVKA-E 
                                     ..::.  :  ..:.  :.: .. :  :: : 
gi|249 CKAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDAS-GFIEVEELKLFLQNFCPKARE 
       20        30        40        50         60        70        
 
        30        40        50        60        70        80 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
        .:.  . ..:.:                                         
gi|249 LTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ                      
        80        90       100                               
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.4  bits: 18.4 E():   99 
Smith-Waterman score: 44; 30.6% identity (63.9% similar) in 36 aa overlap (41-76:264-297) 
 
               20        30        40        50        60        70 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:. 
gi|441 YAATVAAAPEVKYAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVATG--AATAAAGA 
           240       250       260       270       280         290  
 
               80 
2MEPSP TVTVEGCGTT 
       .... :     
gi|441 ATAAAGGYKA 
             300  
 
>>gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 [Ch  (86 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 16.6 E(): 1e 
Smith-Waterman score: 39; 42.9% identity (66.7% similar) in 21 aa overlap (53-73:24-44) 
 
             30        40        50        60        70        80   
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT   
                                     ::.. .:  :. :  : :.::          
gi|294        MAAEDTPQDIADRERIFKRFDTNGDGKISSSELGDALKTLGSVTPDEVRRMMA 
                      10        20        30        40        50    
 
gi|294 EIDTDGDGFISFDEFTDFARANRGLVKDVSKIF 
            60        70        80       
 
 
 
80 residues in 1 query   sequences 
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339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:47 2011 done: Tue Apr 19 10:57:47 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 201  - 280 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     4     2:* 
  32     6     8:=* 
  34    14    22:==== * 
  36    50    44:==========*== 
  38    72    73:==================* 
  40    62   102:================         * 
  42    91   125:=======================        * 
  44    97   138:=========================         * 
  46   208   140:==================================*================= 
  48   175   134:=================================*========== 
  50   131   122:==============================*== 
  52   113   108:==========================*== 
  54   114    92:======================*====== 
  56    55    77:==============     * 
  58    52    63:=============  * 
  60    37    51:==========  * 
  62    40    41:==========* 
  64    22    33:======  * 
  66    22    26:======* 
  68    25    20:====*== 
  70    20    16:===*= 
  72    10    12:==* 
  74     9    10:==* 
  76    18     8:=*=== 
  78     7     6:=* 
  80     6     5:=* 
  82     7     3:*= 
  84    10     3:*== 
  86     3     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.99490.00363; mu= 11.6487 0.188 
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 mean_var=34.6399 8.516, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.217914 
 Kolmogorov-Smirnov  statistic: 0.0762 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.8     1.9 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   58 22.6     2.1 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   57 22.3     2.6 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   57 22.4     3.5 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.8     3.6 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 22.5     6.9 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   54 21.4     7.6 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   54 21.4     7.6 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   56 22.2     8.3 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   56 22.2     8.8 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.1     8.8 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   52 20.8     9.4 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.4     9.4 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.4     9.4 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.1     9.5 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   56 22.2     9.9 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   56 22.2     9.9 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   55 21.9      11 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.5      12 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   56 22.3      12 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   53 21.2      13 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   53 21.2      13 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   53 21.2      13 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   53 21.2      13 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   53 21.2      13 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   55 21.9      15 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.6      15 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   56 22.3      16 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   54 21.6      17 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.5      18 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.6      18 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.5      18 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 20.2      20 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 19.8      20 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.8      20 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.1      21 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   54 21.7      22 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.1      22 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.2      23 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.9      25 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 18.8      28 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.3      29 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.4      30 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 18.2      34 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.5      35 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.4      35 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   51 20.7      35 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.1      37 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.1      37 
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gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 18.9      38 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.3      39 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.1      39 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.4      43 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.4      43 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.6      44 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.6      44 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.8      47 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.4      47 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 18.2      47 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   45 18.6      48 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.2      49 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.2      49 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.7      52 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.9      53 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.6      53 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.7      55 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.7      55 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.6      55 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   44 18.3      56 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   41 17.2      58 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.3      59 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.3      59 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   44 18.3      59 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   44 18.3      59 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.3      59 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   44 18.3      59 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.0      59 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.9      62 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.2      65 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 19.0      65 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.6      65 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.4      66 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.4      68 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 19.8      70 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.3      72 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   43 18.0      73 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   43 18.0      73 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   43 18.0      73 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   43 18.0      73 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.0      73 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   43 18.0      73 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.0      73 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.7      73 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   46 19.0      74 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 17.6      77 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 17.6      77 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.1      78 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 16.9      79 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 16.9      79 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   46 19.1      79 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   46 19.1      79 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.3      81 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.3      82 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.3      82 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.3      82 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.1      83 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.1      84 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   42 17.6      86 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.6      87 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.3      90 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.3      94 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.3      94 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.1      95 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.1      97 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.1      97 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.7      97 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   45 18.7      98 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   40 16.9   1e 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   40 16.9   1e 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   43 18.0   1e 
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>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 97.6  bits: 24.8 E():  1.9 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (36-72:8-44) 
 
          10        20        30        40        50        60      
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
          70        80                                              
2MEPSP ITGGTVTVEGCGTTS                                              
       . .:. :                                                      
gi|144 VPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 96.7  bits: 22.6 E():  2.1 
Smith-Waterman score: 58; 28.3% identity (56.7% similar) in 60 aa overlap (17-75:26-84) 
 
                        10        20        30         40        50 
2MEPSP          IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
               60        70        80                         
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTS                         
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 95.0  bits: 22.3 E():  2.6 
Smith-Waterman score: 57; 28.3% identity (56.7% similar) in 60 aa overlap (17-75:26-84) 
 
                        10        20        30         40        50 
2MEPSP          IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
               60        70        80                         
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTS                         
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 92.6  bits: 22.4 E():  3.5 
Smith-Waterman score: 57; 32.7% identity (59.2% similar) in 49 aa overlap (35-80:52-100) 
 
           10        20        30        40         50          60  
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
              70        80                                          
2MEPSP AGAAITGGTVTVEGCGTTS                                          
       .:.: . :.  : :  :..                                          
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 92.5  bits: 23.8 E():  3.6 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (36-72:8-44) 
 
          10        20        30        40        50        60      
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
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                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
          70        80                                              
2MEPSP ITGGTVTVEGCGTTS                                              
       .  :. :                                                      
gi|144 VPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 87.5  bits: 22.5 E():  6.9 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (21-69:151-193) 
 
                         10        20        30        40        50 
2MEPSP           IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
               60        70        80                               
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTS                               
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 86.7  bits: 21.4 E():  7.6 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (24-76:63-117) 
 
                      10        20        30        40           50 
2MEPSP        IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
               60        70        80                               
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTS                               
       .: : :: : . ..   . .. ::::                                   
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYT 
            100       110        120       130       140       150  
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 86.6  bits: 21.4 E():  7.6 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (24-76:64-118) 
 
                      10        20        30        40           50 
2MEPSP        IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
               60        70        80                               
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTS                               
       .: : :: : . ..   . .. ::::                                   
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYT 
           100       110        120       130       140       150   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.0  bits: 22.2 E():  8.3 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (40-69:59-88) 
 
      10        20        30        40        50        60          
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
      70        80                                                  
2MEPSP TVTVEGCGTTS                                                  
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gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.6  bits: 22.2 E():  8.8 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (40-69:79-108) 
 
      10        20        30        40        50        60          
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
      70        80                                                  
2MEPSP TVTVEGCGTTS                                                  
                                                                    
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 85.5  bits: 21.1 E():  8.8 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (48-76:86-113) 
 
        20        30        40        50        60        70        
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
        80                                                   
2MEPSP TTS                                                   
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 85.0  bits: 20.8 E():  9.4 
Smith-Waterman score: 52; 26.3% identity (47.4% similar) in 38 aa overlap (1-38:62-99) 
 
                                             10        20        30 
2MEPSP                               IIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ..  .:..  . : .     ::: :    : 
gi|291 SLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLS 
              40        50        60        70        80        90  
 
               40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
       :   :. :                                           
gi|291 WIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS  
             100       110       120       130       140  
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 85.0  bits: 20.4 E():  9.4 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (22-59:18-58) 
 
               10        20        30        40           50        
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASSA 
                            : .:  : ..  :. : : . :.:   :.:..  : ... 
gi|179     MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKS 
                   10        20        30        40        50       
 
        60        70        80                               
2MEPSP SYFLAGAAITGGTVTVEGCGTTS                               
       ..                                                    
gi|179 GFIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
         60        70        80        90       100          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 85.0  bits: 20.4 E():  9.4 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (40-74:69-101) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6560

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

      10        20        30        40        50        60          
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
      70        80   
2MEPSP TVTVEGCGTTS   
        . ::         
gi|207 KIGVEEFQALVKA 
        100          
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 84.9  bits: 21.1 E():  9.5 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (48-76:102-129) 
 
        20        30        40        50        60        70        
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
        80                                                   
2MEPSP TTS                                                   
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 84.6  bits: 22.2 E():  9.9 
Smith-Waterman score: 56; 23.0% identity (58.1% similar) in 74 aa overlap (1-63:160-233) 
 
                                             10        20           
2MEPSP                               IIDKLISIPYVEMTLRLMERFGVKA-EHSD 
                                     ..:. ... . :.  :  . ... . .: : 
gi|129 PWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVD 
     130       140       150       160       170       180          
 
      30            40        50              60        70          
2MEPSP SWDR-FYIKG---GQKYKSPKNAYV------EGDASSASYFLAGAAITGGTVTVEGCGTT 
       :  .  ...:   :. :   :.: .      .:..::.: .: :                 
gi|129 SIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSK 
     190       200       210       220       230       240          
 
      80                                                            
2MEPSP S                                                            
                                                                    
gi|129 AAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKS 
     250       260       270       280       290       300          
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 84.6  bits: 22.2 E():  9.9 
Smith-Waterman score: 56; 23.0% identity (58.1% similar) in 74 aa overlap (1-63:160-233) 
 
                                             10        20           
2MEPSP                               IIDKLISIPYVEMTLRLMERFGVKA-EHSD 
                                     ..:. ... . :.  :  . ... . .: : 
gi|746 PWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVD 
     130       140       150       160       170       180          
 
      30            40        50              60        70          
2MEPSP SWDR-FYIKG---GQKYKSPKNAYV------EGDASSASYFLAGAAITGGTVTVEGCGTT 
       :  .  ...:   :. :   :.: .      .:..::.: .: :                 
gi|746 SIGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSK 
     190       200       210       220       230       240          
 
      80                                                            
2MEPSP S                                                            
                                                                    
gi|746 AAINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKS 
     250       260       270       280       290       300          
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>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.9  bits: 21.9 E():   11 
Smith-Waterman score: 55; 30.0% identity (63.3% similar) in 30 aa overlap (40-69:79-108) 
 
      10        20        30        40        50        60          
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
      70        80                                                  
2MEPSP TVTVEGCGTTS                                                  
                                                                    
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 83.2  bits: 21.5 E():   12 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (40-75:264-297) 
 
      10        20        30        40        50        60          
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
      70        80 
2MEPSP TVTVEGCGTTS 
       .... :      
gi|663 ATAAAGGYKA  
             300   
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 82.9  bits: 22.3 E():   12 
Smith-Waterman score: 56; 22.0% identity (62.7% similar) in 59 aa overlap (15-73:118-170) 
 
                               10        20        30        40     
2MEPSP                 IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRI---VEFQS 
        90       100       110       120       130          140     
 
           50        60        70        80                         
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS                         
         :. .    :.:.:.:.   . .: .:.                                
gi|149 NPNTLILPKHSDADYILV---VLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILN 
          150       160          170       180       190       200  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.7  bits: 21.2 E():   13 
Smith-Waterman score: 53; 26.3% identity (57.9% similar) in 57 aa overlap (23-79:22-72) 
 
               10        20        30        40        50        60 
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                             . ::..:.:  .  :.   : .: .:  . .... .:  
gi|168  ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYK 
                10        20        30           40        50       
 
               70        80                                         
2MEPSP LAGAAITGGTVTVEGCGTTS                                         
        .  :  .:   . :::.:                                          
gi|168 DVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIA 
         60           70        80        90       100       110    
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.4  bits: 21.2 E():   13 
Smith-Waterman score: 53; 26.3% identity (57.9% similar) in 57 aa overlap (23-79:33-83) 
 
                       10        20        30        40        50   
2MEPSP         IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
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                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
             60        70        80                                 
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTS                                 
       .... .:  .  :  .:   . :::.:                                  
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.4  bits: 21.2 E():   13 
Smith-Waterman score: 53; 26.3% identity (57.9% similar) in 57 aa overlap (23-79:33-83) 
 
                       10        20        30        40        50   
2MEPSP         IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
             60        70        80                                 
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTS                                 
       .... .:  .  :  .:   . :::.:                                  
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.4  bits: 21.2 E():   13 
Smith-Waterman score: 53; 26.3% identity (57.9% similar) in 57 aa overlap (23-79:33-83) 
 
                       10        20        30        40        50   
2MEPSP         IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
             60        70        80                                 
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTS                                 
       .... .:  .  :  .:   . :::.:                                  
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 82.3  bits: 21.2 E():   13 
Smith-Waterman score: 53; 26.3% identity (57.9% similar) in 57 aa overlap (23-79:39-89) 
 
                       10        20        30        40        50   
2MEPSP         IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
             60        70        80                                 
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTS                                 
       .... .:  .  :  .:   . :::.:                                  
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  46 init1:  46 opt:  55  Z-score: 81.5  bits: 21.9 E():   15 
Smith-Waterman score: 55; 33.3% identity (57.8% similar) in 45 aa overlap (38-80:423-465) 
 
        10        20        30        40        50        60        
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
        70          80                                   
2MEPSP GGTVTVE--GCGTTS                                   
       .:   .:  :: :..                                   
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gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 81.3  bits: 21.6 E():   15 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (20-53:279-317) 
 
                          10        20           30        40       
2MEPSP            IIDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
           50        60        70        80                         
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS                         
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 80.8  bits: 22.3 E():   16 
Smith-Waterman score: 56; 24.2% identity (69.7% similar) in 33 aa overlap (3-35:383-415) 
 
                                           10        20        30   
2MEPSP                             IIDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                     .:....   ... . .: :.  ::  ...: 
gi|833 DLIPEWLGFIKGVVDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFD 
            360       370       380       390       400       410   
 
             40        50        60        70        80             
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS             
       .::                                                          
gi|833 KFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYIT 
            420       430       440       450       460       470   
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 80.4  bits: 21.6 E():   17 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (15-73:204-256) 
 
                               10        20        30        40     
2MEPSP                 IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
           50        60        70        80                         
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS                         
         :. .    :.:...:.   . .: .:.                                
gi|149 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 79.9  bits: 19.5 E():   18 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (45-74:73-101) 
 
           20        30        40        50        60        70     
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
           80   
2MEPSP GCGTTS   
                
gi|288 EFAVWVKQ 
                
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.9  bits: 21.6 E():   18 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (2-23:9-30) 
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                      10        20        30        40        50    
2MEPSP        IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
               :  :..::.. .: :  .: ::                               
gi|424 NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLYALFQEKLETSP 
               10        20        30        40        50        60 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.8  bits: 19.5 E():   18 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (44-69:59-84) 
 
            20        30        40        50        60        70    
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
            80                 
2MEPSP EGCGTTS                 
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 79.1  bits: 20.2 E():   20 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (24-80:72-127) 
 
                      10        20        30        40        50    
2MEPSP        IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
 
            60        70        80                                  
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTS                                  
         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (4-27:104-127) 
 
                                          10        20        30    
2MEPSP                            IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
            40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                                       
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN                     
           140       150       160                     
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (48-76:84-111) 
 
        20        30        40        50        60        70        
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
        80                                                 
2MEPSP TTS                                                 
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
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 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.1 E():   21 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (37-56:53-72) 
 
         10        20        30        40        50        60       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
         70        80      
2MEPSP TGGTVTVEGCGTTS      
                           
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 78.4  bits: 21.7 E():   22 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (15-73:204-256) 
 
                               10        20        30        40     
2MEPSP                 IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
           50        60        70        80                         
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS                         
         :. .    :.:...:.   . .: .:.                                
gi|169 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.2  bits: 19.1 E():   22 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (24-47:20-43) 
 
               10        20        30        40        50        60 
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                              ::: : .   :. : :   ::: .              
gi|145     MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKS 
                   10        20        30        40        50       
 
               70        80                                  
2MEPSP LAGAAITGGTVTVEGCGTTS                                  
                                                             
gi|145 DFVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
         60        70        80        90       100          
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 77.8  bits: 20.2 E():   23 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (36-66:25-54) 
 
          10        20        30        40        50        60      
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     : ::..  :: .:  .   .:::.: .:.  
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
          70        80                                              
2MEPSP ITGGTVTVEGCGTTS                                              
       .                                                            
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.4  bits: 19.9 E():   25 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (31-66:166-201) 
 
               10        20        30        40        50        60 
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
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         140       150       160       170       180       190      
 
               70        80 
2MEPSP LAGAAITGGTVTVEGCGTTS 
        : : .               
gi|116 EAVAKVNFQ            
         200                
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.5  bits: 18.8 E():   28 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (40-74:69-101) 
 
      10        20        30        40        50        60          
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
      70        80   
2MEPSP TVTVEGCGTTS   
        . ::         
gi|207 KIGVEEFQALVKA 
        100          
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (37-76:437-480) 
 
         10        20        30        40        50            60   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             70        80                               
2MEPSP GAAITGGTVTVEGCGTTS                               
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (37-76:437-480) 
 
         10        20        30        40        50            60   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             70        80                               
2MEPSP GAAITGGTVTVEGCGTTS                               
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (37-76:437-480) 
 
         10        20        30        40        50            60   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             70        80                               
2MEPSP GAAITGGTVTVEGCGTTS                               
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
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>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (37-76:437-480) 
 
         10        20        30        40        50            60   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             70        80                               
2MEPSP GAAITGGTVTVEGCGTTS                               
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (37-76:437-480) 
 
         10        20        30        40        50            60   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             70        80                               
2MEPSP GAAITGGTVTVEGCGTTS                               
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (37-76:437-480) 
 
         10        20        30        40        50            60   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             70        80                               
2MEPSP GAAITGGTVTVEGCGTTS                               
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (37-76:437-480) 
 
         10        20        30        40        50            60   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             70        80                               
2MEPSP GAAITGGTVTVEGCGTTS                               
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (37-76:437-480) 
 
         10        20        30        40        50            60   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
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                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             70        80                               
2MEPSP GAAITGGTVTVEGCGTTS                               
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (37-76:437-480) 
 
         10        20        30        40        50            60   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             70        80                               
2MEPSP GAAITGGTVTVEGCGTTS                               
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (37-76:437-480) 
 
         10        20        30        40        50            60   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             70        80                               
2MEPSP GAAITGGTVTVEGCGTTS                               
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (37-76:437-480) 
 
         10        20        30        40        50            60   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             70        80                               
2MEPSP GAAITGGTVTVEGCGTTS                               
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (37-76:437-480) 
 
         10        20        30        40        50            60   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             70        80                               
2MEPSP GAAITGGTVTVEGCGTTS                               
       :.   . :   .::                                   
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gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (37-76:437-480) 
 
         10        20        30        40        50            60   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             70        80                               
2MEPSP GAAITGGTVTVEGCGTTS                               
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.1  bits: 16.3 E():   29 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (23-31:10-18) 
 
               10        20        30        40        50        60 
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                             . ::..:.:                              
gi|409              IAKVPPGGXITAEYGDKWLD                            
                            10        20                            
 
               70        80 
2MEPSP LAGAAITGGTVTVEGCGTTS 
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 75.9  bits: 21.4 E():   30 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (10-59:539-592) 
 
                                    10        20            30      
2MEPSP                      IIDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
          40        50        60        70        80                
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS                
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 75.0  bits: 18.2 E():   34 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (24-72:7-41) 
 
               10        20        30        40        50        60 
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                              ::::    :::.    .:. .      .::.. .:   
gi|212                  MADATEKAEH----DRFF----KKFDA------NGDGTISSTE 
                                10                      20          
 
               70        80                                   
2MEPSP LAGAAITGGTVTVEGCGTTS                                   
       :. :  . :.::                                           
gi|212 LGDALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
      30        40        50        60        70        80    
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.8  bits: 18.5 E():   35 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (25-47:21-43) 
 
               10        20        30        40        50        60 
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                               : .: .. .:.   : : :::..              
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gi|225     MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRS 
                   10        20        30        40        50       
 
               70        80                                   
2MEPSP LAGAAITGGTVTVEGCGTTS                                   
                                                              
gi|225 GFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
         60        70        80        90       100       110 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.7  bits: 17.4 E():   35 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (26-44:1-19) 
 
               10        20        30        40        50        60 
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                ::   . ::  ::  : .:                 
gi|377                          EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLE 
                                        10        20        30      
 
               70        80 
2MEPSP LAGAAITGGTVTVEGCGTTS 
                            
gi|377 EIQRMMAEIDTDGDGFL    
          40        50      
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.7  bits: 20.7 E():   35 
Smith-Waterman score: 51; 26.2% identity (52.5% similar) in 61 aa overlap (20-80:376-436) 
 
                          10        20        30        40          
2MEPSP            IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
      50        60        70        80                              
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTS                              
       :   ::: ..  ..   .: . : .  : .:                              
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
gi|110 ETTIFAPGSSSQRKSQSERERQREREEREIH 
         470       480       490       
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.2  bits: 21.1 E():   37 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (23-59:553-589) 
 
                       10        20        30        40        50   
2MEPSP         IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
             60        70        80                                 
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTS                                 
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.2  bits: 21.1 E():   37 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (23-59:553-589) 
 
                       10        20        30        40        50   
2MEPSP         IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
             60        70        80                                 
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2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTS                                 
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (4-41:104-139) 
 
                                          10        20        30    
2MEPSP                            IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
            40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
         :::...                                        
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN                   
             140       150       160                   
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 73.9  bits: 20.3 E():   39 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (15-66:53-104) 
 
                               10        20        30        40     
2MEPSP                 IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
           50           60        70        80                      
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVTVEGCGTTS                      
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 73.8  bits: 21.1 E():   39 
Smith-Waterman score: 52; 27.9% identity (58.1% similar) in 43 aa overlap (23-65:353-394) 
 
                       10        20        30        40        50   
2MEPSP         IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     : ::   .   : . .  .  : : : :.  
gi|219 GSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADAR-DSHKPAVVKH 
            330       340       350       360       370        380  
 
             60        70        80                                 
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTS                                 
       :.: .:....:..                                                
gi|219 DGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIE 
             390       400       410       420       430       440  
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (37-69:269-302) 
 
         10        20        30        40        50        60       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
          70        80                                              
2MEPSP ITGGTVTVEGCGTTS                                              
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.1  bits: 20.4 E():   43 
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Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (37-69:269-302) 
 
         10        20        30        40        50        60       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
          70        80                                              
2MEPSP ITGGTVTVEGCGTTS                                              
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.9  bits: 18.6 E():   44 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (21-48:87-110) 
 
                         10        20        30        40        50 
2MEPSP           IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
               60        70        80    
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTS    
                                         
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.9  bits: 18.6 E():   44 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (21-48:87-110) 
 
                         10        20        30        40        50 
2MEPSP           IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
               60        70        80    
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTS    
                                         
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.3  bits: 20.8 E():   47 
Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (23-80:65-133) 
 
                       10        20        30        40             
2MEPSP         IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
             50        60        70         80                      
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTS                      
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
          160       170       180       190       200       210     
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.3  bits: 16.4 E():   47 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (23-31:10-18) 
 
               10        20        30        40        50        60 
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
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                             . ::..:.:                              
gi|751              IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK             
                            10        20        30                  
 
               70        80 
2MEPSP LAGAAITGGTVTVEGCGTTS 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 18.2 E():   47 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 16 aa overlap (1-16:49-64) 
 
                                             10        20        30 
2MEPSP                               IIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     :..:: ..:. :.  :               
gi|217 FDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGI 
       20        30        40        50        60        70         
 
               40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                                          
gi|217 LVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLVYPAA     
       80        90       100       110       120         
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 45; 24.2% identity (54.8% similar) in 62 aa overlap (4-65:104-157) 
 
                                          10        20        30    
2MEPSP                            IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|167 EVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSKFHAKGDHEVNAEE 
            80        90       100       110       120       130    
 
            40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
         .::....       ::      ::.:: .:                
gi|167 --MKGAKEMAEKLLRAVE------SYLLAHTAEYN             
             140             150       160             
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.9  bits: 18.2 E():   49 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (24-34:8-18) 
 
               10        20        30        40        50        60 
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                              : :.::..:.:                           
gi|379                 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQ 
                               10        20        30        40     
 
               70        80                                         
2MEPSP LAGAAITGGTVTVEGCGTTS                                         
                                                                    
gi|379 GDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIV 
           50        60        70        80        90       100     
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.9  bits: 18.2 E():   49 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (24-34:8-18) 
 
               10        20        30        40        50        60 
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                              : :.::..:.:                           
gi|144                 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQ 
                               10        20        30        40     
 
               70        80                                         
2MEPSP LAGAAITGGTVTVEGCGTTS                                         
                                                                    
gi|144 GDTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIV 
           50        60        70        80        90       100     
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>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.6  bits: 19.7 E():   52 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (40-69:340-370) 
 
      10        20        30        40        50        60          
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
        70        80 
2MEPSP GGTVTVEGCGTTS 
       ::            
gi|113 GGYKV         
      370            
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (40-74:69-101) 
 
      10        20        30        40        50        60          
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
      70        80   
2MEPSP TVTVEGCGTTS   
       .. ::         
gi|148 AIGVEEWAVLVKA 
        100          
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 18.6 E():   53 
Smith-Waterman score: 46; 27.1% identity (56.2% similar) in 48 aa overlap (32-76:72-118) 
 
              10        20        30        40           50         
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
       60        70        80                                       
2MEPSP YFLAGAAITGGTVTVEGCGTTS                                       
       : . ..   . .. ::::                                           
gi|144 YSVLATDYDNYAI-VEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHK 
             110        120       130       140       150       160 
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.1  bits: 19.7 E():   55 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (35-69:331-365) 
 
           10        20        30        40        50        60     
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
           70        80                      
2MEPSP AITGGTVTVEGCGTTS                      
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.1  bits: 19.7 E():   55 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (35-69:331-365) 
 
           10        20        30        40        50        60     
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
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gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
           70        80                      
2MEPSP AITGGTVTVEGCGTTS                      
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 18.6 E():   55 
Smith-Waterman score: 45; 38.5% identity (61.5% similar) in 26 aa overlap (51-76:102-126) 
 
               30        40        50        60        70        80 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. ::::     
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
gi|194 NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
              140       150       160       170       180       190 
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.0  bits: 18.3 E():   56 
Smith-Waterman score: 44; 46.4% identity (64.3% similar) in 28 aa overlap (56-80:9-36) 
 
          30        40        50        60           70        80   
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTS   
                                     ::  ::   :.:.:  .:: ::: . .:   
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 70.7  bits: 17.2 E():   58 
Smith-Waterman score: 41; 18.4% identity (53.1% similar) in 49 aa overlap (4-52:18-64) 
 
                             10        20        30        40       
2MEPSP               IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                        ::.: :     ..   .. .:..   . .  ..:.:..  .   
gi|603 VEGDALSDTLEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAAHL 
               10        20        30        40          50         
 
         50        60        70        80 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
          .::                             
gi|603 FKLIEGYLKDHPSEYN                   
       60        70                       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (38-53:111-126) 
 
        10        20        30        40        50        60        
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
        70        80        
2MEPSP GGTVTVEGCGTTS        
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (38-53:111-126) 
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        10        20        30        40        50        60        
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
        70        80        
2MEPSP GGTVTVEGCGTTS        
                            
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (4-27:104-127) 
 
                                          10        20        30    
2MEPSP                            IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|261 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
            40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                                       
gi|261 IKIEKEKAVGLLKAVESYLLAHSDAYN                     
           140       150       160                     
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (4-27:104-127) 
 
                                          10        20        30    
2MEPSP                            IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|132 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
            40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                                       
gi|132 IKIEKEKAVGLLKAVESYLLAHSDAYN                     
           140       150       160                     
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (38-53:111-126) 
 
        10        20        30        40        50        60        
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
        70        80        
2MEPSP GGTVTVEGCGTTS        
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (4-27:104-127) 
 
                                          10        20        30    
2MEPSP                            IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|132 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
            40        50        60        70        80 
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2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                                       
gi|132 IKIEKEKAEGLLKAVESYHLAHSDAYN                     
           140       150       160                     
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (40-69:231-261) 
 
      10        20        30        40        50        60          
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
        70        80 
2MEPSP GGTVTVEGCGTTS 
       ::            
gi|226 GGYKV         
     260             
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.2  bits: 17.9 E():   62 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (24-70:9-60) 
 
               10        20        30        40             50      
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDAS 
                              : :.::..: :  . : .. .    :.:   :: ... 
gi|118                MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVN 
                              10        20        30        40      
 
          60        70        80                                    
2MEPSP SASYFLAGAAITGGTVTVEGCGTTS                                    
       . :: .  :.   .:                                              
gi|118 GDSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIV 
          50        60        70        80        90       100      
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 17.2 E():   65 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (25-44:9-28) 
 
               10        20        30        40        50        60 
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                               :::   . ::  .:  : .:                 
gi|333                 MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPE 
                               10        20        30        40     
 
               70        80                     
2MEPSP LAGAAITGGTVTVEGCGTTS                     
                                                
gi|333 EIQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
           50        60        70        80     
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (40-75:259-293) 
 
      10        20        30        40        50        60          
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
      70        80 
2MEPSP TVTVEGCGTTS 
       ::.. :      
gi|119 TVSAGGYKV   
       290         
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.7  bits: 17.6 E():   65 
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Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (40-74:69-101) 
 
      10        20        30        40        50        60          
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
      70        80   
2MEPSP TVTVEGCGTTS   
        . :.         
gi|288 KIGVDEFAAMIKG 
        100          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.4 E():   66 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (34-60:319-345) 
 
            10        20        30        40        50        60    
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
            70        80                     
2MEPSP AAITGGTVTVEGCGTTS                     
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.4  bits: 19.4 E():   68 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (22-53:182-217) 
 
                        10        20        30            40        
2MEPSP          IIDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
        50        60        70        80                            
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTS                            
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 69.2  bits: 19.8 E():   70 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (7-59:417-466) 
 
                                       10        20        30       
2MEPSP                         IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
         40        50        60        70        80                 
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS                 
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.9  bits: 18.3 E():   72 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (10-36:155-183) 
 
                                    10        20          30        
2MEPSP                      IIDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
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        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                                   
gi|549 CNYGPAGNVGNEPIYERK                          
          190       200                            
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.0 E():   73 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (4-27:103-126) 
 
                                          10        20        30    
2MEPSP                            IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|437 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
             80        90       100       110       120       130   
 
            40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                                       
gi|437 MKAIKEKGETLLKAVESYLLAHSDAYN                     
            140       150                              
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.0 E():   73 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (4-27:103-126) 
 
                                          10        20        30    
2MEPSP                            IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|437 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
             80        90       100       110       120       130   
 
            40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                                       
gi|437 MKAIKEKGETLLRAVESYLLAHSDAYN                     
            140       150                              
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 24.2% identity (54.8% similar) in 62 aa overlap (4-65:104-157) 
 
                                          10        20        30    
2MEPSP                            IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|154 EVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGKFHAKGDHEVNAEE 
            80        90       100       110       120       130    
 
            40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
         .::....       ::      ::.:: .:                
gi|154 --MKGAKEMAEKLLRAVE------SYLLAHTAEYN             
             140             150       160             
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (4-27:104-127) 
 
                                          10        20        30    
2MEPSP                            IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|132 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
            80        90       100       110       120       130    
 
            40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                                       
gi|132 MKAIKEKAEALLRAVESYLLAHSDAYN                     
           140       150       160                     
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>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (4-27:104-127) 
 
                                          10        20        30    
2MEPSP                            IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
            40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                                       
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN                     
           140       150       160                     
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (4-27:104-127) 
 
                                          10        20        30    
2MEPSP                            IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|400 EVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
            80        90       100       110       120       130    
 
            40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                                       
gi|400 MKAIKEKGETLLRAVESYLLAHSDAYN                     
           140       150       160                     
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (4-27:104-127) 
 
                                          10        20        30    
2MEPSP                            IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
            40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                                       
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN                     
           140       150       160                     
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (40-69:232-262) 
 
      10        20        30        40        50        60          
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
        70        80 
2MEPSP GGTVTVEGCGTTS 
       ::            
gi|180 GGYKV         
                     
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.8  bits: 19.0 E():   74 
Smith-Waterman score: 46; 30.4% identity (67.4% similar) in 46 aa overlap (29-74:38-79) 
 
                 10        20        30        40        50         
2MEPSP   IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
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gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
       60        70        80                                       
2MEPSP YFLAGAAITGGTVTVEGCGTTS                                       
          ::.: .  ...:.                                             
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (23-52:14-43) 
 
               10        20        30        40        50        60 
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                             . : :.::  :   .  ...  :.    ::         
gi|144          MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMD 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP LAGAAITGGTVTVEGCGTTS                                         
                                                                    
gi|144 ADSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMKQ 
              60        70        80        90       100       110  
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (23-52:14-43) 
 
               10        20        30        40        50        60 
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                             . : :.::  :   .  ...  :.    ::         
gi|179          MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMD 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP LAGAAITGGTVTVEGCGTTS                                         
                                                                    
gi|179 DDSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMKQ 
              60        70        80        90       100       110  
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 46; 25.6% identity (53.5% similar) in 43 aa overlap (45-80:268-310) 
 
           20        30        40        50        60        70     
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     : : :. : .:. . .  : ..:. . . . 
gi|151 VAFNQFGPNAGQRMPRARYGLVHVANNNYDPWNIYAIGGSSNPTILSEGNSFTAPSESYK 
       240       250       260       270       280       290        
 
                  80                                                
2MEPSP -------GCGTTS                                                
              :: .::                                                
gi|151 KEVTKRIGCESTSACANWVWRSTRDAFTNGAYFVSSGKIEETNIYNSNEAFKVENGNAAP 
       300       310       320       330       340       350        
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 16.9 E():   79 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (24-41:7-24) 
 
               10        20        30        40        50        60 
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                              ::::.  . .:  .:  :                    
gi|598                  MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHD 
                                10        20        30        40    
 
               70        80                     
2MEPSP LAGAAITGGTVTVEGCGTTS                     
                                                
gi|598 DIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
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            50        60        70        80    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 16.9 E():   79 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (24-41:7-24) 
 
               10        20        30        40        50        60 
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                              ::::.  . .:  .:  :                    
gi|598                  MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHD 
                                10        20        30        40    
 
               70        80                     
2MEPSP LAGAAITGGTVTVEGCGTTS                     
                                                
gi|598 DIKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
            50        60        70        80    
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (19-73:159-208) 
 
                           10        20        30        40         
2MEPSP             IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
       50         60        70        80                            
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS                            
       ... .. :..:  :. ...:.  ::.                                   
gi|195 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (19-73:159-208) 
 
                           10        20        30        40         
2MEPSP             IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
       50         60        70        80                            
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS                            
       ... .. :..:  :. ...:.  ::.                                   
gi|493 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (46-74:73-101) 
 
          20        30        40        50        60        70      
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
          80   
2MEPSP CGTTS   
               
gi|193 FNHLVKH 
               
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (44-69:59-83) 
 
            20        30        40        50         60        70   
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2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
             80                  
2MEPSP VEGCGTTS                  
                                 
gi|215 AAPEAERAEEEKEESDDDMGFGLFD 
         90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (44-68:59-84) 
 
            20        30        40        50         60        70   
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
             80                
2MEPSP VEGCGTTS                
                               
gi|833 AAEEKKEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (44-68:59-84) 
 
            20        30        40        50         60        70   
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
             80                
2MEPSP VEGCGTTS                
                               
gi|668 AAKEKNEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (52-74:145-167) 
 
              30        40        50        60        70        80  
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS  
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 19.1 E():   84 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (35-67:331-363) 
 
           10        20        30        40        50        60     
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
           70        80                       
2MEPSP AITGGTVTVEGCGTTS                       
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
              370       380       390         
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>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 42; 30.0% identity (63.3% similar) in 30 aa overlap (50-79:30-59) 
 
      20        30        40        50        60        70          
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     : :. :. .  : :  ...  .:..:: .: 
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMST 
                10        20        30        40        50          
 
      80                                                            
2MEPSP S                                                            
                                                                    
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (38-54:109-125) 
 
        10        20        30        40        50        60        
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
        70        80   
2MEPSP GGTVTVEGCGTTS   
                       
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.3 E():   90 
Smith-Waterman score: 41; 29.6% identity (63.0% similar) in 27 aa overlap (1-27:86-112) 
 
                                             10        20        30 
2MEPSP                               IIDKLISIPYVEMTLRLMERFGVKAEHSDS 
                                     ::. : ..:  .  :. ..  :: ..:    
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
               40        50        60        70        80 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                                          
gi|301 LIRSLFGLP                                          
         120                                              
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (24-42:9-27) 
 
               10        20        30        40        50        60 
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                              : :.::..: :  . : ..                   
gi|518                MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPTVEVIVD 
                              10        20        30        40      
 
               70        80                                         
2MEPSP LAGAAITGGTVTVEGCGTTS                                         
                                                                    
gi|518 GDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIV 
          50        60        70        80        90       100      
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (24-42:9-27) 
 
               10        20        30        40        50        60 
2MEPSP IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
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                              : :.::..: :  . : ..                   
gi|156                MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPTVEVIVD 
                              10        20        30        40      
 
               70        80                                         
2MEPSP LAGAAITGGTVTVEGCGTTS                                         
                                                                    
gi|156 GDSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIV 
          50        60        70        80        90       100      
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.7  bits: 19.1 E():   95 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (17-59:144-187) 
 
                             10        20        30        40       
2MEPSP               IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
         50           60        70        80                        
2MEPSP NAYVEG---DASSASYFLAGAAITGGTVTVEGCGTTS                        
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.1 E():   97 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (20-59:367-406) 
 
                          10        20        30        40          
2MEPSP            IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
      50        60        70        80                              
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTS                              
       :   ::: ..                                                   
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.1 E():   97 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (20-59:367-406) 
 
                          10        20        30        40          
2MEPSP            IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
      50        60        70        80                              
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTS                              
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 17.7 E():   97 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (64-77:13-26) 
 
            40        50        60        70        80              
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS              
                                     ::...  : :. ::                 
gi|156                   MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNT 
                                 10        20        30        40   
 
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
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>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 45; 18.4% identity (63.3% similar) in 49 aa overlap (19-67:159-207) 
 
                           10        20        30        40         
2MEPSP             IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|117 VFIKRVSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
       50        60        70        80                             
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTS                             
       . ... . ..  :.....:                                          
gi|117 FSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 16.9 E(): 1e 
Smith-Waterman score: 43; 31.0% identity (64.3% similar) in 42 aa overlap (1-39:50-90) 
 
                                             10          20         
2MEPSP                               IIDKLISIPYVEMT-LRL-MERFGVKA-EH 
                                     .::.  :  ..:.  :.: .. :  :: :  
gi|249 KAADTFSFKTFFHTIGFASKSADDVKKAFKVIDQDAS-GFIEVEELKLFLQNFCPKAREL 
      20        30        40        50         60        70         
 
        30        40        50        60        70        80 
2MEPSP SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
       .:.  . ..:.:                                          
gi|249 TDAETKAFLKAGDADGDGMIGIDEFAVLVKQ                       
       80        90       100                                
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 16.9 E(): 1e 
Smith-Waterman score: 43; 31.0% identity (64.3% similar) in 42 aa overlap (1-39:50-90) 
 
                                             10          20         
2MEPSP                               IIDKLISIPYVEMT-LRL-MERFGVKA-EH 
                                     .::.  :  ..:.  :.: .. :  :: :  
gi|209 KAADTFNFKTFFHTIGFASKSADDVKKAFKVIDQDAS-GFIEVEELKLFLQNFCPKAREL 
      20        30        40        50         60        70         
 
        30        40        50        60        70        80 
2MEPSP SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
       .:.  . ..:.:                                          
gi|209 TDAETKAFLKAGDADGDGMIGIDEFAVLVKQ                       
       80        90       100                                
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 43; 29.6% identity (63.0% similar) in 27 aa overlap (1-27:5-31) 
 
                   10        20        30        40        50       
2MEPSP     IIDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
           ::. : ..:  .  :. ..  :: ..:                              
gi|424 EFQSIISTLNAMPEYQELLQNLRDKGVDVDHYIELIRALFGLTRAARNLQDDLNDFLALI 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP ASYFLAGAAITGGTVTVEGCGTTS                                     
                                                                    
gi|424 PTDQILAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVAD 
               70        80        90       100       110       120 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:47 2011 done: Tue Apr 19 10:57:47 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
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Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 202  - 281 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     4     2:* 
  32     6     8:=* 
  34    15    22:==== * 
  36    52    44:==========*== 
  38    70    73:==================* 
  40    65   102:=================        * 
  42    88   125:======================         * 
  44   101   138:==========================        * 
  46   205   140:==================================*================= 
  48   175   134:=================================*========== 
  50   120   122:==============================* 
  52   119   108:==========================*=== 
  54   110    92:======================*===== 
  56    62    77:================   * 
  58    58    63:===============* 
  60    36    51:=========   * 
  62    38    41:==========* 
  64    22    33:======  * 
  66    18    26:===== * 
  68    27    20:====*== 
  70    19    16:===*= 
  72    10    12:==* 
  74     8    10:==* 
  76    18     8:=*=== 
  78    10     6:=*= 
  80     5     5:=* 
  82     3     3:* 
  84    12     3:*== 
  86     4     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.04840.00362; mu= 11.3603 0.188 
 mean_var=34.2967 8.502, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.219002 
 Kolmogorov-Smirnov  statistic: 0.0728 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
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Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.8     1.8 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   58 22.7       2 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   57 22.3     2.5 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   58 22.7     2.7 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.8     3.5 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 22.5     6.7 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   54 21.5     7.4 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   54 21.5     7.4 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   56 22.2     8.1 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.1     8.6 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   56 22.2     8.6 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.4     9.1 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.4     9.1 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.2     9.3 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   54 21.5     9.9 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   54 21.5      10 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   54 21.5      10 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   54 21.5      10 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   54 21.5      11 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   55 21.9      11 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.6      12 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   56 22.3      12 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   56 22.3      12 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   50 20.2      14 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.6      15 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   56 22.3      16 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   54 21.6      17 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.5      17 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.5      18 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.6      18 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 20.2      19 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 19.9      20 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.9      20 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.2      20 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   54 21.7      22 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.2      22 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.3      23 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   52 21.0      23 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   52 21.0      23 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.9      24 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 18.9      27 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   52 21.0      28 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.4      28 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.4      30 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 18.2      33 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.5      34 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.6      34 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.1      37 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.1      37 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 18.9      38 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.4      38 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.1      39 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.4      43 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6589

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.4      43 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.6      43 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.6      43 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.5      45 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   45 18.6      47 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.8      47 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.3      48 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.3      48 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.7      51 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.9      52 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.6      52 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.7      54 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.7      54 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.6      54 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   44 18.3      55 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   41 17.2      57 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.3      58 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   44 18.3      58 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.3      58 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   44 18.3      58 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   44 18.3      58 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.3      58 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.0      58 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.9      60 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.2      63 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.6      64 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 19.0      65 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.4      65 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.4      67 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 19.8      70 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.3      71 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   43 18.0      72 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   43 18.0      72 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   43 18.0      72 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   43 18.0      72 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   43 18.0      72 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.0      72 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.0      72 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.7      73 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   46 19.1      73 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 17.6      76 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 17.6      76 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   45 18.7      76 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 16.9      77 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 16.9      77 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.1      78 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   46 19.1      79 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   46 19.1      79 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.3      79 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.3      80 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.3      80 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.3      80 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.1      83 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.1      83 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   42 17.7      85 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.7      86 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.3      93 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.3      93 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.1      95 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.7      96 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.1      96 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.1      96 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   45 18.8      98 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   40 17.0      98 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   40 17.0      98 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.2      99 
gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 (  86)   39 16.6      99 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 97.7  bits: 24.8 E():  1.8 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (35-71:8-44) 
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           10        20        30        40        50        60     
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
           70        80                                             
2MEPSP ITGGTVTVEGCGTTSL                                             
       . .:. :                                                      
gi|144 VPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 97.0  bits: 22.7 E():    2 
Smith-Waterman score: 58; 28.3% identity (56.7% similar) in 60 aa overlap (16-74:26-84) 
 
                         10        20        30         40          
2MEPSP           IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
      50        60        70        80                        
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSL                        
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 95.3  bits: 22.3 E():  2.5 
Smith-Waterman score: 57; 28.3% identity (56.7% similar) in 60 aa overlap (16-74:26-84) 
 
                         10        20        30         40          
2MEPSP           IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
      50        60        70        80                        
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSL                        
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 94.6  bits: 22.7 E():  2.7 
Smith-Waterman score: 58; 32.0% identity (60.0% similar) in 50 aa overlap (34-80:52-101) 
 
            10        20        30        40         50          60 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
               70        80                                         
2MEPSP AGAAITGGTVTVEGCGTTSL                                         
       .:.: . :.  : :  :...                                         
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 92.6  bits: 23.8 E():  3.5 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (35-71:8-44) 
 
           10        20        30        40        50        60     
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
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           70        80                                             
2MEPSP ITGGTVTVEGCGTTSL                                             
       .  :. :                                                      
gi|144 VPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 87.6  bits: 22.5 E():  6.7 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (20-68:151-193) 
 
                          10        20        30        40          
2MEPSP            IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
      50        60        70        80                              
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSL                              
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 86.9  bits: 21.5 E():  7.4 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (23-75:63-117) 
 
                       10        20        30        40             
2MEPSP         IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
      50        60        70        80                              
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSL                              
       .: : :: : . ..   . .. ::::                                   
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYT 
            100       110        120       130       140       150  
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 86.8  bits: 21.5 E():  7.4 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (23-75:64-118) 
 
                       10        20        30        40             
2MEPSP         IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
      50        60        70        80                              
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSL                              
       .: : :: : . ..   . .. ::::                                   
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYT 
           100       110        120       130       140       150   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.1  bits: 22.2 E():  8.1 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (39-68:59-88) 
 
       10        20        30        40        50        60         
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
       70        80                                                 
2MEPSP TVTVEGCGTTSL                                                 
                                                                    
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
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 initn:  43 init1:  43 opt:  53  Z-score: 85.7  bits: 21.1 E():  8.6 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (47-75:86-113) 
 
         20        30        40        50        60        70       
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
         80                                                  
2MEPSP TTSL                                                  
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.7  bits: 22.2 E():  8.6 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (39-68:79-108) 
 
       10        20        30        40        50        60         
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
       70        80                                                 
2MEPSP TVTVEGCGTTSL                                                 
                                                                    
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 85.3  bits: 20.4 E():  9.1 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (21-58:18-58) 
 
               10        20        30        40           50        
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASSAS 
                           : .:  : ..  :. : : . :.:   :.:..  : .... 
gi|179    MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSG 
                  10        20        30        40        50        
 
        60        70        80                              
2MEPSP YFLAGAAITGGTVTVEGCGTTSL                              
       .                                                    
gi|179 FIEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
        60        70        80        90       100          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 85.3  bits: 20.4 E():  9.1 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (39-73:69-101) 
 
       10        20        30        40        50        60         
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
       70        80  
2MEPSP TVTVEGCGTTSL  
        . ::         
gi|207 KIGVEEFQALVKA 
        100          
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 85.1  bits: 21.2 E():  9.3 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (47-75:102-129) 
 
         20        30        40        50        60        70       
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
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              80        90       100       110       120        130 
 
         80                                                  
2MEPSP TTSL                                                  
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 84.6  bits: 21.5 E():  9.9 
Smith-Waterman score: 54; 25.4% identity (57.6% similar) in 59 aa overlap (22-80:22-74) 
 
               10        20        30        40        50        60 
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
               70        80                                         
2MEPSP AGAAITGGTVTVEGCGTTSL                                         
       .  :  .:   . :::.: .                                         
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 84.3  bits: 21.5 E():   10 
Smith-Waterman score: 54; 25.4% identity (57.6% similar) in 59 aa overlap (22-80:33-85) 
 
                        10        20        30        40        50  
2MEPSP          IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
              60        70        80                                
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSL                                
       .... .:  .  :  .:   . :::.: .                                
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 84.3  bits: 21.5 E():   10 
Smith-Waterman score: 54; 25.4% identity (57.6% similar) in 59 aa overlap (22-80:33-85) 
 
                        10        20        30        40        50  
2MEPSP          IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
              60        70        80                                
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSL                                
       .... .:  .  :  .:   . :::.: .                                
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 84.3  bits: 21.5 E():   10 
Smith-Waterman score: 54; 25.4% identity (57.6% similar) in 59 aa overlap (22-80:33-85) 
 
                        10        20        30        40        50  
2MEPSP          IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
              60        70        80                                
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSL                                
       .... .:  .  :  .:   . :::.: .                                
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
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>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 84.1  bits: 21.5 E():   11 
Smith-Waterman score: 54; 25.4% identity (57.6% similar) in 59 aa overlap (22-80:39-91) 
 
                        10        20        30        40        50  
2MEPSP          IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
              60        70        80                                
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSL                                
       .... .:  .  :  .:   . :::.: .                                
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.0  bits: 21.9 E():   11 
Smith-Waterman score: 55; 30.0% identity (63.3% similar) in 30 aa overlap (39-68:79-108) 
 
       10        20        30        40        50        60         
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
       70        80                                                 
2MEPSP TVTVEGCGTTSL                                                 
                                                                    
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 83.4  bits: 21.6 E():   12 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (39-74:264-297) 
 
       10        20        30        40        50        60         
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
       70        80 
2MEPSP TVTVEGCGTTSL 
       .... :       
gi|663 ATAAAGGYKA   
             300    
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  56  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 56; 32.6% identity (58.7% similar) in 46 aa overlap (37-80:423-466) 
 
         10        20        30        40        50        60       
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
         70          80                                  
2MEPSP GGTVTVE--GCGTTSL                                  
       .:   .:  :: :...                                  
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.0  bits: 22.3 E():   12 
Smith-Waterman score: 56; 22.0% identity (62.7% similar) in 59 aa overlap (14-72:118-170) 
 
                                10        20        30        40    
2MEPSP                  IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
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                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRI---VEFQS 
        90       100       110       120       130          140     
 
            50        60        70        80                        
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL                        
         :. .    :.:.:.:.   . .: .:.                                
gi|149 NPNTLILPKHSDADYILV---VLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILN 
          150       160          170       180       190       200  
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 81.8  bits: 20.2 E():   14 
Smith-Waterman score: 50; 27.0% identity (45.9% similar) in 37 aa overlap (1-37:63-99) 
 
                                             10        20        30 
2MEPSP                               IDKLISIPYVEMTLRLMERFGVKAEHSDSW 
                                     .  .:..  . : .     ::: :    :: 
gi|291 LLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSW 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
          :. :                                            
gi|291 IYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS   
            100       110       120       130       140   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 81.4  bits: 21.6 E():   15 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (19-52:279-317) 
 
                           10        20           30        40      
2MEPSP             IDKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
            50        60        70        80                        
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL                        
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 80.9  bits: 22.3 E():   16 
Smith-Waterman score: 56; 24.2% identity (69.7% similar) in 33 aa overlap (2-34:383-415) 
 
                                            10        20        30  
2MEPSP                              IDKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                     .:....   ... . .: :.  ::  ...: 
gi|833 DLIPEWLGFIKGVVDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFD 
            360       370       380       390       400       410   
 
              40        50        60        70        80            
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL            
       .::                                                          
gi|833 KFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYIT 
            420       430       440       450       460       470   
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 80.5  bits: 21.6 E():   17 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (14-72:204-256) 
 
                                10        20        30        40    
2MEPSP                  IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
            50        60        70        80                        
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL                        
         :. .    :.:...:.   . .: .:.                                
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gi|149 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 80.1  bits: 19.5 E():   17 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (44-73:73-101) 
 
            20        30        40        50        60        70    
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
            80  
2MEPSP GCGTTSL  
                
gi|288 EFAVWVKQ 
                
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.5 E():   18 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (43-68:59-84) 
 
             20        30        40        50        60        70   
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
             80                
2MEPSP EGCGTTSL                
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.0  bits: 21.6 E():   18 
Smith-Waterman score: 54; 40.9% identity (68.2% similar) in 22 aa overlap (1-22:9-30) 
 
                       10        20        30        40        50   
2MEPSP         IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
               :  :..::.. .: :  .: ::                               
gi|424 NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLYALFQEKLETSP 
               10        20        30        40        50        60 
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 79.3  bits: 20.2 E():   19 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (23-79:72-127) 
 
                       10        20        30        40        50   
2MEPSP         IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
 
             60        70        80                                 
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSL                                 
         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (3-26:104-127) 
 
                                           10        20        30   
2MEPSP                             IDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
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             40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                                        
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN                      
           140       150       160                      
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 79.1  bits: 19.9 E():   20 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (47-75:84-111) 
 
         20        30        40        50        60        70       
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
         80                                                
2MEPSP TTSL                                                
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.2 E():   20 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (36-55:53-72) 
 
          10        20        30        40        50        60      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
          70        80     
2MEPSP TGGTVTVEGCGTTSL     
                           
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 78.5  bits: 21.7 E():   22 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (14-72:204-256) 
 
                                10        20        30        40    
2MEPSP                  IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
            50        60        70        80                        
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL                        
         :. .    :.:...:.   . .: .:.                                
gi|169 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.4  bits: 19.2 E():   22 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (23-46:20-43) 
 
               10        20        30        40        50        60 
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                             ::: : .   :. : :   ::: .               
gi|145    MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSD 
                  10        20        30        40        50        
 
               70        80                                 
2MEPSP AGAAITGGTVTVEGCGTTSL                                 
                                                            
gi|145 FVEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
        60        70        80        90       100          
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
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 initn:  48 init1:  48 opt:  50  Z-score: 78.0  bits: 20.3 E():   23 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (35-65:25-54) 
 
           10        20        30        40        50        60     
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     : ::..  :: .:  .   .:::.: .:.  
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
           70        80                                             
2MEPSP ITGGTVTVEGCGTTSL                                             
       .                                                            
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 77.9  bits: 21.0 E():   23 
Smith-Waterman score: 52; 23.3% identity (57.5% similar) in 73 aa overlap (1-62:161-233) 
 
                                             10        20           
2MEPSP                               IDKLISIPYVEMTLRLMERFGVKA-EHSDS 
                                     .:. ... . :.  :  . ... . .: :: 
gi|746 WGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDS 
              140       150       160       170       180       190 
 
      30            40              50        60        70          
2MEPSP WDR-FYIKG---GQKYKSPKNAYV------EGDASSASYFLAGAAITGGTVTVEGCGTTS 
         .  ...:   :. :   :.: .      .:..::.: .: :                  
gi|746 IGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSKA 
              200       210       220       230       240       250 
 
      80                                                            
2MEPSP L                                                            
                                                                    
gi|746 AINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKSN 
              260       270       280       290       300       310 
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 77.9  bits: 21.0 E():   23 
Smith-Waterman score: 52; 23.3% identity (57.5% similar) in 73 aa overlap (1-62:161-233) 
 
                                             10        20           
2MEPSP                               IDKLISIPYVEMTLRLMERFGVKA-EHSDS 
                                     .:. ... . :.  :  . ... . .: :: 
gi|129 WGLGSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDS 
              140       150       160       170       180       190 
 
      30            40              50        60        70          
2MEPSP WDR-FYIKG---GQKYKSPKNAYV------EGDASSASYFLAGAAITGGTVTVEGCGTTS 
         .  ...:   :. :   :.: .      .:..::.: .: :                  
gi|129 IGHGTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSKA 
              200       210       220       230       240       250 
 
      80                                                            
2MEPSP L                                                            
                                                                    
gi|129 AINMSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKSN 
              260       270       280       290       300       310 
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.5  bits: 19.9 E():   24 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (30-65:166-201) 
 
                10        20        30        40        50          
2MEPSP  IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
      60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSL 
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        : : .                
gi|116 EAVAKVNFQ             
         200                 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.7  bits: 18.9 E():   27 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (39-73:69-101) 
 
       10        20        30        40        50        60         
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
       70        80  
2MEPSP TVTVEGCGTTSL  
        . ::         
gi|207 KIGVEEFQALVKA 
        100          
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.5  bits: 21.0 E():   28 
Smith-Waterman score: 52; 25.8% identity (53.2% similar) in 62 aa overlap (19-80:376-437) 
 
                           10        20        30        40         
2MEPSP             IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
       50        60        70        80                             
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSL                             
       :   ::: ..  ..   .: . : .  : .:.                             
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
gi|110 ETTIFAPGSSSQRKSQSERERQREREEREIH 
         470       480       490       
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.5  bits: 16.4 E():   28 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (22-30:10-18) 
 
               10        20        30        40        50        60 
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:                               
gi|409             IAKVPPGGXITAEYGDKWLD                             
                           10        20                             
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (36-75:437-480) 
 
          10        20        30        40        50            60  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              70        80                              
2MEPSP GAAITGGTVTVEGCGTTSL                              
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (36-75:437-480) 
 
          10        20        30        40        50            60  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
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                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              70        80                              
2MEPSP GAAITGGTVTVEGCGTTSL                              
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (36-75:437-480) 
 
          10        20        30        40        50            60  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              70        80                              
2MEPSP GAAITGGTVTVEGCGTTSL                              
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (36-75:437-480) 
 
          10        20        30        40        50            60  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              70        80                              
2MEPSP GAAITGGTVTVEGCGTTSL                              
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (36-75:437-480) 
 
          10        20        30        40        50            60  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              70        80                              
2MEPSP GAAITGGTVTVEGCGTTSL                              
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (36-75:437-480) 
 
          10        20        30        40        50            60  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              70        80                              
2MEPSP GAAITGGTVTVEGCGTTSL                              
       :.   . :   .::                                   
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gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (36-75:437-480) 
 
          10        20        30        40        50            60  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              70        80                              
2MEPSP GAAITGGTVTVEGCGTTSL                              
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (36-75:437-480) 
 
          10        20        30        40        50            60  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              70        80                              
2MEPSP GAAITGGTVTVEGCGTTSL                              
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (36-75:437-480) 
 
          10        20        30        40        50            60  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              70        80                              
2MEPSP GAAITGGTVTVEGCGTTSL                              
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (36-75:437-480) 
 
          10        20        30        40        50            60  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              70        80                              
2MEPSP GAAITGGTVTVEGCGTTSL                              
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (36-75:437-480) 
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          10        20        30        40        50            60  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              70        80                              
2MEPSP GAAITGGTVTVEGCGTTSL                              
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (36-75:437-480) 
 
          10        20        30        40        50            60  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              70        80                              
2MEPSP GAAITGGTVTVEGCGTTSL                              
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (36-75:437-480) 
 
          10        20        30        40        50            60  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              70        80                              
2MEPSP GAAITGGTVTVEGCGTTSL                              
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 75.9  bits: 21.4 E():   30 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (9-58:539-592) 
 
                                     10            20        30     
2MEPSP                       IDKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
           40        50        60        70        80               
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL               
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 75.2  bits: 18.2 E():   33 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (23-71:7-41) 
 
               10        20        30        40        50        60 
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                             ::::    :::.    .:. .      .::.. .:  : 
gi|212                 MADATEKAEH----DRFF----KKFDA------NGDGTISSTEL 
                               10                      20        30 
 
               70        80                                  
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2MEPSP AGAAITGGTVTVEGCGTTSL                                  
       . :  . :.::                                           
gi|212 GDALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
               40        50        60        70        80    
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.0  bits: 17.5 E():   34 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (25-43:1-19) 
 
               10        20        30        40        50        60 
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                               ::   . ::  ::  : .:                  
gi|377                         EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEE 
                                       10        20        30       
 
               70        80 
2MEPSP AGAAITGGTVTVEGCGTTSL 
                            
gi|377 IQRMMAEIDTDGDGFL     
         40        50       
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.9  bits: 18.6 E():   34 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (24-46:21-43) 
 
               10        20        30        40        50        60 
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                              : .: .. .:.   : : :::..               
gi|225    MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSG 
                  10        20        30        40        50        
 
               70        80                                  
2MEPSP AGAAITGGTVTVEGCGTTSL                                  
                                                             
gi|225 FIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
        60        70        80        90       100       110 
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.3  bits: 21.1 E():   37 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (22-58:553-589) 
 
                        10        20        30        40        50  
2MEPSP          IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
              60        70        80                                
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSL                                
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.3  bits: 21.1 E():   37 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (22-58:553-589) 
 
                        10        20        30        40        50  
2MEPSP          IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
              60        70        80                                
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSL                                
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.1  bits: 18.9 E():   38 
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Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (3-40:104-139) 
 
                                           10        20        30   
2MEPSP                             IDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
             40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
         :::...                                         
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN                    
             140       150       160                    
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 73.9  bits: 20.4 E():   38 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (14-65:53-104) 
 
                                10        20        30        40    
2MEPSP                  IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
               50        60        70        80                     
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVTVEGCGTTSL                     
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 73.9  bits: 21.1 E():   39 
Smith-Waterman score: 52; 27.9% identity (58.1% similar) in 43 aa overlap (22-64:353-394) 
 
                        10        20        30        40        50  
2MEPSP          IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     : ::   .   : . .  .  : : : :.  
gi|219 GSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADAR-DSHKPAVVKH 
            330       340       350       360       370        380  
 
              60        70        80                                
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSL                                
       :.: .:....:..                                                
gi|219 DGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIE 
             390       400       410       420       430       440  
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (36-68:269-302) 
 
          10        20        30        40        50        60      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
           70        80                                             
2MEPSP ITGGTVTVEGCGTTSL                                             
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (36-68:269-302) 
 
          10        20        30        40        50        60      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
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           70        80                                             
2MEPSP ITGGTVTVEGCGTTSL                                             
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.0  bits: 18.6 E():   43 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (20-47:87-110) 
 
                          10        20        30        40          
2MEPSP            IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
      50        60        70        80   
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSL   
                                         
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.0  bits: 18.6 E():   43 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (20-47:87-110) 
 
                          10        20        30        40          
2MEPSP            IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
      50        60        70        80   
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSL   
                                         
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.6  bits: 16.5 E():   45 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (22-30:10-18) 
 
               10        20        30        40        50        60 
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:                               
gi|751             IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK              
                           10        20        30                   
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 45; 24.2% identity (54.8% similar) in 62 aa overlap (3-64:104-157) 
 
                                           10        20        30   
2MEPSP                             IDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|167 EVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSKFHAKGDHEVNAEE 
            80        90       100       110       120       130    
 
             40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
         .::....       ::      ::.:: .:                 
gi|167 --MKGAKEMAEKLLRAVE------SYLLAHTAEYN              
             140             150       160              
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.4  bits: 20.8 E():   47 
Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (22-79:65-133) 
 
                        10        20        30        40            
2MEPSP          IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
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                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
              50        60        70         80                     
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTSL                     
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
          160       170       180       190       200       210     
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.1  bits: 18.3 E():   48 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (23-33:8-18) 
 
               10        20        30        40        50        60 
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                             : :.::..:.:                            
gi|144                MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQG 
                              10        20        30        40      
 
               70        80                                         
2MEPSP AGAAITGGTVTVEGCGTTSL                                         
                                                                    
gi|144 DTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVR 
          50        60        70        80        90       100      
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.1  bits: 18.3 E():   48 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (23-33:8-18) 
 
               10        20        30        40        50        60 
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                             : :.::..:.:                            
gi|379                MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQG 
                              10        20        30        40      
 
               70        80                                         
2MEPSP AGAAITGGTVTVEGCGTTSL                                         
                                                                    
gi|379 DTYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVR 
          50        60        70        80        90       100      
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.6  bits: 19.7 E():   51 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (39-68:340-370) 
 
       10        20        30        40        50        60         
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
         70        80 
2MEPSP GGTVTVEGCGTTSL 
       ::             
gi|113 GGYKV          
      370             
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.6  bits: 17.9 E():   52 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (39-73:69-101) 
 
       10        20        30        40        50        60         
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
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       70        80  
2MEPSP TVTVEGCGTTSL  
       .. ::         
gi|148 AIGVEEWAVLVKA 
        100          
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.5  bits: 18.6 E():   52 
Smith-Waterman score: 46; 27.1% identity (56.2% similar) in 48 aa overlap (31-75:72-118) 
 
               10        20        30        40           50        
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
        60        70        80                                      
2MEPSP YFLAGAAITGGTVTVEGCGTTSL                                      
       : . ..   . .. ::::                                           
gi|144 YSVLATDYDNYAI-VEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHK 
             110        120       130       140       150       160 
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.2  bits: 19.7 E():   54 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (34-68:331-365) 
 
            10        20        30        40        50        60    
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
            70        80                     
2MEPSP AITGGTVTVEGCGTTSL                     
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.2  bits: 19.7 E():   54 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (34-68:331-365) 
 
            10        20        30        40        50        60    
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
            70        80                     
2MEPSP AITGGTVTVEGCGTTSL                     
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 18.6 E():   54 
Smith-Waterman score: 45; 38.5% identity (61.5% similar) in 26 aa overlap (50-75:102-126) 
 
      20        30        40        50        60        70          
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. ::::     
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
      80                                                            
2MEPSP L                                                            
                                                                    
gi|194 NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
              140       150       160       170       180       190 
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
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 initn:  42 init1:  42 opt:  44  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 44; 46.4% identity (64.3% similar) in 28 aa overlap (55-79:9-36) 
 
           30        40        50        60           70        80  
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSL  
                                     ::  ::   :.:.:  .:: ::: . .:   
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 70.9  bits: 17.2 E():   57 
Smith-Waterman score: 41; 18.4% identity (53.1% similar) in 49 aa overlap (3-51:18-64) 
 
                              10        20        30        40      
2MEPSP                IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                        ::.: :     ..   .. .:..   . .  ..:.:..  .   
gi|603 VEGDALSDTLEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAAHL 
               10        20        30        40          50         
 
          50        60        70        80 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
          .::                              
gi|603 FKLIEGYLKDHPSEYN                    
       60        70                        
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (37-52:111-126) 
 
         10        20        30        40        50        60       
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
         70        80       
2MEPSP GGTVTVEGCGTTSL       
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (3-26:104-127) 
 
                                           10        20        30   
2MEPSP                             IDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|132 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
             40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                                        
gi|132 IKIEKEKAVGLLKAVESYLLAHSDAYN                      
           140       150       160                      
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (37-52:111-126) 
 
         10        20        30        40        50        60       
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
         70        80       
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2MEPSP GGTVTVEGCGTTSL       
                            
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (3-26:104-127) 
 
                                           10        20        30   
2MEPSP                             IDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|261 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
             40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                                        
gi|261 IKIEKEKAVGLLKAVESYLLAHSDAYN                      
           140       150       160                      
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (3-26:104-127) 
 
                                           10        20        30   
2MEPSP                             IDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|132 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
             40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                                        
gi|132 IKIEKEKAEGLLKAVESYHLAHSDAYN                      
           140       150       160                      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (37-52:111-126) 
 
         10        20        30        40        50        60       
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
         70        80       
2MEPSP GGTVTVEGCGTTSL       
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (39-68:231-261) 
 
       10        20        30        40        50        60         
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
         70        80 
2MEPSP GGTVTVEGCGTTSL 
       ::             
gi|226 GGYKV          
     260              
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.3  bits: 17.9 E():   60 
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Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (23-69:9-60) 
 
               10        20        30        40             50      
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASS 
                             : :.::..: :  . : .. .    :.:   :: .... 
gi|118               MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNG 
                             10        20        30        40       
 
          60        70        80                                    
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSL                                    
        :: .  :.   .:                                               
gi|118 DSYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVR 
         50        60        70        80        90       100       
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.0  bits: 17.2 E():   63 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (24-43:9-28) 
 
               10        20        30        40        50        60 
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                              :::   . ::  .:  : .:                  
gi|333                MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEE 
                              10        20        30        40      
 
               70        80                    
2MEPSP AGAAITGGTVTVEGCGTTSL                    
                                               
gi|333 IQRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
          50        60        70        80     
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (39-73:69-101) 
 
       10        20        30        40        50        60         
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
       70        80  
2MEPSP TVTVEGCGTTSL  
        . :.         
gi|288 KIGVDEFAAMIKG 
        100          
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 69.8  bits: 19.0 E():   65 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (39-74:259-293) 
 
       10        20        30        40        50        60         
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
       70        80 
2MEPSP TVTVEGCGTTSL 
       ::.. :       
gi|119 TVSAGGYKV    
       290          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (33-59:319-345) 
 
             10        20        30        40        50        60   
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
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             70        80                    
2MEPSP AAITGGTVTVEGCGTTSL                    
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.5  bits: 19.4 E():   67 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (21-52:182-217) 
 
                         10        20        30            40       
2MEPSP           IDKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
         50        60        70        80                           
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL                           
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 69.2  bits: 19.8 E():   70 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (6-58:417-466) 
 
                                        10        20        30      
2MEPSP                          IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
          40        50        60        70        80                
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL                
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.0  bits: 18.3 E():   71 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (9-35:155-183) 
 
                                     10        20          30       
2MEPSP                       IDKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
         40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                                    
gi|549 CNYGPAGNVGNEPIYERK                           
          190       200                             
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (3-26:103-126) 
 
                                           10        20        30   
2MEPSP                             IDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|437 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
             80        90       100       110       120       130   
 
             40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                                        
gi|437 MKAIKEKGETLLKAVESYLLAHSDAYN                      
            140       150                               
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>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (3-26:103-126) 
 
                                           10        20        30   
2MEPSP                             IDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|437 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
             80        90       100       110       120       130   
 
             40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                                        
gi|437 MKAIKEKGETLLRAVESYLLAHSDAYN                      
            140       150                               
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 24.2% identity (54.8% similar) in 62 aa overlap (3-64:104-157) 
 
                                           10        20        30   
2MEPSP                             IDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|154 EVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGKFHAKGDHEVNAEE 
            80        90       100       110       120       130    
 
             40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
         .::....       ::      ::.:: .:                 
gi|154 --MKGAKEMAEKLLRAVE------SYLLAHTAEYN              
             140             150       160              
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (3-26:104-127) 
 
                                           10        20        30   
2MEPSP                             IDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|400 EVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
            80        90       100       110       120       130    
 
             40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                                        
gi|400 MKAIKEKGETLLRAVESYLLAHSDAYN                      
           140       150       160                      
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (3-26:104-127) 
 
                                           10        20        30   
2MEPSP                             IDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|132 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
            80        90       100       110       120       130    
 
             40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                                        
gi|132 MKAIKEKAEALLRAVESYLLAHSDAYN                      
           140       150       160                      
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (3-26:104-127) 
 
                                           10        20        30   
2MEPSP                             IDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
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gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
             40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                                        
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN                      
           140       150       160                      
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (3-26:104-127) 
 
                                           10        20        30   
2MEPSP                             IDKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
             40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                                        
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN                      
           140       150       160                      
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.9  bits: 18.7 E():   73 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (39-68:232-262) 
 
       10        20        30        40        50        60         
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
         70        80 
2MEPSP GGTVTVEGCGTTSL 
       ::             
gi|180 GGYKV          
                      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.8  bits: 19.1 E():   73 
Smith-Waterman score: 46; 30.4% identity (67.4% similar) in 46 aa overlap (28-73:38-79) 
 
                  10        20        30        40        50        
2MEPSP    IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
        60        70        80                                      
2MEPSP YFLAGAAITGGTVTVEGCGTTSL                                      
          ::.: .  ...:.                                             
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (22-51:14-43) 
 
               10        20        30        40        50        60 
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . : :.::  :   .  ...  :.    ::          
gi|179         MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMDD 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP AGAAITGGTVTVEGCGTTSL                                         
                                                                    
gi|179 DSMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMKQL 
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             60        70        80        90       100       110   
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (22-51:14-43) 
 
               10        20        30        40        50        60 
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . : :.::  :   .  ...  :.    ::          
gi|144         MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMDA 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP AGAAITGGTVTVEGCGTTSL                                         
                                                                    
gi|144 DSMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMKQL 
             60        70        80        90       100       110   
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 45; 36.0% identity (60.0% similar) in 25 aa overlap (56-80:133-157) 
 
          30        40        50        60        70        80      
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL      
                                     :..:  .:  :::   .:  . ::.      
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 16.9 E():   77 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (23-40:7-24) 
 
               10        20        30        40        50        60 
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                             ::::.  . .:  .:  :                     
gi|598                 MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDD 
                               10        20        30        40     
 
               70        80                    
2MEPSP AGAAITGGTVTVEGCGTTSL                    
                                               
gi|598 IKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
           50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 16.9 E():   77 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (23-40:7-24) 
 
               10        20        30        40        50        60 
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                             ::::.  . .:  .:  :                     
gi|598                 MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDD 
                               10        20        30        40     
 
               70        80                    
2MEPSP AGAAITGGTVTVEGCGTTSL                    
                                               
gi|598 IKRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
           50        60        70        80    
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 46; 25.6% identity (53.5% similar) in 43 aa overlap (44-79:268-310) 
 
            20        30        40        50        60        70    
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     : : :. : .:. . .  : ..:. . . . 
gi|151 VAFNQFGPNAGQRMPRARYGLVHVANNNYDPWNIYAIGGSSNPTILSEGNSFTAPSESYK 
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       240       250       260       270       280       290        
 
                   80                                               
2MEPSP -------GCGTTSL                                               
              :: .::                                                
gi|151 KEVTKRIGCESTSACANWVWRSTRDAFTNGAYFVSSGKIEETNIYNSNEAFKVENGNAAP 
       300       310       320       330       340       350        
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (18-72:159-208) 
 
                            10        20        30        40        
2MEPSP              IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
        50         60        70        80                           
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTSL                           
       ... .. :..:  :. ...:.  ::.                                   
gi|493 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (18-72:159-208) 
 
                            10        20        30        40        
2MEPSP              IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
        50         60        70        80                           
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTSL                           
       ... .. :..:  :. ...:.  ::.                                   
gi|195 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (45-73:73-101) 
 
           20        30        40        50        60        70     
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
           80  
2MEPSP CGTTSL  
               
gi|193 FNHLVKH 
               
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (43-67:59-84) 
 
             20        30        40        50         60        70  
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
              80               
2MEPSP VEGCGTTSL               
                               
gi|833 AAEEKKEEEKEESDEDMGFGLFD 
       90       100       110  
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>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (43-68:59-83) 
 
             20        30        40        50         60        70  
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
              80                 
2MEPSP VEGCGTTSL                 
                                 
gi|215 AAPEAERAEEEKEESDDDMGFGLFD 
         90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (43-67:59-84) 
 
             20        30        40        50         60        70  
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
              80               
2MEPSP VEGCGTTSL               
                               
gi|668 AAKEKNEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (51-73:145-167) 
 
               30        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (34-66:331-363) 
 
            10        20        30        40        50        60    
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
            70        80                      
2MEPSP AITGGTVTVEGCGTTSL                      
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
              370       380       390         
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 42; 30.0% identity (63.3% similar) in 30 aa overlap (49-78:30-59) 
 
       20        30        40        50        60        70         
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     : :. :. .  : :  ...  .:..:: .: 
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMST 
                10        20        30        40        50          
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       80                                                           
2MEPSP SL                                                           
                                                                    
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (37-53:109-125) 
 
         10        20        30        40        50        60       
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
         70        80  
2MEPSP GGTVTVEGCGTTSL  
                       
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (23-41:9-27) 
 
               10        20        30        40        50        60 
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                             : :.::..: :  . : ..                    
gi|518               MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPTVEVIVDG 
                             10        20        30        40       
 
               70        80                                         
2MEPSP AGAAITGGTVTVEGCGTTSL                                         
                                                                    
gi|518 DSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVR 
         50        60        70        80        90       100       
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (23-41:9-27) 
 
               10        20        30        40        50        60 
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                             : :.::..: :  . : ..                    
gi|156               MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPTVEVIVDG 
                             10        20        30        40       
 
               70        80                                         
2MEPSP AGAAITGGTVTVEGCGTTSL                                         
                                                                    
gi|156 DSYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVR 
         50        60        70        80        90       100       
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.7  bits: 19.1 E():   95 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (16-58:144-187) 
 
                              10        20        30        40      
2MEPSP                IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
          50           60        70        80                       
2MEPSP NAYVEG---DASSASYFLAGAAITGGTVTVEGCGTTSL                       
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
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>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 17.7 E():   96 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (63-76:13-26) 
 
             40        50        60        70        80             
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL             
                                     ::...  : :. ::                 
gi|156                   MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNT 
                                 10        20        30        40   
 
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.1 E():   96 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (19-58:367-406) 
 
                           10        20        30        40         
2MEPSP             IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
       50        60        70        80                             
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSL                             
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.1 E():   96 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (19-58:367-406) 
 
                           10        20        30        40         
2MEPSP             IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
       50        60        70        80                             
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSL                             
       :   ::: ..                                                   
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.8 E():   98 
Smith-Waterman score: 45; 18.4% identity (63.3% similar) in 49 aa overlap (18-66:159-207) 
 
                            10        20        30        40        
2MEPSP              IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|117 VFIKRVSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
        50        60        70        80                            
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSL                            
       . ... . ..  :.....:                                          
gi|117 FSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (52-73:80-101) 
 
              30        40        50        60        70        80  
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL  
                                     :: . ... :: :   : . ..         
gi|249 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
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>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (52-73:80-101) 
 
              30        40        50        60        70        80  
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL  
                                     :: . ... :: :   : . ..         
gi|209 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.4  bits: 15.2 E():   99 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (22-30:10-18) 
 
               10        20        30        40        50        60 
2MEPSP IDKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . :...:.:                               
gi|751             IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA                 
                           10        20        30                   
 
>>gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 [Ch  (86 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 16.6 E():   99 
Smith-Waterman score: 39; 42.9% identity (66.7% similar) in 21 aa overlap (51-71:24-44) 
 
               30        40        50        60        70        80 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.. .:  :. :  : :.::          
gi|294        MAAEDTPQDIADRERIFKRFDTNGDGKISSSELGDALKTLGSVTPDEVRRMMA 
                      10        20        30        40        50    
 
gi|294 EIDTDGDGFISFDEFTDFARANRGLVKDVSKIF 
            60        70        80       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:47 2011 done: Tue Apr 19 10:57:47 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 203  - 282 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     2     0:= 
  28     3     0:= 
  30     2     2:* 
  32     6     8:=* 
  34    14    22:==== * 
  36    50    44:==========*== 
  38    74    73:==================* 
  40    68   102:=================        * 
  42    90   125:=======================        * 
  44    97   138:=========================         * 
  46   210   140:==================================*================== 
  48   174   134:=================================*========== 
  50   119   122:==============================* 
  52   119   108:==========================*=== 
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  54   107    92:======================*==== 
  56    58    77:===============    * 
  58    62    63:===============* 
  60    35    51:=========   * 
  62    39    41:==========* 
  64    21    33:======  * 
  66    18    26:===== * 
  68    25    20:====*== 
  70    19    16:===*= 
  72    13    12:==*= 
  74    10    10:==* 
  76    18     8:=*=== 
  78     7     6:=* 
  80     6     5:=* 
  82     2     3:* 
  84    10     3:*== 
  86     6     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.98960.00361; mu= 11.6748 0.187 
 mean_var=34.0356 8.425, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.219840 
 Kolmogorov-Smirnov  statistic: 0.0721 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.8     1.8 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   58 22.7       2 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   57 22.4     2.5 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   58 22.7     2.7 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.9     3.4 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 22.6     6.6 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   57 22.6     6.7 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   54 21.5     7.3 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   54 21.5     7.3 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   56 22.2     7.9 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.2     8.4 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.5       9 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.5       9 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.2     9.2 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   54 21.6     9.7 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   54 21.6      10 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   54 21.6      10 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   54 21.6      10 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   54 21.6      10 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   55 21.9      10 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.6      11 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   56 22.3      11 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   56 22.3      12 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.6      14 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   56 22.4      15 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   54 21.7      16 
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gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.5      17 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.5      18 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 20.3      19 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 19.9      19 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.9      20 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.2      20 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   54 21.7      21 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   48 19.6      22 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.2      22 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.3      23 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.9      24 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   52 21.0      27 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 21.1      28 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.1      28 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.1      28 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.1      28 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.4      28 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.2      28 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.4      29 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 18.2      33 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 18.6      33 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   51 20.7      33 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.6      34 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.5      34 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.1      36 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.1      36 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 18.9      37 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.4      38 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.1      38 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.4      42 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.4      42 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.6      43 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.6      43 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.8      46 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.5      46 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   45 18.6      46 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.3      48 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.3      48 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.7      50 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.9      51 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.6      52 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.7      53 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.7      53 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   48 19.7      54 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   48 19.7      54 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.7      54 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   41 17.2      57 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.0      58 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.3      58 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.3      58 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   44 18.3      58 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   44 18.3      58 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   44 18.3      58 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.3      58 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 18.0      60 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.2      63 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 19.1      64 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.6      64 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.4      64 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.4      66 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 19.8      68 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.3      70 
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gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   43 18.0      71 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   43 18.0      71 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   43 18.0      72 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   43 18.0      72 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   43 18.0      72 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 18.0      72 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 18.0      72 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.7      72 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   46 19.1      72 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   45 18.7      75 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 17.6      76 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 17.6      76 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.1      76 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 16.9      78 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 16.9      78 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   46 19.1      78 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   46 19.1      78 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.3      79 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.3      80 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.3      80 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.3      80 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.1      81 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.1      82 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   42 17.7      85 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.7      85 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.3      92 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.3      92 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.1      93 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.1      95 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.1      95 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.7      96 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   45 18.8      96 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   40 17.0      98 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   40 17.0      98 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   44 18.4      99 
gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 (  86)   39 16.6      99 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 98.0  bits: 24.8 E():  1.8 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (34-70:8-44) 
 
            10        20        30        40        50        60    
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
            70        80                                            
2MEPSP ITGGTVTVEGCGTTSLQ                                            
       . .:. :                                                      
gi|144 VPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 97.1  bits: 22.7 E():    2 
Smith-Waterman score: 58; 28.3% identity (56.7% similar) in 60 aa overlap (15-73:26-84) 
 
                          10        20        30         40         
2MEPSP            DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
       50        60        70        80                       
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQ                       
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 95.4  bits: 22.4 E():  2.5 
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Smith-Waterman score: 57; 28.3% identity (56.7% similar) in 60 aa overlap (15-73:26-84) 
 
                          10        20        30         40         
2MEPSP            DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
       50        60        70        80                       
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQ                       
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 94.7  bits: 22.7 E():  2.7 
Smith-Waterman score: 58; 32.0% identity (60.0% similar) in 50 aa overlap (33-79:52-101) 
 
             10        20        30        40         50            
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
      60        70        80                                        
2MEPSP AGAAITGGTVTVEGCGTTSLQ                                        
       .:.: . :.  : :  :...                                         
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 92.8  bits: 23.9 E():  3.4 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (34-70:8-44) 
 
            10        20        30        40        50        60    
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
            70        80                                            
2MEPSP ITGGTVTVEGCGTTSLQ                                            
       .  :. :                                                      
gi|144 VPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 87.8  bits: 22.6 E():  6.6 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (19-67:151-193) 
 
                           10        20        30        40         
2MEPSP             DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
       50        60        70        80                             
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQ                             
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  57  Z-score: 87.6  bits: 22.6 E():  6.7 
Smith-Waterman score: 57; 30.4% identity (60.9% similar) in 46 aa overlap (38-80:79-123) 
 
        10        20        30        40        50        60        
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
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           70        80                                             
2MEPSP ---TVTVEGCGTTSLQ                                             
          ..:. .  ::: :                                             
gi|170 IEDSLTISNL-TTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEE 
      110        120       130       140       150       160        
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 87.0  bits: 21.5 E():  7.3 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (22-74:63-117) 
 
                        10        20        30        40            
2MEPSP          DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
       50        60        70        80                             
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQ                             
       .: : :: : . ..   . .. ::::                                   
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYT 
            100       110        120       130       140       150  
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 87.0  bits: 21.5 E():  7.3 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (22-74:64-118) 
 
                        10        20        30        40            
2MEPSP          DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
       50        60        70        80                             
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQ                             
       .: : :: : . ..   . .. ::::                                   
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYT 
           100       110        120       130       140       150   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.3  bits: 22.2 E():  7.9 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (38-67:59-88) 
 
        10        20        30        40        50        60        
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
        70        80                                                
2MEPSP TVTVEGCGTTSLQ                                                
                                                                    
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 85.8  bits: 21.2 E():  8.4 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (46-74:86-113) 
 
          20        30        40        50        60        70      
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
          80                                                 
2MEPSP TTSLQ                                                 
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
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>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 85.3  bits: 20.5 E():    9 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (20-57:18-58) 
 
               10        20        30        40           50        
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASSASY 
                          : .:  : ..  :. : : . :.:   :.:..  : ..... 
gi|179   MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGF 
                 10        20        30        40        50         
 
        60        70        80                             
2MEPSP FLAGAAITGGTVTVEGCGTTSLQ                             
                                                           
gi|179 IEEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
       60        70        80        90       100          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 85.3  bits: 20.5 E():    9 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (38-72:69-101) 
 
        10        20        30        40        50        60        
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
        70        80 
2MEPSP TVTVEGCGTTSLQ 
        . ::         
gi|207 KIGVEEFQALVKA 
        100          
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 85.2  bits: 21.2 E():  9.2 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (46-74:102-129) 
 
          20        30        40        50        60        70      
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
          80                                                 
2MEPSP TTSLQ                                                 
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 84.7  bits: 21.6 E():  9.7 
Smith-Waterman score: 54; 25.4% identity (57.6% similar) in 59 aa overlap (21-79:22-74) 
 
                10        20        30        40        50          
2MEPSP  DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
      60        70        80                                        
2MEPSP AGAAITGGTVTVEGCGTTSLQ                                        
       .  :  .:   . :::.: .                                         
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 84.4  bits: 21.6 E():   10 
Smith-Waterman score: 54; 25.4% identity (57.6% similar) in 59 aa overlap (21-79:33-85) 
 
                         10        20        30        40        50 
2MEPSP           DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
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gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
               60        70        80                               
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQ                               
       .... .:  .  :  .:   . :::.: .                                
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 84.4  bits: 21.6 E():   10 
Smith-Waterman score: 54; 25.4% identity (57.6% similar) in 59 aa overlap (21-79:33-85) 
 
                         10        20        30        40        50 
2MEPSP           DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
               60        70        80                               
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQ                               
       .... .:  .  :  .:   . :::.: .                                
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 84.4  bits: 21.6 E():   10 
Smith-Waterman score: 54; 25.4% identity (57.6% similar) in 59 aa overlap (21-79:33-85) 
 
                         10        20        30        40        50 
2MEPSP           DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
               60        70        80                               
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQ                               
       .... .:  .  :  .:   . :::.: .                                
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 84.3  bits: 21.6 E():   10 
Smith-Waterman score: 54; 25.4% identity (57.6% similar) in 59 aa overlap (21-79:39-91) 
 
                         10        20        30        40        50 
2MEPSP           DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
               60        70        80                               
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQ                               
       .... .:  .  :  .:   . :::.: .                                
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.2  bits: 21.9 E():   10 
Smith-Waterman score: 55; 30.0% identity (63.3% similar) in 30 aa overlap (38-67:79-108) 
 
        10        20        30        40        50        60        
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
        70        80                                                
2MEPSP TVTVEGCGTTSLQ                                                
                                                                    
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
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      110       120       130       140       150       160         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 83.5  bits: 21.6 E():   11 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (38-73:264-297) 
 
        10        20        30        40        50        60        
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
        70        80 
2MEPSP TVTVEGCGTTSLQ 
       .... :        
gi|663 ATAAAGGYKA    
             300     
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  56  Z-score: 83.5  bits: 22.3 E():   11 
Smith-Waterman score: 56; 32.6% identity (58.7% similar) in 46 aa overlap (36-79:423-466) 
 
          10        20        30        40        50        60      
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
          70          80                                 
2MEPSP GGTVTVE--GCGTTSLQ                                 
       .:   .:  :: :...                                  
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.2  bits: 22.3 E():   12 
Smith-Waterman score: 56; 22.0% identity (62.7% similar) in 59 aa overlap (13-71:118-170) 
 
                                 10        20        30        40   
2MEPSP                   DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRI---VEFQS 
        90       100       110       120       130          140     
 
             50        60        70        80                       
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ                       
         :. .    :.:.:.:.   . .: .:.                                
gi|149 NPNTLILPKHSDADYILV---VLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILN 
          150       160          170       180       190       200  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 81.6  bits: 21.6 E():   14 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (18-51:279-317) 
 
                            10        20           30        40     
2MEPSP              DKLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
             50        60        70        80                       
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ                       
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 81.1  bits: 22.4 E():   15 
Smith-Waterman score: 56; 24.2% identity (69.7% similar) in 33 aa overlap (1-33:383-415) 
 
                                             10        20        30 
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2MEPSP                               DKLISIPYVEMTLRLMERFGVKAEHSDSWD 
                                     .:....   ... . .: :.  ::  ...: 
gi|833 DLIPEWLGFIKGVVDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFD 
            360       370       380       390       400       410   
 
               40        50        60        70        80           
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ           
       .::                                                          
gi|833 KFYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYIT 
            420       430       440       450       460       470   
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 80.7  bits: 21.7 E():   16 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (13-71:204-256) 
 
                                 10        20        30        40   
2MEPSP                   DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
             50        60        70        80                       
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ                       
         :. .    :.:...:.   . .: .:.                                
gi|149 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (43-72:73-101) 
 
             20        30        40        50        60        70   
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
             80 
2MEPSP GCGTTSLQ 
                
gi|288 EFAVWVKQ 
                
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.5 E():   18 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (42-67:59-84) 
 
              20        30        40        50        60        70  
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
              80               
2MEPSP EGCGTTSLQ               
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 79.4  bits: 20.3 E():   19 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (22-78:72-127) 
 
                        10        20        30        40        50  
2MEPSP          DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
 
              60        70        80                                
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQ                                
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         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (2-25:104-127) 
 
                                            10        20        30  
2MEPSP                              DKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
              40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                                         
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN                       
           140       150       160                       
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 79.1  bits: 19.9 E():   20 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (46-74:84-111) 
 
          20        30        40        50        60        70      
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
          80                                               
2MEPSP TTSLQ                                               
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.2 E():   20 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (35-54:53-72) 
 
           10        20        30        40        50        60     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
           70        80    
2MEPSP TGGTVTVEGCGTTSLQ    
                           
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 78.7  bits: 21.7 E():   21 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (13-71:204-256) 
 
                                 10        20        30        40   
2MEPSP                   DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
             50        60        70        80                       
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ                       
         :. .    :.:...:.   . .: .:.                                
gi|169 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 78.5  bits: 19.6 E():   22 
Smith-Waterman score: 48; 29.4% identity (47.1% similar) in 34 aa overlap (3-36:66-99) 
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                                           10        20        30   
2MEPSP                             DKLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                                     .:..  . : .     ::: :    ::    
gi|291 PSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYR 
          40        50        60        70        80        90      
 
             40        50        60        70        80 
2MEPSP YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
       :. :                                             
gi|291 YVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS    
         100       110       120       130       140    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.5  bits: 19.2 E():   22 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (22-45:20-43) 
 
               10        20        30        40        50        60 
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                            ::: : .   :. : :   ::: .                
gi|145   MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDF 
                 10        20        30        40        50         
 
               70        80                                
2MEPSP GAAITGGTVTVEGCGTTSLQ                                
                                                           
gi|145 VEEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
       60        70        80        90       100          
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 78.1  bits: 20.3 E():   23 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (34-64:25-54) 
 
            10        20        30        40        50        60    
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     : ::..  :: .:  .   .:::.: .:.  
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
            70        80                                            
2MEPSP ITGGTVTVEGCGTTSLQ                                            
       .                                                            
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 19.9 E():   24 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (29-64:166-201) 
 
                 10        20        30        40        50         
2MEPSP   DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
       60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQ 
        : : .                 
gi|116 EAVAKVNFQ              
         200                  
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.7  bits: 21.0 E():   27 
Smith-Waterman score: 52; 25.8% identity (53.2% similar) in 62 aa overlap (18-79:376-437) 
 
                            10        20        30        40        
2MEPSP              DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
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        50        60        70        80                            
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ                            
       :   ::: ..  ..   .: . : .  : .:.                             
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
gi|110 ETTIFAPGSSSQRKSQSERERQREREEREIH 
         470       480       490       
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.1 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (35-74:437-480) 
 
           10        20        30        40        50            60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               70        80                             
2MEPSP GAAITGGTVTVEGCGTTSLQ                             
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.1 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (35-74:437-480) 
 
           10        20        30        40        50            60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               70        80                             
2MEPSP GAAITGGTVTVEGCGTTSLQ                             
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.1 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (35-74:437-480) 
 
           10        20        30        40        50            60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               70        80                             
2MEPSP GAAITGGTVTVEGCGTTSLQ                             
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.1 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (35-74:437-480) 
 
           10        20        30        40        50            60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               70        80                             
2MEPSP GAAITGGTVTVEGCGTTSLQ                             
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
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        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.1 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (35-74:437-480) 
 
           10        20        30        40        50            60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               70        80                             
2MEPSP GAAITGGTVTVEGCGTTSLQ                             
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.1 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (35-74:437-480) 
 
           10        20        30        40        50            60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               70        80                             
2MEPSP GAAITGGTVTVEGCGTTSLQ                             
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.1 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (35-74:437-480) 
 
           10        20        30        40        50            60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               70        80                             
2MEPSP GAAITGGTVTVEGCGTTSLQ                             
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.1 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (35-74:437-480) 
 
           10        20        30        40        50            60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               70        80                             
2MEPSP GAAITGGTVTVEGCGTTSLQ                             
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.1 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (35-74:437-480) 
 
           10        20        30        40        50            60 
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2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               70        80                             
2MEPSP GAAITGGTVTVEGCGTTSLQ                             
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.1 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (35-74:437-480) 
 
           10        20        30        40        50            60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               70        80                             
2MEPSP GAAITGGTVTVEGCGTTSLQ                             
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.1 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (35-74:437-480) 
 
           10        20        30        40        50            60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               70        80                             
2MEPSP GAAITGGTVTVEGCGTTSLQ                             
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.1 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (35-74:437-480) 
 
           10        20        30        40        50            60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               70        80                             
2MEPSP GAAITGGTVTVEGCGTTSLQ                             
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.1 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (35-74:437-480) 
 
           10        20        30        40        50            60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               70        80                             
2MEPSP GAAITGGTVTVEGCGTTSLQ                             
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       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.4  bits: 16.4 E():   28 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (21-29:10-18) 
 
               10        20        30        40        50        60 
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                           . ::..:.:                                
gi|409            IAKVPPGGXITAEYGDKWLD                              
                          10        20                              
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 76.3  bits: 19.2 E():   28 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (54-80:9-38) 
 
            30        40        50           60        70        80 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 76.2  bits: 21.4 E():   29 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (8-57:539-592) 
 
                                      10            20        30    
2MEPSP                        DKLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
            40        50        60        70        80              
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ              
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 75.2  bits: 18.2 E():   33 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (22-70:7-41) 
 
               10        20        30        40        50        60 
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                            ::::    :::.    .:. .      .::.. .:  :. 
gi|212                MADATEKAEH----DRFF----KKFDA------NGDGTISSTELG 
                              10                      20        30  
 
               70        80                                 
2MEPSP GAAITGGTVTVEGCGTTSLQ                                 
        :  . :.::                                           
gi|212 DALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
              40        50        60        70        80    
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.0  bits: 18.6 E():   33 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (38-72:69-101) 
 
        10        20        30        40        50        60        
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
        70        80 
2MEPSP TVTVEGCGTTSLQ 
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        . ::         
gi|207 KIGVEEFQALVKA 
        100          
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.0  bits: 20.7 E():   33 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (3-21:12-30) 
 
                        10        20        30        40        50  
2MEPSP          DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                  :..::.. .: :  .: ::                               
gi|424 NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLYALFQEKLETSP 
               10        20        30        40        50        60 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.0  bits: 18.6 E():   34 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (23-45:21-43) 
 
               10        20        30        40        50        60 
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                             : .: .. .:.   : : :::..                
gi|225   MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGF 
                 10        20        30        40        50         
 
               70        80                                 
2MEPSP GAAITGGTVTVEGCGTTSLQ                                 
                                                            
gi|225 IEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
       60        70        80        90       100       110 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.0  bits: 17.5 E():   34 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (24-42:1-19) 
 
               10        20        30        40        50        60 
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                              ::   . ::  ::  : .:                   
gi|377                        EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEI 
                                      10        20        30        
 
               70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQ 
                            
gi|377 QRMMAEIDTDGDGFL      
        40        50        
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.5  bits: 21.1 E():   36 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (21-57:553-589) 
 
                         10        20        30        40        50 
2MEPSP           DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
               60        70        80                               
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQ                               
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.5  bits: 21.1 E():   36 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (21-57:553-589) 
 
                         10        20        30        40        50 
2MEPSP           DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
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               60        70        80                               
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQ                               
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.1  bits: 18.9 E():   37 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (2-39:104-139) 
 
                                            10        20        30  
2MEPSP                              DKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
              40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
         :::...                                          
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN                     
             140       150       160                     
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.1  bits: 20.4 E():   38 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (13-64:53-104) 
 
                                 10        20        30        40   
2MEPSP                   DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
                50        60        70        80                    
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVTVEGCGTTSLQ                    
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 74.1  bits: 21.1 E():   38 
Smith-Waterman score: 52; 27.9% identity (58.1% similar) in 43 aa overlap (21-63:353-394) 
 
                         10        20        30        40        50 
2MEPSP           DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     : ::   .   : . .  .  : : : :.  
gi|219 GSNKPVQRIASNWDRSPEVVKWSSDGRTLYVTAEDHATGKLFTLPADAR-DSHKPAVVKH 
            330       340       350       360       370        380  
 
               60        70        80                               
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQ                               
       :.: .:....:..                                                
gi|219 DGSVSSFYFVGSSKSVLISGNSLWSNALFQVATPGRPNRKLFYANEHDPELKGLGPNDIE 
             390       400       410       420       430       440  
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.3  bits: 20.4 E():   42 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (35-67:269-302) 
 
           10        20        30        40        50        60     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
            70        80                                            
2MEPSP ITGGTVTVEGCGTTSLQ                                            
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
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>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.3  bits: 20.4 E():   42 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (35-67:269-302) 
 
           10        20        30        40        50        60     
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
            70        80                                            
2MEPSP ITGGTVTVEGCGTTSLQ                                            
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.1  bits: 18.6 E():   43 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (19-46:87-110) 
 
                           10        20        30        40         
2MEPSP             DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
       50        60        70        80  
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQ  
                                         
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.1  bits: 18.6 E():   43 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (19-46:87-110) 
 
                           10        20        30        40         
2MEPSP             DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
       50        60        70        80  
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQ  
                                         
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.6  bits: 20.8 E():   46 
Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (21-78:65-133) 
 
                         10        20        30        40           
2MEPSP           DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
               50        60        70         80                    
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQ                    
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
          160       170       180       190       200       210     
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.5  bits: 16.5 E():   46 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (21-29:10-18) 
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               10        20        30        40        50        60 
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                           . ::..:.:                                
gi|751            IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK               
                          10        20        30                    
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 45; 24.2% identity (54.8% similar) in 62 aa overlap (2-63:104-157) 
 
                                            10        20        30  
2MEPSP                              DKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|167 EVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSKFHAKGDHEVNAEE 
            80        90       100       110       120       130    
 
              40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
         .::....       ::      ::.:: .:                  
gi|167 --MKGAKEMAEKLLRAVE------SYLLAHTAEYN               
             140             150       160               
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.1  bits: 18.3 E():   48 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (22-32:8-18) 
 
               10        20        30        40        50        60 
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                            : :.::..:.:                             
gi|144               MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGD 
                             10        20        30        40       
 
               70        80                                         
2MEPSP GAAITGGTVTVEGCGTTSLQ                                         
                                                                    
gi|144 TYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRD 
         50        60        70        80        90       100       
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.1  bits: 18.3 E():   48 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (22-32:8-18) 
 
               10        20        30        40        50        60 
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                            : :.::..:.:                             
gi|379               MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGD 
                             10        20        30        40       
 
               70        80                                         
2MEPSP GAAITGGTVTVEGCGTTSLQ                                         
                                                                    
gi|379 TYVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRD 
         50        60        70        80        90       100       
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.8  bits: 19.7 E():   50 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (38-67:340-370) 
 
        10        20        30        40        50        60        
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
          70        80 
2MEPSP GGTVTVEGCGTTSLQ 
       ::              
gi|113 GGYKV           
      370              
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
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 initn:  42 init1:  42 opt:  43  Z-score: 71.6  bits: 17.9 E():   51 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (38-72:69-101) 
 
        10        20        30        40        50        60        
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
        70        80 
2MEPSP TVTVEGCGTTSLQ 
       .. ::         
gi|148 AIGVEEWAVLVKA 
        100          
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.5  bits: 18.6 E():   52 
Smith-Waterman score: 46; 27.1% identity (56.2% similar) in 48 aa overlap (30-74:72-118) 
 
                10        20        30        40           50       
2MEPSP  DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
         60        70        80                                     
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQ                                     
       : . ..   . .. ::::                                           
gi|144 YSVLATDYDNYAI-VEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHK 
             110        120       130       140       150       160 
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.3  bits: 19.7 E():   53 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (33-67:331-365) 
 
             10        20        30        40        50        60   
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
             70        80                    
2MEPSP AITGGTVTVEGCGTTSLQ                    
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.3  bits: 19.7 E():   53 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (33-67:331-365) 
 
             10        20        30        40        50        60   
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
             70        80                    
2MEPSP AITGGTVTVEGCGTTSLQ                    
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 71.2  bits: 19.7 E():   54 
Smith-Waterman score: 48; 21.9% identity (56.2% similar) in 64 aa overlap (20-78:164-227) 
 
                          10        20        30            40      
2MEPSP            DKLISIPYVEMTLRLMERFGVKAEHSDSWDR----FYIKGGQKYKS-PK 
                                     ::...: .   :    .   :::.  :  . 
gi|746 GSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGH 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6640

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

           140       150       160       170       180       190    
 
           50        60        70        80                         
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ                         
       ...: :  .. .: .:  :   .. . .: ....                           
gi|746 GTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSKAAIN 
           200       210       220       230       240       250    
 
gi|746 MSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKSNNRA 
           260       270       280       290       300       310    
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 71.2  bits: 19.7 E():   54 
Smith-Waterman score: 48; 21.9% identity (56.2% similar) in 64 aa overlap (20-78:164-227) 
 
                          10        20        30            40      
2MEPSP            DKLISIPYVEMTLRLMERFGVKAEHSDSWDR----FYIKGGQKYKS-PK 
                                     ::...: .   :    .   :::.  :  . 
gi|129 GSISHKGQQSTDYIYDTSAGEGTYAYVVDSGVNVDHEEFEGRASKAYNAAGGQHVDSIGH 
           140       150       160       170       180       190    
 
           50        60        70        80                         
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ                         
       ...: :  .. .: .:  :   .. . .: ....                           
gi|129 GTHVSGTIAGKTYGIAKKASILSVKVFQGESSSTSVILDGFNWAANDIVSKKRTSKAAIN 
           200       210       220       230       240       250    
 
gi|129 MSLGGGYSKAFNDAVENAFEQGVLSVVAAGNENSDAGQTSPASAPDAITVAAIQKSNNRA 
           260       270       280       290       300       310    
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 18.7 E():   54 
Smith-Waterman score: 45; 38.5% identity (61.5% similar) in 26 aa overlap (49-74:102-126) 
 
       20        30        40        50        60        70         
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. ::::     
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
       80                                                           
2MEPSP LQ                                                           
                                                                    
gi|194 NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
              140       150       160       170       180       190 
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 70.8  bits: 17.2 E():   57 
Smith-Waterman score: 41; 18.4% identity (53.1% similar) in 49 aa overlap (2-50:18-64) 
 
                               10        20        30        40     
2MEPSP                 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                        ::.: :     ..   .. .:..   . .  ..:.:..  .   
gi|603 VEGDALSDTLEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAAHL 
               10        20        30        40          50         
 
           50        60        70        80 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
          .::                               
gi|603 FKLIEGYLKDHPSEYN                     
       60        70                         
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (38-67:231-261) 
 
        10        20        30        40        50        60        
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
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          70        80 
2MEPSP GGTVTVEGCGTTSLQ 
       ::              
gi|226 GGYKV           
     260               
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (36-51:111-126) 
 
          10        20        30        40        50        60      
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
          70        80      
2MEPSP GGTVTVEGCGTTSLQ      
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (36-51:111-126) 
 
          10        20        30        40        50        60      
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
          70        80      
2MEPSP GGTVTVEGCGTTSLQ      
                            
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (2-25:104-127) 
 
                                            10        20        30  
2MEPSP                              DKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|261 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
              40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                                         
gi|261 IKIEKEKAVGLLKAVESYLLAHSDAYN                       
           140       150       160                       
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (2-25:104-127) 
 
                                            10        20        30  
2MEPSP                              DKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|132 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
              40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                                         
gi|132 IKIEKEKAVGLLKAVESYLLAHSDAYN                       
           140       150       160                       
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>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (2-25:104-127) 
 
                                            10        20        30  
2MEPSP                              DKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|132 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
              40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                                         
gi|132 IKIEKEKAEGLLKAVESYHLAHSDAYN                       
           140       150       160                       
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (36-51:111-126) 
 
          10        20        30        40        50        60      
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
          70        80      
2MEPSP GGTVTVEGCGTTSLQ      
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (22-68:9-60) 
 
               10        20        30        40             50      
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASSA 
                            : :.::..: :  . : .. .    :.:   :: ....  
gi|118              MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGD 
                            10        20        30        40        
 
          60        70        80                                    
2MEPSP SYFLAGAAITGGTVTVEGCGTTSLQ                                    
       :: .  :.   .:                                                
gi|118 SYTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVRE 
        50        60        70        80        90       100        
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.0  bits: 17.2 E():   63 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (23-42:9-28) 
 
               10        20        30        40        50        60 
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                             :::   . ::  .:  : .:                   
gi|333               MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEEI 
                             10        20        30        40       
 
               70        80                   
2MEPSP GAAITGGTVTVEGCGTTSLQ                   
                                              
gi|333 QRMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
         50        60        70        80     
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 69.9  bits: 19.1 E():   64 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (38-73:259-293) 
 
        10        20        30        40        50        60        
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6643

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
        70        80 
2MEPSP TVTVEGCGTTSLQ 
       ::.. :        
gi|119 TVSAGGYKV     
       290           
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (38-72:69-101) 
 
        10        20        30        40        50        60        
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
        70        80 
2MEPSP TVTVEGCGTTSLQ 
        . :.         
gi|288 KIGVDEFAAMIKG 
        100          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.4 E():   64 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (32-58:319-345) 
 
              10        20        30        40        50        60  
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
              70        80                   
2MEPSP AAITGGTVTVEGCGTTSLQ                   
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.6  bits: 19.4 E():   66 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (20-51:182-217) 
 
                          10        20            30        40      
2MEPSP            DKLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
          50        60        70        80                          
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ                          
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 69.4  bits: 19.8 E():   68 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (5-57:417-466) 
 
                                         10        20        30     
2MEPSP                           DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
           40        50        60        70        80               
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ               
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
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           450       460       470       480       490       500    
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.1  bits: 18.3 E():   70 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (8-34:155-183) 
 
                                      10        20          30      
2MEPSP                        DKLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
          40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                                     
gi|549 CNYGPAGNVGNEPIYERK                            
          190       200                              
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (2-25:103-126) 
 
                                            10        20        30  
2MEPSP                              DKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|437 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
             80        90       100       110       120       130   
 
              40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                                         
gi|437 MKAIKEKGETLLKAVESYLLAHSDAYN                       
            140       150                                
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (2-25:103-126) 
 
                                            10        20        30  
2MEPSP                              DKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|437 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
             80        90       100       110       120       130   
 
              40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                                         
gi|437 MKAIKEKGETLLRAVESYLLAHSDAYN                       
            140       150                                
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 43; 24.2% identity (54.8% similar) in 62 aa overlap (2-63:104-157) 
 
                                            10        20        30  
2MEPSP                              DKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|154 EVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGKFHAKGDHEVNAEE 
            80        90       100       110       120       130    
 
              40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
         .::....       ::      ::.:: .:                  
gi|154 --MKGAKEMAEKLLRAVE------SYLLAHTAEYN               
             140             150       160               
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (2-25:104-127) 
 
                                            10        20        30  
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2MEPSP                              DKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|400 EVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
            80        90       100       110       120       130    
 
              40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                                         
gi|400 MKAIKEKGETLLRAVESYLLAHSDAYN                       
           140       150       160                       
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (2-25:104-127) 
 
                                            10        20        30  
2MEPSP                              DKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|132 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
            80        90       100       110       120       130    
 
              40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                                         
gi|132 MKAIKEKAEALLRAVESYLLAHSDAYN                       
           140       150       160                       
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (2-25:104-127) 
 
                                            10        20        30  
2MEPSP                              DKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
              40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                                         
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN                       
           140       150       160                       
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (2-25:104-127) 
 
                                            10        20        30  
2MEPSP                              DKLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
              40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                                         
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN                       
           140       150       160                       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.0  bits: 18.7 E():   72 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (38-67:232-262) 
 
        10        20        30        40        50        60        
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
          70        80 
2MEPSP GGTVTVEGCGTTSLQ 
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       ::              
gi|180 GGYKV           
                       
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.9  bits: 19.1 E():   72 
Smith-Waterman score: 46; 30.4% identity (67.4% similar) in 46 aa overlap (27-72:38-79) 
 
                   10        20        30        40        50       
2MEPSP     DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
         60        70        80                                     
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQ                                     
          ::.: .  ...:.                                             
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 45; 36.0% identity (60.0% similar) in 25 aa overlap (55-79:133-157) 
 
           30        40        50        60        70        80     
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ     
                                     :..:  .:  :::   .:  . ::.      
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (21-50:14-43) 
 
               10        20        30        40        50        60 
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                           . : :.::  :   .  ...  :.    ::           
gi|179        MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMDDD 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP GAAITGGTVTVEGCGTTSLQ                                         
                                                                    
gi|179 SMRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMKQLP 
            60        70        80        90       100       110    
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (21-50:14-43) 
 
               10        20        30        40        50        60 
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                           . : :.::  :   .  ...  :.    ::           
gi|144        MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMDAD 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP GAAITGGTVTVEGCGTTSLQ                                         
                                                                    
gi|144 SMRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMKQLP 
            60        70        80        90       100       110    
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 46; 25.6% identity (53.5% similar) in 43 aa overlap (43-78:268-310) 
 
             20        30        40        50        60        70   
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
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                                     : : :. : .:. . .  : ..:. . . . 
gi|151 VAFNQFGPNAGQRMPRARYGLVHVANNNYDPWNIYAIGGSSNPTILSEGNSFTAPSESYK 
       240       250       260       270       280       290        
 
                    80                                              
2MEPSP -------GCGTTSLQ                                              
              :: .::                                                
gi|151 KEVTKRIGCESTSACANWVWRSTRDAFTNGAYFVSSGKIEETNIYNSNEAFKVENGNAAP 
       300       310       320       330       340       350        
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 16.9 E():   78 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (22-39:7-24) 
 
               10        20        30        40        50        60 
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                            ::::.  . .:  .:  :                      
gi|598                MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDDI 
                              10        20        30        40      
 
               70        80                   
2MEPSP GAAITGGTVTVEGCGTTSLQ                   
                                              
gi|598 KRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
          50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 16.9 E():   78 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (22-39:7-24) 
 
               10        20        30        40        50        60 
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                            ::::.  . .:  .:  :                      
gi|598                MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDDI 
                              10        20        30        40      
 
               70        80                   
2MEPSP GAAITGGTVTVEGCGTTSLQ                   
                                              
gi|598 KRMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
          50        60        70        80    
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (17-71:159-208) 
 
                             10        20        30        40       
2MEPSP               DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
         50         60        70        80                          
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTSLQ                          
       ... .. :..:  :. ...:.  ::.                                   
gi|493 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (17-71:159-208) 
 
                             10        20        30        40       
2MEPSP               DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
         50         60        70        80                          
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTSLQ                          
       ... .. :..:  :. ...:.  ::.                                   
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gi|195 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (44-72:73-101) 
 
            20        30        40        50        60        70    
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
            80 
2MEPSP CGTTSLQ 
               
gi|193 FNHLVKH 
               
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (42-66:59-84) 
 
              20        30        40         50        60        70 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
               80              
2MEPSP VEGCGTTSLQ              
                               
gi|833 AAEEKKEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (42-67:59-83) 
 
              20        30        40         50        60        70 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
               80                
2MEPSP VEGCGTTSLQ                
                                 
gi|215 AAPEAERAEEEKEESDDDMGFGLFD 
         90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (42-66:59-84) 
 
              20        30        40         50        60        70 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
               80              
2MEPSP VEGCGTTSLQ              
                               
gi|668 AAKEKNEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 19.1 E():   81 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (50-72:145-167) 
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      20        30        40        50        60        70          
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
      80                                                            
2MEPSP Q                                                            
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (33-65:331-363) 
 
             10        20        30        40        50        60   
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
             70        80                     
2MEPSP AITGGTVTVEGCGTTSLQ                     
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
              370       380       390         
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 42; 30.0% identity (63.3% similar) in 30 aa overlap (48-77:30-59) 
 
        20        30        40        50        60        70        
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     : :. :. .  : :  ...  .:..:: .: 
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMST 
                10        20        30        40        50          
 
        80                                                          
2MEPSP SLQ                                                          
                                                                    
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (36-52:109-125) 
 
          10        20        30        40        50        60      
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
          70        80 
2MEPSP GGTVTVEGCGTTSLQ 
                       
gi|145 SQGIFKAIEGYVLSN 
      140       150    
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.3 E():   92 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (22-40:9-27) 
 
               10        20        30        40        50        60 
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                            : :.::..: :  . : ..                     
gi|518              MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPTVEVIVDGD 
                            10        20        30        40        
 
               70        80                                         
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2MEPSP GAAITGGTVTVEGCGTTSLQ                                         
                                                                    
gi|518 SYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVRE 
        50        60        70        80        90       100        
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.3 E():   92 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (22-40:9-27) 
 
               10        20        30        40        50        60 
2MEPSP DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA 
                            : :.::..: :  . : ..                     
gi|156              MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPTVEVIVDGD 
                            10        20        30        40        
 
               70        80                                         
2MEPSP GAAITGGTVTVEGCGTTSLQ                                         
                                                                    
gi|156 SYTIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVRE 
        50        60        70        80        90       100        
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (15-57:144-187) 
 
                               10        20        30        40     
2MEPSP                 DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
           50           60        70        80                      
2MEPSP NAYVEG---DASSASYFLAGAAITGGTVTVEGCGTTSLQ                      
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 19.1 E():   95 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (18-57:367-406) 
 
                            10        20        30        40        
2MEPSP              DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|156 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
        50        60        70        80                            
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ                            
       :   ::: ..                                                   
gi|156 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 19.1 E():   95 
Smith-Waterman score: 46; 30.0% identity (55.0% similar) in 40 aa overlap (18-57:367-406) 
 
                            10        20        30        40        
2MEPSP              DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 EKGVLYQNAIMAPHWNMNAHSIVYITRGNGRMQIVSENGESVFDEEIREGQLVVVPQNFA 
        340       350       360       370       380       390       
 
        50        60        70        80                            
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ                            
       :   ::: ..                                                   
gi|110 VVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVIQNSFDISREDAWNLKESRS 
        400       410       420       430       440       450       
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.7 E():   96 
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Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (62-75:13-26) 
 
              40        50        60        70        80            
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ            
                                     ::...  : :. ::                 
gi|156                   MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNT 
                                 10        20        30        40   
 
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 45; 18.4% identity (63.3% similar) in 49 aa overlap (17-65:159-207) 
 
                             10        20        30        40       
2MEPSP               DKLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . .. . .    .:. 
gi|117 VFIKRVSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNS 
      130       140       150       160       170       180         
 
         50        60        70        80                           
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ                           
       . ... . ..  :.....:                                          
gi|117 FSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQFGPNCG 
      190       200       210       220       230       240         
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (51-72:80-101) 
 
               30        40        50        60        70        80 
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|249 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (51-72:80-101) 
 
               30        40        50        60        70        80 
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|209 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.4  bits: 18.4 E():   99 
Smith-Waterman score: 44; 30.6% identity (63.9% similar) in 36 aa overlap (38-73:264-297) 
 
        10        20        30        40        50        60        
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:. 
gi|441 YAATVAAAPEVKYAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVATG--AATAAAGA 
           240       250       260       270       280         290  
 
        70        80 
2MEPSP TVTVEGCGTTSLQ 
       .... :        
gi|441 ATAAAGGYKA    
             300     
 
>>gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 [Ch  (86 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 16.6 E():   99 
Smith-Waterman score: 39; 42.9% identity (66.7% similar) in 21 aa overlap (50-70:24-44) 
 
      20        30        40        50        60        70          
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.. .:  :. :  : :.::          
gi|294        MAAEDTPQDIADRERIFKRFDTNGDGKISSSELGDALKTLGSVTPDEVRRMMA 
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                      10        20        30        40        50    
 
      80                                 
2MEPSP Q                                 
                                         
gi|294 EIDTDGDGFISFDEFTDFARANRGLVKDVSKIF 
            60        70        80       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:47 2011 done: Tue Apr 19 10:57:47 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 204  - 283 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     4     0:= 
  30     2     2:* 
  32     4     8:=* 
  34    13    22:==== * 
  36    57    44:==========*==== 
  38    77    73:==================*= 
  40    63   102:================         * 
  42    92   125:=======================        * 
  44    92   138:=======================           * 
  46   204   140:==================================*================ 
  48   185   134:=================================*============= 
  50   129   122:==============================*== 
  52   128   108:==========================*===== 
  54   101    92:======================*=== 
  56    40    77:==========         * 
  58    56    63:============== * 
  60    23    51:======      * 
  62    34    41:========= * 
  64    28    33:======= * 
  66    19    26:===== * 
  68    44    20:====*====== 
  70    22    16:===*== 
  72     9    12:==* 
  74    12    10:==* 
  76    18     8:=*=== 
  78     7     6:=* 
  80     2     5:=* 
  82     6     3:*= 
  84     8     3:*= 
  86     4     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
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 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.96010.00362; mu= 11.9820 0.188 
 mean_var=35.5220 8.856, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.215192 
 Kolmogorov-Smirnov  statistic: 0.0728 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.6     2.1 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   58 22.4     2.4 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   57 22.1     2.9 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   58 22.5     3.1 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.7       4 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 22.4     7.5 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   57 22.4     7.7 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   54 21.3     8.3 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   54 21.3     8.4 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   56 22.1       9 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.0     9.6 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.3      10 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.3      10 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.0      10 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   54 21.4      11 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   54 21.4      11 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   54 21.4      11 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   54 21.4      11 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   54 21.4      12 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   55 21.8      12 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.4      13 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   56 22.1      13 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   56 22.2      13 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.5      16 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   54 21.5      18 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.3      20 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.3      20 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 20.1      21 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   49 19.7      22 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.7      22 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.0      23 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   54 21.6      23 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   48 19.4      24 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.0      24 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.1      25 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.4      26 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   54 21.6      26 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.8      27 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   52 20.9      30 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.9      31 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.9      31 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.9      31 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.9      31 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.9      31 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.9      31 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.9      31 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.9      31 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.9      31 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.9      31 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.9      31 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.9      31 
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gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.9      31 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.1      31 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.2      32 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.3      32 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 18.0      36 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   51 20.6      37 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 18.4      37 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.4      37 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.3      38 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 21.0      39 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 21.0      39 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.0      41 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.3      41 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   46 18.8      41 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.3      46 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.3      46 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.5      47 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.5      47 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.7      50 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.3      51 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   45 18.5      51 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   48 19.6      51 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.1      53 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.1      53 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.6      55 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.8      56 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.5      57 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.6      58 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.6      58 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.5      59 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.8      59 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   43 17.8      59 
gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen (  74)   41 17.1      62 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.9      63 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.2      63 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.2      63 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   44 18.2      63 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.2      63 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   44 18.2      63 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   44 18.2      63 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.8      66 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.2      68 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.3      68 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.9      69 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.1      69 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.3      70 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.5      70 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.8      71 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.8      71 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.3      72 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 19.7      74 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   43 17.9      75 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   43 17.9      75 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   43 17.9      75 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   43 17.9      75 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.9      75 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   43 17.9      75 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   43 17.9      75 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   43 17.9      75 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   43 17.9      75 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   43 17.9      75 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 17.9      75 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   43 17.9      75 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   43 17.9      75 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   43 17.9      75 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   43 17.9      75 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   43 17.9      75 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.2      77 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   43 17.9      77 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   43 17.9      77 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.6      78 
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gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   43 17.9      78 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   43 17.9      78 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   43 17.9      78 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   43 17.9      78 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   43 17.9      78 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   45 18.6      82 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 17.5      82 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 17.5      82 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.0      83 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   46 19.0      84 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   46 19.0      84 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 16.8      85 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 16.8      85 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.2      86 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.2      87 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.2      87 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.2      87 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.0      88 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.0      88 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   42 17.5      92 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.5      92 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   46 19.0   1e 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 96.8  bits: 24.6 E():  2.1 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (33-69:8-44) 
 
             10        20        30        40        50        60   
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
             70        80                                           
2MEPSP ITGGTVTVEGCGTTSLQG                                           
       . .:. :                                                      
gi|144 VPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 95.8  bits: 22.4 E():  2.4 
Smith-Waterman score: 58; 28.3% identity (56.7% similar) in 60 aa overlap (14-72:26-84) 
 
                           10        20        30         40        
2MEPSP             KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
        50        60        70        80                      
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQG                      
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 94.1  bits: 22.1 E():  2.9 
Smith-Waterman score: 57; 28.3% identity (56.7% similar) in 60 aa overlap (14-72:26-84) 
 
                           10        20        30         40        
2MEPSP             KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
        50        60        70        80                      
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQG                      
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
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>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 93.5  bits: 22.5 E():  3.1 
Smith-Waterman score: 58; 32.0% identity (60.0% similar) in 50 aa overlap (32-78:52-101) 
 
              10        20        30        40           50         
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
       60        70        80                                       
2MEPSP AGAAITGGTVTVEGCGTTSLQG                                       
       .:.: . :.  : :  :...                                         
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 91.7  bits: 23.7 E():    4 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (33-69:8-44) 
 
             10        20        30        40        50        60   
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
             70        80                                           
2MEPSP ITGGTVTVEGCGTTSLQG                                           
       .  :. :                                                      
gi|144 VPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 86.8  bits: 22.4 E():  7.5 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (18-66:151-193) 
 
                            10        20        30        40        
2MEPSP              KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
        50        60        70        80                            
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQG                            
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  57  Z-score: 86.6  bits: 22.4 E():  7.7 
Smith-Waterman score: 57; 30.4% identity (60.9% similar) in 46 aa overlap (37-79:79-123) 
 
         10        20        30        40        50        60       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
            70        80                                            
2MEPSP ---TVTVEGCGTTSLQG                                            
          ..:. .  ::: :                                             
gi|170 IEDSLTISNL-TTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEE 
      110        120       130       140       150       160        
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 86.0  bits: 21.3 E():  8.3 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (21-73:63-117) 
 
                         10        20        30        40           
2MEPSP           KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
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gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
        50        60        70        80                            
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQG                            
       .: : :: : . ..   . .. ::::                                   
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYT 
            100       110        120       130       140       150  
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 85.9  bits: 21.3 E():  8.4 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (21-73:64-118) 
 
                         10        20        30        40           
2MEPSP           KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
        50        60        70        80                            
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQG                            
       .: : :: : . ..   . .. ::::                                   
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYT 
           100       110        120       130       140       150   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.3  bits: 22.1 E():    9 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (37-66:59-88) 
 
         10        20        30        40        50        60       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
         70        80                                               
2MEPSP TVTVEGCGTTSLQG                                               
                                                                    
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 84.8  bits: 21.0 E():  9.6 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (45-73:86-113) 
 
           20        30        40        50        60        70     
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
           80                                                
2MEPSP TTSLQG                                                
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 84.3  bits: 20.3 E():   10 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (19-56:18-58) 
 
               10        20        30        40           50        
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASSASYF 
                         : .:  : ..  :. : : . :.:   :.:..  : .....  
gi|179  MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFI 
                10        20        30        40        50          
 
        60        70        80                            
2MEPSP LAGAAITGGTVTVEGCGTTSLQG                            
                                                          
gi|179 EEDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
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      60        70        80        90       100          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 84.3  bits: 20.3 E():   10 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (37-71:69-101) 
 
         10        20        30        40        50        60       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
         70        80 
2MEPSP TVTVEGCGTTSLQG 
        . ::          
gi|207 KIGVEEFQALVKA  
        100           
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 84.2  bits: 21.0 E():   10 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (45-73:102-129) 
 
           20        30        40        50        60        70     
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
           80                                                
2MEPSP TTSLQG                                                
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 83.8  bits: 21.4 E():   11 
Smith-Waterman score: 54; 25.4% identity (57.6% similar) in 59 aa overlap (20-78:22-74) 
 
                 10        20        30        40        50         
2MEPSP   KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
       60        70        80                                       
2MEPSP AGAAITGGTVTVEGCGTTSLQG                                       
       .  :  .:   . :::.: .                                         
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 83.5  bits: 21.4 E():   11 
Smith-Waterman score: 54; 25.4% identity (57.6% similar) in 59 aa overlap (20-78:33-85) 
 
                          10        20        30        40          
2MEPSP            KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
      50        60        70        80                              
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQG                              
       .... .:  .  :  .:   . :::.: .                                
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 83.5  bits: 21.4 E():   11 
Smith-Waterman score: 54; 25.4% identity (57.6% similar) in 59 aa overlap (20-78:33-85) 
 
                          10        20        30        40          
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2MEPSP            KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
      50        60        70        80                              
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQG                              
       .... .:  .  :  .:   . :::.: .                                
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 83.5  bits: 21.4 E():   11 
Smith-Waterman score: 54; 25.4% identity (57.6% similar) in 59 aa overlap (20-78:33-85) 
 
                          10        20        30        40          
2MEPSP            KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
      50        60        70        80                              
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQG                              
       .... .:  .  :  .:   . :::.: .                                
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 83.3  bits: 21.4 E():   12 
Smith-Waterman score: 54; 25.4% identity (57.6% similar) in 59 aa overlap (20-78:39-91) 
 
                          10        20        30        40          
2MEPSP            KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
      50        60        70        80                              
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQG                              
       .... .:  .  :  .:   . :::.: .                                
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.2  bits: 21.8 E():   12 
Smith-Waterman score: 55; 30.0% identity (63.3% similar) in 30 aa overlap (37-66:79-108) 
 
         10        20        30        40        50        60       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
         70        80                                               
2MEPSP TVTVEGCGTTSLQG                                               
                                                                    
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 82.6  bits: 21.4 E():   13 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (37-72:264-297) 
 
         10        20        30        40        50        60       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
         70        80 
2MEPSP TVTVEGCGTTSLQG 
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       .... :         
gi|663 ATAAAGGYKA     
             300      
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  56  Z-score: 82.6  bits: 22.1 E():   13 
Smith-Waterman score: 56; 32.6% identity (58.7% similar) in 46 aa overlap (35-78:423-466) 
 
           10        20        30        40        50        60     
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
           70          80                                
2MEPSP GGTVTVE--GCGTTSLQG                                
       .:   .:  :: :...                                  
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 82.3  bits: 22.2 E():   13 
Smith-Waterman score: 56; 22.0% identity (62.7% similar) in 59 aa overlap (12-70:118-170) 
 
                                  10        20        30        40  
2MEPSP                    KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRI---VEFQS 
        90       100       110       120       130          140     
 
              50        60        70        80                      
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG                      
         :. .    :.:.:.:.   . .: .:.                                
gi|149 NPNTLILPKHSDADYILV---VLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILN 
          150       160          170       180       190       200  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 80.7  bits: 21.5 E():   16 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (17-50:279-317) 
 
                             10           20        30        40    
2MEPSP               KLISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
              50        60        70        80                      
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG                      
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 79.8  bits: 21.5 E():   18 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (12-70:204-256) 
 
                                  10        20        30        40  
2MEPSP                    KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
              50        60        70        80                      
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG                      
         :. .    :.:...:.   . .: .:.                                
gi|149 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 79.3  bits: 19.3 E():   20 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (42-71:73-101) 
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              20        30        40        50        60        70  
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
              80 
2MEPSP GCGTTSLQG 
                 
gi|288 EFAVWVKQ  
                 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.1  bits: 19.3 E():   20 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (41-66:59-84) 
 
               20        30        40        50        60        70 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
               80              
2MEPSP EGCGTTSLQG              
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.5  bits: 20.1 E():   21 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (21-77:72-127) 
 
                         10        20        30        40        50 
2MEPSP           KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
 
               60        70        80                               
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQG                               
         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 49; 29.2% identity (66.7% similar) in 24 aa overlap (1-24:104-127) 
 
                                             10        20        30 
2MEPSP                               KLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :    ::..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
               40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                                          
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN                        
           140       150       160                        
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (45-73:84-111) 
 
           20        30        40        50        60        70     
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
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           80                                              
2MEPSP TTSLQG                                              
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.1  bits: 19.0 E():   23 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (34-53:53-72) 
 
            10        20        30        40        50        60    
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
            70        80   
2MEPSP TGGTVTVEGCGTTSLQG   
                           
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.9  bits: 21.6 E():   23 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (12-70:204-256) 
 
                                  10        20        30        40  
2MEPSP                    KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
              50        60        70        80                      
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG                      
         :. .    :.:...:.   . .: .:.                                
gi|169 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 77.6  bits: 19.4 E():   24 
Smith-Waterman score: 48; 29.4% identity (47.1% similar) in 34 aa overlap (2-35:66-99) 
 
                                            10        20        30  
2MEPSP                              KLISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                                     .:..  . : .     ::: :    ::    
gi|291 PSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYR 
          40        50        60        70        80        90      
 
              40        50        60        70        80 
2MEPSP YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
       :. :                                              
gi|291 YVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS     
         100       110       120       130       140     
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.0 E():   24 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (21-44:20-43) 
 
               10        20        30        40        50        60 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                           ::: : .   :. : :   ::: .                 
gi|145  MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFV 
                10        20        30        40        50          
 
               70        80                               
2MEPSP AAITGGTVTVEGCGTTSLQG                               
                                                          
gi|145 EEDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
      60        70        80        90       100          
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
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 initn:  48 init1:  48 opt:  50  Z-score: 77.3  bits: 20.1 E():   25 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (33-63:25-54) 
 
             10        20        30        40        50        60   
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     : ::..  :: .:  .   .:::.: .:.  
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
             70        80                                           
2MEPSP ITGGTVTVEGCGTTSLQG                                           
       .                                                            
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.1  bits: 19.4 E():   26 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (65-80:140-152) 
 
           40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     :: ::   ::  .::: 
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG 
     110       120       130       140          150   
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 76.9  bits: 21.6 E():   26 
Smith-Waterman score: 54; 25.0% identity (68.8% similar) in 32 aa overlap (1-32:384-415) 
 
                                             10        20        30 
2MEPSP                               KLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :....   ... . .: :.  ::  ...:. 
gi|833 LIPEWLGFIKGVVDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFDK 
           360       370       380       390       400       410    
 
               40        50        60        70        80           
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG           
       ::                                                           
gi|833 FYSAFSKNIKLGIHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYITG 
           420       430       440       450       460       470    
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.8  bits: 19.8 E():   27 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (28-63:166-201) 
 
                  10        20        30        40        50        
2MEPSP    KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
        60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQG 
        : : .                  
gi|116 EAVAKVNFQ               
         200                   
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 52; 25.8% identity (53.2% similar) in 62 aa overlap (17-78:376-437) 
 
                             10        20        30        40       
2MEPSP               KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
         50        60        70        80                           
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG                           
       :   ::: ..  ..   .: . : .  : .:.                             
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
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         410       420       430       440       450       460      
 
gi|110 ETTIFAPGSSSQRKSQSERERQREREEREIH 
         470       480       490       
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (34-73:437-480) 
 
            10        20        30        40            50          
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      60        70        80                            
2MEPSP GAAITGGTVTVEGCGTTSLQG                            
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (34-73:437-480) 
 
            10        20        30        40            50          
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      60        70        80                            
2MEPSP GAAITGGTVTVEGCGTTSLQG                            
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (34-73:437-480) 
 
            10        20        30        40            50          
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      60        70        80                            
2MEPSP GAAITGGTVTVEGCGTTSLQG                            
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (34-73:437-480) 
 
            10        20        30        40            50          
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      60        70        80                            
2MEPSP GAAITGGTVTVEGCGTTSLQG                            
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
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Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (34-73:437-480) 
 
            10        20        30        40            50          
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      60        70        80                            
2MEPSP GAAITGGTVTVEGCGTTSLQG                            
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (34-73:437-480) 
 
            10        20        30        40            50          
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      60        70        80                            
2MEPSP GAAITGGTVTVEGCGTTSLQG                            
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (34-73:437-480) 
 
            10        20        30        40            50          
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      60        70        80                            
2MEPSP GAAITGGTVTVEGCGTTSLQG                            
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (34-73:437-480) 
 
            10        20        30        40            50          
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      60        70        80                            
2MEPSP GAAITGGTVTVEGCGTTSLQG                            
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (34-73:437-480) 
 
            10        20        30        40            50          
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6666

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
      60        70        80                            
2MEPSP GAAITGGTVTVEGCGTTSLQG                            
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (34-73:437-480) 
 
            10        20        30        40            50          
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      60        70        80                            
2MEPSP GAAITGGTVTVEGCGTTSLQG                            
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (34-73:437-480) 
 
            10        20        30        40            50          
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      60        70        80                            
2MEPSP GAAITGGTVTVEGCGTTSLQG                            
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (34-73:437-480) 
 
            10        20        30        40            50          
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      60        70        80                            
2MEPSP GAAITGGTVTVEGCGTTSLQG                            
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (34-73:437-480) 
 
            10        20        30        40            50          
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      60        70        80                            
2MEPSP GAAITGGTVTVEGCGTTSLQG                            
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
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>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 75.5  bits: 19.1 E():   31 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (53-79:9-38) 
 
             30        40        50           60        70          
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 75.4  bits: 16.2 E():   32 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (20-28:10-18) 
 
               10        20        30        40        50        60 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                          . ::..:.:                                 
gi|409           IAKVPPGGXITAEYGDKWLD                               
                         10        20                               
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 75.4  bits: 21.3 E():   32 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (7-56:539-592) 
 
                                       10            20        30   
2MEPSP                         KLISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
             40        50        60        70        80             
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG             
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 74.4  bits: 18.0 E():   36 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (21-69:7-41) 
 
               10        20        30        40        50        60 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                           ::::    :::.    .:. .      .::.. .:  :.  
gi|212               MADATEKAEH----DRFF----KKFDA------NGDGTISSTELGD 
                             10                      20        30   
 
               70        80                                
2MEPSP AAITGGTVTVEGCGTTSLQG                                
       :  . :.::                                           
gi|212 ALKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             40        50        60        70        80    
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.3  bits: 20.6 E():   37 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (2-20:12-30) 
 
                         10        20        30        40        50 
2MEPSP           KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                  :..::.. .: :  .: ::                               
gi|424 NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLYALFQEKLETSP 
               10        20        30        40        50        60 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.2  bits: 18.4 E():   37 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (37-71:69-101) 
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         10        20        30        40        50        60       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
         70        80 
2MEPSP TVTVEGCGTTSLQG 
        . ::          
gi|207 KIGVEEFQALVKA  
        100           
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.2  bits: 18.4 E():   37 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (22-44:21-43) 
 
               10        20        30        40        50        60 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                            : .: .. .:.   : : :::..                 
gi|225  MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFI 
                10        20        30        40        50          
 
               70        80                                
2MEPSP AAITGGTVTVEGCGTTSLQG                                
                                                           
gi|225 EEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
      60        70        80        90       100       110 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.1  bits: 17.3 E():   38 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (23-41:1-19) 
 
               10        20        30        40        50        60 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                             ::   . ::  ::  : .:                    
gi|377                       EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQ 
                                     10        20        30         
 
               70        80 
2MEPSP AAITGGTVTVEGCGTTSLQG 
                            
gi|377 RMMAEIDTDGDGFL       
       40        50         
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.8  bits: 21.0 E():   39 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (20-56:553-589) 
 
                          10        20        30        40          
2MEPSP            KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
      50        60        70        80                              
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQG                              
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.8  bits: 21.0 E():   39 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (20-56:553-589) 
 
                          10        20        30        40          
2MEPSP            KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
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      50        60        70        80                              
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQG                              
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 73.4  bits: 21.0 E():   41 
Smith-Waterman score: 52; 26.9% identity (52.2% similar) in 67 aa overlap (19-80:89-152) 
 
                           10        20        30             40    
2MEPSP             KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:  . .. :   .:::     .  :.   
gi|219 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKIVYVNGTDS--VKGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
            50        60        70        80                        
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG                        
       :::  :....:   :   : .:  ..  : : .. .:                        
gi|219 NAYKAGSVNGAFSGLK-LAKSGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFV 
        120       130        140       150       160       170      
 
gi|219 RHWDTYVGTQFNAVFSGALTKSGDKYSFDGKLKNLVHPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 73.4  bits: 20.3 E():   41 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (12-63:53-104) 
 
                                  10        20        30        40  
2MEPSP                    KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
                 50        60        70        80                   
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVTVEGCGTTSLQG                   
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 46; 23.7% identity (63.2% similar) in 38 aa overlap (1-38:104-139) 
 
                                             10        20        30 
2MEPSP                               KLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|226 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
               40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
         :::...                                           
gi|226 --IKGAKEMAEKLLRAVETYLLAHSAEYN                      
             140       150       160                      
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (34-66:269-302) 
 
            10        20        30        40        50         60   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
             70        80                                           
2MEPSP ITGGTVTVEGCGTTSLQG                                           
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
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      300       310       320       330       340       350         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (34-66:269-302) 
 
            10        20        30        40        50         60   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
             70        80                                           
2MEPSP ITGGTVTVEGCGTTSLQG                                           
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.3  bits: 18.5 E():   47 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (18-45:87-110) 
 
                            10        20        30        40        
2MEPSP              KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                         
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.3  bits: 18.5 E():   47 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (18-45:87-110) 
 
                            10        20        30        40        
2MEPSP              KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                         
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
            120       130       140      
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.9  bits: 20.7 E():   50 
Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (20-77:65-133) 
 
                          10        20        30        40          
2MEPSP            KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
                50        60        70         80                   
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQG                   
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
          160       170       180       190       200       210     
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.7  bits: 16.3 E():   51 
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Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (20-28:10-18) 
 
               10        20        30        40        50        60 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                          . ::..:.:                                 
gi|751           IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                
                         10        20        30                     
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 45; 24.2% identity (54.8% similar) in 62 aa overlap (1-62:104-157) 
 
                                             10        20        30 
2MEPSP                               KLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|167 EVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSKFHAKGDHEVNAEE 
            80        90       100       110       120       130    
 
               40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
         .::....       ::      ::.:: .:                   
gi|167 --MKGAKEMAEKLLRAVE------SYLLAHTAEYN                
             140             150       160                
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.7  bits: 19.6 E():   51 
Smith-Waterman score: 48; 31.0% identity (65.5% similar) in 58 aa overlap (26-80:38-91) 
 
                    10        20        30        40        50      
2MEPSP      KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
          60          70         80                                 
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQG                                 
          ::.:  . ...: : .  . .:.::                                 
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 18.1 E():   53 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (21-31:8-18) 
 
               10        20        30        40        50        60 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                           : :.::..:.:                              
gi|144              MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDT 
                            10        20        30        40        
 
               70        80                                         
2MEPSP AAITGGTVTVEGCGTTSLQG                                         
                                                                    
gi|144 YVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDF 
        50        60        70        80        90       100        
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 18.1 E():   53 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (21-31:8-18) 
 
               10        20        30        40        50        60 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                           : :.::..:.:                              
gi|379              MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDT 
                            10        20        30        40        
 
               70        80                                         
2MEPSP AAITGGTVTVEGCGTTSLQG                                         
                                                                    
gi|379 YVFRSLSTFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDF 
        50        60        70        80        90       100        
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>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.1  bits: 19.6 E():   55 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (37-66:340-370) 
 
         10        20        30        40        50        60       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
           70        80 
2MEPSP GGTVTVEGCGTTSLQG 
       ::               
gi|113 GGYKV            
      370               
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.9  bits: 17.8 E():   56 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (37-71:69-101) 
 
         10        20        30        40        50        60       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
         70        80 
2MEPSP TVTVEGCGTTSLQG 
       .. ::          
gi|148 AIGVEEWAVLVKA  
        100           
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 18.5 E():   57 
Smith-Waterman score: 46; 27.1% identity (56.2% similar) in 48 aa overlap (29-73:72-118) 
 
                 10        20        30        40           50      
2MEPSP   KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
          60        70        80                                    
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQG                                    
       : . ..   . .. ::::                                           
gi|144 YSVLATDYDNYAI-VEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHK 
             110        120       130       140       150       160 
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (32-66:331-365) 
 
              10        20        30        40        50        60  
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
              70        80                   
2MEPSP AITGGTVTVEGCGTTSLQG                   
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (32-66:331-365) 
 
              10        20        30        40        50        60  
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
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                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
              70        80                   
2MEPSP AITGGTVTVEGCGTTSLQG                   
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 18.5 E():   59 
Smith-Waterman score: 45; 38.5% identity (61.5% similar) in 26 aa overlap (48-73:102-126) 
 
        20        30        40        50        60        70        
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. ::::     
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
        80                                                          
2MEPSP LQG                                                          
                                                                    
gi|194 NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
              140       150       160       170       180       190 
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.5  bits: 17.8 E():   59 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (41-80:20-60) 
 
               20        30        40        50        60        70 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     :  .: . :...:.     : . .::.:   
gi|384            MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPP 
                          10        20        30        40          
 
                80                                                  
2MEPSP EGC-GTTSLQG                                                  
         : :  ...:                                                  
gi|384 ACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTST 
      50        60        70        80        90       100          
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.5  bits: 17.8 E():   59 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (41-80:20-60) 
 
               20        30        40        50        60        70 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     :  .: . :...:.     : . .::.:   
gi|144            MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPP 
                          10        20        30        40          
 
                80                                                  
2MEPSP EGC-GTTSLQG                                                  
         : :  ...:                                                  
gi|144 ACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTST 
      50        60        70        80        90       100          
 
>>gi|60389905|sp||Q5ULZ4_3 [Segment 3 of 3] Allergen Fra  (74 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 70.1  bits: 17.1 E():   62 
Smith-Waterman score: 41; 18.4% identity (53.1% similar) in 49 aa overlap (1-49:18-64) 
 
                                10        20        30        40    
2MEPSP                  KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                        ::.: :     ..   .. .:..   . .  ..:.:..  .   
gi|603 VEGDALSDTLEKIDYETKLVSAPSSSTIIKTTSKYHTKGDVEIKEE--HVKAGKEKAAHL 
               10        20        30        40          50         
 
            50        60        70        80 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
          .::                                
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gi|603 FKLIEGYLKDHPSEYN                      
       60        70                          
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (37-66:231-261) 
 
         10        20        30        40        50        60       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
           70        80 
2MEPSP GGTVTVEGCGTTSLQG 
       ::               
gi|226 GGYKV            
     260                
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (35-50:111-126) 
 
           10        20        30        40        50        60     
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
           70        80     
2MEPSP GGTVTVEGCGTTSLQG     
                            
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (35-50:111-126) 
 
           10        20        30        40        50        60     
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
           70        80     
2MEPSP GGTVTVEGCGTTSLQG     
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (1-24:104-127) 
 
                                             10        20        30 
2MEPSP                               KLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|261 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
               40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                                          
gi|261 IKIEKEKAVGLLKAVESYLLAHSDAYN                        
           140       150       160                        
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (35-50:111-126) 
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           10        20        30        40        50        60     
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
           70        80     
2MEPSP GGTVTVEGCGTTSLQG     
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (1-24:104-127) 
 
                                             10        20        30 
2MEPSP                               KLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|132 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
               40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                                          
gi|132 IKIEKEKAVGLLKAVESYLLAHSDAYN                        
           140       150       160                        
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 44; 25.0% identity (66.7% similar) in 24 aa overlap (1-24:104-127) 
 
                                             10        20        30 
2MEPSP                               KLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :.. ..: .:..:       
gi|132 EVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKFHTKGDHEINAEQ 
            80        90       100       110       120       130    
 
               40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                                          
gi|132 IKIEKEKAEGLLKAVESYHLAHSDAYN                        
           140       150       160                        
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (21-67:9-60) 
 
               10        20        30        40             50      
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASSAS 
                           : :.::..: :  . : .. .    :.:   :: .... : 
gi|118             MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGDS 
                           10        20        30        40         
 
          60        70        80                                    
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQG                                    
       : .  :.   .:                                                 
gi|118 YTIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVREF 
       50        60        70        80        90       100         
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.4  bits: 18.2 E():   68 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (59-80:150-172) 
 
       30        40        50        60         70        80    
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQG    
                                     :::: . ::..:: .   ::  :    
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV 
     120       130       140       150       160       170      
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
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 initn:  40 init1:  40 opt:  47  Z-score: 69.3  bits: 19.3 E():   68 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (31-77:68-112) 
 
               10        20        30        40        50        60 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
               70        80                                         
2MEPSP AAITGGTVTVEGCGTTSLQG                                         
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (37-72:259-293) 
 
         10        20        30        40        50        60       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
         70        80 
2MEPSP TVTVEGCGTTSLQG 
       ::.. :         
gi|119 TVSAGGYKV      
       290            
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 17.1 E():   69 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (22-41:9-28) 
 
               10        20        30        40        50        60 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                            :::   . ::  .:  : .:                    
gi|333              MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEEIQ 
                            10        20        30        40        
 
               70        80                  
2MEPSP AAITGGTVTVEGCGTTSLQG                  
                                             
gi|333 RMMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
        50        60        70        80     
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (31-57:319-345) 
 
               10        20        30        40        50        60 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
               70        80                  
2MEPSP AAITGGTVTVEGCGTTSLQG                  
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.2  bits: 17.5 E():   70 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (37-71:69-101) 
 
         10        20        30        40        50        60       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
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       40        50        60        70          80        90       
 
         70        80 
2MEPSP TVTVEGCGTTSLQG 
        . :.          
gi|288 KIGVDEFAAMIKG  
        100           
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.0  bits: 17.8 E():   71 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (65-80:132-144) 
 
           40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     :: :.   ::  .::: 
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG 
             110       120       130          140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.0  bits: 17.8 E():   71 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (65-80:132-144) 
 
           40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     :: :.   ::  .::: 
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG 
             110       120       130          140     
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.0  bits: 19.3 E():   72 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (19-50:182-217) 
 
                           10        20            30        40     
2MEPSP             KLISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
           50        60        70        80                         
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG                         
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 68.7  bits: 19.7 E():   74 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (4-56:417-466) 
 
                                          10        20        30    
2MEPSP                            KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
            40        50        60        70        80              
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG              
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (65-80:140-152) 
 
           40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     :: :.   ::  .::: 
gi|145 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG 
     110       120       130       140          150   
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
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 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (65-80:140-152) 
 
           40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     :: :.   ::  .::: 
gi|160 SIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA---CGIIGLQG 
     110       120       130       140          150   
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (65-80:140-152) 
 
           40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     :: :.   ::  .::: 
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG 
     110       120       130       140          150   
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (65-80:140-152) 
 
           40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     :: :.   ::  .::: 
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG 
     110       120       130       140          150   
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (65-80:140-152) 
 
           40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     :: :.   ::  .::: 
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG 
     110       120       130       140          150   
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (65-80:140-152) 
 
           40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     :: :.   ::  .::: 
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG 
     110       120       130       140          150   
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (65-80:140-152) 
 
           40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     :: :.   ::  .::: 
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG 
     110       120       130       140          150   
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (65-80:140-152) 
 
           40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     :: :.   ::  .::: 
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG 
     110       120       130       140          150   
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
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Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (65-80:140-152) 
 
           40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     :: :.   ::  .::: 
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG 
     110       120       130       140          150   
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (65-80:140-152) 
 
           40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     :: :.   ::  .::: 
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRVA---CGIIGLQG 
     110       120       130       140          150   
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (65-80:140-152) 
 
           40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     :: :.   ::  .::: 
gi|160 SIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA---CGIIGLQG 
     110       120       130       140          150   
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (65-80:140-152) 
 
           40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     :: :.   ::  .::: 
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG 
     110       120       130       140          150   
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (65-80:140-152) 
 
           40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     :: :.   ::  .::: 
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG 
     110       120       130       140          150   
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (65-80:140-152) 
 
           40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     :: :.   ::  .::: 
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG 
     110       120       130       140          150   
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (65-80:140-152) 
 
           40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     :: :.   ::  .::: 
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG 
     110       120       130       140          150   
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (65-80:140-152) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6680

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
           40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     :: :.   ::  .::: 
gi|160 SIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA---CGIIGLQG 
     110       120       130       140          150   
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.5  bits: 18.2 E():   77 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (7-33:155-183) 
 
                                       10        20          30     
2MEPSP                         KLISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
           40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                                      
gi|549 CNYGPAGNVGNEPIYERK                             
          190       200                               
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (1-24:103-126) 
 
                                             10        20        30 
2MEPSP                               KLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|437 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
             80        90       100       110       120       130   
 
               40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                                          
gi|437 MKAIKEKGETLLKAVESYLLAHSDAYN                        
            140       150                                 
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (1-24:103-126) 
 
                                             10        20        30 
2MEPSP                               KLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|437 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
             80        90       100       110       120       130   
 
               40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                                          
gi|437 MKAIKEKGETLLRAVESYLLAHSDAYN                        
            140       150                                 
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (37-66:232-262) 
 
         10        20        30        40        50        60       
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
           70        80 
2MEPSP GGTVTVEGCGTTSLQG 
       ::               
gi|180 GGYKV            
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>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 24.2% identity (54.8% similar) in 62 aa overlap (1-62:104-157) 
 
                                             10        20        30 
2MEPSP                               KLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:  . .. 
gi|154 EVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGKFHAKGDHEVNAEE 
            80        90       100       110       120       130    
 
               40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
         .::....       ::      ::.:: .:                   
gi|154 --MKGAKEMAEKLLRAVE------SYLLAHTAEYN                
             140             150       160                
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (1-24:104-127) 
 
                                             10        20        30 
2MEPSP                               KLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
gi|132 EVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
            80        90       100       110       120       130    
 
               40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                                          
gi|132 MKAIKEKAEALLRAVESYLLAHSDAYN                        
           140       150       160                        
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (1-24:104-127) 
 
                                             10        20        30 
2MEPSP                               KLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|584 EVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
               40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                                          
gi|584 MKGAKEMAEKLLRAVETYLLAHSAEYN                        
           140       150       160                        
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 25.0% identity (62.5% similar) in 24 aa overlap (1-24:104-127) 
 
                                             10        20        30 
2MEPSP                               KLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     :... :     :..  .: .:..:       
gi|226 EVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKFHAKGDHEINAEE 
            80        90       100       110       120       130    
 
               40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                                          
gi|226 MKGAKEMAEKLLRAVETYLLAHSAEYN                        
           140       150       160                        
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 25.0% identity (66.7% similar) in 24 aa overlap (1-24:104-127) 
 
                                             10        20        30 
2MEPSP                               KLISIPYVEMTLRLMERFGVKAEHSDSWDR 
                                     ::.. :     :.. ... .:..:       
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gi|400 EVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEH 
            80        90       100       110       120       130    
 
               40        50        60        70        80 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                                          
gi|400 MKAIKEKGETLLRAVESYLLAHSDAYN                        
           140       150       160                        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 45; 36.0% identity (60.0% similar) in 25 aa overlap (54-78:133-157) 
 
            30        40        50        60        70        80    
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG    
                                     :..:  .:  :::   .:  . ::.      
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (20-49:14-43) 
 
               10        20        30        40        50        60 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                          . : :.::  :   .  ...  :.    ::            
gi|179       MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMDDDS 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP AAITGGTVTVEGCGTTSLQG                                         
                                                                    
gi|179 MRGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMKQLPN 
           60        70        80        90       100       110     
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (20-49:14-43) 
 
               10        20        30        40        50        60 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                          . : :.::  :   .  ...  :.    ::            
gi|144       MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMDADS 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP AAITGGTVTVEGCGTTSLQG                                         
                                                                    
gi|144 MRGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMKQLPN 
           60        70        80        90       100       110     
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 67.8  bits: 19.0 E():   83 
Smith-Waterman score: 46; 25.6% identity (53.5% similar) in 43 aa overlap (42-77:268-310) 
 
              20        30        40        50        60        70  
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     : : :. : .:. . .  : ..:. . . . 
gi|151 VAFNQFGPNAGQRMPRARYGLVHVANNNYDPWNIYAIGGSSNPTILSEGNSFTAPSESYK 
       240       250       260       270       280       290        
 
                     80                                             
2MEPSP -------GCGTTSLQG                                             
              :: .::                                                
gi|151 KEVTKRIGCESTSACANWVWRSTRDAFTNGAYFVSSGKIEETNIYNSNEAFKVENGNAAP 
       300       310       320       330       340       350        
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
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 initn:  44 init1:  44 opt:  46  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (16-70:159-208) 
 
                              10        20        30        40      
2MEPSP                KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
          50         60        70        80                         
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTSLQG                         
       ... .. :..:  :. ...:.  ::.                                   
gi|195 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (16-70:159-208) 
 
                              10        20        30        40      
2MEPSP                KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
          50         60        70        80                         
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTSLQG                         
       ... .. :..:  :. ...:.  ::.                                   
gi|493 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 16.8 E():   85 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (21-38:7-24) 
 
               10        20        30        40        50        60 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                           ::::.  . .:  .:  :                       
gi|598               MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDDIK 
                             10        20        30        40       
 
               70        80                  
2MEPSP AAITGGTVTVEGCGTTSLQG                  
                                             
gi|598 RMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 16.8 E():   85 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (21-38:7-24) 
 
               10        20        30        40        50        60 
2MEPSP KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                           ::::.  . .:  .:  :                       
gi|598               MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDDIK 
                             10        20        30        40       
 
               70        80                  
2MEPSP AAITGGTVTVEGCGTTSLQG                  
                                             
gi|598 RMMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
         50        60        70        80    
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (43-71:73-101) 
 
             20        30        40        50        60        70   
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
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             50        60        70        80        90       100   
 
             80 
2MEPSP CGTTSLQG 
                
gi|193 FNHLVKH  
                
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (41-65:59-84) 
 
               20        30        40         50        60          
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
      70        80             
2MEPSP VEGCGTTSLQG             
                               
gi|833 AAEEKKEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (41-66:59-83) 
 
               20        30        40         50        60          
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
      70        80               
2MEPSP VEGCGTTSLQG               
                                 
gi|215 AAPEAERAEEEKEESDDDMGFGLFD 
         90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (41-65:59-84) 
 
               20        30        40         50        60          
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
      70        80             
2MEPSP VEGCGTTSLQG             
                               
gi|668 AAKEKNEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 19.0 E():   88 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (49-71:145-167) 
 
       20        30        40        50        60        70         
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
       80                                                           
2MEPSP QG                                                           
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
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>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 19.0 E():   88 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (32-64:331-363) 
 
              10        20        30        40        50        60  
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
              70        80                    
2MEPSP AITGGTVTVEGCGTTSLQG                    
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
              370       380       390         
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (65-80:140-152) 
 
           40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     :: :.   ::  .::: 
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG 
     110       120       130       140          150   
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.5 E():   92 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (35-51:109-125) 
 
           10        20        30        40        50        60     
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
           70        80 
2MEPSP GGTVTVEGCGTTSLQG 
                        
gi|145 SQGIFKAIEGYVLSN  
      140       150     
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.3  bits: 19.0 E(): 1e 
Smith-Waterman score: 46; 26.1% identity (63.0% similar) in 46 aa overlap (14-56:144-187) 
 
                                10        20        30        40    
2MEPSP                  KLISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     ...  :..:. ::.. ..  :  .:.   . 
gi|275 FSKTAAVEHYRETFVVSTVDLMTRYGFDGVMIDWSGMQAKDSDNFIKLLDKFDEKFA--H 
           120       130       140       150       160       170    
 
               50        60        70        80                     
2MEPSP NAYVEG---DASSASYFLAGAAITGGTVTVEGCGTTSLQG                     
       ...: :    :. :::                                             
gi|275 TSFVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHASPFPEQLKTLE 
             180       190       200       210       220       230  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:47 2011 done: Tue Apr 19 10:57:47 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
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 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 205  - 284 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     4     0:= 
  30     2     2:* 
  32     4     8:=* 
  34    13    22:==== * 
  36    54    44:==========*=== 
  38    72    73:==================* 
  40    74   102:===================      * 
  42    79   125:====================           * 
  44   101   138:==========================        * 
  46   194   140:==================================*============== 
  48   184   134:=================================*============ 
  50   138   122:==============================*==== 
  52   121   108:==========================*==== 
  54   106    92:======================*==== 
  56    47    77:============       * 
  58    57    63:===============* 
  60    20    51:=====       * 
  62    41    41:==========* 
  64    25    33:======= * 
  66    21    26:======* 
  68    39    20:====*===== 
  70    18    16:===*= 
  72    11    12:==* 
  74    20    10:==*== 
  76    11     8:=*= 
  78     8     6:=* 
  80     1     5:=* 
  82     3     3:* 
  84     5     3:*= 
  86     9     2:*== 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.19730.00367; mu= 10.6861 0.190 
 mean_var=35.6142 8.868, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.214913 
 Kolmogorov-Smirnov  statistic: 0.0735 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
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gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.5     2.2 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   58 22.5     2.3 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   57 22.2     2.8 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   58 22.5     3.1 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 23.9     3.7 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.6     4.1 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 22.0     7.2 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   56 22.0     7.5 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 22.0     7.5 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   56 22.0     7.5 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   56 22.0     7.7 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 22.3     7.7 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   57 22.3     7.9 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   54 21.3     8.3 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   54 21.3     8.3 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   56 22.0     9.2 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.0     9.5 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.3      10 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.3      10 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.0      10 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   55 21.7      12 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.4      13 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   56 22.1      14 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.4      17 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   54 21.4      19 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.4      19 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.4      19 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 20.1      21 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.1      22 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.8      22 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.1      23 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   48 19.4      24 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   54 21.5      25 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.1      25 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.4      25 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.8      27 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.4      28 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.5      29 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.5      29 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.1      31 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   49 19.8      31 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   52 20.8      31 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.8      32 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.8      32 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.8      32 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.8      32 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.8      32 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.8      32 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.8      32 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.8      32 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.8      32 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.8      32 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.8      32 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.8      32 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.8      32 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   49 19.8      34 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.2      34 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 18.1      35 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.4      35 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.8      36 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 18.5      36 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.5      36 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   51 20.5      38 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 20.9      42 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 20.9      42 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.2      43 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 20.9      44 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.5      46 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.5      46 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.4      46 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.2      47 
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gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.2      47 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   47 19.2      49 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.2      52 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.2      52 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   48 19.5      52 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.6      53 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.8      55 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.5      56 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.6      56 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   43 17.8      57 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.8      57 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.5      58 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.6      60 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.6      60 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.2      62 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.2      62 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.2      62 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.9      63 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.9      64 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.2      66 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.2      67 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.5      67 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.9      70 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.9      70 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.9      70 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.3      70 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.3      72 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   46 18.9      73 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.9      73 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   43 17.9      73 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   43 17.9      73 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   43 17.9      73 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   43 17.9      73 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   43 17.9      73 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 17.9      73 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   43 17.9      73 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   43 17.9      73 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.9      73 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   43 17.9      73 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   43 17.9      73 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   43 17.9      73 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   43 17.9      73 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   43 17.9      73 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   43 17.9      73 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   43 17.9      73 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.3      74 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.2      76 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 17.9      76 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 19.6      77 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.6      78 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 17.6      80 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 17.6      80 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   49 20.0      80 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 16.9      81 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 16.9      81 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.2      83 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.2      84 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.2      84 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.2      84 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 18.9      85 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   46 18.9      86 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   46 18.9      86 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 18.9      90 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.6      91 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 18.9      91 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   42 17.6      91 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.2      97 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.2      97 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.2      99 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6689

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  64 init1:  64 opt:  64  Z-score: 96.4  bits: 24.5 E():  2.2 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (32-68:8-44) 
 
              10        20        30        40        50        60  
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
              70        80                                          
2MEPSP ITGGTVTVEGCGTTSLQGD                                          
       . .:. :                                                      
gi|144 VPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 96.0  bits: 22.5 E():  2.3 
Smith-Waterman score: 58; 28.3% identity (56.7% similar) in 60 aa overlap (13-71:26-84) 
 
                            10        20        30         40       
2MEPSP              LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
         50        60        70        80                     
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD                     
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 94.4  bits: 22.2 E():  2.8 
Smith-Waterman score: 57; 28.3% identity (56.7% similar) in 60 aa overlap (13-71:26-84) 
 
                            10        20        30         40       
2MEPSP              LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
         50        60        70        80                     
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD                     
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 93.6  bits: 22.5 E():  3.1 
Smith-Waterman score: 58; 32.0% identity (60.0% similar) in 50 aa overlap (31-77:52-101) 
 
               10        20        30        40           50        
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
        60        70        80                                      
2MEPSP AGAAITGGTVTVEGCGTTSLQGD                                      
       .:.: . :.  : :  :...                                         
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 92.3  bits: 23.9 E():  3.7 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (34-80:423-469) 
 
            10        20        30        40        50        60    
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
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            400       410       420       430       440         450 
 
            70          80                               
2MEPSP GGTVTVE--GCGTTSLQGD                               
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 91.4  bits: 23.6 E():  4.1 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (32-68:8-44) 
 
              10        20        30        40        50        60  
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
              70        80                                          
2MEPSP ITGGTVTVEGCGTTSLQGD                                          
       .  :. :                                                      
gi|144 VPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 87.0  bits: 22.0 E():  7.2 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (19-80:22-77) 
 
                  10        20        30        40        50        
2MEPSP    LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
        60        70        80                                      
2MEPSP AGAAITGGTVTVEGCGTTSLQGD                                      
       .  :  .:   . :::.: .  :                                      
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.7  bits: 22.0 E():  7.5 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (19-80:33-88) 
 
                           10        20        30        40         
2MEPSP             LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
       50        60        70        80                             
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGD                             
       .... .:  .  :  .:   . :::.: .  :                             
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|168 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.7  bits: 22.0 E():  7.5 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (19-80:33-88) 
 
                           10        20        30        40         
2MEPSP             LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
       50        60        70        80                             
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGD                             
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       .... .:  .  :  .:   . :::.: .  :                             
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|752 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.7  bits: 22.0 E():  7.5 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (19-80:33-88) 
 
                           10        20        30        40         
2MEPSP             LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
       50        60        70        80                             
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGD                             
       .... .:  .  :  .:   . :::.: .  :                             
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|126 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.6  bits: 22.0 E():  7.7 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (19-80:39-94) 
 
                           10        20        30        40         
2MEPSP             LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
       50        60        70        80                             
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGD                             
       .... .:  .  :  .:   . :::.: .  :                             
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
gi|249 DDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEK 
            130       140       150       160       170       180   
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 86.6  bits: 22.3 E():  7.7 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (17-65:151-193) 
 
                             10        20        30        40       
2MEPSP               LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
         50        60        70        80                           
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD                           
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  57  Z-score: 86.4  bits: 22.3 E():  7.9 
Smith-Waterman score: 57; 30.4% identity (60.9% similar) in 46 aa overlap (36-78:79-123) 
 
          10        20        30        40        50        60      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
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             70        80                                           
2MEPSP ---TVTVEGCGTTSLQGD                                           
          ..:. .  ::: :                                             
gi|170 IEDSLTISNL-TTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEE 
      110        120       130       140       150       160        
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 86.0  bits: 21.3 E():  8.3 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (20-72:63-117) 
 
                          10        20        30        40          
2MEPSP            LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
         50        60        70        80                           
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD                           
       .: : :: : . ..   . .. ::::                                   
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYT 
            100       110        120       130       140       150  
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 86.0  bits: 21.3 E():  8.3 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (20-72:64-118) 
 
                          10        20        30        40          
2MEPSP            LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
         50        60        70        80                           
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD                           
       .: : :: : . ..   . .. ::::                                   
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYT 
           100       110        120       130       140       150   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.1  bits: 22.0 E():  9.2 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (36-65:59-88) 
 
          10        20        30        40        50        60      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
          70        80                                              
2MEPSP TVTVEGCGTTSLQGD                                              
                                                                    
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 84.9  bits: 21.0 E():  9.5 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (44-72:86-113) 
 
            20        30        40        50        60        70    
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
            80                                               
2MEPSP TTSLQGD                                               
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
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 initn:  50 init1:  50 opt:  51  Z-score: 84.6  bits: 20.3 E():   10 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (36-70:69-101) 
 
          10        20        30        40        50        60      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
          70        80 
2MEPSP TVTVEGCGTTSLQGD 
        . ::           
gi|207 KIGVEEFQALVKA   
        100            
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 84.6  bits: 20.3 E():   10 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (18-55:18-58) 
 
               10        20        30        40           50        
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASSASYFL 
                        : .:  : ..  :. : : . :.:   :.:..  : .....   
gi|179 MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIE 
               10        20        30        40        50        60 
 
        60        70        80                           
2MEPSP AGAAITGGTVTVEGCGTTSLQGD                           
                                                         
gi|179 EDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 84.3  bits: 21.0 E():   10 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (44-72:102-129) 
 
            20        30        40        50        60        70    
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
            80                                               
2MEPSP TTSLQGD                                               
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.0  bits: 21.7 E():   12 
Smith-Waterman score: 55; 30.0% identity (63.3% similar) in 30 aa overlap (36-65:79-108) 
 
          10        20        30        40        50        60      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
          70        80                                              
2MEPSP TVTVEGCGTTSLQGD                                              
                                                                    
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 82.4  bits: 21.4 E():   13 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (36-71:264-297) 
 
          10        20        30        40        50        60      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
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           240       250       260       270       280         290  
 
          70        80 
2MEPSP TVTVEGCGTTSLQGD 
       .... :          
gi|663 ATAAAGGYKA      
             300       
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 81.9  bits: 22.1 E():   14 
Smith-Waterman score: 56; 22.0% identity (62.7% similar) in 59 aa overlap (11-69:118-170) 
 
                                   10        20        30        40 
2MEPSP                     LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRI---VEFQS 
        90       100       110       120       130          140     
 
               50        60        70        80                     
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD                     
         :. .    :.:.:.:.   . .: .:.                                
gi|149 NPNTLILPKHSDADYILV---VLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILN 
          150       160          170       180       190       200  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 80.5  bits: 21.4 E():   17 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (16-49:279-317) 
 
                              10           20        30          40 
2MEPSP                LISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
               50        60        70        80                     
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD                     
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 79.5  bits: 21.4 E():   19 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (11-69:204-256) 
 
                                   10        20        30        40 
2MEPSP                     LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
               50        60        70        80                     
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD                     
         :. .    :.:...:.   . .: .:.                                
gi|149 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 79.5  bits: 19.4 E():   19 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (41-70:73-101) 
 
               20        30        40        50        60        70 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
               80 
2MEPSP GCGTTSLQGD 
                  
gi|288 EFAVWVKQ   
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>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.4  bits: 19.4 E():   19 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (40-65:59-84) 
 
      10        20        30        40        50        60          
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
      70        80             
2MEPSP EGCGTTSLQGD             
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.5  bits: 20.1 E():   21 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (20-76:72-127) 
 
                          10        20        30        40          
2MEPSP            LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
 
      50        60        70        80                              
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGD                              
         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.4  bits: 19.1 E():   22 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (33-52:53-72) 
 
             10        20        30        40        50        60   
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
             70        80  
2MEPSP TGGTVTVEGCGTTSLQGD  
                           
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.4  bits: 19.8 E():   22 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (44-72:84-111) 
 
            20        30        40        50        60        70    
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
            80                                             
2MEPSP TTSLQGD                                             
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.9  bits: 19.1 E():   23 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (20-43:20-43) 
 
               10        20        30        40        50        60 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
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                          ::: : .   :. : :   ::: .                  
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFVE 
               10        20        30        40        50        60 
 
               70        80                              
2MEPSP AITGGTVTVEGCGTTSLQGD                              
                                                         
gi|145 EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
               70        80        90       100          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 77.8  bits: 19.4 E():   24 
Smith-Waterman score: 48; 29.4% identity (47.1% similar) in 34 aa overlap (1-34:66-99) 
 
                                             10        20        30 
2MEPSP                               LISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                                     .:..  . : .     ::: :    ::    
gi|291 PSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYR 
          40        50        60        70        80        90      
 
               40        50        60        70        80 
2MEPSP YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
       :. :                                               
gi|291 YVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS      
         100       110       120       130       140      
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.5  bits: 21.5 E():   25 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (11-69:204-256) 
 
                                   10        20        30        40 
2MEPSP                     LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
               50        60        70        80                     
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD                     
         :. .    :.:...:.   . .: .:.                                
gi|169 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 77.2  bits: 20.1 E():   25 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (32-62:25-54) 
 
              10        20        30        40        50        60  
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     : ::..  :: .:  .   .:::.: .:.  
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
              70        80                                          
2MEPSP ITGGTVTVEGCGTTSLQGD                                          
       .                                                            
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.2  bits: 19.4 E():   25 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (64-79:140-152) 
 
            40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     :: ::   ::  .:::  
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG  
     110       120       130       140          150    
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.8  bits: 19.8 E():   27 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (27-62:166-201) 
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                   10        20        30        40        50       
2MEPSP     LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
         60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGD 
        : : .                   
gi|116 EAVAKVNFQ                
         200                    
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.4  bits: 16.4 E():   28 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (19-27:10-18) 
 
               10        20        30        40        50        60 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                         . ::..:.:                                  
gi|409          IAKVPPGGXITAEYGDKWLD                                
                        10        20                                
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 76.2  bits: 21.5 E():   29 
Smith-Waterman score: 54; 26.5% identity (54.4% similar) in 68 aa overlap (18-80:89-153) 
 
                            10        20        30             40   
2MEPSP              LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
             50        60        70        80                       
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD                       
       :::  :....:   :   : .:  ..  : : .. .::                       
gi|238 NAYKAGSVNGAFSGLK-LAKAGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 76.2  bits: 21.5 E():   29 
Smith-Waterman score: 54; 26.5% identity (54.4% similar) in 68 aa overlap (18-80:89-153) 
 
                            10        20        30             40   
2MEPSP              LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
             50        60        70        80                       
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD                       
       :::  :....:   :   : .:  ..  : : .. .::                       
gi|238 NAYKAGSVNGAFSGLK-LAKAGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 75.7  bits: 19.1 E():   31 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (52-78:9-38) 
 
              30        40        50           60        70         
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
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       80                                                           
2MEPSP GD                                                           
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 75.7  bits: 19.8 E():   31 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (19-80:10-65) 
 
               10        20        30        40        50        60 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                         . : ..:.:  .  :.   : .: .:  . .... .:  .   
gi|331          IPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKDVDK 
                        10          20         30        40         
 
               70        80                                         
2MEPSP AITGGTVTVEGCGTTSLQGD                                         
       :  .:   . :::.: .  :                                         
gi|331 APFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHF 
       50           60        70        80        90       100      
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.6  bits: 20.8 E():   31 
Smith-Waterman score: 52; 25.8% identity (53.2% similar) in 62 aa overlap (16-77:376-437) 
 
                              10        20        30        40      
2MEPSP                LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
          50        60        70        80                          
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD                          
       :   ::: ..  ..   .: . : .  : .:.                             
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
gi|110 ETTIFAPGSSSQRKSQSERERQREREEREIH 
         470       480       490       
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (33-72:437-480) 
 
             10        20        30        40            50         
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       60        70        80                           
2MEPSP GAAITGGTVTVEGCGTTSLQGD                           
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (33-72:437-480) 
 
             10        20        30        40            50         
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       60        70        80                           
2MEPSP GAAITGGTVTVEGCGTTSLQGD                           
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
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        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (33-72:437-480) 
 
             10        20        30        40            50         
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       60        70        80                           
2MEPSP GAAITGGTVTVEGCGTTSLQGD                           
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (33-72:437-480) 
 
             10        20        30        40            50         
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       60        70        80                           
2MEPSP GAAITGGTVTVEGCGTTSLQGD                           
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (33-72:437-480) 
 
             10        20        30        40            50         
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       60        70        80                           
2MEPSP GAAITGGTVTVEGCGTTSLQGD                           
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (33-72:437-480) 
 
             10        20        30        40            50         
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       60        70        80                           
2MEPSP GAAITGGTVTVEGCGTTSLQGD                           
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (33-72:437-480) 
 
             10        20        30        40            50         
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2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       60        70        80                           
2MEPSP GAAITGGTVTVEGCGTTSLQGD                           
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (33-72:437-480) 
 
             10        20        30        40            50         
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       60        70        80                           
2MEPSP GAAITGGTVTVEGCGTTSLQGD                           
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (33-72:437-480) 
 
             10        20        30        40            50         
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       60        70        80                           
2MEPSP GAAITGGTVTVEGCGTTSLQGD                           
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (33-72:437-480) 
 
             10        20        30        40            50         
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       60        70        80                           
2MEPSP GAAITGGTVTVEGCGTTSLQGD                           
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (33-72:437-480) 
 
             10        20        30        40            50         
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       60        70        80                           
2MEPSP GAAITGGTVTVEGCGTTSLQGD                           
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       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (33-72:437-480) 
 
             10        20        30        40            50         
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       60        70        80                           
2MEPSP GAAITGGTVTVEGCGTTSLQGD                           
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (33-72:437-480) 
 
             10        20        30        40            50         
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       60        70        80                           
2MEPSP GAAITGGTVTVEGCGTTSLQGD                           
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 75.0  bits: 19.8 E():   34 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (19-80:34-89) 
 
                           10        20        30        40         
2MEPSP             LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:  .  :.   : .: .:  .  
gi|180 SSSSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKD 
            10        20        30        40           50        60 
 
       50        60        70        80                             
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGD                             
       .... .:  .  :  .:   . :::.: .  :                             
gi|180 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHIT 
               70           80        90       100       110        
 
gi|180 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEK 
       120       130       140       150       160       170        
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 75.0  bits: 21.2 E():   34 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (6-55:539-592) 
 
                                        10            20        30  
2MEPSP                          LISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
              40        50        60        70        80            
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD            
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
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>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 74.7  bits: 18.1 E():   35 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (20-68:7-41) 
 
               10        20        30        40        50        60 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          ::::    :::.    .:. .      .::.. .:  :. : 
gi|212              MADATEKAEH----DRFF----KKFDA------NGDGTISSTELGDA 
                            10                      20        30    
 
               70        80                               
2MEPSP AITGGTVTVEGCGTTSLQGD                               
         . :.::                                           
gi|212 LKNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
            40        50        60        70        80    
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.7  bits: 17.4 E():   35 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (22-40:1-19) 
 
               10        20        30        40        50        60 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                            ::   . ::  ::  : .:                     
gi|377                      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQR 
                                    10        20        30          
 
               70        80 
2MEPSP AITGGTVTVEGCGTTSLQGD 
                            
gi|377 MMAEIDTDGDGFL        
      40        50          
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (53-80:133-160) 
 
             30        40        50        60        70        80   
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD   
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.5  bits: 18.5 E():   36 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (36-70:69-101) 
 
          10        20        30        40        50        60      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
          70        80 
2MEPSP TVTVEGCGTTSLQGD 
        . ::           
gi|207 KIGVEEFQALVKA   
        100            
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.4  bits: 18.5 E():   36 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (21-43:21-43) 
 
               10        20        30        40        50        60 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           : .: .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
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               70        80                               
2MEPSP AITGGTVTVEGCGTTSLQGD                               
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.0  bits: 20.5 E():   38 
Smith-Waterman score: 51; 42.1% identity (73.7% similar) in 19 aa overlap (1-19:12-30) 
 
                          10        20        30        40          
2MEPSP            LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                  :..::.. .: :  .: ::                               
gi|424 NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDIIAILPVDDLYALFQEKLETSP 
               10        20        30        40        50        60 
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.3  bits: 20.9 E():   42 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (19-55:553-589) 
 
                           10        20        30        40         
2MEPSP             LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
       50        60        70        80                             
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGD                             
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.3  bits: 20.9 E():   42 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (19-55:553-589) 
 
                           10        20        30        40         
2MEPSP             LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
       50        60        70        80                             
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGD                             
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 73.1  bits: 20.2 E():   43 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (11-62:53-104) 
 
                                   10        20        30        40 
2MEPSP                     LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
                  50        60        70        80                  
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD                  
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 72.9  bits: 20.9 E():   44 
Smith-Waterman score: 60; 27.9% identity (52.9% similar) in 68 aa overlap (18-80:89-153) 
 
                            10        20        30             40   
2MEPSP              LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:  . .. :   .:::     .  :.   
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gi|219 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKIVYVNGTDS--VKGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
             50        60        70        80                       
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD                       
       :::  :....:   :   : .:  ..  : : .. .::                       
gi|219 NAYKAGSVNGAFSGLK-LAKSGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFV 
        120       130        140       150       160       170      
 
gi|219 RHWDTYVGTQFNAVFSGALTKSGDKYSFDGKLKNLVHPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.5  bits: 18.5 E():   46 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (17-44:87-110) 
 
                             10        20        30        40       
2MEPSP               LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
         50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                          
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS  
            120       130       140       
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.5  bits: 18.5 E():   46 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (17-44:87-110) 
 
                             10        20        30        40       
2MEPSP               LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
         50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                          
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS  
            120       130       140       
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.4  bits: 16.4 E():   46 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (19-27:10-18) 
 
               10        20        30        40        50        60 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                         . ::..:.:                                  
gi|751          IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                 
                        10        20        30                      
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.3  bits: 20.2 E():   47 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (33-65:269-302) 
 
             10        20        30        40        50         60  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
              70        80                                          
2MEPSP ITGGTVTVEGCGTTSLQGD                                          
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6705

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  41 init1:  41 opt:  50  Z-score: 72.3  bits: 20.2 E():   47 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (33-65:269-302) 
 
             10        20        30        40        50         60  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
              70        80                                          
2MEPSP ITGGTVTVEGCGTTSLQGD                                          
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.9  bits: 19.2 E():   49 
Smith-Waterman score: 47; 42.1% identity (57.9% similar) in 19 aa overlap (62-80:208-226) 
 
              40        50        60        70        80            
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD            
                                     : ::.::  .:   . : :            
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.6  bits: 18.2 E():   52 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (20-30:8-18) 
 
               10        20        30        40        50        60 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          : :.::..:.:                               
gi|144             MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTY 
                           10        20        30        40         
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.6  bits: 18.2 E():   52 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (20-30:8-18) 
 
               10        20        30        40        50        60 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          : :.::..:.:                               
gi|379             MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTY 
                           10        20        30        40         
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.5  bits: 19.5 E():   52 
Smith-Waterman score: 48; 31.0% identity (65.5% similar) in 58 aa overlap (25-79:38-91) 
 
                     10        20        30        40        50     
2MEPSP       LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
           60          70         80                                
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGD                                
          ::.:  . ...: : .  . .:.::                                 
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.4  bits: 20.6 E():   53 
Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (19-76:65-133) 
 
                           10        20        30        40         
2MEPSP             LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
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gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
                 50        60        70         80                  
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQGD                  
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
          160       170       180       190       200       210     
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.2  bits: 17.8 E():   55 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (36-70:69-101) 
 
          10        20        30        40        50        60      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
          70        80 
2MEPSP TVTVEGCGTTSLQGD 
       .. ::           
gi|148 AIGVEEWAVLVKA   
        100            
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 18.5 E():   56 
Smith-Waterman score: 46; 27.1% identity (56.2% similar) in 48 aa overlap (28-72:72-118) 
 
                  10        20        30        40           50     
2MEPSP    LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
           60        70        80                                   
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGD                                   
       : . ..   . .. ::::                                           
gi|144 YSVLATDYDNYAI-VEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHK 
             110        120       130       140       150       160 
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 70.9  bits: 19.6 E():   56 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (36-65:340-370) 
 
          10        20        30        40        50        60      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
            70        80 
2MEPSP GGTVTVEGCGTTSLQGD 
       ::                
gi|113 GGYKV             
      370                
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.8  bits: 17.8 E():   57 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (40-79:20-60) 
 
      10        20        30        40        50        60          
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     :  .: . :...:.     : . .::.:   
gi|144            MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPP 
                          10        20        30        40          
 
      70         80                                                 
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2MEPSP EGC-GTTSLQGD                                                 
         : :  ...:                                                  
gi|144 ACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTST 
      50        60        70        80        90       100          
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.8  bits: 17.8 E():   57 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (40-79:20-60) 
 
      10        20        30        40        50        60          
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     :  .: . :...:.     : . .::.:   
gi|384            MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPP 
                          10        20        30        40          
 
      70         80                                                 
2MEPSP EGC-GTTSLQGD                                                 
         : :  ...:                                                  
gi|384 ACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTST 
      50        60        70        80        90       100          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 18.5 E():   58 
Smith-Waterman score: 45; 38.5% identity (61.5% similar) in 26 aa overlap (47-72:102-126) 
 
         20        30        40        50        60        70       
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. ::::     
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
         80                                                         
2MEPSP LQGD                                                         
                                                                    
gi|194 NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
              140       150       160       170       180       190 
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.4  bits: 19.6 E():   60 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (31-65:331-365) 
 
               10        20        30        40        50        60 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
               70        80                  
2MEPSP AITGGTVTVEGCGTTSLQGD                  
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.4  bits: 19.6 E():   60 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (31-65:331-365) 
 
               10        20        30        40        50        60 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
               70        80                  
2MEPSP AITGGTVTVEGCGTTSLQGD                  
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.2 E():   62 
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Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (34-49:111-126) 
 
            10        20        30        40        50        60    
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
            70        80    
2MEPSP GGTVTVEGCGTTSLQGD    
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (34-49:111-126) 
 
            10        20        30        40        50        60    
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
            70        80    
2MEPSP GGTVTVEGCGTTSLQGD    
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (34-49:111-126) 
 
            10        20        30        40        50        60    
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
            70        80    
2MEPSP GGTVTVEGCGTTSLQGD    
                            
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (36-65:231-261) 
 
          10        20        30        40        50        60      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
            70        80 
2MEPSP GGTVTVEGCGTTSLQGD 
       ::                
gi|226 GGYKV             
     260                 
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (20-66:9-60) 
 
               10        20        30        40             50      
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASSASY 
                          : :.::..: :  . : .. .    :.:   :: .... :: 
gi|118            MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGDSY 
                          10        20        30        40          
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          60        70        80                                    
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGD                                    
        .  :.   .:                                                  
gi|118 TIKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVREFS 
      50        60        70        80        90       100          
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 17.2 E():   66 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (21-40:9-28) 
 
               10        20        30        40        50        60 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           :::   . ::  .:  : .:                     
gi|333             MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEEIQR 
                           10        20        30        40         
 
               70        80                 
2MEPSP AITGGTVTVEGCGTTSLQGD                 
                                            
gi|333 MMAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
       50        60        70        80     
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.5  bits: 18.2 E():   67 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (58-79:150-172) 
 
        30        40        50        60         70        80   
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGD   
                                     :::: . ::..:: .   ::  :    
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV 
     120       130       140       150       160       170      
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.5  bits: 17.5 E():   67 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (36-70:69-101) 
 
          10        20        30        40        50        60      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
          70        80 
2MEPSP TVTVEGCGTTSLQGD 
        . :.           
gi|288 KIGVDEFAAMIKG   
        100            
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.2  bits: 17.9 E():   70 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (64-79:132-144) 
 
            40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     :: :.   ::  .:::  
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG  
             110       120       130          140      
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.2  bits: 17.9 E():   70 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (64-79:132-144) 
 
            40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     :: :.   ::  .:::  
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG  
             110       120       130          140      
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 69.2  bits: 18.9 E():   70 
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Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (36-71:259-293) 
 
          10        20        30        40        50        60      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
          70        80 
2MEPSP TVTVEGCGTTSLQGD 
       ::.. :          
gi|119 TVSAGGYKV       
       290             
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.1  bits: 19.3 E():   70 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (30-76:68-112) 
 
                10        20        30        40        50          
2MEPSP  LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
      60        70        80                                        
2MEPSP AAITGGTVTVEGCGTTSLQGD                                        
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.0  bits: 19.3 E():   72 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (30-56:319-345) 
 
                10        20        30        40        50          
2MEPSP  LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
      60        70        80                 
2MEPSP AAITGGTVTVEGCGTTSLQGD                 
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.9  bits: 18.9 E():   73 
Smith-Waterman score: 46; 26.9% identity (51.9% similar) in 52 aa overlap (29-80:18-63) 
 
               10        20        30        40        50        60 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                   .: .... :   :  : :.   :..:  . :  
gi|107            MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGK 
                          10        20        30          40        
 
               70        80                                         
2MEPSP AITGGTVTVEGCGTTSLQGD                                         
        .       .: :.: :.::                                         
gi|107 LVE----KFKGLGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAG 
        50            60        70        80        90       100    
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (64-79:140-152) 
 
            40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     :: :.   ::  .:::  
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG  
     110       120       130       140          150    
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>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (64-79:140-152) 
 
            40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     :: :.   ::  .:::  
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG  
     110       120       130       140          150    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 44; 30.0% identity (66.7% similar) in 30 aa overlap (52-80:4-33) 
 
              30        40        50        60         70        80 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGD 
                                     ... : .. ..:: .  : :: : :.. :. 
gi|160                            MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGN 
                                          10        20        30    
 
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGT 
            40        50        60        70        80        90    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (64-79:140-152) 
 
            40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     :: :.   ::  .:::  
gi|160 SIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA---CGIIGLQG  
     110       120       130       140          150    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (64-79:140-152) 
 
            40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     :: :.   ::  .:::  
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG  
     110       120       130       140          150    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (64-79:140-152) 
 
            40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     :: :.   ::  .:::  
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG  
     110       120       130       140          150    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (64-79:140-152) 
 
            40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     :: :.   ::  .:::  
gi|160 SIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA---CGIIGLQG  
     110       120       130       140          150    
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (64-79:140-152) 
 
            40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     :: :.   ::  .:::  
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gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG  
     110       120       130       140          150    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (64-79:140-152) 
 
            40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     :: :.   ::  .:::  
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG  
     110       120       130       140          150    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (46-80:30-64) 
 
          20        30        40        50        60        70      
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     : :. :. .  : :  ...  .:..:: .: 
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMST 
                10        20        30        40        50          
 
          80                                                        
2MEPSP SLQGD                                                        
       . . :                                                        
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (64-79:140-152) 
 
            40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     :: :.   ::  .:::  
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG  
     110       120       130       140          150    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (64-79:140-152) 
 
            40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     :: :.   ::  .:::  
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG  
     110       120       130       140          150    
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (64-79:140-152) 
 
            40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     :: :.   ::  .:::  
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG  
     110       120       130       140          150    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (64-79:140-152) 
 
            40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     :: :.   ::  .:::  
gi|160 SIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA---CGIIGLQG  
     110       120       130       140          150    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6713

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (64-79:140-152) 
 
            40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     :: :.   ::  .:::  
gi|145 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG  
     110       120       130       140          150    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (64-79:140-152) 
 
            40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     :: :.   ::  .:::  
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG  
     110       120       130       140          150    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (64-79:140-152) 
 
            40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     :: :.   ::  .:::  
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG  
     110       120       130       140          150    
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.7  bits: 19.3 E():   74 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (18-49:182-217) 
 
                            10        20            30        40    
2MEPSP              LISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
            50        60        70        80                        
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD                        
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.5  bits: 18.2 E():   76 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (6-32:155-183) 
 
                                        10        20          30    
2MEPSP                          LISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
            40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                                       
gi|549 CNYGPAGNVGNEPIYERK                              
          190       200                                
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 43; 26.1% identity (65.2% similar) in 23 aa overlap (1-23:105-127) 
 
                                             10        20        30 
2MEPSP                               LISIPYVEMTLRLMERFGVKAEHSDSWDRF 
                                     ... :    ::..  .: .:..:        
gi|226 VDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDHEINAEEM 
           80        90       100       110       120       130     
 
               40        50        60        70        80 
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2MEPSP YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                                          
gi|226 KGAKEMAEKLLRAVETYLLAHSAEYN                         
          140       150       160                         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (3-55:417-466) 
 
                                           10        20        30   
2MEPSP                             LISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
             40        50        60        70        80             
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD             
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (36-65:232-262) 
 
          10        20        30        40        50        60      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
            70        80 
2MEPSP GGTVTVEGCGTTSLQGD 
       ::                
gi|180 GGYKV             
                         
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (19-48:14-43) 
 
               10        20        30        40        50        60 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                         . : :.::  :   .  ...  :.    ::             
gi|144      MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMDADSM 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP AITGGTVTVEGCGTTSLQGD                                         
                                                                    
gi|144 RGQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMKQLPNK 
          60        70        80        90       100       110      
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (19-48:14-43) 
 
               10        20        30        40        50        60 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                         . : :.::  :   .  ...  :.    ::             
gi|179      MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMDDDSM 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP AITGGTVTVEGCGTTSLQGD                                         
                                                                    
gi|179 RGRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMKQLPNK 
          60        70        80        90       100       110      
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.1  bits: 20.0 E():   80 
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Smith-Waterman score: 49; 35.0% identity (70.0% similar) in 20 aa overlap (12-31:396-415) 
 
                                  10        20        30        40  
2MEPSP                    LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
                                     . .: :.  ::  ...:.::           
gi|833 VDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFDKFYSAFSKNIKLG 
         370       380       390       400       410       420      
 
              50        60        70        80                      
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD                      
                                                                    
gi|833 IHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYITGESIKAVAKSPFL 
         430       440       450       460       470       480      
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 16.9 E():   81 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (20-37:7-24) 
 
               10        20        30        40        50        60 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          ::::.  . .:  .:  :                        
gi|598              MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDDIKR 
                            10        20        30        40        
 
               70        80                 
2MEPSP AITGGTVTVEGCGTTSLQGD                 
                                            
gi|598 MMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
        50        60        70        80    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 16.9 E():   81 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (20-37:7-24) 
 
               10        20        30        40        50        60 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          ::::.  . .:  .:  :                        
gi|598              MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDDIKR 
                            10        20        30        40        
 
               70        80                 
2MEPSP AITGGTVTVEGCGTTSLQGD                 
                                            
gi|598 MMAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
        50        60        70        80    
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (42-70:73-101) 
 
              20        30        40        50        60        70  
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
              80 
2MEPSP CGTTSLQGD 
                 
gi|193 FNHLVKH   
                 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (40-64:59-84) 
 
      10        20        30        40         50        60         
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
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       70        80            
2MEPSP VEGCGTTSLQGD            
                               
gi|668 AAKEKNEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (40-65:59-83) 
 
      10        20        30        40         50        60         
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
       70        80              
2MEPSP VEGCGTTSLQGD              
                                 
gi|215 AAPEAERAEEEKEESDDDMGFGLFD 
         90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (40-64:59-84) 
 
      10        20        30        40         50        60         
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
       70        80            
2MEPSP VEGCGTTSLQGD            
                               
gi|833 AAEEKKEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 67.6  bits: 18.9 E():   85 
Smith-Waterman score: 46; 25.6% identity (53.5% similar) in 43 aa overlap (41-76:268-310) 
 
               20        30        40        50        60        70 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     : : :. : .:. . .  : ..:. . . . 
gi|151 VAFNQFGPNAGQRMPRARYGLVHVANNNYDPWNIYAIGGSSNPTILSEGNSFTAPSESYK 
       240       250       260       270       280       290        
 
                      80                                            
2MEPSP -------GCGTTSLQGD                                            
              :: .::                                                
gi|151 KEVTKRIGCESTSACANWVWRSTRDAFTNGAYFVSSGKIEETNIYNSNEAFKVENGNAAP 
       300       310       320       330       340       350        
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (15-69:159-208) 
 
                               10        20        30        40     
2MEPSP                 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
           50         60        70        80                        
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTSLQGD                        
       ... .. :..:  :. ...:.  ::.                                   
gi|195 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
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>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (15-69:159-208) 
 
                               10        20        30        40     
2MEPSP                 LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
           50         60        70        80                        
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTSLQGD                        
       ... .. :..:  :. ...:.  ::.                                   
gi|493 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (48-70:145-167) 
 
        20        30        40        50        60        70        
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
        80                                                          
2MEPSP QGD                                                          
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (34-50:109-125) 
 
            10        20        30        40        50        60    
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
            70        80 
2MEPSP GGTVTVEGCGTTSLQGD 
                         
gi|145 SQGIFKAIEGYVLSN   
      140       150      
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 18.9 E():   91 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (31-63:331-363) 
 
               10        20        30        40        50        60 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
               70        80                   
2MEPSP AITGGTVTVEGCGTTSLQGD                   
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
              370       380       390         
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 42; 23.3% identity (58.1% similar) in 43 aa overlap (42-80:40-82) 
 
              20        30        40        50            60        
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6718

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
        70        80                                                
2MEPSP TVEGCGTTSLQGD                                                
        ..: .  .:  :                                                
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (20-38:9-27) 
 
               10        20        30        40        50        60 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          : :.::..: :  . : ..                       
gi|156            MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPTVEVIVDGDSY 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AITGGTVTVEGCGTTSLQGD                                         
                                                                    
gi|156 TIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFS 
      50        60        70        80        90       100          
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (20-38:9-27) 
 
               10        20        30        40        50        60 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          : :.::..: :  . : ..                       
gi|518            MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPTVEVIVDGDSY 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AITGGTVTVEGCGTTSLQGD                                         
                                                                    
gi|518 TIKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFS 
      50        60        70        80        90       100          
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.4  bits: 15.2 E():   99 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (19-27:10-18) 
 
               10        20        30        40        50        60 
2MEPSP LISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                         . :...:.:                                  
gi|751          IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA                    
                        10        20        30                      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:47 2011 done: Tue Apr 19 10:57:47 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 206  - 285 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
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       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     4     0:= 
  30     2     2:* 
  32     4     8:=* 
  34    14    22:==== * 
  36    53    44:==========*=== 
  38    70    73:==================* 
  40    78   102:====================     * 
  42    77   125:====================           * 
  44   107   138:===========================       * 
  46   189   140:==================================*============= 
  48   184   134:=================================*============ 
  50   136   122:==============================*=== 
  52   123   108:==========================*==== 
  54   106    92:======================*==== 
  56    49    77:=============      * 
  58    54    63:============== * 
  60    22    51:======      * 
  62    39    41:==========* 
  64    25    33:======= * 
  66    22    26:======* 
  68    37    20:====*===== 
  70    19    16:===*= 
  72     9    12:==* 
  74    21    10:==*=== 
  76     9     8:=*= 
  78    10     6:=*= 
  80     3     5:=* 
  82     2     3:* 
  84     5     3:*= 
  86     9     2:*== 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.24460.00374; mu= 10.4528 0.193 
 mean_var=35.8918 8.903, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.214080 
 Kolmogorov-Smirnov  statistic: 0.0694 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.5     2.2 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   58 22.5     2.3 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   57 22.2     2.9 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   58 22.5     3.2 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 23.9     3.8 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.6     4.3 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 22.0     7.4 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   56 22.0     7.7 
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gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 22.0     7.7 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   56 22.0     7.7 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   56 22.0     7.9 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 22.3     7.9 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   57 22.3     8.1 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   54 21.3     8.4 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   54 21.3     8.5 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   56 22.0     9.5 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.0     9.7 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.3      10 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.3      10 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.0      11 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   55 21.7      12 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.4      13 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   56 22.0      14 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.4      17 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.7      17 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.4      19 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   54 21.4      19 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.4      19 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 20.1      22 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.1      22 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.7      22 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   52 20.8      23 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.1      24 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   55 21.8      24 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   55 21.8      24 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   54 21.4      25 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.4      26 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.1      26 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.8      27 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.4      28 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   47 19.1      30 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.1      31 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   49 19.8      31 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   52 20.8      32 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.8      33 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.8      33 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.8      33 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   49 19.8      34 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.2      35 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 18.1      35 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.4      35 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 18.4      36 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.8      36 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.4      36 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   46 18.8      41 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 20.8      43 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 20.8      43 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.2      44 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 20.9      45 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.4      46 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.5      47 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.5      47 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.2      49 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.2      49 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.2      52 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.2      52 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.5      54 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.8      55 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.5      57 
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gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.5      58 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   43 17.8      58 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.8      58 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.5      59 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 19.2      60 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.5      61 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.5      61 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   44 18.2      62 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.2      63 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.2      63 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.2      63 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.9      64 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.8      65 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.2      66 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.5      68 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.2      68 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.9      70 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.9      70 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.9      71 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.2      72 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.2      73 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   43 17.9      74 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.2      75 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.2      77 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 19.6      79 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.6      80 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 16.9      81 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 16.9      81 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 17.5      81 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 17.5      81 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   49 19.9      82 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.2      83 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.2      85 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.2      85 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.2      85 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 18.9      86 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   46 18.9      88 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   46 18.9      88 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.6      91 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 18.9      92 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   42 17.6      92 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 18.9      93 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.2      98 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.2      98 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.2      99 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 96.2  bits: 24.5 E():  2.2 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (31-67:8-44) 
 
               10        20        30        40        50        60 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
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               70        80                                         
2MEPSP ITGGTVTVEGCGTTSLQGDV                                         
       . .:. :                                                      
gi|144 VPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 95.9  bits: 22.5 E():  2.3 
Smith-Waterman score: 58; 28.3% identity (56.7% similar) in 60 aa overlap (12-70:26-84) 
 
                             10        20        30         40      
2MEPSP               ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
          50        60        70        80                    
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                    
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 94.2  bits: 22.2 E():  2.9 
Smith-Waterman score: 57; 28.3% identity (56.7% similar) in 60 aa overlap (12-70:26-84) 
 
                             10        20        30         40      
2MEPSP               ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
          50        60        70        80                    
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                    
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 93.5  bits: 22.5 E():  3.2 
Smith-Waterman score: 58; 32.0% identity (60.0% similar) in 50 aa overlap (30-76:52-101) 
 
                10        20        30        40           50       
2MEPSP  ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
         60        70        80                                     
2MEPSP AGAAITGGTVTVEGCGTTSLQGDV                                     
       .:.: . :.  : :  :...                                         
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 92.0  bits: 23.9 E():  3.8 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (33-79:423-469) 
 
             10        20        30        40        50        60   
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
               70        80                              
2MEPSP GGTVTVE--GCGTTSLQGDV                              
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
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>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 91.2  bits: 23.6 E():  4.3 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (31-67:8-44) 
 
               10        20        30        40        50        60 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     ... : . :  :  ::.:.. .. .:: :: 
gi|144                        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAA 
                                      10        20        30        
 
               70        80                                         
2MEPSP ITGGTVTVEGCGTTSLQGDV                                         
       .  :. :                                                      
gi|144 VPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQ 
        40        50        60        70        80        90        
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.8  bits: 22.0 E():  7.4 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (18-79:22-77) 
 
                   10        20        30        40        50       
2MEPSP     ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
         60        70        80                                     
2MEPSP AGAAITGGTVTVEGCGTTSLQGDV                                     
       .  :  .:   . :::.: .  :                                      
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.5  bits: 22.0 E():  7.7 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (18-79:33-88) 
 
                            10        20        30        40        
2MEPSP              ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
        50        60        70        80                            
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                            
       .... .:  .  :  .:   . :::.: .  :                             
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|168 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.5  bits: 22.0 E():  7.7 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (18-79:33-88) 
 
                            10        20        30        40        
2MEPSP              ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
        50        60        70        80                            
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                            
       .... .:  .  :  .:   . :::.: .  :                             
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|752 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
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 initn:  39 init1:  39 opt:  56  Z-score: 86.5  bits: 22.0 E():  7.7 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (18-79:33-88) 
 
                            10        20        30        40        
2MEPSP              ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
        50        60        70        80                            
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                            
       .... .:  .  :  .:   . :::.: .  :                             
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|126 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.4  bits: 22.0 E():  7.9 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (18-79:39-94) 
 
                            10        20        30        40        
2MEPSP              ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
        50        60        70        80                            
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                            
       .... .:  .  :  .:   . :::.: .  :                             
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
gi|249 DDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEK 
            130       140       150       160       170       180   
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 86.4  bits: 22.3 E():  7.9 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (16-64:151-193) 
 
                              10        20        30        40      
2MEPSP                ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
          50        60        70        80                          
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                          
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  57  Z-score: 86.2  bits: 22.3 E():  8.1 
Smith-Waterman score: 57; 30.4% identity (60.9% similar) in 46 aa overlap (35-77:79-123) 
 
           10        20        30        40        50        60     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
              70        80                                          
2MEPSP ---TVTVEGCGTTSLQGDV                                          
          ..:. .  ::: :                                             
gi|170 IEDSLTISNL-TTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEE 
      110        120       130       140       150       160        
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 85.9  bits: 21.3 E():  8.4 
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Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (19-71:63-117) 
 
                           10        20        30        40         
2MEPSP             ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
          50        60        70        80                          
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                          
       .: : :: : . ..   . .. ::::                                   
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYT 
            100       110        120       130       140       150  
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 85.8  bits: 21.3 E():  8.5 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (19-71:64-118) 
 
                           10        20        30        40         
2MEPSP             ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
          50        60        70        80                          
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                          
       .: : :: : . ..   . .. ::::                                   
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYT 
           100       110        120       130       140       150   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.9  bits: 22.0 E():  9.5 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (35-64:59-88) 
 
           10        20        30        40        50        60     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
           70        80                                             
2MEPSP TVTVEGCGTTSLQGDV                                             
                                                                    
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 84.8  bits: 21.0 E():  9.7 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (43-71:86-113) 
 
             20        30        40        50        60        70   
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
             80                                              
2MEPSP TTSLQGDV                                              
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 84.4  bits: 20.3 E():   10 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (35-69:69-101) 
 
           10        20        30        40        50        60     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
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           70        80 
2MEPSP TVTVEGCGTTSLQGDV 
        . ::            
gi|207 KIGVEEFQALVKA    
        100             
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 84.4  bits: 20.3 E():   10 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (17-54:18-58) 
 
                10        20        30        40           50       
2MEPSP  ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASSASYFL 
                        : .:  : ..  :. : : . :.:   :.:..  : .....   
gi|179 MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIE 
               10        20        30        40        50        60 
 
         60        70        80                          
2MEPSP AGAAITGGTVTVEGCGTTSLQGDV                          
                                                         
gi|179 EDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 84.1  bits: 21.0 E():   11 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (43-71:102-129) 
 
             20        30        40        50        60        70   
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
             80                                              
2MEPSP TTSLQGDV                                              
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.8  bits: 21.7 E():   12 
Smith-Waterman score: 55; 30.0% identity (63.3% similar) in 30 aa overlap (35-64:79-108) 
 
           10        20        30        40        50        60     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
           70        80                                             
2MEPSP TVTVEGCGTTSLQGDV                                             
                                                                    
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 82.3  bits: 21.4 E():   13 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (35-70:264-297) 
 
           10        20        30        40        50        60     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
           70        80 
2MEPSP TVTVEGCGTTSLQGDV 
       .... :           
gi|663 ATAAAGGYKA       
             300        
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>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 81.7  bits: 22.0 E():   14 
Smith-Waterman score: 56; 22.0% identity (62.7% similar) in 59 aa overlap (10-68:118-170) 
 
                                    10        20        30          
2MEPSP                      ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRI---VEFQS 
        90       100       110       120       130          140     
 
      40        50        60        70        80                    
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                    
         :. .    :.:.:.:.   . .: .:.                                
gi|149 NPNTLILPKHSDADYILV---VLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILN 
          150       160          170       180       190       200  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 80.3  bits: 21.4 E():   17 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (15-48:279-317) 
 
                               10           20        30            
2MEPSP                 ISIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
      40        50        60        70        80                    
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                    
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.1  bits: 20.7 E():   17 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (61-80:208-227) 
 
               40        50        60        70        80           
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV           
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 79.4  bits: 19.4 E():   19 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (40-69:73-101) 
 
      10        20        30        40        50        60          
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
      70        80 
2MEPSP GCGTTSLQGDV 
                   
gi|288 EFAVWVKQ    
                   
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 79.3  bits: 21.4 E():   19 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (10-68:204-256) 
 
                                    10        20        30          
2MEPSP                      ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
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      40        50        60        70        80                    
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                    
         :. .    :.:...:.   . .: .:.                                
gi|149 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.3  bits: 19.4 E():   19 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (39-64:59-84) 
 
       10        20        30        40        50        60         
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
       70        80            
2MEPSP EGCGTTSLQGDV            
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.4  bits: 20.1 E():   22 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (19-75:72-127) 
 
                           10        20        30        40         
2MEPSP             ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
 
       50        60        70        80                             
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                             
         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.3  bits: 19.1 E():   22 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (32-51:53-72) 
 
              10        20        30        40        50        60  
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
              70        80 
2MEPSP TGGTVTVEGCGTTSLQGDV 
                           
gi|897 AQLPAMCRLEGGDALLASQ 
             90       100  
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (43-71:84-111) 
 
             20        30        40        50        60        70   
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
             80                                            
2MEPSP TTSLQGDV                                            
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
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 initn:  44 init1:  44 opt:  52  Z-score: 78.0  bits: 20.8 E():   23 
Smith-Waterman score: 52; 31.7% identity (65.0% similar) in 60 aa overlap (24-80:38-93) 
 
                      10        20        30        40        50    
2MEPSP        ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
            60          70         80                               
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDV                               
          ::.:  . ...: : .  . .:.:: :                               
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.1 E():   24 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (19-42:20-43) 
 
                10        20        30        40        50          
2MEPSP  ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          ::: : .   :. : :   ::: .                  
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFVE 
               10        20        30        40        50        60 
 
      60        70        80                             
2MEPSP AITGGTVTVEGCGTTSLQGDV                             
                                                         
gi|145 EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
               70        80        90       100          
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 77.7  bits: 21.8 E():   24 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (17-80:89-154) 
 
                             10        20        30             40  
2MEPSP               ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
              50        60        70        80                      
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                      
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 77.7  bits: 21.8 E():   24 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (17-80:89-154) 
 
                             10        20        30             40  
2MEPSP               ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
              50        60        70        80                      
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                      
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.2  bits: 21.4 E():   25 
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Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (10-68:204-256) 
 
                                    10        20        30          
2MEPSP                      ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
      40        50        60        70        80                    
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                    
         :. .    :.:...:.   . .: .:.                                
gi|169 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.1  bits: 19.4 E():   26 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (63-78:140-152) 
 
             40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                                     :: ::   ::  .:::   
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG   
     110       120       130       140          150     
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 77.1  bits: 20.1 E():   26 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (31-61:25-54) 
 
               10        20        30        40        50        60 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     : ::..  :: .:  .   .:::.: .:.  
gi|225       MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSI 
                     10        20        30         40        50    
 
               70        80                                         
2MEPSP ITGGTVTVEGCGTTSLQGDV                                         
       .                                                            
gi|225 LDEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPR 
            60        70        80        90       100       110    
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.7  bits: 19.8 E():   27 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (26-61:166-201) 
 
                    10        20        30        40        50      
2MEPSP      ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
          60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDV 
        : : .                    
gi|116 EAVAKVNFQ                 
         200                     
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.4  bits: 16.4 E():   28 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (18-26:10-18) 
 
               10        20        30        40        50        60 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                        . ::..:.:                                   
gi|409         IAKVPPGGXITAEYGDKWLD                                 
                       10        20                                 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 76.0  bits: 19.1 E():   30 
Smith-Waterman score: 47; 30.3% identity (45.5% similar) in 33 aa overlap (1-33:67-99) 
 
                                             10        20        30 
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2MEPSP                               ISIPYVEMTLRLMERFGVKAEHSDSWDRFY 
                                     :..  . : .     ::: :    ::   : 
gi|291 SGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRY 
         40        50        60        70        80        90       
 
               40        50        60        70        80 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
       . :                                                
gi|291 VTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS       
        100       110       120       130       140       
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 75.6  bits: 19.1 E():   31 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (51-77:9-38) 
 
               30        40        50           60        70        
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
        80                                                          
2MEPSP GDV                                                          
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 75.5  bits: 19.8 E():   31 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (18-79:10-65) 
 
               10        20        30        40        50        60 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                        . : ..:.:  .  :.   : .: .:  . .... .:  .  : 
gi|331         IPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKDVDKA 
                       10          20         30        40          
 
               70        80                                         
2MEPSP ITGGTVTVEGCGTTSLQGDV                                         
         .:   . :::.: .  :                                          
gi|331 PFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFD 
      50           60        70        80        90       100       
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 52; 25.8% identity (53.2% similar) in 62 aa overlap (15-76:376-437) 
 
                               10        20        30        40     
2MEPSP                 ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
           50        60        70        80                         
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                         
       :   ::: ..  ..   .: . : .  : .:.                             
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
gi|110 ETTIFAPGSSSQRKSQSERERQREREEREIH 
         470       480       490       
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (32-71:437-480) 
 
              10        20        30        40            50        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
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        60        70        80                          
2MEPSP GAAITGGTVTVEGCGTTSLQGDV                          
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (32-71:437-480) 
 
              10        20        30        40            50        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        60        70        80                          
2MEPSP GAAITGGTVTVEGCGTTSLQGDV                          
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (32-71:437-480) 
 
              10        20        30        40            50        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        60        70        80                          
2MEPSP GAAITGGTVTVEGCGTTSLQGDV                          
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (32-71:437-480) 
 
              10        20        30        40            50        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        60        70        80                          
2MEPSP GAAITGGTVTVEGCGTTSLQGDV                          
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (32-71:437-480) 
 
              10        20        30        40            50        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        60        70        80                          
2MEPSP GAAITGGTVTVEGCGTTSLQGDV                          
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
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>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (32-71:437-480) 
 
              10        20        30        40            50        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        60        70        80                          
2MEPSP GAAITGGTVTVEGCGTTSLQGDV                          
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (32-71:437-480) 
 
              10        20        30        40            50        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        60        70        80                          
2MEPSP GAAITGGTVTVEGCGTTSLQGDV                          
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (32-71:437-480) 
 
              10        20        30        40            50        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        60        70        80                          
2MEPSP GAAITGGTVTVEGCGTTSLQGDV                          
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (32-71:437-480) 
 
              10        20        30        40            50        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        60        70        80                          
2MEPSP GAAITGGTVTVEGCGTTSLQGDV                          
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (32-71:437-480) 
 
              10        20        30        40            50        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
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gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        60        70        80                          
2MEPSP GAAITGGTVTVEGCGTTSLQGDV                          
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (32-71:437-480) 
 
              10        20        30        40            50        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        60        70        80                          
2MEPSP GAAITGGTVTVEGCGTTSLQGDV                          
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (32-71:437-480) 
 
              10        20        30        40            50        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        60        70        80                          
2MEPSP GAAITGGTVTVEGCGTTSLQGDV                          
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (32-71:437-480) 
 
              10        20        30        40            50        
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        60        70        80                          
2MEPSP GAAITGGTVTVEGCGTTSLQGDV                          
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.8  bits: 19.8 E():   34 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (18-79:34-89) 
 
                            10        20        30        40        
2MEPSP              ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:  .  :.   : .: .:  .  
gi|180 SSSSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKD 
            10        20        30        40           50        60 
 
        50        60        70        80                            
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                            
       .... .:  .  :  .:   . :::.: .  :                             
gi|180 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHIT 
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               70           80        90       100       110        
 
gi|180 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEK 
       120       130       140       150       160       170        
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 74.7  bits: 21.2 E():   35 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (5-54:539-592) 
 
                                         10            20        30 
2MEPSP                           ISIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
               40        50        60        70        80           
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV           
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 74.7  bits: 18.1 E():   35 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (19-67:7-41) 
 
               10        20        30        40        50        60 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                         ::::    :::.    .:. .      .::.. .:  :. :  
gi|212             MADATEKAEH----DRFF----KKFDA------NGDGTISSTELGDAL 
                           10                      20        30     
 
               70        80                              
2MEPSP ITGGTVTVEGCGTTSLQGDV                              
        . :.::                                           
gi|212 KNLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
           40        50        60        70        80    
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.7  bits: 17.4 E():   35 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (21-39:1-19) 
 
               10        20        30        40        50        60 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                           ::   . ::  ::  : .:                      
gi|377                     EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRM 
                                   10        20        30        40 
 
               70        80 
2MEPSP ITGGTVTVEGCGTTSLQGDV 
                            
gi|377 MAEIDTDGDGFL         
               50           
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.4  bits: 18.4 E():   36 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (35-69:69-101) 
 
           10        20        30        40        50        60     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
           70        80 
2MEPSP TVTVEGCGTTSLQGDV 
        . ::            
gi|207 KIGVEEFQALVKA    
        100             
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 19.8 E():   36 
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Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (52-79:133-160) 
 
              30        40        50        60        70        80  
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV  
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.4  bits: 18.4 E():   36 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (20-42:21-43) 
 
                10        20        30        40        50          
2MEPSP  ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           : .: .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
      60        70        80                              
2MEPSP AITGGTVTVEGCGTTSLQGDV                              
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 46; 31.1% identity (53.3% similar) in 45 aa overlap (41-80:83-126) 
 
               20        30        40        50             60      
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
          70        80                                  
2MEPSP VTVEGCGTTSLQGDV                                  
       : ... .    .:::                                  
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.1  bits: 20.8 E():   43 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (18-54:553-589) 
 
                            10        20        30        40        
2MEPSP              ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
        50        60        70        80                            
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                            
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.1  bits: 20.8 E():   43 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (18-54:553-589) 
 
                            10        20        30        40        
2MEPSP              ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
        50        60        70        80                            
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                            
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         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.9  bits: 20.2 E():   44 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (10-61:53-104) 
 
                                    10        20        30          
2MEPSP                      ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
      40           50        60        70        80                 
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                 
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 72.7  bits: 20.9 E():   45 
Smith-Waterman score: 61; 27.5% identity (53.6% similar) in 69 aa overlap (17-80:89-154) 
 
                             10        20        30             40  
2MEPSP               ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:  . .. :   .:::     .  :.   
gi|219 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKIVYVNGTDS--VKGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
              50        60        70        80                      
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                      
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|219 NAYKAGSVNGAFSGLKLAK-SGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFV 
        120       130        140       150       160       170      
 
gi|219 RHWDTYVGTQFNAVFSGALTKSGDKYSFDGKLKNLVHPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.5  bits: 16.4 E():   46 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (18-26:10-18) 
 
               10        20        30        40        50        60 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                        . ::..:.:                                   
gi|751         IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                  
                       10        20        30                       
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.4  bits: 18.5 E():   47 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (16-43:87-110) 
 
                              10        20        30        40      
2MEPSP                ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
          50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                                           
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS   
            120       130       140        
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.4  bits: 18.5 E():   47 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (16-43:87-110) 
 
                              10        20        30        40      
2MEPSP                ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
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                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
          50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                                           
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS   
            120       130       140        
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.1  bits: 20.2 E():   49 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (32-64:269-302) 
 
              10        20        30        40        50         60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
               70        80                                         
2MEPSP ITGGTVTVEGCGTTSLQGDV                                         
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.1  bits: 20.2 E():   49 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (32-64:269-302) 
 
              10        20        30        40        50         60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
               70        80                                         
2MEPSP ITGGTVTVEGCGTTSLQGDV                                         
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (19-29:8-18) 
 
               10        20        30        40        50        60 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                         : :.::..:.:                                
gi|144            MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYV 
                          10        20        30        40          
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (19-29:8-18) 
 
               10        20        30        40        50        60 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                         : :.::..:.:                                
gi|379            MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYV 
                          10        20        30        40          
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.2  bits: 20.5 E():   54 
Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (18-75:65-133) 
 
                            10        20        30                  
2MEPSP              ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
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      40          50        60        70         80                 
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQGDV                 
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
          160       170       180       190       200       210     
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.1  bits: 17.8 E():   55 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (35-69:69-101) 
 
           10        20        30        40        50        60     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
           70        80 
2MEPSP TVTVEGCGTTSLQGDV 
       .. ::            
gi|148 AIGVEEWAVLVKA    
        100             
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 18.5 E():   57 
Smith-Waterman score: 46; 27.1% identity (56.2% similar) in 48 aa overlap (27-71:72-118) 
 
                   10        20        30        40           50    
2MEPSP     ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
            60        70        80                                  
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDV                                  
       : . ..   . .. ::::                                           
gi|144 YSVLATDYDNYAI-VEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHK 
             110        120       130       140       150       160 
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 70.7  bits: 19.5 E():   58 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (35-64:340-370) 
 
           10        20        30        40        50        60     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
             70        80 
2MEPSP GGTVTVEGCGTTSLQGDV 
       ::                 
gi|113 GGYKV              
      370                 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.7  bits: 17.8 E():   58 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (39-78:20-60) 
 
       10        20        30        40        50        60         
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     :  .: . :...:.     : . .::.:   
gi|144            MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPP 
                          10        20        30        40          
 
       70         80                                                
2MEPSP EGC-GTTSLQGDV                                                
         : :  ...:                                                  
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gi|144 ACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTST 
      50        60        70        80        90       100          
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.7  bits: 17.8 E():   58 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (39-78:20-60) 
 
       10        20        30        40        50        60         
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     :  .: . :...:.     : . .::.:   
gi|384            MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPP 
                          10        20        30        40          
 
       70         80                                                
2MEPSP EGC-GTTSLQGDV                                                
         : :  ...:                                                  
gi|384 ACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTST 
      50        60        70        80        90       100          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 18.5 E():   59 
Smith-Waterman score: 45; 38.5% identity (61.5% similar) in 26 aa overlap (46-71:102-126) 
 
          20        30        40        50        60        70      
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. ::::     
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
          80                                                        
2MEPSP LQGDV                                                        
                                                                    
gi|194 NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
              140       150       160       170       180       190 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (28-80:18-64) 
 
               10        20        30        40        50        60 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                  .: .... :   :  : :.   :..:  . :   
gi|107           MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKL 
                         10        20        30          40         
 
               70        80                                         
2MEPSP ITGGTVTVEGCGTTSLQGDV                                         
       .       .: :.: :.::.                                         
gi|107 VE----KFKGLGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGN 
       50            60        70        80        90       100     
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (30-64:331-365) 
 
                10        20        30        40        50          
2MEPSP  ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
      60        70        80                 
2MEPSP AITGGTVTVEGCGTTSLQGDV                 
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (30-64:331-365) 
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                10        20        30        40        50          
2MEPSP  ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
      60        70        80                 
2MEPSP AITGGTVTVEGCGTTSLQGDV                 
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 44; 31.1% identity (53.3% similar) in 45 aa overlap (41-80:83-126) 
 
               20        30        40        50             60      
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
          70        80                                  
2MEPSP VTVEGCGTTSLQGDV                                  
       : ... .    .:::                                  
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (33-48:111-126) 
 
             10        20        30        40        50        60   
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
             70        80   
2MEPSP GGTVTVEGCGTTSLQGDV   
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (33-48:111-126) 
 
             10        20        30        40        50        60   
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
             70        80   
2MEPSP GGTVTVEGCGTTSLQGDV   
                            
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (33-48:111-126) 
 
             10        20        30        40        50        60   
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVRAGKEK 
               90       100       110       120       130       140 
 
             70        80   
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2MEPSP GGTVTVEGCGTTSLQGDV   
                            
gi|444 ATGLFKLIENYLVANPDAYN 
              150       160 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.8  bits: 18.9 E():   64 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (35-64:231-261) 
 
           10        20        30        40        50        60     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
             70        80 
2MEPSP GGTVTVEGCGTTSLQGDV 
       ::                 
gi|226 GGYKV              
     260                  
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.8  bits: 17.8 E():   65 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (19-65:9-60) 
 
               10        20        30           40          50      
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASSASYF 
                         : :.::..: :  . : .. .    :.:   :: .... ::  
gi|118           MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGDSYT 
                         10        20        30        40        50 
 
          60        70        80                                    
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDV                                    
       .  :.   .:                                                   
gi|118 IKTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVREFSD 
               60        70        80        90       100       110 
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 17.2 E():   66 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (20-39:9-28) 
 
               10        20        30        40        50        60 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                          :::   . ::  .:  : .:                      
gi|333            MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEEIQRM 
                          10        20        30        40          
 
               70        80                
2MEPSP ITGGTVTVEGCGTTSLQGDV                
                                           
gi|333 MAEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
      50        60        70        80     
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.4  bits: 17.5 E():   68 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (35-69:69-101) 
 
           10        20        30        40        50        60     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
           70        80 
2MEPSP TVTVEGCGTTSLQGDV 
        . :.            
gi|288 KIGVDEFAAMIKG    
        100             
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.4  bits: 18.2 E():   68 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6743

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (57-78:150-172) 
 
         30        40        50        60         70        80  
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDV  
                                     :::: . ::..:: .   ::  :    
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV 
     120       130       140       150       160       170      
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.1  bits: 17.9 E():   70 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (63-78:132-144) 
 
             40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                                     :: :.   ::  .:::   
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG   
             110       120       130          140       
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.1  bits: 17.9 E():   70 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (63-78:132-144) 
 
             40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                                     :: :.   ::  .:::   
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG   
             110       120       130          140       
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 69.0  bits: 18.9 E():   71 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (35-70:259-293) 
 
           10        20        30        40        50        60     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
           70        80 
2MEPSP TVTVEGCGTTSLQGDV 
       ::.. :           
gi|119 TVSAGGYKV        
       290              
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.0  bits: 19.2 E():   72 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (29-75:68-112) 
 
                 10        20        30        40        50         
2MEPSP   ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
       60        70        80                                       
2MEPSP AAITGGTVTVEGCGTTSLQGDV                                       
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (29-55:319-345) 
 
                 10        20        30        40        50         
2MEPSP   ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
       60        70        80                
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2MEPSP AAITGGTVTVEGCGTTSLQGDV                
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 45; 29.0% identity (67.7% similar) in 31 aa overlap (51-80:4-34) 
 
               30        40        50        60         70          
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGD 
                                     ... : .. ..:: .  : :: : :.. :. 
gi|160                            MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGN 
                                          10        20        30    
 
      80                                                            
2MEPSP V                                                            
       .                                                            
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGT 
            40        50        60        70        80        90    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (63-78:140-152) 
 
             40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                                     :: :.   ::  .:::   
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG   
     110       120       130       140          150     
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (63-78:140-152) 
 
             40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                                     :: :.   ::  .:::   
gi|160 SIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA---CGIIGLQG   
     110       120       130       140          150     
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (63-78:140-152) 
 
             40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                                     :: :.   ::  .:::   
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG   
     110       120       130       140          150     
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (63-78:140-152) 
 
             40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                                     :: :.   ::  .:::   
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG   
     110       120       130       140          150     
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (63-78:140-152) 
 
             40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                                     :: :.   ::  .:::   
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG   
     110       120       130       140          150     
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>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (63-78:140-152) 
 
             40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                                     :: :.   ::  .:::   
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG   
     110       120       130       140          150     
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (63-78:140-152) 
 
             40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                                     :: :.   ::  .:::   
gi|145 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG   
     110       120       130       140          150     
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (63-78:140-152) 
 
             40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                                     :: :.   ::  .:::   
gi|160 SIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA---CGIIGLQG   
     110       120       130       140          150     
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (63-78:140-152) 
 
             40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                                     :: :.   ::  .:::   
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG   
     110       120       130       140          150     
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (63-78:140-152) 
 
             40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                                     :: :.   ::  .:::   
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG   
     110       120       130       140          150     
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (45-79:30-64) 
 
           20        30        40        50        60        70     
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     : :. :. .  : :  ...  .:..:: .: 
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMST 
                10        20        30        40        50          
 
           80                                                       
2MEPSP SLQGDV                                                       
       . . :                                                        
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (63-78:140-152) 
 
             40        50        60        70        80 
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2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                                     :: :.   ::  .:::   
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG   
     110       120       130       140          150     
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (63-78:140-152) 
 
             40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                                     :: :.   ::  .:::   
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG   
     110       120       130       140          150     
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (63-78:140-152) 
 
             40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                                     :: :.   ::  .:::   
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG   
     110       120       130       140          150     
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (63-78:140-152) 
 
             40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                                     :: :.   ::  .:::   
gi|160 SIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA---CGIIGLQG   
     110       120       130       140          150     
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (63-78:140-152) 
 
             40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                                     :: :.   ::  .:::   
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG   
     110       120       130       140          150     
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (17-48:182-217) 
 
                             10        20            30        40   
2MEPSP               ISIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
             50        60        70        80                       
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                       
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (5-31:155-183) 
 
                                         10        20          30   
2MEPSP                           ISIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
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             40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                                                        
gi|549 CNYGPAGNVGNEPIYERK                               
          190       200                                 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 68.2  bits: 19.6 E():   79 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (2-54:417-466) 
 
                                            10        20        30  
2MEPSP                              ISIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
              40        50        60        70        80            
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV            
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (35-64:232-262) 
 
           10        20        30        40        50        60     
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
             70        80 
2MEPSP GGTVTVEGCGTTSLQGDV 
       ::                 
gi|180 GGYKV              
                          
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 16.9 E():   81 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (19-36:7-24) 
 
               10        20        30        40        50        60 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                         ::::.  . .:  .:  :                         
gi|598             MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDDIKRM 
                           10        20        30        40         
 
               70        80                
2MEPSP ITGGTVTVEGCGTTSLQGDV                
                                           
gi|598 MAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
       50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 16.9 E():   81 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (19-36:7-24) 
 
               10        20        30        40        50        60 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                         ::::.  . .:  .:  :                         
gi|598             MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDDIKRM 
                           10        20        30        40         
 
               70        80                
2MEPSP ITGGTVTVEGCGTTSLQGDV                
                                           
gi|598 MAEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
       50        60        70        80    
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (18-47:14-43) 
 
               10        20        30        40        50        60 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                        . : :.::  :   .  ...  :.    ::              
gi|179     MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMDDDSMR 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP ITGGTVTVEGCGTTSLQGDV                                         
                                                                    
gi|179 GRECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMKQLPNKC 
         60        70        80        90       100       110       
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (18-47:14-43) 
 
               10        20        30        40        50        60 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                        . : :.::  :   .  ...  :.    ::              
gi|144     MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMDADSMR 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP ITGGTVTVEGCGTTSLQGDV                                         
                                                                    
gi|144 GQECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMKQLPNKC 
         60        70        80        90       100       110       
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.9  bits: 19.9 E():   82 
Smith-Waterman score: 49; 35.0% identity (70.0% similar) in 20 aa overlap (11-30:396-415) 
 
                                   10        20        30        40 
2MEPSP                     ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
                                     . .: :.  ::  ...:.::           
gi|833 VDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFDKFYSAFSKNIKLG 
         370       380       390       400       410       420      
 
               50        60        70        80                     
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV                     
                                                                    
gi|833 IHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYITGESIKAVAKSPFL 
         430       440       450       460       470       480      
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (41-69:73-101) 
 
               20        30        40        50        60        70 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
               80 
2MEPSP CGTTSLQGDV 
                  
gi|193 FNHLVKH    
                  
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (39-64:59-83) 
 
       10        20        30        40         50        60        
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
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       30        40        50        60        70          80       
 
        70        80             
2MEPSP VEGCGTTSLQGDV             
                                 
gi|215 AAPEAERAEEEKEESDDDMGFGLFD 
         90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (39-63:59-84) 
 
       10        20        30        40         50        60        
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
        70        80           
2MEPSP VEGCGTTSLQGDV           
                               
gi|668 AAKEKNEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (39-63:59-84) 
 
       10        20        30        40         50        60        
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
        70        80           
2MEPSP VEGCGTTSLQGDV           
                               
gi|833 AAEEKKEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 46; 27.8% identity (63.0% similar) in 54 aa overlap (29-80:105-155) 
 
                 10        20        30        40        50         
2MEPSP   ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL-- 
                                     .:. .:.:  . ..: :.   ..   :.   
gi|151 TPGTLRYGATREKALWIIFSQNMNIKLKMPLYV-AGHKTIDGRGADVHLGNGGPCLFMRK 
           80        90       100        110       120       130    
 
         60        70        80                                     
2MEPSP AGAAITGGTVTVEGCGTTSLQGDV                                     
       .. .:  : . ..::.:. : :::                                     
gi|151 VSHVILHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSD 
           140        150        160       170       180       190  
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.4  bits: 18.9 E():   88 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (14-68:159-208) 
 
                                10        20        30        40    
2MEPSP                  ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
             50        60        70        80                       
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTSLQGDV                       
       ... .. :..:  :. ...:.  ::.                                   
gi|195 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
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>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.4  bits: 18.9 E():   88 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (14-68:159-208) 
 
                                10        20        30        40    
2MEPSP                  ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
             50        60        70        80                       
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTSLQGDV                       
       ... .. :..:  :. ...:.  ::.                                   
gi|493 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (33-49:109-125) 
 
             10        20        30        40        50        60   
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
             70        80 
2MEPSP GGTVTVEGCGTTSLQGDV 
                          
gi|145 SQGIFKAIEGYVLSN    
      140       150       
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.9 E():   92 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (47-69:145-167) 
 
         20        30        40        50        60        70       
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
         80                                                         
2MEPSP QGDV                                                         
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 42; 23.3% identity (58.1% similar) in 43 aa overlap (41-79:40-82) 
 
               20        30        40        50            60       
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
         70        80                                               
2MEPSP TVEGCGTTSLQGDV                                               
        ..: .  .:  :                                                
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.9 E():   93 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (30-62:331-363) 
 
                10        20        30        40        50          
2MEPSP  ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
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                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
      60        70        80                  
2MEPSP AITGGTVTVEGCGTTSLQGDV                  
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
              370       380       390         
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.2 E():   98 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (19-37:9-27) 
 
               10        20        30        40        50        60 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                         : :.::..: :  . : ..                        
gi|156           MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPTVEVIVDGDSYT 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP ITGGTVTVEGCGTTSLQGDV                                         
                                                                    
gi|156 IKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSE 
               60        70        80        90       100       110 
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.2 E():   98 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (19-37:9-27) 
 
               10        20        30        40        50        60 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                         : :.::..: :  . : ..                        
gi|518           MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPTVEVIVDGDSYT 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP ITGGTVTVEGCGTTSLQGDV                                         
                                                                    
gi|518 IKTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSE 
               60        70        80        90       100       110 
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.4  bits: 15.2 E():   99 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (18-26:10-18) 
 
               10        20        30        40        50        60 
2MEPSP ISIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                        . :...:.:                                   
gi|751         IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA                     
                       10        20        30                       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:48 2011 done: Tue Apr 19 10:57:48 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 207  - 286 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
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       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     4     0:= 
  30     2     2:* 
  32     7     8:=* 
  34    16    22:==== * 
  36    47    44:==========*= 
  38    72    73:==================* 
  40    70   102:==================       * 
  42    84   125:=====================          * 
  44    94   138:========================          * 
  46   205   140:==================================*================= 
  48   179   134:=================================*=========== 
  50   143   122:==============================*===== 
  52   124   108:==========================*==== 
  54    99    92:======================*== 
  56    50    77:=============      * 
  58    55    63:============== * 
  60    21    51:======      * 
  62    43    41:==========* 
  64    22    33:======  * 
  66    22    26:======* 
  68    36    20:====*==== 
  70    18    16:===*= 
  72    11    12:==* 
  74    20    10:==*== 
  76     9     8:=*= 
  78    10     6:=*= 
  80     2     5:=* 
  82     3     3:* 
  84     5     3:*= 
  86     9     2:*== 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.21500.00374; mu= 10.6440 0.194 
 mean_var=35.6023 8.812, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.214949 
 Kolmogorov-Smirnov  statistic: 0.0782 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.5     2.2 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   58 22.5     2.3 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   57 22.2     2.9 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   58 22.5     3.1 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 23.9     3.7 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.6     4.2 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 22.0     7.3 
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gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   56 22.0     7.6 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 22.0     7.6 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   56 22.0     7.6 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   56 22.0     7.8 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 22.3     7.8 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   57 22.3       8 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   54 21.3     8.3 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   54 21.3     8.4 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   56 22.0     9.3 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.0     9.6 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.3      10 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.3      10 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.0      10 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   55 21.7      12 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.4      13 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   56 22.1      14 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.4      17 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.7      17 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 21.1      18 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.4      19 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   54 21.4      19 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.4      19 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 20.1      22 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.1      22 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.7      22 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   55 21.8      23 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   55 21.8      23 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.1      24 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   54 21.5      25 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.1      26 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.4      26 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.8      27 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.4      28 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.1      31 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   49 19.8      31 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   52 20.8      32 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.8      33 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.8      33 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.8      33 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   47 19.1      33 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   49 19.8      34 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.2      34 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 18.1      35 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.4      35 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.8      36 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 18.4      36 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.4      36 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 20.9      42 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 20.9      42 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.2      43 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 20.9      44 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   45 18.5      45 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.5      46 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.5      46 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.4      47 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.2      48 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.2      48 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   45 18.5      50 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.2      52 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.2      52 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.6      53 
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gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.8      55 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.5      57 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.5      57 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.8      58 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   43 17.8      58 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.5      59 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 19.2      60 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.6      60 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.6      60 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.2      63 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.2      63 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.2      63 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.9      64 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.8      65 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.2      66 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.2      68 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.5      68 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.9      70 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.9      70 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.9      71 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.2      71 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.2      73 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   43 17.9      74 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.2      75 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.2      77 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 19.6      78 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.6      79 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 17.5      81 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 17.5      81 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 16.9      81 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 16.9      81 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   49 19.9      81 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.2      84 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.2      85 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.2      85 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.2      85 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 18.9      86 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   46 18.9      87 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   46 18.9      87 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 18.9      91 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.6      91 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   42 17.6      92 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 18.9      92 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   41 17.2      98 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   41 17.2      98 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   35 15.2   1e 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 96.3  bits: 24.5 E():  2.2 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (30-66:8-44) 
 
               10        20        30        40        50        60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                    ... : . :  :  ::.:.. .. .:: ::. 
gi|144                       MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAV 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6755

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     10        20        30         
 
               70        80                                         
2MEPSP TGGTVTVEGCGTTSLQGDVK                                         
        .:. :                                                       
gi|144 PSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQL 
       40        50        60        70        80        90         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 96.0  bits: 22.5 E():  2.3 
Smith-Waterman score: 58; 28.3% identity (56.7% similar) in 60 aa overlap (11-69:26-84) 
 
                              10        20        30         40     
2MEPSP                SIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
           50        60        70        80                   
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                   
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 94.3  bits: 22.2 E():  2.9 
Smith-Waterman score: 57; 28.3% identity (56.7% similar) in 60 aa overlap (11-69:26-84) 
 
                              10        20        30         40     
2MEPSP                SIPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
           50        60        70        80                   
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                   
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 93.6  bits: 22.5 E():  3.1 
Smith-Waterman score: 58; 32.0% identity (60.0% similar) in 50 aa overlap (29-75:52-101) 
 
                 10        20        30        40           50      
2MEPSP   SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
          60        70        80                                    
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVK                                    
       .:.: . :.  : :  :...                                         
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 92.2  bits: 23.9 E():  3.7 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (32-78:423-469) 
 
              10        20        30        40        50        60  
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
                70        80                             
2MEPSP GGTVTVE--GCGTTSLQGDVK                             
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
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>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 91.3  bits: 23.6 E():  4.2 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (30-66:8-44) 
 
               10        20        30        40        50        60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                    ... : . :  :  ::.:.. .. .:: ::. 
gi|144                       MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAV 
                                     10        20        30         
 
               70        80                                         
2MEPSP TGGTVTVEGCGTTSLQGDVK                                         
         :. :                                                       
gi|144 PRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQL 
       40        50        60        70        80        90         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 87.0  bits: 22.0 E():  7.3 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (17-78:22-77) 
 
                    10        20        30        40        50      
2MEPSP      SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
          60        70        80                                    
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVK                                    
       .  :  .:   . :::.: .  :                                      
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.7  bits: 22.0 E():  7.6 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (17-78:33-88) 
 
                             10        20        30        40       
2MEPSP               SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
         50        60        70        80                           
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                           
       .... .:  .  :  .:   . :::.: .  :                             
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|168 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.7  bits: 22.0 E():  7.6 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (17-78:33-88) 
 
                             10        20        30        40       
2MEPSP               SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
         50        60        70        80                           
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                           
       .... .:  .  :  .:   . :::.: .  :                             
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|752 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEK 
        120       130       140       150       160       170       
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>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.7  bits: 22.0 E():  7.6 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (17-78:33-88) 
 
                             10        20        30        40       
2MEPSP               SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
         50        60        70        80                           
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                           
       .... .:  .  :  .:   . :::.: .  :                             
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|126 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.5  bits: 22.0 E():  7.8 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (17-78:39-94) 
 
                             10        20        30        40       
2MEPSP               SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
         50        60        70        80                           
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                           
       .... .:  .  :  .:   . :::.: .  :                             
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
gi|249 DDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEK 
            130       140       150       160       170       180   
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 86.5  bits: 22.3 E():  7.8 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (15-63:151-193) 
 
                               10        20        30        40     
2MEPSP                 SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
           50        60        70        80                         
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                         
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  57  Z-score: 86.3  bits: 22.3 E():    8 
Smith-Waterman score: 57; 30.4% identity (60.9% similar) in 46 aa overlap (34-76:79-123) 
 
            10        20        30        40        50        60    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
               70        80                                         
2MEPSP ---TVTVEGCGTTSLQGDVK                                         
          ..:. .  ::: :                                             
gi|170 IEDSLTISNL-TTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEE 
      110        120       130       140       150       160        
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
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 initn:  37 init1:  37 opt:  54  Z-score: 85.9  bits: 21.3 E():  8.3 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (18-70:63-117) 
 
                            10        20        30        40        
2MEPSP              SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
           50        60        70        80                         
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                         
       .: : :: : . ..   . .. ::::                                   
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYT 
            100       110        120       130       140       150  
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 85.9  bits: 21.3 E():  8.4 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (18-70:64-118) 
 
                            10        20        30        40        
2MEPSP              SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
           50        60        70        80                         
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                         
       .: : :: : . ..   . .. ::::                                   
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYT 
           100       110        120       130       140       150   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.0  bits: 22.0 E():  9.3 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (34-63:59-88) 
 
            10        20        30        40        50        60    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
            70        80                                            
2MEPSP TVTVEGCGTTSLQGDVK                                            
                                                                    
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 84.8  bits: 21.0 E():  9.6 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (42-70:86-113) 
 
              20        30        40        50        60        70  
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
              80                                             
2MEPSP TTSLQGDVK                                             
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 84.5  bits: 20.3 E():   10 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (34-68:69-101) 
 
            10        20        30        40        50        60    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6759

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

       40        50        60        70          80        90       
 
            70        80 
2MEPSP TVTVEGCGTTSLQGDVK 
        . ::             
gi|207 KIGVEEFQALVKA     
        100              
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 84.5  bits: 20.3 E():   10 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (16-53:18-58) 
 
                 10        20        30           40        50      
2MEPSP   SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASSASYFL 
                        : .:  : ..  :. : : . :.:   :.:..  : .....   
gi|179 MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIE 
               10        20        30        40        50        60 
 
          60        70        80                         
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVK                         
                                                         
gi|179 EDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 84.2  bits: 21.0 E():   10 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (42-70:102-129) 
 
              20        30        40        50        60        70  
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
              80                                             
2MEPSP TTSLQGDVK                                             
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.9  bits: 21.7 E():   12 
Smith-Waterman score: 55; 30.0% identity (63.3% similar) in 30 aa overlap (34-63:79-108) 
 
            10        20        30        40        50        60    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
            70        80                                            
2MEPSP TVTVEGCGTTSLQGDVK                                            
                                                                    
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 82.3  bits: 21.4 E():   13 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (34-69:264-297) 
 
            10        20        30        40        50        60    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
            70        80 
2MEPSP TVTVEGCGTTSLQGDVK 
       .... :            
gi|663 ATAAAGGYKA        
             300         
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>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 81.8  bits: 22.1 E():   14 
Smith-Waterman score: 56; 22.0% identity (62.7% similar) in 59 aa overlap (9-67:118-170) 
 
                                     10        20        30         
2MEPSP                       SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRI---VEFQS 
        90       100       110       120       130          140     
 
       40        50        60        70        80                   
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                   
         :. .    :.:.:.:.   . .: .:.                                
gi|149 NPNTLILPKHSDADYILV---VLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILN 
          150       160          170       180       190       200  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 80.4  bits: 21.4 E():   17 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (14-47:279-317) 
 
                                10           20        30           
2MEPSP                  SIPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
       40        50        60        70        80                   
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                   
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.2  bits: 20.7 E():   17 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (60-79:208-227) 
 
      30        40        50        60        70        80          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK          
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.8  bits: 21.1 E():   18 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (23-80:38-94) 
 
                       10        20        30        40        50   
2MEPSP         SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
               60         70        80                              
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVK                              
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 79.5  bits: 19.4 E():   19 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (39-68:73-101) 
 
       10        20        30        40        50        60         
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
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                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
       70        80 
2MEPSP GCGTTSLQGDVK 
                    
gi|288 EFAVWVKQ     
                    
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 79.4  bits: 21.4 E():   19 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (9-67:204-256) 
 
                                     10        20        30         
2MEPSP                       SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
       40        50        60        70        80                   
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                   
         :. .    :.:...:.   . .: .:.                                
gi|149 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.3  bits: 19.4 E():   19 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (38-63:59-84) 
 
        10        20        30        40        50        60        
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
        70        80           
2MEPSP EGCGTTSLQGDVK           
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.5  bits: 20.1 E():   22 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (18-74:72-127) 
 
                            10        20        30        40        
2MEPSP              SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
 
        50        60        70        80                            
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                            
         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.3  bits: 19.1 E():   22 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (31-50:53-72) 
 
               10        20        30        40        50        60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
               70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVK 
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gi|897 AQLPAMCRLEGGDALLASQ  
             90       100   
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (42-70:84-111) 
 
              20        30        40        50        60        70  
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
              80                                           
2MEPSP TTSLQGDVK                                           
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 77.8  bits: 21.8 E():   23 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (16-79:89-154) 
 
                              10        20        30             40 
2MEPSP                SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
               50        60        70        80                     
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                     
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 77.8  bits: 21.8 E():   23 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (16-79:89-154) 
 
                              10        20        30             40 
2MEPSP                SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
               50        60        70        80                     
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                     
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.1 E():   24 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (18-41:20-43) 
 
                 10        20        30        40        50         
2MEPSP   SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          ::: : .   :. : :   ::: .                  
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFVE 
               10        20        30        40        50        60 
 
       60        70        80                            
2MEPSP AITGGTVTVEGCGTTSLQGDVK                            
                                                         
gi|145 EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
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               70        80        90       100          
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.3  bits: 21.5 E():   25 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (9-67:204-256) 
 
                                     10        20        30         
2MEPSP                       SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
       40        50        60        70        80                   
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                   
         :. .    :.:...:.   . .: .:.                                
gi|169 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 77.1  bits: 20.1 E():   26 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (30-60:25-54) 
 
               10        20        30        40        50        60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                    : ::..  :: .:  .   .:::.: .:. . 
gi|225      MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSIL 
                    10        20        30         40        50     
 
               70        80                                         
2MEPSP TGGTVTVEGCGTTSLQGDVK                                         
                                                                    
gi|225 DEYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRL 
           60        70        80        90       100       110     
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.1  bits: 19.4 E():   26 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (62-77:140-152) 
 
              40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :: ::   ::  .:::    
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG    
     110       120       130       140          150      
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.7  bits: 19.8 E():   27 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (25-60:166-201) 
 
                     10        20        30        40        50     
2MEPSP       SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
           60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVK 
        : : .                     
gi|116 EAVAKVNFQ                  
         200                      
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.4  bits: 16.4 E():   28 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (17-25:10-18) 
 
               10        20        30        40        50        60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                       . ::..:.:                                    
gi|409        IAKVPPGGXITAEYGDKWLD                                  
                      10        20                                  
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
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 initn:  45 init1:  45 opt:  47  Z-score: 75.6  bits: 19.1 E():   31 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (50-76:9-38) 
 
      20        30        40        50           60        70       
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
         80                                                         
2MEPSP GDVK                                                         
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 75.6  bits: 19.8 E():   31 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (17-78:10-65) 
 
               10        20        30        40        50        60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                       . : ..:.:  .  :.   : .: .:  . .... .:  .  :  
gi|331        IPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKDVDKAP 
                      10          20         30        40        50 
 
               70        80                                         
2MEPSP TGGTVTVEGCGTTSLQGDVK                                         
        .:   . :::.: .  :                                           
gi|331 FNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDL 
                  60        70        80        90       100        
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.5  bits: 20.8 E():   32 
Smith-Waterman score: 52; 25.8% identity (53.2% similar) in 62 aa overlap (14-75:376-437) 
 
                                10        20        30        40    
2MEPSP                  SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
            50        60        70        80                        
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                        
       :   ::: ..  ..   .: . : .  : .:.                             
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
gi|110 ETTIFAPGSSSQRKSQSERERQREREEREIH 
         470       480       490       
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (31-70:437-480) 
 
               10        20        30        40            50       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         60        70        80                         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVK                         
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (31-70:437-480) 
 
               10        20        30        40            50       
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2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         60        70        80                         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVK                         
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (31-70:437-480) 
 
               10        20        30        40            50       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         60        70        80                         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVK                         
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (31-70:437-480) 
 
               10        20        30        40            50       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         60        70        80                         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVK                         
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (31-70:437-480) 
 
               10        20        30        40            50       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         60        70        80                         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVK                         
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (31-70:437-480) 
 
               10        20        30        40            50       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         60        70        80                         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVK                         
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       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (31-70:437-480) 
 
               10        20        30        40            50       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         60        70        80                         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVK                         
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (31-70:437-480) 
 
               10        20        30        40            50       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         60        70        80                         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVK                         
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (31-70:437-480) 
 
               10        20        30        40            50       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         60        70        80                         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVK                         
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (31-70:437-480) 
 
               10        20        30        40            50       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         60        70        80                         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVK                         
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (31-70:437-480) 
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               10        20        30        40            50       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         60        70        80                         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVK                         
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (31-70:437-480) 
 
               10        20        30        40            50       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         60        70        80                         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVK                         
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (31-70:437-480) 
 
               10        20        30        40            50       
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         60        70        80                         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVK                         
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 47; 30.4% identity (54.3% similar) in 46 aa overlap (40-80:83-127) 
 
      10        20        30        40        50             60     
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
           70        80                                 
2MEPSP VTVEGCGTTSLQGDVK                                 
       : ... .    .:::.                                 
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.9  bits: 19.8 E():   34 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (17-78:34-89) 
 
                             10        20        30        40       
2MEPSP               SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:  .  :.   : .: .:  .  
gi|180 SSSSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKD 
            10        20        30        40           50        60 
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         50        60        70        80                           
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                           
       .... .:  .  :  .:   . :::.: .  :                             
gi|180 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHIT 
               70           80        90       100       110        
 
gi|180 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEK 
       120       130       140       150       160       170        
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 74.8  bits: 21.2 E():   34 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (4-53:539-592) 
 
                                          10            20          
2MEPSP                            SIPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
      30        40        50        60        70        80          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK          
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 74.7  bits: 18.1 E():   35 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (18-66:7-41) 
 
               10        20        30        40        50        60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                        ::::    :::.    .:. .      .::.. .:  :. :   
gi|212            MADATEKAEH----DRFF----KKFDA------NGDGTISSTELGDALK 
                          10                      20        30      
 
               70        80                             
2MEPSP TGGTVTVEGCGTTSLQGDVK                             
       . :.::                                           
gi|212 NLGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
          40        50        60        70        80    
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.6  bits: 17.4 E():   35 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (20-38:1-19) 
 
               10        20        30        40        50        60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                          ::   . ::  ::  : .:                       
gi|377                    EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMM 
                                  10        20        30        40  
 
               70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVK 
                            
gi|377 AEIDTDGDGFL          
              50            
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (51-78:133-160) 
 
               30        40        50        60        70        80 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 74.4  bits: 18.4 E():   36 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (34-68:69-101) 
 
            10        20        30        40        50        60    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
            70        80 
2MEPSP TVTVEGCGTTSLQGDVK 
        . ::             
gi|207 KIGVEEFQALVKA     
        100              
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.4  bits: 18.4 E():   36 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (19-41:21-43) 
 
                 10        20        30        40        50         
2MEPSP   SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           : .: .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
       60        70        80                             
2MEPSP AITGGTVTVEGCGTTSLQGDVK                             
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.2  bits: 20.9 E():   42 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (17-53:553-589) 
 
                             10        20        30        40       
2MEPSP               SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
         50        60        70        80                           
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                           
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.2  bits: 20.9 E():   42 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (17-53:553-589) 
 
                             10        20        30        40       
2MEPSP               SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
         50        60        70        80                           
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                           
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 73.0  bits: 20.2 E():   43 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (9-60:53-104) 
 
                                     10        20        30         
2MEPSP                       SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
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             30        40        50        60        70             
 
       40           50        60        70        80                
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 72.8  bits: 20.9 E():   44 
Smith-Waterman score: 61; 27.5% identity (53.6% similar) in 69 aa overlap (16-79:89-154) 
 
                              10        20        30             40 
2MEPSP                SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:  . .. :   .:::     .  :.   
gi|219 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKIVYVNGTDS--VKGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
               50        60        70        80                     
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                     
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|219 NAYKAGSVNGAFSGLKLAK-SGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFV 
        120       130        140       150       160       170      
 
gi|219 RHWDTYVGTQFNAVFSGALTKSGDKYSFDGKLKNLVHPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 45; 44.4% identity (50.0% similar) in 18 aa overlap (15-32:82-99) 
 
                               10        20        30        40     
2MEPSP                 SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :             
gi|291 TPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHA 
              60        70        80        90       100       110  
 
           50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                            
gi|291 RMKLASKAREMKDRAEQFGQQHVTGSQGS        
             120       130       140        
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.4  bits: 18.5 E():   46 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (15-42:87-110) 
 
                               10        20        30        40     
2MEPSP                 SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
           50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                            
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS    
            120       130       140         
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.4  bits: 18.5 E():   46 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (15-42:87-110) 
 
                               10        20        30        40     
2MEPSP                 SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
           50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
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gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS    
            120       130       140         
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.4  bits: 16.4 E():   47 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (17-25:10-18) 
 
               10        20        30        40        50        60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                       . ::..:.:                                    
gi|751        IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                   
                      10        20        30                        
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (31-63:269-302) 
 
               10        20        30        40        50           
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
      60        70        80                                        
2MEPSP ITGGTVTVEGCGTTSLQGDVK                                        
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (31-63:269-302) 
 
               10        20        30        40        50           
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
      60        70        80                                        
2MEPSP ITGGTVTVEGCGTTSLQGDVK                                        
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 45; 30.4% identity (54.3% similar) in 46 aa overlap (40-80:83-127) 
 
      10        20        30        40        50             60     
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
           70        80                                 
2MEPSP VTVEGCGTTSLQGDVK                                 
       : ... .    .:::.                                 
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (18-28:8-18) 
 
               10        20        30        40        50        60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                        : :.::..:.:                                 
gi|144           MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVF 
                         10        20        30        40        50 
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>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (18-28:8-18) 
 
               10        20        30        40        50        60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                        : :.::..:.:                                 
gi|379           MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVF 
                         10        20        30        40        50 
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.3  bits: 20.6 E():   53 
Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (17-74:65-133) 
 
                             10        20        30                 
2MEPSP               SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
       40          50        60        70         80                
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQGDVK                
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
          160       170       180       190       200       210     
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.1  bits: 17.8 E():   55 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (34-68:69-101) 
 
            10        20        30        40        50        60    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
            70        80 
2MEPSP TVTVEGCGTTSLQGDVK 
       .. ::             
gi|148 AIGVEEWAVLVKA     
        100              
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 18.5 E():   57 
Smith-Waterman score: 46; 27.1% identity (56.2% similar) in 48 aa overlap (26-70:72-118) 
 
                    10        20        30        40           50   
2MEPSP      SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
             60        70        80                                 
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVK                                 
       : . ..   . .. ::::                                           
gi|144 YSVLATDYDNYAI-VEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHK 
             110        120       130       140       150       160 
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 70.8  bits: 19.5 E():   57 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (34-63:340-370) 
 
            10        20        30        40        50        60    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
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              70        80 
2MEPSP GGTVTVEGCGTTSLQGDVK 
       ::                  
gi|113 GGYKV               
      370                  
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.7  bits: 17.8 E():   58 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (38-77:20-60) 
 
        10        20        30        40        50        60        
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     :  .: . :...:.     : . .::.:   
gi|384            MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPP 
                          10        20        30        40          
 
        70         80                                               
2MEPSP EGC-GTTSLQGDVK                                               
         : :  ...:                                                  
gi|384 ACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTST 
      50        60        70        80        90       100          
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.7  bits: 17.8 E():   58 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (38-77:20-60) 
 
        10        20        30        40        50        60        
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     :  .: . :...:.     : . .::.:   
gi|144            MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPP 
                          10        20        30        40          
 
        70         80                                               
2MEPSP EGC-GTTSLQGDVK                                               
         : :  ...:                                                  
gi|144 ACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTST 
      50        60        70        80        90       100          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 18.5 E():   59 
Smith-Waterman score: 45; 38.5% identity (61.5% similar) in 26 aa overlap (45-70:102-126) 
 
           20        30        40        50        60        70     
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. ::::     
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
           80                                                       
2MEPSP LQGDVK                                                       
                                                                    
gi|194 NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
              140       150       160       170       180       190 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.5  bits: 19.2 E():   60 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (27-79:18-64) 
 
               10        20        30        40        50        60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                 .: .... :   :  : :.   :..:  . :  . 
gi|107          MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLV 
                        10        20        30          40          
 
               70        80                                         
2MEPSP TGGTVTVEGCGTTSLQGDVK                                         
              .: :.: :.::.                                          
gi|107 E----KFKGLGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNI 
      50            60        70        80        90       100      
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>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.3  bits: 19.6 E():   60 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (29-63:331-365) 
 
                 10        20        30        40        50         
2MEPSP   SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
       60        70        80                
2MEPSP AITGGTVTVEGCGTTSLQGDVK                
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.3  bits: 19.6 E():   60 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (29-63:331-365) 
 
                 10        20        30        40        50         
2MEPSP   SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
       60        70        80                
2MEPSP AITGGTVTVEGCGTTSLQGDVK                
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 45; 31.0% identity (52.4% similar) in 42 aa overlap (44-80:87-128) 
 
            20        30        40        50             60         
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
       70        80                                 
2MEPSP GCGTTSLQGDVK                                 
       . ..    :::.                                 
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (32-47:111-126) 
 
              10        20        30        40        50        60  
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
              70        80  
2MEPSP GGTVTVEGCGTTSLQGDVK  
                            
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 45; 31.0% identity (52.4% similar) in 42 aa overlap (44-80:87-128) 
 
            20        30        40        50             60         
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
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gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
       70        80                                 
2MEPSP GCGTTSLQGDVK                                 
       . ..    :::.                                 
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (34-63:231-261) 
 
            10        20        30        40        50        60    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
              70        80 
2MEPSP GGTVTVEGCGTTSLQGDVK 
       ::                  
gi|226 GGYKV               
     260                   
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.8  bits: 17.8 E():   65 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (18-64:9-60) 
 
               10        20        30           40          50      
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASSASYFL 
                        : :.::..: :  . : .. .    :.:   :: .... :: . 
gi|118          MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGDSYTI 
                        10        20        30        40        50  
 
          60        70        80                                    
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVK                                    
         :.   .:                                                    
gi|118 KTASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVREFSDE 
              60        70        80        90       100       110  
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 17.2 E():   66 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (19-38:9-28) 
 
               10        20        30        40        50        60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                         :::   . ::  .:  : .:                       
gi|333           MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEEIQRMM 
                         10        20        30        40        50 
 
               70        80               
2MEPSP TGGTVTVEGCGTTSLQGDVK               
                                          
gi|333 AEIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
               60        70        80     
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.4  bits: 18.2 E():   68 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (56-77:150-172) 
 
          30        40        50        60         70        80 
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVK 
                                     :::: . ::..:: .   ::  :    
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV 
     120       130       140       150       160       170      
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.4  bits: 17.5 E():   68 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (34-68:69-101) 
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            10        20        30        40        50        60    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
            70        80 
2MEPSP TVTVEGCGTTSLQGDVK 
        . :.             
gi|288 KIGVDEFAAMIKG     
        100              
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.1  bits: 17.9 E():   70 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (62-77:132-144) 
 
              40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :: :.   ::  .:::    
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG    
             110       120       130          140        
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.1  bits: 17.9 E():   70 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (62-77:132-144) 
 
              40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :: :.   ::  .:::    
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG    
             110       120       130          140        
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 69.1  bits: 18.9 E():   71 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (34-69:259-293) 
 
            10        20        30        40        50        60    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
            70        80 
2MEPSP TVTVEGCGTTSLQGDVK 
       ::.. :            
gi|119 TVSAGGYKV         
       290               
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.0  bits: 19.2 E():   71 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (28-74:68-112) 
 
                  10        20        30        40        50        
2MEPSP    SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
        60        70        80                                      
2MEPSP AAITGGTVTVEGCGTTSLQGDVK                                      
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.9  bits: 19.2 E():   73 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (28-54:319-345) 
 
                  10        20        30        40        50        
2MEPSP    SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
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gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
        60        70        80               
2MEPSP AAITGGTVTVEGCGTTSLQGDVK               
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 45; 29.0% identity (67.7% similar) in 31 aa overlap (50-79:4-34) 
 
      20        30        40        50        60         70         
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGD 
                                     ... : .. ..:: .  : :: : :.. :. 
gi|160                            MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGN 
                                          10        20        30    
 
       80                                                           
2MEPSP VK                                                           
       .                                                            
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGT 
            40        50        60        70        80        90    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (62-77:140-152) 
 
              40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :: :.   ::  .:::    
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG    
     110       120       130       140          150      
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (62-77:140-152) 
 
              40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :: :.   ::  .:::    
gi|160 SIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA---CGIIGLQG    
     110       120       130       140          150      
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (62-77:140-152) 
 
              40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :: :.   ::  .:::    
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG    
     110       120       130       140          150      
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (62-77:140-152) 
 
              40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :: :.   ::  .:::    
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG    
     110       120       130       140          150      
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (62-77:140-152) 
 
              40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
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                                     :: :.   ::  .:::    
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG    
     110       120       130       140          150      
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (62-77:140-152) 
 
              40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :: :.   ::  .:::    
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG    
     110       120       130       140          150      
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (62-77:140-152) 
 
              40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :: :.   ::  .:::    
gi|145 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG    
     110       120       130       140          150      
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (62-77:140-152) 
 
              40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :: :.   ::  .:::    
gi|160 SIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA---CGIIGLQG    
     110       120       130       140          150      
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (62-77:140-152) 
 
              40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :: :.   ::  .:::    
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG    
     110       120       130       140          150      
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (62-77:140-152) 
 
              40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :: :.   ::  .:::    
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG    
     110       120       130       140          150      
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (44-78:30-64) 
 
            20        30        40        50        60        70    
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     : :. :. .  : :  ...  .:..:: .: 
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMST 
                10        20        30        40        50          
 
            80                                                      
2MEPSP SLQGDVK                                                      
       . . :                                                        
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
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 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (62-77:140-152) 
 
              40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :: :.   ::  .:::    
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG    
     110       120       130       140          150      
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (62-77:140-152) 
 
              40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :: :.   ::  .:::    
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG    
     110       120       130       140          150      
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (62-77:140-152) 
 
              40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :: :.   ::  .:::    
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG    
     110       120       130       140          150      
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (62-77:140-152) 
 
              40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :: :.   ::  .:::    
gi|160 SIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA---CGIIGLQG    
     110       120       130       140          150      
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (62-77:140-152) 
 
              40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :: :.   ::  .:::    
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG    
     110       120       130       140          150      
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (16-47:182-217) 
 
                              10        20            30        40  
2MEPSP                SIPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
              50        60        70        80                      
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                      
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (4-30:155-183) 
 
                                          10        20          30  
2MEPSP                            SIPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6780

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
              40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                                         
gi|549 CNYGPAGNVGNEPIYERK                                
          190       200                                  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 68.3  bits: 19.6 E():   78 
Smith-Waterman score: 48; 26.4% identity (52.8% similar) in 53 aa overlap (1-53:417-466) 
 
                                             10        20        30 
2MEPSP                               SIPYVEMTLRLMERFGVKAEHSDSWDRFYI 
                                     :. ::   .:   :  :  :..:.     . 
gi|258 PILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYV---IRGNARVQVVNENGDAILDQEV 
        390       400       410       420          430       440    
 
               40        50        60        70        80           
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK           
       . :: .  :.:  :  .:.. ..                                      
gi|258 QQGQLFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQI 
           450       460       470       480       490       500    
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (34-63:232-262) 
 
            10        20        30        40        50        60    
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
              70        80 
2MEPSP GGTVTVEGCGTTSLQGDVK 
       ::                  
gi|180 GGYKV               
                           
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (17-46:14-43) 
 
               10        20        30        40        50        60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                       . : :.::  :   .  ...  :.    ::               
gi|179    MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMDDDSMRG 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP TGGTVTVEGCGTTSLQGDVK                                         
                                                                    
gi|179 RECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMKQLPNKCG 
        60        70        80        90       100       110        
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (17-46:14-43) 
 
               10        20        30        40        50        60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                       . : :.::  :   .  ...  :.    ::               
gi|144    MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMDADSMRG 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP TGGTVTVEGCGTTSLQGDVK                                         
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gi|144 QECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMKQLPNKCG 
        60        70        80        90       100       110        
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 16.9 E():   81 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (18-35:7-24) 
 
               10        20        30        40        50        60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                        ::::.  . .:  .:  :                          
gi|598            MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDDIKRMM 
                          10        20        30        40          
 
               70        80               
2MEPSP TGGTVTVEGCGTTSLQGDVK               
                                          
gi|598 AEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
      50        60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 16.9 E():   81 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (18-35:7-24) 
 
               10        20        30        40        50        60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                        ::::.  . .:  .:  :                          
gi|598            MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDDIKRMM 
                          10        20        30        40          
 
               70        80               
2MEPSP TGGTVTVEGCGTTSLQGDVK               
                                          
gi|598 AEIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
      50        60        70        80    
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.9  bits: 19.9 E():   81 
Smith-Waterman score: 49; 35.0% identity (70.0% similar) in 20 aa overlap (10-29:396-415) 
 
                                    10        20        30          
2MEPSP                      SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
                                     . .: :.  ::  ...:.::           
gi|833 VDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFDKFYSAFSKNIKLG 
         370       380       390       400       410       420      
 
      40        50        60        70        80                    
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                    
                                                                    
gi|833 IHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYITGESIKAVAKSPFL 
         430       440       450       460       470       480      
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (40-68:73-101) 
 
      10        20        30        40        50        60          
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
      70        80 
2MEPSP CGTTSLQGDVK 
                   
gi|193 FNHLVKH     
                   
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (38-63:59-83) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6782

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

        10        20        30        40         50        60       
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
         70        80            
2MEPSP VEGCGTTSLQGDVK            
                                 
gi|215 AAPEAERAEEEKEESDDDMGFGLFD 
         90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (38-62:59-84) 
 
        10        20        30        40         50        60       
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
         70        80          
2MEPSP VEGCGTTSLQGDVK          
                               
gi|668 AAKEKNEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (38-62:59-84) 
 
        10        20        30        40         50        60       
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
         70        80          
2MEPSP VEGCGTTSLQGDVK          
                               
gi|833 AAEEKKEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 67.5  bits: 18.9 E():   86 
Smith-Waterman score: 46; 27.8% identity (63.0% similar) in 54 aa overlap (28-79:105-155) 
 
                  10        20        30        40        50        
2MEPSP    SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL-- 
                                     .:. .:.:  . ..: :.   ..   :.   
gi|151 TPGTLRYGATREKALWIIFSQNMNIKLKMPLYV-AGHKTIDGRGADVHLGNGGPCLFMRK 
           80        90       100        110       120       130    
 
          60        70        80                                    
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVK                                    
       .. .:  : . ..::.:. : :::                                     
gi|151 VSHVILHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSD 
           140        150        160       170       180       190  
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.4  bits: 18.9 E():   87 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (13-67:159-208) 
 
                                 10        20        30        40   
2MEPSP                   SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
              50        60        70        80                      
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2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                      
       ... .. :..:  :. ...:.  ::.                                   
gi|195 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.4  bits: 18.9 E():   87 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (13-67:159-208) 
 
                                 10        20        30        40   
2MEPSP                   SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
              50        60        70        80                      
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTSLQGDVK                      
       ... .. :..:  :. ...:.  ::.                                   
gi|493 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.9 E():   91 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (46-68:145-167) 
 
          20        30        40        50        60        70      
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
          80                                                        
2MEPSP QGDVK                                                        
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (32-48:109-125) 
 
              10        20        30        40        50        60  
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
              70        80 
2MEPSP GGTVTVEGCGTTSLQGDVK 
                           
gi|145 SQGIFKAIEGYVLSN     
      140       150        
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 42; 23.3% identity (58.1% similar) in 43 aa overlap (40-78:40-82) 
 
      10        20        30        40        50            60      
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
          70        80                                              
2MEPSP TVEGCGTTSLQGDVK                                              
        ..: .  .:  :                                                
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.9 E():   92 
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Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (29-61:331-363) 
 
                 10        20        30        40        50         
2MEPSP   SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
       60        70        80                 
2MEPSP AITGGTVTVEGCGTTSLQGDVK                 
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
              370       380       390         
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.2 E():   98 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (18-36:9-27) 
 
               10        20        30        40        50        60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                        : :.::..: :  . : ..                         
gi|156          MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPTVEVIVDGDSYTI 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP TGGTVTVEGCGTTSLQGDVK                                         
                                                                    
gi|156 KTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEE 
              60        70        80        90       100       110  
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.2 E():   98 
Smith-Waterman score: 41; 36.8% identity (68.4% similar) in 19 aa overlap (18-36:9-27) 
 
               10        20        30        40        50        60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                        : :.::..: :  . : ..                         
gi|518          MVQLNGSYKLEKSDNFDAFLKELGVNFVTRNLAKSASPTVEVIVDGDSYTI 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP TGGTVTVEGCGTTSLQGDVK                                         
                                                                    
gi|518 KTSSTLKNSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEE 
              60        70        80        90       100       110  
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.3  bits: 15.2 E(): 1e 
Smith-Waterman score: 35; 33.3% identity (88.9% similar) in 9 aa overlap (17-25:10-18) 
 
               10        20        30        40        50        60 
2MEPSP SIPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                       . :...:.:                                    
gi|751        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA                      
                      10        20        30                        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:48 2011 done: Tue Apr 19 10:57:48 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>2MEPSPS: 208  - 287 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     4     0:= 
  30     3     2:* 
  32     6     8:=* 
  34    14    22:==== * 
  36    48    44:==========*= 
  38    72    73:==================* 
  40    68   102:=================        * 
  42    91   125:=======================        * 
  44    90   138:=======================           * 
  46   209   140:==================================*================== 
  48   176   134:=================================*========== 
  50   139   122:==============================*==== 
  52   130   108:==========================*====== 
  54    94    92:======================*= 
  56    52    77:=============      * 
  58    53    63:============== * 
  60    20    51:=====       * 
  62    45    41:==========*= 
  64    24    33:======  * 
  66    20    26:===== * 
  68    36    20:====*==== 
  70    16    16:===* 
  72    11    12:==* 
  74    23    10:==*=== 
  76     8     8:=* 
  78    11     6:=*= 
  80     3     5:=* 
  82     2     3:* 
  84     8     3:*= 
  86     6     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.17970.00378; mu= 10.8630 0.195 
 mean_var=36.1054 8.921, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.213446 
 Kolmogorov-Smirnov  statistic: 0.0782 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.5     2.3 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   58 22.4     2.4 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   57 22.1       3 
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gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   58 22.5     3.3 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 23.9     3.9 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.5     4.3 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 21.9     7.6 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   56 21.9     7.9 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 21.9     7.9 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   56 21.9     7.9 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   56 21.9     8.1 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 22.3     8.1 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   57 22.3     8.3 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   54 21.2     8.7 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   54 21.2     8.7 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   56 22.0     9.7 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 20.9      10 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.2      10 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.2      10 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 20.9      11 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   55 21.7      13 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.3      14 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   56 22.0      15 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.4      17 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.7      18 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 21.0      19 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   54 21.4      20 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.3      20 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.3      20 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 20.0      22 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.0      23 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.7      23 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   48 19.3      23 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   48 19.3      23 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   55 21.8      24 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   55 21.8      24 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.0      24 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   54 21.4      25 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.1      26 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.4      26 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.7      28 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.3      30 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   49 19.8      32 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.1      32 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   52 20.8      32 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.8      33 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.8      33 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.8      33 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   47 19.1      34 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   49 19.8      35 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.1      35 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 18.0      36 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.4      36 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.8      37 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 18.4      37 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   51 20.5      37 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.4      38 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 20.8      43 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 20.8      43 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.2      44 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 20.8      45 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   45 18.4      46 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.4      48 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.4      48 
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gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.4      48 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.2      49 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.2      49 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   45 18.5      52 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.1      54 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.1      54 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.5      54 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.8      57 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.5      58 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.5      58 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.8      59 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   43 17.8      59 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.5      61 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 19.2      61 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.5      62 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.5      62 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.1      64 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.1      64 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.1      64 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.8      66 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.8      66 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.1      69 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.2      69 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.5      70 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.8      72 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.8      72 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.9      72 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.2      73 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.2      74 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   43 17.8      76 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.8      76 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   43 17.8      76 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   43 17.8      76 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   43 17.8      76 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   43 17.8      76 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   43 17.8      76 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   43 17.8      76 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   43 17.8      76 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   43 17.8      76 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   43 17.8      76 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.8      76 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 17.8      76 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   43 17.8      76 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   43 17.8      76 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   43 17.8      76 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   43 17.8      76 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.2      76 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.2      79 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.5      81 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   49 19.9      83 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 17.5      83 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 17.5      83 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 16.8      83 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 16.8      83 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.2      86 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 18.9      87 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.2      87 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.2      87 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.2      87 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   46 18.9      89 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   46 18.9      89 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 18.9      93 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 18.9      94 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.5      94 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   42 17.5      94 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   47 19.3      98 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 96.0  bits: 24.5 E():  2.3 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (29-65:8-44) 
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               10        20        30        40        50        60 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                   ... : . :  :  ::.:.. .. .:: ::.  
gi|144                      MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVP 
                                    10        20        30          
 
               70        80                                         
2MEPSP GGTVTVEGCGTTSLQGDVKF                                         
       .:. :                                                        
gi|144 SGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLD 
      40        50        60        70        80        90          
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 95.6  bits: 22.4 E():  2.4 
Smith-Waterman score: 58; 28.3% identity (56.7% similar) in 60 aa overlap (10-68:26-84) 
 
                               10        20        30         40    
2MEPSP                 IPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
            50        60        70        80                  
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                  
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 93.9  bits: 22.1 E():    3 
Smith-Waterman score: 57; 28.3% identity (56.7% similar) in 60 aa overlap (10-68:26-84) 
 
                               10        20        30         40    
2MEPSP                 IPYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
            50        60        70        80                  
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                  
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 93.2  bits: 22.5 E():  3.3 
Smith-Waterman score: 58; 32.0% identity (60.0% similar) in 50 aa overlap (28-74:52-101) 
 
                  10        20        30        40           50     
2MEPSP    IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
           60        70        80                                   
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKF                                   
       .:.: . :.  : :  :...                                         
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 91.9  bits: 23.9 E():  3.9 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (31-77:423-469) 
 
               10        20        30        40        50        60 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
                 70        80                            
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2MEPSP GGTVTVE--GCGTTSLQGDVKF                            
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 91.0  bits: 23.5 E():  4.3 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (29-65:8-44) 
 
               10        20        30        40        50        60 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                   ... : . :  :  ::.:.. .. .:: ::.  
gi|144                      MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVP 
                                    10        20        30          
 
               70        80                                         
2MEPSP GGTVTVEGCGTTSLQGDVKF                                         
        :. :                                                        
gi|144 RGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLD 
      40        50        60        70        80        90          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.7  bits: 21.9 E():  7.6 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (16-77:22-77) 
 
                     10        20        30        40        50     
2MEPSP       IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
           60        70        80                                   
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKF                                   
       .  :  .:   . :::.: .  :                                      
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.4  bits: 21.9 E():  7.9 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (16-77:33-88) 
 
                              10        20        30        40      
2MEPSP                IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
          50        60        70        80                          
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                          
       .... .:  .  :  .:   . :::.: .  :                             
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|168 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.4  bits: 21.9 E():  7.9 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (16-77:33-88) 
 
                              10        20        30        40      
2MEPSP                IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
          50        60        70        80                          
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                          
       .... .:  .  :  .:   . :::.: .  :                             
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
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gi|752 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.4  bits: 21.9 E():  7.9 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (16-77:33-88) 
 
                              10        20        30        40      
2MEPSP                IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
          50        60        70        80                          
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                          
       .... .:  .  :  .:   . :::.: .  :                             
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|126 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.2  bits: 21.9 E():  8.1 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (16-77:39-94) 
 
                              10        20        30        40      
2MEPSP                IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
          50        60        70        80                          
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                          
       .... .:  .  :  .:   . :::.: .  :                             
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
gi|249 DDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEK 
            130       140       150       160       170       180   
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 86.2  bits: 22.3 E():  8.1 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (14-62:151-193) 
 
                                10        20        30        40    
2MEPSP                  IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
            50        60        70        80                        
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                        
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  57  Z-score: 86.0  bits: 22.3 E():  8.3 
Smith-Waterman score: 57; 30.4% identity (60.9% similar) in 46 aa overlap (33-75:79-123) 
 
             10        20        30        40        50        60   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
                70        80                                        
2MEPSP ---TVTVEGCGTTSLQGDVKF                                        
          ..:. .  ::: :                                             
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gi|170 IEDSLTISNL-TTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEE 
      110        120       130       140       150       160        
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 85.6  bits: 21.2 E():  8.7 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (17-69:63-117) 
 
                             10        20        30           40    
2MEPSP               IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
            50        60        70        80                        
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                        
       .: : :: : . ..   . .. ::::                                   
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYT 
            100       110        120       130       140       150  
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 85.6  bits: 21.2 E():  8.7 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (17-69:64-118) 
 
                             10        20        30           40    
2MEPSP               IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
            50        60        70        80                        
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                        
       .: : :: : . ..   . .. ::::                                   
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYT 
           100       110        120       130       140       150   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.8  bits: 22.0 E():  9.7 
Smith-Waterman score: 56; 30.0% identity (63.3% similar) in 30 aa overlap (33-62:59-88) 
 
             10        20        30        40        50        60   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
             70        80                                           
2MEPSP TVTVEGCGTTSLQGDVKF                                           
                                                                    
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 84.5  bits: 20.9 E():   10 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (41-69:86-113) 
 
               20        30        40        50        60        70 
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
               80                                            
2MEPSP TTSLQGDVKF                                            
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 84.2  bits: 20.2 E():   10 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (33-67:69-101) 
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             10        20        30        40        50        60   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
             70        80 
2MEPSP TVTVEGCGTTSLQGDVKF 
        . ::              
gi|207 KIGVEEFQALVKA      
        100               
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 84.2  bits: 20.2 E():   10 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (15-52:18-58) 
 
                  10        20        30           40        50     
2MEPSP    IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASSASYFL 
                        : .:  : ..  :. : : . :.:   :.:..  : .....   
gi|179 MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIE 
               10        20        30        40        50        60 
 
           60        70        80                        
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKF                        
                                                         
gi|179 EDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 83.9  bits: 20.9 E():   11 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (41-69:102-129) 
 
               20        30        40        50        60        70 
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
               80                                            
2MEPSP TTSLQGDVKF                                            
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.7  bits: 21.7 E():   13 
Smith-Waterman score: 55; 30.0% identity (63.3% similar) in 30 aa overlap (33-62:79-108) 
 
             10        20        30        40        50        60   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
             70        80                                           
2MEPSP TVTVEGCGTTSLQGDVKF                                           
                                                                    
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 82.1  bits: 21.3 E():   14 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (33-68:264-297) 
 
             10        20        30        40        50        60   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
             70        80 
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2MEPSP TVTVEGCGTTSLQGDVKF 
       .... :             
gi|663 ATAAAGGYKA         
             300          
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 81.6  bits: 22.0 E():   15 
Smith-Waterman score: 56; 22.0% identity (62.7% similar) in 59 aa overlap (8-66:118-170) 
 
                                      10        20        30        
2MEPSP                        IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRI---VEFQS 
        90       100       110       120       130          140     
 
        40        50        60        70        80                  
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                  
         :. .    :.:.:.:.   . .: .:.                                
gi|149 NPNTLILPKHSDADYILV---VLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILN 
          150       160          170       180       190       200  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 80.2  bits: 21.4 E():   17 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (13-46:279-317) 
 
                                 10           20        30          
2MEPSP                   IPYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
        40        50        60        70        80                  
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                  
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.0  bits: 20.7 E():   18 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (59-78:208-227) 
 
       30        40        50        60        70        80         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF         
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.5  bits: 21.0 E():   19 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (22-79:38-94) 
 
                        10        20        30        40        50  
2MEPSP          IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
                60         70        80                             
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVKF                             
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 79.2  bits: 21.4 E():   20 
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Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (8-66:204-256) 
 
                                      10        20        30        
2MEPSP                        IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
        40        50        60        70        80                  
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                  
         :. .    :.:...:.   . .: .:.                                
gi|149 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 79.2  bits: 19.3 E():   20 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (38-67:73-101) 
 
        10        20        30        40        50        60        
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
        70        80 
2MEPSP GCGTTSLQGDVKF 
                     
gi|288 EFAVWVKQ      
                     
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (37-62:59-84) 
 
         10        20        30        40        50        60       
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
         70        80          
2MEPSP EGCGTTSLQGDVKF          
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.2  bits: 20.0 E():   22 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (17-73:72-127) 
 
                             10        20        30        40       
2MEPSP               IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
 
         50        60        70        80                           
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                           
         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.0  bits: 19.0 E():   23 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (30-49:53-72) 
 
                10        20        30        40        50          
2MEPSP  IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
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      60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKF 
                             
gi|897 AQLPAMCRLEGGDALLASQ   
             90       100    
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (41-69:84-111) 
 
               20        30        40        50        60        70 
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
               80                                          
2MEPSP TTSLQGDVKF                                          
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.9  bits: 19.3 E():   23 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (17-80:9-64) 
 
               10        20        30        40        50        60 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                       : :.::..: :  . : .. . .:      :.:::  .  . .  
gi|156         MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVD 
                       10        20         30             40       
 
               70        80                                         
2MEPSP GGTVTVEGCGTTSLQGDVKF                                         
       : . :..  .: . ....::                                         
gi|156 GDSYTIKTSSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTI 
          50         60        70        80        90       100     
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.9  bits: 19.3 E():   23 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (17-80:9-64) 
 
               10        20        30        40        50        60 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                       : :.::..: :  . : .. . .:      :.:::  .  . .  
gi|518         MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVD 
                       10        20         30             40       
 
               70        80                                         
2MEPSP GGTVTVEGCGTTSLQGDVKF                                         
       : . :..  .: . ....::                                         
gi|518 GDSYTIKTSSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTI 
          50         60        70        80        90       100     
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 77.6  bits: 21.8 E():   24 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (15-78:89-154) 
 
                               10        20        30               
2MEPSP                 IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
      40        50        60        70        80                    
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                    
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
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gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 77.6  bits: 21.8 E():   24 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (15-78:89-154) 
 
                               10        20        30               
2MEPSP                 IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
      40        50        60        70        80                    
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                    
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.5  bits: 19.0 E():   24 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (17-40:20-43) 
 
                  10        20        30        40        50        
2MEPSP    IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          ::: : .   :. : :   ::: .                  
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFVE 
               10        20        30        40        50        60 
 
        60        70        80                           
2MEPSP AITGGTVTVEGCGTTSLQGDVKF                           
                                                         
gi|145 EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
               70        80        90       100          
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.2  bits: 21.4 E():   25 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (8-66:204-256) 
 
                                      10        20        30        
2MEPSP                        IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
        40        50        60        70        80                  
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                  
         :. .    :.:...:.   . .: .:.                                
gi|169 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 76.9  bits: 20.1 E():   26 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (29-59:25-54) 
 
               10        20        30        40        50        60 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                   : ::..  :: .:  .   .:::.: .:. .  
gi|225     MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILD 
                   10        20        30         40        50      
 
               70        80                                         
2MEPSP GGTVTVEGCGTTSLQGDVKF                                         
                                                                    
gi|225 EYWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLN 
          60        70        80        90       100       110      
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
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 initn:  41 init1:  41 opt:  48  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (61-76:140-152) 
 
               40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: ::   ::  .:::     
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG     
     110       120       130       140          150       
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.5  bits: 19.7 E():   28 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (24-59:166-201) 
 
                      10        20        30        40        50    
2MEPSP        IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
            60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKF 
        : : .                      
gi|116 EAVAKVNFQ                   
         200                       
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 76.0  bits: 16.3 E():   30 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (16-24:10-18) 
 
               10        20        30        40        50        60 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                      . ::..:.:                                     
gi|409       IAKVPPGGXITAEYGDKWLD                                   
                     10        20                                   
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 75.3  bits: 19.8 E():   32 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (16-77:10-65) 
 
               10        20        30        40        50        60 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                      . : ..:.:  .  :.   : .: .:  . .... .:  .  :   
gi|331       IPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKDVDKAPF 
                     10          20         30        40        50  
 
               70        80                                         
2MEPSP GGTVTVEGCGTTSLQGDVKF                                         
       .:   . :::.: .  :                                            
gi|331 NG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLS 
                 60        70        80        90       100         
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (49-75:9-38) 
 
       20        30        40        50           60        70      
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
          80                                                        
2MEPSP GDVKF                                                        
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 52; 25.8% identity (53.2% similar) in 62 aa overlap (13-74:376-437) 
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                                 10        20        30        40   
2MEPSP                   IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
             50        60        70        80                       
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                       
       :   ::: ..  ..   .: . : .  : .:.                             
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
gi|110 ETTIFAPGSSSQRKSQSERERQREREEREIH 
         470       480       490       
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.0  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (30-69:437-480) 
 
                10        20        30        40            50      
2MEPSP  IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          60        70        80                        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKF                        
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.0  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (30-69:437-480) 
 
                10        20        30        40            50      
2MEPSP  IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          60        70        80                        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKF                        
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.0  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (30-69:437-480) 
 
                10        20        30        40            50      
2MEPSP  IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          60        70        80                        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKF                        
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.0  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (30-69:437-480) 
 
                10        20        30        40            50      
2MEPSP  IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
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        410       420       430       440       450       460       
 
          60        70        80                        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKF                        
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.0  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (30-69:437-480) 
 
                10        20        30        40            50      
2MEPSP  IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          60        70        80                        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKF                        
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.0  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (30-69:437-480) 
 
                10        20        30        40            50      
2MEPSP  IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          60        70        80                        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKF                        
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.0  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (30-69:437-480) 
 
                10        20        30        40            50      
2MEPSP  IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          60        70        80                        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKF                        
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.0  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (30-69:437-480) 
 
                10        20        30        40            50      
2MEPSP  IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          60        70        80                        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKF                        
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
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>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.0  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (30-69:437-480) 
 
                10        20        30        40            50      
2MEPSP  IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          60        70        80                        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKF                        
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.0  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (30-69:437-480) 
 
                10        20        30        40            50      
2MEPSP  IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          60        70        80                        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKF                        
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.0  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (30-69:437-480) 
 
                10        20        30        40            50      
2MEPSP  IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          60        70        80                        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKF                        
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.0  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (30-69:437-480) 
 
                10        20        30        40            50      
2MEPSP  IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          60        70        80                        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKF                        
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.0  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (30-69:437-480) 
 
                10        20        30        40            50      
2MEPSP  IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
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                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          60        70        80                        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKF                        
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 47; 30.4% identity (54.3% similar) in 46 aa overlap (39-79:83-127) 
 
       10        20        30        40        50             60    
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
            70        80                                
2MEPSP VTVEGCGTTSLQGDVKF                                
       : ... .    .:::.                                 
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (16-77:34-89) 
 
                              10        20        30        40      
2MEPSP                IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:  .  :.   : .: .:  .  
gi|180 SSSSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKD 
            10        20        30        40           50        60 
 
          50        60        70        80                          
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                          
       .... .:  .  :  .:   . :::.: .  :                             
gi|180 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHIT 
               70           80        90       100       110        
 
gi|180 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEK 
       120       130       140       150       160       170        
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 74.7  bits: 21.1 E():   35 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (3-52:539-592) 
 
                                           10            20         
2MEPSP                             IPYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
       30        40        50        60        70        80         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF         
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 74.4  bits: 18.0 E():   36 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (17-65:7-41) 
 
               10        20        30        40        50        60 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                       ::::    :::.    .:. .      .::.. .:  :. :  . 
gi|212           MADATEKAEH----DRFF----KKFDA------NGDGTISSTELGDALKN 
                         10                      20        30       
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               70        80                            
2MEPSP GGTVTVEGCGTTSLQGDVKF                            
        :.::                                           
gi|212 LGSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
         40        50        60        70        80    
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.3  bits: 17.4 E():   36 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (19-37:1-19) 
 
               10        20        30        40        50        60 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                         ::   . ::  ::  : .:                        
gi|377                   EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMA 
                                 10        20        30        40   
 
               70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKF 
                            
gi|377 EIDTDGDGFL           
             50             
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (50-77:133-160) 
 
      20        30        40        50        60        70          
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
      80                                                            
2MEPSP F                                                            
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.2  bits: 18.4 E():   37 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (33-67:69-101) 
 
             10        20        30        40        50        60   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
             70        80 
2MEPSP TVTVEGCGTTSLQGDVKF 
        . ::              
gi|207 KIGVEEFQALVKA      
        100               
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 74.1  bits: 20.5 E():   37 
Smith-Waterman score: 51; 19.2% identity (56.4% similar) in 78 aa overlap (3-80:127-201) 
 
                                           10        20        30   
2MEPSP                             IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                     .:  :. :: :.:  .   : :. .  : . 
gi|275 GNAKAMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDS 
        100       110       120       130       140        150      
 
             40        50        60        70        80             
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF             
       ... .  . . :  : ..  :. :... .  .. .. .  .... : :             
gi|275 DNFIKLLDKFDEKFAHTS--FVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSW 
         160       170         180       190       200       210    
 
gi|275 AHTVGHASPFPEQLKTLEAYHKRGAPRHKMVMAVPFYARTWILEKMNKQDIGDKASGPGP 
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           220       230       240       250       260       270    
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.1  bits: 18.4 E():   38 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (18-40:21-43) 
 
                  10        20        30        40        50        
2MEPSP    IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           : .: .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
        60        70        80                            
2MEPSP AITGGTVTVEGCGTTSLQGDVKF                            
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.0  bits: 20.8 E():   43 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (16-52:553-589) 
 
                              10        20        30        40      
2MEPSP                IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
          50        60        70        80                          
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                          
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.0  bits: 20.8 E():   43 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (16-52:553-589) 
 
                              10        20        30        40      
2MEPSP                IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
          50        60        70        80                          
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                          
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.8  bits: 20.2 E():   44 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (8-59:53-104) 
 
                                      10        20        30        
2MEPSP                        IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
        40           50        60        70        80               
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF               
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 72.6  bits: 20.8 E():   45 
Smith-Waterman score: 61; 27.5% identity (53.6% similar) in 69 aa overlap (15-78:89-154) 
 
                               10        20        30               
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2MEPSP                 IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:  . .. :   .:::     .  :.   
gi|219 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKIVYVNGTDS--VKGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
      40        50        60        70        80                    
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                    
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|219 NAYKAGSVNGAFSGLKLAK-SGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFV 
        120       130        140       150       160       170      
 
gi|219 RHWDTYVGTQFNAVFSGALTKSGDKYSFDGKLKNLVHPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.4  bits: 18.4 E():   46 
Smith-Waterman score: 45; 44.4% identity (50.0% similar) in 18 aa overlap (14-31:82-99) 
 
                                10        20        30        40    
2MEPSP                  IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :             
gi|291 TPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHA 
              60        70        80        90       100       110  
 
            50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                             
gi|291 RMKLASKAREMKDRAEQFGQQHVTGSQGS         
             120       130       140         
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.2  bits: 18.4 E():   48 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (14-41:87-110) 
 
                                10        20        30        40    
2MEPSP                  IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
            50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                             
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS     
            120       130       140          
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.2  bits: 18.4 E():   48 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (14-41:87-110) 
 
                                10        20        30        40    
2MEPSP                  IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
            50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                             
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS     
            120       130       140          
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.1  bits: 16.4 E():   48 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (16-24:10-18) 
 
               10        20        30        40        50        60 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                      . ::..:.:                                     
gi|751       IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                    
                     10        20        30                         
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>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (30-62:269-302) 
 
                10        20        30        40        50          
2MEPSP  IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
       60        70        80                                       
2MEPSP ITGGTVTVEGCGTTSLQGDVKF                                       
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (30-62:269-302) 
 
                10        20        30        40        50          
2MEPSP  IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
       60        70        80                                       
2MEPSP ITGGTVTVEGCGTTSLQGDVKF                                       
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 45; 30.4% identity (54.3% similar) in 46 aa overlap (39-79:83-127) 
 
       10        20        30        40        50             60    
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
            70        80                                
2MEPSP VTVEGCGTTSLQGDVKF                                
       : ... .    .:::.                                 
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.3  bits: 18.1 E():   54 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (17-27:8-18) 
 
               10        20        30        40        50        60 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                       : :.::..:.:                                  
gi|144          MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFR 
                        10        20        30        40        50  
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.3  bits: 18.1 E():   54 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (17-27:8-18) 
 
               10        20        30        40        50        60 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                       : :.::..:.:                                  
gi|379          MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFR 
                        10        20        30        40        50  
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.2  bits: 20.5 E():   54 
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Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (16-73:65-133) 
 
                              10        20        30                
2MEPSP                IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
        40          50        60         70        80               
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQGDVKF               
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
          160       170       180       190       200       210     
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.9  bits: 17.8 E():   57 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (33-67:69-101) 
 
             10        20        30        40        50        60   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
             70        80 
2MEPSP TVTVEGCGTTSLQGDVKF 
       .. ::              
gi|148 AIGVEEWAVLVKA      
        100               
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 70.6  bits: 19.5 E():   58 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (33-62:340-370) 
 
             10        20        30        40        50        60   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
               70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKF 
       ::                   
gi|113 GGYKV                
      370                   
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 18.5 E():   58 
Smith-Waterman score: 46; 27.1% identity (56.2% similar) in 48 aa overlap (25-69:72-118) 
 
                     10        20        30           40        50  
2MEPSP       IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
              60        70        80                                
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKF                                
       : . ..   . .. ::::                                           
gi|144 YSVLATDYDNYAI-VEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHK 
             110        120       130       140       150       160 
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.5  bits: 17.8 E():   59 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (37-76:20-60) 
 
         10        20        30        40        50        60       
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
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                                     :  .: . :...:.     : . .::.:   
gi|384            MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPP 
                          10        20        30        40          
 
          70        80                                              
2MEPSP EGC-GTTSLQGDVKF                                              
         : :  ...:                                                  
gi|384 ACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTST 
      50        60        70        80        90       100          
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.5  bits: 17.8 E():   59 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (37-76:20-60) 
 
         10        20        30        40        50        60       
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     :  .: . :...:.     : . .::.:   
gi|144            MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPP 
                          10        20        30        40          
 
          70        80                                              
2MEPSP EGC-GTTSLQGDVKF                                              
         : :  ...:                                                  
gi|144 ACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTST 
      50        60        70        80        90       100          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 18.5 E():   61 
Smith-Waterman score: 45; 38.5% identity (61.5% similar) in 26 aa overlap (44-69:102-126) 
 
            20        30        40        50        60        70    
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. ::::     
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
            80                                                      
2MEPSP LQGDVKF                                                      
                                                                    
gi|194 NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
              140       150       160       170       180       190 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.3  bits: 19.2 E():   61 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (26-78:18-64) 
 
               10        20        30        40        50        60 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                .: .... :   :  : :.   :..:  . :  .  
gi|107         MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE 
                       10        20        30          40        50 
 
               70        80                                         
2MEPSP GGTVTVEGCGTTSLQGDVKF                                         
             .: :.: :.::.                                           
gi|107 ----KFKGLGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIK 
                   60        70        80        90       100       
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.2  bits: 19.5 E():   62 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (28-62:331-365) 
 
                  10        20        30        40        50        
2MEPSP    IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
        60        70        80               
2MEPSP AITGGTVTVEGCGTTSLQGDVKF               
       ....:                                 
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gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.2  bits: 19.5 E():   62 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (28-62:331-365) 
 
                  10        20        30        40        50        
2MEPSP    IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
        60        70        80               
2MEPSP AITGGTVTVEGCGTTSLQGDVKF               
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 18.1 E():   64 
Smith-Waterman score: 45; 31.0% identity (52.4% similar) in 42 aa overlap (43-79:87-128) 
 
             20        30        40             50        60        
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
        70        80                                
2MEPSP GCGTTSLQGDVKF                                
       . ..    :::.                                 
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 18.1 E():   64 
Smith-Waterman score: 45; 31.0% identity (52.4% similar) in 42 aa overlap (43-79:87-128) 
 
             20        30        40             50        60        
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
        70        80                                
2MEPSP GCGTTSLQGDVKF                                
       . ..    :::.                                 
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 18.1 E():   64 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (31-46:111-126) 
 
               10        20        30        40        50        60 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
               70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKF 
                            
gi|444 ATGLFKLIENYLAANPDACN 
              150       160 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.7  bits: 18.8 E():   66 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (33-62:231-261) 
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             10        20        30        40        50        60   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
               70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKF 
       ::                   
gi|226 GGYKV                
     260                    
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (17-63:9-60) 
 
               10        20        30           40          50      
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASSASYFLA 
                       : :.::..: :  . : .. .    :.:   :: .... :: .  
gi|118         MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGDSYTIK 
                       10        20        30        40        50   
 
          60        70        80                                    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKF                                    
        :.   .:                                                     
gi|118 TASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVREFSDEG 
             60        70        80        90       100       110   
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 17.1 E():   69 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (18-37:9-28) 
 
               10        20        30        40        50        60 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                        :::   . ::  .:  : .:                        
gi|333          MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEEIQRMMA 
                        10        20        30        40        50  
 
               70        80              
2MEPSP GGTVTVEGCGTTSLQGDVKF              
                                         
gi|333 EIDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
              60        70        80     
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.2  bits: 18.2 E():   69 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (55-76:150-172) 
 
           30        40        50        60         70        80 
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKF 
                                     :::: . ::..:: .   ::  :     
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV  
     120       130       140       150       160       170       
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.2  bits: 17.5 E():   70 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (33-67:69-101) 
 
             10        20        30        40        50        60   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
             70        80 
2MEPSP TVTVEGCGTTSLQGDVKF 
        . :.              
gi|288 KIGVDEFAAMIKG      
        100               
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
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 initn:  40 init1:  40 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (61-76:132-144) 
 
               40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: :.   ::  .:::     
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG     
             110       120       130          140         
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (61-76:132-144) 
 
               40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: :.   ::  .:::     
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG     
             110       120       130          140         
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 68.9  bits: 18.9 E():   72 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (33-68:259-293) 
 
             10        20        30        40        50        60   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
             70        80 
2MEPSP TVTVEGCGTTSLQGDVKF 
       ::.. :             
gi|119 TVSAGGYKV          
       290                
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.9  bits: 19.2 E():   73 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (27-73:68-112) 
 
                   10        20        30        40        50       
2MEPSP     IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
         60        70        80                                     
2MEPSP AAITGGTVTVEGCGTTSLQGDVKF                                     
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (27-53:319-345) 
 
                   10        20        30        40        50       
2MEPSP     IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
         60        70        80              
2MEPSP AAITGGTVTVEGCGTTSLQGDVKF              
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 45; 29.0% identity (67.7% similar) in 31 aa overlap (49-78:4-34) 
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       20        30        40        50        60         70        
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGD 
                                     ... : .. ..:: .  : :: : :.. :. 
gi|160                            MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGN 
                                          10        20        30    
 
        80                                                          
2MEPSP VKF                                                          
       .                                                            
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGT 
            40        50        60        70        80        90    
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (61-76:140-152) 
 
               40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: :.   ::  .:::     
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG     
     110       120       130       140          150       
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (61-76:140-152) 
 
               40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: :.   ::  .:::     
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG     
     110       120       130       140          150       
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (61-76:140-152) 
 
               40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: :.   ::  .:::     
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG     
     110       120       130       140          150       
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (61-76:140-152) 
 
               40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: :.   ::  .:::     
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG     
     110       120       130       140          150       
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (61-76:140-152) 
 
               40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: :.   ::  .:::     
gi|160 SIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA---CGIIGLQG     
     110       120       130       140          150       
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (61-76:140-152) 
 
               40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: :.   ::  .:::     
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG     
     110       120       130       140          150       
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>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (61-76:140-152) 
 
               40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: :.   ::  .:::     
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG     
     110       120       130       140          150       
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (61-76:140-152) 
 
               40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: :.   ::  .:::     
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG     
     110       120       130       140          150       
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (61-76:140-152) 
 
               40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: :.   ::  .:::     
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG     
     110       120       130       140          150       
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (61-76:140-152) 
 
               40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: :.   ::  .:::     
gi|145 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG     
     110       120       130       140          150       
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (43-77:30-64) 
 
             20        30        40        50        60        70   
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     : :. :. .  : :  ...  .:..:: .: 
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMST 
                10        20        30        40        50          
 
             80                                                     
2MEPSP SLQGDVKF                                                     
       . . :                                                        
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (61-76:140-152) 
 
               40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: :.   ::  .:::     
gi|160 SIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA---CGIIGLQG     
     110       120       130       140          150       
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (61-76:140-152) 
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               40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: :.   ::  .:::     
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG     
     110       120       130       140          150       
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (61-76:140-152) 
 
               40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: :.   ::  .:::     
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG     
     110       120       130       140          150       
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (61-76:140-152) 
 
               40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: :.   ::  .:::     
gi|160 SIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA---CGIIGLQG     
     110       120       130       140          150       
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (61-76:140-152) 
 
               40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: :.   ::  .:::     
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG     
     110       120       130       140          150       
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (15-46:182-217) 
 
                               10        20            30        40 
2MEPSP                 IPYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
               50        60        70        80                     
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                     
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (3-29:155-183) 
 
                                           10        20          30 
2MEPSP                             IPYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
               40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                                          
gi|549 CNYGPAGNVGNEPIYERK                                 
          190       200                                   
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (33-62:232-262) 
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             10        20        30        40        50        60   
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
               70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKF 
       ::                   
gi|180 GGYKV                
                            
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.8  bits: 19.9 E():   83 
Smith-Waterman score: 49; 35.0% identity (70.0% similar) in 20 aa overlap (9-28:396-415) 
 
                                     10        20        30         
2MEPSP                       IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
                                     . .: :.  ::  ...:.::           
gi|833 VDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFDKFYSAFSKNIKLG 
         370       380       390       400       410       420      
 
       40        50        60        70        80                   
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                   
                                                                    
gi|833 IHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYITGESIKAVAKSPFL 
         430       440       450       460       470       480      
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.5 E():   83 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (16-45:14-43) 
 
               10        20        30        40        50        60 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                      . : :.::  :   .  ...  :.    ::                
gi|179   MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMDDDSMRGR 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP GGTVTVEGCGTTSLQGDVKF                                         
                                                                    
gi|179 ECRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMKQLPNKCGM 
       60        70        80        90       100       110         
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.5 E():   83 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (16-45:14-43) 
 
               10        20        30        40        50        60 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                      . : :.::  :   .  ...  :.    ::                
gi|144   MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMDADSMRGQ 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP GGTVTVEGCGTTSLQGDVKF                                         
                                                                    
gi|144 ECRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMKQLPNKCGM 
       60        70        80        90       100       110         
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 16.8 E():   83 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (17-34:7-24) 
 
               10        20        30        40        50        60 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                       ::::.  . .:  .:  :                           
gi|598           MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDDIKRMMA 
                         10        20        30        40        50 
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               70        80              
2MEPSP GGTVTVEGCGTTSLQGDVKF              
                                         
gi|598 EIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
               60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 16.8 E():   83 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (17-34:7-24) 
 
               10        20        30        40        50        60 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                       ::::.  . .:  .:  :                           
gi|598           MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDDIKRMMA 
                         10        20        30        40        50 
 
               70        80              
2MEPSP GGTVTVEGCGTTSLQGDVKF              
                                         
gi|598 EIDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
               60        70        80    
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (39-67:73-101) 
 
       10        20        30        40        50        60         
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
       70        80 
2MEPSP CGTTSLQGDVKF 
                    
gi|193 FNHLVKH      
                    
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 67.4  bits: 18.9 E():   87 
Smith-Waterman score: 46; 27.8% identity (63.0% similar) in 54 aa overlap (27-78:105-155) 
 
                   10        20        30        40        50       
2MEPSP     IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL-- 
                                     .:. .:.:  . ..: :.   ..   :.   
gi|151 TPGTLRYGATREKALWIIFSQNMNIKLKMPLYV-AGHKTIDGRGADVHLGNGGPCLFMRK 
           80        90       100        110       120       130    
 
           60        70        80                                   
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKF                                   
       .. .:  : . ..::.:. : :::                                     
gi|151 VSHVILHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSD 
           140        150        160       170       180       190  
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (37-62:59-83) 
 
         10        20        30        40         50        60      
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
          70        80           
2MEPSP VEGCGTTSLQGDVKF           
                                 
gi|215 AAPEAERAEEEKEESDDDMGFGLFD 
         90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6816

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  40 init1:  40 opt:  41  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (37-61:59-84) 
 
         10        20        30        40         50        60      
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
          70        80         
2MEPSP VEGCGTTSLQGDVKF         
                               
gi|668 AAKEKNEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (37-61:59-84) 
 
         10        20        30        40         50        60      
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
          70        80         
2MEPSP VEGCGTTSLQGDVKF         
                               
gi|833 AAEEKKEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.3  bits: 18.9 E():   89 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (12-66:159-208) 
 
                                  10        20        30        40  
2MEPSP                    IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
               50        60        70        80                     
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                     
       ... .. :..:  :. ...:.  ::.                                   
gi|493 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.3  bits: 18.9 E():   89 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (12-66:159-208) 
 
                                  10        20        30        40  
2MEPSP                    IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
               50        60        70        80                     
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF                     
       ... .. :..:  :. ...:.  ::.                                   
gi|195 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.9 E():   93 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (45-67:145-167) 
 
           20        30        40        50        60        70     
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
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          120       130       140       150       160       170     
 
           80                                                       
2MEPSP QGDVKF                                                       
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (28-60:331-363) 
 
                  10        20        30        40        50        
2MEPSP    IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
        60        70        80                
2MEPSP AITGGTVTVEGCGTTSLQGDVKF                
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
              370       380       390         
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (31-47:109-125) 
 
               10        20        30        40        50        60 
2MEPSP IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
               70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKF 
                            
gi|145 SQGIFKAIEGYVLSN      
      140       150         
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 42; 23.3% identity (58.1% similar) in 43 aa overlap (39-77:40-82) 
 
       10        20        30        40        50            60     
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
           70        80                                             
2MEPSP TVEGCGTTSLQGDVKF                                             
        ..: .  .:  :                                                
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.5  bits: 19.3 E():   98 
Smith-Waterman score: 47; 24.5% identity (55.1% similar) in 49 aa overlap (4-52:418-466) 
 
                                          10        20        30    
2MEPSP                            IPYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
                                     : ...:   :  :  :..:.     .. :: 
gi|258 ILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQ 
       390       400       410       420       430       440        
 
            40        50        60        70        80              
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF              
        .  :.:  :  .:.. ..                                          
gi|258 LFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQ 
       450       460       470       480       490       500        
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:48 2011 done: Tue Apr 19 10:57:48 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 209  - 288 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     0     0: 
  28     3     0:= 
  30     5     2:*= 
  32     5     8:=* 
  34    14    22:==== * 
  36    48    44:==========*= 
  38    66    73:================= * 
  40    73   102:===================      * 
  42    91   125:=======================        * 
  44    95   138:========================          * 
  46   207   140:==================================*================= 
  48   176   134:=================================*========== 
  50   139   122:==============================*==== 
  52   129   108:==========================*====== 
  54    92    92:======================* 
  56    53    77:==============     * 
  58    54    63:============== * 
  60    22    51:======      * 
  62    44    41:==========* 
  64    22    33:======  * 
  66    19    26:===== * 
  68    36    20:====*==== 
  70    17    16:===*= 
  72    11    12:==* 
  74    24    10:==*=== 
  76     8     8:=* 
  78    10     6:=*= 
  80     3     5:=* 
  82     1     3:* 
  84     6     3:*= 
  86     7     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
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 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.15090.00381; mu= 11.0090 0.197 
 mean_var=36.5574 8.988, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.212122 
 Kolmogorov-Smirnov  statistic: 0.0755 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.4     2.4 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   58 22.4     2.5 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   57 22.0     3.1 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   58 22.4     3.4 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 23.8       4 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.5     4.5 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   60 23.2     4.5 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   58 22.5     6.5 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   58 22.5     6.9 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 21.9     7.8 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   56 21.9     8.1 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   56 21.9     8.1 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 21.9     8.1 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 22.2     8.3 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   56 21.9     8.3 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   54 21.2     8.9 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   54 21.2       9 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 20.9      10 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.2      11 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.2      11 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 20.9      11 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.3      14 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   56 22.0      15 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.3      18 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.7      18 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 21.0      19 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   54 21.4      20 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.3      20 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.3      21 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 20.0      23 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.7      23 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.0      23 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   48 19.3      24 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   48 19.3      24 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   55 21.8      24 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   55 21.8      24 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 19.0      25 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   54 21.4      26 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.0      27 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.3      27 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.7      28 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.2      31 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   49 19.7      33 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   52 20.8      33 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.0      33 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.8      34 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.8      34 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.8      34 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.8      34 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.8      34 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.8      34 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.8      34 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.8      34 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.8      34 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.8      34 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.8      34 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.8      34 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.8      34 
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gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   47 19.0      35 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.1      35 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   49 19.7      35 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 18.0      37 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.3      37 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.8      37 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   51 20.5      38 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 18.4      38 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.4      38 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.5      43 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 20.8      43 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 20.8      43 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.1      45 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 20.8      46 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   45 18.4      47 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.4      49 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.4      49 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.2      50 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.2      50 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.3      50 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   45 18.4      53 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.1      55 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.1      55 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.5      55 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.8      58 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.5      59 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.5      59 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.8      60 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   43 17.8      60 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.5      61 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 19.2      62 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.5      62 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.5      62 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.1      65 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.1      65 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.1      65 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.8      66 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.8      68 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.1      70 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.1      70 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.4      71 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.8      73 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.2      73 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.8      73 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.8      73 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.2      75 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.8      77 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   43 17.8      77 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   43 17.8      77 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   43 17.8      77 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   43 17.8      77 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   43 17.8      77 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   43 17.8      77 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   43 17.8      77 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   43 17.8      77 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   43 17.8      77 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.8      77 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 17.8      77 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   43 17.8      77 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   43 17.8      77 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   43 17.8      77 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   43 17.8      77 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   43 17.8      77 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.2      77 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.2      80 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.5      82 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   49 19.9      83 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 17.5      84 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 17.5      84 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 16.8      85 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 16.8      85 
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gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.1      87 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 18.9      88 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.1      89 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.1      89 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.1      89 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   46 18.9      89 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   46 18.9      89 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 18.9      94 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 18.9      94 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.5      95 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   42 17.5      95 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   47 19.3      98 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 95.8  bits: 24.4 E():  2.4 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (28-64:8-44) 
 
               10        20        30        40        50        60 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                                  ... : . :  :  ::.:.. .. .:: ::. . 
gi|144                     MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPS 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP GTVTVEGCGTTSLQGDVKFA                                         
       :. :                                                         
gi|144 GASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDG 
               50        60        70        80        90       100 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 95.3  bits: 22.4 E():  2.5 
Smith-Waterman score: 58; 28.3% identity (56.7% similar) in 60 aa overlap (9-67:26-84) 
 
                                10        20         30        40   
2MEPSP                  PYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
             50        60        70        80                 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                 
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 93.6  bits: 22.0 E():  3.1 
Smith-Waterman score: 57; 28.3% identity (56.7% similar) in 60 aa overlap (9-67:26-84) 
 
                                10        20         30        40   
2MEPSP                  PYVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
             50        60        70        80                 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                 
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 92.9  bits: 22.4 E():  3.4 
Smith-Waterman score: 58; 32.0% identity (60.0% similar) in 50 aa overlap (27-73:52-101) 
 
                   10        20        30        40           50    
2MEPSP     PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
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            60        70        80                                  
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFA                                  
       .:.: . :.  : :  :...                                         
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 91.7  bits: 23.8 E():    4 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (30-76:423-469) 
 
                10        20        30        40        50          
2MEPSP  PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
      60          70        80                           
2MEPSP GGTVTVE--GCGTTSLQGDVKFA                           
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 90.8  bits: 23.5 E():  4.5 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (28-64:8-44) 
 
               10        20        30        40        50        60 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                                  ... : . :  :  ::.:.. .. .:: ::.   
gi|144                     MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPR 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP GTVTVEGCGTTSLQGDVKFA                                         
       :. :                                                         
gi|144 GASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDG 
               50        60        70        80        90       100 
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 90.8  bits: 23.2 E():  4.5 
Smith-Waterman score: 60; 26.9% identity (59.6% similar) in 52 aa overlap (32-80:79-128) 
 
              10        20        30        40        50        60  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
                 70        80                                       
2MEPSP ---TVTVEGCGTTSLQGDVKFA                                       
          ..:. .   :. : :. .:                                       
gi|170 IEDSLTISN--LTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVE 
      110         120       130       140       150       160       
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  58  Z-score: 87.9  bits: 22.5 E():  6.5 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (32-80:59-108) 
 
              10        20        30        40        50        60  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
                 70        80                                       
2MEPSP ---TVTVEGCGTTSLQGDVKFA                                       
          ..:.     :. : :. .:                                       
gi|627 IEDSLTISQ--LTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVE 
       90         100       110       120       130       140       
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
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 initn:  55 init1:  55 opt:  58  Z-score: 87.5  bits: 22.5 E():  6.9 
Smith-Waterman score: 58; 26.0% identity (58.0% similar) in 50 aa overlap (32-80:79-128) 
 
              10        20        30        40        50        60  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
               70        80                                         
2MEPSP TV-TVEGCGTTSLQGDVKFA                                         
          ..   . :. : :. .:                                         
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.4  bits: 21.9 E():  7.8 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (15-76:22-77) 
 
                      10        20        30        40        50    
2MEPSP        PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
            60        70        80                                  
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFA                                  
       .  :  .:   . :::.: .  :                                      
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.2  bits: 21.9 E():  8.1 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (15-76:33-88) 
 
                               10        20        30        40     
2MEPSP                 PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
           50        60        70        80                         
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                         
       .... .:  .  :  .:   . :::.: .  :                             
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|126 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.2  bits: 21.9 E():  8.1 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (15-76:33-88) 
 
                               10        20        30        40     
2MEPSP                 PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
           50        60        70        80                         
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                         
       .... .:  .  :  .:   . :::.: .  :                             
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|168 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.2  bits: 21.9 E():  8.1 
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Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (15-76:33-88) 
 
                               10        20        30        40     
2MEPSP                 PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
           50        60        70        80                         
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                         
       .... .:  .  :  .:   . :::.: .  :                             
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|752 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 86.0  bits: 22.2 E():  8.3 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (13-61:151-193) 
 
                                 10        20        30        40   
2MEPSP                   PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
             50        60        70        80                       
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                       
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.0  bits: 21.9 E():  8.3 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (15-76:39-94) 
 
                               10        20        30        40     
2MEPSP                 PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
           50        60        70        80                         
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                         
       .... .:  .  :  .:   . :::.: .  :                             
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
gi|249 DDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEK 
            130       140       150       160       170       180   
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 85.4  bits: 21.2 E():  8.9 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (16-68:63-117) 
 
                              10        20        30           40   
2MEPSP                PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
             50        60        70        80                       
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                       
       .: : :: : . ..   . .. ::::                                   
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQLRMTLRRFHPKLGDKEMLQHYT 
            100       110        120       130       140       150  
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 85.4  bits: 21.2 E():    9 
Smith-Waterman score: 54; 28.6% identity (55.4% similar) in 56 aa overlap (16-68:64-118) 
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                              10        20        30           40   
2MEPSP                PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
             50        60        70        80                       
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                       
       .: : :: : . ..   . .. ::::                                   
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAANGHVIYVQIRFSVRRFHPKLGDKEMIQHYT 
           100       110        120       130       140       150   
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 84.3  bits: 20.9 E():   10 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (40-68:86-113) 
 
      10        20        30        40        50        60          
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
      70        80                                           
2MEPSP TTSLQGDVKFA                                           
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 83.9  bits: 20.2 E():   11 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (32-66:69-101) 
 
              10        20        30        40        50        60  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
              70        80 
2MEPSP TVTVEGCGTTSLQGDVKFA 
        . ::               
gi|207 KIGVEEFQALVKA       
        100                
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 83.9  bits: 20.2 E():   11 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (14-51:18-58) 
 
                   10        20        30           40        50    
2MEPSP     PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASSASYFL 
                        : .:  : ..  :. : : . :.:   :.:..  : .....   
gi|179 MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIE 
               10        20        30        40        50        60 
 
            60        70        80                       
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFA                       
                                                         
gi|179 EDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 83.7  bits: 20.9 E():   11 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (40-68:102-129) 
 
      10        20        30        40        50        60          
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
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      70        80                                           
2MEPSP TTSLQGDVKFA                                           
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 81.9  bits: 21.3 E():   14 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (32-67:264-297) 
 
              10        20        30        40        50        60  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
              70        80 
2MEPSP TVTVEGCGTTSLQGDVKFA 
       .... :              
gi|663 ATAAAGGYKA          
             300           
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 56; 22.0% identity (62.7% similar) in 59 aa overlap (7-65:118-170) 
 
                                       10        20        30       
2MEPSP                         PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRI---VEFQS 
        90       100       110       120       130          140     
 
         40        50        60        70        80                 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                 
         :. .    :.:.:.:.   . .: .:.                                
gi|149 NPNTLILPKHSDADYILV---VLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILN 
          150       160          170       180       190       200  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 80.0  bits: 21.3 E():   18 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (12-45:279-317) 
 
                                  10           20        30         
2MEPSP                    PYVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
         40        50        60        70        80                 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                 
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.8  bits: 20.7 E():   18 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (58-77:208-227) 
 
        30        40        50        60        70        80        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA        
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.4  bits: 21.0 E():   19 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (21-78:38-94) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6827

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                         10        20        30        40        50 
2MEPSP           PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
                 60         70        80                            
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVKFA                            
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 79.1  bits: 21.4 E():   20 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (7-65:204-256) 
 
                                       10        20        30       
2MEPSP                         PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
         40        50        60        70        80                 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                 
         :. .    :.:...:.   . .: .:.                                
gi|149 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (37-66:73-101) 
 
         10        20        30        40        50        60       
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
         70        80 
2MEPSP GCGTTSLQGDVKFA 
                      
gi|288 EFAVWVKQ       
                      
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.8  bits: 19.3 E():   21 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (36-61:59-84) 
 
          10        20        30        40        50        60      
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
          70        80         
2MEPSP EGCGTTSLQGDVKFA         
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 78.0  bits: 20.0 E():   23 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (16-72:72-127) 
 
                              10        20        30        40      
2MEPSP                PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
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              50        60        70        80        90        100 
 
          50        60        70        80                          
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                          
         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 77.9  bits: 19.7 E():   23 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (40-68:84-111) 
 
      10        20        30        40        50        60          
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
      70        80                                         
2MEPSP TTSLQGDVKFA                                         
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.0 E():   23 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (29-48:53-72) 
 
                 10        20        30        40        50         
2MEPSP   PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
       60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFA 
                              
gi|897 AQLPAMCRLEGGDALLASQ    
             90       100     
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.7  bits: 19.3 E():   24 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (16-79:9-64) 
 
               10        20        30        40        50        60 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                      : :.::..: :  . : .. . .:      :.:::  .  . . : 
gi|156        MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDG 
                      10        20         30             40        
 
               70        80                                         
2MEPSP GTVTVEGCGTTSLQGDVKFA                                         
        . :..  .: . ....::                                          
gi|156 DSYTIKTSSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIV 
         50         60        70        80        90       100      
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.7  bits: 19.3 E():   24 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (16-79:9-64) 
 
               10        20        30        40        50        60 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                      : :.::..: :  . : .. . .:      :.:::  .  . . : 
gi|518        MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDG 
                      10        20         30             40        
 
               70        80                                         
2MEPSP GTVTVEGCGTTSLQGDVKFA                                         
        . :..  .: . ....::                                          
gi|518 DSYTIKTSSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIV 
         50         60        70        80        90       100      
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>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 77.5  bits: 21.8 E():   24 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (14-77:89-154) 
 
                                10        20        30              
2MEPSP                  PYVEMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
       40        50        60        70        80                   
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                   
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 77.5  bits: 21.8 E():   24 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (14-77:89-154) 
 
                                10        20        30              
2MEPSP                  PYVEMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
       40        50        60        70        80                   
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                   
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.3  bits: 19.0 E():   25 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (16-39:20-43) 
 
                   10        20        30        40        50       
2MEPSP     PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          ::: : .   :. : :   ::: .                  
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFVE 
               10        20        30        40        50        60 
 
         60        70        80                          
2MEPSP AITGGTVTVEGCGTTSLQGDVKFA                          
                                                         
gi|145 EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
               70        80        90       100          
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.1  bits: 21.4 E():   26 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (7-65:204-256) 
 
                                       10        20        30       
2MEPSP                         PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
         40        50        60        70        80                 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                 
         :. .    :.:...:.   . .: .:.                                
gi|169 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
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>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 76.7  bits: 20.0 E():   27 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (28-58:25-54) 
 
               10        20        30        40        50        60 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                                  : ::..  :: .:  .   .:::.: .:. .   
gi|225    MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDE 
                  10        20        30         40        50       
 
               70        80                                         
2MEPSP GTVTVEGCGTTSLQGDVKFA                                         
                                                                    
gi|225 YWILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNS 
         60        70        80        90       100       110       
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.7  bits: 19.3 E():   27 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (60-75:140-152) 
 
      30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     :: ::   ::  .:::      
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG      
     110       120       130       140          150        
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.3  bits: 19.7 E():   28 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (23-58:166-201) 
 
                       10        20        30        40        50   
2MEPSP         PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
             60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFA 
        : : .                       
gi|116 EAVAKVNFQ                    
         200                        
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 75.7  bits: 16.2 E():   31 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (15-23:10-18) 
 
               10        20        30        40        50        60 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                     . ::..:.:                                      
gi|409      IAKVPPGGXITAEYGDKWLD                                    
                    10        20                                    
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 75.2  bits: 19.7 E():   33 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (15-76:10-65) 
 
               10        20        30        40        50        60 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                     . : ..:.:  .  :.   : .: .:  . .... .:  .  :  . 
gi|331      IPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKDVDKAPFN 
                    10          20         30        40        50   
 
               70        80                                         
2MEPSP GTVTVEGCGTTSLQGDVKFA                                         
       :   . :::.: .  :                                             
gi|331 G---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSG 
                60        70        80        90       100          
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 25.8% identity (53.2% similar) in 62 aa overlap (12-73:376-437) 
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                                  10        20        30        40  
2MEPSP                    PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
              50        60        70        80                      
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                      
       :   ::: ..  ..   .: . : .  : .:.                             
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
gi|110 ETTIFAPGSSSQRKSQSERERQREREEREIH 
         470       480       490       
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 75.2  bits: 19.0 E():   33 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (48-74:9-38) 
 
        20        30        40        50           60        70     
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
           80                                                       
2MEPSP GDVKFA                                                       
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (29-68:437-480) 
 
                 10        20        30        40            50     
2MEPSP   PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           60        70        80                       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFA                       
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (29-68:437-480) 
 
                 10        20        30        40            50     
2MEPSP   PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           60        70        80                       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFA                       
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (29-68:437-480) 
 
                 10        20        30        40            50     
2MEPSP   PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
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gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           60        70        80                       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFA                       
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (29-68:437-480) 
 
                 10        20        30        40            50     
2MEPSP   PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           60        70        80                       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFA                       
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (29-68:437-480) 
 
                 10        20        30        40            50     
2MEPSP   PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           60        70        80                       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFA                       
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (29-68:437-480) 
 
                 10        20        30        40            50     
2MEPSP   PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           60        70        80                       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFA                       
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (29-68:437-480) 
 
                 10        20        30        40            50     
2MEPSP   PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           60        70        80                       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFA                       
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
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        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (29-68:437-480) 
 
                 10        20        30        40            50     
2MEPSP   PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           60        70        80                       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFA                       
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (29-68:437-480) 
 
                 10        20        30        40            50     
2MEPSP   PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           60        70        80                       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFA                       
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (29-68:437-480) 
 
                 10        20        30        40            50     
2MEPSP   PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           60        70        80                       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFA                       
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (29-68:437-480) 
 
                 10        20        30        40            50     
2MEPSP   PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           60        70        80                       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFA                       
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (29-68:437-480) 
 
                 10        20        30        40            50     
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2MEPSP   PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           60        70        80                       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFA                       
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (29-68:437-480) 
 
                 10        20        30        40            50     
2MEPSP   PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           60        70        80                       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFA                       
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 47; 30.4% identity (54.3% similar) in 46 aa overlap (38-78:83-127) 
 
        10        20        30        40             50        60   
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
             70        80                               
2MEPSP VTVEGCGTTSLQGDVKFA                               
       : ... .    .:::.                                 
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 74.6  bits: 21.1 E():   35 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (2-51:539-592) 
 
                                            10            20        
2MEPSP                              PYVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
        30        40        50        60        70        80        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA        
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (15-76:34-89) 
 
                               10        20        30        40     
2MEPSP                 PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:  .  :.   : .: .:  .  
gi|180 SSSSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKD 
            10        20        30        40           50        60 
 
           50        60        70        80                         
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                         
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       .... .:  .  :  .:   . :::.: .  :                             
gi|180 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHIT 
               70           80        90       100       110        
 
gi|180 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEK 
       120       130       140       150       160       170        
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 74.2  bits: 18.0 E():   37 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (16-64:7-41) 
 
               10        20        30        40        50        60 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                      ::::    :::.    .:. .      .::.. .:  :. :  .  
gi|212          MADATEKAEH----DRFF----KKFDA------NGDGTISSTELGDALKNL 
                        10                      20        30        
 
               70        80                           
2MEPSP GTVTVEGCGTTSLQGDVKFA                           
       :.::                                           
gi|212 GSVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
        40        50        60        70        80    
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.1  bits: 17.3 E():   37 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (18-36:1-19) 
 
               10        20        30        40        50        60 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                        ::   . ::  ::  : .:                         
gi|377                  EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAE 
                                10        20        30        40    
 
               70        80 
2MEPSP GTVTVEGCGTTSLQGDVKFA 
                            
gi|377 IDTDGDGFL            
            50              
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (49-76:133-160) 
 
       20        30        40        50        60        70         
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
       80                                                           
2MEPSP FA                                                           
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 74.0  bits: 20.5 E():   38 
Smith-Waterman score: 51; 19.2% identity (56.4% similar) in 78 aa overlap (2-79:127-201) 
 
                                            10        20        30  
2MEPSP                              PYVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                     .:  :. :: :.:  .   : :. .  : . 
gi|275 GNAKAMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDS 
        100       110       120       130       140        150      
 
              40        50        60        70        80            
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA            
       ... .  . . :  : ..  :. :... .  .. .. .  .... : :             
gi|275 DNFIKLLDKFDEKFAHTS--FVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSW 
         160       170         180       190       200       210    
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gi|275 AHTVGHASPFPEQLKTLEAYHKRGAPRHKMVMAVPFYARTWILEKMNKQDIGDKASGPGP 
           220       230       240       250       260       270    
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (32-66:69-101) 
 
              10        20        30        40        50        60  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
              70        80 
2MEPSP TVTVEGCGTTSLQGDVKFA 
        . ::               
gi|207 KIGVEEFQALVKA       
        100                
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.9  bits: 18.4 E():   38 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (17-39:21-43) 
 
                   10        20        30        40        50       
2MEPSP     PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           : .: .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
         60        70        80                           
2MEPSP AITGGTVTVEGCGTTSLQGDVKFA                           
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.0  bits: 20.5 E():   43 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (32-80:264-309) 
 
              10        20        30        40         50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
               70        80                                         
2MEPSP GTVTVEGCGTTSLQGDVKFA                                         
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.0  bits: 20.8 E():   43 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (15-51:553-589) 
 
                               10        20        30        40     
2MEPSP                 PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
           50        60        70        80                         
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                         
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.0  bits: 20.8 E():   43 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (15-51:553-589) 
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                               10        20        30        40     
2MEPSP                 PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
           50        60        70        80                         
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                         
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.7  bits: 20.1 E():   45 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (7-58:53-104) 
 
                                       10        20        30       
2MEPSP                         PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
         40           50        60        70        80              
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA              
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 72.6  bits: 20.8 E():   46 
Smith-Waterman score: 61; 27.5% identity (53.6% similar) in 69 aa overlap (14-77:89-154) 
 
                                10        20        30              
2MEPSP                  PYVEMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:  . .. :   .:::     .  :.   
gi|219 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKIVYVNGTDS--VKGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
       40        50        60        70        80                   
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                   
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|219 NAYKAGSVNGAFSGLKLAK-SGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFV 
        120       130        140       150       160       170      
 
gi|219 RHWDTYVGTQFNAVFSGALTKSGDKYSFDGKLKNLVHPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.3  bits: 18.4 E():   47 
Smith-Waterman score: 45; 44.4% identity (50.0% similar) in 18 aa overlap (13-30:82-99) 
 
                                 10        20        30        40   
2MEPSP                   PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :             
gi|291 TPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHA 
              60        70        80        90       100       110  
 
             50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                              
gi|291 RMKLASKAREMKDRAEQFGQQHVTGSQGS          
             120       130       140          
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.1  bits: 18.4 E():   49 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (13-40:87-110) 
 
                                 10        20        30        40   
2MEPSP                   PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
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         60        70        80        90       100           110   
 
             50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                              
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS      
            120       130       140           
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.1  bits: 18.4 E():   49 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (13-40:87-110) 
 
                                 10        20        30        40   
2MEPSP                   PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
             50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                              
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS      
            120       130       140           
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.9  bits: 20.2 E():   50 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (29-61:269-302) 
 
                 10        20        30        40        50         
2MEPSP   PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
        60        70        80                                      
2MEPSP ITGGTVTVEGCGTTSLQGDVKFA                                      
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.9  bits: 20.2 E():   50 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (29-61:269-302) 
 
                 10        20        30        40        50         
2MEPSP   PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
        60        70        80                                      
2MEPSP ITGGTVTVEGCGTTSLQGDVKFA                                      
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.9  bits: 16.3 E():   50 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (15-23:10-18) 
 
               10        20        30        40        50        60 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                     . ::..:.:                                      
gi|751      IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                     
                    10        20        30                          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 45; 30.4% identity (54.3% similar) in 46 aa overlap (38-78:83-127) 
 
        10        20        30        40             50        60   
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2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
             70        80                               
2MEPSP VTVEGCGTTSLQGDVKFA                               
       : ... .    .:::.                                 
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (16-26:8-18) 
 
               10        20        30        40        50        60 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                      : :.::..:.:                                   
gi|379         MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRS 
                       10        20        30        40        50   
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (16-26:8-18) 
 
               10        20        30        40        50        60 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                      : :.::..:.:                                   
gi|144         MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRS 
                       10        20        30        40        50   
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.1  bits: 20.5 E():   55 
Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (15-72:65-133) 
 
                               10        20        30               
2MEPSP                 PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
         40          50        60         70        80              
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQGDVKFA              
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
          160       170       180       190       200       210     
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.7  bits: 17.8 E():   58 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (32-66:69-101) 
 
              10        20        30        40        50        60  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
              70        80 
2MEPSP TVTVEGCGTTSLQGDVKFA 
       .. ::               
gi|148 AIGVEEWAVLVKA       
        100                
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (32-61:340-370) 
 
              10        20        30        40        50            
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2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
      60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFA 
       ::                    
gi|113 GGYKV                 
      370                    
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 18.5 E():   59 
Smith-Waterman score: 46; 27.1% identity (56.2% similar) in 48 aa overlap (24-68:72-118) 
 
                      10        20        30           40        50 
2MEPSP        PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
               60        70        80                               
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFA                               
       : . ..   . .. ::::                                           
gi|144 YSVLATDYDNYAI-VEGCPAAANGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHK 
             110        120       130       140       150       160 
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.3  bits: 17.8 E():   60 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (36-75:20-60) 
 
          10        20        30        40        50        60      
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     :  .: . :...:.     : . .::.:   
gi|384            MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPP 
                          10        20        30        40          
 
           70        80                                             
2MEPSP EGC-GTTSLQGDVKFA                                             
         : :  ...:                                                  
gi|384 ACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTST 
      50        60        70        80        90       100          
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.3  bits: 17.8 E():   60 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (36-75:20-60) 
 
          10        20        30        40        50        60      
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     :  .: . :...:.     : . .::.:   
gi|144            MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPP 
                          10        20        30        40          
 
           70        80                                             
2MEPSP EGC-GTTSLQGDVKFA                                             
         : :  ...:                                                  
gi|144 ACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTST 
      50        60        70        80        90       100          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.5 E():   61 
Smith-Waterman score: 45; 38.5% identity (61.5% similar) in 26 aa overlap (43-68:102-126) 
 
             20        30        40        50        60        70   
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. ::::     
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
             80                                                     
2MEPSP LQGDVKFA                                                     
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gi|194 NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
              140       150       160       170       180       190 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.2  bits: 19.2 E():   62 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (25-77:18-64) 
 
               10        20        30        40        50        60 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                               .: .... :   :  : :.   :..:  . :  .   
gi|107        MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE- 
                      10        20        30          40        50  
 
               70        80                                         
2MEPSP GTVTVEGCGTTSLQGDVKFA                                         
            .: :.: :.::.                                            
gi|107 ---KFKGLGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKR 
                  60        70        80        90       100        
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (27-61:331-365) 
 
                   10        20        30        40        50       
2MEPSP     PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
         60        70        80              
2MEPSP AITGGTVTVEGCGTTSLQGDVKFA              
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (27-61:331-365) 
 
                   10        20        30        40        50       
2MEPSP     PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
         60        70        80              
2MEPSP AITGGTVTVEGCGTTSLQGDVKFA              
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 45; 31.0% identity (52.4% similar) in 42 aa overlap (42-78:87-128) 
 
              20        30        40             50        60       
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
         70        80                               
2MEPSP GCGTTSLQGDVKFA                               
       . ..    :::.                                 
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 45; 31.0% identity (52.4% similar) in 42 aa overlap (42-78:87-128) 
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              20        30        40             50        60       
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
         70        80                               
2MEPSP GCGTTSLQGDVKFA                               
       . ..    :::.                                 
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 44; 43.8% identity (68.8% similar) in 16 aa overlap (30-45:111-126) 
 
                10        20        30        40        50          
2MEPSP  PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  :: .: .. ::               
gi|444 VYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEK 
               90       100       110       120       130       140 
 
      60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFA 
                             
gi|444 ATGLFKLIENYLAANPDACN  
              150       160  
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (32-61:231-261) 
 
              10        20        30        40        50            
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
      60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFA 
       ::                    
gi|226 GGYKV                 
     260                     
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (16-62:9-60) 
 
               10        20        30           40          50      
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASSASYFLAG 
                      : :.::..: :  . : .. .    :.:   :: .... :: .   
gi|118        MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGDSYTIKT 
                      10        20        30        40        50    
 
          60        70        80                                    
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFA                                    
       :.   .:                                                      
gi|118 ASTLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVREFSDEGL 
            60        70        80        90       100       110    
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 17.1 E():   70 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (17-36:9-28) 
 
               10        20        30        40        50        60 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                       :::   . ::  .:  : .:                         
gi|333         MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEEIQRMMAE 
                       10        20        30        40        50   
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6843

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

               70        80             
2MEPSP GTVTVEGCGTTSLQGDVKFA             
                                        
gi|333 IDTDGDGFISFEEFTVFARANRGLVKDVAKIF 
             60        70        80     
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.1  bits: 18.1 E():   70 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (54-75:150-172) 
 
            30        40        50         60        70        80 
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFA 
                                     :::: . ::..:: .   ::  :      
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV   
     120       130       140       150       160       170        
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.0  bits: 17.4 E():   71 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (32-66:69-101) 
 
              10        20        30        40        50        60  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
              70        80 
2MEPSP TVTVEGCGTTSLQGDVKFA 
        . :.               
gi|288 KIGVDEFAAMIKG       
        100                
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (32-67:259-293) 
 
              10        20        30        40        50        60  
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
              70        80 
2MEPSP TVTVEGCGTTSLQGDVKFA 
       ::.. :              
gi|119 TVSAGGYKV           
       290                 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (26-72:68-112) 
 
                    10        20        30        40        50      
2MEPSP      PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
          60        70        80                                    
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFA                                    
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.8  bits: 17.8 E():   73 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (60-75:132-144) 
 
      30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     :: :.   ::  .:::      
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gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG      
             110       120       130          140          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.8  bits: 17.8 E():   73 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (60-75:132-144) 
 
      30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     :: :.   ::  .:::      
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG      
             110       120       130          140          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.7  bits: 19.2 E():   75 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (26-52:319-345) 
 
                    10        20        30        40        50      
2MEPSP      PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
          60        70        80             
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFA             
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (60-75:140-152) 
 
      30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     :: :.   ::  .:::      
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG      
     110       120       130       140          150        
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 45; 29.0% identity (67.7% similar) in 31 aa overlap (48-77:4-34) 
 
        20        30        40        50        60         70       
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGD 
                                     ... : .. ..:: .  : :: : :.. :. 
gi|160                            MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGN 
                                          10        20        30    
 
         80                                                         
2MEPSP VKFA                                                         
       .                                                            
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGT 
            40        50        60        70        80        90    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (60-75:140-152) 
 
      30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     :: :.   ::  .:::      
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG      
     110       120       130       140          150        
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (60-75:140-152) 
 
      30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
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                                     :: :.   ::  .:::      
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG      
     110       120       130       140          150        
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (60-75:140-152) 
 
      30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     :: :.   ::  .:::      
gi|160 SIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA---CGIIGLQG      
     110       120       130       140          150        
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (60-75:140-152) 
 
      30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     :: :.   ::  .:::      
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG      
     110       120       130       140          150        
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (60-75:140-152) 
 
      30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     :: :.   ::  .:::      
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG      
     110       120       130       140          150        
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (60-75:140-152) 
 
      30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     :: :.   ::  .:::      
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG      
     110       120       130       140          150        
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (60-75:140-152) 
 
      30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     :: :.   ::  .:::      
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG      
     110       120       130       140          150        
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (60-75:140-152) 
 
      30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     :: :.   ::  .:::      
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG      
     110       120       130       140          150        
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (42-76:30-64) 
 
              20        30        40        50        60        70  
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     : :. :. .  : :  ...  .:..:: .: 
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gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMST 
                10        20        30        40        50          
 
              80                                                    
2MEPSP SLQGDVKFA                                                    
       . . :                                                        
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (60-75:140-152) 
 
      30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     :: :.   ::  .:::      
gi|160 SIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA---CGIIGLQG      
     110       120       130       140          150        
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (60-75:140-152) 
 
      30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     :: :.   ::  .:::      
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG      
     110       120       130       140          150        
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (60-75:140-152) 
 
      30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     :: :.   ::  .:::      
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG      
     110       120       130       140          150        
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (60-75:140-152) 
 
      30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     :: :.   ::  .:::      
gi|160 SIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA---CGIIGLQG      
     110       120       130       140          150        
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (60-75:140-152) 
 
      30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     :: :.   ::  .:::      
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG      
     110       120       130       140          150        
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (60-75:140-152) 
 
      30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     :: :.   ::  .:::      
gi|145 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG      
     110       120       130       140          150        
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.4  bits: 19.2 E():   77 
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Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (14-45:182-217) 
 
                                10        20            30          
2MEPSP                  PYVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
      40        50        60        70        80                    
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                    
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (2-28:155-183) 
 
                                            10          20          
2MEPSP                              PYVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
      30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                                           
gi|549 CNYGPAGNVGNEPIYERK                                  
          190       200                                    
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (32-61:232-262) 
 
              10        20        30        40        50            
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
      60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFA 
       ::                    
gi|180 GGYKV                 
                             
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.8  bits: 19.9 E():   83 
Smith-Waterman score: 49; 35.0% identity (70.0% similar) in 20 aa overlap (8-27:396-415) 
 
                                      10        20        30        
2MEPSP                        PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
                                     . .: :.  ::  ...:.::           
gi|833 VDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFDKFYSAFSKNIKLG 
         370       380       390       400       410       420      
 
        40        50        60        70        80                  
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                  
                                                                    
gi|833 IHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYITGESIKAVAKSPFL 
         430       440       450       460       470       480      
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (15-44:14-43) 
 
               10        20        30        40        50        60 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                     . : :.::  :   .  ...  :.    ::                 
gi|179  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMDDDSMRGRE 
                10        20        30        40        50          

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6848

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
               70        80                                         
2MEPSP GTVTVEGCGTTSLQGDVKFA                                         
                                                                    
gi|179 CRSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMG 
      60        70        80        90       100       110          
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (15-44:14-43) 
 
               10        20        30        40        50        60 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                     . : :.::  :   .  ...  :.    ::                 
gi|144  MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMDADSMRGQE 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP GTVTVEGCGTTSLQGDVKFA                                         
                                                                    
gi|144 CRSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMG 
      60        70        80        90       100       110          
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 16.8 E():   85 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (16-33:7-24) 
 
               10        20        30        40        50        60 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                      ::::.  . .:  .:  :                            
gi|598          MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDDIKRMMAE 
                        10        20        30        40        50  
 
               70        80             
2MEPSP GTVTVEGCGTTSLQGDVKFA             
                                        
gi|598 IDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
              60        70        80    
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 16.8 E():   85 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (16-33:7-24) 
 
               10        20        30        40        50        60 
2MEPSP PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITG 
                      ::::.  . .:  .:  :                            
gi|598          MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDDIKRMMAE 
                        10        20        30        40        50  
 
               70        80             
2MEPSP GTVTVEGCGTTSLQGDVKFA             
                                        
gi|598 IDTDGDGYISYQEFSDFASANRGLMKDVAKIF 
              60        70        80    
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.1 E():   87 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (38-66:73-101) 
 
        10        20        30        40        50        60        
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
        70        80 
2MEPSP CGTTSLQGDVKFA 
                     
gi|193 FNHLVKH       
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>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 67.3  bits: 18.9 E():   88 
Smith-Waterman score: 46; 27.8% identity (63.0% similar) in 54 aa overlap (26-77:105-155) 
 
                    10        20        30        40        50      
2MEPSP      PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL-- 
                                     .:. .:.:  . ..: :.   ..   :.   
gi|151 TPGTLRYGATREKALWIIFSQNMNIKLKMPLYV-AGHKTIDGRGADVHLGNGGPCLFMRK 
           80        90       100        110       120       130    
 
            60        70        80                                  
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFA                                  
       .. .:  : . ..::.:. : :::                                     
gi|151 VSHVILHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSD 
           140        150        160       170       180       190  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 17.1 E():   89 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (36-60:59-84) 
 
          10        20        30        40         50        60     
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
           70        80        
2MEPSP VEGCGTTSLQGDVKFA        
                               
gi|668 AAKEKNEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.1 E():   89 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (36-61:59-83) 
 
          10        20        30        40         50        60     
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
           70        80          
2MEPSP VEGCGTTSLQGDVKFA          
                                 
gi|215 AAPEAERAEEEKEESDDDMGFGLFD 
         90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 17.1 E():   89 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (36-60:59-84) 
 
          10        20        30        40         50        60     
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
           70        80        
2MEPSP VEGCGTTSLQGDVKFA        
                               
gi|833 AAEEKKEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.2  bits: 18.9 E():   89 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (11-65:159-208) 
 
                                   10        20        30        40 
2MEPSP                     PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
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gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
                50        60        70        80                    
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                    
       ... .. :..:  :. ...:.  ::.                                   
gi|195 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.2  bits: 18.9 E():   89 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (11-65:159-208) 
 
                                   10        20        30        40 
2MEPSP                     PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
                50        60        70        80                    
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA                    
       ... .. :..:  :. ...:.  ::.                                   
gi|493 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (44-66:145-167) 
 
            20        30        40        50        60        70    
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
            80                                                      
2MEPSP QGDVKFA                                                      
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (27-59:331-363) 
 
                   10        20        30        40        50       
2MEPSP     PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
         60        70        80               
2MEPSP AITGGTVTVEGCGTTSLQGDVKFA               
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
              370       380       390         
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.5 E():   95 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (30-46:109-125) 
 
                10        20        30        40        50          
2MEPSP  PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
      60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFA 
                             
gi|145 SQGIFKAIEGYVLSN       
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      140       150          
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.7  bits: 17.5 E():   95 
Smith-Waterman score: 42; 23.3% identity (58.1% similar) in 43 aa overlap (38-76:40-82) 
 
        10        20        30        40        50            60    
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
            70        80                                            
2MEPSP TVEGCGTTSLQGDVKFA                                            
        ..: .  .:  :                                                
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.4  bits: 19.3 E():   98 
Smith-Waterman score: 47; 24.5% identity (55.1% similar) in 49 aa overlap (3-51:418-466) 
 
                                           10        20        30   
2MEPSP                             PYVEMTLRLMERFGVKAEHSDSWDRFYIKGGQ 
                                     : ...:   :  :  :..:.     .. :: 
gi|258 ILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQ 
       390       400       410       420       430       440        
 
             40        50        60        70        80             
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA             
        .  :.:  :  .:.. ..                                          
gi|258 LFIVPQNHGVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQ 
       450       460       470       480       490       500        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:48 2011 done: Tue Apr 19 10:57:48 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 210  - 289 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     5     2:*= 
  32     8     8:=* 
  34    12    22:===  * 
  36    48    44:==========*= 
  38    73    73:==================* 
  40    68   102:=================        * 
  42    99   125:=========================      * 
  44    97   138:=========================         * 
  46   194   140:==================================*============== 
  48   180   134:=================================*=========== 
  50   133   122:==============================*=== 
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  52   134   108:==========================*======= 
  54    98    92:======================*== 
  56    45    77:============       * 
  58    55    63:============== * 
  60    23    51:======      * 
  62    44    41:==========* 
  64    24    33:======  * 
  66    18    26:===== * 
  68    36    20:====*==== 
  70    16    16:===* 
  72    10    12:==* 
  74    23    10:==*=== 
  76    10     8:=*= 
  78     8     6:=* 
  80     1     5:=* 
  82     6     3:*= 
  84     3     3:* 
  86     3     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     4     1:* 
  92     3     1:*         :*== 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.98180.00381; mu= 12.0654 0.197 
 mean_var=37.4198 9.206, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.209664 
 Kolmogorov-Smirnov  statistic: 0.0668 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.3     2.5 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   58 22.2     2.8 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   62 23.7     3.2 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   57 21.9     3.5 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   58 22.3     3.8 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 23.7     4.3 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   60 23.0     4.6 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.4     4.8 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   60 23.1     4.8 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   56 21.7     6.4 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   56 21.7     6.4 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 21.8     8.5 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   56 21.8     8.8 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   56 21.8     8.8 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 21.8     8.8 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 22.1     8.8 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   56 21.8     8.9 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 20.8      11 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.0      12 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 20.0      12 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 20.8      12 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.4      13 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.2      15 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   56 21.9      15 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.3      19 
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gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.6      19 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 19.8      20 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 20.9      20 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   54 21.3      21 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.1      22 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.1      23 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 19.9      25 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   55 21.7      25 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   55 21.7      25 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.5      25 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 18.8      26 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   48 19.2      26 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   48 19.2      26 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   54 21.4      27 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 18.8      27 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 19.9      29 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.2      29 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.6      30 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   52 20.7      34 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   49 19.6      35 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.7      35 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.7      35 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.7      35 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 18.9      36 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 16.0      36 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   53 21.1      36 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   49 19.7      38 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   51 20.4      39 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.7      40 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 17.9      41 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 18.2      42 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.2      42 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.2      42 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 20.8      44 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 20.8      44 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.4      44 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.1      47 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 20.8      47 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   45 18.3      51 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.1      51 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.1      51 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.3      53 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.3      53 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.5      56 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 16.1      56 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.3      57 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 18.0      59 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 18.0      59 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.4      61 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.6      63 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.4      63 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 19.1      65 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.5      65 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.5      65 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.4      66 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   43 17.6      66 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.6      66 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.7      70 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.0      70 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.0      70 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.0      70 
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gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.7      73 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.0      75 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.1      76 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 17.0      76 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.8      77 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.3      77 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.1      77 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.7      79 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.7      79 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.1      80 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   43 17.7      82 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.7      82 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   43 17.7      82 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   43 17.7      82 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   43 17.7      82 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   43 17.7      82 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   43 17.7      82 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   43 17.7      82 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.7      82 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 17.7      82 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   43 17.7      82 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   43 17.7      82 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   43 17.7      82 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   43 17.7      82 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   43 17.7      82 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   43 17.7      82 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   43 17.7      82 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   49 19.9      84 
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)   44 18.1      85 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 17.7      86 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.4      86 
gi|144228127|gb|ABO93594.1| BW10KD allergen protei ( 133)   42 17.4      90 
gi|17907758|dbj|BAB79444.1| BW8KD allergen protein ( 133)   42 17.4      90 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 18.8      91 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   46 18.8      93 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   46 18.8      93 
gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full= (  83)   40 16.7      93 
gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full= (  83)   40 16.7      93 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.0      94 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.0      96 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.0      96 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.0      96 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 18.8      97 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 18.8      97 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 95.2  bits: 24.3 E():  2.5 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (27-63:8-44) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                 ... : . :  :  ::.:.. .. .:: ::. .: 
gi|144                    MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSG 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP TVTVEGCGTTSLQGDVKFAE                                         
       . :                                                          
gi|144 ASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGT 
              50        60        70        80        90       100  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 94.3  bits: 22.2 E():  2.8 
Smith-Waterman score: 58; 28.3% identity (56.7% similar) in 60 aa overlap (8-66:26-84) 
 
                                 10        20         30        40  
2MEPSP                   YVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
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              50        60        70        80                
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 93.5  bits: 23.7 E():  3.2 
Smith-Waterman score: 62; 30.2% identity (62.3% similar) in 53 aa overlap (31-80:79-129) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
                  70        80                                      
2MEPSP ---TVTVEGCGTTSLQGDVKFAE                                      
          ..:. .  ::: : :. .:.                                      
gi|170 IEDSLTISNL-TTSQQ-DIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVE 
      110        120        130       140       150       160       
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 92.7  bits: 21.9 E():  3.5 
Smith-Waterman score: 57; 28.3% identity (56.7% similar) in 60 aa overlap (8-66:26-84) 
 
                                 10        20         30        40  
2MEPSP                   YVEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
              50        60        70        80                
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 92.1  bits: 22.3 E():  3.8 
Smith-Waterman score: 58; 32.0% identity (60.0% similar) in 50 aa overlap (26-72:52-101) 
 
                    10        20        30         40          50   
2MEPSP      YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
             60        70        80                                 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAE                                 
       .:.: . :.  : :  :...                                         
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 91.2  bits: 23.7 E():  4.3 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (29-75:423-469) 
 
                 10        20        30        40        50         
2MEPSP   YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
       60          70        80                          
2MEPSP GGTVTVE--GCGTTSLQGDVKFAE                          
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6856

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  56 init1:  56 opt:  60  Z-score: 90.6  bits: 23.0 E():  4.6 
Smith-Waterman score: 60; 30.2% identity (60.4% similar) in 53 aa overlap (31-80:59-109) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
                  70        80                                      
2MEPSP ---TVTVEGCGTTSLQGDVKFAE                                      
          ..:.    ::: : :. .:.                                      
gi|627 IEDSLTISQL-TTSQQ-DIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVE 
       90        100        110       120       130       140       
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 90.3  bits: 23.4 E():  4.8 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (27-63:8-44) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                 ... : . :  :  ::.:.. .. .:: ::.  : 
gi|144                    MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRG 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP TVTVEGCGTTSLQGDVKFAE                                         
       . :                                                          
gi|144 ASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGT 
              50        60        70        80        90       100  
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  60  Z-score: 90.2  bits: 23.1 E():  4.8 
Smith-Waterman score: 60; 25.5% identity (58.8% similar) in 51 aa overlap (31-80:79-129) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
                70        80                                        
2MEPSP TV-TVEGCGTTSLQGDVKFAE                                        
          ..   . :. : :. .:.                                        
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 88.0  bits: 21.7 E():  6.4 
Smith-Waterman score: 56; 26.1% identity (58.0% similar) in 69 aa overlap (15-80:63-129) 
 
                               10        20        30           40  
2MEPSP                 YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
              50        60        70        80                      
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                      
       .: : :: : . ..   . .. :::: ... .: : ...                      
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQLRMTLRRFHPKLGDKEMLQHY 
            100       110        120        130       140       150 
 
gi|212 TLDQVNQNKKAIEEDLKHFNLKYEDLHSTCH 
              160       170       180  
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 87.9  bits: 21.7 E():  6.4 
Smith-Waterman score: 56; 26.1% identity (58.0% similar) in 69 aa overlap (15-80:64-130) 
 
                               10        20        30           40  
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2MEPSP                 YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
              50        60        70        80                      
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                      
       .: : :: : . ..   . .. :::: ... .: : ...                      
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQIRFSVRRFHPKLGDKEMIQHY 
           100       110        120        130       140       150  
 
gi|116 TLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
             160       170       180   
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 85.8  bits: 21.8 E():  8.5 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (14-75:22-77) 
 
                       10        20        30        40        50   
2MEPSP         YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
             60        70        80                                 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAE                                 
       .  :  .:   . :::.: .  :                                      
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 85.6  bits: 21.8 E():  8.8 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (14-75:33-88) 
 
                                10        20        30        40    
2MEPSP                  YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
            50        60        70        80                        
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                        
       .... .:  .  :  .:   . :::.: .  :                             
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|168 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 85.6  bits: 21.8 E():  8.8 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (14-75:33-88) 
 
                                10        20        30        40    
2MEPSP                  YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
            50        60        70        80                        
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                        
       .... .:  .  :  .:   . :::.: .  :                             
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|126 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 85.6  bits: 21.8 E():  8.8 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (14-75:33-88) 
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                                10        20        30        40    
2MEPSP                  YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
            50        60        70        80                        
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                        
       .... .:  .  :  .:   . :::.: .  :                             
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|752 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 85.5  bits: 22.1 E():  8.8 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (12-60:151-193) 
 
                                  10        20        30        40  
2MEPSP                    YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
              50        60        70        80                      
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                      
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 85.4  bits: 21.8 E():  8.9 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (14-75:39-94) 
 
                                10        20        30        40    
2MEPSP                  YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
            50        60        70        80                        
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                        
       .... .:  .  :  .:   . :::.: .  :                             
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
gi|249 DDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEK 
            130       140       150       160       170       180   
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 83.6  bits: 20.8 E():   11 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (39-67:86-113) 
 
       10        20        30        40        50        60         
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
       70        80                                          
2MEPSP TTSLQGDVKFAE                                          
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 83.1  bits: 20.0 E():   12 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (31-65:69-101) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6859

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
               70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAE 
        . ::                
gi|207 KIGVEEFQALVKA        
        100                 
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 83.1  bits: 20.0 E():   12 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (13-50:18-58) 
 
                    10        20        30           40        50   
2MEPSP      YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASSASYFL 
                        : .:  : ..  :. : : . :.:   :.:..  : .....   
gi|179 MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIE 
               10        20        30        40        50        60 
 
             60        70        80                      
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAE                      
                                                         
gi|179 EDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 83.0  bits: 20.8 E():   12 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (39-67:102-129) 
 
       10        20        30        40        50        60         
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
       70        80                                          
2MEPSP TTSLQGDVKFAE                                          
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 82.3  bits: 20.4 E():   13 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (37-80:83-130) 
 
         10        20        30        40             50        60  
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
              70        80                              
2MEPSP VTVEGCGTTSLQGDVKFAE                              
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 81.4  bits: 21.2 E():   15 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (31-66:264-297) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
               70        80 
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2MEPSP TVTVEGCGTTSLQGDVKFAE 
       .... :               
gi|663 ATAAAGGYKA           
             300            
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 81.1  bits: 21.9 E():   15 
Smith-Waterman score: 56; 22.0% identity (62.7% similar) in 59 aa overlap (6-64:118-170) 
 
                                        10        20        30      
2MEPSP                          YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRI---VEFQS 
        90       100       110       120       130          140     
 
          40        50        60        70        80                
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                
         :. .    :.:.:.:.   . .: .:.                                
gi|149 NPNTLILPKHSDADYILV---VLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILN 
          150       160          170       180       190       200  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 79.6  bits: 21.3 E():   19 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (11-44:279-317) 
 
                                   10           20        30        
2MEPSP                     YVEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
          40        50        60        70        80                
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.3  bits: 20.6 E():   19 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (57-76:208-227) 
 
         30        40        50        60        70        80       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE       
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (37-80:83-130) 
 
         10        20        30        40             50        60  
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
              70        80                              
2MEPSP VTVEGCGTTSLQGDVKFAE                              
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 78.9  bits: 20.9 E():   20 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (20-77:38-94) 
 
                          10        20        30        40          
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2MEPSP            YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
      50          60         70        80                           
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVKFAE                           
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 78.7  bits: 21.3 E():   21 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (6-64:204-256) 
 
                                        10        20        30      
2MEPSP                          YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
          40        50        60        70        80                
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                
         :. .    :.:...:.   . .: .:.                                
gi|149 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 78.2  bits: 19.1 E():   22 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (36-65:73-101) 
 
          10        20        30        40        50        60      
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
          70        80 
2MEPSP GCGTTSLQGDVKFAE 
                       
gi|288 EFAVWVKQ        
                       
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.1  bits: 19.1 E():   23 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (35-60:59-84) 
 
           10        20        30        40        50        60     
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
           70        80        
2MEPSP EGCGTTSLQGDVKFAE        
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 77.5  bits: 19.9 E():   25 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (15-71:72-127) 
 
                               10        20        30        40     
2MEPSP                 YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
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           50        60        70        80                         
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                         
         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 77.3  bits: 21.7 E():   25 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (13-76:89-154) 
 
                                 10        20        30             
2MEPSP                   YVEMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
        40        50        60        70        80                  
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                  
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 77.3  bits: 21.7 E():   25 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (13-76:89-154) 
 
                                 10        20        30             
2MEPSP                   YVEMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
        40        50        60        70        80                  
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                  
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (39-67:84-111) 
 
       10        20        30        40        50        60         
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
       70        80                                        
2MEPSP TTSLQGDVKFAE                                        
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.1  bits: 18.8 E():   26 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (28-47:53-72) 
 
                  10        20        30        40        50        
2MEPSP    YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
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        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAE 
                               
gi|897 AQLPAMCRLEGGDALLASQ     
             90       100      
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.0  bits: 19.2 E():   26 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (15-78:9-64) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                     : :.::..: :  . : .. . .:      :.:::  .  . . :  
gi|156       MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGD 
                     10        20         30             40         
 
               70        80                                         
2MEPSP TVTVEGCGTTSLQGDVKFAE                                         
       . :..  .: . ....::                                           
gi|156 SYTIKTSSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVR 
        50         60        70        80        90       100       
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.0  bits: 19.2 E():   26 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (15-78:9-64) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                     : :.::..: :  . : .. . .:      :.:::  .  . . :  
gi|518       MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGD 
                     10        20         30             40         
 
               70        80                                         
2MEPSP TVTVEGCGTTSLQGDVKFAE                                         
       . :..  .: . ....::                                           
gi|518 SYTIKTSSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVR 
        50         60        70        80        90       100       
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.8  bits: 21.4 E():   27 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (6-64:204-256) 
 
                                        10        20        30      
2MEPSP                          YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
          40        50        60        70        80                
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                
         :. .    :.:...:.   . .: .:.                                
gi|169 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.6  bits: 18.8 E():   27 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (15-38:20-43) 
 
                    10        20        30        40        50      
2MEPSP      YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          ::: : .   :. : :   ::: .                  
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFVE 
               10        20        30        40        50        60 
 
          60        70        80                         
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAE                         
                                                         
gi|145 EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
               70        80        90       100          
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
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 initn:  48 init1:  48 opt:  50  Z-score: 76.2  bits: 19.9 E():   29 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (27-57:25-54) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                 : ::..  :: .:  .   .:::.: .:. .    
gi|225   MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEY 
                 10        20        30         40        50        
 
               70        80                                         
2MEPSP TVTVEGCGTTSLQGDVKFAE                                         
                                                                    
gi|225 WILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSK 
        60        70        80        90       100       110        
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.0  bits: 19.2 E():   29 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (59-74:140-152) 
 
       30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                     :: ::   ::  .:::       
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG       
     110       120       130       140          150         
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.8  bits: 19.6 E():   30 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (22-57:166-201) 
 
                        10        20        30        40        50  
2MEPSP          YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
              60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAE 
        : : .                        
gi|116 EAVAKVNFQ                     
         200                         
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.9  bits: 20.7 E():   34 
Smith-Waterman score: 52; 25.8% identity (53.2% similar) in 62 aa overlap (11-72:376-437) 
 
                                   10        20        30        40 
2MEPSP                     YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
               50        60        70        80                     
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                     
       :   ::: ..  ..   .: . : .  : .:.                             
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
gi|110 ETTIFAPGSSSQRKSQSERERQREREEREIH 
         470       480       490       
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.7  bits: 19.6 E():   35 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (14-75:10-65) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                    . : ..:.:  .  :.   : .: .:  . .... .:  .  :  .: 
gi|331     IPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKDVDKAPFNG 
                   10          20         30        40        50    
 
               70        80                                         
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2MEPSP TVTVEGCGTTSLQGDVKFAE                                         
          . :::.: .  :                                              
gi|331 ---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGH 
               60        70        80        90       100       110 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.7  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (28-67:437-480) 
 
                  10        20        30        40            50    
2MEPSP    YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            60        70        80                      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAE                      
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.7  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (28-67:437-480) 
 
                  10        20        30        40            50    
2MEPSP    YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            60        70        80                      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAE                      
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.7  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (28-67:437-480) 
 
                  10        20        30        40            50    
2MEPSP    YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            60        70        80                      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAE                      
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.7  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (28-67:437-480) 
 
                  10        20        30        40            50    
2MEPSP    YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            60        70        80                      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAE                      
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.7  bits: 20.7 E():   35 
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Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (28-67:437-480) 
 
                  10        20        30        40            50    
2MEPSP    YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            60        70        80                      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAE                      
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.7  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (28-67:437-480) 
 
                  10        20        30        40            50    
2MEPSP    YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            60        70        80                      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAE                      
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.7  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (28-67:437-480) 
 
                  10        20        30        40            50    
2MEPSP    YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            60        70        80                      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAE                      
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.7  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (28-67:437-480) 
 
                  10        20        30        40            50    
2MEPSP    YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            60        70        80                      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAE                      
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.7  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (28-67:437-480) 
 
                  10        20        30        40            50    
2MEPSP    YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
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            60        70        80                      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAE                      
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.7  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (28-67:437-480) 
 
                  10        20        30        40            50    
2MEPSP    YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            60        70        80                      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAE                      
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.7  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (28-67:437-480) 
 
                  10        20        30        40            50    
2MEPSP    YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            60        70        80                      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAE                      
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.7  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (28-67:437-480) 
 
                  10        20        30        40            50    
2MEPSP    YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            60        70        80                      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAE                      
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.7  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (28-67:437-480) 
 
                  10        20        30        40            50    
2MEPSP    YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            60        70        80                      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAE                      
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
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>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 74.5  bits: 18.9 E():   36 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (47-73:9-38) 
 
         20        30        40        50           60        70    
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
            80                                                      
2MEPSP GDVKFAE                                                      
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 74.5  bits: 16.0 E():   36 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (14-22:10-18) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                    . ::..:.:                                       
gi|409     IAKVPPGGXITAEYGDKWLD                                     
                   10        20                                     
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 74.4  bits: 21.1 E():   36 
Smith-Waterman score: 53; 25.9% identity (53.7% similar) in 54 aa overlap (1-50:539-592) 
 
                                             10            20       
2MEPSP                               YVEMTLRLMER----FGVKAEHSDSWDRFY 
                                     .::    ..::     .. : . ::.  :: 
gi|284 FLGPKYDYLGREYDLNDRRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFY 
      510       520       530       540       550       560         
 
         30        40        50        60        70        80       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE       
        :  . :.. .. ::.   .  .:                                     
gi|284 KKVQEAYEGKSQYYVDKGHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPY 
      570       580       590       600       610       620         
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.1  bits: 19.7 E():   38 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (14-75:34-89) 
 
                                10        20        30        40    
2MEPSP                  YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:  .  :.   : .: .:  .  
gi|180 SSSSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKD 
            10        20        30        40           50        60 
 
            50        60        70        80                        
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                        
       .... .:  .  :  .:   . :::.: .  :                             
gi|180 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHIT 
               70           80        90       100       110        
 
gi|180 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEK 
       120       130       140       150       160       170        
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 73.7  bits: 20.4 E():   39 
Smith-Waterman score: 51; 19.2% identity (56.4% similar) in 78 aa overlap (1-78:127-201) 
 
                                             10        20        30 
2MEPSP                               YVEMTLRLMERFGVKAEHSDSWDRFYIKGG 
                                     .:  :. :: :.:  .   : :. .  : . 
gi|275 GNAKAMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDS 
        100       110       120       130       140        150      
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               40        50        60        70        80           
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE           
       ... .  . . :  : ..  :. :... .  .. .. .  .... : :             
gi|275 DNFIKLLDKFDEKFAHTS--FVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSW 
         160       170         180       190       200       210    
 
gi|275 AHTVGHASPFPEQLKTLEAYHKRGAPRHKMVMAVPFYARTWILEKMNKQDIGDKASGPGP 
           220       230       240       250       260       270    
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 19.7 E():   40 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (48-75:133-160) 
 
        20        30        40        50        60        70        
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
        80                                                          
2MEPSP FAE                                                          
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 73.4  bits: 17.9 E():   41 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (15-63:7-41) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                     ::::    :::.    .:. .      .::.. .:  :. :  . : 
gi|212         MADATEKAEH----DRFF----KKFDA------NGDGTISSTELGDALKNLG 
                       10                      20        30         
 
               70        80                          
2MEPSP TVTVEGCGTTSLQGDVKFAE                          
       .::                                           
gi|212 SVTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
       40        50        60        70        80    
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.3  bits: 18.2 E():   42 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (31-65:69-101) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
               70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAE 
        . ::                
gi|207 KIGVEEFQALVKA        
        100                 
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.2  bits: 18.2 E():   42 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (16-38:21-43) 
 
                    10        20        30        40        50      
2MEPSP      YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           : .: .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
          60        70        80                          
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAE                          
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
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               70        80        90       100       110 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 17.2 E():   42 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (17-35:1-19) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                       ::   . ::  ::  : .:                          
gi|377                 EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEI 
                               10        20        30        40     
 
               70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAE 
                            
gi|377 DTDGDGFL             
           50               
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.8  bits: 20.8 E():   44 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (14-50:553-589) 
 
                                10        20        30        40    
2MEPSP                  YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
            50        60        70        80                        
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                        
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.8  bits: 20.8 E():   44 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (14-50:553-589) 
 
                                10        20        30        40    
2MEPSP                  YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
            50        60        70        80                        
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                        
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 72.8  bits: 20.4 E():   44 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (31-79:264-309) 
 
               10        20        30        40         50          
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
      60        70        80                                        
2MEPSP GTVTVEGCGTTSLQGDVKFAE                                        
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.4  bits: 20.1 E():   47 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (6-57:53-104) 
 
                                        10        20        30      
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2MEPSP                          YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
          40           50        60        70        80             
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE             
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 72.4  bits: 20.8 E():   47 
Smith-Waterman score: 61; 27.5% identity (53.6% similar) in 69 aa overlap (13-76:89-154) 
 
                                 10        20        30             
2MEPSP                   YVEMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:  . .. :   .:::     .  :.   
gi|219 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKIVYVNGTDS--VKGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
        40        50        60        70        80                  
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                  
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|219 NAYKAGSVNGAFSGLKLAK-SGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFV 
        120       130        140       150       160       170      
 
gi|219 RHWDTYVGTQFNAVFSGALTKSGDKYSFDGKLKNLVHPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 18.3 E():   51 
Smith-Waterman score: 45; 44.4% identity (50.0% similar) in 18 aa overlap (12-29:82-99) 
 
                                  10        20        30        40  
2MEPSP                    YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :             
gi|291 TPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHA 
              60        70        80        90       100       110  
 
              50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                               
gi|291 RMKLASKAREMKDRAEQFGQQHVTGSQGS           
             120       130       140           
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.6  bits: 20.1 E():   51 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (28-60:269-302) 
 
                  10        20        30        40        50        
2MEPSP    YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
         60        70        80                                     
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAE                                     
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.6  bits: 20.1 E():   51 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (28-60:269-302) 
 
                  10        20        30        40        50        
2MEPSP    YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
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         60        70        80                                     
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAE                                     
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.4  bits: 18.3 E():   53 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (12-39:87-110) 
 
                                  10        20        30        40  
2MEPSP                    YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
              50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                               
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS       
            120       130       140            
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.4  bits: 18.3 E():   53 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (12-39:87-110) 
 
                                  10        20        30        40  
2MEPSP                    YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
              50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                               
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS       
            120       130       140            
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.0  bits: 20.5 E():   56 
Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (14-71:65-133) 
 
                                10        20        30              
2MEPSP                  YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
            40        50        60         70        80             
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQGDVKFAE             
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
          160       170       180       190       200       210     
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.9  bits: 16.1 E():   56 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (14-22:10-18) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                    . ::..:.:                                       
gi|751     IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                      
                   10        20        30                           
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (41-80:87-131) 
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               20        30        40             50        60      
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
          70        80                             
2MEPSP GCGTTSLQGDVKFAE                             
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (15-25:8-18) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                     : :.::..:.:                                    
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (15-25:8-18) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                     : :.::..:.:                                    
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 70.2  bits: 19.4 E():   61 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (31-60:340-370) 
 
               10        20        30        40        50           
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
       60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAE 
       ::                     
gi|113 GGYKV                  
      370                     
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.0  bits: 17.6 E():   63 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (31-65:69-101) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
               70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAE 
       .. ::                
gi|148 AIGVEEWAVLVKA        
        100                 
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.4 E():   63 
Smith-Waterman score: 48; 24.6% identity (59.0% similar) in 61 aa overlap (23-80:72-130) 
 
                       10        20        30           40          
2MEPSP         YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
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                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
      50        60        70        80                              
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                              
       : . ..   . .. :::: ... .: : ...                              
gi|144 YSVLATDYDNYAI-VEGCPAAA-NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQH 
             110        120        130       140       150          
 
gi|144 KKAIEEDLKHFNLKYEDLHSTCH 
     160       170       180   
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.8  bits: 19.1 E():   65 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (24-76:18-64) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                              .: .... :   :  : :.   :..:  . :  .    
gi|107       MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE-- 
                     10        20        30          40        50   
 
               70        80                                         
2MEPSP TVTVEGCGTTSLQGDVKFAE                                         
           .: :.: :.::.                                             
gi|107 --KFKGLGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRF 
                 60        70        80        90       100         
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.8  bits: 19.5 E():   65 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (26-60:331-365) 
 
                    10        20        30        40        50      
2MEPSP      YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
          60        70        80             
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAE             
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.8  bits: 19.5 E():   65 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (26-60:331-365) 
 
                    10        20        30        40        50      
2MEPSP      YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
          60        70        80             
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAE             
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.4 E():   66 
Smith-Waterman score: 47; 30.8% identity (64.1% similar) in 39 aa overlap (42-80:102-138) 
 
              20        30        40        50        60        70  
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
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              80                                                    
2MEPSP LQGDVKFAE                                                    
        .: : ...                                                    
gi|194 -NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTC 
               140       150       160       170       180          
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.7  bits: 17.6 E():   66 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (35-74:20-60) 
 
           10        20        30        40        50        60     
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     :  .: . :...:.     : . .::.:   
gi|144            MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPP 
                          10        20        30        40          
 
            70        80                                            
2MEPSP EGC-GTTSLQGDVKFAE                                            
         : :  ...:                                                  
gi|144 ACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTST 
      50        60        70        80        90       100          
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.7  bits: 17.6 E():   66 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (35-74:20-60) 
 
           10        20        30        40        50        60     
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     :  .: . :...:.     : . .::.:   
gi|384            MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPP 
                          10        20        30        40          
 
            70        80                                            
2MEPSP EGC-GTTSLQGDVKFAE                                            
         : :  ...:                                                  
gi|384 ACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTST 
      50        60        70        80        90       100          
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (31-60:231-261) 
 
               10        20        30        40        50           
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
       60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAE 
       ::                     
gi|226 GGYKV                  
     260                      
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (41-80:87-131) 
 
               20        30        40             50        60      
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
          70        80                              
2MEPSP GCGTTSLQGDVKFAE                              
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (41-80:87-131) 
 
               20        30        40             50        60      
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
          70        80                              
2MEPSP GCGTTSLQGDVKFAE                              
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 48; 27.3% identity (51.5% similar) in 66 aa overlap (21-80:66-131) 
 
                         10        20        30         40          
2MEPSP           YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN-AYVEGDASS-- 
                                     :. .  : : .: .   : . ::::: :   
gi|444 PQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDK 
          40        50        60        70        80        90      
 
           50        60        70        80                         
2MEPSP ---ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                         
           .: .  .: . :   ... ..    :::.. :                         
gi|444 IEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAAN 
         100       110       120       130       140       150      
 
gi|444 PDACN 
         160 
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (15-61:9-60) 
 
               10        20        30           40          50      
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASSASYFLAGA 
                     : :.::..: :  . : .. .    :.:   :: .... :: .  : 
gi|118       MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGDSYTIKTA 
                     10        20        30        40        50     
 
          60        70        80                                    
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAE                                    
       .   .:                                                       
gi|118 STLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVREFSDEGLT 
           60        70        80        90       100       110     
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.6  bits: 18.0 E():   75 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (53-74:150-172) 
 
             30        40        50         60        70        80 
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAE 
                                     :::: . ::..:: .   ::  :       
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV    
     120       130       140       150       160       170         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (25-71:68-112) 
 
                     10        20        30        40        50     
2MEPSP       YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
           60        70        80                                   
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2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAE                                   
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.0 E():   76 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (16-35:9-28) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                      :::   . ::  .:  : .:                          
gi|333        MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEEIQRMMAEI 
                      10        20        30        40        50    
 
               70        80            
2MEPSP TVTVEGCGTTSLQGDVKFAE            
                                       
gi|333 DTDGDGFISFEEFTVFARANRGLVKDVAKIF 
            60        70        80     
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (31-66:259-293) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
               70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAE 
       ::.. :               
gi|119 TVSAGGYKV            
       290                  
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.4  bits: 17.3 E():   77 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (31-65:69-101) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
               70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAE 
        . :.                
gi|288 KIGVDEFAAMIKG        
        100                 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 19.1 E():   77 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (25-51:319-345) 
 
                     10        20        30        40        50     
2MEPSP       YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
           60        70        80            
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAE            
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.2  bits: 17.7 E():   79 
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Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (59-74:132-144) 
 
       30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                     :: :.   ::  .:::       
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG       
             110       120       130          140           
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (59-74:132-144) 
 
       30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                     :: :.   ::  .:::       
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG       
             110       120       130          140           
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (13-44:182-217) 
 
                                 10        20            30         
2MEPSP                   YVEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
       40        50        60        70        80                   
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                   
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 45; 29.0% identity (67.7% similar) in 31 aa overlap (47-76:4-34) 
 
         20        30        40        50        60         70      
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGD 
                                     ... : .. ..:: .  : :: : :.. :. 
gi|160                            MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGN 
                                          10        20        30    
 
          80                                                        
2MEPSP VKFAE                                                        
       .                                                            
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGT 
            40        50        60        70        80        90    
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (59-74:140-152) 
 
       30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                     :: :.   ::  .:::       
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG       
     110       120       130       140          150         
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (59-74:140-152) 
 
       30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                     :: :.   ::  .:::       
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG       
     110       120       130       140          150         
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
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 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (59-74:140-152) 
 
       30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                     :: :.   ::  .:::       
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG       
     110       120       130       140          150         
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (59-74:140-152) 
 
       30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                     :: :.   ::  .:::       
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG       
     110       120       130       140          150         
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (59-74:140-152) 
 
       30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                     :: :.   ::  .:::       
gi|160 SIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA---CGIIGLQG       
     110       120       130       140          150         
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (59-74:140-152) 
 
       30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                     :: :.   ::  .:::       
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG       
     110       120       130       140          150         
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (59-74:140-152) 
 
       30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                     :: :.   ::  .:::       
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG       
     110       120       130       140          150         
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (41-75:30-64) 
 
               20        30        40        50        60        70 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     : :. :. .  : :  ...  .:..:: .: 
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMST 
                10        20        30        40        50          
 
               80                                                   
2MEPSP SLQGDVKFAE                                                   
       . . :                                                        
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (59-74:140-152) 
 
       30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
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                                     :: :.   ::  .:::       
gi|160 SIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA---CGIIGLQG       
     110       120       130       140          150         
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (59-74:140-152) 
 
       30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                     :: :.   ::  .:::       
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG       
     110       120       130       140          150         
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (59-74:140-152) 
 
       30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                     :: :.   ::  .:::       
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG       
     110       120       130       140          150         
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (59-74:140-152) 
 
       30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                     :: :.   ::  .:::       
gi|160 SIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA---CGIIGLQG       
     110       120       130       140          150         
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (59-74:140-152) 
 
       30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                     :: :.   ::  .:::       
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG       
     110       120       130       140          150         
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (59-74:140-152) 
 
       30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                     :: :.   ::  .:::       
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG       
     110       120       130       140          150         
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (59-74:140-152) 
 
       30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                     :: :.   ::  .:::       
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG       
     110       120       130       140          150         
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (59-74:140-152) 
 
       30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                     :: :.   ::  .:::       
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gi|145 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG       
     110       120       130       140          150         
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.7  bits: 19.9 E():   84 
Smith-Waterman score: 49; 35.0% identity (70.0% similar) in 20 aa overlap (7-26:396-415) 
 
                                       10        20        30       
2MEPSP                         YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
                                     . .: :.  ::  ...:.::           
gi|833 VDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFDKFYSAFSKNIKLG 
         370       380       390       400       410       420      
 
         40        50        60        70        80                 
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                 
                                                                    
gi|833 IHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYITGESIKAVAKSPFL 
         430       440       450       460       470       480      
 
>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.7  bits: 18.1 E():   85 
Smith-Waterman score: 44; 27.6% identity (58.6% similar) in 29 aa overlap (1-27:155-183) 
 
                                             10          20         
2MEPSP                               YVEMTLRLMERFGVKAEH--SDSWDRFYIK 
                                     :..:.    ...:  .:    :.: : :.  
gi|549 NVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLV 
          130       140       150       160       170       180     
 
       30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                                            
gi|549 CNYGPAGNVGNEPIYERK                                   
          190       200                                     
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (43-80:93-131) 
 
             20        30        40         50        60        70  
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
              80                              
2MEPSP LQGDVKFAE                              
        .::... :                              
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN 
            130       140       150       160 
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.5  bits: 18.4 E():   86 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (31-60:232-262) 
 
               10        20        30        40        50           
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
       60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAE 
       ::                     
gi|180 GGYKV                  
                              
 
>>gi|144228127|gb|ABO93594.1| BW10KD allergen protein [F  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (14-43:14-43) 
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               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                    . : :.::  :   .  ...  :.    ::                  
gi|144 MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMDADSMRGQEC 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP TVTVEGCGTTSLQGDVKFAE                                         
                                                                    
gi|144 RSEESCMRGCCMAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGH 
               70        80        90       100       110       120 
 
>>gi|17907758|dbj|BAB79444.1| BW8KD allergen protein [Fa  (133 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 42; 26.7% identity (50.0% similar) in 30 aa overlap (14-43:14-43) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                    . : :.::  :   .  ...  :.    ::                  
gi|179 MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMDDDSMRGREC 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP TVTVEGCGTTSLQGDVKFAE                                         
                                                                    
gi|179 RSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGH 
               70        80        90       100       110       120 
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 67.0  bits: 18.8 E():   91 
Smith-Waterman score: 49; 27.6% identity (62.1% similar) in 58 aa overlap (25-80:105-159) 
 
                     10        20        30        40        50     
2MEPSP       YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL-- 
                                     .:. .:.:  . ..: :.   ..   :.   
gi|151 TPGTLRYGATREKALWIIFSQNMNIKLKMPLYV-AGHKTIDGRGADVHLGNGGPCLFMRK 
           80        90       100        110       120       130    
 
             60        70        80                                 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAE                                 
       .. .:  : . ..::.:. : :::  .:                                 
gi|151 VSHVILHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSD 
           140        150        160       170       180       190  
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (10-64:159-208) 
 
                                    10        20        30          
2MEPSP                      YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
      40         50        60        70        80                   
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                   
       ... .. :..:  :. ...:.  ::.                                   
gi|195 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (10-64:159-208) 
 
                                    10        20        30          
2MEPSP                      YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
      40         50        60        70        80                   
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2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE                   
       ... .. :..:  :. ...:.  ::.                                   
gi|493 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|59800146|sp|P69199.1|POLC2_BRARA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 16.7 E():   93 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (15-32:7-24) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                     ::::.  . .:  .:  :                             
gi|598         MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDDIKRMMAEI 
                       10        20        30        40        50   
 
               70        80            
2MEPSP TVTVEGCGTTSLQGDVKFAE            
                                       
gi|598 DTDGDGYISYQEFSDFASANRGLMKDVAKIF 
             60        70        80    
 
>>gi|59800145|sp|P69198.1|POLC2_BRANA RecName: Full=Polc  (83 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 16.7 E():   93 
Smith-Waterman score: 40; 38.9% identity (61.1% similar) in 18 aa overlap (15-32:7-24) 
 
               10        20        30        40        50        60 
2MEPSP YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                     ::::.  . .:  .:  :                             
gi|598         MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDDIKRMMAEI 
                       10        20        30        40        50   
 
               70        80            
2MEPSP TVTVEGCGTTSLQGDVKFAE            
                                       
gi|598 DTDGDGYISYQEFSDFASANRGLMKDVAKIF 
             60        70        80    
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.0 E():   94 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (37-65:73-101) 
 
         10        20        30        40        50        60       
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
         70        80 
2MEPSP CGTTSLQGDVKFAE 
                      
gi|193 FNHLVKH        
                      
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.0 E():   96 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (35-60:59-83) 
 
           10        20        30        40         50        60    
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
            70        80         
2MEPSP VEGCGTTSLQGDVKFAE         
                                 
gi|215 AAPEAERAEEEKEESDDDMGFGLFD 
         90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.6  bits: 17.0 E():   96 
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Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (35-59:59-84) 
 
           10        20        30        40         50        60    
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
            70        80       
2MEPSP VEGCGTTSLQGDVKFAE       
                               
gi|833 AAEEKKEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.6  bits: 17.0 E():   96 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (35-59:59-84) 
 
           10        20        30        40         50        60    
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
            70        80       
2MEPSP VEGCGTTSLQGDVKFAE       
                               
gi|668 AAKEKNEEEKEESDEDMGFGLFD 
       90       100       110  
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 18.8 E():   97 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (43-65:145-167) 
 
             20        30        40        50        60        70   
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
             80                                                     
2MEPSP QGDVKFAE                                                     
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (26-58:331-363) 
 
                    10        20        30        40        50      
2MEPSP      YVEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
          60        70        80              
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAE              
       ..:                                    
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ 
              370       380       390         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:48 2011 done: Tue Apr 19 10:57:48 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
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# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 211  - 290 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     5     2:*= 
  32     6     8:=* 
  34    16    22:==== * 
  36    44    44:==========* 
  38    75    73:==================* 
  40    85   102:======================   * 
  42   107   125:===========================    * 
  44   128   138:================================  * 
  46   190   140:==================================*============= 
  48   157   134:=================================*====== 
  50   132   122:==============================*== 
  52   110   108:==========================*= 
  54    85    92:======================* 
  56    61    77:================   * 
  58    34    63:=========      * 
  60    37    51:==========  * 
  62    34    41:========= * 
  64    23    33:======  * 
  66    44    26:======*==== 
  68    30    20:====*=== 
  70    11    16:===* 
  72    12    12:==* 
  74    21    10:==*=== 
  76     9     8:=*= 
  78     5     6:=* 
  80     6     5:=* 
  82     1     3:* 
  84     6     3:*= 
  86     1     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.47680.00376; mu= 15.0308 0.194 
 mean_var=39.9259 9.939, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.202977 
 Kolmogorov-Smirnov  statistic: 0.0291 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
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 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.1       3 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   60 22.5     3.6 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   62 23.4     3.8 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   58 21.7     3.8 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   57 21.5     4.7 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 23.5     4.9 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   58 21.9     4.9 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   60 22.8     5.4 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.2     5.5 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   60 22.8     5.7 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   57 21.7     6.6 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 21.5      10 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 21.9      10 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   56 21.5      10 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   56 21.5      10 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 21.5      10 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   56 21.5      11 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 20.4      14 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 20.5      15 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 19.7      15 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 19.7      15 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.1      16 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   56 21.8      17 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.0      17 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.1      21 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.3      23 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   54 21.2      23 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 20.8      23 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 19.5      25 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   55 21.7      26 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   55 21.7      26 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   54 21.3      28 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 18.8      28 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.2      28 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 18.8      29 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 19.6      29 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.3      31 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   48 18.9      32 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   48 18.9      32 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 18.5      33 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 19.7      33 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 18.5      34 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 18.9      36 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.4      36 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   52 20.6      36 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.6      37 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.6      37 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.6      37 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.6      37 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.6      37 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.6      37 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.6      37 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.6      37 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.6      37 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.6      37 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.6      37 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.6      37 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.6      37 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   49 19.4      40 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   51 20.3      42 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   49 19.5      43 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 18.6      43 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.5      45 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 20.8      46 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 20.8      46 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   52 20.8      46 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.4      47 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 20.8      47 
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gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 20.0      50 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 17.9      51 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 17.9      52 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 17.5      52 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 15.4      53 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.0      54 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.0      54 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 16.7      56 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.5      57 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 18.0      60 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   45 18.0      61 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.0      63 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.0      63 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.3      66 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.1      67 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.3      69 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.3      69 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 18.9      71 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 17.7      71 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 17.7      71 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 17.7      71 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.1      73 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 17.7      75 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 17.7      75 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.2      75 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.3      77 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 17.8      77 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 17.8      77 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 15.7      77 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.6      78 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.4      79 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.0      81 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 17.8      82 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 17.8      82 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 17.8      82 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.0      83 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.6      84 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   49 19.9      84 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.1      85 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   46 18.7      86 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.4      87 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.4      87 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.4      87 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.4      87 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 17.8      87 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.4      87 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.4      87 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.4      87 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.4      87 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.4      89 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.4      89 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.5      93 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.5      93 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.5      93 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.5      93 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.0      93 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.3      95 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 16.6      95 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   43 17.5      96 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   43 17.5      96 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.5      96 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 17.5      96 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   43 17.5      96 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   43 17.5      96 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   43 17.5      96 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   43 17.5      96 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   43 17.5      96 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   43 17.5      96 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   43 17.5      96 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   43 17.5      96 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.5      96 
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gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   43 17.5      96 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   43 17.5      96 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   43 17.5      96 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   43 17.5      96 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 18.7      97 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   46 18.7      99 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   46 18.7      99 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 17.5      99 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 93.9  bits: 24.1 E():    3 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (26-62:8-44) 
 
               10        20        30        40        50        60 
2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                                ... : . :  :  ::.:.. .. .:: ::. .:. 
gi|144                   MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGA 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP VTVEGCGTTSLQGDVKFAEV                                         
        :                                                           
gi|144 STGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTV 
             50        60        70        80        90       100   
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  60  Z-score: 92.5  bits: 22.5 E():  3.6 
Smith-Waterman score: 60; 25.7% identity (58.6% similar) in 70 aa overlap (14-80:64-131) 
 
                                10        20        30           40 
2MEPSP                  VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
               50        60        70        80                     
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV                     
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQIRFSVRRFHPKLGDKEMIQHY 
           100       110        120        130       140       150  
 
gi|116 TLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
             160       170       180   
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 92.1  bits: 23.4 E():  3.8 
Smith-Waterman score: 62; 30.2% identity (62.3% similar) in 53 aa overlap (30-79:79-129) 
 
                10        20        30        40        50          
2MEPSP  VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
         60        70        80                                     
2MEPSP ---TVTVEGCGTTSLQGDVKFAEV                                     
          ..:. .  ::: : :. .:.                                      
gi|170 IEDSLTISNL-TTSQQ-DIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVE 
      110        120        130       140       150       160       
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 92.0  bits: 21.7 E():  3.8 
Smith-Waterman score: 58; 28.3% identity (56.7% similar) in 60 aa overlap (7-65:26-84) 
 
                                  10        20         30        40 
2MEPSP                    VEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
               50        60        70        80               
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2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV               
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 90.4  bits: 21.5 E():  4.7 
Smith-Waterman score: 57; 28.3% identity (56.7% similar) in 60 aa overlap (7-65:26-84) 
 
                                  10        20         30        40 
2MEPSP                    VEMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
               50        60        70        80               
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV               
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 90.1  bits: 23.5 E():  4.9 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (28-74:423-469) 
 
                  10        20        30        40        50        
2MEPSP    VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
        60          70        80                         
2MEPSP GGTVTVE--GCGTTSLQGDVKFAEV                         
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  58  Z-score: 90.1  bits: 21.9 E():  4.9 
Smith-Waterman score: 58; 32.0% identity (60.0% similar) in 50 aa overlap (25-71:52-101) 
 
                     10        20        30         40          50  
2MEPSP       VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
              60        70        80                                
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEV                                
       .:.: . :.  : :  :...                                         
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 89.3  bits: 22.8 E():  5.4 
Smith-Waterman score: 60; 30.2% identity (60.4% similar) in 53 aa overlap (30-79:59-109) 
 
                10        20        30        40        50          
2MEPSP  VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
         60        70        80                                     
2MEPSP ---TVTVEGCGTTSLQGDVKFAEV                                     
          ..:.    ::: : :. .:.                                      
gi|627 IEDSLTISQL-TTSQQ-DIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVE 
       90        100        110       120       130       140       
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.2  bits: 23.2 E():  5.5 
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Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (26-62:8-44) 
 
               10        20        30        40        50        60 
2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                                ... : . :  :  ::.:.. .. .:: ::.  :. 
gi|144                   MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGA 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP VTVEGCGTTSLQGDVKFAEV                                         
        :                                                           
gi|144 STGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTV 
             50        60        70        80        90       100   
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  60  Z-score: 88.9  bits: 22.8 E():  5.7 
Smith-Waterman score: 60; 25.5% identity (58.8% similar) in 51 aa overlap (30-79:79-129) 
 
                10        20        30        40        50          
2MEPSP  VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
      60         70        80                                       
2MEPSP TV-TVEGCGTTSLQGDVKFAEV                                       
          ..   . :. : :. .:.                                        
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 87.8  bits: 21.7 E():  6.6 
Smith-Waterman score: 57; 25.7% identity (58.6% similar) in 70 aa overlap (14-80:63-130) 
 
                                10        20        30           40 
2MEPSP                  VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
               50        60        70        80                     
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV                     
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQLRMTLRRFHPKLGDKEMLQHY 
            100       110        120        130       140       150 
 
gi|212 TLDQVNQNKKAIEEDLKHFNLKYEDLHSTCH 
              160       170       180  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 84.4  bits: 21.5 E():   10 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (13-74:22-77) 
 
                        10        20        30        40        50  
2MEPSP          VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
              60        70        80                                
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEV                                
       .  :  .:   . :::.: .  :                                      
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 84.3  bits: 21.9 E():   10 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (11-59:151-193) 
 
                                   10        20        30        40 
2MEPSP                     VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
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                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
               50        60        70        80                     
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV                     
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 84.2  bits: 21.5 E():   10 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (13-74:33-88) 
 
                                 10        20        30        40   
2MEPSP                   VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
             50        60        70        80                       
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV                       
       .... .:  .  :  .:   . :::.: .  :                             
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|168 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 84.2  bits: 21.5 E():   10 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (13-74:33-88) 
 
                                 10        20        30        40   
2MEPSP                   VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
             50        60        70        80                       
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV                       
       .... .:  .  :  .:   . :::.: .  :                             
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|126 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 84.2  bits: 21.5 E():   10 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (13-74:33-88) 
 
                                 10        20        30        40   
2MEPSP                   VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
             50        60        70        80                       
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV                       
       .... .:  .  :  .:   . :::.: .  :                             
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|752 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 84.1  bits: 21.5 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (13-74:39-94) 
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                                 10        20        30        40   
2MEPSP                   VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
             50        60        70        80                       
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV                       
       .... .:  .  :  .:   . :::.: .  :                             
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
gi|249 DDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEK 
            130       140       150       160       170       180   
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 81.9  bits: 20.4 E():   14 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (38-66:86-113) 
 
        10        20        30        40        50        60        
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
        70        80                                         
2MEPSP TTSLQGDVKFAEV                                         
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 81.4  bits: 20.5 E():   15 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (38-66:102-129) 
 
        10        20        30        40        50        60        
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
        70        80                                         
2MEPSP TTSLQGDVKFAEV                                         
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.1  bits: 19.7 E():   15 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (30-64:69-101) 
 
                10        20        30        40        50          
2MEPSP  VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
      60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEV 
        . ::                 
gi|207 KIGVEEFQALVKA         
        100                  
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 81.1  bits: 19.7 E():   15 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (12-49:18-58) 
 
                     10        20        30           40        50  
2MEPSP       VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASSASYFL 
                        : .:  : ..  :. : : . :.:   :.:..  : .....   
gi|179 MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIE 
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               10        20        30        40        50        60 
 
              60        70        80                     
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEV                     
                                                         
gi|179 EDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (36-79:83-130) 
 
          10        20        30        40             50        60 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
               70        80                             
2MEPSP VTVEGCGTTSLQGDVKFAEV                             
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 80.4  bits: 21.8 E():   17 
Smith-Waterman score: 56; 22.0% identity (62.7% similar) in 59 aa overlap (5-63:118-170) 
 
                                         10        20        30     
2MEPSP                           VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRI---VEFQS 
        90       100       110       120       130          140     
 
           40        50        60        70        80               
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV               
         :. .    :.:.:.:.   . .: .:.                                
gi|149 NPNTLILPKHSDADYILV---VLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILN 
          150       160          170       180       190       200  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 80.3  bits: 21.0 E():   17 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (30-65:264-297) 
 
                10        20        30        40        50          
2MEPSP  VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
      60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEV 
       .... :                
gi|663 ATAAAGGYKA            
             300             
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 78.7  bits: 21.1 E():   21 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (10-43:279-317) 
 
                                    10           20        30       
2MEPSP                      VEMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
           40        50        60        70        80               
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV               
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
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>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.1  bits: 20.3 E():   23 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (56-75:208-227) 
 
          30        40        50        60        70        80      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV      
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 78.0  bits: 21.2 E():   23 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (5-63:204-256) 
 
                                         10        20        30     
2MEPSP                           VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
           40        50        60        70        80               
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV               
         :. .    :.:...:.   . .: .:.                                
gi|149 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 78.0  bits: 20.8 E():   23 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (19-76:38-94) 
 
                           10        20        30        40         
2MEPSP             VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
       50          60         70        80                          
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVKFAEV                          
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 77.5  bits: 19.5 E():   25 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (36-79:83-130) 
 
          10        20        30        40             50        60 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
               70        80                             
2MEPSP VTVEGCGTTSLQGDVKFAEV                             
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 77.0  bits: 21.7 E():   26 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (12-75:89-154) 
 
                                  10        20             30       
2MEPSP                    VEMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
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                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
         40        50        60        70        80                 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV                 
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 77.0  bits: 21.7 E():   26 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (12-75:89-154) 
 
                                  10        20             30       
2MEPSP                    VEMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
         40        50        60        70        80                 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV                 
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.4  bits: 21.3 E():   28 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (5-63:204-256) 
 
                                         10        20        30     
2MEPSP                           VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
           40        50        60        70        80               
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV               
         :. .    :.:...:.   . .: .:.                                
gi|169 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 76.4  bits: 18.8 E():   28 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (35-64:73-101) 
 
           10        20        30        40        50        60     
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
           70        80 
2MEPSP GCGTTSLQGDVKFAEV 
                        
gi|288 EFAVWVKQ         
                        
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 76.3  bits: 19.2 E():   28 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (56-80:35-57) 
 
          30        40        50        60        70        80      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV      
                                     :::..: .. :   . .::: :.:.      
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gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.3  bits: 18.8 E():   29 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (34-59:59-84) 
 
            10        20        30        40        50        60    
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
            70        80       
2MEPSP EGCGTTSLQGDVKFAEV       
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.1  bits: 19.6 E():   29 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (14-70:72-127) 
 
                                10        20        30        40    
2MEPSP                  VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
 
            50        60        70        80                        
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV                        
         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 75.7  bits: 19.3 E():   31 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (38-66:84-111) 
 
        10        20        30        40        50        60        
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
        70        80                                       
2MEPSP TTSLQGDVKFAEV                                       
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.4  bits: 18.9 E():   32 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (14-77:9-64) 
 
               10        20        30        40        50        60 
2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                    : :.::..: :  . : .. . .:      :.:::  .  . . : . 
gi|518      MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDS 
                    10        20         30             40          
 
               70        80                                         
2MEPSP VTVEGCGTTSLQGDVKFAEV                                         
        :..  .: . ....::                                            
gi|518 YTIKTSSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVRE 
       50         60        70        80        90       100        
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
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 initn:  41 init1:  41 opt:  48  Z-score: 75.4  bits: 18.9 E():   32 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (14-77:9-64) 
 
               10        20        30        40        50        60 
2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                    : :.::..: :  . : .. . .:      :.:::  .  . . : . 
gi|156      MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDS 
                    10        20         30             40          
 
               70        80                                         
2MEPSP VTVEGCGTTSLQGDVKFAEV                                         
        :..  .: . ....::                                            
gi|156 YTIKTSSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVRE 
       50         60        70        80        90       100        
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.2  bits: 18.5 E():   33 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (27-46:53-72) 
 
                   10        20        30        40        50       
2MEPSP     VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
         60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEV 
                                
gi|897 AQLPAMCRLEGGDALLASQ      
             90       100       
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 75.1  bits: 19.7 E():   33 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (26-56:25-54) 
 
               10        20        30        40        50        60 
2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                                : ::..  :: .:  .   .:::.: .:. .     
gi|225  MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYW 
                10        20        30         40        50         
 
               70        80                                         
2MEPSP VTVEGCGTTSLQGDVKFAEV                                         
                                                                    
gi|225 ILTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKN 
       60        70        80        90       100       110         
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.8  bits: 18.5 E():   34 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (14-37:20-43) 
 
                     10        20        30        40        50     
2MEPSP       VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          ::: : .   :. : :   ::: .                  
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFVE 
               10        20        30        40        50        60 
 
           60        70        80                        
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEV                        
                                                         
gi|145 EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
               70        80        90       100          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.5  bits: 18.9 E():   36 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (58-73:140-152) 
 
        30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
                                     :: ::   ::  .:::        
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG        
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     110       120       130       140          150          
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (21-56:166-201) 
 
                         10        20        30        40        50 
2MEPSP           VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
               60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
        : : .                         
gi|116 EAVAKVNFQ                      
         200                          
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.4  bits: 20.6 E():   36 
Smith-Waterman score: 52; 25.8% identity (53.2% similar) in 62 aa overlap (10-71:376-437) 
 
                                    10        20        30          
2MEPSP                      VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
      40        50        60        70        80                    
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV                    
       :   ::: ..  ..   .: . : .  : .:.                             
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
gi|110 ETTIFAPGSSSQRKSQSERERQREREEREIH 
         470       480       490       
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (27-66:437-480) 
 
                   10        20        30        40            50   
2MEPSP     VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             60        70        80                     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEV                     
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (27-66:437-480) 
 
                   10        20        30        40            50   
2MEPSP     VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             60        70        80                     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEV                     
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.2  bits: 20.6 E():   37 
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Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (27-66:437-480) 
 
                   10        20        30        40            50   
2MEPSP     VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             60        70        80                     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEV                     
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (27-66:437-480) 
 
                   10        20        30        40            50   
2MEPSP     VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             60        70        80                     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEV                     
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (27-66:437-480) 
 
                   10        20        30        40            50   
2MEPSP     VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             60        70        80                     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEV                     
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (27-66:437-480) 
 
                   10        20        30        40            50   
2MEPSP     VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             60        70        80                     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEV                     
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (27-66:437-480) 
 
                   10        20        30        40            50   
2MEPSP     VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6900

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
             60        70        80                     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEV                     
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (27-66:437-480) 
 
                   10        20        30        40            50   
2MEPSP     VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             60        70        80                     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEV                     
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (27-66:437-480) 
 
                   10        20        30        40            50   
2MEPSP     VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             60        70        80                     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEV                     
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (27-66:437-480) 
 
                   10        20        30        40            50   
2MEPSP     VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             60        70        80                     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEV                     
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (27-66:437-480) 
 
                   10        20        30        40            50   
2MEPSP     VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             60        70        80                     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEV                     
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
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>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (27-66:437-480) 
 
                   10        20        30        40            50   
2MEPSP     VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             60        70        80                     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEV                     
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (27-66:437-480) 
 
                   10        20        30        40            50   
2MEPSP     VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             60        70        80                     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEV                     
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.6  bits: 19.4 E():   40 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (13-74:10-65) 
 
               10        20        30        40        50        60 
2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                   . : ..:.:  .  :.   : .: .:  . .... .:  .  :  .:  
gi|331    IPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKDVDKAPFNG- 
                  10          20         30        40        50     
 
               70        80                                         
2MEPSP VTVEGCGTTSLQGDVKFAEV                                         
         . :::.: .  :                                               
gi|331 --MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHA 
              60        70        80        90       100       110  
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 73.2  bits: 20.3 E():   42 
Smith-Waterman score: 51; 19.5% identity (57.1% similar) in 77 aa overlap (4-80:131-204) 
 
                                          10        20        30    
2MEPSP                            VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
                                     :. :: :.:  .   : :. .  : ....  
gi|275 AMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDSDNFI 
              110       120       130       140        150          
 
            40        50        60        70        80              
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV              
       .  . . :  : ..  :. :... .  .. .. .  .... : : .:              
gi|275 KLLDKFDEKFAHTS--FVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTV 
     160       170         180       190       200       210        
 
gi|275 GHASPFPEQLKTLEAYHKRGAPRHKMVMAVPFYARTWILEKMNKQDIGDKASGPGPRGQF 
       220       230       240       250       260       270        
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.1  bits: 19.5 E():   43 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (13-74:34-89) 
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                                 10        20        30        40   
2MEPSP                   VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:  .  :.   : .: .:  .  
gi|180 SSSSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKD 
            10        20        30        40           50        60 
 
             50        60        70        80                       
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV                       
       .... .:  .  :  .:   . :::.: .  :                             
gi|180 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHIT 
               70           80        90       100       110        
 
gi|180 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEK 
       120       130       140       150       160       170        
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 73.1  bits: 18.6 E():   43 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (46-72:9-38) 
 
          20        30        40        50           60        70   
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
             80                                                     
2MEPSP GDVKFAEV                                                     
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (47-74:133-160) 
 
         20        30        40        50        60        70       
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
         80                                                         
2MEPSP FAEV                                                         
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.6  bits: 20.8 E():   46 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (13-49:553-589) 
 
                                 10        20        30        40   
2MEPSP                   VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
             50        60        70        80                       
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV                       
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.6  bits: 20.8 E():   46 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (13-49:553-589) 
 
                                 10        20        30        40   
2MEPSP                   VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
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            530       540       550       560       570       580   
 
             50        60        70        80                       
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV                       
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.6  bits: 20.8 E():   46 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (13-49:556-592) 
 
                                 10        20        30        40   
2MEPSP                   VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|284 RRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFYKKVQEAYEGKSQYYVDK 
         530       540       550       560       570       580      
 
             50        60        70        80                       
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV                       
         .  .:                                                      
gi|284 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSNRKYP 
         590       600       610       620       630       640      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 72.4  bits: 20.4 E():   47 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (30-78:264-309) 
 
                10        20        30        40         50         
2MEPSP  VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
       60        70        80                                       
2MEPSP GTVTVEGCGTTSLQGDVKFAEV                                       
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 72.3  bits: 20.8 E():   47 
Smith-Waterman score: 61; 27.5% identity (53.6% similar) in 69 aa overlap (12-75:89-154) 
 
                                  10        20             30       
2MEPSP                    VEMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:  . .. :   .:::     .  :.   
gi|219 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKIVYVNGTDS--VKGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
         40        50        60        70        80                 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV                 
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|219 NAYKAGSVNGAFSGLKLAK-SGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFV 
        120       130        140       150       160       170      
 
gi|219 RHWDTYVGTQFNAVFSGALTKSGDKYSFDGKLKNLVHPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.9  bits: 20.0 E():   50 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (5-56:53-104) 
 
                                         10        20        30     
2MEPSP                           VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
           40           50        60        70        80            
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV            
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         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 17.9 E():   51 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (30-64:69-101) 
 
                10        20        30        40        50          
2MEPSP  VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
      60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEV 
        . ::                 
gi|207 KIGVEEFQALVKA         
        100                  
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 17.9 E():   52 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (15-37:21-43) 
 
                     10        20        30        40        50     
2MEPSP       VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           : .: .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
           60        70        80                         
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEV                         
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.5  bits: 17.5 E():   52 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (14-62:7-41) 
 
               10        20        30        40        50        60 
2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                    ::::    :::.    .:. .      .::.. .:  :. :  . :. 
gi|212        MADATEKAEH----DRFF----KKFDA------NGDGTISSTELGDALKNLGS 
                      10                      20        30          
 
               70        80                         
2MEPSP VTVEGCGTTSLQGDVKFAEV                         
       ::                                           
gi|212 VTHDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
      40        50        60        70        80    
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.5  bits: 15.4 E():   53 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (13-21:10-18) 
 
               10        20        30        40        50        60 
2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                   . ::..:.:                                        
gi|409    IAKVPPGGXITAEYGDKWLD                                      
                  10        20                                      
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.2  bits: 20.0 E():   54 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (27-59:269-302) 
 
                   10        20        30        40        50       
2MEPSP     VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6905

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
          60        70        80                                    
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEV                                    
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.2  bits: 20.0 E():   54 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (27-59:269-302) 
 
                   10        20        30        40        50       
2MEPSP     VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
          60        70        80                                    
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEV                                    
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 16.7 E():   56 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (16-34:1-19) 
 
               10        20        30        40        50        60 
2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                      ::   . ::  ::  : .:                           
gi|377                EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEID 
                              10        20        30        40      
 
               70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEV 
                            
gi|377 TDGDGFL              
          50                
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 70.8  bits: 20.5 E():   57 
Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (13-70:65-133) 
 
                                 10        20        30             
2MEPSP                   VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
             40        50        60         70        80            
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQGDVKFAEV            
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
          160       170       180       190       200       210     
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (23-80:1-47) 
 
               10        20        30        40        50        60 
2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                             .:.:.: : : .   :   :  .  : :. ::..     
gi|136                       QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR--- 
                                      10           20        30     
 
               70        80                                         
2MEPSP VTVEGCGTTSLQGDVKFAEV                                         
            :   . .::. :.::                                         
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gi|136 ---LQCKEKK-NGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTE 
                  40        50        60        70        80        
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.0 E():   61 
Smith-Waterman score: 45; 44.4% identity (50.0% similar) in 18 aa overlap (11-28:82-99) 
 
                                   10        20        30        40 
2MEPSP                     VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :             
gi|291 TPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHA 
              60        70        80        90       100       110  
 
               50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
                                                
gi|291 RMKLASKAREMKDRAEQFGQQHVTGSQGS            
             120       130       140            
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (11-38:87-110) 
 
                                   10        20        30        40 
2MEPSP                     VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
               50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
                                                
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS        
            120       130       140             
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (11-38:87-110) 
 
                                   10        20        30        40 
2MEPSP                     VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
               50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
                                                
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS        
            120       130       140             
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 69.6  bits: 19.3 E():   66 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (30-59:340-370) 
 
                10        20        30        40        50          
2MEPSP  VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEV 
       ::                      
gi|113 GGYKV                   
      370                      
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (40-79:87-131) 
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      10        20        30        40             50        60     
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
           70        80                            
2MEPSP GCGTTSLQGDVKFAEV                            
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.3  bits: 19.3 E():   69 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (25-59:331-365) 
 
                     10        20        30        40        50     
2MEPSP       VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
           60        70        80            
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEV            
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.3  bits: 19.3 E():   69 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (25-59:331-365) 
 
                     10        20        30        40        50     
2MEPSP       VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
           60        70        80            
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEV            
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.1  bits: 18.9 E():   71 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (23-75:18-64) 
 
               10        20        30        40        50        60 
2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                             .: .... :   :  : :.   :..:  . :  .     
gi|107      MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE--- 
                    10        20        30          40        50    
 
               70        80                                         
2MEPSP VTVEGCGTTSLQGDVKFAEV                                         
          .: :.: :.::.                                              
gi|107 -KFKGLGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFF 
                60        70        80        90       100          
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (14-24:8-18) 
 
               10        20        30        40        50        60 
2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                    : :.::..:.:                                     
gi|379       MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLS 
                     10        20        30        40        50     
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (14-24:8-18) 
 
               10        20        30        40        50        60 
2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                    : :.::..:.:                                     
gi|144       MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLS 
                     10        20        30        40        50     
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (56-80:19-41) 
 
          30        40        50        60        70        80      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV      
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.8  bits: 18.1 E():   73 
Smith-Waterman score: 49; 24.2% identity (59.7% similar) in 62 aa overlap (22-80:72-131) 
 
                        10        20        30           40         
2MEPSP          VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
       50        60        70        80                             
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV                             
       : . ..   . .. :::: ... .: : ....                             
gi|144 YSVLATDYDNYAI-VEGCPAAA-NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQH 
             110        120        130       140       150          
 
gi|144 KKAIEEDLKHFNLKYEDLHSTCH 
     160       170       180   
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.7  bits: 17.7 E():   75 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (23-80:5-51) 
 
               10        20        30        40        50        60 
2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                             .:.:.: : : .   :   :  .  : :. ::..     
gi|145                   PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR--- 
                                 10            20        30         
 
               70        80                                         
2MEPSP VTVEGCGTTSLQGDVKFAEV                                         
            :   . .::. :.::                                         
gi|145 ---LQC-REKKNGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTE 
              40        50        60        70        80        90  
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.7  bits: 17.7 E():   75 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (23-80:5-51) 
 
               10        20        30        40        50        60 
2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                             .:.:.: : : .   :   :  .  : :. ::..     
gi|145                   PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR--- 
                                 10            20        30         
 
               70        80                                         
2MEPSP VTVEGCGTTSLQGDVKFAEV                                         
            :   . .::. :.::                                         
gi|145 ---LQC-REKKNGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTE 
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              40        50        60        70        80        90  
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.6  bits: 18.2 E():   75 
Smith-Waterman score: 48; 30.0% identity (65.0% similar) in 40 aa overlap (41-80:102-139) 
 
               20        30        40        50        60        70 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
               80                                                   
2MEPSP LQGDVKFAEV                                                   
        .: : ....                                                   
gi|194 -NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTC 
               140       150       160       170       180          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.5  bits: 17.3 E():   77 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (30-64:69-101) 
 
                10        20        30        40        50          
2MEPSP  VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
      60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEV 
       .. ::                 
gi|148 AIGVEEWAVLVKA         
        100                  
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (23-80:11-57) 
 
               10        20        30        40        50        60 
2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                             .:.:.: : : .   :   :  .  : :. ::..     
gi|246             MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR--- 
                           10         20           30        40     
 
               70        80                                         
2MEPSP VTVEGCGTTSLQGDVKFAEV                                         
            :   . .::: :.:.                                         
gi|246 ---LQC-KDKENGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTE 
                  50        60        70        80        90        
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (23-80:11-57) 
 
               10        20        30        40        50        60 
2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                             .:.:.: : : .   :   :  .  : :. ::..     
gi|246             MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR--- 
                           10         20           30        40     
 
               70        80                                         
2MEPSP VTVEGCGTTSLQGDVKFAEV                                         
            :   . .::: :.:.                                         
gi|246 ---LQC-KDKENGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTE 
                  50        60        70        80        90        
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 15.7 E():   77 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (13-21:10-18) 
 
               10        20        30        40        50        60 
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2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                   . ::..:.:                                        
gi|751    IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                       
                  10        20        30                            
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (30-59:231-261) 
 
                10        20        30        40        50          
2MEPSP  VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEV 
       ::                      
gi|226 GGYKV                   
     260                       
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (34-73:20-60) 
 
            10        20        30        40        50        60    
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     :  .: . :...:.     : . .::.:   
gi|384            MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPP 
                          10        20        30        40          
 
             70        80                                           
2MEPSP EGC-GTTSLQGDVKFAEV                                           
         : :  ...:                                                  
gi|384 ACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTST 
      50        60        70        80        90       100          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.0  bits: 19.0 E():   81 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (24-70:68-112) 
 
                      10        20        30        40        50    
2MEPSP        VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
            60        70        80                                  
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEV                                  
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (40-79:87-131) 
 
      10        20        30        40             50        60     
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
           70        80                             
2MEPSP GCGTTSLQGDVKFAEV                             
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.8 E():   82 
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Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (40-79:87-131) 
 
      10        20        30        40             50        60     
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
           70        80                             
2MEPSP GCGTTSLQGDVKFAEV                             
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 48; 27.3% identity (51.5% similar) in 66 aa overlap (20-79:66-131) 
 
                          10        20        30         40         
2MEPSP            VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN-AYVEGDASS-- 
                                     :. .  : : .: .   : . ::::: :   
gi|444 PQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDK 
          40        50        60        70        80        90      
 
            50        60        70        80                        
2MEPSP ---ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV                        
           .: .  .: . :   ... ..    :::.. :                         
gi|444 IEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAAN 
         100       110       120       130       140       150      
 
gi|444 PDACN 
         160 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.8  bits: 19.0 E():   83 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (24-50:319-345) 
 
                      10        20        30        40        50    
2MEPSP        VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
            60        70        80           
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEV           
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (30-65:259-293) 
 
                10        20        30        40        50          
2MEPSP  VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
      60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEV 
       ::.. :                
gi|119 TVSAGGYKV             
       290                   
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.7  bits: 19.9 E():   84 
Smith-Waterman score: 49; 35.0% identity (70.0% similar) in 20 aa overlap (6-25:396-415) 
 
                                        10        20        30      
2MEPSP                          VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
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                                     . .: :.  ::  ...:.::           
gi|833 VDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFDKFYSAFSKNIKLG 
         370       380       390       400       410       420      
 
          40        50        60        70        80                
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV                
                                                                    
gi|833 IHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYITGESIKAVAKSPFL 
         430       440       450       460       470       480      
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.6  bits: 19.1 E():   85 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (12-43:182-217) 
 
                                  10        20            30        
2MEPSP                    VEMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
        40        50        60        70        80                  
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV                  
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.5  bits: 18.7 E():   86 
Smith-Waterman score: 46; 25.8% identity (50.0% similar) in 62 aa overlap (22-80:239-300) 
 
                        10        20        30        40            
2MEPSP          VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD---ASSAS 
                                     .:.:.   :  :. ..: :  .   . : . 
gi|324 NKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHA 
      210       220       230       240       250       260         
 
       50        60        70        80         
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV         
        :. :   .       :  .:.:  :::.. :         
gi|324 VFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
      270       280       290       300         
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (14-60:9-60) 
 
               10        20        30             40        50      
2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASSASYFLAGAA 
                    : :.::..: :  . : .. .    :.:   :: .... :: .  :. 
gi|118      MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGDSYTIKTAS 
                    10        20        30        40        50      
 
          60        70        80                                    
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEV                                    
          .:                                                        
gi|118 TLKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVREFSDEGLTV 
          60        70        80        90       100       110      
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (56-80:20-42) 
 
          30        40        50        60        70        80      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV      
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
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>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (56-80:20-42) 
 
          30        40        50        60        70        80      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV      
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (56-80:20-42) 
 
          30        40        50        60        70        80      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV      
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.4  bits: 17.8 E():   87 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (52-73:150-172) 
 
              30        40        50         60        70        80 
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (56-80:21-43) 
 
          30        40        50        60        70        80      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV      
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (56-80:21-43) 
 
          30        40        50        60        70        80      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV      
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (56-80:21-43) 
 
          30        40        50        60        70        80      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV      
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
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gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (56-80:21-43) 
 
          30        40        50        60        70        80      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV      
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (23-80:1-47) 
 
               10        20        30        40        50        60 
2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                             .:.:.: : : .   :   :  .  : :. ::..     
gi|136                       QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR--- 
                                      10           20        30     
 
               70        80                                         
2MEPSP VTVEGCGTTSLQGDVKFAEV                                         
            :   . .::: :.::                                         
gi|136 ---LQC-KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTE 
                  40        50        60        70        80        
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (56-80:25-47) 
 
          30        40        50        60        70        80      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV      
                                     : :..: .. :   . .::. :.::      
gi|136       QFHIQGQVYCDTCRAGFINELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRA 
                     10        20        30          40        50   
 
gi|136 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRTINPLG 
             60        70        80        90       100       110   
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (58-73:132-144) 
 
        30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
                                     :: :.   ::  .:::        
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG        
             110       120       130          140            
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (58-73:132-144) 
 
        30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
                                     :: :.   ::  .:::        
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG        
             110       120       130          140            
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (23-80:10-56) 
 
               10        20        30        40        50        60 
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2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                             .:.:.: : : .   :   :  .  : :. ::..     
gi|144              EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR--- 
                            10         20           30        40    
 
               70        80                                         
2MEPSP VTVEGCGTTSLQGDVKFAEV                                         
            :   . .::: :.::                                         
gi|144 ---LQC-KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTE 
                   50        60        70        80        90       
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (23-80:10-56) 
 
               10        20        30        40        50        60 
2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                             .:.:.: : : .   :   :  .  : :. ::..     
gi|136              EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR--- 
                            10         20           30        40    
 
               70        80                                         
2MEPSP VTVEGCGTTSLQGDVKFAEV                                         
            :   . .::: :.::                                         
gi|136 ---LQC-KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTE 
                   50        60        70        80        90       
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.9  bits: 17.0 E():   93 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (30-64:69-101) 
 
                10        20        30        40        50          
2MEPSP  VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
      60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEV 
        . :.                 
gi|288 KIGVDEFAAMIKG         
        100                  
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 66.7  bits: 18.3 E():   95 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (30-59:232-262) 
 
                10        20        30        40        50          
2MEPSP  VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEV 
       ::                      
gi|180 GGYKV                   
                               
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 16.6 E():   95 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (15-34:9-28) 
 
               10        20        30        40        50        60 
2MEPSP VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGT 
                     :::   . ::  .:  : .:                           
gi|333       MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEEIQRMMAEID 
                     10        20        30        40        50     
 
               70        80           
2MEPSP VTVEGCGTTSLQGDVKFAEV           
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gi|333 TDGDGFISFEEFTVFARANRGLVKDVAKIF 
           60        70        80     
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (58-73:140-152) 
 
        30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
                                     :: :.   ::  .:::        
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG        
     110       120       130       140          150          
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (58-73:140-152) 
 
        30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
                                     :: :.   ::  .:::        
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG        
     110       120       130       140          150          
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (58-73:140-152) 
 
        30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
                                     :: :.   ::  .:::        
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG        
     110       120       130       140          150          
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (58-73:140-152) 
 
        30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
                                     :: :.   ::  .:::        
gi|160 SIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA---CGIIGLQG        
     110       120       130       140          150          
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (58-73:140-152) 
 
        30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
                                     :: :.   ::  .:::        
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG        
     110       120       130       140          150          
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (58-73:140-152) 
 
        30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
                                     :: :.   ::  .:::        
gi|160 SIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA---CGIIGLQG        
     110       120       130       140          150          
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (58-73:140-152) 
 
        30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
                                     :: :.   ::  .:::        
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gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG        
     110       120       130       140          150          
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (58-73:140-152) 
 
        30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
                                     :: :.   ::  .:::        
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG        
     110       120       130       140          150          
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (58-73:140-152) 
 
        30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
                                     :: :.   ::  .:::        
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG        
     110       120       130       140          150          
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (58-73:140-152) 
 
        30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
                                     :: :.   ::  .:::        
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG        
     110       120       130       140          150          
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (58-73:140-152) 
 
        30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
                                     :: :.   ::  .:::        
gi|160 SIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA---CGIIGLQG        
     110       120       130       140          150          
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (58-73:140-152) 
 
        30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
                                     :: :.   ::  .:::        
gi|145 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG        
     110       120       130       140          150          
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (40-74:30-64) 
 
      10        20        30        40        50        60          
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     : :. :. .  : :  ...  .:..:: .: 
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMST 
                10        20        30        40        50          
 
      70        80                                                  
2MEPSP SLQGDVKFAEV                                                  
       . . :                                                        
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
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Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (58-73:140-152) 
 
        30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
                                     :: :.   ::  .:::        
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG        
     110       120       130       140          150          
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (58-73:140-152) 
 
        30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
                                     :: :.   ::  .:::        
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG        
     110       120       130       140          150          
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (58-73:140-152) 
 
        30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
                                     :: :.   ::  .:::        
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG        
     110       120       130       140          150          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 45; 29.0% identity (67.7% similar) in 31 aa overlap (46-75:4-34) 
 
          20        30        40        50        60         70     
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGD 
                                     ... : .. ..:: .  : :: : :.. :. 
gi|160                            MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGN 
                                          10        20        30    
 
           80                                                       
2MEPSP VKFAEV                                                       
       .                                                            
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGT 
            40        50        60        70        80        90    
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 66.5  bits: 18.7 E():   97 
Smith-Waterman score: 49; 27.6% identity (62.1% similar) in 58 aa overlap (24-79:105-159) 
 
                      10        20        30        40        50    
2MEPSP        VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL-- 
                                     .:. .:.:  . ..: :.   ..   :.   
gi|151 TPGTLRYGATREKALWIIFSQNMNIKLKMPLYV-AGHKTIDGRGADVHLGNGGPCLFMRK 
           80        90       100        110       120       130    
 
              60        70        80                                
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEV                                
       .. .:  : . ..::.:. : :::  .:                                 
gi|151 VSHVILHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSD 
           140        150        160       170       180       190  
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (9-63:159-208) 
 
                                     10        20        30         
2MEPSP                       VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|195 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
       40         50        60        70        80                  
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2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV                  
       ... .. :..:  :. ...:.  ::.                                   
gi|195 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 46; 23.2% identity (58.9% similar) in 56 aa overlap (9-63:159-208) 
 
                                     10        20        30         
2MEPSP                       VEMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA 
                                     : :::.  : .. : . ..      .  :  
gi|493 VFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLR------TATNI 
      130       140       150       160       170             180   
 
       40         50        60        70        80                  
2MEPSP YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV                  
       ... .. :..:  :. ...:.  ::.                                   
gi|493 WIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAFNQ 
            190       200       210       220       230       240   
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.3  bits: 17.5 E():   99 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (42-79:93-131) 
 
              20        30        40         50        60        70 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
               80                             
2MEPSP LQGDVKFAEV                             
        .::... :                              
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN 
            130       140       150       160 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:48 2011 done: Tue Apr 19 10:57:48 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 212  - 291 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     5     2:*= 
  32     6     8:=* 
  34    16    22:==== * 
  36    42    44:==========* 
  38    78    73:==================*= 
  40    83   102:=====================    * 
  42   105   125:===========================    * 
  44   130   138:================================= * 
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  46   191   140:==================================*============= 
  48   151   134:=================================*==== 
  50   135   122:==============================*=== 
  52   114   108:==========================*== 
  54    82    92:===================== * 
  56    64    77:================   * 
  58    32    63:========       * 
  60    40    51:==========  * 
  62    32    41:========  * 
  64    24    33:======  * 
  66    45    26:======*===== 
  68    27    20:====*== 
  70    11    16:===* 
  72    13    12:==*= 
  74    21    10:==*=== 
  76     9     8:=*= 
  78     4     6:=* 
  80     8     5:=* 
  82     0     3:* 
  84     6     3:*= 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     4     1:* 
  92     4     1:*         :*=== 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.50040.00377; mu= 14.9186 0.195 
 mean_var=40.410310.045, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.201757 
 Kolmogorov-Smirnov  statistic: 0.0298 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 23.9     2.6 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.0     3.1 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   60 22.5     3.7 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 23.3     3.8 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 23.3     3.9 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   58 21.7       4 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   59 22.1     4.1 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   57 21.4     4.8 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 23.5       5 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.2     5.7 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   57 21.6     6.8 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 21.5      10 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 21.9      11 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   56 21.5      11 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   56 21.5      11 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 21.5      11 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   56 21.5      11 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 20.4      14 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 20.4      15 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 19.6      16 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 19.6      16 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   56 21.7      16 
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gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.1      17 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   56 21.8      17 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 20.9      18 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.1      21 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.3      23 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   54 21.1      24 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 20.7      24 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 19.5      25 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   55 21.6      27 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   55 21.6      27 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 18.8      29 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.2      29 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   54 21.2      29 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 18.8      29 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 19.6      30 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.2      31 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   48 18.9      33 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   48 18.9      33 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 18.4      33 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 19.7      34 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 18.5      35 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 18.9      36 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.3      36 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   52 20.6      37 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.6      38 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.6      38 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.6      38 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.6      38 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.6      38 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.6      38 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.6      38 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.6      38 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.6      38 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.6      38 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.6      38 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.6      38 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.6      38 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   49 19.4      41 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   51 20.3      43 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 18.6      44 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   49 19.4      44 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.5      46 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 20.7      47 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 20.7      47 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   52 20.7      47 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.3      48 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 20.7      49 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 19.9      51 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 17.9      52 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 17.9      53 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 17.5      53 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 15.4      53 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.0      55 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.0      55 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 16.7      57 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.4      58 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 18.0      61 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   45 18.0      62 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.0      64 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.0      64 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.3      68 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.1      68 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.3      71 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.3      71 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 17.7      72 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 17.7      72 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 17.7      72 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 18.9      72 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.1      74 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 17.7      76 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 17.7      76 
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gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.1      77 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.3      78 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 17.7      78 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 17.7      78 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 15.7      78 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.6      79 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.3      80 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 17.8      83 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 17.8      83 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 17.8      83 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.0      83 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.0      84 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.6      85 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   49 19.9      86 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.0      86 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   46 18.6      88 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.4      88 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.4      88 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.4      88 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.4      88 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 17.8      88 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.4      88 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.4      88 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.4      88 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.4      88 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.4      90 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.4      90 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.4      94 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.4      94 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.4      94 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.4      94 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.0      94 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 16.6      96 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.3      96 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   43 17.5      97 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   43 17.5      97 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 17.5      97 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   43 17.5      97 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.5      97 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   43 17.5      97 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   43 17.5      97 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   43 17.5      97 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   43 17.5      97 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   43 17.5      97 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   43 17.5      97 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.5      97 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   43 17.5      97 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   43 17.5      97 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   43 17.5      97 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   43 17.5      97 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   43 17.5      97 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 18.7      99 
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 94.9  bits: 23.9 E():  2.6 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (29-80:79-131) 
 
                 10        20        30        40        50         
2MEPSP   EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
       60         70        80                                      
2MEPSP TV-TVEGCGTTSLQGDVKFAEVL                                      
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 93.6  bits: 24.0 E():  3.1 
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Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (25-61:8-44) 
 
               10        20        30        40        50        60 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               ... : . :  :  ::.:.. .. .:: ::. .:.  
gi|144                  MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGAS 
                                10        20        30        40    
 
               70        80                                         
2MEPSP TVEGCGTTSLQGDVKFAEVL                                         
       :                                                            
gi|144 TGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVN 
            50        60        70        80        90       100    
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  60  Z-score: 92.3  bits: 22.5 E():  3.7 
Smith-Waterman score: 60; 25.7% identity (58.6% similar) in 70 aa overlap (13-79:64-131) 
 
                                 10        20        30             
2MEPSP                   EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
      40        50        60        70        80                    
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL                    
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQIRFSVRRFHPKLGDKEMIQHY 
           100       110        120        130       140       150  
 
gi|116 TLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
             160       170       180   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 92.1  bits: 23.3 E():  3.8 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (29-80:59-111) 
 
                 10        20        30        40        50         
2MEPSP   EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
       60         70        80                                      
2MEPSP TV-TVEGCGTTSLQGDVKFAEVL                                      
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 91.8  bits: 23.3 E():  3.9 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (29-80:79-131) 
 
                 10        20        30        40        50         
2MEPSP   EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
       60         70        80                                      
2MEPSP TV-TVEGCGTTSLQGDVKFAEVL                                      
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 91.7  bits: 21.7 E():    4 
Smith-Waterman score: 58; 28.3% identity (56.7% similar) in 60 aa overlap (6-64:26-84) 
 
                                   10        20         30          
2MEPSP                     EMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
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                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
      40        50        60        70        80              
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL              
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  59  Z-score: 91.4  bits: 22.1 E():  4.1 
Smith-Waterman score: 59; 31.1% identity (57.4% similar) in 61 aa overlap (24-80:52-112) 
 
                      10        20        30         40          50 
2MEPSP        EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
               60         70        80                              
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVL                              
       .:.: . :.  : :  :.. .  : :  .:.                              
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 90.2  bits: 21.4 E():  4.8 
Smith-Waterman score: 57; 28.3% identity (56.7% similar) in 60 aa overlap (6-64:26-84) 
 
                                   10        20         30          
2MEPSP                     EMTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
      40        50        60        70        80              
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL              
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 89.9  bits: 23.5 E():    5 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (27-73:423-469) 
 
                   10        20        30        40        50       
2MEPSP     EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
         60          70        80                        
2MEPSP GGTVTVE--GCGTTSLQGDVKFAEVL                        
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 88.9  bits: 23.2 E():  5.7 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (25-61:8-44) 
 
               10        20        30        40        50        60 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               ... : . :  :  ::.:.. .. .:: ::.  :.  
gi|144                  MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGAS 
                                10        20        30        40    
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               70        80                                         
2MEPSP TVEGCGTTSLQGDVKFAEVL                                         
       :                                                            
gi|144 TGIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVN 
            50        60        70        80        90       100    
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 87.6  bits: 21.6 E():  6.8 
Smith-Waterman score: 57; 25.7% identity (58.6% similar) in 70 aa overlap (13-79:63-130) 
 
                                 10        20        30             
2MEPSP                   EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
      40        50        60        70        80                    
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL                    
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQLRMTLRRFHPKLGDKEMLQHY 
            100       110        120        130       140       150 
 
gi|212 TLDQVNQNKKAIEEDLKHFNLKYEDLHSTCH 
              160       170       180  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 84.2  bits: 21.5 E():   10 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (12-73:22-77) 
 
                         10        20        30        40        50 
2MEPSP           EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
               60        70        80                               
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVL                               
       .  :  .:   . :::.: .  :                                      
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 84.1  bits: 21.9 E():   11 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (10-58:151-193) 
 
                                    10        20        30          
2MEPSP                      EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
      40        50        60        70        80                    
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL                    
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.9  bits: 21.5 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (12-73:33-88) 
 
                                  10        20        30        40  
2MEPSP                    EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
              50        60        70        80                      
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL                      
       .... .:  .  :  .:   . :::.: .  :                             
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
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      60        70           80        90       100       110       
 
gi|168 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.9  bits: 21.5 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (12-73:33-88) 
 
                                  10        20        30        40  
2MEPSP                    EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
              50        60        70        80                      
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL                      
       .... .:  .  :  .:   . :::.: .  :                             
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|126 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.9  bits: 21.5 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (12-73:33-88) 
 
                                  10        20        30        40  
2MEPSP                    EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
              50        60        70        80                      
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL                      
       .... .:  .  :  .:   . :::.: .  :                             
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|752 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.8  bits: 21.5 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (12-73:39-94) 
 
                                  10        20        30        40  
2MEPSP                    EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
              50        60        70        80                      
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL                      
       .... .:  .  :  .:   . :::.: .  :                             
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
gi|249 DDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEK 
            130       140       150       160       170       180   
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 81.7  bits: 20.4 E():   14 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (37-65:86-113) 
 
         10        20        30        40        50        60       
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
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         70        80                                        
2MEPSP TTSLQGDVKFAEVL                                        
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 81.2  bits: 20.4 E():   15 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (37-65:102-129) 
 
         10        20        30        40        50        60       
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
         70        80                                        
2MEPSP TTSLQGDVKFAEVL                                        
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.9  bits: 19.6 E():   16 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (29-63:69-101) 
 
                 10        20        30        40        50         
2MEPSP   EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
       60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVL 
        . ::                  
gi|207 KIGVEEFQALVKA          
        100                   
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 80.9  bits: 19.6 E():   16 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (11-48:18-58) 
 
                      10        20        30           40        50 
2MEPSP        EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASSASYFL 
                        : .:  : ..  :. : : . :.:   :.:..  : .....   
gi|179 MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIE 
               10        20        30        40        50        60 
 
               60        70        80                    
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVL                    
                                                         
gi|179 EDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 80.8  bits: 21.7 E():   16 
Smith-Waterman score: 56; 20.5% identity (57.7% similar) in 78 aa overlap (3-80:131-205) 
 
                                           10        20        30   
2MEPSP                             EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
                                     :. :: :.:  .   : :. .  : ....  
gi|275 AMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDSDNFI 
              110       120       130       140        150          
 
             40        50        60        70        80             
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL             
       .  . . :  : ..  :. :... .  .. .. .  .... : : .::             
gi|275 KLLDKFDEKFAHTS--FVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTV 
     160       170         180       190       200       210        
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gi|275 GHASPFPEQLKTLEAYHKRGAPRHKMVMAVPFYARTWILEKMNKQDIGDKASGPGPRGQF 
       220       230       240       250       260       270        
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (35-78:83-130) 
 
           10        20        30        40             50          
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
      60        70        80                            
2MEPSP VTVEGCGTTSLQGDVKFAEVL                            
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 56; 22.0% identity (62.7% similar) in 59 aa overlap (4-62:118-170) 
 
                                          10        20        30    
2MEPSP                            EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRI---VEFQS 
        90       100       110       120       130          140     
 
            40        50        60        70        80              
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL              
         :. .    :.:.:.:.   . .: .:.                                
gi|149 NPNTLILPKHSDADYILV---VLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILN 
          150       160          170       180       190       200  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 80.1  bits: 20.9 E():   18 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (29-64:264-297) 
 
                 10        20        30        40        50         
2MEPSP   EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
       60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVL 
       .... :                 
gi|663 ATAAAGGYKA             
             300              
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 78.5  bits: 21.1 E():   21 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (9-42:279-317) 
 
                                     10           20        30      
2MEPSP                       EMTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
            40        50        60        70        80              
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL              
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.9  bits: 20.3 E():   23 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (55-74:208-227) 
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           30        40        50        60        70        80     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL     
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.8  bits: 21.1 E():   24 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (4-62:204-256) 
 
                                          10        20        30    
2MEPSP                            EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
            40        50        60        70        80              
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL              
         :. .    :.:...:.   . .: .:.                                
gi|149 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 77.8  bits: 20.7 E():   24 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (18-75:38-94) 
 
                            10        20        30        40        
2MEPSP              EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
        50          60         70        80                         
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVKFAEVL                         
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (35-78:83-130) 
 
           10        20        30        40             50          
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
      60        70        80                            
2MEPSP VTVEGCGTTSLQGDVKFAEVL                            
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 76.8  bits: 21.6 E():   27 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (11-74:89-154) 
 
                                   10        20             30      
2MEPSP                     EMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
          40        50        60        70        80                
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2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL                
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 76.8  bits: 21.6 E():   27 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (11-74:89-154) 
 
                                   10        20             30      
2MEPSP                     EMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
          40        50        60        70        80                
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL                
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 76.2  bits: 18.8 E():   29 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (34-63:73-101) 
 
            10        20        30        40        50        60    
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
            70        80 
2MEPSP GCGTTSLQGDVKFAEVL 
                         
gi|288 EFAVWVKQ          
                         
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 76.2  bits: 19.2 E():   29 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (55-79:35-57) 
 
           30        40        50        60        70        80     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL     
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.2  bits: 21.2 E():   29 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (4-62:204-256) 
 
                                          10        20        30    
2MEPSP                            EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
            40        50        60        70        80              
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL              
         :. .    :.:...:.   . .: .:.                                
gi|169 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
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>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (33-58:59-84) 
 
             10        20        30        40        50        60   
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
             70        80      
2MEPSP EGCGTTSLQGDVKFAEVL      
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.0  bits: 19.6 E():   30 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (13-69:72-127) 
 
                                 10        20        30        40   
2MEPSP                   EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
 
             50        60        70        80                       
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL                       
         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (37-65:84-111) 
 
         10        20        30        40        50        60       
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
         70        80                                      
2MEPSP TTSLQGDVKFAEVL                                      
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.2  bits: 18.9 E():   33 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (13-76:9-64) 
 
               10        20        30        40        50        60 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                   : :.::..: :  . : .. . .:      :.:::  .  . . : .  
gi|518     MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSY 
                   10        20         30             40           
 
               70        80                                         
2MEPSP TVEGCGTTSLQGDVKFAEVL                                         
       :..  .: . ....::                                             
gi|518 TIKTSSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREF 
      50         60        70        80        90       100         
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.2  bits: 18.9 E():   33 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (13-76:9-64) 
 
               10        20        30        40        50        60 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
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                   : :.::..: :  . : .. . .:      :.:::  .  . . : .  
gi|156     MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSY 
                   10        20         30             40           
 
               70        80                                         
2MEPSP TVEGCGTTSLQGDVKFAEVL                                         
       :..  .: . ....::                                             
gi|156 TIKTSSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREF 
      50         60        70        80        90       100         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.1  bits: 18.4 E():   33 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (26-45:53-72) 
 
                    10        20        30        40        50      
2MEPSP      EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
          60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVL 
                                 
gi|897 AQLPAMCRLEGGDALLASQ       
             90       100        
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 74.9  bits: 19.7 E():   34 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (25-55:25-54) 
 
               10        20        30        40        50        60 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
               70        80                                         
2MEPSP TVEGCGTTSLQGDVKFAEVL                                         
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.6  bits: 18.5 E():   35 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (13-36:20-43) 
 
                      10        20        30        40        50    
2MEPSP        EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          ::: : .   :. : :   ::: .                  
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFVE 
               10        20        30        40        50        60 
 
            60        70        80                       
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVL                       
                                                         
gi|145 EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
               70        80        90       100          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.4  bits: 18.9 E():   36 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (57-72:140-152) 
 
         30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :: ::   ::  .:::         
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG         
     110       120       130       140          150           
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 19.3 E():   36 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (20-55:166-201) 
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                          10        20        30        40          
2MEPSP            EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
      50        60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
        : : .                          
gi|116 EAVAKVNFQ                       
         200                           
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 52; 25.8% identity (53.2% similar) in 62 aa overlap (9-70:376-437) 
 
                                     10        20        30         
2MEPSP                       EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
       40        50        60        70        80                   
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL                   
       :   ::: ..  ..   .: . : .  : .:.                             
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
gi|110 ETTIFAPGSSSQRKSQSERERQREREEREIH 
         470       480       490       
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.0  bits: 20.6 E():   38 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (26-65:437-480) 
 
                    10        20        30        40            50  
2MEPSP      EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              60        70        80                    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVL                    
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.0  bits: 20.6 E():   38 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (26-65:437-480) 
 
                    10        20        30        40            50  
2MEPSP      EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              60        70        80                    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVL                    
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.0  bits: 20.6 E():   38 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (26-65:437-480) 
 
                    10        20        30        40            50  
2MEPSP      EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
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gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              60        70        80                    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVL                    
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.0  bits: 20.6 E():   38 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (26-65:437-480) 
 
                    10        20        30        40            50  
2MEPSP      EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              60        70        80                    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVL                    
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.0  bits: 20.6 E():   38 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (26-65:437-480) 
 
                    10        20        30        40            50  
2MEPSP      EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              60        70        80                    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVL                    
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.0  bits: 20.6 E():   38 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (26-65:437-480) 
 
                    10        20        30        40            50  
2MEPSP      EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              60        70        80                    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVL                    
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.0  bits: 20.6 E():   38 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (26-65:437-480) 
 
                    10        20        30        40            50  
2MEPSP      EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              60        70        80                    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVL                    
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
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        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.0  bits: 20.6 E():   38 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (26-65:437-480) 
 
                    10        20        30        40            50  
2MEPSP      EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              60        70        80                    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVL                    
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.0  bits: 20.6 E():   38 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (26-65:437-480) 
 
                    10        20        30        40            50  
2MEPSP      EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              60        70        80                    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVL                    
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.0  bits: 20.6 E():   38 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (26-65:437-480) 
 
                    10        20        30        40            50  
2MEPSP      EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              60        70        80                    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVL                    
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.0  bits: 20.6 E():   38 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (26-65:437-480) 
 
                    10        20        30        40            50  
2MEPSP      EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              60        70        80                    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVL                    
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.0  bits: 20.6 E():   38 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (26-65:437-480) 
 
                    10        20        30        40            50  
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2MEPSP      EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              60        70        80                    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVL                    
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.0  bits: 20.6 E():   38 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (26-65:437-480) 
 
                    10        20        30        40            50  
2MEPSP      EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              60        70        80                    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVL                    
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.4  bits: 19.4 E():   41 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (12-73:10-65) 
 
               10        20        30        40        50        60 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                  . : ..:.:  .  :.   : .: .:  . .... .:  .  :  .:   
gi|331   IPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
                 10          20         30        40        50      
 
               70        80                                         
2MEPSP TVEGCGTTSLQGDVKFAEVL                                         
        . :::.: .  :                                                
gi|331 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAF 
             60        70        80        90       100       110   
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 73.0  bits: 20.3 E():   43 
Smith-Waterman score: 51; 24.2% identity (56.5% similar) in 62 aa overlap (20-80:315-373) 
 
                          10        20        30        40          
2MEPSP            EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY- 
                                     : .. .. :  :   ::: :    .  :.  
gi|259 NINDPARADIYTPEVGRLTTLNSLNLPILKWLQLSVEKGVLY---KNALVLPHWNLNSHS 
          290       300       310       320          330       340  
 
       50        60        70        80                             
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL                             
       .. :    : . .:.. :.  ..:.:. ...:                             
gi|259 IIYGCKGKGQVQVVDNFGNRVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRA 
             350       360       370       380       390       400  
 
gi|259 MTSPLAGRTSVLGGMPEEVLANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA 
             410       420       430       440       450        
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.9  bits: 18.6 E():   44 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (45-71:9-38) 
 
           20        30        40        50           60        70  
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
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              80                                                    
2MEPSP GDVKFAEVL                                                    
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (12-73:34-89) 
 
                                  10        20        30        40  
2MEPSP                    EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:  .  :.   : .: .:  .  
gi|180 SSSSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKD 
            10        20        30        40           50        60 
 
              50        60        70        80                      
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL                      
       .... .:  .  :  .:   . :::.: .  :                             
gi|180 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHIT 
               70           80        90       100       110        
 
gi|180 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEK 
       120       130       140       150       160       170        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (46-73:133-160) 
 
          20        30        40        50        60        70      
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
          80                                                        
2MEPSP FAEVL                                                        
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.4  bits: 20.7 E():   47 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (12-48:553-589) 
 
                                  10        20        30        40  
2MEPSP                    EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
              50        60        70        80                      
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL                      
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.4  bits: 20.7 E():   47 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (12-48:553-589) 
 
                                  10        20        30        40  
2MEPSP                    EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
              50        60        70        80                      
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL                      
         .  .:                                                      
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gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.4  bits: 20.7 E():   47 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (12-48:556-592) 
 
                                  10        20        30        40  
2MEPSP                    EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|284 RRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFYKKVQEAYEGKSQYYVDK 
         530       540       550       560       570       580      
 
              50        60        70        80                      
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL                      
         .  .:                                                      
gi|284 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSNRKYP 
         590       600       610       620       630       640      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (29-77:264-309) 
 
                 10        20        30        40         50        
2MEPSP   EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
        60        70        80                                      
2MEPSP GTVTVEGCGTTSLQGDVKFAEVL                                      
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 72.1  bits: 20.7 E():   49 
Smith-Waterman score: 61; 27.5% identity (53.6% similar) in 69 aa overlap (11-74:89-154) 
 
                                   10        20             30      
2MEPSP                     EMTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:  . .. :   .:::     .  :.   
gi|219 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKIVYVNGTDS--VKGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
          40        50        60        70        80                
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL                
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|219 NAYKAGSVNGAFSGLKLAK-SGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFV 
        120       130        140       150       160       170      
 
gi|219 RHWDTYVGTQFNAVFSGALTKSGDKYSFDGKLKNLVHPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.7  bits: 19.9 E():   51 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (4-55:53-104) 
 
                                          10        20        30    
2MEPSP                            EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
               40        50        60        70        80           
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL           
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (29-63:69-101) 
 
                 10        20        30        40        50         
2MEPSP   EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
       60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVL 
        . ::                  
gi|207 KIGVEEFQALVKA          
        100                   
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (14-36:21-43) 
 
                      10        20        30        40        50    
2MEPSP        EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           : .: .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
            60        70        80                        
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVL                        
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.4  bits: 17.5 E():   53 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (13-61:7-41) 
 
               10        20        30        40        50        60 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                   ::::    :::.    .:. .      .::.. .:  :. :  . :.: 
gi|212       MADATEKAEH----DRFF----KKFDA------NGDGTISSTELGDALKNLGSV 
                     10                      20        30        40 
 
               70        80                        
2MEPSP TVEGCGTTSLQGDVKFAEVL                        
       :                                           
gi|212 THDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
               50        60        70        80    
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.4  bits: 15.4 E():   53 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (12-20:10-18) 
 
               10        20        30        40        50        60 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                  . ::..:.:                                         
gi|409   IAKVPPGGXITAEYGDKWLD                                       
                 10        20                                       
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.0  bits: 20.0 E():   55 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (26-58:269-302) 
 
                    10        20        30        40        50      
2MEPSP      EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
           60        70        80                                   
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVL                                   
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
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      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.0  bits: 20.0 E():   55 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (26-58:269-302) 
 
                    10        20        30        40        50      
2MEPSP      EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
           60        70        80                                   
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVL                                   
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 16.7 E():   57 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (15-33:1-19) 
 
               10        20        30        40        50        60 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                     ::   . ::  ::  : .:                            
gi|377               EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDT 
                             10        20        30        40       
 
               70        80 
2MEPSP TVEGCGTTSLQGDVKFAEVL 
                            
gi|377 DGDGFL               
         50                 
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 70.6  bits: 20.4 E():   58 
Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (12-69:65-133) 
 
                                  10        20        30            
2MEPSP                    EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
              40        50        60         70        80           
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQGDVKFAEVL           
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
          160       170       180       190       200       210     
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.3  bits: 18.0 E():   61 
Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (22-79:1-47) 
 
               10        20        30        40        50        60 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                            .:.:.: : : .   :   :  .  : :. ::..      
gi|136                      QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR---- 
                                     10           20        30      
 
               70        80                                         
2MEPSP TVEGCGTTSLQGDVKFAEVL                                         
           :   . .::. :.::                                          
gi|136 --LQCKEKK-NGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEG 
                 40        50        60        70        80         
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.0 E():   62 
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Smith-Waterman score: 45; 44.4% identity (50.0% similar) in 18 aa overlap (10-27:82-99) 
 
                                    10        20        30          
2MEPSP                      EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :             
gi|291 TPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHA 
              60        70        80        90       100       110  
 
      40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                                 
gi|291 RMKLASKAREMKDRAEQFGQQHVTGSQGS             
             120       130       140             
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (10-37:87-110) 
 
                                    10        20        30          
2MEPSP                      EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
      40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                                 
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS         
            120       130       140              
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (10-37:87-110) 
 
                                    10        20        30          
2MEPSP                      EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
      40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                                 
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS         
            120       130       140              
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (29-58:340-370) 
 
                 10        20        30        40        50         
2MEPSP   EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
         60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVL 
       ::                       
gi|113 GGYKV                    
      370                       
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (39-78:87-131) 
 
       10        20        30        40             50        60    
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
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            70        80                           
2MEPSP GCGTTSLQGDVKFAEVL                           
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.1  bits: 19.3 E():   71 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (24-58:331-365) 
 
                      10        20        30        40        50    
2MEPSP        EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
            60        70        80           
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVL           
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.1  bits: 19.3 E():   71 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (24-58:331-365) 
 
                      10        20        30        40        50    
2MEPSP        EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
            60        70        80           
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVL           
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (13-23:8-18) 
 
               10        20        30        40        50        60 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                   : :.::..:.:                                      
gi|379      MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLST 
                    10        20        30        40        50      
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (55-79:19-41) 
 
           30        40        50        60        70        80     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL     
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (13-23:8-18) 
 
               10        20        30        40        50        60 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                   : :.::..:.:                                      
gi|144      MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLST 
                    10        20        30        40        50      
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>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.9  bits: 18.9 E():   72 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (22-74:18-64) 
 
               10        20        30        40        50        60 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                            .: .... :   :  : :.   :..:  . :  .      
gi|107     MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE---- 
                   10        20        30          40        50     
 
               70        80                                         
2MEPSP TVEGCGTTSLQGDVKFAEVL                                         
         .: :.: :.::.                                               
gi|107 KFKGLGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFP 
               60        70        80        90       100       110 
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.1 E():   74 
Smith-Waterman score: 49; 24.2% identity (59.7% similar) in 62 aa overlap (21-79:72-131) 
 
                         10        20        30           40        
2MEPSP           EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
        50        60        70        80                            
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL                            
       : . ..   . .. :::: ... .: : ....                             
gi|144 YSVLATDYDNYAI-VEGCPAAA-NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQH 
             110        120        130       140       150          
 
gi|144 KKAIEEDLKHFNLKYEDLHSTCH 
     160       170       180   
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (22-79:5-51) 
 
               10        20        30        40        50        60 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                            .:.:.: : : .   :   :  .  : :. ::..      
gi|145                  PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR---- 
                                10            20        30          
 
               70        80                                         
2MEPSP TVEGCGTTSLQGDVKFAEVL                                         
           :   . .::. :.::                                          
gi|145 --LQC-REKKNGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEG 
             40        50        60        70        80        90   
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (22-79:5-51) 
 
               10        20        30        40        50        60 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                            .:.:.: : : .   :   :  .  : :. ::..      
gi|145                  PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR---- 
                                10            20        30          
 
               70        80                                         
2MEPSP TVEGCGTTSLQGDVKFAEVL                                         
           :   . .::. :.::                                          
gi|145 --LQC-REKKNGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEG 
             40        50        60        70        80        90   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 18.1 E():   77 
Smith-Waterman score: 48; 30.0% identity (65.0% similar) in 40 aa overlap (40-79:102-139) 
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      10        20        30        40        50        60          
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
      70        80                                                  
2MEPSP LQGDVKFAEVL                                                  
        .: : ....                                                   
gi|194 -NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTC 
               140       150       160       170       180          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.3  bits: 17.3 E():   78 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (29-63:69-101) 
 
                 10        20        30        40        50         
2MEPSP   EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
       60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVL 
       .. ::                  
gi|148 AIGVEEWAVLVKA          
        100                   
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (22-79:11-57) 
 
               10        20        30        40        50        60 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                            .:.:.: : : .   :   :  .  : :. ::..      
gi|246            MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR---- 
                          10         20           30        40      
 
               70        80                                         
2MEPSP TVEGCGTTSLQGDVKFAEVL                                         
           :   . .::: :.:.                                          
gi|246 --LQC-KDKENGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEG 
                 50        60        70        80        90         
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (22-79:11-57) 
 
               10        20        30        40        50        60 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                            .:.:.: : : .   :   :  .  : :. ::..      
gi|246            MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR---- 
                          10         20           30        40      
 
               70        80                                         
2MEPSP TVEGCGTTSLQGDVKFAEVL                                         
           :   . .::: :.:.                                          
gi|246 --LQC-KDKENGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEG 
                 50        60        70        80        90         
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 15.7 E():   78 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (12-20:10-18) 
 
               10        20        30        40        50        60 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                  . ::..:.:                                         
gi|751   IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                        
                 10        20        30                             
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>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (29-58:231-261) 
 
                 10        20        30        40        50         
2MEPSP   EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
         60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVL 
       ::                       
gi|226 GGYKV                    
     260                        
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.0  bits: 17.3 E():   80 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (33-72:20-60) 
 
             10        20        30        40        50        60   
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     :  .: . :...:.     : . .::.:   
gi|384            MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPP 
                          10        20        30        40          
 
              70        80                                          
2MEPSP EGC-GTTSLQGDVKFAEVL                                          
         : :  ...:                                                  
gi|384 ACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTST 
      50        60        70        80        90       100          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (39-78:87-131) 
 
       10        20        30        40             50        60    
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
            70        80                            
2MEPSP GCGTTSLQGDVKFAEVL                            
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (39-78:87-131) 
 
       10        20        30        40             50        60    
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
            70        80                            
2MEPSP GCGTTSLQGDVKFAEVL                            
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 48; 27.3% identity (51.5% similar) in 66 aa overlap (19-78:66-131) 
 
                           10        20        30         40        
2MEPSP             EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN-AYVEGDASS-- 
                                     :. .  : : .: .   : . ::::: :   
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gi|444 PQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDK 
          40        50        60        70        80        90      
 
             50        60        70        80                       
2MEPSP ---ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL                       
           .: .  .: . :   ... ..    :::.. :                         
gi|444 IEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAAN 
         100       110       120       130       140       150      
 
gi|444 PDACN 
         160 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.8  bits: 19.0 E():   83 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (23-69:68-112) 
 
                       10        20        30        40        50   
2MEPSP         EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
             60        70        80                                 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVL                                 
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (23-49:319-345) 
 
                       10        20        30        40        50   
2MEPSP         EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
             60        70        80          
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVL          
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (29-64:259-293) 
 
                 10        20        30        40        50         
2MEPSP   EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
       60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVL 
       ::.. :                 
gi|119 TVSAGGYKV              
       290                    
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.5  bits: 19.9 E():   86 
Smith-Waterman score: 49; 35.0% identity (70.0% similar) in 20 aa overlap (5-24:396-415) 
 
                                         10        20        30     
2MEPSP                           EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
                                     . .: :.  ::  ...:.::           
gi|833 VDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFDKFYSAFSKNIKLG 
         370       380       390       400       410       420      
 
           40        50        60        70        80               
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2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL               
                                                                    
gi|833 IHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYITGESIKAVAKSPFL 
         430       440       450       460       470       480      
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (11-42:182-217) 
 
                                   10        20            30       
2MEPSP                     EMTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
         40        50        60        70        80                 
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL                 
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.3  bits: 18.6 E():   88 
Smith-Waterman score: 46; 25.8% identity (50.0% similar) in 62 aa overlap (21-79:239-300) 
 
                         10        20        30        40           
2MEPSP           EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD---ASSAS 
                                     .:.:.   :  :. ..: :  .   . : . 
gi|324 NKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHA 
      210       220       230       240       250       260         
 
        50        60        70        80        
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL        
        :. :   .       :  .:.:  :::.. :         
gi|324 VFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
      270       280       290       300         
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (13-59:9-60) 
 
               10        20        30             40        50      
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASSASYFLAGAAI 
                   : :.::..: :  . : .. .    :.:   :: .... :: .  :.  
gi|118     MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGDSYTIKTAST 
                   10        20        30        40        50       
 
          60        70        80                                    
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVL                                    
         .:                                                         
gi|118 LKNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVREFSDEGLTVT 
         60        70        80        90       100       110       
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (55-79:20-42) 
 
           30        40        50        60        70        80     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL     
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (55-79:20-42) 
 
           30        40        50        60        70        80     
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2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL     
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (55-79:20-42) 
 
           30        40        50        60        70        80     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL     
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.3  bits: 17.8 E():   88 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (51-72:150-172) 
 
               30        40        50         60        70          
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
      80 
2MEPSP L 
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (55-79:21-43) 
 
           30        40        50        60        70        80     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL     
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (55-79:21-43) 
 
           30        40        50        60        70        80     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL     
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (55-79:21-43) 
 
           30        40        50        60        70        80     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL     
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
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       50        60        70        80        90       100         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (55-79:21-43) 
 
           30        40        50        60        70        80     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL     
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (22-79:1-47) 
 
               10        20        30        40        50        60 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                            .:.:.: : : .   :   :  .  : :. ::..      
gi|136                      QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR---- 
                                     10           20        30      
 
               70        80                                         
2MEPSP TVEGCGTTSLQGDVKFAEVL                                         
           :   . .::: :.::                                          
gi|136 --LQC-KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEG 
                 40        50        60        70        80         
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (55-79:25-47) 
 
           30        40        50        60        70        80     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL     
                                     : :..: .. :   . .::. :.::      
gi|136       QFHIQGQVYCDTCRAGFINELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRA 
                     10        20        30          40        50   
 
gi|136 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRTINPLG 
             60        70        80        90       100       110   
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (57-72:132-144) 
 
         30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :: :.   ::  .:::         
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG         
             110       120       130          140             
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (57-72:132-144) 
 
         30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :: :.   ::  .:::         
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG         
             110       120       130          140             
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (22-79:10-56) 
 
               10        20        30        40        50        60 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                            .:.:.: : : .   :   :  .  : :. ::..      
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gi|144             EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR---- 
                           10         20           30        40     
 
               70        80                                         
2MEPSP TVEGCGTTSLQGDVKFAEVL                                         
           :   . .::: :.::                                          
gi|144 --LQC-KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEG 
                  50        60        70        80        90        
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (22-79:10-56) 
 
               10        20        30        40        50        60 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                            .:.:.: : : .   :   :  .  : :. ::..      
gi|136             EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR---- 
                           10         20           30        40     
 
               70        80                                         
2MEPSP TVEGCGTTSLQGDVKFAEVL                                         
           :   . .::: :.::                                          
gi|136 --LQC-KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEG 
                  50        60        70        80        90        
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.8  bits: 17.0 E():   94 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (29-63:69-101) 
 
                 10        20        30        40        50         
2MEPSP   EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
       60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVL 
        . :.                  
gi|288 KIGVDEFAAMIKG          
        100                   
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 16.6 E():   96 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (14-33:9-28) 
 
               10        20        30        40        50        60 
2MEPSP EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                    :::   . ::  .:  : .:                            
gi|333      MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEEIQRMMAEIDT 
                    10        20        30        40        50      
 
               70        80          
2MEPSP TVEGCGTTSLQGDVKFAEVL          
                                     
gi|333 DGDGFISFEEFTVFARANRGLVKDVAKIF 
          60        70        80     
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (29-58:232-262) 
 
                 10        20        30        40        50         
2MEPSP   EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
         60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVL 
       ::                       
gi|180 GGYKV                    
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>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (57-72:140-152) 
 
         30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :: :.   ::  .:::         
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG         
     110       120       130       140          150           
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (57-72:140-152) 
 
         30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :: :.   ::  .:::         
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG         
     110       120       130       140          150           
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (57-72:140-152) 
 
         30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :: :.   ::  .:::         
gi|160 SIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA---CGIIGLQG         
     110       120       130       140          150           
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (57-72:140-152) 
 
         30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :: :.   ::  .:::         
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG         
     110       120       130       140          150           
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (57-72:140-152) 
 
         30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :: :.   ::  .:::         
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG         
     110       120       130       140          150           
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (57-72:140-152) 
 
         30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :: :.   ::  .:::         
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG         
     110       120       130       140          150           
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (57-72:140-152) 
 
         30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :: :.   ::  .:::         
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG         
     110       120       130       140          150           
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>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (57-72:140-152) 
 
         30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :: :.   ::  .:::         
gi|160 SIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA---CGIIGLQG         
     110       120       130       140          150           
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (57-72:140-152) 
 
         30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :: :.   ::  .:::         
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG         
     110       120       130       140          150           
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (57-72:140-152) 
 
         30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :: :.   ::  .:::         
gi|160 SIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA---CGIIGLQG         
     110       120       130       140          150           
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (57-72:140-152) 
 
         30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :: :.   ::  .:::         
gi|145 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG         
     110       120       130       140          150           
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (39-73:30-64) 
 
       10        20        30        40        50        60         
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     : :. :. .  : :  ...  .:..:: .: 
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMST 
                10        20        30        40        50          
 
       70        80                                                 
2MEPSP SLQGDVKFAEVL                                                 
       . . :                                                        
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (57-72:140-152) 
 
         30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :: :.   ::  .:::         
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG         
     110       120       130       140          150           
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (57-72:140-152) 
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         30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :: :.   ::  .:::         
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG         
     110       120       130       140          150           
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (57-72:140-152) 
 
         30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :: :.   ::  .:::         
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG         
     110       120       130       140          150           
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (57-72:140-152) 
 
         30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :: :.   ::  .:::         
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG         
     110       120       130       140          150           
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 45; 29.0% identity (67.7% similar) in 31 aa overlap (45-74:4-34) 
 
           20        30        40        50        60         70    
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGD 
                                     ... : .. ..:: .  : :: : :.. :. 
gi|160                            MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGN 
                                          10        20        30    
 
            80                                                      
2MEPSP VKFAEVL                                                      
       .                                                            
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGT 
            40        50        60        70        80        90    
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 49; 27.6% identity (62.1% similar) in 58 aa overlap (23-78:105-159) 
 
                       10        20        30        40        50   
2MEPSP         EMTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL-- 
                                     .:. .:.:  . ..: :.   ..   :.   
gi|151 TPGTLRYGATREKALWIIFSQNMNIKLKMPLYV-AGHKTIDGRGADVHLGNGGPCLFMRK 
           80        90       100        110       120       130    
 
               60        70        80                               
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVL                               
       .. .:  : . ..::.:. : :::  .:                                 
gi|151 VSHVILHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSD 
           140        150        160       170       180       190  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:48 2011 done: Tue Apr 19 10:57:48 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
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Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 213  - 292 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     5     2:*= 
  32     6     8:=* 
  34    17    22:=====* 
  36    43    44:==========* 
  38    80    73:==================*= 
  40    82   102:=====================    * 
  42   100   125:=========================      * 
  44   140   138:==================================* 
  46   183   140:==================================*=========== 
  48   150   134:=================================*==== 
  50   133   122:==============================*=== 
  52   123   108:==========================*==== 
  54    75    92:===================   * 
  56    66    77:=================  * 
  58    32    63:========       * 
  60    39    51:==========  * 
  62    33    41:========= * 
  64    25    33:======= * 
  66    45    26:======*===== 
  68    25    20:====*== 
  70    13    16:===* 
  72    11    12:==* 
  74    23    10:==*=== 
  76     8     8:=* 
  78     3     6:=* 
  80     8     5:=* 
  82     0     3:* 
  84     6     3:*= 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     4     1:* 
  92     4     1:*         :*=== 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.52650.00377; mu= 14.8448 0.195 
 mean_var=40.458410.010, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.201637 
 Kolmogorov-Smirnov  statistic: 0.0326 (N=28) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 23.9     2.7 
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gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.0     3.2 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   60 22.4     3.4 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   60 22.5     3.8 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 23.3     3.8 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   58 21.7       4 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 23.3       4 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   57 21.4     4.9 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 23.5     5.2 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.1     5.8 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   57 21.6     6.9 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 21.4      11 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 21.8      11 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   56 21.4      11 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   56 21.4      11 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 21.4      11 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   56 21.5      11 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 20.4      15 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 20.4      15 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 19.6      16 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 19.6      16 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   56 21.7      16 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.1      17 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   56 21.7      18 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 20.9      18 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.0      22 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.3      24 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 20.7      24 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   54 21.1      24 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 19.5      25 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   55 21.6      27 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   55 21.6      27 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 18.8      29 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.2      29 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 18.8      29 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   54 21.2      30 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 19.6      30 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.2      32 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   48 18.8      33 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   48 18.8      33 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 18.4      34 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 19.7      34 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 18.5      36 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 18.9      37 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.3      37 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   52 20.6      38 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.6      39 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.6      39 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.6      39 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   49 19.4      42 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   51 20.2      44 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 18.6      44 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   49 19.4      44 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.4      46 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 20.7      48 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 20.7      48 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   52 20.7      48 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.3      49 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 20.7      50 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 19.9      52 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 17.9      53 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 15.4      53 
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gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 17.9      53 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 17.5      53 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.0      56 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.0      56 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 16.7      57 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.4      59 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 19.2      60 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 18.0      62 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   45 18.0      63 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.0      64 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.0      64 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.0      69 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.3      69 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.3      72 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.3      72 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 17.7      73 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 17.7      73 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 17.7      73 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 18.9      73 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.1      75 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 17.7      77 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 17.7      77 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.1      78 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 15.7      78 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.3      78 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 17.7      79 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 17.7      79 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.5      80 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.3      81 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 17.8      84 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 17.8      84 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 17.8      84 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.0      84 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.0      86 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.6      87 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.0      88 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   49 19.8      88 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.4      89 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.4      89 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.4      89 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.4      89 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 17.8      89 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.4      89 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.4      89 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.4      89 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.4      89 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.4      91 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.4      91 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.4      95 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.4      95 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.0      95 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.4      95 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.4      95 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 16.6      97 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.3      98 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   43 17.4      99 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
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gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 94.8  bits: 23.9 E():  2.7 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (28-79:79-131) 
 
                  10        20        30        40        50        
2MEPSP    MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
         60        70        80                                     
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLE                                     
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 93.5  bits: 24.0 E():  3.2 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (24-60:8-44) 
 
               10        20        30        40        50        60 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                              ... : . :  :  ::.:.. .. .:: ::. .:. : 
gi|144                 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGAST 
                               10        20        30        40     
 
               70        80                                         
2MEPSP VEGCGTTSLQGDVKFAEVLE                                         
                                                                    
gi|144 GIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNE 
           50        60        70        80        90       100     
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  60  Z-score: 92.9  bits: 22.4 E():  3.4 
Smith-Waterman score: 60; 30.6% identity (58.1% similar) in 62 aa overlap (23-80:52-113) 
 
                       10        20        30         40            
2MEPSP         MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
      50        60         70        80                             
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLE                             
       .:.: . :.  : :  :.. .  : :  .:..                             
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  60  Z-score: 92.1  bits: 22.5 E():  3.8 
Smith-Waterman score: 60; 25.7% identity (58.6% similar) in 70 aa overlap (12-78:64-131) 
 
                                  10        20        30            
2MEPSP                    MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
       40        50        60        70        80                   
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE                   
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQIRFSVRRFHPKLGDKEMIQHY 
           100       110        120        130       140       150  
 
gi|116 TLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
             160       170       180   
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>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 92.0  bits: 23.3 E():  3.8 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (28-79:59-111) 
 
                  10        20        30        40        50        
2MEPSP    MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
         60        70        80                                     
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLE                                     
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 91.6  bits: 21.7 E():    4 
Smith-Waterman score: 58; 28.3% identity (56.7% similar) in 60 aa overlap (5-63:26-84) 
 
                                    10        20         30         
2MEPSP                      MTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
       40        50        60        70        80             
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE             
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 91.6  bits: 23.3 E():    4 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (28-79:79-131) 
 
                  10        20        30        40        50        
2MEPSP    MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
         60        70        80                                     
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLE                                     
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 90.1  bits: 21.4 E():  4.9 
Smith-Waterman score: 57; 28.3% identity (56.7% similar) in 60 aa overlap (5-63:26-84) 
 
                                    10        20         30         
2MEPSP                      MTLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
       40        50        60        70        80             
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE             
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 89.7  bits: 23.5 E():  5.2 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (26-72:423-469) 
 
                    10        20        30        40        50      
2MEPSP      MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
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                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
          60          70        80                       
2MEPSP GGTVTVE--GCGTTSLQGDVKFAEVLE                       
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 88.8  bits: 23.1 E():  5.8 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (24-60:8-44) 
 
               10        20        30        40        50        60 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                              ... : . :  :  ::.:.. .. .:: ::.  :. : 
gi|144                 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGAST 
                               10        20        30        40     
 
               70        80                                         
2MEPSP VEGCGTTSLQGDVKFAEVLE                                         
                                                                    
gi|144 GIYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNE 
           50        60        70        80        90       100     
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 87.5  bits: 21.6 E():  6.9 
Smith-Waterman score: 57; 25.7% identity (58.6% similar) in 70 aa overlap (12-78:63-130) 
 
                                  10        20        30            
2MEPSP                    MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
       40        50        60        70        80                   
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE                   
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQLRMTLRRFHPKLGDKEMLQHY 
            100       110        120        130       140       150 
 
gi|212 TLDQVNQNKKAIEEDLKHFNLKYEDLHSTCH 
              160       170       180  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 84.0  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (11-72:22-77) 
 
                          10        20        30        40          
2MEPSP            MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
      50        60        70        80                              
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLE                              
       .  :  .:   . :::.: .  :                                      
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 83.9  bits: 21.8 E():   11 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (9-57:151-193) 
 
                                     10        20        30         
2MEPSP                       MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
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       40        50        60        70        80                   
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE                   
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.8  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (11-72:33-88) 
 
                                   10        20        30        40 
2MEPSP                     MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
               50        60        70        80                     
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE                     
       .... .:  .  :  .:   . :::.: .  :                             
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|168 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.8  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (11-72:33-88) 
 
                                   10        20        30        40 
2MEPSP                     MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
               50        60        70        80                     
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE                     
       .... .:  .  :  .:   . :::.: .  :                             
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|126 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.8  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (11-72:33-88) 
 
                                   10        20        30        40 
2MEPSP                     MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
               50        60        70        80                     
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE                     
       .... .:  .  :  .:   . :::.: .  :                             
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|752 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.7  bits: 21.5 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (11-72:39-94) 
 
                                   10        20        30        40 
2MEPSP                     MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
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       10        20        30        40          50         60      
 
               50        60        70        80                     
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE                     
       .... .:  .  :  .:   . :::.: .  :                             
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
gi|249 DDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEK 
            130       140       150       160       170       180   
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 81.6  bits: 20.4 E():   15 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (36-64:86-113) 
 
          10        20        30        40        50        60      
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
          70        80                                       
2MEPSP TTSLQGDVKFAEVLE                                       
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 81.1  bits: 20.4 E():   15 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (36-64:102-129) 
 
          10        20        30        40        50        60      
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
          70        80                                       
2MEPSP TTSLQGDVKFAEVLE                                       
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (28-62:69-101) 
 
                  10        20        30        40        50        
2MEPSP    MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLE 
        . ::                   
gi|207 KIGVEEFQALVKA           
        100                    
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (10-47:18-58) 
 
                       10        20        30           40          
2MEPSP         MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASSASYFL 
                        : .:  : ..  :. : : . :.:   :.:..  : .....   
gi|179 MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIE 
               10        20        30        40        50        60 
 
      50        60        70        80                   
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLE                   
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gi|179 EDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 80.7  bits: 21.7 E():   16 
Smith-Waterman score: 56; 20.5% identity (57.7% similar) in 78 aa overlap (2-79:131-205) 
 
                                            10        20        30  
2MEPSP                              MTLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
                                     :. :: :.:  .   : :. .  : ....  
gi|275 AMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDSDNFI 
              110       120       130       140        150          
 
              40        50        60        70        80            
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE            
       .  . . :  : ..  :. :... .  .. .. .  .... : : .::             
gi|275 KLLDKFDEKFAHTS--FVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTV 
     160       170         180       190       200       210        
 
gi|275 GHASPFPEQLKTLEAYHKRGAPRHKMVMAVPFYARTWILEKMNKQDIGDKASGPGPRGQF 
       220       230       240       250       260       270        
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 80.3  bits: 20.1 E():   17 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (34-77:83-130) 
 
            10        20        30        40             50         
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
       60        70        80                           
2MEPSP VTVEGCGTTSLQGDVKFAEVLE                           
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 56; 22.0% identity (62.7% similar) in 59 aa overlap (3-61:118-170) 
 
                                           10        20        30   
2MEPSP                             MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRI---VEFQS 
        90       100       110       120       130          140     
 
             40        50        60        70        80             
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE             
         :. .    :.:.:.:.   . .: .:.                                
gi|149 NPNTLILPKHSDADYILV---VLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILN 
          150       160          170       180       190       200  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 79.9  bits: 20.9 E():   18 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (28-63:264-297) 
 
                  10        20        30        40        50        
2MEPSP    MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLE 
       .... :                  
gi|663 ATAAAGGYKA              
             300               
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6963

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 78.4  bits: 21.0 E():   22 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (8-41:279-317) 
 
                                      10           20        30     
2MEPSP                        MTLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
             40        50        60        70        80             
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE             
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.7  bits: 20.3 E():   24 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (54-73:208-227) 
 
            30        40        50        60        70        80    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE    
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 77.6  bits: 20.7 E():   24 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (17-74:38-94) 
 
                             10        20        30        40       
2MEPSP               MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
         50          60         70        80                        
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVKFAEVLE                        
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.6  bits: 21.1 E():   24 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (3-61:204-256) 
 
                                           10        20        30   
2MEPSP                             MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
             40        50        60        70        80             
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE             
         :. .    :.:...:.   . .: .:.                                
gi|149 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (34-77:83-130) 
 
            10        20        30        40             50         
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
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gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
       60        70        80                           
2MEPSP VTVEGCGTTSLQGDVKFAEVLE                           
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 76.6  bits: 21.6 E():   27 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (10-73:89-154) 
 
                                    10        20             30     
2MEPSP                      MTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
           40        50        60        70        80               
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE               
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 76.6  bits: 21.6 E():   27 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (10-73:89-154) 
 
                                    10        20             30     
2MEPSP                      MTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
           40        50        60        70        80               
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE               
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (33-62:73-101) 
 
             10        20        30        40        50        60   
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
             70        80 
2MEPSP GCGTTSLQGDVKFAEVLE 
                          
gi|288 EFAVWVKQ           
                          
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 76.1  bits: 19.2 E():   29 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (54-78:35-57) 
 
            30        40        50        60        70        80    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE    
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
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           10        20        30        40          50        60   
 
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.0  bits: 18.8 E():   29 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (32-57:59-84) 
 
              10        20        30        40        50        60  
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
              70        80     
2MEPSP EGCGTTSLQGDVKFAEVLE     
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.0  bits: 21.2 E():   30 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (3-61:204-256) 
 
                                           10        20        30   
2MEPSP                             MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
             40        50        60        70        80             
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE             
         :. .    :.:...:.   . .: .:.                                
gi|169 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.8  bits: 19.6 E():   30 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (12-68:72-127) 
 
                                  10        20        30        40  
2MEPSP                    MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
 
              50        60        70        80                      
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE                      
         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (36-64:84-111) 
 
          10        20        30        40        50        60      
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
          70        80                                     
2MEPSP TTSLQGDVKFAEVLE                                     
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.1  bits: 18.8 E():   33 
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Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (12-75:9-64) 
 
               10        20        30        40        50        60 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                  : :.::..: :  . : .. . .:      :.:::  .  . . : . : 
gi|518    MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYT 
                  10        20         30             40         50 
 
               70        80                                         
2MEPSP VEGCGTTSLQGDVKFAEVLE                                         
       ..  .: . ....::                                              
gi|518 IKTSSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFS 
                60        70        80        90       100          
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.1  bits: 18.8 E():   33 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (12-75:9-64) 
 
               10        20        30        40        50        60 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                  : :.::..: :  . : .. . .:      :.:::  .  . . : . : 
gi|156    MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYT 
                  10        20         30             40         50 
 
               70        80                                         
2MEPSP VEGCGTTSLQGDVKFAEVLE                                         
       ..  .: . ....::                                              
gi|156 IKTSSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFS 
                60        70        80        90       100          
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.0  bits: 18.4 E():   34 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (25-44:53-72) 
 
                     10        20        30        40        50     
2MEPSP       MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
           60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLE 
                                  
gi|897 AQLPAMCRLEGGDALLASQ        
             90       100         
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 74.8  bits: 19.7 E():   34 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (24-54:25-54) 
 
                10        20        30        40        50          
2MEPSP  MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
      60        70        80                                        
2MEPSP TVEGCGTTSLQGDVKFAEVLE                                        
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.5  bits: 18.5 E():   36 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (12-35:20-43) 
 
                       10        20        30        40        50   
2MEPSP         MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          ::: : .   :. : :   ::: .                  
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFVE 
               10        20        30        40        50        60 
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             60        70        80                      
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLE                      
                                                         
gi|145 EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
               70        80        90       100          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.3  bits: 18.9 E():   37 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (56-71:140-152) 
 
          30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     :: ::   ::  .:::          
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG          
     110       120       130       140          150            
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 19.3 E():   37 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (19-54:166-201) 
 
                           10        20        30        40         
2MEPSP             MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
       50        60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
        : : .                           
gi|116 EAVAKVNFQ                        
         200                            
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.0  bits: 20.6 E():   38 
Smith-Waterman score: 52; 25.8% identity (53.2% similar) in 62 aa overlap (8-69:376-437) 
 
                                      10        20        30        
2MEPSP                        MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
        40        50        60        70        80                  
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE                  
       :   ::: ..  ..   .: . : .  : .:.                             
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
gi|110 ETTIFAPGSSSQRKSQSERERQREREEREIH 
         470       480       490       
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (25-64:437-480) 
 
                     10        20        30        40            50 
2MEPSP       MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               60        70        80                   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLE                   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (25-64:437-480) 
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                     10        20        30        40            50 
2MEPSP       MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               60        70        80                   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLE                   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (25-64:437-480) 
 
                     10        20        30        40            50 
2MEPSP       MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               60        70        80                   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLE                   
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (25-64:437-480) 
 
                     10        20        30        40            50 
2MEPSP       MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               60        70        80                   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLE                   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (25-64:437-480) 
 
                     10        20        30        40            50 
2MEPSP       MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               60        70        80                   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLE                   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (25-64:437-480) 
 
                     10        20        30        40            50 
2MEPSP       MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
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               60        70        80                   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLE                   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (25-64:437-480) 
 
                     10        20        30        40            50 
2MEPSP       MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               60        70        80                   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLE                   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (25-64:437-480) 
 
                     10        20        30        40            50 
2MEPSP       MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               60        70        80                   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLE                   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (25-64:437-480) 
 
                     10        20        30        40            50 
2MEPSP       MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               60        70        80                   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLE                   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (25-64:437-480) 
 
                     10        20        30        40            50 
2MEPSP       MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               60        70        80                   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLE                   
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (25-64:437-480) 
 
                     10        20        30        40            50 
2MEPSP       MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               60        70        80                   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLE                   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (25-64:437-480) 
 
                     10        20        30        40            50 
2MEPSP       MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               60        70        80                   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLE                   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (25-64:437-480) 
 
                     10        20        30        40            50 
2MEPSP       MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               60        70        80                   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLE                   
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.3  bits: 19.4 E():   42 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (11-72:10-65) 
 
               10        20        30        40        50        60 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                 . : ..:.:  .  :.   : .: .:  . .... .:  .  :  .:    
gi|331  IPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKDVDKAPFNG--- 
                10          20         30        40        50       
 
               70        80                                         
2MEPSP VEGCGTTSLQGDVKFAEVLE                                         
       . :::.: .  :                                                 
gi|331 MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFG 
            60        70        80        90       100       110    
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 72.9  bits: 20.2 E():   44 
Smith-Waterman score: 51; 24.2% identity (56.5% similar) in 62 aa overlap (19-79:315-373) 
 
                           10        20        30        40         
2MEPSP             MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY- 
                                     : .. .. :  :   ::: :    .  :.  
gi|259 NINDPARADIYTPEVGRLTTLNSLNLPILKWLQLSVEKGVLY---KNALVLPHWNLNSHS 
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          290       300       310       320          330       340  
 
        50        60        70        80                            
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE                            
       .. :    : . .:.. :.  ..:.:. ...:                             
gi|259 IIYGCKGKGQVQVVDNFGNRVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRA 
             350       360       370       380       390       400  
 
gi|259 MTSPLAGRTSVLGGMPEEVLANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA 
             410       420       430       440       450        
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.8  bits: 18.6 E():   44 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (44-70:9-38) 
 
            20        30        40           50        60        70 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
               80                                                   
2MEPSP GDVKFAEVLE                                                   
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.8  bits: 19.4 E():   44 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (11-72:34-89) 
 
                                   10        20        30        40 
2MEPSP                     MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:  .  :.   : .: .:  .  
gi|180 SSSSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKD 
            10        20        30        40           50        60 
 
               50        60        70        80                     
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE                     
       .... .:  .  :  .:   . :::.: .  :                             
gi|180 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHIT 
               70           80        90       100       110        
 
gi|180 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEK 
       120       130       140       150       160       170        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.4  bits: 19.4 E():   46 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (45-72:133-160) 
 
           20        30        40        50        60        70     
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
           80                                                       
2MEPSP FAEVLE                                                       
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.2  bits: 20.7 E():   48 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (11-47:553-589) 
 
                                   10        20        30        40 
2MEPSP                     MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
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               50        60        70        80                     
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE                     
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.2  bits: 20.7 E():   48 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (11-47:553-589) 
 
                                   10        20        30        40 
2MEPSP                     MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
               50        60        70        80                     
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE                     
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.2  bits: 20.7 E():   48 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (11-47:556-592) 
 
                                   10        20        30        40 
2MEPSP                     MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|284 RRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFYKKVQEAYEGKSQYYVDK 
         530       540       550       560       570       580      
 
               50        60        70        80                     
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE                     
         .  .:                                                      
gi|284 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSNRKYP 
         590       600       610       620       630       640      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 72.0  bits: 20.3 E():   49 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (28-76:264-309) 
 
                  10        20        30        40         50       
2MEPSP    MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
         60        70        80                                     
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLE                                     
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 71.9  bits: 20.7 E():   50 
Smith-Waterman score: 61; 27.5% identity (53.6% similar) in 69 aa overlap (10-73:89-154) 
 
                                    10        20             30     
2MEPSP                      MTLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:  . .. :   .:::     .  :.   
gi|219 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKIVYVNGTDS--VKGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
           40        50        60        70        80               
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE               
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|219 NAYKAGSVNGAFSGLKLAK-SGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFV 
        120       130        140       150       160       170      
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gi|219 RHWDTYVGTQFNAVFSGALTKSGDKYSFDGKLKNLVHPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.5  bits: 19.9 E():   52 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (3-54:53-104) 
 
                                           10        20        30   
2MEPSP                             MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
                40        50        60        70        80          
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE          
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (28-62:69-101) 
 
                  10        20        30        40        50        
2MEPSP    MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLE 
        . ::                   
gi|207 KIGVEEFQALVKA           
        100                    
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.4  bits: 15.4 E():   53 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (11-19:10-18) 
 
               10        20        30        40        50        60 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                 . ::..:.:                                          
gi|409  IAKVPPGGXITAEYGDKWLD                                        
                10        20                                        
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 17.9 E():   53 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (13-35:21-43) 
 
                       10        20        30        40        50   
2MEPSP         MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           : .: .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
             60        70        80                       
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLE                       
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.3  bits: 17.5 E():   53 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (12-60:7-41) 
 
               10        20        30        40        50        60 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                  ::::    :::.    .:. .      .::.. .:  :. :  . :.:: 
gi|212      MADATEKAEH----DRFF----KKFDA------NGDGTISSTELGDALKNLGSVT 
                    10                      20        30        40  
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               70        80                       
2MEPSP VEGCGTTSLQGDVKFAEVLE                       
                                                  
gi|212 HDDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
              50        60        70        80    
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.9  bits: 20.0 E():   56 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (25-57:269-302) 
 
                     10        20        30        40        50     
2MEPSP       MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
            60        70        80                                  
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLE                                  
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.9  bits: 20.0 E():   56 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (25-57:269-302) 
 
                     10        20        30        40        50     
2MEPSP       MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
            60        70        80                                  
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLE                                  
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 16.7 E():   57 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (14-32:1-19) 
 
               10        20        30        40        50        60 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                    ::   . ::  ::  : .:                             
gi|377              EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTD 
                            10        20        30        40        
 
               70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLE 
                            
gi|377 GDGFL                
        50                  
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 70.5  bits: 20.4 E():   59 
Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (11-68:65-133) 
 
                                   10        20        30           
2MEPSP                     MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
               40        50        60         70        80          
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQGDVKFAEVLE          
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
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          160       170       180       190       200       210     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 48; 26.6% identity (50.0% similar) in 64 aa overlap (20-80:239-302) 
 
                          10        20        30        40          
2MEPSP            MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD---ASSAS 
                                     .:.:.   :  :. ..: :  .   . : . 
gi|324 NKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHA 
      210       220       230       240       250       260         
 
         50        60        70        80       
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE       
        :. :   .       :  .:.:  :::.. : :       
gi|324 VFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
      270       280       290       300         
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.2  bits: 18.0 E():   62 
Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (21-78:1-47) 
 
               10        20        30        40        50        60 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                           .:.:.: : : .   :   :  .  : :. ::..       
gi|136                     QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR----- 
                                    10           20        30       
 
               70        80                                         
2MEPSP VEGCGTTSLQGDVKFAEVLE                                         
          :   . .::. :.::                                           
gi|136 -LQCKEKK-NGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGW 
                40        50        60        70        80          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 45; 44.4% identity (50.0% similar) in 18 aa overlap (9-26:82-99) 
 
                                     10        20        30         
2MEPSP                       MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :             
gi|291 TPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHA 
              60        70        80        90       100       110  
 
       40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                                  
gi|291 RMKLASKAREMKDRAEQFGQQHVTGSQGS              
             120       130       140              
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.8  bits: 18.0 E():   64 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (9-36:87-110) 
 
                                     10        20        30         
2MEPSP                       MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
       40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                                  
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS          
            120       130       140               
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.8  bits: 18.0 E():   64 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (9-36:87-110) 
 
                                     10        20        30         
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2MEPSP                       MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
       40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                                  
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS          
            120       130       140               
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (38-77:87-131) 
 
        10        20        30        40             50        60   
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
             70        80                          
2MEPSP GCGTTSLQGDVKFAEVLE                          
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 69.3  bits: 19.3 E():   69 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (28-57:340-370) 
 
                  10        20        30        40        50        
2MEPSP    MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
          60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLE 
       ::                        
gi|113 GGYKV                     
      370                        
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.9  bits: 19.3 E():   72 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (23-57:331-365) 
 
                       10        20        30        40        50   
2MEPSP         MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
             60        70        80          
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLE          
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.9  bits: 19.3 E():   72 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (23-57:331-365) 
 
                       10        20        30        40        50   
2MEPSP         MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
             60        70        80          
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLE          
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       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (12-22:8-18) 
 
               10        20        30        40        50        60 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                  : :.::..:.:                                       
gi|379     MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTF 
                   10        20        30        40        50       
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (54-78:19-41) 
 
            30        40        50        60        70        80    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE    
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (12-22:8-18) 
 
               10        20        30        40        50        60 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                  : :.::..:.:                                       
gi|144     MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTF 
                   10        20        30        40        50       
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.8  bits: 18.9 E():   73 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (21-73:18-64) 
 
               10        20        30        40        50        60 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                           .: .... :   :  : :.   :..:  . :  .       
gi|107    MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE----K 
                  10        20        30          40        50      
 
               70        80                                         
2MEPSP VEGCGTTSLQGDVKFAEVLE                                         
        .: :.: :.::.                                                
gi|107 FKGLGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPS 
              60        70        80        90       100       110  
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 49; 24.2% identity (59.7% similar) in 62 aa overlap (20-78:72-131) 
 
                          10        20        30           40       
2MEPSP            MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
         50        60        70        80                           
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE                           
       : . ..   . .. :::: ... .: : ....                             
gi|144 YSVLATDYDNYAI-VEGCPAAA-NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQH 
             110        120        130       140       150          
 
gi|144 KKAIEEDLKHFNLKYEDLHSTCH 
     160       170       180   
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>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (21-78:5-51) 
 
               10        20        30        40        50        60 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                           .:.:.: : : .   :   :  .  : :. ::..       
gi|145                 PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR----- 
                               10            20        30           
 
               70        80                                         
2MEPSP VEGCGTTSLQGDVKFAEVLE                                         
          :   . .::. :.::                                           
gi|145 -LQC-REKKNGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGW 
            40        50        60        70        80        90    
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (21-78:5-51) 
 
               10        20        30        40        50        60 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                           .:.:.: : : .   :   :  .  : :. ::..       
gi|145                 PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR----- 
                               10            20        30           
 
               70        80                                         
2MEPSP VEGCGTTSLQGDVKFAEVLE                                         
          :   . .::. :.::                                           
gi|145 -LQC-REKKNGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGW 
            40        50        60        70        80        90    
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.3  bits: 18.1 E():   78 
Smith-Waterman score: 48; 30.0% identity (65.0% similar) in 40 aa overlap (39-78:102-139) 
 
       10        20        30        40        50        60         
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
       70        80                                                 
2MEPSP LQGDVKFAEVLE                                                 
        .: : ....                                                   
gi|194 -NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTC 
               140       150       160       170       180          
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 15.7 E():   78 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (11-19:10-18) 
 
               10        20        30        40        50        60 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                 . ::..:.:                                          
gi|751  IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                         
                10        20        30                              
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.3  bits: 17.3 E():   78 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (28-62:69-101) 
 
                  10        20        30        40        50        
2MEPSP    MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLE 
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       .. ::                   
gi|148 AIGVEEWAVLVKA           
        100                    
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (21-78:11-57) 
 
               10        20        30        40        50        60 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                           .:.:.: : : .   :   :  .  : :. ::..       
gi|246           MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR----- 
                         10         20           30        40       
 
               70        80                                         
2MEPSP VEGCGTTSLQGDVKFAEVLE                                         
          :   . .::: :.:.                                           
gi|246 -LQC-KDKENGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGW 
                50        60        70        80        90          
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (21-78:11-57) 
 
               10        20        30        40        50        60 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                           .:.:.: : : .   :   :  .  : :. ::..       
gi|246           MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR----- 
                         10         20           30        40       
 
               70        80                                         
2MEPSP VEGCGTTSLQGDVKFAEVLE                                         
          :   . .::: :.:.                                           
gi|246 -LQC-KDKENGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGW 
                50        60        70        80        90          
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (28-57:231-261) 
 
                  10        20        30        40        50        
2MEPSP    MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
          60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLE 
       ::                        
gi|226 GGYKV                     
     260                         
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (32-71:20-60) 
 
              10        20        30        40        50        60  
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     :  .: . :...:.     : . .::.:   
gi|384            MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPP 
                          10        20        30        40          
 
               70        80                                         
2MEPSP EGC-GTTSLQGDVKFAEVLE                                         
         : :  ...:                                                  
gi|384 ACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTST 
      50        60        70        80        90       100          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (38-77:87-131) 
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        10        20        30        40             50        60   
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
             70        80                           
2MEPSP GCGTTSLQGDVKFAEVLE                           
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 48; 27.3% identity (51.5% similar) in 66 aa overlap (18-77:66-131) 
 
                            10        20        30         40       
2MEPSP              MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN-AYVEGDASS-- 
                                     :. .  : : .: .   : . ::::: :   
gi|444 PQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDK 
          40        50        60        70        80        90      
 
              50        60        70        80                      
2MEPSP ---ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE                      
           .: .  .: . :   ... ..    :::.. :                         
gi|444 IEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAAN 
         100       110       120       130       140       150      
 
gi|444 PDACN 
         160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (38-77:87-131) 
 
        10        20        30        40             50        60   
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
             70        80                           
2MEPSP GCGTTSLQGDVKFAEVLE                           
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (22-68:68-112) 
 
                        10        20        30        40        50  
2MEPSP          MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
              60        70        80                                
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLE                                
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (22-48:319-345) 
 
                        10        20        30        40        50  
2MEPSP          MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
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gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
              60        70        80         
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLE         
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.4  bits: 18.6 E():   87 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (28-63:259-293) 
 
                  10        20        30        40        50        
2MEPSP    MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLE 
       ::.. :                  
gi|119 TVSAGGYKV               
       290                     
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.3  bits: 19.0 E():   88 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (10-41:182-217) 
 
                                    10            20        30      
2MEPSP                      MTLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
          40        50        60        70        80                
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE                
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.3  bits: 19.8 E():   88 
Smith-Waterman score: 49; 35.0% identity (70.0% similar) in 20 aa overlap (4-23:396-415) 
 
                                          10        20        30    
2MEPSP                            MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
                                     . .: :.  ::  ...:.::           
gi|833 VDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFDKFYSAFSKNIKLG 
         370       380       390       400       410       420      
 
            40        50        60        70        80              
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE              
                                                                    
gi|833 IHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYITGESIKAVAKSPFL 
         430       440       450       460       470       480      
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (12-58:9-60) 
 
               10        20        30             40        50      
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASSASYFLAGAAIT 
                  : :.::..: :  . : .. .    :.:   :: .... :: .  :.   
gi|118    MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGDSYTIKTASTL 
                  10        20        30        40        50        
 
          60        70        80                                    
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLE                                    
        .:                                                          
gi|118 KNTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVREFSDEGLTVTA 
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        60        70        80        90       100       110        
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (54-78:20-42) 
 
            30        40        50        60        70        80    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE    
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (54-78:20-42) 
 
            30        40        50        60        70        80    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE    
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (54-78:20-42) 
 
            30        40        50        60        70        80    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE    
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.2  bits: 17.8 E():   89 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (50-71:150-172) 
 
      20        30        40        50         60        70         
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
       80 
2MEPSP LE 
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (54-78:21-43) 
 
            30        40        50        60        70        80    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE    
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (54-78:21-43) 
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            30        40        50        60        70        80    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE    
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (54-78:21-43) 
 
            30        40        50        60        70        80    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE    
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (54-78:21-43) 
 
            30        40        50        60        70        80    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE    
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.0  bits: 17.4 E():   91 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (21-78:1-47) 
 
               10        20        30        40        50        60 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                           .:.:.: : : .   :   :  .  : :. ::..       
gi|136                     QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR----- 
                                    10           20        30       
 
               70        80                                         
2MEPSP VEGCGTTSLQGDVKFAEVLE                                         
          :   . .::: :.::                                           
gi|136 -LQC-KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGW 
                40        50        60        70        80          
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 17.4 E():   91 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (54-78:25-47) 
 
            30        40        50        60        70        80    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE    
                                     : :..: .. :   . .::. :.::      
gi|136       QFHIQGQVYCDTCRAGFINELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRA 
                     10        20        30          40        50   
 
gi|136 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRTINPLG 
             60        70        80        90       100       110   
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (56-71:132-144) 
 
          30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     :: :.   ::  .:::          
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gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG          
             110       120       130          140              
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (56-71:132-144) 
 
          30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     :: :.   ::  .:::          
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG          
             110       120       130          140              
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (28-62:69-101) 
 
                  10        20        30        40        50        
2MEPSP    MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLE 
        . :.                   
gi|288 KIGVDEFAAMIKG           
        100                    
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (21-78:10-56) 
 
               10        20        30        40        50        60 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                           .:.:.: : : .   :   :  .  : :. ::..       
gi|144            EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR----- 
                          10         20           30        40      
 
               70        80                                         
2MEPSP VEGCGTTSLQGDVKFAEVLE                                         
          :   . .::: :.::                                           
gi|144 -LQC-KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGW 
                 50        60        70        80        90         
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (21-78:10-56) 
 
               10        20        30        40        50        60 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                           .:.:.: : : .   :   :  .  : :. ::..       
gi|136            EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR----- 
                          10         20           30        40      
 
               70        80                                         
2MEPSP VEGCGTTSLQGDVKFAEVLE                                         
          :   . .::: :.::                                           
gi|136 -LQC-KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGW 
                 50        60        70        80        90         
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 16.6 E():   97 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (13-32:9-28) 
 
               10        20        30        40        50        60 
2MEPSP MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                   :::   . ::  .:  : .:                             
gi|333     MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEEIQRMMAEIDTD 
                   10        20        30        40        50       
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               70        80         
2MEPSP VEGCGTTSLQGDVKFAEVLE         
                                    
gi|333 GDGFISFEEFTVFARANRGLVKDVAKIF 
         60        70        80     
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 66.5  bits: 18.3 E():   98 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (28-57:232-262) 
 
                  10        20        30        40        50        
2MEPSP    MTLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
          60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLE 
       ::                        
gi|180 GGYKV                     
                                 
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (56-71:140-152) 
 
          30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     :: :.   ::  .:::          
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG          
     110       120       130       140          150            
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (56-71:140-152) 
 
          30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     :: :.   ::  .:::          
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG          
     110       120       130       140          150            
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (56-71:140-152) 
 
          30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     :: :.   ::  .:::          
gi|160 SIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA---CGIIGLQG          
     110       120       130       140          150            
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (56-71:140-152) 
 
          30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     :: :.   ::  .:::          
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG          
     110       120       130       140          150            
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (56-71:140-152) 
 
          30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     :: :.   ::  .:::          
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG          
     110       120       130       140          150            
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>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (56-71:140-152) 
 
          30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     :: :.   ::  .:::          
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG          
     110       120       130       140          150            
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (56-71:140-152) 
 
          30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     :: :.   ::  .:::          
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG          
     110       120       130       140          150            
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (56-71:140-152) 
 
          30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     :: :.   ::  .:::          
gi|160 SIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA---CGIIGLQG          
     110       120       130       140          150            
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (56-71:140-152) 
 
          30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     :: :.   ::  .:::          
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG          
     110       120       130       140          150            
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (56-71:140-152) 
 
          30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     :: :.   ::  .:::          
gi|160 SIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA---CGIIGLQG          
     110       120       130       140          150            
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (56-71:140-152) 
 
          30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     :: :.   ::  .:::          
gi|145 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG          
     110       120       130       140          150            
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (38-72:30-64) 
 
        10        20        30        40        50        60        
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     : :. :. .  : :  ...  .:..:: .: 
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMST 
                10        20        30        40        50          
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        70        80                                                
2MEPSP SLQGDVKFAEVLE                                                
       . . :                                                        
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (56-71:140-152) 
 
          30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     :: :.   ::  .:::          
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG          
     110       120       130       140          150            
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (56-71:140-152) 
 
          30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     :: :.   ::  .:::          
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG          
     110       120       130       140          150            
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (56-71:140-152) 
 
          30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     :: :.   ::  .:::          
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG          
     110       120       130       140          150            
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (56-71:140-152) 
 
          30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     :: :.   ::  .:::          
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG          
     110       120       130       140          150            
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 45; 29.0% identity (67.7% similar) in 31 aa overlap (44-73:4-34) 
 
            20        30        40        50         60        70   
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGD 
                                     ... : .. ..:: .  : :: : :.. :. 
gi|160                            MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGN 
                                          10        20        30    
 
             80                                                     
2MEPSP VKFAEVLE                                                     
       .                                                            
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGT 
            40        50        60        70        80        90    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:48 2011 done: Tue Apr 19 10:57:48 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
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# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 214  - 293 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     4     2:* 
  32     8     8:=* 
  34    17    22:=====* 
  36    46    44:==========*= 
  38    74    73:==================* 
  40    81   102:=====================    * 
  42   100   125:=========================      * 
  44   144   138:==================================*= 
  46   186   140:==================================*============ 
  48   145   134:=================================*=== 
  50   133   122:==============================*=== 
  52   126   108:==========================*===== 
  54    72    92:==================    * 
  56    66    77:=================  * 
  58    34    63:=========      * 
  60    41    51:=========== * 
  62    30    41:========  * 
  64    26    33:======= * 
  66    46    26:======*===== 
  68    23    20:====*= 
  70    13    16:===* 
  72    12    12:==* 
  74    22    10:==*=== 
  76     9     8:=*= 
  78     2     6:=* 
  80     6     5:=* 
  82     2     3:* 
  84     6     3:*= 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     4     1:*         :*=== 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.51790.00378; mu= 14.9066 0.195 
 mean_var=40.556910.001, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.201392 
 Kolmogorov-Smirnov  statistic: 0.0339 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
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 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 23.9     2.7 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.0     3.2 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   60 22.4     3.5 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   60 22.4     3.8 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 23.3     3.9 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 23.3     4.1 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   58 21.7     4.1 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   57 21.4       5 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 23.5     5.2 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.1     5.9 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   57 21.6     6.9 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 21.4      11 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 21.8      11 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   58 22.3      11 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   56 21.4      11 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   56 21.4      11 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 21.4      11 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   56 21.4      11 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   58 22.3      12 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 20.4      15 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 20.4      16 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 19.6      16 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 19.6      16 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.1      17 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 20.9      18 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.0      22 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.3      24 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 20.7      24 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   54 21.1      24 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 19.5      26 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   55 21.6      27 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   55 21.6      27 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 18.7      29 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.2      30 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 18.8      30 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   54 21.2      30 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 19.6      30 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.2      32 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   48 18.8      33 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   48 18.8      33 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 18.4      34 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 19.7      35 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 18.5      36 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 18.9      37 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.3      37 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   52 20.5      38 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.6      39 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.6      39 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.6      39 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   49 19.4      42 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   51 20.2      44 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 18.6      45 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   49 19.4      45 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.4      47 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 20.7      48 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 20.7      48 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   52 20.7      48 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.3      49 
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gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 20.7      50 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 19.9      52 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 17.9      53 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 17.9      54 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 15.4      54 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 17.5      54 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.0      57 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.0      57 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 16.7      58 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.4      60 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 19.2      61 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 18.0      62 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   45 18.0      63 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.0      65 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.0      65 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.3      69 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.0      69 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.3      72 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.3      72 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 17.7      73 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 17.7      73 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 17.7      73 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 18.9      74 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.1      76 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 17.7      77 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 17.7      77 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.1      78 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.3      79 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 15.7      79 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 17.7      79 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 17.7      79 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.5      81 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.3      82 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 17.7      85 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 17.7      85 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 17.7      85 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.0      85 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.0      86 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.6      87 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.0      88 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   49 19.8      88 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.4      90 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.4      90 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.4      90 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.4      90 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 17.8      90 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.4      90 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.4      90 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.4      90 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.4      90 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.4      92 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.4      92 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.4      96 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.4      96 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.0      96 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.4      96 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.4      96 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 16.6      98 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.2      98 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   43 17.4      99 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
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gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 94.7  bits: 23.9 E():  2.7 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (27-78:79-131) 
 
                   10        20        30        40        50       
2MEPSP     TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
          60        70        80                                    
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEM                                    
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 93.4  bits: 24.0 E():  3.2 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (23-59:8-44) 
 
               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                             ... : . :  :  ::.:.. .. .:: ::. .:. :  
gi|144                MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTG 
                              10        20        30        40      
 
               70        80                                         
2MEPSP EGCGTTSLQGDVKFAEVLEM                                         
                                                                    
gi|144 IYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEW 
          50        60        70        80        90       100      
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  60  Z-score: 92.8  bits: 22.4 E():  3.5 
Smith-Waterman score: 60; 30.6% identity (58.1% similar) in 62 aa overlap (22-79:52-113) 
 
                        10        20        30           40         
2MEPSP          TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
       50        60         70        80                            
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLEM                            
       .:.: . :.  : :  :.. .  : :  .:..                             
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  60  Z-score: 92.1  bits: 22.4 E():  3.8 
Smith-Waterman score: 60; 25.7% identity (58.6% similar) in 70 aa overlap (11-77:64-131) 
 
                                   10        20        30           
2MEPSP                     TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
        40        50        60        70        80                  
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                  
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQIRFSVRRFHPKLGDKEMIQHY 
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           100       110        120        130       140       150  
 
gi|116 TLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
             160       170       180   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 91.9  bits: 23.3 E():  3.9 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (27-78:59-111) 
 
                   10        20        30        40        50       
2MEPSP     TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
          60        70        80                                    
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEM                                    
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 91.6  bits: 23.3 E():  4.1 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (27-78:79-131) 
 
                   10        20        30        40        50       
2MEPSP     TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
          60        70        80                                    
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEM                                    
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 91.6  bits: 21.7 E():  4.1 
Smith-Waterman score: 58; 28.3% identity (56.7% similar) in 60 aa overlap (4-62:26-84) 
 
                                     10        20         30        
2MEPSP                       TLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
        40        50        60        70        80            
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM            
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 90.0  bits: 21.4 E():    5 
Smith-Waterman score: 57; 28.3% identity (56.7% similar) in 60 aa overlap (4-62:26-84) 
 
                                     10        20         30        
2MEPSP                       TLRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
        40        50        60        70        80            
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM            
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 89.6  bits: 23.5 E():  5.2 
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Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (25-71:423-469) 
 
                     10        20        30        40        50     
2MEPSP       TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
           60          70        80                      
2MEPSP GGTVTVE--GCGTTSLQGDVKFAEVLEM                      
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 88.7  bits: 23.1 E():  5.9 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (23-59:8-44) 
 
               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                             ... : . :  :  ::.:.. .. .:: ::.  :. :  
gi|144                MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTG 
                              10        20        30        40      
 
               70        80                                         
2MEPSP EGCGTTSLQGDVKFAEVLEM                                         
                                                                    
gi|144 IYEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEW 
          50        60        70        80        90       100      
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 87.4  bits: 21.6 E():  6.9 
Smith-Waterman score: 57; 25.7% identity (58.6% similar) in 70 aa overlap (11-77:63-130) 
 
                                   10        20        30           
2MEPSP                     TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
        40        50        60        70        80                  
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                  
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQLRMTLRRFHPKLGDKEMLQHY 
            100       110        120        130       140       150 
 
gi|212 TLDQVNQNKKAIEEDLKHFNLKYEDLHSTCH 
              160       170       180  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 84.0  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (10-71:22-77) 
 
                           10        20        30        40         
2MEPSP             TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
       50        60        70        80                             
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                             
       .  :  .:   . :::.: .  :                                      
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 83.9  bits: 21.8 E():   11 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (8-56:151-193) 
 
                                      10        20        30        
2MEPSP                        TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
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                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
        40        50        60        70        80                  
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                  
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 83.8  bits: 22.3 E():   11 
Smith-Waterman score: 58; 20.0% identity (57.5% similar) in 80 aa overlap (1-80:131-207) 
 
                                             10        20        30 
2MEPSP                               TLRLMERFGVKAEHSDSWDRFYIKGGQKYK 
                                     :. :: :.:  .   : :. .  : ....  
gi|275 AMIAVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDSDNFI 
              110       120       130       140        150          
 
               40        50        60        70        80           
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM           
       .  . . :  : ..  :. :... .  .. .. .  .... : : .:: .           
gi|275 KLLDKFDEKFAHTS--FVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTV 
     160       170         180       190       200       210        
 
gi|275 GHASPFPEQLKTLEAYHKRGAPRHKMVMAVPFYARTWILEKMNKQDIGDKASGPGPRGQF 
       220       230       240       250       260       270        
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.7  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (10-71:33-88) 
 
                                    10        20        30          
2MEPSP                      TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
      40        50        60        70        80                    
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                    
       .... .:  .  :  .:   . :::.: .  :                             
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|126 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.7  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (10-71:33-88) 
 
                                    10        20        30          
2MEPSP                      TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
      40        50        60        70        80                    
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                    
       .... .:  .  :  .:   . :::.: .  :                             
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|168 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.7  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (10-71:33-88) 
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                                    10        20        30          
2MEPSP                      TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
      40        50        60        70        80                    
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                    
       .... .:  .  :  .:   . :::.: .  :                             
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|752 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.6  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (10-71:39-94) 
 
                                    10        20        30          
2MEPSP                      TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
      40        50        60        70        80                    
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                    
       .... .:  .  :  .:   . :::.: .  :                             
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
gi|249 DDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEK 
            130       140       150       160       170       180   
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  58  Z-score: 83.1  bits: 22.3 E():   12 
Smith-Waterman score: 58; 18.8% identity (63.8% similar) in 80 aa overlap (2-80:118-191) 
 
                                            10        20        30  
2MEPSP                              TLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRIV---EFQS 
        90       100       110       120       130       140        
 
              40        50        60        70         80           
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG-DVKFAEVLEM           
         :. .    :.:.:.:.   . .: .:.   .  . :. .......:..           
gi|149 NPNTLILPKHSDADYILV---VLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILN 
          150       160          170       180       190       200  
 
gi|149 PDDNQNLRVVKLAIPINNPSNFYDFYPSSTKDQQSYFSGFSKNTLEATFNTRYEEIQRIL 
             210       220       230       240       250       260  
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 81.5  bits: 20.4 E():   15 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (35-63:86-113) 
 
           10        20        30        40        50        60     
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
           70        80                                      
2MEPSP TTSLQGDVKFAEVLEM                                      
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 81.0  bits: 20.4 E():   16 
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Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (35-63:102-129) 
 
           10        20        30        40        50        60     
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
           70        80                                      
2MEPSP TTSLQGDVKFAEVLEM                                      
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (27-61:69-101) 
 
                   10        20        30        40        50       
2MEPSP     TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
         60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEM 
        . ::                    
gi|207 KIGVEEFQALVKA            
        100                     
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (9-46:18-58) 
 
                        10        20        30           40         
2MEPSP          TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASSASYFL 
                        : .:  : ..  :. : : . :.:   :.:..  : .....   
gi|179 MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIE 
               10        20        30        40        50        60 
 
       50        60        70        80                  
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                  
                                                         
gi|179 EDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (33-76:83-130) 
 
             10        20        30        40             50        
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
        60        70        80                          
2MEPSP VTVEGCGTTSLQGDVKFAEVLEM                          
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 79.9  bits: 20.9 E():   18 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (27-62:264-297) 
 
                   10        20        30        40        50       
2MEPSP     TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
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         60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEM 
       .... :                   
gi|663 ATAAAGGYKA               
             300                
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 78.3  bits: 21.0 E():   22 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (7-40:279-317) 
 
                                          10        20        30    
2MEPSP                         TLRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
              40        50        60        70        80            
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM            
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.7  bits: 20.3 E():   24 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (53-72:208-227) 
 
             30        40        50        60        70        80   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM   
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 77.6  bits: 20.7 E():   24 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (16-73:38-94) 
 
                              10        20        30        40      
2MEPSP                TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
          50          60         70        80                       
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVKFAEVLEM                       
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.6  bits: 21.1 E():   24 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (2-60:204-256) 
 
                                            10        20        30  
2MEPSP                              TLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
              40        50        60        70        80            
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM            
         :. .    :.:...:.   . .: .:.                                
gi|149 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
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>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (33-76:83-130) 
 
             10        20        30        40             50        
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
        60        70        80                          
2MEPSP VTVEGCGTTSLQGDVKFAEVLEM                          
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 76.6  bits: 21.6 E():   27 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (9-72:89-154) 
 
                                     10        20             30    
2MEPSP                       TLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
            40        50        60        70        80              
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM              
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 76.6  bits: 21.6 E():   27 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (9-72:89-154) 
 
                                     10        20             30    
2MEPSP                       TLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
            40        50        60        70        80              
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM              
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 76.0  bits: 18.7 E():   29 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (32-61:73-101) 
 
              10        20        30        40        50        60  
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
              70        80 
2MEPSP GCGTTSLQGDVKFAEVLEM 
                           
gi|288 EFAVWVKQ            
                           
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 6999

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  38 init1:  38 opt:  49  Z-score: 76.0  bits: 19.2 E():   30 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (53-77:35-57) 
 
             30        40        50        60        70        80   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM   
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.9  bits: 18.8 E():   30 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (31-56:59-84) 
 
               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
               70        80    
2MEPSP EGCGTTSLQGDVKFAEVLEM    
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 75.9  bits: 21.2 E():   30 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (2-60:204-256) 
 
                                            10        20        30  
2MEPSP                              TLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
              40        50        60        70        80            
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM            
         :. .    :.:...:.   . .: .:.                                
gi|169 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.8  bits: 19.6 E():   30 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (11-67:72-127) 
 
                                   10        20        30        40 
2MEPSP                     TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
 
               50        60        70        80                     
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                     
         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (35-63:84-111) 
 
           10        20        30        40        50        60     
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
           70        80                                    
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2MEPSP TTSLQGDVKFAEVLEM                                    
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.0  bits: 18.8 E():   33 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (11-74:9-64) 
 
               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                 : :.::..: :  . : .. . .:      :.:::  .  . . : . :. 
gi|518   MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTI 
                 10        20         30             40         50  
 
               70        80                                         
2MEPSP EGCGTTSLQGDVKFAEVLEM                                         
       .  .: . ....::                                               
gi|518 KTSSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSE 
               60        70        80        90       100       110 
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.0  bits: 18.8 E():   33 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (11-74:9-64) 
 
               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                 : :.::..: :  . : .. . .:      :.:::  .  . . : . :. 
gi|156   MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTI 
                 10        20         30             40         50  
 
               70        80                                         
2MEPSP EGCGTTSLQGDVKFAEVLEM                                         
       .  .: . ....::                                               
gi|156 KTSSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSE 
               60        70        80        90       100       110 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.9  bits: 18.4 E():   34 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (24-43:53-72) 
 
                      10        20        30        40        50    
2MEPSP        TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
            60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                   
gi|897 AQLPAMCRLEGGDALLASQ         
             90       100          
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 74.7  bits: 19.7 E():   35 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (23-53:25-54) 
 
                 10        20        30        40        50         
2MEPSP   TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
       60        70        80                                       
2MEPSP TVEGCGTTSLQGDVKFAEVLEM                                       
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.5  bits: 18.5 E():   36 
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Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (11-34:20-43) 
 
                        10        20        30        40        50  
2MEPSP          TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          ::: : .   :. : :   ::: .                  
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFVE 
               10        20        30        40        50        60 
 
              60        70        80                     
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEM                     
                                                         
gi|145 EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
               70        80        90       100          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.2  bits: 18.9 E():   37 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (55-70:140-152) 
 
           30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::   ::  .:::           
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG           
     110       120       130       140          150             
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 19.3 E():   37 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (18-53:166-201) 
 
                            10        20        30        40        
2MEPSP              TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
        50        60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
        : : .                            
gi|116 EAVAKVNFQ                         
         200                             
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.0  bits: 20.5 E():   38 
Smith-Waterman score: 52; 25.8% identity (53.2% similar) in 62 aa overlap (7-68:376-437) 
 
                                       10        20        30       
2MEPSP                         TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
         40        50        60        70        80                 
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                 
       :   ::: ..  ..   .: . : .  : .:.                             
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
gi|110 ETTIFAPGSSSQRKSQSERERQREREEREIH 
         470       480       490       
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (24-63:437-480) 
 
                      10        20        30            40          
2MEPSP        TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      50        60        70        80                  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                  
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       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (24-63:437-480) 
 
                      10        20        30            40          
2MEPSP        TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      50        60        70        80                  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (24-63:437-480) 
 
                      10        20        30            40          
2MEPSP        TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      50        60        70        80                  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                  
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (24-63:437-480) 
 
                      10        20        30            40          
2MEPSP        TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      50        60        70        80                  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (24-63:437-480) 
 
                      10        20        30            40          
2MEPSP        TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      50        60        70        80                  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (24-63:437-480) 
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                      10        20        30            40          
2MEPSP        TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      50        60        70        80                  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (24-63:437-480) 
 
                      10        20        30            40          
2MEPSP        TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      50        60        70        80                  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (24-63:437-480) 
 
                      10        20        30            40          
2MEPSP        TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      50        60        70        80                  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (24-63:437-480) 
 
                      10        20        30            40          
2MEPSP        TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      50        60        70        80                  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (24-63:437-480) 
 
                      10        20        30            40          
2MEPSP        TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
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      50        60        70        80                  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                  
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (24-63:437-480) 
 
                      10        20        30            40          
2MEPSP        TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      50        60        70        80                  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (24-63:437-480) 
 
                      10        20        30            40          
2MEPSP        TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      50        60        70        80                  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (24-63:437-480) 
 
                      10        20        30            40          
2MEPSP        TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      50        60        70        80                  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                  
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.3  bits: 19.4 E():   42 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (10-71:10-65) 
 
               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . : ..:.:  .  :.   : .: .:  . .... .:  .  :  .:   . 
gi|331 IPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKDVDKAPFNG---M 
               10          20         30        40        50        
 
               70        80                                         
2MEPSP EGCGTTSLQGDVKFAEVLEM                                         
        :::.: .  :                                                  
gi|331 TGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFGS 
           60        70        80        90       100       110     
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
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 initn:  38 init1:  38 opt:  51  Z-score: 72.8  bits: 20.2 E():   44 
Smith-Waterman score: 51; 24.2% identity (56.5% similar) in 62 aa overlap (18-78:315-373) 
 
                            10        20        30        40        
2MEPSP              TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY- 
                                     : .. .. :  :   ::: :    .  :.  
gi|259 NINDPARADIYTPEVGRLTTLNSLNLPILKWLQLSVEKGVLY---KNALVLPHWNLNSHS 
          290       300       310       320          330       340  
 
         50        60        70        80                           
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                           
       .. :    : . .:.. :.  ..:.:. ...:                             
gi|259 IIYGCKGKGQVQVVDNFGNRVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRA 
             350       360       370       380       390       400  
 
gi|259 MTSPLAGRTSVLGGMPEEVLANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA 
             410       420       430       440       450        
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.8  bits: 18.6 E():   45 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (43-69:9-38) 
 
             20        30        40           50        60          
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
      70        80                                                  
2MEPSP GDVKFAEVLEM                                                  
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (10-71:34-89) 
 
                                    10        20        30          
2MEPSP                      TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:  .  :.   : .: .:  .  
gi|180 SSSSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKD 
            10        20        30        40           50        60 
 
      40        50        60        70        80                    
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                    
       .... .:  .  :  .:   . :::.: .  :                             
gi|180 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHIT 
               70           80        90       100       110        
 
gi|180 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEK 
       120       130       140       150       160       170        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (44-71:133-160) 
 
            20        30        40        50        60        70    
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
            80                                                      
2MEPSP FAEVLEM                                                      
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.2  bits: 20.7 E():   48 
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Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (10-46:553-589) 
 
                                    10        20        30          
2MEPSP                      TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
      40        50        60        70        80                    
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                    
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.2  bits: 20.7 E():   48 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (10-46:553-589) 
 
                                    10        20        30          
2MEPSP                      TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
      40        50        60        70        80                    
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                    
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.2  bits: 20.7 E():   48 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (10-46:556-592) 
 
                                    10        20        30          
2MEPSP                      TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|284 RRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFYKKVQEAYEGKSQYYVDK 
         530       540       550       560       570       580      
 
      40        50        60        70        80                    
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                    
         .  .:                                                      
gi|284 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSNRKYP 
         590       600       610       620       630       640      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 72.0  bits: 20.3 E():   49 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (27-75:264-309) 
 
                   10        20        30         40        50      
2MEPSP     TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
          60        70        80                                    
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEM                                    
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 71.9  bits: 20.7 E():   50 
Smith-Waterman score: 61; 27.5% identity (53.6% similar) in 69 aa overlap (9-72:89-154) 
 
                                     10        20             30    
2MEPSP                       TLRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:  . .. :   .:::     .  :.   
gi|219 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKIVYVNGTDS--VKGGVGIWISDAKNFG 
       60        70        80        90       100         110       
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            40        50        60        70        80              
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM              
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|219 NAYKAGSVNGAFSGLKLAK-SGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFV 
        120       130        140       150       160       170      
 
gi|219 RHWDTYVGTQFNAVFSGALTKSGDKYSFDGKLKNLVHPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.5  bits: 19.9 E():   52 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (2-53:53-104) 
 
                                            10        20        30  
2MEPSP                              TLRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
                 40        50        60        70        80         
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM         
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 17.9 E():   53 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (27-61:69-101) 
 
                   10        20        30        40        50       
2MEPSP     TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
         60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEM 
        . ::                    
gi|207 KIGVEEFQALVKA            
        100                     
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (12-34:21-43) 
 
                        10        20        30        40        50  
2MEPSP          TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           : .: .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
              60        70        80                      
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEM                      
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.3  bits: 15.4 E():   54 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (10-18:10-18) 
 
               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . ::..:.:                                           
gi|409 IAKVPPGGXITAEYGDKWLD                                         
               10        20                                         
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.3  bits: 17.5 E():   54 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (11-59:7-41) 
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               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                 ::::    :::.    .:. .      .::.. .:  :. :  . :.::  
gi|212     MADATEKAEH----DRFF----KKFDA------NGDGTISSTELGDALKNLGSVTH 
                   10                      20        30        40   
 
               70        80                      
2MEPSP EGCGTTSLQGDVKFAEVLEM                      
                                                 
gi|212 DDIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
             50        60        70        80    
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (24-56:269-302) 
 
                      10        20        30        40         50   
2MEPSP        TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
             60        70        80                                 
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEM                                 
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (24-56:269-302) 
 
                      10        20        30        40         50   
2MEPSP        TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
             60        70        80                                 
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEM                                 
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 16.7 E():   58 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (13-31:1-19) 
 
               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                   ::   . ::  ::  : .:                              
gi|377             EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDG 
                           10        20        30        40         
 
               70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEM 
                            
gi|377 DGFL                 
       50                   
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 70.4  bits: 20.4 E():   60 
Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (10-67:65-133) 
 
                                    10        20        30          
2MEPSP                      TLRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
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                40        50        60         70        80         
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQGDVKFAEVLEM         
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
          160       170       180       190       200       210     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 70.3  bits: 19.2 E():   61 
Smith-Waterman score: 48; 26.6% identity (50.0% similar) in 64 aa overlap (19-79:239-302) 
 
                           10        20        30        40         
2MEPSP             TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD---ASSAS 
                                     .:.:.   :  :. ..: :  .   . : . 
gi|324 NKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHA 
      210       220       230       240       250       260         
 
          50        60        70        80      
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM      
        :. :   .       :  .:.:  :::.. : :       
gi|324 VFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
      270       280       290       300         
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (20-77:1-47) 
 
               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                          .:.:.: : : .   :   :  .  : :. ::..        
gi|136                    QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------ 
                                   10           20        30        
 
               70        80                                         
2MEPSP EGCGTTSLQGDVKFAEVLEM                                         
         :   . .::. :.::                                            
gi|136 LQCKEKK-NGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWG 
               40        50        60        70        80        90 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 45; 44.4% identity (50.0% similar) in 18 aa overlap (8-25:82-99) 
 
                                      10        20        30        
2MEPSP                        TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :             
gi|291 TPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHA 
              60        70        80        90       100       110  
 
        40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                                   
gi|291 RMKLASKAREMKDRAEQFGQQHVTGSQGS               
             120       130       140               
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (8-35:87-110) 
 
                                      10        20        30        
2MEPSP                        TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
        40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                                   
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS           

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7010

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

            120       130       140                
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (8-35:87-110) 
 
                                      10        20        30        
2MEPSP                        TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
        40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                                   
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS           
            120       130       140                
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 69.3  bits: 19.3 E():   69 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (27-56:340-370) 
 
                   10        20        30        40        50       
2MEPSP     TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
           60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEM 
       ::                         
gi|113 GGYKV                      
      370                         
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (37-76:87-131) 
 
         10        20        30        40             50        60  
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
              70        80                         
2MEPSP GCGTTSLQGDVKFAEVLEM                         
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.9  bits: 19.3 E():   72 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (22-56:331-365) 
 
                        10        20        30        40        50  
2MEPSP          TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
              60        70        80         
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEM         
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.9  bits: 19.3 E():   72 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (22-56:331-365) 
 
                        10        20        30        40        50  
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2MEPSP          TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
              60        70        80         
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEM         
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (11-21:8-18) 
 
               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                 : :.::..:.:                                        
gi|379    MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFK 
                  10        20        30        40        50        
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (53-77:19-41) 
 
             30        40        50        60        70        80   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM   
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (11-21:8-18) 
 
               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                 : :.::..:.:                                        
gi|144    MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFK 
                  10        20        30        40        50        
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (20-72:18-64) 
 
               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                          .: .... :   :  : :.   :..:  . :  .        
gi|107   MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE----KF 
                 10        20        30          40        50       
 
               70        80                                         
2MEPSP EGCGTTSLQGDVKFAEVLEM                                         
       .: :.: :.::.                                                 
gi|107 KGLGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSE 
             60        70        80        90       100       110   
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.5  bits: 18.1 E():   76 
Smith-Waterman score: 49; 24.2% identity (59.7% similar) in 62 aa overlap (19-77:72-131) 
 
                           10        20        30           40      
2MEPSP             TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
          50        60        70        80                          
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2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                          
       : . ..   . .. :::: ... .: : ....                             
gi|144 YSVLATDYDNYAI-VEGCPAAA-NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQH 
             110        120        130       140       150          
 
gi|144 KKAIEEDLKHFNLKYEDLHSTCH 
     160       170       180   
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (20-77:5-51) 
 
               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                          .:.:.: : : .   :   :  .  : :. ::..        
gi|145                PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------ 
                              10            20        30            
 
               70        80                                         
2MEPSP EGCGTTSLQGDVKFAEVLEM                                         
         :   . .::. :.::                                            
gi|145 LQC-REKKNGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWA 
           40        50        60        70        80        90     
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (20-77:5-51) 
 
               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                          .:.:.: : : .   :   :  .  : :. ::..        
gi|145                PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------ 
                              10            20        30            
 
               70        80                                         
2MEPSP EGCGTTSLQGDVKFAEVLEM                                         
         :   . .::. :.::                                            
gi|145 LQC-REKKNGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWA 
           40        50        60        70        80        90     
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.3  bits: 18.1 E():   78 
Smith-Waterman score: 48; 30.0% identity (65.0% similar) in 40 aa overlap (38-77:102-139) 
 
        10        20        30        40        50        60        
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
        70        80                                                
2MEPSP LQGDVKFAEVLEM                                                
        .: : ....                                                   
gi|194 -NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTC 
               140       150       160       170       180          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (27-61:69-101) 
 
                   10        20        30        40        50       
2MEPSP     TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
         60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEM 
       .. ::                    
gi|148 AIGVEEWAVLVKA            
        100                     
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>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.2  bits: 15.7 E():   79 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (10-18:10-18) 
 
               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . ::..:.:                                           
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (20-77:11-57) 
 
               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                          .:.:.: : : .   :   :  .  : :. ::..        
gi|246          MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------ 
                        10         20           30        40        
 
               70        80                                         
2MEPSP EGCGTTSLQGDVKFAEVLEM                                         
         :   . .::: :.:.                                            
gi|246 LQC-KDKENGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWA 
               50        60        70        80        90       100 
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (20-77:11-57) 
 
               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                          .:.:.: : : .   :   :  .  : :. ::..        
gi|246          MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------ 
                        10         20           30        40        
 
               70        80                                         
2MEPSP EGCGTTSLQGDVKFAEVLEM                                         
         :   . .::: :.:.                                            
gi|246 LQC-KDKENGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWA 
               50        60        70        80        90       100 
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (27-56:231-261) 
 
                   10        20        30        40        50       
2MEPSP     TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
           60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEM 
       ::                         
gi|226 GGYKV                      
     260                          
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (31-70:20-60) 
 
               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     :  .: . :...:.     : . .::.:   
gi|384            MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPP 
                          10        20        30        40          
 
                70        80                                        
2MEPSP EGC-GTTSLQGDVKFAEVLEM                                        
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         : :  ...:                                                  
gi|384 ACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTST 
      50        60        70        80        90       100          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (37-76:87-131) 
 
         10        20        30        40             50        60  
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
              70        80                          
2MEPSP GCGTTSLQGDVKFAEVLEM                          
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 48; 27.3% identity (51.5% similar) in 66 aa overlap (17-76:66-131) 
 
                             10        20        30         40      
2MEPSP               TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN-AYVEGDASS-- 
                                     :. .  : : .: .   : . ::::: :   
gi|444 PQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDK 
          40        50        60        70        80        90      
 
               50        60        70        80                     
2MEPSP ---ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM                     
           .: .  .: . :   ... ..    :::.. :                         
gi|444 IEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAAN 
         100       110       120       130       140       150      
 
gi|444 PDACN 
         160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (37-76:87-131) 
 
         10        20        30        40             50        60  
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
              70        80                          
2MEPSP GCGTTSLQGDVKFAEVLEM                          
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (21-67:68-112) 
 
                         10        20        30        40        50 
2MEPSP           TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
               60        70        80                               
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEM                               
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
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>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (21-47:319-345) 
 
                         10        20        30        40        50 
2MEPSP           TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
               60        70        80        
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEM        
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.4  bits: 18.6 E():   87 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (27-62:259-293) 
 
                   10        20        30        40        50       
2MEPSP     TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
         60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEM 
       ::.. :                   
gi|119 TVSAGGYKV                
       290                      
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.3  bits: 19.0 E():   88 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (9-40:182-217) 
 
                                     10            20        30     
2MEPSP                       TLRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
           40        50        60        70        80               
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM               
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.3  bits: 19.8 E():   88 
Smith-Waterman score: 49; 35.0% identity (70.0% similar) in 20 aa overlap (3-22:396-415) 
 
                                           10        20        30   
2MEPSP                             TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
                                     . .: :.  ::  ...:.::           
gi|833 VDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFDKFYSAFSKNIKLG 
         370       380       390       400       410       420      
 
             40        50        60        70        80             
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM             
                                                                    
gi|833 IHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYITGESIKAVAKSPFL 
         430       440       450       460       470       480      
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (11-57:9-60) 
 
               10        20        30             40        50      
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASSASYFLAGAAITG 
                 : :.::..: :  . : .. .    :.:   :: .... :: .  :.    
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gi|118   MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGDSYTIKTASTLK 
                 10        20        30        40        50         
 
          60        70        80                                    
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEM                                    
       .:                                                           
gi|118 NTEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVREFSDEGLTVTAT 
       60        70        80        90       100       110         
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (53-77:20-42) 
 
             30        40        50        60        70        80   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM   
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (53-77:20-42) 
 
             30        40        50        60        70        80   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM   
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (53-77:20-42) 
 
             30        40        50        60        70        80   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM   
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.2  bits: 17.8 E():   90 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (49-70:150-172) 
 
       20        30        40        50         60        70        
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
        80 
2MEPSP LEM 
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (53-77:21-43) 
 
             30        40        50        60        70        80   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM   
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
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gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (53-77:21-43) 
 
             30        40        50        60        70        80   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM   
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (53-77:21-43) 
 
             30        40        50        60        70        80   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM   
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (53-77:21-43) 
 
             30        40        50        60        70        80   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM   
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (20-77:1-47) 
 
               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                          .:.:.: : : .   :   :  .  : :. ::..        
gi|136                    QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------ 
                                   10           20        30        
 
               70        80                                         
2MEPSP EGCGTTSLQGDVKFAEVLEM                                         
         :   . .::: :.::                                            
gi|136 LQC-KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWV 
               40        50        60        70        80        90 
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (53-77:25-47) 
 
             30        40        50        60        70        80   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM   
                                     : :..: .. :   . .::. :.::      
gi|136       QFHIQGQVYCDTCRAGFINELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRA 
                     10        20        30          40        50   
 
gi|136 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRTINPLG 
             60        70        80        90       100       110   
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>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.7  bits: 17.4 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (55-70:132-144) 
 
           30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: :.   ::  .:::           
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG           
             110       120       130          140               
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.7  bits: 17.4 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (55-70:132-144) 
 
           30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: :.   ::  .:::           
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG           
             110       120       130          140               
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.6  bits: 17.0 E():   96 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (27-61:69-101) 
 
                   10        20        30        40        50       
2MEPSP     TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
         60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEM 
        . :.                    
gi|288 KIGVDEFAAMIKG            
        100                     
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (20-77:10-56) 
 
               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                          .:.:.: : : .   :   :  .  : :. ::..        
gi|144           EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------ 
                         10         20           30        40       
 
               70        80                                         
2MEPSP EGCGTTSLQGDVKFAEVLEM                                         
         :   . .::: :.::                                            
gi|144 LQC-KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWA 
                50        60        70        80        90          
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (20-77:10-56) 
 
               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                          .:.:.: : : .   :   :  .  : :. ::..        
gi|136           EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------ 
                         10         20           30        40       
 
               70        80                                         
2MEPSP EGCGTTSLQGDVKFAEVLEM                                         
         :   . .::: :.::                                            
gi|136 LQC-KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWV 
                50        60        70        80        90          
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 16.6 E():   98 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (12-31:9-28) 
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               10        20        30        40        50        60 
2MEPSP TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                  :::   . ::  .:  : .:                              
gi|333    MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEEIQRMMAEIDTDG 
                  10        20        30        40        50        
 
               70        80        
2MEPSP EGCGTTSLQGDVKFAEVLEM        
                                   
gi|333 DGFISFEEFTVFARANRGLVKDVAKIF 
        60        70        80     
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 66.4  bits: 18.2 E():   98 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (27-56:232-262) 
 
                   10        20        30        40        50       
2MEPSP     TLRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
           60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEM 
       ::                         
gi|180 GGYKV                      
                                  
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (55-70:140-152) 
 
           30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: :.   ::  .:::           
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG           
     110       120       130       140          150             
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (55-70:140-152) 
 
           30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: :.   ::  .:::           
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG           
     110       120       130       140          150             
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (55-70:140-152) 
 
           30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: :.   ::  .:::           
gi|160 SIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA---CGIIGLQG           
     110       120       130       140          150             
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (55-70:140-152) 
 
           30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: :.   ::  .:::           
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG           
     110       120       130       140          150             
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7020

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (55-70:140-152) 
 
           30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: :.   ::  .:::           
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG           
     110       120       130       140          150             
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (55-70:140-152) 
 
           30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: :.   ::  .:::           
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG           
     110       120       130       140          150             
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (55-70:140-152) 
 
           30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: :.   ::  .:::           
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG           
     110       120       130       140          150             
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (55-70:140-152) 
 
           30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: :.   ::  .:::           
gi|160 SIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA---CGIIGLQG           
     110       120       130       140          150             
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (55-70:140-152) 
 
           30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: :.   ::  .:::           
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG           
     110       120       130       140          150             
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (55-70:140-152) 
 
           30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: :.   ::  .:::           
gi|160 SIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA---CGIIGLQG           
     110       120       130       140          150             
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (55-70:140-152) 
 
           30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: :.   ::  .:::           
gi|145 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG           
     110       120       130       140          150             
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (37-71:30-64) 
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         10        20        30        40        50        60       
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     : :. :. .  : :  ...  .:..:: .: 
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMST 
                10        20        30        40        50          
 
         70        80                                               
2MEPSP SLQGDVKFAEVLEM                                               
       . . :                                                        
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (55-70:140-152) 
 
           30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: :.   ::  .:::           
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG           
     110       120       130       140          150             
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (55-70:140-152) 
 
           30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: :.   ::  .:::           
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG           
     110       120       130       140          150             
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (55-70:140-152) 
 
           30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: :.   ::  .:::           
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG           
     110       120       130       140          150             
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (55-70:140-152) 
 
           30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: :.   ::  .:::           
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG           
     110       120       130       140          150             
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 45; 29.0% identity (67.7% similar) in 31 aa overlap (43-72:4-34) 
 
             20        30        40        50         60        70  
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGD 
                                     ... : .. ..:: .  : :: : :.. :. 
gi|160                            MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGN 
                                          10        20        30    
 
              80                                                    
2MEPSP VKFAEVLEM                                                    
       .                                                            
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGT 
            40        50        60        70        80        90    
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:48 2011 done: Tue Apr 19 10:57:49 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 215  - 294 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     4     2:* 
  32     8     8:=* 
  34    17    22:=====* 
  36    48    44:==========*= 
  38    72    73:==================* 
  40    83   102:=====================    * 
  42   101   125:==========================     * 
  44   151   138:==================================*=== 
  46   181   140:==================================*=========== 
  48   143   134:=================================*== 
  50   133   122:==============================*=== 
  52   129   108:==========================*====== 
  54    67    92:=================     * 
  56    65    77:=================  * 
  58    35    63:=========      * 
  60    40    51:==========  * 
  62    31    41:========  * 
  64    24    33:======  * 
  66    46    26:======*===== 
  68    23    20:====*= 
  70    14    16:===* 
  72    13    12:==*= 
  74    21    10:==*=== 
  76    10     8:=*= 
  78     2     6:=* 
  80     6     5:=* 
  82     4     3:* 
  84     3     3:* 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     4     1:*         :*=== 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
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Statistics:  Expectation_n fit: rho(ln(x))= 3.52160.00378; mu= 14.9370 0.195 
 mean_var=40.592510.019, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.201303 
 Kolmogorov-Smirnov  statistic: 0.0380 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 23.9     2.7 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.0     3.2 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   60 22.4     3.5 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   60 22.4     3.8 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 23.3     3.9 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   58 21.6     4.1 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 23.3     4.1 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   57 21.4       5 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 23.4     5.3 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.1     5.9 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   57 21.6       7 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 21.4      11 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 21.8      11 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   56 21.4      11 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   56 21.4      11 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 21.4      11 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   56 21.4      11 
gi|149208401|gb|ABR21771.1| conglutin beta [Lupinu ( 521)   58 22.3      12 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 20.4      15 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 20.4      16 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 19.6      16 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 19.6      16 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.0      17 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 20.9      18 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.0      22 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.2      24 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 20.7      24 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   54 21.1      24 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   54 21.1      25 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 19.5      26 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   55 21.6      28 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   55 21.6      28 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 18.7      30 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.1      30 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 18.7      30 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   54 21.2      30 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 19.6      31 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.2      32 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   48 18.8      34 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   48 18.8      34 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   51 20.0      34 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 18.4      34 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 19.6      35 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 18.4      36 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 18.9      37 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.3      38 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   52 20.5      39 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.5      40 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.5      40 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.5      40 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   49 19.3      42 
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gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   51 20.2      45 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 18.6      45 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   49 19.4      45 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.4      47 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 20.7      48 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 20.7      48 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   52 20.7      49 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.3      50 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 20.7      50 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   50 19.9      53 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 17.9      54 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 15.4      54 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 17.9      54 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 17.5      54 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 18.3      56 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 19.9      57 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 19.9      57 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 16.7      58 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.4      60 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 17.9      63 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   45 18.0      64 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.0      66 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.0      66 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.0      70 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.2      70 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.3      73 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.3      73 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 17.6      74 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 17.6      74 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 17.6      74 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 18.9      75 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.1      77 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 17.7      78 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 17.7      78 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.1      79 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 15.6      80 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.3      80 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 17.7      80 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 17.7      80 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.5      82 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.3      83 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 17.7      85 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 17.7      85 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 17.7      85 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.0      86 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.0      87 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.6      88 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.0      89 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   49 19.8      89 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.4      91 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.4      91 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.4      91 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.4      91 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 17.8      91 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.4      91 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.4      91 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.4      91 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.4      91 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.4      93 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.4      93 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.4      97 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.4      97 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.0      97 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.4      97 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.4      97 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 16.6      99 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.2      99 
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 94.6  bits: 23.9 E():  2.7 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (26-77:79-131) 
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                    10        20        30        40        50      
2MEPSP      LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
           60        70        80                                   
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMM                                   
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 93.3  bits: 24.0 E():  3.2 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (22-58:8-44) 
 
               10        20        30        40        50        60 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                            ... : . :  :  ::.:.. .. .:: ::. .:. :   
gi|144               MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGI 
                             10        20        30        40       
 
               70        80                                         
2MEPSP GCGTTSLQGDVKFAEVLEMM                                         
                                                                    
gi|144 YEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWG 
         50        60        70        80        90       100       
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  60  Z-score: 92.7  bits: 22.4 E():  3.5 
Smith-Waterman score: 60; 30.6% identity (58.1% similar) in 62 aa overlap (21-78:52-113) 
 
                         10        20        30           40        
2MEPSP           LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
        50        60         70        80                           
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLEMM                           
       .:.: . :.  : :  :.. .  : :  .:..                             
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  60  Z-score: 92.0  bits: 22.4 E():  3.8 
Smith-Waterman score: 60; 25.7% identity (58.6% similar) in 70 aa overlap (10-76:64-131) 
 
                                    10        20        30          
2MEPSP                      LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
         40        50        60        70        80                 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                 
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQIRFSVRRFHPKLGDKEMIQHY 
           100       110        120        130       140       150  
 
gi|116 TLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
             160       170       180   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 91.8  bits: 23.3 E():  3.9 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (26-77:59-111) 
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                    10        20        30        40        50      
2MEPSP      LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
           60        70        80                                   
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMM                                   
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 91.5  bits: 21.6 E():  4.1 
Smith-Waterman score: 58; 28.3% identity (56.7% similar) in 60 aa overlap (3-61:26-84) 
 
                                      10        20         30       
2MEPSP                        LRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
         40        50        60        70        80           
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM           
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 91.5  bits: 23.3 E():  4.1 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (26-77:79-131) 
 
                    10        20        30        40        50      
2MEPSP      LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
           60        70        80                                   
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMM                                   
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 89.9  bits: 21.4 E():    5 
Smith-Waterman score: 57; 28.3% identity (56.7% similar) in 60 aa overlap (3-61:26-84) 
 
                                      10        20         30       
2MEPSP                        LRLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
         40        50        60        70        80           
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM           
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 89.5  bits: 23.4 E():  5.3 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (24-70:423-469) 
 
                      10        20        30        40        50    
2MEPSP        LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
            60          70        80                     
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2MEPSP GGTVTVE--GCGTTSLQGDVKFAEVLEMM                     
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 88.6  bits: 23.1 E():  5.9 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (22-58:8-44) 
 
               10        20        30        40        50        60 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                            ... : . :  :  ::.:.. .. .:: ::.  :. :   
gi|144               MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGI 
                             10        20        30        40       
 
               70        80                                         
2MEPSP GCGTTSLQGDVKFAEVLEMM                                         
                                                                    
gi|144 YEALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWG 
         50        60        70        80        90       100       
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 87.3  bits: 21.6 E():    7 
Smith-Waterman score: 57; 25.7% identity (58.6% similar) in 70 aa overlap (10-76:63-130) 
 
                                    10        20        30          
2MEPSP                      LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
         40        50        60        70        80                 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                 
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQLRMTLRRFHPKLGDKEMLQHY 
            100       110        120        130       140       150 
 
gi|212 TLDQVNQNKKAIEEDLKHFNLKYEDLHSTCH 
              160       170       180  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.9  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (9-70:22-77) 
 
                            10        20        30        40        
2MEPSP              LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
        50        60        70        80                            
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                            
       .  :  .:   . :::.: .  :                                      
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 83.8  bits: 21.8 E():   11 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (7-55:151-193) 
 
                                       10        20        30       
2MEPSP                         LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
         40        50        60        70        80                 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                 
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
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>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.7  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (9-70:33-88) 
 
                                     10        20        30         
2MEPSP                       LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
       40        50        60        70        80                   
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                   
       .... .:  .  :  .:   . :::.: .  :                             
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|168 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.7  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (9-70:33-88) 
 
                                     10        20        30         
2MEPSP                       LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
       40        50        60        70        80                   
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                   
       .... .:  .  :  .:   . :::.: .  :                             
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|126 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.7  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (9-70:33-88) 
 
                                     10        20        30         
2MEPSP                       LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
       40        50        60        70        80                   
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                   
       .... .:  .  :  .:   . :::.: .  :                             
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|752 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.5  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (9-70:39-94) 
 
                                     10        20        30         
2MEPSP                       LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
       40        50        60        70        80                   
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                   
       .... .:  .  :  .:   . :::.: .  :                             
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gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
gi|249 DDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEK 
            130       140       150       160       170       180   
 
>>gi|149208401|gb|ABR21771.1| conglutin beta [Lupinus an  (521 aa) 
 initn:  38 init1:  38 opt:  58  Z-score: 83.0  bits: 22.3 E():   12 
Smith-Waterman score: 58; 18.8% identity (63.8% similar) in 80 aa overlap (1-79:118-191) 
 
                                             10        20        30 
2MEPSP                               LRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::  .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSERFQTRYRNRNGQIRVLERFDQRTNRLENLQNYRIV---EFQS 
        90       100       110       120       130       140        
 
               40        50        60         70        80          
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG-DVKFAEVLEMM          
         :. .    :.:.:.:.   . .: .:.   .  . :. .......:..           
gi|149 NPNTLILPKHSDADYILV---VLNGRATITIVNPDKRQAYNLEYGDALRLPAGTTSYILN 
          150       160          170       180       190       200  
 
gi|149 PDDNQNLRVVKLAIPINNPSNFYDFYPSSTKDQQSYFSGFSKNTLEATFNTRYEEIQRIL 
             210       220       230       240       250       260  
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 81.5  bits: 20.4 E():   15 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (34-62:86-113) 
 
            10        20        30        40        50        60    
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
            70        80                                     
2MEPSP TTSLQGDVKFAEVLEMM                                     
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 80.9  bits: 20.4 E():   16 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (34-62:102-129) 
 
            10        20        30        40        50        60    
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
            70        80                                     
2MEPSP TTSLQGDVKFAEVLEMM                                     
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.7  bits: 19.6 E():   16 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (26-60:69-101) 
 
                    10        20        30        40        50      
2MEPSP      LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
          60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMM 
        . ::                     
gi|207 KIGVEEFQALVKA             
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        100                      
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 80.7  bits: 19.6 E():   16 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (8-45:18-58) 
 
                         10        20        30           40        
2MEPSP           LRLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASSASYFL 
                        : .:  : ..  :. : : . :.:   :.:..  : .....   
gi|179 MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIE 
               10        20        30        40        50        60 
 
        50        60        70        80                 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                 
                                                         
gi|179 EDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 80.2  bits: 20.0 E():   17 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (32-75:83-130) 
 
              10        20        30        40             50       
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
         60        70        80                         
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMM                         
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 79.8  bits: 20.9 E():   18 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (26-61:264-297) 
 
                    10        20        30        40        50      
2MEPSP      LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
          60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMM 
       .... :                    
gi|663 ATAAAGGYKA                
             300                 
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 78.2  bits: 21.0 E():   22 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (6-39:279-317) 
 
                                           10        20          30 
2MEPSP                          LRLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
               40        50        60        70        80           
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM           
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.6  bits: 20.2 E():   24 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (52-71:208-227) 
 
              30        40        50        60        70        80  
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2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM  
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 77.5  bits: 20.7 E():   24 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (15-72:38-94) 
 
                               10        20        30        40     
2MEPSP                 LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
           50          60         70        80                      
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVKFAEVLEMM                      
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.5  bits: 21.1 E():   24 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (1-59:204-256) 
 
                                             10        20        30 
2MEPSP                               LRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|149 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
               40        50        60        70        80           
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM           
         :. .    :.:...:.   . .: .:.                                
gi|149 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.4  bits: 21.1 E():   25 
Smith-Waterman score: 54; 19.5% identity (57.1% similar) in 77 aa overlap (3-79:134-207) 
 
                                           10        20        30   
2MEPSP                             LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     :: :.:  .   : :. .  : .... .   
gi|275 AVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDSDNFIKLL 
           110       120       130       140        150       160   
 
             40        50        60        70        80             
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM             
       . . :  : ..  :. :... .  .. .. .  .... : : .:: .              
gi|275 DKFDEKFAHTS--FVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHA 
            170         180       190       200       210       220 
 
gi|275 SPFPEQLKTLEAYHKRGAPRHKMVMAVPFYARTWILEKMNKQDIGDKASGPGPRGQFTQT 
              230       240       250       260       270       280 
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (32-75:83-130) 
 
              10        20        30        40             50       
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
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         60        70        80                         
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMM                         
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 76.5  bits: 21.6 E():   28 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (8-71:89-154) 
 
                                      10        20             30   
2MEPSP                        LRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
             40        50        60        70        80             
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM             
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 76.5  bits: 21.6 E():   28 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (8-71:89-154) 
 
                                      10        20             30   
2MEPSP                        LRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
             40        50        60        70        80             
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM             
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 76.0  bits: 18.7 E():   30 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (31-60:73-101) 
 
               10        20        30        40        50        60 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
               70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMM 
                            
gi|288 EFAVWVKQ             
                            
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (52-76:35-57) 
 
              30        40        50        60        70        80  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM  
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
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gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.9  bits: 18.7 E():   30 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (30-55:59-84) 
 
                10        20        30        40        50          
2MEPSP  LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
      60        70        80   
2MEPSP EGCGTTSLQGDVKFAEVLEMM   
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 75.9  bits: 21.2 E():   30 
Smith-Waterman score: 54; 20.3% identity (64.4% similar) in 59 aa overlap (1-59:204-256) 
 
                                             10        20        30 
2MEPSP                               LRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .:..:::. .... .. . . :    ...: 
gi|169 DSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRI---IEFQS 
           180       190       200       210       220          230 
 
               40        50        60        70        80           
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM           
         :. .    :.:...:.   . .: .:.                                
gi|169 KPNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILN 
              240          250       260       270       280        
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.7  bits: 19.6 E():   31 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (10-66:72-127) 
 
                                    10        20        30          
2MEPSP                      LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
 
      40        50        60        70        80                    
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                    
         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (34-62:84-111) 
 
            10        20        30        40        50        60    
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
            70        80                                   
2MEPSP TTSLQGDVKFAEVLEMM                                   
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (10-73:9-64) 
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               10        20        30        40        50        60 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                : :.::..: :  . : .. . .:      :.:::  .  . . : . :.. 
gi|518  MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIK 
                10        20         30             40         50   
 
               70        80                                         
2MEPSP GCGTTSLQGDVKFAEVLEMM                                         
         .: . ....::                                                
gi|518 TSSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEE 
              60        70        80        90       100       110  
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (10-73:9-64) 
 
               10        20        30        40        50        60 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                : :.::..: :  . : .. . .:      :.:::  .  . . : . :.. 
gi|156  MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIK 
                10        20         30             40         50   
 
               70        80                                         
2MEPSP GCGTTSLQGDVKFAEVLEMM                                         
         .: . ....::                                                
gi|156 TSSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEE 
              60        70        80        90       100       110  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 74.9  bits: 20.0 E():   34 
Smith-Waterman score: 51; 25.8% identity (51.5% similar) in 66 aa overlap (18-80:239-304) 
 
                            10        20        30           40     
2MEPSP              LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD---ASSAS 
                                     .:.:.   :  :. ..: :  .   . : . 
gi|324 NKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHA 
      210       220       230       240       250       260         
 
           50        60        70        80     
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM     
        :. :   .       :  .:.:  :::.. : :..     
gi|324 VFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
      270       280       290       300         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.8  bits: 18.4 E():   34 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (23-42:53-72) 
 
                       10        20        30        40        50   
2MEPSP         LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
             60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMM 
                                    
gi|897 AQLPAMCRLEGGDALLASQ          
             90       100           
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 74.6  bits: 19.6 E():   35 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (22-52:25-54) 
 
                  10        20        30        40        50        
2MEPSP    LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
        60        70        80                                      
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2MEPSP TVEGCGTTSLQGDVKFAEVLEMM                                      
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.4  bits: 18.4 E():   36 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (10-33:20-43) 
 
                         10        20        30        40        50 
2MEPSP           LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          ::: : .   :. : :   ::: .                  
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFVE 
               10        20        30        40        50        60 
 
               60        70        80                    
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMM                    
                                                         
gi|145 EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
               70        80        90       100          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.1  bits: 18.9 E():   37 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (54-69:140-152) 
 
            30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 
                                     :: ::   ::  .:::            
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG            
     110       120       130       140          150              
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 19.3 E():   38 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (17-52:166-201) 
 
                             10        20        30        40       
2MEPSP               LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
         50        60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 
        : : .                             
gi|116 EAVAKVNFQ                          
         200                              
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.9  bits: 20.5 E():   39 
Smith-Waterman score: 52; 25.8% identity (53.2% similar) in 62 aa overlap (6-67:376-437) 
 
                                        10        20        30      
2MEPSP                          LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
          40        50        60        70        80                
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                
       :   ::: ..  ..   .: . : .  : .:.                             
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
gi|110 ETTIFAPGSSSQRKSQSERERQREREEREIH 
         470       480       490       
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (23-62:437-480) 
 
                       10        20        30            40         
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2MEPSP         LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       50        60        70        80                 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (23-62:437-480) 
 
                       10        20        30            40         
2MEPSP         LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       50        60        70        80                 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (23-62:437-480) 
 
                       10        20        30            40         
2MEPSP         LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       50        60        70        80                 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (23-62:437-480) 
 
                       10        20        30            40         
2MEPSP         LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       50        60        70        80                 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (23-62:437-480) 
 
                       10        20        30            40         
2MEPSP         LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       50        60        70        80                 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                 
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       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (23-62:437-480) 
 
                       10        20        30            40         
2MEPSP         LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       50        60        70        80                 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (23-62:437-480) 
 
                       10        20        30            40         
2MEPSP         LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       50        60        70        80                 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (23-62:437-480) 
 
                       10        20        30            40         
2MEPSP         LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       50        60        70        80                 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (23-62:437-480) 
 
                       10        20        30            40         
2MEPSP         LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       50        60        70        80                 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                 
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (23-62:437-480) 
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                       10        20        30            40         
2MEPSP         LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       50        60        70        80                 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (23-62:437-480) 
 
                       10        20        30            40         
2MEPSP         LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       50        60        70        80                 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (23-62:437-480) 
 
                       10        20        30            40         
2MEPSP         LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       50        60        70        80                 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                 
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (23-62:437-480) 
 
                       10        20        30            40         
2MEPSP         LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       50        60        70        80                 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                 
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.2  bits: 19.3 E():   42 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (9-70:10-65) 
 
                10        20        30        40        50          
2MEPSP  LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . : ..:.:  .  :.   : .: .:  . .... .:  .  :  .:   . 
gi|331 IPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKDVDKAPFNG---M 
               10          20         30        40        50        
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      60        70        80                                        
2MEPSP EGCGTTSLQGDVKFAEVLEMM                                        
        :::.: .  :                                                  
gi|331 TGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFGS 
           60        70        80        90       100       110     
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 72.7  bits: 20.2 E():   45 
Smith-Waterman score: 51; 24.2% identity (56.5% similar) in 62 aa overlap (17-77:315-373) 
 
                             10        20        30        40       
2MEPSP               LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY- 
                                     : .. .. :  :   ::: :    .  :.  
gi|259 NINDPARADIYTPEVGRLTTLNSLNLPILKWLQLSVEKGVLY---KNALVLPHWNLNSHS 
          290       300       310       320          330       340  
 
          50        60        70        80                          
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                          
       .. :    : . .:.. :.  ..:.:. ...:                             
gi|259 IIYGCKGKGQVQVVDNFGNRVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRA 
             350       360       370       380       390       400  
 
gi|259 MTSPLAGRTSVLGGMPEEVLANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA 
             410       420       430       440       450        
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (42-68:9-38) 
 
              20        30        40           50        60         
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
       70        80                                                 
2MEPSP GDVKFAEVLEMM                                                 
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (9-70:34-89) 
 
                                     10        20        30         
2MEPSP                       LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:  .  :.   : .: .:  .  
gi|180 SSSSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKD 
            10        20        30        40           50        60 
 
       40        50        60        70        80                   
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                   
       .... .:  .  :  .:   . :::.: .  :                             
gi|180 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHIT 
               70           80        90       100       110        
 
gi|180 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEK 
       120       130       140       150       160       170        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (43-70:133-160) 
 
             20        30        40        50        60        70   
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
             80                                                     
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2MEPSP FAEVLEMM                                                     
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.1  bits: 20.7 E():   48 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (9-45:553-589) 
 
                                     10        20        30         
2MEPSP                       LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
       40        50        60        70        80                   
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                   
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.1  bits: 20.7 E():   48 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (9-45:553-589) 
 
                                     10        20        30         
2MEPSP                       LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
       40        50        60        70        80                   
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                   
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.1  bits: 20.7 E():   49 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (9-45:556-592) 
 
                                     10        20        30         
2MEPSP                       LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|284 RRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFYKKVQEAYEGKSQYYVDK 
         530       540       550       560       570       580      
 
       40        50        60        70        80                   
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                   
         .  .:                                                      
gi|284 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSNRKYP 
         590       600       610       620       630       640      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.9  bits: 20.3 E():   50 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (26-74:264-309) 
 
                    10        20        30         40        50     
2MEPSP      LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
           60        70        80                                   
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMM                                   
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 71.8  bits: 20.7 E():   50 
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Smith-Waterman score: 61; 27.5% identity (53.6% similar) in 69 aa overlap (8-71:89-154) 
 
                                      10        20             30   
2MEPSP                        LRLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:  . .. :   .:::     .  :.   
gi|219 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKIVYVNGTDS--VKGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
             40        50        60        70        80             
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM             
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|219 NAYKAGSVNGAFSGLKLAK-SGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFV 
        120       130        140       150       160       170      
 
gi|219 RHWDTYVGTQFNAVFSGALTKSGDKYSFDGKLKNLVHPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.4  bits: 19.9 E():   53 
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (1-52:53-104) 
 
                                             10        20        30 
2MEPSP                               LRLMERFGVKAEHSDSWDRFYIKGGQKYKS 
                                     .::..::. .. . ..   . :    ...: 
gi|256 SLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQS 
             30        40        50        60        70             
 
                  40        50        60        70        80        
2MEPSP PKNAYV---EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM        
         :. .   ..::.   . :.: ::                                    
gi|256 KPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHD 
      80        90       100       110       120       130          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (26-60:69-101) 
 
                    10        20        30        40        50      
2MEPSP      LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
          60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMM 
        . ::                     
gi|207 KIGVEEFQALVKA             
        100                      
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.2  bits: 15.4 E():   54 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (9-17:10-18) 
 
                10        20        30        40        50          
2MEPSP  LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . ::..:.:                                           
gi|409 IAKVPPGGXITAEYGDKWLD                                         
               10        20                                         
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (11-33:21-43) 
 
                         10        20        30        40        50 
2MEPSP           LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           : .: .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
               60        70        80                     
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMM                     
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gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.2  bits: 17.5 E():   54 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (10-58:7-41) 
 
               10        20        30        40        50        60 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                ::::    :::.    .:. .      .::.. .:  :. :  . :.::   
gi|212    MADATEKAEH----DRFF----KKFDA------NGDGTISSTELGDALKNLGSVTHD 
                  10                      20        30        40    
 
               70        80                     
2MEPSP GCGTTSLQGDVKFAEVLEMM                     
                                                
gi|212 DIKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
            50        60        70        80    
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.3 E():   56 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (65-80:135-150) 
 
           40        50        60        70        80    
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM    
                                     :. .: : : : .:::    
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD 
          110       120       130       140       150    
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.8  bits: 19.9 E():   57 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (23-55:269-302) 
 
                       10        20        30        40         50  
2MEPSP         LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
              60        70        80                                
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMM                                
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.8  bits: 19.9 E():   57 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (23-55:269-302) 
 
                       10        20        30        40         50  
2MEPSP         LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
              60        70        80                                
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMM                                
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.6  bits: 16.7 E():   58 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (12-30:1-19) 
 
               10        20        30        40        50        60 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                  ::   . ::  ::  : .:                               
gi|377            EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGD 
                          10        20        30        40          
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>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 70.4  bits: 20.4 E():   60 
Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (9-66:65-133) 
 
                                     10        20        30         
2MEPSP                       LRLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
                 40        50        60         70        80        
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQGDVKFAEVLEMM        
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
          160       170       180       190       200       210     
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (19-76:1-47) 
 
               10        20        30        40        50        60 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                         .:.:.: : : .   :   :  .  : :. ::..         
gi|136                   QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------L 
                                  10           20        30         
 
               70        80                                         
2MEPSP GCGTTSLQGDVKFAEVLEMM                                         
        :   . .::. :.::                                             
gi|136 QCKEKK-NGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGK 
              40        50        60        70        80        90  
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 45; 44.4% identity (50.0% similar) in 18 aa overlap (7-24:82-99) 
 
                                       10        20        30       
2MEPSP                         LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :             
gi|291 TPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHA 
              60        70        80        90       100       110  
 
         40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 
                                                    
gi|291 RMKLASKAREMKDRAEQFGQQHVTGSQGS                
             120       130       140                
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (7-34:87-110) 
 
                                       10        20        30       
2MEPSP                         LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
         40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 
                                                    
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS            
            120       130       140                 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (7-34:87-110) 
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                                       10        20        30       
2MEPSP                         LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
         40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 
                                                    
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS            
            120       130       140                 
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (36-75:87-131) 
 
          10        20        30        40             50        60 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
               70        80                        
2MEPSP GCGTTSLQGDVKFAEVLEMM                        
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 69.2  bits: 19.2 E():   70 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (26-55:340-370) 
 
                    10        20        30        40        50      
2MEPSP      LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
            60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMM 
       ::                          
gi|113 GGYKV                       
      370                          
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.8  bits: 19.3 E():   73 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (21-55:331-365) 
 
                         10        20        30        40        50 
2MEPSP           LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
               60        70        80        
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMM        
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.8  bits: 19.3 E():   73 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (21-55:331-365) 
 
                         10        20        30        40        50 
2MEPSP           LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
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               60        70        80        
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMM        
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 17.6 E():   74 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (10-20:8-18) 
 
               10        20        30        40        50        60 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                : :.::..:.:                                         
gi|379   MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKN 
                 10        20        30        40        50         
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 17.6 E():   74 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (10-20:8-18) 
 
               10        20        30        40        50        60 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                : :.::..:.:                                         
gi|144   MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKN 
                 10        20        30        40        50         
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.7  bits: 17.6 E():   74 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (52-76:19-41) 
 
              30        40        50        60        70        80  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM  
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.7  bits: 18.9 E():   75 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (19-71:18-64) 
 
               10        20        30        40        50        60 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                         .: .... :   :  : :.   :..:  . :  .       . 
gi|107  MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE----KFK 
                10        20        30          40        50        
 
               70        80                                         
2MEPSP GCGTTSLQGDVKFAEVLEMM                                         
       : :.: :.::.                                                  
gi|107 GLGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEF 
            60        70        80        90       100       110    
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 18.1 E():   77 
Smith-Waterman score: 49; 24.2% identity (59.7% similar) in 62 aa overlap (18-76:72-131) 
 
                            10        20        30           40     
2MEPSP              LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
           50        60        70        80                         
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                         
       : . ..   . .. :::: ... .: : ....                             
gi|144 YSVLATDYDNYAI-VEGCPAAA-NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQH 
             110        120        130       140       150          
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gi|144 KKAIEEDLKHFNLKYEDLHSTCH 
     160       170       180   
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (19-76:5-51) 
 
               10        20        30        40        50        60 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                         .:.:.: : : .   :   :  .  : :. ::..         
gi|145               PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------L 
                             10            20        30             
 
               70        80                                         
2MEPSP GCGTTSLQGDVKFAEVLEMM                                         
        :   . .::. :.::                                             
gi|145 QC-REKKNGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAK 
          40        50        60        70        80        90      
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (19-76:5-51) 
 
               10        20        30        40        50        60 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                         .:.:.: : : .   :   :  .  : :. ::..         
gi|145               PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------L 
                             10            20        30             
 
               70        80                                         
2MEPSP GCGTTSLQGDVKFAEVLEMM                                         
        :   . .::. :.::                                             
gi|145 QC-REKKNGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAK 
          40        50        60        70        80        90      
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.1 E():   79 
Smith-Waterman score: 48; 30.0% identity (65.0% similar) in 40 aa overlap (37-76:102-139) 
 
         10        20        30        40        50        60       
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
         70        80                                               
2MEPSP LQGDVKFAEVLEMM                                               
        .: : ....                                                   
gi|194 -NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTC 
               140       150       160       170       180          
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.1  bits: 15.6 E():   80 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (9-17:10-18) 
 
                10        20        30        40        50          
2MEPSP  LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . ::..:.:                                           
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (26-60:69-101) 
 
                    10        20        30        40        50      
2MEPSP      LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
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          60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMM 
       .. ::                     
gi|148 AIGVEEWAVLVKA             
        100                      
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (19-76:11-57) 
 
               10        20        30        40        50        60 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                         .:.:.: : : .   :   :  .  : :. ::..         
gi|246         MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------L 
                       10         20           30        40         
 
               70        80                                         
2MEPSP GCGTTSLQGDVKFAEVLEMM                                         
        :   . .::: :.:.                                             
gi|246 QC-KDKENGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAK 
              50        60        70        80        90       100  
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (19-76:11-57) 
 
               10        20        30        40        50        60 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                         .:.:.: : : .   :   :  .  : :. ::..         
gi|246         MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------L 
                       10         20           30        40         
 
               70        80                                         
2MEPSP GCGTTSLQGDVKFAEVLEMM                                         
        :   . .::: :.:.                                             
gi|246 QC-KDKENGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAK 
              50        60        70        80        90       100  
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (26-55:231-261) 
 
                    10        20        30        40        50      
2MEPSP      LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
            60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMM 
       ::                          
gi|226 GGYKV                       
     260                           
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.8  bits: 17.3 E():   83 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (30-69:20-60) 
 
               10        20        30        40        50        60 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                    :  .: . :...:.     : . .::.:    
gi|384           MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPA 
                         10        20        30        40        50 
 
                70        80                                        
2MEPSP GC-GTTSLQGDVKFAEVLEMM                                        
        : :  ...:                                                   
gi|384 CCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTN 
               60        70        80        90       100       110 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (36-75:87-131) 
 
          10        20        30        40             50        60 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
               70        80                         
2MEPSP GCGTTSLQGDVKFAEVLEMM                         
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 48; 27.3% identity (51.5% similar) in 66 aa overlap (16-75:66-131) 
 
                              10        20        30         40     
2MEPSP                LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN-AYVEGDASS-- 
                                     :. .  : : .: .   : . ::::: :   
gi|444 PQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDK 
          40        50        60        70        80        90      
 
                50        60        70        80                    
2MEPSP ---ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                    
           .: .  .: . :   ... ..    :::.. :                         
gi|444 IEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAAN 
         100       110       120       130       140       150      
 
gi|444 PDACN 
         160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (36-75:87-131) 
 
          10        20        30        40             50        60 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
               70        80                         
2MEPSP GCGTTSLQGDVKFAEVLEMM                         
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (20-66:68-112) 
 
                          10        20        30        40          
2MEPSP            LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
      50        60        70        80                              
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMM                              
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.4  bits: 19.0 E():   87 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (20-46:319-345) 
 
                          10        20        30        40          
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2MEPSP            LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
      50        60        70        80       
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMM       
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.3  bits: 18.6 E():   88 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (26-61:259-293) 
 
                    10        20        30        40        50      
2MEPSP      LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
          60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMM 
       ::.. :                    
gi|119 TVSAGGYKV                 
       290                       
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.2  bits: 19.0 E():   89 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (8-39:182-217) 
 
                                      10            20        30    
2MEPSP                        LRLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
            40        50        60        70        80              
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM              
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.2  bits: 19.8 E():   89 
Smith-Waterman score: 49; 35.0% identity (70.0% similar) in 20 aa overlap (2-21:396-415) 
 
                                            10        20        30  
2MEPSP                              LRLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
                                     . .: :.  ::  ...:.::           
gi|833 VDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFDKFYSAFSKNIKLG 
         370       380       390       400       410       420      
 
              40        50        60        70        80            
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM            
                                                                    
gi|833 IHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYITGESIKAVAKSPFL 
         430       440       450       460       470       480      
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (52-76:20-42) 
 
              30        40        50        60        70        80  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM  
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
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>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (10-56:9-60) 
 
               10        20        30             40        50      
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASSASYFLAGAAITGG 
                : :.::..: :  . : .. .    :.:   :: .... :: .  :.   . 
gi|118  MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGDSYTIKTASTLKN 
                10        20        30        40        50          
 
          60        70        80                                    
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMM                                    
       :                                                            
gi|118 TEISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVREFSDEGLTVTATV 
      60        70        80        90       100       110          
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (52-76:20-42) 
 
              30        40        50        60        70        80  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM  
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (52-76:20-42) 
 
              30        40        50        60        70        80  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM  
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.1  bits: 17.8 E():   91 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (48-69:150-172) 
 
        20        30        40        50         60        70       
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
         80 
2MEPSP LEMM 
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (52-76:21-43) 
 
              30        40        50        60        70        80  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM  
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.4 E():   91 
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Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (52-76:21-43) 
 
              30        40        50        60        70        80  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM  
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (52-76:21-43) 
 
              30        40        50        60        70        80  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM  
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (52-76:21-43) 
 
              30        40        50        60        70        80  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM  
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.9  bits: 17.4 E():   93 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (19-76:1-47) 
 
               10        20        30        40        50        60 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                         .:.:.: : : .   :   :  .  : :. ::..         
gi|136                   QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------L 
                                  10           20        30         
 
               70        80                                         
2MEPSP GCGTTSLQGDVKFAEVLEMM                                         
        :   . .::: :.::                                             
gi|136 QC-KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVK 
              40        50        60        70        80        90  
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.9  bits: 17.4 E():   93 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (52-76:25-47) 
 
              30        40        50        60        70        80  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM  
                                     : :..: .. :   . .::. :.::      
gi|136       QFHIQGQVYCDTCRAGFINELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRA 
                     10        20        30          40        50   
 
gi|136 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRTINPLG 
             60        70        80        90       100       110   
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.4 E():   97 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (54-69:132-144) 
 
            30        40        50        60        70        80 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7052

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 
                                     :: :.   ::  .:::            
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG            
             110       120       130          140                
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.4 E():   97 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (54-69:132-144) 
 
            30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 
                                     :: :.   ::  .:::            
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG            
             110       120       130          140                
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.5  bits: 17.0 E():   97 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (26-60:69-101) 
 
                    10        20        30        40        50      
2MEPSP      LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
          60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMM 
        . :.                     
gi|288 KIGVDEFAAMIKG             
        100                      
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.5  bits: 17.4 E():   97 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (19-76:10-56) 
 
               10        20        30        40        50        60 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                         .:.:.: : : .   :   :  .  : :. ::..         
gi|144          EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------L 
                        10         20           30        40        
 
               70        80                                         
2MEPSP GCGTTSLQGDVKFAEVLEMM                                         
        :   . .::: :.::                                             
gi|144 QC-KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAK 
               50        60        70        80        90       100 
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.5  bits: 17.4 E():   97 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (19-76:10-56) 
 
               10        20        30        40        50        60 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                         .:.:.: : : .   :   :  .  : :. ::..         
gi|136          EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------L 
                        10         20           30        40        
 
               70        80                                         
2MEPSP GCGTTSLQGDVKFAEVLEMM                                         
        :   . .::: :.::                                             
gi|136 QC-KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVK 
               50        60        70        80        90       100 
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 16.6 E():   99 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (11-30:9-28) 
 
               10        20        30        40        50        60 
2MEPSP LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                 :::   . ::  .:  : .:                               
gi|333   MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEEIQRMMAEIDTDGD 
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                 10        20        30        40        50         
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 66.3  bits: 18.2 E():   99 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (26-55:232-262) 
 
                    10        20        30        40        50      
2MEPSP      LRLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
            60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMM 
       ::                          
gi|180 GGYKV                       
                                   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:49 2011 done: Tue Apr 19 10:57:49 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 216  - 295 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     4     2:*= 
  32     8     8:==* 
  34    17    22:====== * 
  36    50    44:==============*== 
  38    72    73:========================* 
  40    80   102:===========================      * 
  42   107   125:====================================     * 
  44   157   138:=============================================*======= 
  46   174   140:==============================================*=========== 
  48   140   134:============================================*== 
  50   129   122:========================================*== 
  52   133   108:===================================*========= 
  54    65    92:======================        * 
  56    61    77:=====================    * 
  58    42    63:==============      * 
  60    38    51:=============   * 
  62    33    41:===========  * 
  64    22    33:========  * 
  66    45    26:========*====== 
  68    23    20:======*= 
  70    13    16:=====* 
  72    20    12:===*=== 
  74    19    10:===*=== 
  76     8     8:==* 
  78     2     6:=* 
  80     6     5:=* 
  82     3     3:* 
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  84     3     3:* 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     4     1:*= 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.53240.00376; mu= 14.9194 0.194 
 mean_var=40.650310.174, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.201160 
 Kolmogorov-Smirnov  statistic: 0.0386 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   64 23.5     1.6 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 23.8     2.8 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 23.9     3.3 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   60 22.4     3.9 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 23.2       4 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   58 21.6     4.1 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 23.3     4.2 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   57 21.3     5.1 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 23.4     5.3 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.1       6 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   57 21.5     7.1 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 21.4      11 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 21.8      11 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   56 21.4      11 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   56 21.4      11 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 21.4      11 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   56 21.4      11 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 20.3      15 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 20.4      16 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 19.6      16 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 19.6      16 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.0      18 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 20.9      18 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.0      22 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.2      24 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 20.6      25 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   54 21.1      25 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 19.5      26 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   55 21.5      28 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   55 21.5      28 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 18.7      30 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.1      30 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 18.7      30 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 19.6      31 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.2      33 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   48 18.8      34 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   48 18.8      34 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   51 20.0      34 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 18.4      35 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 19.6      35 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 18.4      37 
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gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   52 20.5      37 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 18.9      38 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.3      38 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   52 20.5      39 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.5      40 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.5      40 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.5      40 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 18.5      43 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   49 19.3      43 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 18.5      44 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 18.5      45 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   51 20.2      45 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   52 20.6      45 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 18.6      45 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   49 19.4      46 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.4      48 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 20.6      49 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 20.6      49 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   52 20.6      49 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.2      50 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 20.7      51 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 17.8      54 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 15.4      54 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 17.8      55 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 17.4      55 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 18.3      56 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 19.9      58 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 19.9      58 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 16.7      59 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.4      61 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 17.9      63 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   45 17.9      65 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.0      66 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.0      66 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.0      71 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.2      71 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.3      74 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.3      74 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 17.6      75 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 17.6      75 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 17.6      75 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 18.9      75 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.1      77 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 17.7      79 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 17.7      79 
gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Gly ( 439)   48 19.3      79 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.1      80 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 15.6      80 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.3      80 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 17.7      81 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 17.7      81 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.5      82 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.3      83 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 17.7      86 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 17.7      86 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 17.7      86 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 18.9      87 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.0      88 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.6      89 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.0      90 
gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full= ( 706)   49 19.8      90 
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gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.3      91 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.3      91 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.3      91 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.3      91 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 17.8      92 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.3      92 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.3      92 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.3      92 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.3      92 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.4      94 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.4      94 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.4      97 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.4      97 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.0      98 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.4      98 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.4      98 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 16.6      99 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  64  Z-score: 98.9  bits: 23.5 E():  1.6 
Smith-Waterman score: 64; 30.8% identity (56.9% similar) in 65 aa overlap (20-80:52-116) 
 
                          10        20        30           40       
2MEPSP            RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
         50        60         70        80                          
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLEMMG                          
       .:.: . :.  : :  :.. .  : :  .:..  :                          
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 94.5  bits: 23.8 E():  2.8 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (25-76:79-131) 
 
                     10        20        30        40        50     
2MEPSP       RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
            60        70        80                                  
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMG                                  
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 93.2  bits: 23.9 E():  3.3 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (21-57:8-44) 
 
               10        20        30        40        50        60 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                           ... : . :  :  ::.:.. .. .:: ::. .:. :    
gi|144              MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIY 
                            10        20        30        40        
 
               70        80                                         
2MEPSP CGTTSLQGDVKFAEVLEMMG                                         
                                                                    
gi|144 EALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGW 
        50        60        70        80        90       100        
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  60  Z-score: 91.9  bits: 22.4 E():  3.9 
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Smith-Waterman score: 60; 25.7% identity (58.6% similar) in 70 aa overlap (9-75:64-131) 
 
                                     10        20        30         
2MEPSP                       RLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
          40        50        60        70        80                
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQIRFSVRRFHPKLGDKEMIQHY 
           100       110        120        130       140       150  
 
gi|116 TLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
             160       170       180   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 91.7  bits: 23.2 E():    4 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (25-76:59-111) 
 
                     10        20        30        40        50     
2MEPSP       RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
            60        70        80                                  
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMG                                  
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 91.4  bits: 21.6 E():  4.1 
Smith-Waterman score: 58; 28.3% identity (56.7% similar) in 60 aa overlap (2-60:26-84) 
 
                                       10        20         30      
2MEPSP                         RLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
          40        50        60        70        80          
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG          
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 91.4  bits: 23.3 E():  4.2 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (25-76:79-131) 
 
                     10        20        30        40        50     
2MEPSP       RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
            60        70        80                                  
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMG                                  
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 89.8  bits: 21.3 E():  5.1 
Smith-Waterman score: 57; 28.3% identity (56.7% similar) in 60 aa overlap (2-60:26-84) 
 
                                       10        20         30      
2MEPSP                         RLMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
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                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
          40        50        60        70        80          
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG          
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 89.4  bits: 23.4 E():  5.3 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (23-69:423-469) 
 
                       10        20        30        40        50   
2MEPSP         RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
               60        70        80                    
2MEPSP GGTVTVE--GCGTTSLQGDVKFAEVLEMMG                    
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 88.5  bits: 23.1 E():    6 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (21-57:8-44) 
 
               10        20        30        40        50        60 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                           ... : . :  :  ::.:.. .. .:: ::.  :. :    
gi|144              MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIY 
                            10        20        30        40        
 
               70        80                                         
2MEPSP CGTTSLQGDVKFAEVLEMMG                                         
                                                                    
gi|144 EALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGW 
        50        60        70        80        90       100        
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 87.2  bits: 21.5 E():  7.1 
Smith-Waterman score: 57; 25.7% identity (58.6% similar) in 70 aa overlap (9-75:63-130) 
 
                                     10        20        30         
2MEPSP                       RLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
          40        50        60        70        80                
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQLRMTLRRFHPKLGDKEMLQHY 
            100       110        120        130       140       150 
 
gi|212 TLDQVNQNKKAIEEDLKHFNLKYEDLHSTCH 
              160       170       180  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.8  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (8-69:22-77) 
 
                             10        20        30        40       
2MEPSP               RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7059

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

         50        60        70        80                           
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                           
       .  :  .:   . :::.: .  :                                      
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 83.7  bits: 21.8 E():   11 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (6-54:151-193) 
 
                                        10        20        30      
2MEPSP                          RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
          40        50        60        70        80                
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.6  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (8-69:33-88) 
 
                                      10        20        30        
2MEPSP                        RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
        40        50        60        70        80                  
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                  
       .... .:  .  :  .:   . :::.: .  :                             
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|168 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.6  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (8-69:33-88) 
 
                                      10        20        30        
2MEPSP                        RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
        40        50        60        70        80                  
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                  
       .... .:  .  :  .:   . :::.: .  :                             
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|126 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.6  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (8-69:33-88) 
 
                                      10        20        30        
2MEPSP                        RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
        40        50        60        70        80                  
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2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                  
       .... .:  .  :  .:   . :::.: .  :                             
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|752 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.4  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (8-69:39-94) 
 
                                      10        20        30        
2MEPSP                        RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
        40        50        60        70        80                  
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                  
       .... .:  .  :  .:   . :::.: .  :                             
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
gi|249 DDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEK 
            130       140       150       160       170       180   
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 81.4  bits: 20.3 E():   15 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (33-61:86-113) 
 
             10        20        30        40        50        60   
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
             70        80                                    
2MEPSP TTSLQGDVKFAEVLEMMG                                    
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 80.9  bits: 20.4 E():   16 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (33-61:102-129) 
 
             10        20        30        40        50        60   
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
             70        80                                    
2MEPSP TTSLQGDVKFAEVLEMMG                                    
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.6  bits: 19.6 E():   16 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (25-59:69-101) 
 
                     10        20        30        40        50     
2MEPSP       RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
           60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMG 
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        . ::                      
gi|207 KIGVEEFQALVKA              
        100                       
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 80.6  bits: 19.6 E():   16 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (7-44:18-58) 
 
                          10        20        30           40       
2MEPSP            RLMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASSASYFL 
                        : .:  : ..  :. : : . :.:   :.:..  : .....   
gi|179 MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIE 
               10        20        30        40        50        60 
 
         50        60        70        80                
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                
                                                         
gi|179 EDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 80.1  bits: 20.0 E():   18 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (31-74:83-130) 
 
               10        20        30        40             50      
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
          60        70        80                        
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMG                        
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 79.7  bits: 20.9 E():   18 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (25-60:264-297) 
 
                     10        20        30        40        50     
2MEPSP       RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
           60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMG 
       .... :                     
gi|663 ATAAAGGYKA                 
             300                  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 78.1  bits: 21.0 E():   22 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (5-38:279-317) 
 
                                            10        20            
2MEPSP                           RLMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
      30        40        50        60        70        80          
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG          
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.5  bits: 20.2 E():   24 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (51-70:208-227) 
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               30        40        50        60        70        80 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 77.4  bits: 20.6 E():   25 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (14-71:38-94) 
 
                                10        20        30        40    
2MEPSP                  RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
            50          60         70        80                     
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVKFAEVLEMMG                     
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.3  bits: 21.1 E():   25 
Smith-Waterman score: 54; 19.5% identity (57.1% similar) in 77 aa overlap (2-78:134-207) 
 
                                            10        20        30  
2MEPSP                              RLMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     :: :.:  .   : :. .  : .... .   
gi|275 AVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDSDNFIKLL 
           110       120       130       140        150       160   
 
              40        50        60        70        80            
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG            
       . . :  : ..  :. :... .  .. .. .  .... : : .:: .              
gi|275 DKFDEKFAHTS--FVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHA 
            170         180       190       200       210       220 
 
gi|275 SPFPEQLKTLEAYHKRGAPRHKMVMAVPFYARTWILEKMNKQDIGDKASGPGPRGQFTQT 
              230       240       250       260       270       280 
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (31-74:83-130) 
 
               10        20        30        40             50      
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
          60        70        80                        
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMG                        
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 76.4  bits: 21.5 E():   28 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (7-70:89-154) 
 
                                       10        20             30  
2MEPSP                         RLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
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gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
              40        50        60        70        80            
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG            
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 76.4  bits: 21.5 E():   28 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (7-70:89-154) 
 
                                       10        20             30  
2MEPSP                         RLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
              40        50        60        70        80            
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG            
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 75.9  bits: 18.7 E():   30 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (30-59:73-101) 
 
                10        20        30        40        50          
2MEPSP  RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
      60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMG 
                             
gi|288 EFAVWVKQ              
                             
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 75.8  bits: 19.1 E():   30 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (51-75:35-57) 
 
               30        40        50        60        70        80 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (29-54:59-84) 
 
                 10        20        30        40        50         
2MEPSP   RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
       60        70        80  
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2MEPSP EGCGTTSLQGDVKFAEVLEMMG  
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.6  bits: 19.6 E():   31 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (9-65:72-127) 
 
                                     10        20        30         
2MEPSP                       RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
 
       40        50        60        70        80                   
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                   
         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 75.2  bits: 19.2 E():   33 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (33-61:84-111) 
 
             10        20        30        40        50        60   
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
             70        80                                  
2MEPSP TTSLQGDVKFAEVLEMMG                                  
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (9-72:9-64) 
 
               10        20        30        40        50        60 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
               : :.::..: :  . : .. . .:      :.:::  .  . . : . :..  
gi|156 MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIKT 
               10        20         30             40         50    
 
               70        80                                         
2MEPSP CGTTSLQGDVKFAEVLEMMG                                         
        .: . ....::                                                 
gi|156 SSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
             60        70        80        90       100       110   
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (9-72:9-64) 
 
               10        20        30        40        50        60 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
               : :.::..: :  . : .. . .:      :.:::  .  . . : . :..  
gi|518 MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIKT 
               10        20         30             40         50    
 
               70        80                                         
2MEPSP CGTTSLQGDVKFAEVLEMMG                                         
        .: . ....::                                                 
gi|518 SSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
             60        70        80        90       100       110   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 74.8  bits: 20.0 E():   34 
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Smith-Waterman score: 51; 25.8% identity (51.5% similar) in 66 aa overlap (17-79:239-304) 
 
                             10        20        30           40    
2MEPSP               RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD---ASSAS 
                                     .:.:.   :  :. ..: :  .   . : . 
gi|324 NKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHA 
      210       220       230       240       250       260         
 
            50        60        70        80    
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG    
        :. :   .       :  .:.:  :::.. : :..     
gi|324 VFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
      270       280       290       300         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.7  bits: 18.4 E():   35 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (22-41:53-72) 
 
                        10        20        30        40        50  
2MEPSP          RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
              60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     
gi|897 AQLPAMCRLEGGDALLASQ           
             90       100            
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 74.6  bits: 19.6 E():   35 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (21-51:25-54) 
 
                   10        20        30        40        50       
2MEPSP     RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
         60        70        80                                     
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMG                                     
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.3  bits: 18.4 E():   37 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (9-32:20-43) 
 
                          10        20        30        40          
2MEPSP            RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          ::: : .   :. : :   ::: .                  
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFVE 
               10        20        30        40        50        60 
 
      50        60        70        80                   
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                   
                                                         
gi|145 EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
               70        80        90       100          
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 74.3  bits: 20.5 E():   37 
Smith-Waterman score: 52; 20.7% identity (63.8% similar) in 58 aa overlap (1-58:205-256) 
 
                                             10        20        30 
2MEPSP                               RLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
                                     :..:::. .... .. . . :    ...:  
gi|149 SRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQSK 
          180       190       200       210       220          230  
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               40        50        60        70        80           
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG           
        :. .    :.:...:.   . .: .:.                                 
gi|149 PNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNP 
             240          250       260       270       280         
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (53-68:140-152) 
 
             30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :: ::   ::  .:::             
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG             
     110       120       130       140          150               
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.0  bits: 19.3 E():   38 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (16-51:166-201) 
 
                              10        20        30        40      
2MEPSP                RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
          50        60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
        : : .                              
gi|116 EAVAKVNFQ                           
         200                               
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.8  bits: 20.5 E():   39 
Smith-Waterman score: 52; 25.8% identity (53.2% similar) in 62 aa overlap (5-66:376-437) 
 
                                         10        20        30     
2MEPSP                           RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
           40        50        60        70        80               
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG               
       :   ::: ..  ..   .: . : .  : .:.                             
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
gi|110 ETTIFAPGSSSQRKSQSERERQREREEREIH 
         470       480       490       
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (22-61:437-480) 
 
                        10        20        30            40        
2MEPSP          RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        50        60        70        80                
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (22-61:437-480) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7067

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
                        10        20        30            40        
2MEPSP          RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        50        60        70        80                
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (22-61:437-480) 
 
                        10        20        30            40        
2MEPSP          RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        50        60        70        80                
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (22-61:437-480) 
 
                        10        20        30            40        
2MEPSP          RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        50        60        70        80                
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (22-61:437-480) 
 
                        10        20        30            40        
2MEPSP          RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        50        60        70        80                
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (22-61:437-480) 
 
                        10        20        30            40        
2MEPSP          RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
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        50        60        70        80                
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (22-61:437-480) 
 
                        10        20        30            40        
2MEPSP          RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        50        60        70        80                
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (22-61:437-480) 
 
                        10        20        30            40        
2MEPSP          RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        50        60        70        80                
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (22-61:437-480) 
 
                        10        20        30            40        
2MEPSP          RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        50        60        70        80                
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (22-61:437-480) 
 
                        10        20        30            40        
2MEPSP          RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        50        60        70        80                
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
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 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (22-61:437-480) 
 
                        10        20        30            40        
2MEPSP          RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        50        60        70        80                
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (22-61:437-480) 
 
                        10        20        30            40        
2MEPSP          RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        50        60        70        80                
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (22-61:437-480) 
 
                        10        20        30            40        
2MEPSP          RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        50        60        70        80                
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 73.1  bits: 18.5 E():   43 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (35-80:86-130) 
 
           10        20        30        40        50        60     
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
           70        80       
2MEPSP SLQGDVKFAEVLEMMG       
       . ..  : :.: . .:       
gi|136 KKEALPKCAQVYNKLGMYPPNM 
          120       130       
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.1  bits: 19.3 E():   43 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (8-69:10-65) 
 
                 10        20        30        40        50         
2MEPSP   RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . : ..:.:  .  :.   : .: .:  . .... .:  .  :  .:   . 
gi|331 IPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKDVDKAPFNG---M 
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               10          20         30        40        50        
 
       60        70        80                                       
2MEPSP EGCGTTSLQGDVKFAEVLEMMG                                       
        :::.: .  :                                                  
gi|331 TGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFGS 
           60        70        80        90       100       110     
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.9  bits: 18.5 E():   44 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (35-80:90-134) 
 
           10        20        30        40        50        60     
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
           70        80       
2MEPSP SLQGDVKFAEVLEMMG       
       . ..  : :.: . .:       
gi|145 KKEALPKCAQVYNKLGMYPPNM 
      120       130       140 
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (35-80:96-140) 
 
           10        20        30        40        50        60     
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
           70        80       
2MEPSP SLQGDVKFAEVLEMMG       
       . ..  : :.: . .:       
gi|246 KKEALPKCAQVYNKLGMYPPNM 
          130       140       
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 72.7  bits: 20.2 E():   45 
Smith-Waterman score: 51; 24.2% identity (56.5% similar) in 62 aa overlap (16-76:315-373) 
 
                              10        20        30        40      
2MEPSP                RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY- 
                                     : .. .. :  :   ::: :    .  :.  
gi|259 NINDPARADIYTPEVGRLTTLNSLNLPILKWLQLSVEKGVLY---KNALVLPHWNLNSHS 
          290       300       310       320          330       340  
 
           50        60        70        80                         
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                         
       .. :    : . .:.. :.  ..:.:. ...:                             
gi|259 IIYGCKGKGQVQVVDNFGNRVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRA 
             350       360       370       380       390       400  
 
gi|259 MTSPLAGRTSVLGGMPEEVLANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA 
             410       420       430       440       450        
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 72.6  bits: 20.6 E():   45 
Smith-Waterman score: 52; 20.7% identity (63.8% similar) in 58 aa overlap (1-58:205-256) 
 
                                             10        20        30 
2MEPSP                               RLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
                                     :..:::. .... .. . . :    ...:  
gi|169 SRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQRTNRLENLQNYRII---EFQSK 
          180       190       200       210       220          230  
 
               40        50        60        70        80           
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG           
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        :. .    :.:...:.   . .: .:.                                 
gi|169 PNTLILPKHSDADFILV---VLNGRATITIVNPDKRQVYNLEQGDALRLPAGTTSYILNP 
             240          250       260       270       280         
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.6  bits: 18.6 E():   45 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (41-67:9-38) 
 
               20        30        40           50        60        
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
        70        80                                                
2MEPSP GDVKFAEVLEMMG                                                
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.6  bits: 19.4 E():   46 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (8-69:34-89) 
 
                                      10        20        30        
2MEPSP                        RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:  .  :.   : .: .:  .  
gi|180 SSSSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKD 
            10        20        30        40           50        60 
 
        40        50        60        70        80                  
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                  
       .... .:  .  :  .:   . :::.: .  :                             
gi|180 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHIT 
               70           80        90       100       110        
 
gi|180 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEK 
       120       130       140       150       160       170        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (42-69:133-160) 
 
              20        30        40        50        60        70  
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
              80                                                    
2MEPSP FAEVLEMMG                                                    
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.0  bits: 20.6 E():   49 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (8-44:553-589) 
 
                                      10        20        30        
2MEPSP                        RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
        40        50        60        70        80                  
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                  
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
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>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.0  bits: 20.6 E():   49 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (8-44:553-589) 
 
                                      10        20        30        
2MEPSP                        RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
        40        50        60        70        80                  
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                  
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.0  bits: 20.6 E():   49 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (8-44:556-592) 
 
                                      10        20        30        
2MEPSP                        RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|284 RRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFYKKVQEAYEGKSQYYVDK 
         530       540       550       560       570       580      
 
        40        50        60        70        80                  
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                  
         .  .:                                                      
gi|284 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSNRKYP 
         590       600       610       620       630       640      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.8  bits: 20.2 E():   50 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (25-73:264-309) 
 
                     10        20        30         40        50    
2MEPSP       RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
            60        70        80                                  
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMG                                  
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 71.7  bits: 20.7 E():   51 
Smith-Waterman score: 61; 27.5% identity (53.6% similar) in 69 aa overlap (7-70:89-154) 
 
                                       10        20             30  
2MEPSP                         RLMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:  . .. :   .:::     .  :.   
gi|219 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKIVYVNGTDS--VKGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
              40        50        60        70        80            
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG            
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|219 NAYKAGSVNGAFSGLKLAK-SGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFV 
        120       130        140       150       160       170      
 
gi|219 RHWDTYVGTQFNAVFSGALTKSGDKYSFDGKLKNLVHPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 17.8 E():   54 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (25-59:69-101) 
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                     10        20        30        40        50     
2MEPSP       RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
           60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMG 
        . ::                      
gi|207 KIGVEEFQALVKA              
        100                       
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.2  bits: 15.4 E():   54 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (8-16:10-18) 
 
                 10        20        30        40        50         
2MEPSP   RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . ::..:.:                                           
gi|409 IAKVPPGGXITAEYGDKWLD                                         
               10        20                                         
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 17.8 E():   55 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (10-32:21-43) 
 
                          10        20        30        40          
2MEPSP            RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           : .: .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
      50        60        70        80                    
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                    
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.1  bits: 17.4 E():   55 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (9-57:7-41) 
 
               10        20        30        40        50        60 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
               ::::    :::.    .:. .      .::.. .:  :. :  . :.::    
gi|212   MADATEKAEH----DRFF----KKFDA------NGDGTISSTELGDALKNLGSVTHDD 
                 10                      20        30        40     
 
               70        80                    
2MEPSP CGTTSLQGDVKFAEVLEMMG                    
                                               
gi|212 IKRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
           50        60        70        80    
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (64-79:135-150) 
 
            40        50        60        70        80   
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG   
                                     :. .: : : : .:::    
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD 
          110       120       130       140       150    
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.7  bits: 19.9 E():   58 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (22-54:269-302) 
 
                        10        20        30        40         50 
2MEPSP          RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
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gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
               60        70        80                               
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                               
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.7  bits: 19.9 E():   58 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (22-54:269-302) 
 
                        10        20        30        40         50 
2MEPSP          RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
               60        70        80                               
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                               
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.6  bits: 16.7 E():   59 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (11-29:1-19) 
 
               10        20        30        40        50        60 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                 ::   . ::  ::  : .:                                
gi|377           EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDG 
                         10        20        30        40        50 
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 70.3  bits: 20.4 E():   61 
Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (8-65:65-133) 
 
                                      10        20                  
2MEPSP                        RLMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
      30          40        50        60         70        80       
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQGDVKFAEVLEMMG       
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
          160       170       180       190       200       210     
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (18-75:1-47) 
 
               10        20        30        40        50        60 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .:.:.: : : .   :   :  .  : :. ::..          
gi|136                  QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQ 
                                 10           20        30          
 
               70        80                                         
2MEPSP CGTTSLQGDVKFAEVLEMMG                                         
       :   . .::. :.::                                              
gi|136 CKEKK-NGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKP 
             40        50        60        70        80        90   
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 45; 44.4% identity (50.0% similar) in 18 aa overlap (6-23:82-99) 
 
                                        10        20        30      
2MEPSP                          RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :             
gi|291 TPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHA 
              60        70        80        90       100       110  
 
          40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                                     
gi|291 RMKLASKAREMKDRAEQFGQQHVTGSQGS                 
             120       130       140                 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (6-33:87-110) 
 
                                        10        20        30      
2MEPSP                          RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
          40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                                     
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS             
            120       130       140                  
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (6-33:87-110) 
 
                                        10        20        30      
2MEPSP                          RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
          40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                                     
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS             
            120       130       140                  
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (35-74:87-131) 
 
           10        20        30             40        50          
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
      60        70        80                       
2MEPSP GCGTTSLQGDVKFAEVLEMMG                       
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (25-54:340-370) 
 
                     10        20        30        40        50     
2MEPSP       RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
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     310       320       330       340        350       360         
 
             60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMG 
       ::                           
gi|113 GGYKV                        
      370                           
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.7  bits: 19.3 E():   74 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (20-54:331-365) 
 
                          10        20        30        40          
2MEPSP            RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
      50        60        70        80       
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMG       
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.7  bits: 19.3 E():   74 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (20-54:331-365) 
 
                          10        20        30        40          
2MEPSP            RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
      50        60        70        80       
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMG       
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (9-19:8-18) 
 
               10        20        30        40        50        60 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
               : :.::..:.:                                          
gi|379  MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNT 
                10        20        30        40        50          
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (9-19:8-18) 
 
               10        20        30        40        50        60 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
               : :.::..:.:                                          
gi|144  MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNT 
                10        20        30        40        50          
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (51-75:19-41) 
 
               30        40        50        60        70        80 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
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         50        60        70        80        90       100       
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (18-70:18-64) 
 
               10        20        30        40        50        60 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .: .... :   :  : :.   :..:  . :  .       .: 
gi|107 MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE----KFKG 
               10        20        30          40        50         
 
               70        80                                         
2MEPSP CGTTSLQGDVKFAEVLEMMG                                         
        :.: :.::.                                                   
gi|107 LGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFG 
           60        70        80        90       100       110     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.3  bits: 18.1 E():   77 
Smith-Waterman score: 49; 24.2% identity (59.7% similar) in 62 aa overlap (17-75:72-131) 
 
                             10        20        30           40    
2MEPSP               RLMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
            50        60        70        80                        
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                        
       : . ..   . .. :::: ... .: : ....                             
gi|144 YSVLATDYDNYAI-VEGCPAAA-NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQH 
             110        120        130       140       150          
 
gi|144 KKAIEEDLKHFNLKYEDLHSTCH 
     160       170       180   
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (18-75:5-51) 
 
               10        20        30        40        50        60 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .:.:.: : : .   :   :  .  : :. ::..          
gi|145              PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQ 
                            10            20        30              
 
               70        80                                         
2MEPSP CGTTSLQGDVKFAEVLEMMG                                         
       :   . .::. :.::                                              
gi|145 C-REKKNGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKP 
         40        50        60        70        80        90       
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (18-75:5-51) 
 
               10        20        30        40        50        60 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .:.:.: : : .   :   :  .  : :. ::..          
gi|145              PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQ 
                            10            20        30              
 
               70        80                                         
2MEPSP CGTTSLQGDVKFAEVLEMMG                                         
       :   . .::. :.::                                              
gi|145 C-REKKNGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKP 
         40        50        60        70        80        90       
 
>>gi|256427|gb|AAB23463.1| CG4 beta-conglycinin [Glycine  (439 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 68.2  bits: 19.3 E():   79 
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Smith-Waterman score: 48; 24.1% identity (59.3% similar) in 54 aa overlap (1-51:54-104) 
 
                                             10        20        30 
2MEPSP                               RLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
                                     ::..::. .. . ..   . :    ...:  
gi|256 LKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFNKRSPQLENLRDYRIV---QFQSK 
            30        40        50        60        70           80 
 
                  40        50        60        70        80        
2MEPSP KNAYV---EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG        
        :. .   ..::.   . :.: ::                                     
gi|256 PNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHPGDAQRIPAGTTYYLVNPHDH 
               90       100       110       120       130       140 
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.1 E():   80 
Smith-Waterman score: 48; 30.0% identity (65.0% similar) in 40 aa overlap (36-75:102-139) 
 
          10        20        30        40        50        60      
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
          70        80                                              
2MEPSP LQGDVKFAEVLEMMG                                              
        .: : ....                                                   
gi|194 -NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTC 
               140       150       160       170       180          
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.1  bits: 15.6 E():   80 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (8-16:10-18) 
 
                 10        20        30        40        50         
2MEPSP   RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . ::..:.:                                           
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (25-59:69-101) 
 
                     10        20        30        40        50     
2MEPSP       RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
           60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMG 
       .. ::                      
gi|148 AIGVEEWAVLVKA              
        100                       
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.0  bits: 17.7 E():   81 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (18-75:11-57) 
 
               10        20        30        40        50        60 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .:.:.: : : .   :   :  .  : :. ::..          
gi|246        MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQ 
                      10         20           30        40          
 
               70        80                                         
2MEPSP CGTTSLQGDVKFAEVLEMMG                                         
       :   . .::: :.:.                                              
gi|246 C-KDKENGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKP 
             50        60        70        80        90       100   
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>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.0  bits: 17.7 E():   81 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (18-75:11-57) 
 
               10        20        30        40        50        60 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .:.:.: : : .   :   :  .  : :. ::..          
gi|246        MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQ 
                      10         20           30        40          
 
               70        80                                         
2MEPSP CGTTSLQGDVKFAEVLEMMG                                         
       :   . .::: :.:.                                              
gi|246 C-KDKENGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKP 
             50        60        70        80        90       100   
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (25-54:231-261) 
 
                     10        20        30        40        50     
2MEPSP       RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
             60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMG 
       ::                           
gi|226 GGYKV                        
     260                            
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.8  bits: 17.3 E():   83 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (29-68:20-60) 
 
               10        20        30        40        50        60 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                   :  .: . :...:.     : . .::.:     
gi|384          MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPAC 
                        10        20        30        40        50  
 
                70        80                                        
2MEPSP C-GTTSLQGDVKFAEVLEMMG                                        
       : :  ...:                                                    
gi|384 CNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNC 
              60        70        80        90       100       110  
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (35-74:87-131) 
 
           10        20        30        40             50          
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
      60        70        80                        
2MEPSP GCGTTSLQGDVKFAEVLEMMG                        
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (35-74:87-131) 
 
           10        20        30        40             50          
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
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                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
      60        70        80                        
2MEPSP GCGTTSLQGDVKFAEVLEMMG                        
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 48; 27.3% identity (51.5% similar) in 66 aa overlap (15-74:66-131) 
 
                               10        20        30         40    
2MEPSP                 RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKN-AYVEGDASS-- 
                                     :. .  : : .: .   : . ::::: :   
gi|444 PQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDK 
          40        50        60        70        80        90      
 
                 50        60        70        80                   
2MEPSP ---ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                   
           .: .  .: . :   ... ..    :::.. :                         
gi|444 IEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAAN 
         100       110       120       130       140       150      
 
gi|444 PDACN 
         160 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.4  bits: 18.9 E():   87 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (19-65:68-112) 
 
                           10        20        30        40         
2MEPSP             RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
       50        60        70        80                             
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG                             
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.3  bits: 19.0 E():   88 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (19-45:319-345) 
 
                           10        20        30        40         
2MEPSP             RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
       50        60        70        80      
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG      
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.2  bits: 18.6 E():   89 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (25-60:259-293) 
 
                     10        20        30        40        50     
2MEPSP       RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
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           60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMG 
       ::.. :                     
gi|119 TVSAGGYKV                  
       290                        
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.1  bits: 19.0 E():   90 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (7-38:182-217) 
 
                                       10            20        30   
2MEPSP                         RLMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
             40        50        60        70        80             
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG             
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|83303658|sp|P40292.3|HSP90_ASPFU RecName: Full=Heat  (706 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.1  bits: 19.8 E():   90 
Smith-Waterman score: 49; 35.0% identity (70.0% similar) in 20 aa overlap (1-20:396-415) 
 
                                             10        20        30 
2MEPSP                               RLMERFGVKAEHSDSWDRFYIKGGQKYKSP 
                                     . .: :.  ::  ...:.::           
gi|833 VDSEDLPLNLSRETLQQNKIMKVIKKNIVKKTLELFNEIAEDREQFDKFYSAFSKNIKLG 
         370       380       390       400       410       420      
 
               40        50        60        70        80           
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG           
                                                                    
gi|833 IHEDAQNRQTLAKLLRYQSTKSGDEATSLADYVTRMPEHQKQIYYITGESIKAVAKSPFL 
         430       440       450       460       470       480      
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 17.3 E():   91 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (51-75:20-42) 
 
               30        40        50        60        70        80 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 17.3 E():   91 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (51-75:20-42) 
 
               30        40        50        60        70        80 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 17.3 E():   91 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (51-75:20-42) 
 
               30        40        50        60        70        80 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
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gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.0  bits: 17.3 E():   91 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (9-55:9-60) 
 
               10        20           30          40        50      
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASSASYFLAGAAITGGT 
               : :.::..: :  . : .. .    :.:   :: .... :: .  :.   .: 
gi|118 MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGDSYTIKTASTLKNT 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMG                                    
                                                                    
gi|118 EISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVREFSDEGLTVTATVN 
               70        80        90       100       110       120 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.0  bits: 17.8 E():   92 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (47-68:150-172) 
 
         20        30        40        50         60        70      
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
          80 
2MEPSP LEMMG 
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (51-75:21-43) 
 
               30        40        50        60        70        80 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (51-75:21-43) 
 
               30        40        50        60        70        80 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (51-75:21-43) 
 
               30        40        50        60        70        80 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
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gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (51-75:21-43) 
 
               30        40        50        60        70        80 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (18-75:1-47) 
 
               10        20        30        40        50        60 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .:.:.: : : .   :   :  .  : :. ::..          
gi|136                  QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQ 
                                 10           20        30          
 
               70        80                                         
2MEPSP CGTTSLQGDVKFAEVLEMMG                                         
       :   . .::: :.::                                              
gi|136 C-KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKP 
             40        50        60        70        80        90   
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (35-80:86-130) 
 
           10        20        30        40        50        60     
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
           70        80       
2MEPSP SLQGDVKFAEVLEMMG       
       . ..  : :.: . .:       
gi|136 KKEALPKCAQVYNKLGMYPPNM 
          120       130       
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.4 E():   97 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (53-68:132-144) 
 
             30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :: :.   ::  .:::             
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG             
             110       120       130          140                 
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.4 E():   97 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (53-68:132-144) 
 
             30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :: :.   ::  .:::             
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG             
             110       120       130          140                 
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (25-59:69-101) 
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                     10        20        30        40        50     
2MEPSP       RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
           60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMG 
        . :.                      
gi|288 KIGVDEFAAMIKG              
        100                       
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (18-75:10-56) 
 
               10        20        30        40        50        60 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .:.:.: : : .   :   :  .  : :. ::..          
gi|144         EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQ 
                       10         20           30        40         
 
               70        80                                         
2MEPSP CGTTSLQGDVKFAEVLEMMG                                         
       :   . .::: :.::                                              
gi|144 C-KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKP 
              50        60        70        80        90       100  
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (18-75:10-56) 
 
               10        20        30        40        50        60 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .:.:.: : : .   :   :  .  : :. ::..          
gi|136         EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQ 
                       10         20           30        40         
 
               70        80                                         
2MEPSP CGTTSLQGDVKFAEVLEMMG                                         
       :   . .::: :.::                                              
gi|136 C-KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKP 
              50        60        70        80        90       100  
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 16.6 E():   99 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (10-29:9-28) 
 
               10        20        30        40        50        60 
2MEPSP RLMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                :::   . ::  .:  : .:                                
gi|333  MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEEIQRMMAEIDTDGDG 
                10        20        30        40        50          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:49 2011 done: Tue Apr 19 10:57:49 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>2MEPSPS: 217  - 296 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     6     2:*= 
  32    12     8:=*= 
  34    17    22:=====* 
  36    43    44:==========* 
  38    74    73:==================* 
  40    84   102:=====================    * 
  42   102   125:==========================     * 
  44   147   138:==================================*== 
  46   188   140:==================================*============ 
  48   137   134:=================================*= 
  50   131   122:==============================*== 
  52   125   108:==========================*===== 
  54    73    92:===================   * 
  56    59    77:===============    * 
  58    43    63:===========    * 
  60    39    51:==========  * 
  62    30    41:========  * 
  64    24    33:======  * 
  66    44    26:======*==== 
  68    23    20:====*= 
  70    13    16:===* 
  72    17    12:==*== 
  74    22    10:==*=== 
  76     7     8:=* 
  78     2     6:=* 
  80     6     5:=* 
  82     3     3:* 
  84     3     3:* 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     4     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.44550.00374; mu= 15.3304 0.194 
 mean_var=40.858410.255, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.200647 
 Kolmogorov-Smirnov  statistic: 0.0353 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   64 23.5     1.6 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 23.9     2.8 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.0     3.3 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   60 22.4     3.9 
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gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 23.2       4 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 23.3     4.1 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   58 21.6     4.2 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   57 21.3     5.1 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 23.4     5.3 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.1     5.9 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   57 21.5     7.1 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 21.4      11 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 21.8      11 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   56 21.4      11 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   56 21.4      11 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 21.4      11 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   56 21.4      11 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 20.3      15 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 20.4      16 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 19.6      17 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 19.6      17 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.0      18 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 20.9      18 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.0      22 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.2      24 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 20.7      24 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   54 21.1      25 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 19.4      26 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   55 21.6      28 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   55 21.6      28 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 18.7      30 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.1      30 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 18.7      31 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 19.6      31 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.2      33 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   51 20.0      34 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   48 18.8      34 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   48 18.8      34 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 18.4      35 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 19.6      35 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 18.4      37 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 18.8      38 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.3      38 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   52 20.5      38 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.5      39 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.5      39 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.5      39 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.5      39 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.5      39 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.5      39 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.5      39 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.5      39 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.5      39 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.5      39 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.5      39 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.5      39 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.5      39 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   49 19.3      42 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 18.5      43 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 18.5      44 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   51 20.2      44 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 18.5      45 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   49 19.4      45 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 18.6      46 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.4      47 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 20.7      48 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 20.7      48 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   52 20.7      48 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.3      49 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 20.7      50 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 17.8      55 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 17.8      55 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 17.4      55 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 15.3      56 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 18.3      57 
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gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.0      57 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.0      57 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.4      60 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 16.6      60 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.2      61 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 17.9      64 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   45 17.9      65 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.0      66 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.0      66 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.2      70 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.0      71 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.3      73 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.3      73 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 18.9      75 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 17.6      75 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 17.6      75 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 17.6      75 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.1      77 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 17.7      79 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 17.7      79 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.1      80 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.3      81 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 17.7      81 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 17.7      81 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.5      82 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 15.6      82 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.3      84 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.0      85 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 17.7      86 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 17.7      86 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 17.7      86 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.0      87 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.6      88 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.0      89 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 17.8      92 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.3      92 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.3      92 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.3      92 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.3      92 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.3      92 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.3      92 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.3      92 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.3      92 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.4      94 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.4      94 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.4      98 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.4      98 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.4      98 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.4      98 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.0      98 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.2      99 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  64  Z-score: 98.8  bits: 23.5 E():  1.6 
Smith-Waterman score: 64; 30.8% identity (56.9% similar) in 65 aa overlap (19-79:52-116) 
 
                           10        20        30           40      
2MEPSP             LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
          50        60         70        80                         
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLEMMGA                         
       .:.: . :.  : :  :.. .  : :  .:..  :                          
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
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>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 94.5  bits: 23.9 E():  2.8 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (24-75:79-131) 
 
                      10        20        30        40        50    
2MEPSP        LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
             60        70        80                                 
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGA                                 
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 93.3  bits: 24.0 E():  3.3 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (20-56:8-44) 
 
               10        20        30        40        50        60 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                          ... : . :  :  ::.:.. .. .:: ::. .:. :     
gi|144             MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYE 
                           10        20        30        40         
 
               70        80                                         
2MEPSP GTTSLQGDVKFAEVLEMMGA                                         
                                                                    
gi|144 ALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWC 
       50        60        70        80        90       100         
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  60  Z-score: 91.8  bits: 22.4 E():  3.9 
Smith-Waterman score: 60; 25.7% identity (58.6% similar) in 70 aa overlap (8-74:64-131) 
 
                                      10        20        30        
2MEPSP                        LMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
           40        50        60        70        80               
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA               
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQIRFSVRRFHPKLGDKEMIQHY 
           100       110        120        130       140       150  
 
gi|116 TLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
             160       170       180   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 91.8  bits: 23.2 E():    4 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (24-75:59-111) 
 
                      10        20        30        40        50    
2MEPSP        LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
             60        70        80                                 
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGA                                 
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 91.4  bits: 23.3 E():  4.1 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (24-75:79-131) 
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                      10        20        30        40        50    
2MEPSP        LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
             60        70        80                                 
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGA                                 
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 91.3  bits: 21.6 E():  4.2 
Smith-Waterman score: 58; 28.3% identity (56.7% similar) in 60 aa overlap (1-59:26-84) 
 
                                        10        20         30     
2MEPSP                          LMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
           40        50        60        70        80         
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA         
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 89.7  bits: 21.3 E():  5.1 
Smith-Waterman score: 57; 28.3% identity (56.7% similar) in 60 aa overlap (1-59:26-84) 
 
                                        10        20         30     
2MEPSP                          LMERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                ..:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
           40        50        60        70        80         
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA         
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 89.5  bits: 23.4 E():  5.3 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (22-68:423-469) 
 
                        10        20        30        40        50  
2MEPSP          LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
                60        70        80                   
2MEPSP GGTVTVE--GCGTTSLQGDVKFAEVLEMMGA                   
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 88.6  bits: 23.1 E():  5.9 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (20-56:8-44) 
 
               10        20        30        40        50        60 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                          ... : . :  :  ::.:.. .. .:: ::.  :. :     
gi|144             MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYE 
                           10        20        30        40         
 
               70        80                                         
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2MEPSP GTTSLQGDVKFAEVLEMMGA                                         
                                                                    
gi|144 ALELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWC 
       50        60        70        80        90       100         
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 87.2  bits: 21.5 E():  7.1 
Smith-Waterman score: 57; 25.7% identity (58.6% similar) in 70 aa overlap (8-74:63-130) 
 
                                      10        20        30        
2MEPSP                        LMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
           40        50        60        70        80               
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA               
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQLRMTLRRFHPKLGDKEMLQHY 
            100       110        120        130       140       150 
 
gi|212 TLDQVNQNKKAIEEDLKHFNLKYEDLHSTCH 
              160       170       180  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.8  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (7-68:22-77) 
 
                              10        20        30        40      
2MEPSP                LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
          50        60        70        80                          
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA                          
       .  :  .:   . :::.: .  :                                      
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 83.7  bits: 21.8 E():   11 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (5-53:151-193) 
 
                                         10        20        30     
2MEPSP                           LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
           40        50        60        70        80               
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA               
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.6  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (7-68:33-88) 
 
                                       10        20        30       
2MEPSP                         LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
         40        50        60        70        80                 
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA                 
       .... .:  .  :  .:   . :::.: .  :                             
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
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gi|168 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.6  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (7-68:33-88) 
 
                                       10        20        30       
2MEPSP                         LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
         40        50        60        70        80                 
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA                 
       .... .:  .  :  .:   . :::.: .  :                             
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|126 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.6  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (7-68:33-88) 
 
                                       10        20        30       
2MEPSP                         LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
         40        50        60        70        80                 
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA                 
       .... .:  .  :  .:   . :::.: .  :                             
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|752 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.5  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (7-68:39-94) 
 
                                       10        20        30       
2MEPSP                         LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
         40        50        60        70        80                 
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA                 
       .... .:  .  :  .:   . :::.: .  :                             
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
gi|249 DDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEK 
            130       140       150       160       170       180   
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 81.3  bits: 20.3 E():   15 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (32-60:86-113) 
 
              10        20        30        40        50        60  
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
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              70        80                                   
2MEPSP TTSLQGDVKFAEVLEMMGA                                   
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 80.9  bits: 20.4 E():   16 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (32-60:102-129) 
 
              10        20        30        40        50        60  
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
              70        80                                   
2MEPSP TTSLQGDVKFAEVLEMMGA                                   
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.5  bits: 19.6 E():   17 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (24-58:69-101) 
 
                      10        20        30        40        50    
2MEPSP        LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
            60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGA 
        . ::                       
gi|207 KIGVEEFQALVKA               
        100                        
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 80.5  bits: 19.6 E():   17 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (6-43:18-58) 
 
                           10        20           30        40      
2MEPSP             LMERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASSASYFL 
                        : .:  : ..  :. : : . :.:   :.:..  : .....   
gi|179 MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIE 
               10        20        30        40        50        60 
 
          50        60        70        80               
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA               
                                                         
gi|179 EDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (30-73:83-130) 
 
                10        20        30        40             50     
2MEPSP  LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
           60        70        80                       
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGA                       
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
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 initn:  43 init1:  43 opt:  54  Z-score: 79.7  bits: 20.9 E():   18 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (24-59:264-297) 
 
                      10        20        30        40        50    
2MEPSP        LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
            60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGA 
       .... :                      
gi|663 ATAAAGGYKA                  
             300                   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 78.2  bits: 21.0 E():   22 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (4-37:279-317) 
 
                                             10        20           
2MEPSP                            LMERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
       30        40        50        60        70        80         
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA         
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.5  bits: 20.2 E():   24 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (50-69:208-227) 
 
      20        30        40        50        60        70          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
      80                
2MEPSP A                
                        
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 77.5  bits: 20.7 E():   24 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (13-70:38-94) 
 
                                 10        20        30        40   
2MEPSP                   LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
               50         60        70        80                    
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVKFAEVLEMMGA                    
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.4  bits: 21.1 E():   25 
Smith-Waterman score: 54; 19.5% identity (57.1% similar) in 77 aa overlap (1-77:134-207) 
 
                                             10        20        30 
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2MEPSP                               LMERFGVKAEHSDSWDRFYIKGGQKYKSPK 
                                     :: :.:  .   : :. .  : .... .   
gi|275 AVGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDSDNFIKLL 
           110       120       130       140        150       160   
 
               40        50        60        70        80           
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA           
       . . :  : ..  :. :... .  .. .. .  .... : : .:: .              
gi|275 DKFDEKFAHTS--FVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHA 
            170         180       190       200       210       220 
 
gi|275 SPFPEQLKTLEAYHKRGAPRHKMVMAVPFYARTWILEKMNKQDIGDKASGPGPRGQFTQT 
              230       240       250       260       270       280 
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (30-73:83-130) 
 
                10        20        30        40             50     
2MEPSP  LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
           60        70        80                       
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGA                       
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 76.6  bits: 21.6 E():   28 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (6-69:89-154) 
 
                                        10        20             30 
2MEPSP                          LMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
               40        50        60        70        80           
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA           
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 76.6  bits: 21.6 E():   28 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (6-69:89-154) 
 
                                        10        20             30 
2MEPSP                          LMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
               40        50        60        70        80           
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA           
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (29-58:73-101) 
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                 10        20        30        40        50         
2MEPSP   LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
       60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGA 
                              
gi|288 EFAVWVKQ               
                              
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 75.8  bits: 19.1 E():   30 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (50-74:35-57) 
 
      20        30        40        50        60        70          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (28-53:59-84) 
 
                  10        20        30        40        50        
2MEPSP    LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGA 
                               
gi|117 APEAAKEEEKEESDDDMGFGLFD 
       90       100       110  
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.6  bits: 19.6 E():   31 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (8-64:72-127) 
 
                                      10        20        30        
2MEPSP                        LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
 
        40        50        60        70        80                  
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA                  
         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 75.2  bits: 19.2 E():   33 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (32-60:84-111) 
 
              10        20        30        40        50        60  
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
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              70        80                                 
2MEPSP TTSLQGDVKFAEVLEMMGA                                 
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 74.9  bits: 20.0 E():   34 
Smith-Waterman score: 51; 25.8% identity (51.5% similar) in 66 aa overlap (16-78:239-304) 
 
                              10        20        30           40   
2MEPSP                LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD---ASSAS 
                                     .:.:.   :  :. ..: :  .   . : . 
gi|324 NKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHA 
      210       220       230       240       250       260         
 
             50        60        70        80   
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA   
        :. :   .       :  .:.:  :::.. : :..     
gi|324 VFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
      270       280       290       300         
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (8-71:9-64) 
 
                10        20        30        40        50          
2MEPSP  LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
               : :.::..: :  . : .. . .:      :.:::  .  . . : . :..  
gi|156 MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIKT 
               10        20         30             40         50    
 
      60        70        80                                        
2MEPSP CGTTSLQGDVKFAEVLEMMGA                                        
        .: . ....::                                                 
gi|156 SSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
             60        70        80        90       100       110   
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (8-71:9-64) 
 
                10        20        30        40        50          
2MEPSP  LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
               : :.::..: :  . : .. . .:      :.:::  .  . . : . :..  
gi|518 MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIKT 
               10        20         30             40         50    
 
      60        70        80                                        
2MEPSP CGTTSLQGDVKFAEVLEMMGA                                        
        .: . ....::                                                 
gi|518 SSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
             60        70        80        90       100       110   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.7  bits: 18.4 E():   35 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (21-40:53-72) 
 
                         10        20        30        40        50 
2MEPSP           LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
               60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                      
gi|897 AQLPAMCRLEGGDALLASQ            
             90       100             
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
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 initn:  48 init1:  48 opt:  50  Z-score: 74.6  bits: 19.6 E():   35 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (20-50:25-54) 
 
                    10        20        30        40        50      
2MEPSP      LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
          60        70        80                                    
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGA                                    
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.3  bits: 18.4 E():   37 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (8-31:20-43) 
 
                           10        20        30        40         
2MEPSP             LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          ::: : .   :. : :   ::: .                  
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFVE 
               10        20        30        40        50        60 
 
       50        60        70        80                  
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA                  
                                                         
gi|145 EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
               70        80        90       100          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (52-67:140-152) 
 
              30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                     :: ::   ::  .:::              
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG              
     110       120       130       140          150                
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.0  bits: 19.3 E():   38 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (15-50:166-201) 
 
                               10        20        30        40     
2MEPSP                 LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
           50        60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
        : : .                               
gi|116 EAVAKVNFQ                            
         200                                
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.9  bits: 20.5 E():   38 
Smith-Waterman score: 52; 25.8% identity (53.2% similar) in 62 aa overlap (4-65:376-437) 
 
                                          10        20        30    
2MEPSP                            LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
            40        50        60        70        80              
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA              
       :   ::: ..  ..   .: . : .  : .:.                             
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
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         410       420       430       440       450       460      
 
gi|110 ETTIFAPGSSSQRKSQSERERQREREEREIH 
         470       480       490       
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (21-60:437-480) 
 
                         10        20        30            40       
2MEPSP           LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         50        60        70        80               
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA               
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (21-60:437-480) 
 
                         10        20        30            40       
2MEPSP           LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         50        60        70        80               
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA               
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (21-60:437-480) 
 
                         10        20        30            40       
2MEPSP           LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         50        60        70        80               
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA               
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (21-60:437-480) 
 
                         10        20        30            40       
2MEPSP           LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         50        60        70        80               
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA               
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   39 
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Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (21-60:437-480) 
 
                         10        20        30            40       
2MEPSP           LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         50        60        70        80               
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA               
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (21-60:437-480) 
 
                         10        20        30            40       
2MEPSP           LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         50        60        70        80               
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA               
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (21-60:437-480) 
 
                         10        20        30            40       
2MEPSP           LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         50        60        70        80               
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA               
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (21-60:437-480) 
 
                         10        20        30            40       
2MEPSP           LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         50        60        70        80               
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA               
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (21-60:437-480) 
 
                         10        20        30            40       
2MEPSP           LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
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         50        60        70        80               
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA               
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (21-60:437-480) 
 
                         10        20        30            40       
2MEPSP           LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         50        60        70        80               
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA               
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (21-60:437-480) 
 
                         10        20        30            40       
2MEPSP           LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         50        60        70        80               
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA               
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (21-60:437-480) 
 
                         10        20        30            40       
2MEPSP           LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         50        60        70        80               
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA               
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.7  bits: 20.5 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (21-60:437-480) 
 
                         10        20        30            40       
2MEPSP           LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         50        60        70        80               
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA               
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
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>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.1  bits: 19.3 E():   42 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (7-68:10-65) 
 
                  10        20        30        40        50        
2MEPSP    LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . : ..:.:  .  :.   : .: .:  . .... .:  .  :  .:   . 
gi|331 IPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKDVDKAPFNG---M 
               10          20         30        40        50        
 
        60        70        80                                      
2MEPSP EGCGTTSLQGDVKFAEVLEMMGA                                      
        :::.: .  :                                                  
gi|331 TGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFGS 
           60        70        80        90       100       110     
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 73.1  bits: 18.5 E():   43 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (34-79:86-130) 
 
            10        20        30        40        50        60    
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
            70        80      
2MEPSP SLQGDVKFAEVLEMMGA      
       . ..  : :.: . .:       
gi|136 KKEALPKCAQVYNKLGMYPPNM 
          120       130       
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.9  bits: 18.5 E():   44 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (34-79:90-134) 
 
            10        20        30        40        50        60    
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
            70        80      
2MEPSP SLQGDVKFAEVLEMMGA      
       . ..  : :.: . .:       
gi|145 KKEALPKCAQVYNKLGMYPPNM 
      120       130       140 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 72.8  bits: 20.2 E():   44 
Smith-Waterman score: 51; 24.2% identity (56.5% similar) in 62 aa overlap (15-75:315-373) 
 
                               10        20        30        40     
2MEPSP                 LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY- 
                                     : .. .. :  :   ::: :    .  :.  
gi|259 NINDPARADIYTPEVGRLTTLNSLNLPILKWLQLSVEKGVLY---KNALVLPHWNLNSHS 
          290       300       310       320          330       340  
 
            50        60        70        80                        
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA                        
       .. :    : . .:.. :.  ..:.:. ...:                             
gi|259 IIYGCKGKGQVQVVDNFGNRVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRA 
             350       360       370       380       390       400  
 
gi|259 MTSPLAGRTSVLGGMPEEVLANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA 
             410       420       430       440       450        
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (34-79:96-140) 
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            10        20        30        40        50        60    
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
            70        80      
2MEPSP SLQGDVKFAEVLEMMGA      
       . ..  : :.: . .:       
gi|246 KKEALPKCAQVYNKLGMYPPNM 
          130       140       
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (7-68:34-89) 
 
                                       10        20        30       
2MEPSP                         LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:  .  :.   : .: .:  .  
gi|180 SSSSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKD 
            10        20        30        40           50        60 
 
         40        50        60        70        80                 
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA                 
       .... .:  .  :  .:   . :::.: .  :                             
gi|180 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHIT 
               70           80        90       100       110        
 
gi|180 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEK 
       120       130       140       150       160       170        
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (40-66:9-38) 
 
      10        20        30        40           50        60       
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
         70        80                                               
2MEPSP GDVKFAEVLEMMGA                                               
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (41-68:133-160) 
 
               20        30        40        50        60        70 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
               80                                                   
2MEPSP FAEVLEMMGA                                                   
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.2  bits: 20.7 E():   48 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (7-43:553-589) 
 
                                       10        20        30       
2MEPSP                         LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
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            530       540       550       560       570       580   
 
         40        50        60        70        80                 
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA                 
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.2  bits: 20.7 E():   48 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (7-43:553-589) 
 
                                       10        20        30       
2MEPSP                         LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
         40        50        60        70        80                 
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA                 
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.1  bits: 20.7 E():   48 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (7-43:556-592) 
 
                                       10        20        30       
2MEPSP                         LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|284 RRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFYKKVQEAYEGKSQYYVDK 
         530       540       550       560       570       580      
 
         40        50        60        70        80                 
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA                 
         .  .:                                                      
gi|284 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSNRKYP 
         590       600       610       620       630       640      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 72.0  bits: 20.3 E():   49 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (24-72:264-309) 
 
                      10        20        30         40        50   
2MEPSP        LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
             60        70        80                                 
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGA                                 
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 71.9  bits: 20.7 E():   50 
Smith-Waterman score: 61; 27.5% identity (53.6% similar) in 69 aa overlap (6-69:89-154) 
 
                                        10        20             30 
2MEPSP                          LMERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:  . .. :   .:::     .  :.   
gi|219 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKIVYVNGTDS--VKGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
               40        50        60        70        80           
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA           
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|219 NAYKAGSVNGAFSGLKLAK-SGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFV 
        120       130        140       150       160       170      
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gi|219 RHWDTYVGTQFNAVFSGALTKSGDKYSFDGKLKNLVHPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 17.8 E():   55 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (24-58:69-101) 
 
                      10        20        30        40        50    
2MEPSP        LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
            60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGA 
        . ::                       
gi|207 KIGVEEFQALVKA               
        100                        
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 17.8 E():   55 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (9-31:21-43) 
 
                           10        20        30        40         
2MEPSP             LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           : .: .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
       50        60        70        80                   
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA                   
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.0  bits: 17.4 E():   55 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (8-56:7-41) 
 
               10        20        30        40        50        60 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
              ::::    :::.    .:. .      .::.. .:  :. :  . :.::     
gi|212  MADATEKAEH----DRFF----KKFDA------NGDGTISSTELGDALKNLGSVTHDDI 
                10                      20        30        40      
 
               70        80                   
2MEPSP GTTSLQGDVKFAEVLEMMGA                   
                                              
gi|212 KRMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
          50        60        70        80    
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.9  bits: 15.3 E():   56 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (7-15:10-18) 
 
                  10        20        30        40        50        
2MEPSP    LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . ::..:.:                                           
gi|409 IAKVPPGGXITAEYGDKWLD                                         
               10        20                                         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 18.3 E():   57 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (63-78:135-150) 
 
             40        50        60        70        80  
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA  
                                     :. .: : : : .:::    
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD 
          110       120       130       140       150    
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>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (21-53:269-302) 
 
                         10        20        30        40           
2MEPSP           LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
      50        60        70        80                              
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA                              
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (21-53:269-302) 
 
                         10        20        30        40           
2MEPSP           LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
      50        60        70        80                              
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA                              
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 70.5  bits: 20.4 E():   60 
Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (7-64:65-133) 
 
                                       10        20                 
2MEPSP                         LMERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
       30          40        50        60         70        80      
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQGDVKFAEVLEMMGA      
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
          160       170       180       190       200       210     
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 16.6 E():   60 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (10-28:1-19) 
 
               10        20        30        40        50        60 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                ::   . ::  ::  : .:                                 
gi|377          EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGF 
                        10        20        30        40        50  
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.3  bits: 19.2 E():   61 
Smith-Waterman score: 48; 34.8% identity (73.9% similar) in 23 aa overlap (58-80:282-304) 
 
        30        40        50        60        70        80   
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA   
                                     .:  ...:  :::.. : :...:   
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV 
             260       270       280       290       300       
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>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (17-74:1-47) 
 
               10        20        30        40        50        60 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                       .:.:.: : : .   :   :  .  : :. ::..         : 
gi|136                 QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC 
                                10           20        30           
 
               70        80                                         
2MEPSP GTTSLQGDVKFAEVLEMMGA                                         
          . .::. :.::                                               
gi|136 KEKK-NGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPS 
            40        50        60        70        80        90    
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 45; 44.4% identity (50.0% similar) in 18 aa overlap (5-22:82-99) 
 
                                         10        20        30     
2MEPSP                           LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :             
gi|291 TPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHA 
              60        70        80        90       100       110  
 
           40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                                      
gi|291 RMKLASKAREMKDRAEQFGQQHVTGSQGS                  
             120       130       140                  
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (5-32:87-110) 
 
                                         10        20        30     
2MEPSP                           LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
           40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                                      
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS              
            120       130       140                   
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (5-32:87-110) 
 
                                         10        20        30     
2MEPSP                           LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
           40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                                      
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS              
            120       130       140                   
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 69.2  bits: 19.2 E():   70 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (24-53:340-370) 
 
                      10        20        30        40        50    
2MEPSP        LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
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                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
              60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
       ::                            
gi|113 GGYKV                         
      370                            
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (34-73:87-131) 
 
            10        20        30             40        50         
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
       60        70        80                      
2MEPSP GCGTTSLQGDVKFAEVLEMMGA                      
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.9  bits: 19.3 E():   73 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (19-53:331-365) 
 
                           10        20        30        40         
2MEPSP             LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
       50        60        70        80      
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA      
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.9  bits: 19.3 E():   73 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (19-53:331-365) 
 
                           10        20        30        40         
2MEPSP             LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
       50        60        70        80      
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA      
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.7  bits: 18.9 E():   75 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (17-69:18-64) 
 
                10        20        30        40        50          
2MEPSP  LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .: .... :   :  : :.   :..:  . :  .       .: 
gi|107 MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE----KFKG 
               10        20        30          40        50         
 
      60        70        80                                        
2MEPSP CGTTSLQGDVKFAEVLEMMGA                                        
        :.: :.::.                                                   
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gi|107 LGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFG 
           60        70        80        90       100       110     
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (8-18:8-18) 
 
               10        20        30        40        50        60 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
              : :.::..:.:                                           
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (8-18:8-18) 
 
               10        20        30        40        50        60 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
              : :.::..:.:                                           
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (50-74:19-41) 
 
      20        30        40        50        60        70          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 18.1 E():   77 
Smith-Waterman score: 49; 24.2% identity (59.7% similar) in 62 aa overlap (16-74:72-131) 
 
                              10        20        30           40   
2MEPSP                LMERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
             50        60        70        80                       
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA                       
       : . ..   . .. :::: ... .: : ....                             
gi|144 YSVLATDYDNYAI-VEGCPAAA-NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQH 
             110        120        130       140       150          
 
gi|144 KKAIEEDLKHFNLKYEDLHSTCH 
     160       170       180   
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (17-74:5-51) 
 
               10        20        30        40        50        60 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                       .:.:.: : : .   :   :  .  : :. ::..         : 
gi|145             PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC 
                           10            20        30               
 
               70        80                                         
2MEPSP GTTSLQGDVKFAEVLEMMGA                                         
          . .::. :.::                                               
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gi|145 -REKKNGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPS 
        40        50        60        70        80        90        
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (17-74:5-51) 
 
               10        20        30        40        50        60 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                       .:.:.: : : .   :   :  .  : :. ::..         : 
gi|145             PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC 
                           10            20        30               
 
               70        80                                         
2MEPSP GTTSLQGDVKFAEVLEMMGA                                         
          . .::. :.::                                               
gi|145 -REKKNGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPS 
        40        50        60        70        80        90        
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.1 E():   80 
Smith-Waterman score: 48; 30.0% identity (65.0% similar) in 40 aa overlap (35-74:102-139) 
 
           10        20        30        40        50        60     
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
           70        80                                             
2MEPSP LQGDVKFAEVLEMMGA                                             
        .: : ....                                                   
gi|194 -NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTC 
               140       150       160       170       180          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (24-58:69-101) 
 
                      10        20        30        40        50    
2MEPSP        LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
            60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGA 
       .. ::                       
gi|148 AIGVEEWAVLVKA               
        100                        
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.0  bits: 17.7 E():   81 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (17-74:11-57) 
 
               10        20        30        40        50        60 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                       .:.:.: : : .   :   :  .  : :. ::..         : 
gi|246       MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC 
                     10         20           30        40           
 
               70        80                                         
2MEPSP GTTSLQGDVKFAEVLEMMGA                                         
          . .::: :.:.                                               
gi|246 -KDKENGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPS 
            50        60        70        80        90       100    
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.0  bits: 17.7 E():   81 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (17-74:11-57) 
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               10        20        30        40        50        60 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                       .:.:.: : : .   :   :  .  : :. ::..         : 
gi|246       MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC 
                     10         20           30        40           
 
               70        80                                         
2MEPSP GTTSLQGDVKFAEVLEMMGA                                         
          . .::: :.:.                                               
gi|246 -KDKENGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPS 
            50        60        70        80        90       100    
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (24-53:231-261) 
 
                      10        20        30        40        50    
2MEPSP        LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
              60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
       ::                            
gi|226 GGYKV                         
     260                             
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.9  bits: 15.6 E():   82 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (7-15:10-18) 
 
                  10        20        30        40        50        
2MEPSP    LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . ::..:.:                                           
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.7  bits: 17.3 E():   84 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (28-67:20-60) 
 
               10        20        30        40        50        60 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                  :  .: . :...:.     : . .::.:    : 
gi|384         MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACC 
                       10        20        30        40        50   
 
                70        80                                        
2MEPSP -GTTSLQGDVKFAEVLEMMGA                                        
        :  ...:                                                     
gi|384 NGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCA 
             60        70        80        90       100       110   
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (18-64:68-112) 
 
                            10        20        30        40        
2MEPSP              LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
        50        60        70        80                            
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA                            
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (34-73:87-131) 
 
            10        20        30        40             50         
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
       60        70        80                       
2MEPSP GCGTTSLQGDVKFAEVLEMMGA                       
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (34-73:87-131) 
 
            10        20        30        40             50         
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
       60        70        80                       
2MEPSP GCGTTSLQGDVKFAEVLEMMGA                       
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 48; 27.3% identity (51.5% similar) in 66 aa overlap (14-73:66-131) 
 
                                10        20        30         40   
2MEPSP                  LMERFGVKAEHSDSWDRFYIKGGQKYKSPKN-AYVEGDASS-- 
                                     :. .  : : .: .   : . ::::: :   
gi|444 PQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDK 
          40        50        60        70        80        90      
 
                  50        60        70        80                  
2MEPSP ---ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA                  
           .: .  .: . :   ... ..    :::.. :                         
gi|444 IEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAAN 
         100       110       120       130       140       150      
 
gi|444 PDACN 
         160 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.5  bits: 19.0 E():   87 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (18-44:319-345) 
 
                            10        20        30        40        
2MEPSP              LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
        50        60        70        80     
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA     
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.3  bits: 18.6 E():   88 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (24-59:259-293) 
 
                      10        20        30        40        50    
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2MEPSP        LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
            60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGA 
       ::.. :                      
gi|119 TVSAGGYKV                   
       290                         
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.3  bits: 19.0 E():   89 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (6-37:182-217) 
 
                                        10            20        30  
2MEPSP                          LMERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
              40        50        60        70        80            
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA            
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.0  bits: 17.8 E():   92 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (46-67:150-172) 
 
          20        30        40        50         60        70     
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
           80 
2MEPSP LEMMGA 
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (50-74:20-42) 
 
      20        30        40        50        60        70          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (50-74:20-42) 
 
      20        30        40        50        60        70          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
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>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (8-54:9-60) 
 
                10        20           30          40        50     
2MEPSP  LMERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASSASYFLAGAAITGGT 
               : :.::..: :  . : .. .    :.:   :: .... :: .  :.   .: 
gi|118 MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGDSYTIKTASTLKNT 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGA                                   
                                                                    
gi|118 EISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVREFSDEGLTVTATVN 
               70        80        90       100       110       120 
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (50-74:20-42) 
 
      20        30        40        50        60        70          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (50-74:21-43) 
 
      20        30        40        50        60        70          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (50-74:21-43) 
 
      20        30        40        50        60        70          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (50-74:21-43) 
 
      20        30        40        50        60        70          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
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                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (50-74:21-43) 
 
      20        30        40        50        60        70          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (17-74:1-47) 
 
               10        20        30        40        50        60 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                       .:.:.: : : .   :   :  .  : :. ::..         : 
gi|136                 QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC 
                                10           20        30           
 
               70        80                                         
2MEPSP GTTSLQGDVKFAEVLEMMGA                                         
          . .::: :.::                                               
gi|136 -KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPS 
            40        50        60        70        80        90    
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (34-79:86-130) 
 
            10        20        30        40        50        60    
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
            70        80      
2MEPSP SLQGDVKFAEVLEMMGA      
       . ..  : :.: . .:       
gi|136 KKEALPKCAQVYNKLGMYPPNM 
          120       130       
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (52-67:132-144) 
 
              30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                     :: :.   ::  .:::              
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG              
             110       120       130          140                  
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (52-67:132-144) 
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              30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                     :: :.   ::  .:::              
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG              
             110       120       130          140                  
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (17-74:10-56) 
 
               10        20        30        40        50        60 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                       .:.:.: : : .   :   :  .  : :. ::..         : 
gi|144        EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC 
                      10         20           30        40          
 
               70        80                                         
2MEPSP GTTSLQGDVKFAEVLEMMGA                                         
          . .::: :.::                                               
gi|144 -KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPS 
             50        60        70        80        90       100   
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (17-74:10-56) 
 
               10        20        30        40        50        60 
2MEPSP LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                       .:.:.: : : .   :   :  .  : :. ::..         : 
gi|136        EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC 
                      10         20           30        40          
 
               70        80                                         
2MEPSP GTTSLQGDVKFAEVLEMMGA                                         
          . .::: :.::                                               
gi|136 -KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPS 
             50        60        70        80        90       100   
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.4  bits: 17.0 E():   98 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (24-58:69-101) 
 
                      10        20        30        40        50    
2MEPSP        LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
            60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGA 
        . :.                       
gi|288 KIGVDEFAAMIKG               
        100                        
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 66.3  bits: 18.2 E():   99 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (24-53:232-262) 
 
                      10        20        30        40        50    
2MEPSP        LMERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
              60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
       ::                            
gi|180 GGYKV                         
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:49 2011 done: Tue Apr 19 10:57:49 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 218  - 297 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     8     2:*= 
  32    11     8:=*= 
  34    18    22:=====* 
  36    34    44:========= * 
  38    86    73:==================*=== 
  40    81   102:=====================    * 
  42    97   125:=========================      * 
  44   141   138:==================================*= 
  46   187   140:==================================*============ 
  48   138   134:=================================*= 
  50   134   122:==============================*=== 
  52   117   108:==========================*=== 
  54    83    92:===================== * 
  56    65    77:=================  * 
  58    44    63:===========    * 
  60    35    51:=========   * 
  62    30    41:========  * 
  64    24    33:======  * 
  66    46    26:======*===== 
  68    22    20:====*= 
  70    14    16:===* 
  72    20    12:==*== 
  74    18    10:==*== 
  76     8     8:=* 
  78     1     6:=* 
  80     6     5:=* 
  82     3     3:* 
  84     3     3:* 
  86     1     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
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>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.60340.00376; mu= 14.4399 0.195 
 mean_var=40.833010.361, 0's: 2 Z-trim: 2  B-trim: 66 in 1/43 
 Lambda= 0.200710 
 Kolmogorov-Smirnov  statistic: 0.0259 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   64 23.5     1.6 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 23.8     2.8 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 23.9     3.3 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   60 22.4     3.9 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 23.2       4 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 23.3     4.2 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   57 21.4       5 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 23.4     5.4 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.1       6 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   56 21.1     6.1 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   57 21.6       7 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 21.4      11 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 21.8      11 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   56 21.4      11 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   56 21.4      11 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 21.4      11 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   56 21.4      11 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 20.4      15 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 20.4      16 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 19.6      16 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 19.6      16 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.1      17 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 20.9      18 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 21.0      22 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.2      24 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 20.6      25 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 19.5      26 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   55 21.5      28 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   55 21.5      28 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 18.7      29 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.2      30 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 18.8      30 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 19.6      31 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.2      32 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   48 18.8      33 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   48 18.8      33 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 18.4      34 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   51 20.0      34 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 19.6      35 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 18.5      36 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 18.9      37 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.3      38 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   52 20.5      39 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.5      40 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.5      40 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.5      40 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 18.5      42 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   49 19.4      42 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 18.6      43 
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gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 18.6      44 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 18.6      45 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   51 20.2      45 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   49 19.4      45 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.4      47 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 20.6      49 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 20.6      49 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   52 20.6      49 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.2      50 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 20.7      51 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 15.5      52 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 17.9      53 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 17.5      53 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 17.9      53 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 18.3      55 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 16.7      57 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 19.9      58 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 19.9      58 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   48 19.2      61 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.4      61 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 18.0      62 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   45 18.0      63 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.0      65 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.0      65 
gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 1 ( 462)   49 19.6      67 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.0      69 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.2      70 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 17.7      73 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 17.7      73 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 17.7      73 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.3      73 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.3      73 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 18.9      75 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.1      76 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 17.7      77 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 17.7      77 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 15.7      77 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.3      79 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.1      79 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 17.7      79 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 17.7      79 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.5      81 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.3      82 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 17.7      85 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 17.7      85 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 17.7      85 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.0      86 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.0      87 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.6      88 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.4      89 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.4      89 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.4      89 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.4      89 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.0      90 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.4      90 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.4      90 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.4      90 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.4      90 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 17.8      90 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.4      92 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.4      92 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.0      95 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.4      96 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.4      96 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.4      96 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.4      96 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 16.6      97 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
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gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   43 17.4      99 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.2      99 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  64  Z-score: 99.0  bits: 23.5 E():  1.6 
Smith-Waterman score: 64; 30.8% identity (56.9% similar) in 65 aa overlap (18-78:52-116) 
 
                            10        20        30           40     
2MEPSP              MERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
           50        60         70        80                        
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLEMMGAK                        
       .:.: . :.  : :  :.. .  : :  .:..  :                          
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 94.5  bits: 23.8 E():  2.8 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (23-74:79-131) 
 
                       10        20        30        40        50   
2MEPSP         MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
              60        70        80                                
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAK                                
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 93.2  bits: 23.9 E():  3.3 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (19-55:8-44) 
 
               10        20        30        40        50        60 
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                         ... : . :  :  ::.:.. .. .:: ::. .:. :      
gi|144            MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEA 
                          10        20        30        40          
 
               70        80                                         
2MEPSP TTSLQGDVKFAEVLEMMGAK                                         
                                                                    
gi|144 LELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCK 
      50        60        70        80        90       100          
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  60  Z-score: 92.0  bits: 22.4 E():  3.9 
Smith-Waterman score: 60; 25.7% identity (58.6% similar) in 70 aa overlap (7-73:64-131) 
 
                                       10        20           30    
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2MEPSP                         MERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
            40        50        60        70        80              
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK              
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQIRFSVRRFHPKLGDKEMIQHY 
           100       110        120        130       140       150  
 
gi|116 TLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
             160       170       180   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 91.7  bits: 23.2 E():    4 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (23-74:59-111) 
 
                       10        20        30        40        50   
2MEPSP         MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
              60        70        80                                
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAK                                
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 91.4  bits: 23.3 E():  4.2 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (23-74:79-131) 
 
                       10        20        30        40        50   
2MEPSP         MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
              60        70        80                                
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAK                                
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 89.9  bits: 21.4 E():    5 
Smith-Waterman score: 57; 28.8% identity (55.9% similar) in 59 aa overlap (1-58:27-84) 
 
                                         10        20         30    
2MEPSP                           MERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                 .:  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
            40        50        60        70        80        
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK        
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 89.4  bits: 23.4 E():  5.4 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (21-67:423-469) 
 
                         10        20        30        40        50 
2MEPSP           MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
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                 60        70        80                  
2MEPSP GGTVTVE--GCGTTSLQGDVKFAEVLEMMGAK                  
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 88.5  bits: 23.1 E():    6 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (19-55:8-44) 
 
               10        20        30        40        50        60 
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                         ... : . :  :  ::.:.. .. .:: ::.  :. :      
gi|144            MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEA 
                          10        20        30        40          
 
               70        80                                         
2MEPSP TTSLQGDVKFAEVLEMMGAK                                         
                                                                    
gi|144 LELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCK 
      50        60        70        80        90       100          
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 88.4  bits: 21.1 E():  6.1 
Smith-Waterman score: 56; 28.8% identity (55.9% similar) in 59 aa overlap (1-58:27-84) 
 
                                         10        20         30    
2MEPSP                           MERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                 .:  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
            40        50        60        70        80        
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK        
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 87.3  bits: 21.6 E():    7 
Smith-Waterman score: 57; 25.7% identity (58.6% similar) in 70 aa overlap (7-73:63-130) 
 
                                       10        20           30    
2MEPSP                         MERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
            40        50        60        70        80              
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK              
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQLRMTLRRFHPKLGDKEMLQHY 
            100       110        120        130       140       150 
 
gi|212 TLDQVNQNKKAIEEDLKHFNLKYEDLHSTCH 
              160       170       180  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.9  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (6-67:22-77) 
 
                               10        20        30        40     
2MEPSP                 MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
           50        60        70        80                         
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK                         
       .  :  .:   . :::.: .  :                                      
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gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 83.7  bits: 21.8 E():   11 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (4-52:151-193) 
 
                                          10        20        30    
2MEPSP                            MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
            40        50        60        70        80              
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK              
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.6  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (6-67:33-88) 
 
                                        10        20        30      
2MEPSP                          MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
          40        50        60        70        80                
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK                
       .... .:  .  :  .:   . :::.: .  :                             
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|168 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.6  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (6-67:33-88) 
 
                                        10        20        30      
2MEPSP                          MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
          40        50        60        70        80                
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK                
       .... .:  .  :  .:   . :::.: .  :                             
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|126 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.6  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (6-67:33-88) 
 
                                        10        20        30      
2MEPSP                          MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
          40        50        60        70        80                
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK                
       .... .:  .  :  .:   . :::.: .  :                             
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
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      60        70           80        90       100       110       
 
gi|752 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.5  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (6-67:39-94) 
 
                                        10        20        30      
2MEPSP                          MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
          40        50        60        70        80                
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK                
       .... .:  .  :  .:   . :::.: .  :                             
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
gi|249 DDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEK 
            130       140       150       160       170       180   
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 81.5  bits: 20.4 E():   15 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (31-59:86-113) 
 
               10        20        30        40        50        60 
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
               70        80                                  
2MEPSP TTSLQGDVKFAEVLEMMGAK                                  
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 81.0  bits: 20.4 E():   16 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (31-59:102-129) 
 
               10        20        30        40        50        60 
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
               70        80                                  
2MEPSP TTSLQGDVKFAEVLEMMGAK                                  
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (23-57:69-101) 
 
                       10        20        30        40        50   
2MEPSP         MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
             60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAK 
        . ::                        
gi|207 KIGVEEFQALVKA                
        100                         
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>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (5-42:18-58) 
 
                            10        20           30        40     
2MEPSP              MERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASSASYFL 
                        : .:  : ..  :. : : . :.:   :.:..  : .....   
gi|179 MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIE 
               10        20        30        40        50        60 
 
           50        60        70        80              
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK              
                                                         
gi|179 EDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (29-72:83-130) 
 
                 10        20        30        40             50    
2MEPSP   MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
            60        70        80                      
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAK                      
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 79.7  bits: 20.9 E():   18 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (23-58:264-297) 
 
                       10        20        30        40        50   
2MEPSP         MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
             60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAK 
       .... :                       
gi|663 ATAAAGGYKA                   
             300                    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 78.2  bits: 21.0 E():   22 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (3-36:279-317) 
 
                                              10        20          
2MEPSP                             MERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
        30        40        50        60        70        80        
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK        
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.6  bits: 20.2 E():   24 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (49-68:208-227) 
 
       20        30        40        50        60        70         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
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                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
       80               
2MEPSP AK               
                        
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 77.4  bits: 20.6 E():   25 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (12-69:38-94) 
 
                                  10        20        30        40  
2MEPSP                    MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
                50         60        70        80                   
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVKFAEVLEMMGAK                   
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (29-72:83-130) 
 
                 10        20        30        40             50    
2MEPSP   MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
            60        70        80                      
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAK                      
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 76.3  bits: 21.5 E():   28 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (5-68:89-154) 
 
                                         10        20               
2MEPSP                           MERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
      30        40        50        60        70        80          
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK          
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 76.3  bits: 21.5 E():   28 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (5-68:89-154) 
 
                                         10        20               
2MEPSP                           MERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
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gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
      30        40        50        60        70        80          
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK          
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 76.1  bits: 18.7 E():   29 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (28-57:73-101) 
 
                  10        20        30        40        50        
2MEPSP    MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAK 
                               
gi|288 EFAVWVKQ                
                               
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 76.0  bits: 19.2 E():   30 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (49-73:35-57) 
 
       20        30        40        50        60        70         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
       80                                                           
2MEPSP AK                                                           
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.0  bits: 18.8 E():   30 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (27-52:59-84) 
 
                   10        20        30        40        50       
2MEPSP     MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
         60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAK 
                                
gi|117 APEAAKEEEKEESDDDMGFGLFD  
       90       100       110   
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.7  bits: 19.6 E():   31 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (7-63:72-127) 
 
                                       10        20        30       
2MEPSP                         MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
 
         40        50        60        70        80                 
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2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK                 
         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (31-59:84-111) 
 
               10        20        30        40        50        60 
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
               70        80                                
2MEPSP TTSLQGDVKFAEVLEMMGAK                                
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.0  bits: 18.8 E():   33 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (7-70:9-64) 
 
                 10        20        30        40        50         
2MEPSP   MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
               : :.::..: :  . : .. . .:      :.:::  .  . . : . :..  
gi|156 MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIKT 
               10        20         30             40         50    
 
       60        70        80                                       
2MEPSP CGTTSLQGDVKFAEVLEMMGAK                                       
        .: . ....::                                                 
gi|156 SSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
             60        70        80        90       100       110   
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.0  bits: 18.8 E():   33 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (7-70:9-64) 
 
                 10        20        30        40        50         
2MEPSP   MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
               : :.::..: :  . : .. . .:      :.:::  .  . . : . :..  
gi|518 MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIKT 
               10        20         30             40         50    
 
       60        70        80                                       
2MEPSP CGTTSLQGDVKFAEVLEMMGAK                                       
        .: . ....::                                                 
gi|518 SSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
             60        70        80        90       100       110   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.9  bits: 18.4 E():   34 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (20-39:53-72) 
 
                          10        20        30        40          
2MEPSP            MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
      50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                       
gi|897 AQLPAMCRLEGGDALLASQ             
             90       100              
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 74.9  bits: 20.0 E():   34 
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Smith-Waterman score: 51; 25.8% identity (51.5% similar) in 66 aa overlap (15-77:239-304) 
 
                               10        20        30           40  
2MEPSP                 MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD---ASSAS 
                                     .:.:.   :  :. ..: :  .   . : . 
gi|324 NKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHA 
      210       220       230       240       250       260         
 
              50        60        70        80  
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK  
        :. :   .       :  .:.:  :::.. : :..     
gi|324 VFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
      270       280       290       300         
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 74.7  bits: 19.6 E():   35 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (19-49:25-54) 
 
                     10        20        30        40        50     
2MEPSP       MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
           60        70        80                                   
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAK                                   
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.5  bits: 18.5 E():   36 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (7-30:20-43) 
 
                            10        20        30        40        
2MEPSP              MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          ::: : .   :. : :   ::: .                  
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFVE 
               10        20        30        40        50        60 
 
        50        60        70        80                 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK                 
                                                         
gi|145 EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
               70        80        90       100          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.2  bits: 18.9 E():   37 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (51-66:140-152) 
 
               30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: ::   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG               
     110       120       130       140          150                 
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 19.3 E():   38 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (14-49:166-201) 
 
                                10        20        30        40    
2MEPSP                  MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
            50        60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
        : : .                                
gi|116 EAVAKVNFQ                             
         200                                 
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>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.8  bits: 20.5 E():   39 
Smith-Waterman score: 52; 25.8% identity (53.2% similar) in 62 aa overlap (3-64:376-437) 
 
                                           10        20        30   
2MEPSP                             MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
             40        50        60        70        80             
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK             
       :   ::: ..  ..   .: . : .  : .:.                             
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
gi|110 ETTIFAPGSSSQRKSQSERERQREREEREIH 
         470       480       490       
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (20-59:437-480) 
 
                          10        20        30            40      
2MEPSP            MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          50        60        70        80              
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK              
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (20-59:437-480) 
 
                          10        20        30            40      
2MEPSP            MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          50        60        70        80              
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK              
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (20-59:437-480) 
 
                          10        20        30            40      
2MEPSP            MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          50        60        70        80              
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK              
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (20-59:437-480) 
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                          10        20        30            40      
2MEPSP            MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          50        60        70        80              
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK              
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (20-59:437-480) 
 
                          10        20        30            40      
2MEPSP            MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          50        60        70        80              
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK              
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (20-59:437-480) 
 
                          10        20        30            40      
2MEPSP            MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          50        60        70        80              
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK              
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (20-59:437-480) 
 
                          10        20        30            40      
2MEPSP            MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          50        60        70        80              
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK              
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (20-59:437-480) 
 
                          10        20        30            40      
2MEPSP            MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
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          50        60        70        80              
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK              
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (20-59:437-480) 
 
                          10        20        30            40      
2MEPSP            MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          50        60        70        80              
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK              
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (20-59:437-480) 
 
                          10        20        30            40      
2MEPSP            MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          50        60        70        80              
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK              
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (20-59:437-480) 
 
                          10        20        30            40      
2MEPSP            MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          50        60        70        80              
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK              
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (20-59:437-480) 
 
                          10        20        30            40      
2MEPSP            MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          50        60        70        80              
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK              
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  39 init1:  39 opt:  52  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (20-59:437-480) 
 
                          10        20        30            40      
2MEPSP            MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          50        60        70        80              
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK              
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 73.3  bits: 18.5 E():   42 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (33-78:86-130) 
 
             10        20        30        40        50        60   
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
             70        80     
2MEPSP SLQGDVKFAEVLEMMGAK     
       . ..  : :.: . .:       
gi|136 KKEALPKCAQVYNKLGMYPPNM 
          120       130       
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.2  bits: 19.4 E():   42 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (6-67:10-65) 
 
                   10        20        30        40        50       
2MEPSP     MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . : ..:.:  .  :.   : .: .:  . .... .:  .  :  .:   . 
gi|331 IPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKDVDKAPFNG---M 
               10          20         30        40        50        
 
         60        70        80                                     
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAK                                     
        :::.: .  :                                                  
gi|331 TGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFGS 
           60        70        80        90       100       110     
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 73.1  bits: 18.6 E():   43 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (33-78:90-134) 
 
             10        20        30        40        50        60   
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
             70        80     
2MEPSP SLQGDVKFAEVLEMMGAK     
       . ..  : :.: . .:       
gi|145 KKEALPKCAQVYNKLGMYPPNM 
      120       130       140 
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.9  bits: 18.6 E():   44 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (33-78:96-140) 
 
             10        20        30        40        50        60   
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
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          70        80        90       100       110        120     
 
             70        80     
2MEPSP SLQGDVKFAEVLEMMGAK     
       . ..  : :.: . .:       
gi|246 KKEALPKCAQVYNKLGMYPPNM 
          130       140       
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (39-65:9-38) 
 
       10        20        30        40           50        60      
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
          70        80                                              
2MEPSP GDVKFAEVLEMMGAK                                              
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 72.7  bits: 20.2 E():   45 
Smith-Waterman score: 51; 24.2% identity (56.5% similar) in 62 aa overlap (14-74:315-373) 
 
                                10        20        30        40    
2MEPSP                  MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY- 
                                     : .. .. :  :   ::: :    .  :.  
gi|259 NINDPARADIYTPEVGRLTTLNSLNLPILKWLQLSVEKGVLY---KNALVLPHWNLNSHS 
          290       300       310       320          330       340  
 
             50        60        70        80                       
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK                       
       .. :    : . .:.. :.  ..:.:. ...:                             
gi|259 IIYGCKGKGQVQVVDNFGNRVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRA 
             350       360       370       380       390       400  
 
gi|259 MTSPLAGRTSVLGGMPEEVLANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA 
             410       420       430       440       450        
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (6-67:34-89) 
 
                                        10        20        30      
2MEPSP                          MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:  .  :.   : .: .:  .  
gi|180 SSSSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKD 
            10        20        30        40           50        60 
 
          40        50        60        70        80                
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK                
       .... .:  .  :  .:   . :::.: .  :                             
gi|180 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHIT 
               70           80        90       100       110        
 
gi|180 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEK 
       120       130       140       150       160       170        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (40-67:133-160) 
 
      10        20        30        40        50        60          
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
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      70        80                                                  
2MEPSP FAEVLEMMGAK                                                  
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.0  bits: 20.6 E():   49 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (6-42:553-589) 
 
                                        10        20        30      
2MEPSP                          MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
          40        50        60        70        80                
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK                
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.0  bits: 20.6 E():   49 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (6-42:553-589) 
 
                                        10        20        30      
2MEPSP                          MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
          40        50        60        70        80                
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK                
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.9  bits: 20.6 E():   49 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (6-42:556-592) 
 
                                        10        20        30      
2MEPSP                          MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|284 RRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFYKKVQEAYEGKSQYYVDK 
         530       540       550       560       570       580      
 
          40        50        60        70        80                
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK                
         .  .:                                                      
gi|284 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSNRKYP 
         590       600       610       620       630       640      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.8  bits: 20.2 E():   50 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (23-71:264-309) 
 
                       10        20        30         40        50  
2MEPSP         MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
              60        70        80                                
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAK                                
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
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>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 71.6  bits: 20.7 E():   51 
Smith-Waterman score: 61; 27.5% identity (53.6% similar) in 69 aa overlap (5-68:89-154) 
 
                                         10        20               
2MEPSP                           MERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:  . .. :   .:::     .  :.   
gi|219 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKIVYVNGTDS--VKGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
      30        40        50        60        70        80          
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK          
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|219 NAYKAGSVNGAFSGLKLAK-SGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFV 
        120       130        140       150       160       170      
 
gi|219 RHWDTYVGTQFNAVFSGALTKSGDKYSFDGKLKNLVHPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.5  bits: 15.5 E():   52 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (6-14:10-18) 
 
                   10        20        30        40        50       
2MEPSP     MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . ::..:.:                                           
gi|409 IAKVPPGGXITAEYGDKWLD                                         
               10        20                                         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (23-57:69-101) 
 
                       10        20        30        40        50   
2MEPSP         MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
             60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAK 
        . ::                        
gi|207 KIGVEEFQALVKA                
        100                         
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.3  bits: 17.5 E():   53 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (7-55:7-41) 
 
               10        20        30        40        50        60 
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
             ::::    :::.    .:. .      .::.. .:  :. :  . :.::      
gi|212 MADATEKAEH----DRFF----KKFDA------NGDGTISSTELGDALKNLGSVTHDDIK 
               10                      20        30        40       
 
               70        80                  
2MEPSP TTSLQGDVKFAEVLEMMGAK                  
                                             
gi|212 RMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
         50        60        70        80    
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 17.9 E():   53 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (8-30:21-43) 
 
                            10        20        30        40        
2MEPSP              MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           : .: .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
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        50        60        70        80                  
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK                  
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.3 E():   55 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (62-77:135-150) 
 
              40        50        60        70        80 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :. .: : : : .:::    
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD 
          110       120       130       140       150    
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 16.7 E():   57 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (9-27:1-19) 
 
               10        20        30        40        50        60 
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
               ::   . ::  ::  : .:                                  
gi|377         EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL 
                       10        20        30        40        50   
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.7  bits: 19.9 E():   58 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (20-52:269-302) 
 
                          10        20        30        40          
2MEPSP            MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
       50        60        70        80                             
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK                             
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.7  bits: 19.9 E():   58 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (20-52:269-302) 
 
                          10        20        30        40          
2MEPSP            MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
       50        60        70        80                             
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK                             
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.2  bits: 19.2 E():   61 
Smith-Waterman score: 48; 34.8% identity (73.9% similar) in 23 aa overlap (57-79:282-304) 
 
         30        40        50        60        70        80  
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK  
                                     .:  ...:  :::.. : :...:   
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV 
             260       270       280       290       300       
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 70.2  bits: 20.4 E():   61 
Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (6-63:65-133) 
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                                        10        20                
2MEPSP                          MERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
        30          40        50         60        70        80     
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQGDVKFAEVLEMMGAK     
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
          160       170       180       190       200       210     
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (16-73:1-47) 
 
               10        20        30        40        50        60 
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                      .:.:.: : : .   :   :  .  : :. ::..         :  
gi|136                QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQCK 
                               10           20        30            
 
               70        80                                         
2MEPSP TTSLQGDVKFAEVLEMMGAK                                         
         . .::. :.::                                                
gi|136 EKK-NGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSL 
           40        50        60        70        80        90     
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 45; 44.4% identity (50.0% similar) in 18 aa overlap (4-21:82-99) 
 
                                          10        20        30    
2MEPSP                            MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :             
gi|291 TPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHA 
              60        70        80        90       100       110  
 
            40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                                       
gi|291 RMKLASKAREMKDRAEQFGQQHVTGSQGS                   
             120       130       140                   
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (4-31:87-110) 
 
                                          10        20        30    
2MEPSP                            MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
            40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                                       
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS               
            120       130       140                    
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (4-31:87-110) 
 
                                          10        20        30    
2MEPSP                            MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
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gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
            40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                                       
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS               
            120       130       140                    
 
>>gi|27550039|gb|AAM19082.1| 60 kDa allergen Der f 18p [  (462 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 69.5  bits: 19.6 E():   67 
Smith-Waterman score: 49; 18.4% identity (56.6% similar) in 76 aa overlap (1-76:135-207) 
 
                                             10        20        30 
2MEPSP                               MERFGVKAEHSDSWDRFYIKGGQKYKSPKN 
                                     : :.:  .   : :. .  : .... .  . 
gi|275 VGGSTMSDQFSKTAAVEHYRETFVVSTVDLMTRYGFDGVMID-WSGMQAKDSDNFIKLLD 
          110       120       130       140        150       160    
 
               40        50        60        70        80           
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK           
        . :  : ..  :. :... .  .. .. .  .... : : .:: .               
gi|275 KFDEKFAHTS--FVMGVTLPATIASYDNYNIPAISNYVDFMNVLSLDYTGSWAHTVGHAS 
           170         180       190       200       210       220  
 
gi|275 PFPEQLKTLEAYHKRGAPRHKMVMAVPFYARTWILEKMNKQDIGDKASGPGPRGQFTQTD 
             230       240       250       260       270       280  
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (33-72:87-131) 
 
             10        20        30             40        50        
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
        60        70        80                     
2MEPSP GCGTTSLQGDVKFAEVLEMMGAK                     
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 69.1  bits: 19.2 E():   70 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (23-52:340-370) 
 
                       10        20        30        40        50   
2MEPSP         MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
               60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
       ::                             
gi|113 GGYKV                          
      370                             
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (7-17:8-18) 
 
                10        20        30        40        50          
2MEPSP  MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
              : :.::..:.:                                           
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
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 initn:  38 init1:  38 opt:  44  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (49-73:19-41) 
 
       20        30        40        50        60        70         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
       80                                                           
2MEPSP AK                                                           
                                                                    
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (7-17:8-18) 
 
                10        20        30        40        50          
2MEPSP  MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
              : :.::..:.:                                           
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.8  bits: 19.3 E():   73 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (18-52:331-365) 
 
                            10        20        30        40        
2MEPSP              MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
        50        60        70        80     
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK     
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.8  bits: 19.3 E():   73 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (18-52:331-365) 
 
                            10        20        30        40        
2MEPSP              MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
        50        60        70        80     
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK     
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (16-68:18-64) 
 
                 10        20        30        40        50         
2MEPSP   MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .: .... :   :  : :.   :..:  . :  .       .: 
gi|107 MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE----KFKG 
               10        20        30          40        50         
 
       60        70        80                                       
2MEPSP CGTTSLQGDVKFAEVLEMMGAK                                       
        :.: :.::.                                                   
gi|107 LGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFG 
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           60        70        80        90       100       110     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.5  bits: 18.1 E():   76 
Smith-Waterman score: 49; 24.2% identity (59.7% similar) in 62 aa overlap (15-73:72-131) 
 
                               10        20           30        40  
2MEPSP                 MERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
              50        60        70        80                      
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK                      
       : . ..   . .. :::: ... .: : ....                             
gi|144 YSVLATDYDNYAI-VEGCPAAA-NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQH 
             110        120        130       140       150          
 
gi|144 KKAIEEDLKHFNLKYEDLHSTCH 
     160       170       180   
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (16-73:5-51) 
 
               10        20        30        40        50        60 
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                      .:.:.: : : .   :   :  .  : :. ::..         :  
gi|145            PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC- 
                          10            20        30                
 
               70        80                                         
2MEPSP TTSLQGDVKFAEVLEMMGAK                                         
         . .::. :.::                                                
gi|145 REKKNGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSL 
       40        50        60        70        80        90         
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (16-73:5-51) 
 
               10        20        30        40        50        60 
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                      .:.:.: : : .   :   :  .  : :. ::..         :  
gi|145            PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC- 
                          10            20        30                
 
               70        80                                         
2MEPSP TTSLQGDVKFAEVLEMMGAK                                         
         . .::. :.::                                                
gi|145 REKKNGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSL 
       40        50        60        70        80        90         
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 15.7 E():   77 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (6-14:10-18) 
 
                   10        20        30        40        50       
2MEPSP     MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . ::..:.:                                           
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (23-57:69-101) 
 
                       10        20        30        40        50   
2MEPSP         MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
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       40        50        60        70          80        90       
 
             60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAK 
       .. ::                        
gi|148 AIGVEEWAVLVKA                
        100                         
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.1 E():   79 
Smith-Waterman score: 48; 30.0% identity (65.0% similar) in 40 aa overlap (34-73:102-139) 
 
            10        20        30        40        50        60    
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
            70        80                                            
2MEPSP LQGDVKFAEVLEMMGAK                                            
        .: : ....                                                   
gi|194 -NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTC 
               140       150       160       170       180          
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (16-73:11-57) 
 
               10        20        30        40        50        60 
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                      .:.:.: : : .   :   :  .  : :. ::..         :  
gi|246      MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC- 
                    10         20           30        40            
 
               70        80                                         
2MEPSP TTSLQGDVKFAEVLEMMGAK                                         
         . .::: :.:.                                                
gi|246 KDKENGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSL 
           50        60        70        80        90       100     
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (16-73:11-57) 
 
               10        20        30        40        50        60 
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                      .:.:.: : : .   :   :  .  : :. ::..         :  
gi|246      MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC- 
                    10         20           30        40            
 
               70        80                                         
2MEPSP TTSLQGDVKFAEVLEMMGAK                                         
         . .::: :.:.                                                
gi|246 KDKENGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSL 
           50        60        70        80        90       100     
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.9  bits: 18.5 E():   81 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (23-52:231-261) 
 
                       10        20        30        40        50   
2MEPSP         MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
               60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
       ::                             
gi|226 GGYKV                          
     260                              
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>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (27-66:20-60) 
 
               10        20        30        40        50           
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC- 
                                 :  .: . :...:.     : . .::.:    :  
gi|384        MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCN 
                      10        20        30        40        50    
 
      60        70        80                                        
2MEPSP GTTSLQGDVKFAEVLEMMGAK                                        
       :  ...:                                                      
gi|384 GIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCAT 
            60        70        80        90       100       110    
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (33-72:87-131) 
 
             10        20        30             40        50        
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
        60        70        80                      
2MEPSP GCGTTSLQGDVKFAEVLEMMGAK                      
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (33-72:87-131) 
 
             10        20        30             40        50        
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
        60        70        80                      
2MEPSP GCGTTSLQGDVKFAEVLEMMGAK                      
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 48; 27.3% identity (51.5% similar) in 66 aa overlap (13-72:66-131) 
 
                                 10        20        30             
2MEPSP                   MERFGVKAEHSDSWDRFYIKGGQKYKSPKN-AYVEGDASS-- 
                                     :. .  : : .: .   : . ::::: :   
gi|444 PQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDK 
          40        50        60        70        80        90      
 
         40        50        60        70        80                 
2MEPSP ---ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK                 
           .: .  .: . :   ... ..    :::.. :                         
gi|444 IEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAAN 
         100       110       120       130       140       150      
 
gi|444 PDACN 
         160 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (17-63:68-112) 
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                             10        20        30        40       
2MEPSP               MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
         50        60        70        80                           
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK                           
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.4  bits: 19.0 E():   87 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (17-43:319-345) 
 
                             10        20        30        40       
2MEPSP               MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
         50        60        70        80    
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK    
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.3  bits: 18.6 E():   88 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (23-58:259-293) 
 
                       10        20        30        40        50   
2MEPSP         MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
             60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAK 
       ::.. :                       
gi|119 TVSAGGYKV                    
       290                          
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (49-73:20-42) 
 
       20        30        40        50        60        70         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
       80                                                           
2MEPSP AK                                                           
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (49-73:20-42) 
 
       20        30        40        50        60        70         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
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       80                                                           
2MEPSP AK                                                           
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (7-53:9-60) 
 
                 10        20           30          40        50    
2MEPSP   MERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASSASYFLAGAAITGGT 
               : :.::..: :  . : .. .    :.:   :: .... :: .  :.   .: 
gi|118 MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGDSYTIKTASTLKNT 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAK                                  
                                                                    
gi|118 EISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVREFSDEGLTVTATVN 
               70        80        90       100       110       120 
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (49-73:20-42) 
 
       20        30        40        50        60        70         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
       80                                                           
2MEPSP AK                                                           
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.2  bits: 19.0 E():   90 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (5-36:182-217) 
 
                                         10            20        30 
2MEPSP                           MERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
               40        50        60        70        80           
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK           
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (49-73:21-43) 
 
       20        30        40        50        60        70         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
       80                                                           
2MEPSP AK                                                           
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
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 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (49-73:21-43) 
 
       20        30        40        50        60        70         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
       80                                                           
2MEPSP AK                                                           
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (49-73:21-43) 
 
       20        30        40        50        60        70         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
       80                                                           
2MEPSP AK                                                           
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (49-73:21-43) 
 
       20        30        40        50        60        70         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
       80                                                           
2MEPSP AK                                                           
                                                                    
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.1  bits: 17.8 E():   90 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (45-66:150-172) 
 
           20        30        40        50         60        70    
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
            80 
2MEPSP LEMMGAK 
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (16-73:1-47) 
 
               10        20        30        40        50        60 
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                      .:.:.: : : .   :   :  .  : :. ::..         :  
gi|136                QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC- 
                               10           20        30            
 
               70        80                                         
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2MEPSP TTSLQGDVKFAEVLEMMGAK                                         
         . .::: :.::                                                
gi|136 KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSL 
           40        50        60        70        80        90     
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (33-78:86-130) 
 
             10        20        30        40        50        60   
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
             70        80     
2MEPSP SLQGDVKFAEVLEMMGAK     
       . ..  : :.: . .:       
gi|136 KKEALPKCAQVYNKLGMYPPNM 
          120       130       
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (23-57:69-101) 
 
                       10        20        30        40        50   
2MEPSP         MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
             60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAK 
        . :.                        
gi|288 KIGVDEFAAMIKG                
        100                         
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.7  bits: 17.4 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (51-66:132-144) 
 
               30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.7  bits: 17.4 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (51-66:132-144) 
 
               30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (16-73:10-56) 
 
               10        20        30        40        50        60 
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                      .:.:.: : : .   :   :  .  : :. ::..         :  
gi|144       EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC- 
                     10         20           30        40           
 
               70        80                                         
2MEPSP TTSLQGDVKFAEVLEMMGAK                                         
         . .::: :.::                                                
gi|144 KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSL 
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            50        60        70        80        90       100    
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (16-73:10-56) 
 
               10        20        30        40        50        60 
2MEPSP MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                      .:.:.: : : .   :   :  .  : :. ::..         :  
gi|136       EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC- 
                     10         20           30        40           
 
               70        80                                         
2MEPSP TTSLQGDVKFAEVLEMMGAK                                         
         . .::: :.::                                                
gi|136 KDKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSL 
            50        60        70        80        90       100    
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 16.6 E():   97 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (8-27:9-28) 
 
                10        20        30        40        50          
2MEPSP  MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
               :::   . ::  .:  : .:                                 
gi|333 MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEEIQRMMAEIDTDGDGF 
               10        20        30        40        50        60 
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (51-66:140-152) 
 
               30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (51-66:140-152) 
 
               30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (51-66:140-152) 
 
               30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (51-66:140-152) 
 
               30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (51-66:140-152) 
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               30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (51-66:140-152) 
 
               30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (51-66:140-152) 
 
               30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (51-66:140-152) 
 
               30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (33-67:30-64) 
 
             10        20        30        40        50        60   
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     : :. :. .  : :  ...  .:..:: .: 
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMST 
                10        20        30        40        50          
 
             70        80                                           
2MEPSP SLQGDVKFAEVLEMMGAK                                           
       . . :                                                        
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (51-66:140-152) 
 
               30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (51-66:140-152) 
 
               30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
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     110       120       130       140          150                 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (51-66:140-152) 
 
               30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 45; 29.0% identity (67.7% similar) in 31 aa overlap (39-68:4-34) 
 
       10        20        30        40        50         60        
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGD 
                                     ... : .. ..:: .  : :: : :.. :. 
gi|160                            MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGN 
                                          10        20        30    
 
        70        80                                                
2MEPSP VKFAEVLEMMGAK                                                
       .                                                            
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGT 
            40        50        60        70        80        90    
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (51-66:140-152) 
 
               30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (51-66:140-152) 
 
               30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|145 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (51-66:140-152) 
 
               30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (51-66:140-152) 
 
               30        40        50        60        70        80 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (23-52:232-262) 
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                       10        20        30        40        50   
2MEPSP         MERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
               60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
       ::                             
gi|180 GGYKV                          
                                      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:49 2011 done: Tue Apr 19 10:57:49 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 219  - 298 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     7     2:*= 
  32    11     8:=*= 
  34    19    22:=====* 
  36    28    44:=======   * 
  38    82    73:==================*== 
  40    85   102:======================   * 
  42    99   125:=========================      * 
  44   146   138:==================================*== 
  46   189   140:==================================*============= 
  48   140   134:=================================*= 
  50   133   122:==============================*=== 
  52   121   108:==========================*==== 
  54    77    92:====================  * 
  56    61    77:================   * 
  58    48    63:============   * 
  60    36    51:=========   * 
  62    34    41:========= * 
  64    21    33:======  * 
  66    47    26:======*===== 
  68    21    20:====*= 
  70    14    16:===* 
  72    23    12:==*=== 
  74    14    10:==*= 
  76     6     8:=* 
  78     1     6:=* 
  80     5     5:=* 
  82     7     3:*= 
  84     1     3:* 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     2     1:*         :*= 
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  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.58680.00371; mu= 14.5550 0.192 
 mean_var=42.228610.450, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.197365 
 Kolmogorov-Smirnov  statistic: 0.0313 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   64 23.4     1.8 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 23.7     3.1 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 23.8     3.6 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   60 22.3     4.2 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 23.1     4.4 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 23.1     4.6 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 23.3     5.8 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 22.9     6.6 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   57 21.4     7.6 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   54 20.4     9.9 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 21.3      12 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 21.7      12 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   53 20.1      12 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   56 21.3      12 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   56 21.3      12 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 21.3      12 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   56 21.3      12 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 20.3      16 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 20.3      17 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 19.5      17 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 19.5      17 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.0      19 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 20.8      20 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 20.9      24 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.1      26 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 20.6      26 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 19.4      27 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   55 21.4      30 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   55 21.4      30 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 18.7      31 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.1      31 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 18.7      32 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 19.5      32 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.1      34 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   48 18.7      35 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   48 18.7      35 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   51 19.9      36 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 18.3      36 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 19.6      37 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 18.4      38 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 18.8      39 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.2      40 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   52 20.4      41 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.4      42 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.4      42 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.4      42 
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gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.4      42 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.4      42 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.4      42 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.4      42 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.4      42 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.4      42 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.4      42 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.4      42 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.4      42 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.4      42 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 18.5      44 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   49 19.3      45 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 18.5      45 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 18.5      46 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 18.5      47 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   51 20.1      47 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   49 19.3      48 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.3      50 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 20.6      52 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 20.6      52 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   52 20.6      52 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.2      53 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 19.4      53 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 20.6      54 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 15.4      55 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 17.8      56 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 17.4      56 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 17.8      56 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 18.2      58 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 16.6      60 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 19.9      61 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 19.9      61 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.3      64 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 17.9      65 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   45 17.9      66 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 17.9      68 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 17.9      68 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.0      73 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.2      73 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 17.6      77 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 17.6      77 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 17.6      77 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.2      77 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.2      77 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 18.8      78 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.0      80 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 17.6      81 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 17.6      81 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 15.6      81 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.0      82 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.2      82 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 17.6      83 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 17.6      83 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.5      85 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.3      85 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 17.7      88 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 17.7      88 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 17.7      88 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 18.9      90 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 18.9      91 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.5      92 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 18.9      93 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.3      93 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.3      93 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.3      93 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.3      93 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.3      94 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.3      94 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.3      94 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.3      94 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 17.7      94 
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gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.3      96 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.3      96 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.3      99 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.3      99 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 16.9      99 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.4   1e 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.4   1e 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  64  Z-score: 98.1  bits: 23.4 E():  1.8 
Smith-Waterman score: 64; 30.8% identity (56.9% similar) in 65 aa overlap (17-77:52-116) 
 
                             10        20        30           40    
2MEPSP               ERFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
            50        60         70        80                       
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLEMMGAKV                       
       .:.: . :.  : :  :.. .  : :  .:..  :                          
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 93.7  bits: 23.7 E():  3.1 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (22-73:79-131) 
 
                        10        20        30        40        50  
2MEPSP          ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
               60        70        80                               
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKV                               
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 92.4  bits: 23.8 E():  3.6 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (18-54:8-44) 
 
               10        20        30        40        50        60 
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                        ... : . :  :  ::.:.. .. .:: ::. .:. :       
gi|144           MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEAL 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP TSLQGDVKFAEVLEMMGAKV                                         
                                                                    
gi|144 ELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQ 
               60        70        80        90       100       110 
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  60  Z-score: 91.2  bits: 22.3 E():  4.2 
Smith-Waterman score: 60; 25.7% identity (58.6% similar) in 70 aa overlap (6-72:64-131) 
 
                                        10        20           30   
2MEPSP                          ERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
             40        50        60        70        80             
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV             
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       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQIRFSVRRFHPKLGDKEMIQHY 
           100       110        120        130       140       150  
 
gi|116 TLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
             160       170       180   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 91.0  bits: 23.1 E():  4.4 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (22-73:59-111) 
 
                        10        20        30        40        50  
2MEPSP          ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
               60        70        80                               
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKV                               
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 90.6  bits: 23.1 E():  4.6 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (22-73:79-131) 
 
                        10        20        30        40        50  
2MEPSP          ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
               60        70        80                               
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKV                               
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 88.7  bits: 23.3 E():  5.8 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (20-66:423-469) 
 
                          10        20        30        40          
2MEPSP            ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
      50          60        70        80                 
2MEPSP GGTVTVE--GCGTTSLQGDVKFAEVLEMMGAKV                 
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 87.8  bits: 22.9 E():  6.6 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (18-54:8-44) 
 
               10        20        30        40        50        60 
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                        ... : . :  :  ::.:.. .. .:: ::.  :. :       
gi|144           MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEAL 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP TSLQGDVKFAEVLEMMGAKV                                         
                                                                    
gi|144 ELRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQ 
               60        70        80        90       100       110 
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>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 86.6  bits: 21.4 E():  7.6 
Smith-Waterman score: 57; 25.7% identity (58.6% similar) in 70 aa overlap (6-72:63-130) 
 
                                        10        20           30   
2MEPSP                          ERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
             40        50        60        70        80             
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV             
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQLRMTLRRFHPKLGDKEMLQHY 
            100       110        120        130       140       150 
 
gi|212 TLDQVNQNKKAIEEDLKHFNLKYEDLHSTCH 
              160       170       180  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 84.6  bits: 20.4 E():  9.9 
Smith-Waterman score: 54; 29.3% identity (55.2% similar) in 58 aa overlap (1-57:28-84) 
 
                                          10         20        30   
2MEPSP                            ERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                  :  :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
             40        50        60        70        80       
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV       
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.3  bits: 21.3 E():   12 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (5-66:22-77) 
 
                                10        20        30        40    
2MEPSP                  ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
            50        60        70        80                        
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV                        
       .  :  .:   . :::.: .  :                                      
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 83.1  bits: 21.7 E():   12 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (3-51:151-193) 
 
                                           10        20        30   
2MEPSP                             ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
             40        50        60        70        80             
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV             
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 83.1  bits: 20.1 E():   12 
Smith-Waterman score: 53; 29.3% identity (55.2% similar) in 58 aa overlap (1-57:28-84) 
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                                          10         20        30   
2MEPSP                            ERFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                  :  :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
             40        50        60        70        80       
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV       
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.0  bits: 21.3 E():   12 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (5-66:33-88) 
 
                                         10        20        30     
2MEPSP                           ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
           40        50        60        70        80               
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV               
       .... .:  .  :  .:   . :::.: .  :                             
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|168 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.0  bits: 21.3 E():   12 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (5-66:33-88) 
 
                                         10        20        30     
2MEPSP                           ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
           40        50        60        70        80               
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV               
       .... .:  .  :  .:   . :::.: .  :                             
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|126 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.0  bits: 21.3 E():   12 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (5-66:33-88) 
 
                                         10        20        30     
2MEPSP                           ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
           40        50        60        70        80               
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV               
       .... .:  .  :  .:   . :::.: .  :                             
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|752 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 82.9  bits: 21.3 E():   12 
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Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (5-66:39-94) 
 
                                         10        20        30     
2MEPSP                           ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
           40        50        60        70        80               
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV               
       .... .:  .  :  .:   . :::.: .  :                             
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
gi|249 DDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEK 
            130       140       150       160       170       180   
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 80.9  bits: 20.3 E():   16 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (30-58:86-113) 
 
                10        20        30        40        50          
2MEPSP  ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
      60        70        80                                 
2MEPSP TTSLQGDVKFAEVLEMMGAKV                                 
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 80.4  bits: 20.3 E():   17 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (30-58:102-129) 
 
                10        20        30        40        50          
2MEPSP  ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
      60        70        80                                 
2MEPSP TTSLQGDVKFAEVLEMMGAKV                                 
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (22-56:69-101) 
 
                        10        20        30        40        50  
2MEPSP          ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
              60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
        . ::                         
gi|207 KIGVEEFQALVKA                 
        100                          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (4-41:18-58) 
 
                             10        20           30        40    
2MEPSP               ERFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASSASYFL 
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                        : .:  : ..  :. : : . :.:   :.:..  : .....   
gi|179 MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIE 
               10        20        30        40        50        60 
 
            50        60        70        80             
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV             
                                                         
gi|179 EDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 79.6  bits: 20.0 E():   19 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (28-71:83-130) 
 
                  10        20        30             40        50   
2MEPSP    ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
             60        70        80                     
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKV                     
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 79.2  bits: 20.8 E():   20 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (22-57:264-297) 
 
                        10        20        30        40        50  
2MEPSP          ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
              60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
       .... :                        
gi|663 ATAAAGGYKA                    
             300                     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 77.7  bits: 20.9 E():   24 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (2-35:279-317) 
 
                                               10        20         
2MEPSP                              ERFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
         30        40        50        60        70        80       
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV       
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.1  bits: 20.1 E():   26 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (48-67:208-227) 
 
        20        30        40        50        60        70        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
        80              
2MEPSP AKV              
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gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 77.0  bits: 20.6 E():   26 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (11-68:38-94) 
 
                                   10        20        30        40 
2MEPSP                     ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
                 50         60        70        80                  
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVKFAEVLEMMGAKV                  
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (28-71:83-130) 
 
                  10        20        30             40        50   
2MEPSP    ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
             60        70        80                     
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKV                     
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 75.9  bits: 21.4 E():   30 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (4-67:89-154) 
 
                                          10        20              
2MEPSP                            ERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
       30        40        50        60        70        80         
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV         
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 75.9  bits: 21.4 E():   30 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (4-67:89-154) 
 
                                          10        20              
2MEPSP                            ERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
       30        40        50        60        70        80         
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV         
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
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        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (27-56:73-101) 
 
                   10        20        30        40        50       
2MEPSP     ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
         60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKV 
                                
gi|288 EFAVWVKQ                 
                                
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 75.5  bits: 19.1 E():   31 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (48-72:35-57) 
 
        20        30        40        50        60        70        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
        80                                                          
2MEPSP AKV                                                          
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 18.7 E():   32 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (26-51:59-84) 
 
                    10        20        30        40        50      
2MEPSP      ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
          60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKV 
                                 
gi|117 APEAAKEEEKEESDDDMGFGLFD   
       90       100       110    
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.2  bits: 19.5 E():   32 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (6-62:72-127) 
 
                                        10        20        30      
2MEPSP                          ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
 
          40        50        60        70        80                
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV                
         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 74.9  bits: 19.1 E():   34 
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Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (30-58:84-111) 
 
                10        20        30        40        50          
2MEPSP  ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
      60        70        80                               
2MEPSP TTSLQGDVKFAEVLEMMGAKV                               
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (6-69:9-64) 
 
                  10        20        30        40        50        
2MEPSP    ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
               : :.::..: :  . : .. . .:      :.:::  .  . . : . :..  
gi|156 MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIKT 
               10        20         30             40         50    
 
        60        70        80                                      
2MEPSP CGTTSLQGDVKFAEVLEMMGAKV                                      
        .: . ....::                                                 
gi|156 SSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
             60        70        80        90       100       110   
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (6-69:9-64) 
 
                  10        20        30        40        50        
2MEPSP    ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
               : :.::..: :  . : .. . .:      :.:::  .  . . : . :..  
gi|518 MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIKT 
               10        20         30             40         50    
 
        60        70        80                                      
2MEPSP CGTTSLQGDVKFAEVLEMMGAKV                                      
        .: . ....::                                                 
gi|518 SSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
             60        70        80        90       100       110   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 74.5  bits: 19.9 E():   36 
Smith-Waterman score: 51; 25.8% identity (51.5% similar) in 66 aa overlap (14-76:239-304) 
 
                                10        20        30           40 
2MEPSP                  ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD---ASSAS 
                                     .:.:.   :  :. ..: :  .   . : . 
gi|324 NKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHA 
      210       220       230       240       250       260         
 
               50        60        70        80 
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
        :. :   .       :  .:.:  :::.. : :..     
gi|324 VFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
      270       280       290       300         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.5  bits: 18.3 E():   36 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (19-38:53-72) 
 
                           10        20        30        40         
2MEPSP             ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
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       50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                        
gi|897 AQLPAMCRLEGGDALLASQ              
             90       100               
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 74.2  bits: 19.6 E():   37 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (18-48:25-54) 
 
                      10        20        30        40        50    
2MEPSP        ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
            60        70        80                                  
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKV                                  
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (6-29:20-43) 
 
                             10        20        30        40       
2MEPSP               ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          ::: : .   :. : :   ::: .                  
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFVE 
               10        20        30        40        50        60 
 
         50        60        70        80                
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV                
                                                         
gi|145 EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
               70        80        90       100          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 73.7  bits: 18.8 E():   39 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (50-65:140-152) 
 
      20        30        40        50        60        70          
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: ::   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG               
     110       120       130       140          150                 
 
      80 
2MEPSP V 
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 19.2 E():   40 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (13-48:166-201) 
 
                                 10        20        30        40   
2MEPSP                   ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
             50        60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
        : : .                                 
gi|116 EAVAKVNFQ                              
         200                                  
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.4  bits: 20.4 E():   41 
Smith-Waterman score: 52; 25.8% identity (53.2% similar) in 62 aa overlap (2-63:376-437) 
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                                            10        20        30  
2MEPSP                              ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
              40        50        60        70        80            
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV            
       :   ::: ..  ..   .: . : .  : .:.                             
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
         410       420       430       440       450       460      
 
gi|110 ETTIFAPGSSSQRKSQSERERQREREEREIH 
         470       480       490       
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (19-58:437-480) 
 
                           10        20        30            40     
2MEPSP             ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           50        60        70        80             
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV             
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (19-58:437-480) 
 
                           10        20        30            40     
2MEPSP             ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           50        60        70        80             
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV             
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (19-58:437-480) 
 
                           10        20        30            40     
2MEPSP             ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           50        60        70        80             
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV             
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (19-58:437-480) 
 
                           10        20        30            40     
2MEPSP             ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
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gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           50        60        70        80             
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV             
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (19-58:437-480) 
 
                           10        20        30            40     
2MEPSP             ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           50        60        70        80             
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV             
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (19-58:437-480) 
 
                           10        20        30            40     
2MEPSP             ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           50        60        70        80             
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV             
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (19-58:437-480) 
 
                           10        20        30            40     
2MEPSP             ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           50        60        70        80             
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV             
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (19-58:437-480) 
 
                           10        20        30            40     
2MEPSP             ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           50        60        70        80             
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV             
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
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        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (19-58:437-480) 
 
                           10        20        30            40     
2MEPSP             ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           50        60        70        80             
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV             
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (19-58:437-480) 
 
                           10        20        30            40     
2MEPSP             ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           50        60        70        80             
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV             
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (19-58:437-480) 
 
                           10        20        30            40     
2MEPSP             ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           50        60        70        80             
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV             
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (19-58:437-480) 
 
                           10        20        30            40     
2MEPSP             ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           50        60        70        80             
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV             
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (19-58:437-480) 
 
                           10        20        30            40     
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2MEPSP             ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           50        60        70        80             
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV             
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.8  bits: 18.5 E():   44 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (32-77:86-130) 
 
              10        20        30        40        50        60  
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
              70        80    
2MEPSP SLQGDVKFAEVLEMMGAKV    
       . ..  : :.: . .:       
gi|136 KKEALPKCAQVYNKLGMYPPNM 
          120       130       
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.8  bits: 19.3 E():   45 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (5-66:10-65) 
 
                    10        20        30        40        50      
2MEPSP      ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . : ..:.:  .  :.   : .: .:  . .... .:  .  :  .:   . 
gi|331 IPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKDVDKAPFNG---M 
               10          20         30        40        50        
 
          60        70        80                                    
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKV                                    
        :::.: .  :                                                  
gi|331 TGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFGS 
           60        70        80        90       100       110     
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (32-77:90-134) 
 
              10        20        30        40        50        60  
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
              70        80    
2MEPSP SLQGDVKFAEVLEMMGAKV    
       . ..  : :.: . .:       
gi|145 KKEALPKCAQVYNKLGMYPPNM 
      120       130       140 
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.4  bits: 18.5 E():   46 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (32-77:96-140) 
 
              10        20        30        40        50        60  
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
              70        80    
2MEPSP SLQGDVKFAEVLEMMGAKV    
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       . ..  : :.: . .:       
gi|246 KKEALPKCAQVYNKLGMYPPNM 
          130       140       
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.3  bits: 18.5 E():   47 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (38-64:9-38) 
 
        10        20        30        40           50        60     
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
           70        80                                             
2MEPSP GDVKFAEVLEMMGAKV                                             
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 72.3  bits: 20.1 E():   47 
Smith-Waterman score: 51; 24.2% identity (56.5% similar) in 62 aa overlap (13-73:315-373) 
 
                                 10        20        30        40   
2MEPSP                   ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY- 
                                     : .. .. :  :   ::: :    .  :.  
gi|259 NINDPARADIYTPEVGRLTTLNSLNLPILKWLQLSVEKGVLY---KNALVLPHWNLNSHS 
          290       300       310       320          330       340  
 
              50        60        70        80                      
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV                      
       .. :    : . .:.. :.  ..:.:. ...:                             
gi|259 IIYGCKGKGQVQVVDNFGNRVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRA 
             350       360       370       380       390       400  
 
gi|259 MTSPLAGRTSVLGGMPEEVLANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA 
             410       420       430       440       450        
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (5-66:34-89) 
 
                                         10        20        30     
2MEPSP                           ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:  .  :.   : .: .:  .  
gi|180 SSSSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKD 
            10        20        30        40           50        60 
 
           40        50        60        70        80               
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV               
       .... .:  .  :  .:   . :::.: .  :                             
gi|180 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHIT 
               70           80        90       100       110        
 
gi|180 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEK 
       120       130       140       150       160       170        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.9  bits: 19.3 E():   50 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (39-66:133-160) 
 
       10        20        30        40        50        60         
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
       70        80                                                 
2MEPSP FAEVLEMMGAKV                                                 
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gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.6  bits: 20.6 E():   52 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (5-41:553-589) 
 
                                         10        20        30     
2MEPSP                           ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
           40        50        60        70        80               
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV               
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.6  bits: 20.6 E():   52 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (5-41:553-589) 
 
                                         10        20        30     
2MEPSP                           ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
           40        50        60        70        80               
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV               
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.6  bits: 20.6 E():   52 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (5-41:556-592) 
 
                                         10        20        30     
2MEPSP                           ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|284 RRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFYKKVQEAYEGKSQYYVDK 
         530       540       550       560       570       580      
 
           40        50        60        70        80               
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV               
         .  .:                                                      
gi|284 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSNRKYP 
         590       600       610       620       630       640      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.4  bits: 20.2 E():   53 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (22-70:264-309) 
 
                        10        20        30         40        50 
2MEPSP          ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
               60        70        80                               
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKV                               
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.4  bits: 19.4 E():   53 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (56-80:282-306) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7169

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

          30        40        50        60        70        80 
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                     .:  ...:  :::.. : :...: : 
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV 
             260       270       280       290       300       
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 71.3  bits: 20.6 E():   54 
Smith-Waterman score: 61; 27.5% identity (53.6% similar) in 69 aa overlap (4-67:89-154) 
 
                                          10        20              
2MEPSP                            ERFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:  . .. :   .:::     .  :.   
gi|219 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKIVYVNGTDS--VKGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
       30        40        50        60        70        80         
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV         
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|219 NAYKAGSVNGAFSGLKLAK-SGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFV 
        120       130        140       150       160       170      
 
gi|219 RHWDTYVGTQFNAVFSGALTKSGDKYSFDGKLKNLVHPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.1  bits: 15.4 E():   55 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (5-13:10-18) 
 
                    10        20        30        40        50      
2MEPSP      ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . ::..:.:                                           
gi|409 IAKVPPGGXITAEYGDKWLD                                         
               10        20                                         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 17.8 E():   56 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (22-56:69-101) 
 
                        10        20        30        40        50  
2MEPSP          ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
              60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
        . ::                         
gi|207 KIGVEEFQALVKA                 
        100                          
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.9  bits: 17.4 E():   56 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (6-54:7-41) 
 
                10        20        30        40        50          
2MEPSP  ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
             ::::    :::.    .:. .      .::.. .:  :. :  . :.::      
gi|212 MADATEKAEH----DRFF----KKFDA------NGDGTISSTELGDALKNLGSVTHDDIK 
               10                      20        30        40       
 
      60        70        80                 
2MEPSP TTSLQGDVKFAEVLEMMGAKV                 
                                             
gi|212 RMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
         50        60        70        80    
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 17.8 E():   56 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (7-29:21-43) 
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                             10        20        30        40       
2MEPSP               ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           : .: .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
         50        60        70        80                 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV                 
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 18.2 E():   58 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (61-76:135-150) 
 
               40        50        60        70        80 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                     :. .: : : : .:::     
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD  
          110       120       130       140       150     
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 16.6 E():   60 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (8-26:1-19) 
 
               10        20        30        40        50        60 
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
              ::   . ::  ::  : .:                                   
gi|377        EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL  
                      10        20        30        40        50    
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.3  bits: 19.9 E():   61 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (19-51:269-302) 
 
                           10        20        30        40         
2MEPSP             ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
        50        60        70        80                            
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV                            
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.3  bits: 19.9 E():   61 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (19-51:269-302) 
 
                           10        20        30        40         
2MEPSP             ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
        50        60        70        80                            
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV                            
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 69.9  bits: 20.3 E():   64 
Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (5-62:65-133) 
 
                                         10        20               
2MEPSP                           ERFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
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gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
         30          40        50         60        70        80    
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQGDVKFAEVLEMMGAKV    
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
          160       170       180       190       200       210     
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (15-72:1-47) 
 
               10        20        30        40        50        60 
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                     .:.:.: : : .   :   :  .  : :. ::..         :   
gi|136               QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQCKE 
                              10           20        30             
 
               70        80                                         
2MEPSP TSLQGDVKFAEVLEMMGAKV                                         
        . .::. :.::                                                 
gi|136 KK-NGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLK 
          40        50        60        70        80        90      
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 45; 44.4% identity (50.0% similar) in 18 aa overlap (3-20:82-99) 
 
                                           10        20        30   
2MEPSP                             ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :             
gi|291 TPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHA 
              60        70        80        90       100       110  
 
             40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                                        
gi|291 RMKLASKAREMKDRAEQFGQQHVTGSQGS                    
             120       130       140                    
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (3-30:87-110) 
 
                                           10        20        30   
2MEPSP                             ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
             40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                                        
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS                
            120       130       140                     
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (3-30:87-110) 
 
                                           10        20        30   
2MEPSP                             ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
             40        50        60        70        80 
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2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                                        
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS                
            120       130       140                     
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.9  bits: 18.0 E():   73 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (32-71:87-131) 
 
              10        20        30             40        50       
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
         60        70        80                    
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKV                    
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (22-51:340-370) 
 
                        10        20        30        40            
2MEPSP          ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
      50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
       ::                              
gi|113 GGYKV                           
      370                              
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (6-16:8-18) 
 
                 10        20        30        40        50         
2MEPSP   ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
              : :.::..:.:                                           
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (48-72:19-41) 
 
        20        30        40        50        60        70        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
        80                                                          
2MEPSP AKV                                                          
                                                                    
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (6-16:8-18) 
 
                 10        20        30        40        50         
2MEPSP   ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
              : :.::..:.:                                           
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
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               10        20        30        40        50        60 
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (17-51:331-365) 
 
                             10        20        30        40       
2MEPSP               ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
         50        60        70        80    
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV    
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (17-51:331-365) 
 
                             10        20        30        40       
2MEPSP               ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
         50        60        70        80    
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV    
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.3  bits: 18.8 E():   78 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (15-67:18-64) 
 
                  10        20        30        40        50        
2MEPSP    ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .: .... :   :  : :.   :..:  . :  .       .: 
gi|107 MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE----KFKG 
               10        20        30          40        50         
 
        60        70        80                                      
2MEPSP CGTTSLQGDVKFAEVLEMMGAKV                                      
        :.: :.::.                                                   
gi|107 LGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFG 
           60        70        80        90       100       110     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.0 E():   80 
Smith-Waterman score: 49; 24.2% identity (59.7% similar) in 62 aa overlap (14-72:72-131) 
 
                                10        20           30        40 
2MEPSP                  ERFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
               50        60        70        80                     
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV                     
       : . ..   . .. :::: ... .: : ....                             
gi|144 YSVLATDYDNYAI-VEGCPAAA-NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQH 
             110        120        130       140       150          
 
gi|144 KKAIEEDLKHFNLKYEDLHSTCH 
     160       170       180   
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.0  bits: 17.6 E():   81 
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Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (15-72:5-51) 
 
               10        20        30        40        50        60 
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                     .:.:.: : : .   :   :  .  : :. ::..         :   
gi|145           PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-R 
                         10            20        30                 
 
               70        80                                         
2MEPSP TSLQGDVKFAEVLEMMGAKV                                         
        . .::. :.::                                                 
gi|145 EKKNGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLK 
      40        50        60        70        80        90          
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (15-72:5-51) 
 
               10        20        30        40        50        60 
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                     .:.:.: : : .   :   :  .  : :. ::..         :   
gi|145           PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-R 
                         10            20        30                 
 
               70        80                                         
2MEPSP TSLQGDVKFAEVLEMMGAKV                                         
        . .::. :.::                                                 
gi|145 EKKNGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLK 
      40        50        60        70        80        90          
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.0  bits: 15.6 E():   81 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (5-13:10-18) 
 
                    10        20        30        40        50      
2MEPSP      ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . ::..:.:                                           
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.0 E():   82 
Smith-Waterman score: 48; 30.0% identity (65.0% similar) in 40 aa overlap (33-72:102-139) 
 
             10        20        30        40        50        60   
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
             70        80                                           
2MEPSP LQGDVKFAEVLEMMGAKV                                           
        .: : ....                                                   
gi|194 -NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTC 
               140       150       160       170       180          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.9  bits: 17.2 E():   82 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (22-56:69-101) 
 
                        10        20        30        40        50  
2MEPSP          ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
              60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
       .. ::                         
gi|148 AIGVEEWAVLVKA                 
        100                          
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>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (15-72:11-57) 
 
               10        20        30        40        50        60 
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                     .:.:.: : : .   :   :  .  : :. ::..         :   
gi|246     MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-K 
                   10         20           30        40             
 
               70        80                                         
2MEPSP TSLQGDVKFAEVLEMMGAKV                                         
        . .::: :.:.                                                 
gi|246 DKENGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLK 
          50        60        70        80        90       100      
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (15-72:11-57) 
 
               10        20        30        40        50        60 
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                     .:.:.: : : .   :   :  .  : :. ::..         :   
gi|246     MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-K 
                   10         20           30        40             
 
               70        80                                         
2MEPSP TSLQGDVKFAEVLEMMGAKV                                         
        . .::: :.:.                                                 
gi|246 DKENGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLK 
          50        60        70        80        90       100      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (22-51:231-261) 
 
                        10        20        30        40            
2MEPSP          ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
      50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
       ::                              
gi|226 GGYKV                           
     260                               
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.6  bits: 17.3 E():   85 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (26-65:20-60) 
 
               10        20        30        40        50           
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-G 
                                :  .: . :...:.     : . .::.:    : : 
gi|384       MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNG 
                     10        20        30        40        50     
 
      60        70        80                                        
2MEPSP TTSLQGDVKFAEVLEMMGAKV                                        
         ...:                                                       
gi|384 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (32-71:87-131) 
 
              10        20        30             40        50       
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
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                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
         60        70        80                     
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKV                     
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (32-71:87-131) 
 
              10        20        30             40        50       
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
         60        70        80                     
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKV                     
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 48; 27.3% identity (51.5% similar) in 66 aa overlap (12-71:66-131) 
 
                                  10        20         30           
2MEPSP                    ERFGVKAEHSDSWDRFYIKGGQKYKSPKN-AYVEGDASS-- 
                                     :. .  : : .: .   : . ::::: :   
gi|444 PQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDK 
          40        50        60        70        80        90      
 
          40        50        60        70        80                
2MEPSP ---ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV                
           .: .  .: . :   ... ..    :::.. :                         
gi|444 IEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAAN 
         100       110       120       130       140       150      
 
gi|444 PDACN 
         160 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.2  bits: 18.9 E():   90 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (16-62:68-112) 
 
                              10        20        30        40      
2MEPSP                ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
          50        60        70        80                          
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV                          
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.1  bits: 18.9 E():   91 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (16-42:319-345) 
 
                              10        20        30        40      
2MEPSP                ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
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          50        60        70        80   
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV   
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (22-57:259-293) 
 
                        10        20        30        40        50  
2MEPSP          ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
              60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
       ::.. :                        
gi|119 TVSAGGYKV                     
       290                           
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 66.9  bits: 18.9 E():   93 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (4-35:182-217) 
 
                                          10            20          
2MEPSP                            ERFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
      30        40        50        60        70        80          
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV          
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (6-52:9-60) 
 
                  10        20           30          40        50   
2MEPSP    ERFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASSASYFLAGAAITGGT 
               : :.::..: :  . : .. .    :.:   :: .... :: .  :.   .: 
gi|118 MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGDSYTIKTASTLKNT 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKV                                 
                                                                    
gi|118 EISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVREFSDEGLTVTATVN 
               70        80        90       100       110       120 
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (48-72:20-42) 
 
        20        30        40        50        60        70        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
        80                                                          
2MEPSP AKV                                                          
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
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 initn:  38 init1:  38 opt:  43  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (48-72:20-42) 
 
        20        30        40        50        60        70        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
        80                                                          
2MEPSP AKV                                                          
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (48-72:20-42) 
 
        20        30        40        50        60        70        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
        80                                                          
2MEPSP AKV                                                          
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (48-72:21-43) 
 
        20        30        40        50        60        70        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
        80                                                          
2MEPSP AKV                                                          
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (48-72:21-43) 
 
        20        30        40        50        60        70        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
        80                                                          
2MEPSP AKV                                                          
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (48-72:21-43) 
 
        20        30        40        50        60        70        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
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                         10        20         30         40         
 
        80                                                          
2MEPSP AKV                                                          
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (48-72:21-43) 
 
        20        30        40        50        60        70        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
        80                                                          
2MEPSP AKV                                                          
                                                                    
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.8  bits: 17.7 E():   94 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (44-65:150-172) 
 
            20        30        40         50        60        70   
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
             80 
2MEPSP LEMMGAKV 
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.7  bits: 17.3 E():   96 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (15-72:1-47) 
 
               10        20        30        40        50        60 
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                     .:.:.: : : .   :   :  .  : :. ::..         :   
gi|136               QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-K 
                              10           20        30             
 
               70        80                                         
2MEPSP TSLQGDVKFAEVLEMMGAKV                                         
        . .::: :.::                                                 
gi|136 DKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLK 
          40        50        60        70        80        90      
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.7  bits: 17.3 E():   96 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (32-77:86-130) 
 
              10        20        30        40        50        60  
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
              70        80    
2MEPSP SLQGDVKFAEVLEMMGAKV    
       . ..  : :.: . .:       
gi|136 KKEALPKCAQVYNKLGMYPPNM 
          120       130       
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.3  bits: 17.3 E():   99 
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Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (50-65:132-144) 
 
      20        30        40        50        60        70          
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
      80 
2MEPSP V 
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.3  bits: 17.3 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (50-65:132-144) 
 
      20        30        40        50        60        70          
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
      80 
2MEPSP V 
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.3  bits: 16.9 E():   99 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (22-56:69-101) 
 
                        10        20        30        40        50  
2MEPSP          ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
              60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
        . :.                         
gi|288 KIGVDEFAAMIKG                 
        100                          
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.3  bits: 17.4 E(): 1e 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (15-72:10-56) 
 
               10        20        30        40        50        60 
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                     .:.:.: : : .   :   :  .  : :. ::..         :   
gi|144      EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-K 
                    10         20           30        40            
 
               70        80                                         
2MEPSP TSLQGDVKFAEVLEMMGAKV                                         
        . .::: :.::                                                 
gi|144 DKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLK 
           50        60        70        80        90       100     
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.3  bits: 17.4 E(): 1e 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (15-72:10-56) 
 
               10        20        30        40        50        60 
2MEPSP ERFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGT 
                     .:.:.: : : .   :   :  .  : :. ::..         :   
gi|136      EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-K 
                    10         20           30        40            
 
               70        80                                         
2MEPSP TSLQGDVKFAEVLEMMGAKV                                         
        . .::: :.::                                                 
gi|136 DKENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLK 
           50        60        70        80        90       100     
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:49 2011 done: Tue Apr 19 10:57:49 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 220  - 299 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     8     2:*= 
  32    12     8:=*= 
  34    21    22:=====* 
  36    25    44:=======   * 
  38    83    73:==================*== 
  40    84   102:=====================    * 
  42   101   125:==========================     * 
  44   149   138:==================================*=== 
  46   187   140:==================================*============ 
  48   138   134:=================================*= 
  50   132   122:==============================*== 
  52   118   108:==========================*=== 
  54    82    92:===================== * 
  56    63    77:================   * 
  58    46    63:============   * 
  60    36    51:=========   * 
  62    32    41:========  * 
  64    23    33:======  * 
  66    44    26:======*==== 
  68    20    20:====* 
  70    15    16:===* 
  72    23    12:==*=== 
  74    14    10:==*= 
  76     8     8:=* 
  78     1     6:=* 
  80     6     5:=* 
  82     6     3:*= 
  84     0     3:* 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
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 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.58730.0037; mu= 14.5523 0.191 
 mean_var=41.800210.365, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.198374 
 Kolmogorov-Smirnov  statistic: 0.0292 (N=28) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   64 23.4     1.7 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 23.7       3 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 23.8     3.5 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   60 22.3     4.1 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 23.1     4.2 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 23.2     4.4 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 23.3     5.7 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.0     6.4 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   57 21.5     7.5 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 21.3      12 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 21.7      12 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   56 21.3      12 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 21.3      12 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   56 21.3      12 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   56 21.3      12 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 20.3      15 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 20.3      17 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 19.5      17 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 19.5      17 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.0      18 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 20.8      19 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   50 19.3      21 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   54 20.9      23 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.2      25 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 20.6      26 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.0      26 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 19.4      27 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   55 21.5      29 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   55 21.5      29 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 18.7      31 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.1      31 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 18.7      31 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 19.5      32 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.1      33 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   48 18.8      35 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   48 18.8      35 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   51 20.0      35 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 18.4      35 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 19.6      37 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 18.4      37 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 18.8      39 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.2      39 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   52 20.5      41 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.5      42 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.5      42 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.5      42 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.5      42 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.5      42 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.5      42 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.5      42 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.5      42 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.5      42 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.5      42 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.5      42 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.5      42 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.5      42 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 18.5      44 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   49 19.3      44 
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gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 18.5      44 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 18.5      46 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 18.5      46 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   51 20.1      47 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   49 19.3      47 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.4      49 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 20.6      51 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 20.6      51 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   52 20.6      51 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.2      52 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 19.4      52 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 20.6      53 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 15.4      54 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 17.8      55 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 17.4      55 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 17.8      55 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 18.2      57 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 16.7      59 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 19.9      60 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 19.9      60 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.3      63 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 17.9      64 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   45 17.9      66 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 17.9      67 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 17.9      67 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.0      72 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.2      73 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 17.6      76 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 17.6      76 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 17.6      76 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.2      76 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.2      76 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 18.8      77 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.0      79 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 17.6      80 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 17.6      80 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 15.6      80 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.1      81 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.2      81 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 17.7      82 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 17.7      82 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.5      84 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.3      84 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 17.7      87 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 17.7      87 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 17.7      87 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 18.9      89 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 18.9      90 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.5      91 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 18.9      92 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.3      92 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.3      92 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.3      92 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.3      92 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.3      93 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.3      93 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.3      93 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.3      93 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 17.7      93 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.3      95 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.3      95 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.4      98 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.4      98 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.0      98 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.4      99 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.4      99 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 16.6   1e 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  64  Z-score: 98.4  bits: 23.4 E():  1.7 
Smith-Waterman score: 64; 30.8% identity (56.9% similar) in 65 aa overlap (16-76:52-116) 
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                              10        20         30          40   
2MEPSP                RFGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
             50        60         70        80                      
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLEMMGAKVT                      
       .:.: . :.  : :  :.. .  : :  .:..  :                          
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 93.9  bits: 23.7 E():    3 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (21-72:79-131) 
 
                         10        20        30        40        50 
2MEPSP           RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
                60        70        80                              
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVT                              
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 92.6  bits: 23.8 E():  3.5 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (17-53:8-44) 
 
               10        20        30        40        50        60 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                       ... : . :  :  ::.:.. .. .:: ::. .:. :        
gi|144          MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALE 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP SLQGDVKFAEVLEMMGAKVT                                         
                                                                    
gi|144 LRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQK 
              60        70        80        90       100       110  
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  60  Z-score: 91.4  bits: 22.3 E():  4.1 
Smith-Waterman score: 60; 25.7% identity (58.6% similar) in 70 aa overlap (5-71:64-131) 
 
                                         10        20           30  
2MEPSP                           RFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
              40        50        60        70        80            
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT            
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQIRFSVRRFHPKLGDKEMIQHY 
           100       110        120        130       140       150  
 
gi|116 TLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
             160       170       180   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 91.2  bits: 23.1 E():  4.2 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (21-72:59-111) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7185

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                         10        20        30        40        50 
2MEPSP           RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
                60        70        80                              
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVT                              
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 90.9  bits: 23.2 E():  4.4 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (21-72:79-131) 
 
                         10        20        30        40        50 
2MEPSP           RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
                60        70        80                              
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVT                              
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 88.9  bits: 23.3 E():  5.7 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (19-65:423-469) 
 
                           10        20        30        40         
2MEPSP             RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
       50          60        70        80                
2MEPSP GGTVTVE--GCGTTSLQGDVKFAEVLEMMGAKVT                
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 88.0  bits: 23.0 E():  6.4 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (17-53:8-44) 
 
               10        20        30        40        50        60 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                       ... : . :  :  ::.:.. .. .:: ::.  :. :        
gi|144          MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALE 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP SLQGDVKFAEVLEMMGAKVT                                         
                                                                    
gi|144 LRDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQK 
              60        70        80        90       100       110  
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 86.8  bits: 21.5 E():  7.5 
Smith-Waterman score: 57; 25.7% identity (58.6% similar) in 70 aa overlap (5-71:63-130) 
 
                                         10        20           30  
2MEPSP                           RFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
              40        50        60        70        80            
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2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT            
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQLRMTLRRFHPKLGDKEMLQHY 
            100       110        120        130       140       150 
 
gi|212 TLDQVNQNKKAIEEDLKHFNLKYEDLHSTCH 
              160       170       180  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.4  bits: 21.3 E():   12 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (4-65:22-77) 
 
                                 10        20        30        40   
2MEPSP                   RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
             50        60        70        80                       
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT                       
       .  :  .:   . :::.: .  :                                      
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 83.3  bits: 21.7 E():   12 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (2-50:151-193) 
 
                                            10        20        30  
2MEPSP                              RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
              40        50        60        70        80            
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT            
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.2  bits: 21.3 E():   12 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (4-65:33-88) 
 
                                          10        20        30    
2MEPSP                            RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
            40        50        60        70        80              
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT              
       .... .:  .  :  .:   . :::.: .  :                             
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|168 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.2  bits: 21.3 E():   12 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (4-65:33-88) 
 
                                          10        20        30    
2MEPSP                            RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
            40        50        60        70        80              
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT              
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       .... .:  .  :  .:   . :::.: .  :                             
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|752 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.2  bits: 21.3 E():   12 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (4-65:33-88) 
 
                                          10        20        30    
2MEPSP                            RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
            40        50        60        70        80              
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT              
       .... .:  .  :  .:   . :::.: .  :                             
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|126 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.1  bits: 21.3 E():   12 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (4-65:39-94) 
 
                                          10        20        30    
2MEPSP                            RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
            40        50        60        70        80              
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT              
       .... .:  .  :  .:   . :::.: .  :                             
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
gi|249 DDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEK 
            130       140       150       160       170       180   
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 81.1  bits: 20.3 E():   15 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (29-57:86-113) 
 
                 10        20        30        40        50         
2MEPSP   RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
       60        70        80                                
2MEPSP TTSLQGDVKFAEVLEMMGAKVT                                
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 80.6  bits: 20.3 E():   17 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (29-57:102-129) 
 
                 10        20        30        40        50         
2MEPSP   RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
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       60        70        80                                
2MEPSP TTSLQGDVKFAEVLEMMGAKVT                                
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 80.3  bits: 19.5 E():   17 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (3-40:18-58) 
 
                              10        20           30        40   
2MEPSP                RFGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASSASYFL 
                        : .:  : ..  :. : : . :.:   :.:..  : .....   
gi|179 MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIE 
               10        20        30        40        50        60 
 
             50        60        70        80            
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT            
                                                         
gi|179 EDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.3  bits: 19.5 E():   17 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (21-55:69-101) 
 
                         10        20        30        40        50 
2MEPSP           RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
               60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
        . ::                          
gi|207 KIGVEEFQALVKA                  
        100                           
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (27-70:83-130) 
 
                   10        20        30             40        50  
2MEPSP     RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
              60        70        80                    
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVT                    
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 79.3  bits: 20.8 E():   19 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (21-56:264-297) 
 
                         10        20        30        40        50 
2MEPSP           RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
               60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
       .... :                         
gi|663 ATAAAGGYKA                     
             300                      
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
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 initn:  46 init1:  46 opt:  50  Z-score: 78.6  bits: 19.3 E():   21 
Smith-Waterman score: 50; 29.1% identity (56.4% similar) in 55 aa overlap (3-56:31-84) 
 
                                           10         20        30  
2MEPSP                             RFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                     :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
              40        50        60        70        80      
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT      
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 77.8  bits: 20.9 E():   23 
Smith-Waterman score: 54; 30.8% identity (51.3% similar) in 39 aa overlap (1-34:279-317) 
 
                                                10        20        
2MEPSP                               RFG---VKAEHSDSWDRFYIKGGQKYK--S 
                                     :::   .  .  : ::.. : :...    : 
gi|113 SDTHFQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILS 
      250       260       270       280       290       300         
 
          30        40        50        60        70        80      
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT      
         : .:  :                                                    
gi|113 QGNKFVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNA 
      310       320       330       340       350       360         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.2  bits: 20.2 E():   25 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (47-66:208-227) 
 
         20        30        40        50        60        70       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
         80             
2MEPSP AKVT             
                        
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 77.1  bits: 20.6 E():   26 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (10-67:38-94) 
 
                                    10        20        30          
2MEPSP                      RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
      40          50         60        70        80                 
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVKFAEVLEMMGAKVT                 
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 77.1  bits: 19.0 E():   26 
Smith-Waterman score: 49; 29.1% identity (56.4% similar) in 55 aa overlap (3-56:31-84) 
 
                                           10         20        30  

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7190

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP                             RFGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                     :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
              40        50        60        70        80      
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT      
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (27-70:83-130) 
 
                   10        20        30             40        50  
2MEPSP     RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
              60        70        80                    
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVT                    
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 76.0  bits: 21.5 E():   29 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (3-66:89-154) 
 
                                           10        20             
2MEPSP                             RFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
        30        40        50        60        70        80        
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT        
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 76.0  bits: 21.5 E():   29 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (3-66:89-154) 
 
                                           10        20             
2MEPSP                             RFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
        30        40        50        60        70        80        
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT        
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (26-55:73-101) 
 
                    10        20        30        40        50      
2MEPSP      RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
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                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
          60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVT 
                                 
gi|288 EFAVWVKQ                  
                                 
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 75.6  bits: 19.1 E():   31 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (47-71:35-57) 
 
         20        30        40        50        60        70       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
         80                                                         
2MEPSP AKVT                                                         
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (25-50:59-84) 
 
                     10        20        30        40        50     
2MEPSP       RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
           60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVT 
                                  
gi|117 APEAAKEEEKEESDDDMGFGLFD    
       90       100       110     
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.4  bits: 19.5 E():   32 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (5-61:72-127) 
 
                                         10        20        30     
2MEPSP                           RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
 
           40        50        60        70        80               
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT               
         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 75.0  bits: 19.1 E():   33 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (29-57:84-111) 
 
                 10        20        30        40        50         
2MEPSP   RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
       60        70        80                              
2MEPSP TTSLQGDVKFAEVLEMMGAKVT                              
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gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (5-68:9-64) 
 
                   10        20        30        40        50       
2MEPSP     RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
               : :.::..: :  . : .. . .:      :.:::  .  . . : . :..  
gi|156 MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIKT 
               10        20         30             40         50    
 
         60        70        80                                     
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVT                                     
        .: . ....::                                                 
gi|156 SSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
             60        70        80        90       100       110   
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (5-68:9-64) 
 
                   10        20        30        40        50       
2MEPSP     RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
               : :.::..: :  . : .. . .:      :.:::  .  . . : . :..  
gi|518 MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIKT 
               10        20         30             40         50    
 
         60        70        80                                     
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVT                                     
        .: . ....::                                                 
gi|518 SSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
             60        70        80        90       100       110   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 74.6  bits: 20.0 E():   35 
Smith-Waterman score: 51; 25.8% identity (51.5% similar) in 66 aa overlap (13-75:239-304) 
 
                                 10        20        30             
2MEPSP                   RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD---ASSAS 
                                     .:.:.   :  :. ..: :  .   . : . 
gi|324 NKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHA 
      210       220       230       240       250       260         
 
      40        50        60        70        80 
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
        :. :   .       :  .:.:  :::.. : :..      
gi|324 VFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV  
      270       280       290       300          
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.6  bits: 18.4 E():   35 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (18-37:53-72) 
 
                            10        20        30        40        
2MEPSP              RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
        50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                         
gi|897 AQLPAMCRLEGGDALLASQ               
             90       100                
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 74.3  bits: 19.6 E():   37 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (17-47:25-54) 
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                       10        20        30        40        50   
2MEPSP         RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
             60        70        80                                 
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVT                                 
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.2  bits: 18.4 E():   37 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (5-28:20-43) 
 
                              10        20        30        40      
2MEPSP                RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          ::: : .   :. : :   ::: .                  
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFVE 
               10        20        30        40        50        60 
 
          50        60        70        80               
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT               
                                                         
gi|145 EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
               70        80        90       100          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 73.9  bits: 18.8 E():   39 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (49-64:140-152) 
 
       20        30        40        50        60        70         
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: ::   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG               
     110       120       130       140          150                 
 
       80 
2MEPSP VT 
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.8  bits: 19.2 E():   39 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (12-47:166-201) 
 
                                  10        20        30        40  
2MEPSP                    RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
              50        60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
        : : .                                  
gi|116 EAVAKVNFQ                               
         200                                   
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.5  bits: 20.5 E():   41 
Smith-Waterman score: 52; 25.8% identity (53.2% similar) in 62 aa overlap (1-62:376-437) 
 
                                             10        20        30 
2MEPSP                               RFGVKAEHSDSWDRFYIKGGQKYKSPKNAY 
                                     :. . .:...:     :. ::    :.:   
gi|110 KKGVLHRDAILAPHWNVNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFA 
         350       360       370       380       390       400      
 
               40        50        60        70        80           
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT           
       :   ::: ..  ..   .: . : .  : .:.                             
gi|110 VVKRASSDKFEWVSFKTNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRS 
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         410       420       430       440       450       460      
 
gi|110 ETTIFAPGSSSQRKSQSERERQREREEREIH 
         470       480       490       
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.3  bits: 20.5 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (18-57:437-480) 
 
                            10        20        30            40    
2MEPSP              RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            50        60        70        80            
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT            
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.3  bits: 20.5 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (18-57:437-480) 
 
                            10        20        30            40    
2MEPSP              RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            50        60        70        80            
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT            
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.3  bits: 20.5 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (18-57:437-480) 
 
                            10        20        30            40    
2MEPSP              RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            50        60        70        80            
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT            
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.3  bits: 20.5 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (18-57:437-480) 
 
                            10        20        30            40    
2MEPSP              RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            50        60        70        80            
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT            
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.3  bits: 20.5 E():   42 
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Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (18-57:437-480) 
 
                            10        20        30            40    
2MEPSP              RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            50        60        70        80            
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT            
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.3  bits: 20.5 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (18-57:437-480) 
 
                            10        20        30            40    
2MEPSP              RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            50        60        70        80            
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT            
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.3  bits: 20.5 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (18-57:437-480) 
 
                            10        20        30            40    
2MEPSP              RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            50        60        70        80            
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT            
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.3  bits: 20.5 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (18-57:437-480) 
 
                            10        20        30            40    
2MEPSP              RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            50        60        70        80            
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT            
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.3  bits: 20.5 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (18-57:437-480) 
 
                            10        20        30            40    
2MEPSP              RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
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            50        60        70        80            
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT            
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.3  bits: 20.5 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (18-57:437-480) 
 
                            10        20        30            40    
2MEPSP              RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            50        60        70        80            
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT            
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.3  bits: 20.5 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (18-57:437-480) 
 
                            10        20        30            40    
2MEPSP              RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            50        60        70        80            
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT            
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.3  bits: 20.5 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (18-57:437-480) 
 
                            10        20        30            40    
2MEPSP              RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            50        60        70        80            
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT            
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.3  bits: 20.5 E():   42 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (18-57:437-480) 
 
                            10        20        30            40    
2MEPSP              RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            50        60        70        80            
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT            
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
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>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.9  bits: 18.5 E():   44 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (31-76:86-130) 
 
               10        20        30        40        50        60 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
               70        80   
2MEPSP SLQGDVKFAEVLEMMGAKVT   
       . ..  : :.: . .:       
gi|136 KKEALPKCAQVYNKLGMYPPNM 
          120       130       
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.9  bits: 19.3 E():   44 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (4-65:10-65) 
 
                     10        20        30        40        50     
2MEPSP       RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . : ..:.:  .  :.   : .: .:  . .... .:  .  :  .:   . 
gi|331 IPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKDVDKAPFNG---M 
               10          20         30        40        50        
 
           60        70        80                                   
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVT                                   
        :::.: .  :                                                  
gi|331 TGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFGS 
           60        70        80        90       100       110     
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.8  bits: 18.5 E():   44 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (31-76:90-134) 
 
               10        20        30        40        50        60 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
               70        80   
2MEPSP SLQGDVKFAEVLEMMGAKVT   
       . ..  : :.: . .:       
gi|145 KKEALPKCAQVYNKLGMYPPNM 
      120       130       140 
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.5  bits: 18.5 E():   46 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (31-76:96-140) 
 
               10        20        30        40        50        60 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
               70        80   
2MEPSP SLQGDVKFAEVLEMMGAKVT   
       . ..  : :.: . .:       
gi|246 KKEALPKCAQVYNKLGMYPPNM 
          130       140       
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.4  bits: 18.5 E():   46 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (37-63:9-38) 
 
         10        20        30        40           50        60    
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
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gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
            70        80                                            
2MEPSP GDVKFAEVLEMMGAKVT                                            
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 72.4  bits: 20.1 E():   47 
Smith-Waterman score: 51; 24.2% identity (56.5% similar) in 62 aa overlap (12-72:315-373) 
 
                                  10        20        30        40  
2MEPSP                    RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY- 
                                     : .. .. :  :   ::: :    .  :.  
gi|259 NINDPARADIYTPEVGRLTTLNSLNLPILKWLQLSVEKGVLY---KNALVLPHWNLNSHS 
          290       300       310       320          330       340  
 
               50        60        70        80                     
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT                     
       .. :    : . .:.. :.  ..:.:. ...:                             
gi|259 IIYGCKGKGQVQVVDNFGNRVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRA 
             350       360       370       380       390       400  
 
gi|259 MTSPLAGRTSVLGGMPEEVLANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA 
             410       420       430       440       450        
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.3  bits: 19.3 E():   47 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (4-65:34-89) 
 
                                          10        20        30    
2MEPSP                            RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:  .  :.   : .: .:  .  
gi|180 SSSSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKD 
            10        20        30        40           50        60 
 
            40        50        60        70        80              
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT              
       .... .:  .  :  .:   . :::.: .  :                             
gi|180 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHIT 
               70           80        90       100       110        
 
gi|180 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEK 
       120       130       140       150       160       170        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (38-65:133-160) 
 
        10        20        30        40        50        60        
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
        70        80                                                
2MEPSP FAEVLEMMGAKVT                                                
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.7  bits: 20.6 E():   51 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (4-40:553-589) 
 
                                          10        20        30    
2MEPSP                            RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
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            530       540       550       560       570       580   
 
            40        50        60        70        80              
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT              
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.7  bits: 20.6 E():   51 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (4-40:553-589) 
 
                                          10        20        30    
2MEPSP                            RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
            40        50        60        70        80              
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT              
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.7  bits: 20.6 E():   51 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (4-40:556-592) 
 
                                          10        20        30    
2MEPSP                            RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|284 RRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFYKKVQEAYEGKSQYYVDK 
         530       540       550       560       570       580      
 
            40        50        60        70        80              
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT              
         .  .:                                                      
gi|284 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSNRKYP 
         590       600       610       620       630       640      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.5  bits: 20.2 E():   52 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (21-69:264-309) 
 
                         10        20        30         40          
2MEPSP           RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
      50        60        70        80                              
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT                              
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.5  bits: 19.4 E():   52 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (55-79:282-306) 
 
           30        40        50        60        70        80 
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                     .:  ...:  :::.. : :...: :  
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV  
             260       270       280       290       300        
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 71.4  bits: 20.6 E():   53 
Smith-Waterman score: 61; 27.5% identity (53.6% similar) in 69 aa overlap (3-66:89-154) 
 
                                           10        20             
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2MEPSP                             RFGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:  . .. :   .:::     .  :.   
gi|219 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKIVYVNGTDS--VKGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
        30        40        50        60        70        80        
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT        
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|219 NAYKAGSVNGAFSGLKLAK-SGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFV 
        120       130        140       150       160       170      
 
gi|219 RHWDTYVGTQFNAVFSGALTKSGDKYSFDGKLKNLVHPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.2  bits: 15.4 E():   54 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (4-12:10-18) 
 
                     10        20        30        40        50     
2MEPSP       RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . ::..:.:                                           
gi|409 IAKVPPGGXITAEYGDKWLD                                         
               10        20                                         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 17.8 E():   55 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (21-55:69-101) 
 
                         10        20        30        40        50 
2MEPSP           RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
               60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
        . ::                          
gi|207 KIGVEEFQALVKA                  
        100                           
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.0  bits: 17.4 E():   55 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (5-53:7-41) 
 
                 10        20        30        40        50         
2MEPSP   RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
             ::::    :::.    .:. .      .::.. .:  :. :  . :.::      
gi|212 MADATEKAEH----DRFF----KKFDA------NGDGTISSTELGDALKNLGSVTHDDIK 
               10                      20        30        40       
 
       60        70        80                
2MEPSP TTSLQGDVKFAEVLEMMGAKVT                
                                             
gi|212 RMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
         50        60        70        80    
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 17.8 E():   55 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (6-28:21-43) 
 
                              10        20        30        40      
2MEPSP                RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           : .: .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
          50        60        70        80                
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT                
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
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>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 18.2 E():   57 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (60-75:135-150) 
 
      30        40        50        60        70        80 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                     :. .: : : : .:::      
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD   
          110       120       130       140       150      
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 16.7 E():   59 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (7-25:1-19) 
 
               10        20        30        40        50        60 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
             ::   . ::  ::  : .:                                    
gi|377       EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL   
                     10        20        30        40        50     
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (18-50:269-302) 
 
                            10        20        30        40        
2MEPSP              RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
         50        60        70        80                           
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT                           
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (18-50:269-302) 
 
                            10        20        30        40        
2MEPSP              RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
         50        60        70        80                           
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT                           
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 70.0  bits: 20.3 E():   63 
Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (4-61:65-133) 
 
                                          10        20              
2MEPSP                            RFGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
            30        40        50         60        70        80   
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQGDVKFAEVLEMMGAKVT   
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
          160       170       180       190       200       210     

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7202

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (14-71:1-47) 
 
               10        20        30        40        50        60 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                    .:.:.: : : .   :   :  .  : :. ::..         :    
gi|136              QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQCKEK 
                             10           20        30              
 
               70        80                                         
2MEPSP SLQGDVKFAEVLEMMGAKVT                                         
       . .::. :.::                                                  
gi|136 K-NGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKF 
         40        50        60        70        80        90       
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 17.9 E():   66 
Smith-Waterman score: 45; 44.4% identity (50.0% similar) in 18 aa overlap (2-19:82-99) 
 
                                            10        20        30  
2MEPSP                              RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :             
gi|291 TPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHA 
              60        70        80        90       100       110  
 
              40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                                         
gi|291 RMKLASKAREMKDRAEQFGQQHVTGSQGS                     
             120       130       140                     
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (2-29:87-110) 
 
                                            10        20        30  
2MEPSP                              RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
              40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                                         
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS                 
            120       130       140                      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (2-29:87-110) 
 
                                            10        20        30  
2MEPSP                              RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
              40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                                         
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS                 
            120       130       140                      
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (31-70:87-131) 
 
               10        20        30             40        50      
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
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                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
          60        70        80                   
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVT                   
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 68.9  bits: 19.2 E():   73 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (21-50:340-370) 
 
                         10        20        30        40           
2MEPSP           RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
       50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
       ::                               
gi|113 GGYKV                            
      370                               
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (5-15:8-18) 
 
                  10        20        30        40        50        
2MEPSP    RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
              : :.::..:.:                                           
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (47-71:19-41) 
 
         20        30        40        50        60        70       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
         80                                                         
2MEPSP AKVT                                                         
                                                                    
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (5-15:8-18) 
 
                  10        20        30        40        50        
2MEPSP    RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
              : :.::..:.:                                           
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (16-50:331-365) 
 
                              10        20        30        40      
2MEPSP                RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
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          50        60        70        80   
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT   
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (16-50:331-365) 
 
                              10        20        30        40      
2MEPSP                RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
          50        60        70        80   
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT   
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (14-66:18-64) 
 
                   10        20        30        40        50       
2MEPSP     RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .: .... :   :  : :.   :..:  . :  .       .: 
gi|107 MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE----KFKG 
               10        20        30          40        50         
 
         60        70        80                                     
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVT                                     
        :.: :.::.                                                   
gi|107 LGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFG 
           60        70        80        90       100       110     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.0 E():   79 
Smith-Waterman score: 49; 24.2% identity (59.7% similar) in 62 aa overlap (13-71:72-131) 
 
                                 10        20           30          
2MEPSP                   RFGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
      40        50        60        70        80                    
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT                    
       : . ..   . .. :::: ... .: : ....                             
gi|144 YSVLATDYDNYAI-VEGCPAAA-NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQH 
             110        120        130       140       150          
 
gi|144 KKAIEEDLKHFNLKYEDLHSTCH 
     160       170       180   
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (14-71:5-51) 
 
               10        20        30        40        50        60 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                    .:.:.: : : .   :   :  .  : :. ::..         :    
gi|145          PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-RE 
                        10            20        30               40 
 
               70        80                                         
2MEPSP SLQGDVKFAEVLEMMGAKVT                                         
       . .::. :.::                                                  
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gi|145 KKNGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKF 
               50        60        70        80        90       100 
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (14-71:5-51) 
 
               10        20        30        40        50        60 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                    .:.:.: : : .   :   :  .  : :. ::..         :    
gi|145          PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-RE 
                        10            20        30               40 
 
               70        80                                         
2MEPSP SLQGDVKFAEVLEMMGAKVT                                         
       . .::. :.::                                                  
gi|145 KKNGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKF 
               50        60        70        80        90       100 
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.1  bits: 15.6 E():   80 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (4-12:10-18) 
 
                     10        20        30        40        50     
2MEPSP       RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . ::..:.:                                           
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.1 E():   81 
Smith-Waterman score: 48; 30.0% identity (65.0% similar) in 40 aa overlap (32-71:102-139) 
 
              10        20        30        40        50        60  
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
              70        80                                          
2MEPSP LQGDVKFAEVLEMMGAKVT                                          
        .: : ....                                                   
gi|194 -NGHVIYVQLRLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYEDLHSTC 
               140       150       160       170       180          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.0  bits: 17.2 E():   81 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (21-55:69-101) 
 
                         10        20        30        40        50 
2MEPSP           RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
               60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
       .. ::                          
gi|148 AIGVEEWAVLVKA                  
        100                           
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (14-71:11-57) 
 
               10        20        30        40        50        60 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                    .:.:.: : : .   :   :  .  : :. ::..         :    
gi|246    MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KD 
                  10         20           30        40              
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               70        80                                         
2MEPSP SLQGDVKFAEVLEMMGAKVT                                         
       . .::: :.:.                                                  
gi|246 KENGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKF 
         50        60        70        80        90       100       
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (14-71:11-57) 
 
               10        20        30        40        50        60 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                    .:.:.: : : .   :   :  .  : :. ::..         :    
gi|246    MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KD 
                  10         20           30        40              
 
               70        80                                         
2MEPSP SLQGDVKFAEVLEMMGAKVT                                         
       . .::: :.:.                                                  
gi|246 KENGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKF 
         50        60        70        80        90       100       
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (21-50:231-261) 
 
                         10        20        30        40           
2MEPSP           RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
       50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
       ::                               
gi|226 GGYKV                            
     260                                
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.7  bits: 17.3 E():   84 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (25-64:20-60) 
 
               10        20        30        40        50           
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GT 
                               :  .: . :...:.     : . .::.:    : :  
gi|384      MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGI 
                    10        20        30        40        50      
 
      60        70        80                                        
2MEPSP TSLQGDVKFAEVLEMMGAKVT                                        
        ...:                                                        
gi|384 RTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (31-70:87-131) 
 
               10        20        30             40        50      
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
          60        70        80                    
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVT                    
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (31-70:87-131) 
 
               10        20        30             40        50      
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
          60        70        80                    
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVT                    
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 48; 27.3% identity (51.5% similar) in 66 aa overlap (11-70:66-131) 
 
                                   10        20         30          
2MEPSP                     RFGVKAEHSDSWDRFYIKGGQKYKSPKN-AYVEGDASS-- 
                                     :. .  : : .: .   : . ::::: :   
gi|444 PQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDK 
          40        50        60        70        80        90      
 
           40        50        60        70        80               
2MEPSP ---ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT               
           .: .  .: . :   ... ..    :::.. :                         
gi|444 IEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAAN 
         100       110       120       130       140       150      
 
gi|444 PDACN 
         160 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.3  bits: 18.9 E():   89 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (15-61:68-112) 
 
                               10        20        30        40     
2MEPSP                 RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
           50        60        70        80                         
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT                         
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.2  bits: 18.9 E():   90 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (15-41:319-345) 
 
                               10        20        30        40     
2MEPSP                 RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
           50        60        70        80  
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT  
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.1  bits: 18.5 E():   91 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (21-56:259-293) 
 
                         10        20        30        40        50 
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2MEPSP           RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
               60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
       ::.. :                         
gi|119 TVSAGGYKV                      
       290                            
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.0  bits: 18.9 E():   92 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (3-34:182-217) 
 
                                           10            20         
2MEPSP                             RFGVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
       30        40        50        60        70        80         
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT         
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (5-51:9-60) 
 
                   10        20           30          40        50  
2MEPSP     RFGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASSASYFLAGAAITGGT 
               : :.::..: :  . : .. .    :.:   :: .... :: .  :.   .: 
gi|118 MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGDSYTIKTASTLKNT 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVT                                
                                                                    
gi|118 EISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVREFSDEGLTVTATVN 
               70        80        90       100       110       120 
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (47-71:20-42) 
 
         20        30        40        50        60        70       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
         80                                                         
2MEPSP AKVT                                                         
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (47-71:20-42) 
 
         20        30        40        50        60        70       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
         80                                                         
2MEPSP AKVT                                                         
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gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (47-71:20-42) 
 
         20        30        40        50        60        70       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
         80                                                         
2MEPSP AKVT                                                         
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (47-71:21-43) 
 
         20        30        40        50        60        70       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
         80                                                         
2MEPSP AKVT                                                         
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (47-71:21-43) 
 
         20        30        40        50        60        70       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
         80                                                         
2MEPSP AKVT                                                         
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (47-71:21-43) 
 
         20        30        40        50        60        70       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
         80                                                         
2MEPSP AKVT                                                         
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (47-71:21-43) 
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         20        30        40        50        60        70       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
         80                                                         
2MEPSP AKVT                                                         
                                                                    
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.9  bits: 17.7 E():   93 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (43-64:150-172) 
 
             20        30        40         50        60        70  
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
              80 
2MEPSP LEMMGAKVT 
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (14-71:1-47) 
 
               10        20        30        40        50        60 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                    .:.:.: : : .   :   :  .  : :. ::..         :    
gi|136              QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KD 
                             10           20        30              
 
               70        80                                         
2MEPSP SLQGDVKFAEVLEMMGAKVT                                         
       . .::: :.::                                                  
gi|136 KENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKF 
         40        50        60        70        80        90       
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (31-76:86-130) 
 
               10        20        30        40        50        60 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
               70        80   
2MEPSP SLQGDVKFAEVLEMMGAKVT   
       . ..  : :.: . .:       
gi|136 KKEALPKCAQVYNKLGMYPPNM 
          120       130       
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   98 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (49-64:132-144) 
 
       20        30        40        50        60        70         
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
       80 
2MEPSP VT 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7211

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.4  bits: 17.4 E():   98 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (49-64:132-144) 
 
       20        30        40        50        60        70         
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
       80 
2MEPSP VT 
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.4  bits: 17.0 E():   98 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (21-55:69-101) 
 
                         10        20        30        40        50 
2MEPSP           RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
               60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
        . :.                          
gi|288 KIGVDEFAAMIKG                  
        100                           
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (14-71:10-56) 
 
               10        20        30        40        50        60 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                    .:.:.: : : .   :   :  .  : :. ::..         :    
gi|144     EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KD 
                   10         20           30        40             
 
               70        80                                         
2MEPSP SLQGDVKFAEVLEMMGAKVT                                         
       . .::: :.::                                                  
gi|144 KENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKF 
          50        60        70        80        90       100      
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (14-71:10-56) 
 
               10        20        30        40        50        60 
2MEPSP RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                    .:.:.: : : .   :   :  .  : :. ::..         :    
gi|136     EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KD 
                   10         20           30        40             
 
               70        80                                         
2MEPSP SLQGDVKFAEVLEMMGAKVT                                         
       . .::: :.::                                                  
gi|136 KENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKF 
          50        60        70        80        90       100      
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 16.6 E(): 1e 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (6-25:9-28) 
 
                  10        20        30        40        50        
2MEPSP    RFGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
               :::   . ::  .:  : .:                                 
gi|333 MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEEIQRMMAEIDTDGDGF 
               10        20        30        40        50        60 
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:49 2011 done: Tue Apr 19 10:57:49 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 221  - 300 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     9     2:*== 
  32     9     8:==* 
  34    22    22:=======* 
  36    27    44:=========     * 
  38    80    73:========================*== 
  40    84   102:============================     * 
  42   101   125:==================================       * 
  44   157   138:=============================================*======= 
  46   179   140:==============================================*============= 
  48   136   134:============================================*= 
  50   126   122:========================================*= 
  52   120   108:===================================*==== 
  54    85    92:============================= * 
  56    67    77:=======================  * 
  58    49    63:=================   * 
  60    36    51:============    * 
  62    28    41:==========   * 
  64    21    33:=======   * 
  66    45    26:========*====== 
  68    22    20:======*= 
  70    13    16:=====* 
  72    21    12:===*=== 
  74    16    10:===*== 
  76     9     8:==* 
  78     2     6:=* 
  80     6     5:=* 
  82     3     3:* 
  84     3     3:* 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
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>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.63540.00368; mu= 14.3243 0.190 
 mean_var=40.589010.078, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.201312 
 Kolmogorov-Smirnov  statistic: 0.0268 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   72 25.9    0.31 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 23.9     2.8 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 23.9     3.3 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   60 22.4     3.8 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 23.2       4 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 23.3     4.2 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 23.4     5.4 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.1       6 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   57 21.6       7 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 21.4      11 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   57 21.8      11 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   56 21.4      11 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 21.4      11 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   56 21.4      11 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   56 21.4      11 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 20.4      15 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 20.4      16 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 19.6      16 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 19.6      16 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.1      17 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 20.9      18 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   50 19.3      20 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.2      24 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.1      25 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 20.6      25 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 19.5      26 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   53 20.7      27 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   55 21.5      29 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   55 21.5      29 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 18.8      29 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.2      30 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 18.8      30 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 19.6      31 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.2      32 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   48 18.8      33 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   48 18.8      33 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 18.4      34 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   51 20.0      34 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 19.6      35 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 18.5      36 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 18.9      37 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.3      38 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.5      40 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.5      40 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.5      40 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.5      40 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 18.5      42 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   49 19.3      42 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 18.6      43 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 18.6      44 
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gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 18.6      45 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   51 20.2      45 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   49 19.4      45 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.4      47 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 20.6      50 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 20.6      50 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   52 20.6      50 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 19.4      50 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.2      51 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 15.5      51 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 20.6      52 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 17.9      53 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 17.5      53 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 17.9      53 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 18.3      55 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 16.7      56 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 19.9      58 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 19.9      58 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.3      62 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 18.0      62 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   45 18.0      63 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   45 18.0      65 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   45 18.0      65 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.0      69 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.2      71 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 17.7      73 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 17.7      73 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 17.7      73 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.3      74 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.3      74 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 18.9      75 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.1      76 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 15.7      77 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 17.7      77 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 17.7      77 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.3      79 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.1      79 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 17.7      80 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 17.7      80 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.3      82 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.5      82 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 17.7      85 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 17.7      85 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 17.7      85 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 18.9      87 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 18.9      88 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.6      89 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.4      90 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.4      90 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.4      90 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.4      90 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.4      90 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.4      90 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.4      90 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.4      90 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.0      90 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 17.8      90 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.4      92 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.4      92 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.0      95 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.4      96 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.4      96 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.4      96 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.4      96 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 16.6      96 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   43 17.4      99 
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gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   43 17.4      99 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   43 17.4      99 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.2   1e 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  72  Z-score: 111.6  bits: 25.9 E(): 0.31 
Smith-Waterman score: 72; 30.0% identity (54.3% similar) in 70 aa overlap (15-80:52-121) 
 
                               10        20         30          40  
2MEPSP                 FGVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
              50        60         70        80                     
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLEMMGAKVTW                     
       .:.: . :.  : :  :.. .  : :  .:..  :    :                     
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 94.5  bits: 23.9 E():  2.8 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (20-71:79-131) 
 
                          10        20        30        40          
2MEPSP            FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
      50         60        70        80                             
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTW                             
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 93.2  bits: 23.9 E():  3.3 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (16-52:8-44) 
 
               10        20        30        40        50        60 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                      ... : . :  :  ::.:.. .. .:: ::. .:. :         
gi|144         MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALEL 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP LQGDVKFAEVLEMMGAKVTW                                         
                                                                    
gi|144 RDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKL 
             60        70        80        90       100       110   
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  60  Z-score: 92.0  bits: 22.4 E():  3.8 
Smith-Waterman score: 60; 25.7% identity (58.6% similar) in 70 aa overlap (4-70:64-131) 
 
                                          10        20           30 
2MEPSP                            FGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
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gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
               40        50        60        70        80           
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW           
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQIRFSVRRFHPKLGDKEMIQHY 
           100       110        120        130       140       150  
 
gi|116 TLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
             160       170       180   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 91.7  bits: 23.2 E():    4 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (20-71:59-111) 
 
                          10        20        30        40          
2MEPSP            FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
      50         60        70        80                             
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTW                             
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 91.4  bits: 23.3 E():  4.2 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (20-71:79-131) 
 
                          10        20        30        40          
2MEPSP            FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
      50         60        70        80                             
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTW                             
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 89.4  bits: 23.4 E():  5.4 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (18-64:423-469) 
 
                            10        20        30        40        
2MEPSP              FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
        50          60        70        80               
2MEPSP GGTVTVE--GCGTTSLQGDVKFAEVLEMMGAKVTW               
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 88.5  bits: 23.1 E():    6 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (16-52:8-44) 
 
               10        20        30        40        50        60 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                      ... : . :  :  ::.:.. .. .:: ::.  :. :         
gi|144         MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALEL 
                       10        20        30        40        50   
 
               70        80                                         
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2MEPSP LQGDVKFAEVLEMMGAKVTW                                         
                                                                    
gi|144 RDGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKL 
             60        70        80        90       100       110   
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 87.3  bits: 21.6 E():    7 
Smith-Waterman score: 57; 25.7% identity (58.6% similar) in 70 aa overlap (4-70:63-130) 
 
                                          10        20           30 
2MEPSP                            FGVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
               40        50        60        70        80           
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW           
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQLRMTLRRFHPKLGDKEMLQHY 
            100       110        120        130       140       150 
 
gi|212 TLDQVNQNKKAIEEDLKHFNLKYEDLHSTCH 
              160       170       180  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.9  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (3-64:22-77) 
 
                                  10        20        30        40  
2MEPSP                    FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
              50        60        70        80                      
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW                      
       .  :  .:   . :::.: .  :                                      
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 83.7  bits: 21.8 E():   11 
Smith-Waterman score: 57; 32.7% identity (57.1% similar) in 49 aa overlap (1-49:151-193) 
 
                                             10        20        30 
2MEPSP                               FGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     :.::. :.::     .: :..  :  :  . 
gi|546 GVAKNAEIVAVKVLRSNGSGSMSDVIKGVEFAVKS-HQDS-----VKKGKNSFSTANMSL 
              130       140       150             160       170     
 
               40        50        60        70        80           
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW           
        :  : :  . ..::. .:                                          
gi|546 GGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFS 
          180       190       200       210       220       230     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.6  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (3-64:33-88) 
 
                                           10        20        30   
2MEPSP                             FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
             40        50        60        70        80             
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW             
       .... .:  .  :  .:   . :::.: .  :                             
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
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gi|168 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.6  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (3-64:33-88) 
 
                                           10        20        30   
2MEPSP                             FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
             40        50        60        70        80             
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW             
       .... .:  .  :  .:   . :::.: .  :                             
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|752 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.6  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (3-64:33-88) 
 
                                           10        20        30   
2MEPSP                             FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
             40        50        60        70        80             
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW             
       .... .:  .  :  .:   . :::.: .  :                             
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|126 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.5  bits: 21.4 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (3-64:39-94) 
 
                                           10        20        30   
2MEPSP                             FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
             40        50        60        70        80             
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW             
       .... .:  .  :  .:   . :::.: .  :                             
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
gi|249 DDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEK 
            130       140       150       160       170       180   
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 81.5  bits: 20.4 E():   15 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (28-56:86-113) 
 
                  10        20        30        40        50        
2MEPSP    FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
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        60        70        80                               
2MEPSP TTSLQGDVKFAEVLEMMGAKVTW                               
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 81.0  bits: 20.4 E():   16 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (28-56:102-129) 
 
                  10        20        30        40        50        
2MEPSP    FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
        60        70        80                               
2MEPSP TTSLQGDVKFAEVLEMMGAKVTW                               
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (2-39:18-58) 
 
                               10        20           30        40  
2MEPSP                 FGVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASSASYFL 
                        : .:  : ..  :. : : . :.:   :.:..  : .....   
gi|179 MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIE 
               10        20        30        40        50        60 
 
              50        60        70        80           
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW           
                                                         
gi|179 EDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (20-54:69-101) 
 
                          10        20        30        40          
2MEPSP            FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
      50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
        . ::                           
gi|207 KIGVEEFQALVKA                   
        100                            
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (26-69:83-130) 
 
                    10        20        30             40        50 
2MEPSP      FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
               60        70        80                   
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW                   
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
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 initn:  43 init1:  43 opt:  54  Z-score: 79.7  bits: 20.9 E():   18 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (20-55:264-297) 
 
                          10        20        30        40          
2MEPSP            FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
      50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
       .... :                          
gi|663 ATAAAGGYKA                      
             300                       
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 50; 29.1% identity (56.4% similar) in 55 aa overlap (2-55:31-84) 
 
                                            10         20        30 
2MEPSP                              FGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                     :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
               40        50        60        70        80     
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW     
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.6  bits: 20.2 E():   24 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (46-65:208-227) 
 
          20        30        40        50        60        70      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
          80            
2MEPSP AKVTW            
                        
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 77.5  bits: 19.1 E():   25 
Smith-Waterman score: 49; 29.1% identity (56.4% similar) in 55 aa overlap (2-55:31-84) 
 
                                            10         20        30 
2MEPSP                              FGVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                     :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
               40        50        60        70        80     
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW     
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 77.4  bits: 20.6 E():   25 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (9-66:38-94) 
 
                                     10        20        30         
2MEPSP                       FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7221

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

        10        20        30        40        50         60       
 
       40          50         60        70        80                
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVKFAEVLEMMGAKVTW                
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (26-69:83-130) 
 
                    10        20        30             40        50 
2MEPSP      FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
               60        70        80                   
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW                   
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 76.6  bits: 20.7 E():   27 
Smith-Waterman score: 53; 28.6% identity (51.4% similar) in 35 aa overlap (1-33:283-317) 
 
                                             10        20           
2MEPSP                               FGVKAEHSDSWDRFYIKGGQKYK--SPKNA 
                                     : .  .  : ::.. : :...    :  :  
gi|113 FQDLKMHVTLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNK 
            260       270       280       290       300       310   
 
       30        40        50        60        70        80         
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW         
       .:  :                                                        
gi|113 FVAPDFIYKKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQ 
            320       330       340       350       360       370   
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 76.3  bits: 21.5 E():   29 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (2-65:89-154) 
 
                                            10             20       
2MEPSP                              FGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
         30        40        50        60        70        80       
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW       
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 76.3  bits: 21.5 E():   29 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (2-65:89-154) 
 
                                            10             20       
2MEPSP                              FGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
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         30        40        50        60        70        80       
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW       
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (25-54:73-101) 
 
                     10        20        30        40        50     
2MEPSP       FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
           60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTW 
                                  
gi|288 EFAVWVKQ                   
                                  
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 76.0  bits: 19.2 E():   30 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (46-70:35-57) 
 
          20        30        40        50        60        70      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
          80                                                        
2MEPSP AKVTW                                                        
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.0  bits: 18.8 E():   30 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (24-49:59-84) 
 
                      10        20        30        40        50    
2MEPSP        FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
            60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                   
gi|117 APEAAKEEEKEESDDDMGFGLFD     
       90       100       110      
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.7  bits: 19.6 E():   31 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (4-60:72-127) 
 
                                          10        20        30    
2MEPSP                            FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
 
            40        50        60        70        80              
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW              
         ... . .:  :. :..:... :..:                                  
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gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (28-56:84-111) 
 
                  10        20        30        40        50        
2MEPSP    FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
        60        70        80                             
2MEPSP TTSLQGDVKFAEVLEMMGAKVTW                             
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.0  bits: 18.8 E():   33 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (4-67:9-64) 
 
                    10        20        30        40        50      
2MEPSP      FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
               : :.::..: :  . : .. . .:      :.:::  .  . . : . :..  
gi|156 MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIKT 
               10        20         30             40         50    
 
          60        70        80                                    
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTW                                    
        .: . ....::                                                 
gi|156 SSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
             60        70        80        90       100       110   
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.0  bits: 18.8 E():   33 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (4-67:9-64) 
 
                    10        20        30        40        50      
2MEPSP      FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
               : :.::..: :  . : .. . .:      :.:::  .  . . : . :..  
gi|518 MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIKT 
               10        20         30             40         50    
 
          60        70        80                                    
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTW                                    
        .: . ....::                                                 
gi|518 SSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
             60        70        80        90       100       110   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.0  bits: 18.4 E():   34 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (17-36:53-72) 
 
                             10        20        30        40       
2MEPSP               FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
         50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                          
gi|897 AQLPAMCRLEGGDALLASQ                
             90       100                 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 74.9  bits: 20.0 E():   34 
Smith-Waterman score: 51; 25.8% identity (51.5% similar) in 66 aa overlap (12-74:239-304) 
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                                  10        20        30            
2MEPSP                    FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD---ASSAS 
                                     .:.:.   :  :. ..: :  .   . : . 
gi|324 NKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHA 
      210       220       230       240       250       260         
 
       40        50        60        70        80 
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
        :. :   .       :  .:.:  :::.. : :..       
gi|324 VFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV   
      270       280       290       300           
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 74.6  bits: 19.6 E():   35 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (16-46:25-54) 
 
                        10        20        30        40        50  
2MEPSP          FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
              60        70        80                                
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTW                                
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.5  bits: 18.5 E():   36 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (4-27:20-43) 
 
                               10        20        30        40     
2MEPSP                 FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          ::: : .   :. : :   ::: .                  
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFVE 
               10        20        30        40        50        60 
 
           50        60        70        80              
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW              
                                                         
gi|145 EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
               70        80        90       100          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.2  bits: 18.9 E():   37 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (48-63:140-152) 
 
        20        30        40        50        60        70        
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: ::   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG               
     110       120       130       140          150                 
 
        80 
2MEPSP VTW 
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 19.3 E():   38 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (11-46:166-201) 
 
                                   10        20        30        40 
2MEPSP                     FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
               50        60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
        : : .                                   
gi|116 EAVAKVNFQ                                
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         200                                    
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.5  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (17-56:437-480) 
 
                             10        20        30            40   
2MEPSP               FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             50        60        70        80           
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW           
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.5  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (17-56:437-480) 
 
                             10        20        30            40   
2MEPSP               FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             50        60        70        80           
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW           
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.5  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (17-56:437-480) 
 
                             10        20        30            40   
2MEPSP               FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             50        60        70        80           
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW           
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.5  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (17-56:437-480) 
 
                             10        20        30            40   
2MEPSP               FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             50        60        70        80           
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW           
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.5  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (17-56:437-480) 
 
                             10        20        30            40   
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2MEPSP               FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             50        60        70        80           
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW           
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.5  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (17-56:437-480) 
 
                             10        20        30            40   
2MEPSP               FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             50        60        70        80           
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW           
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.5  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (17-56:437-480) 
 
                             10        20        30            40   
2MEPSP               FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             50        60        70        80           
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW           
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.5  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (17-56:437-480) 
 
                             10        20        30            40   
2MEPSP               FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             50        60        70        80           
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW           
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.5  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (17-56:437-480) 
 
                             10        20        30            40   
2MEPSP               FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             50        60        70        80           
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW           
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       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.5  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (17-56:437-480) 
 
                             10        20        30            40   
2MEPSP               FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             50        60        70        80           
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW           
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.5  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (17-56:437-480) 
 
                             10        20        30            40   
2MEPSP               FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             50        60        70        80           
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW           
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.5  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (17-56:437-480) 
 
                             10        20        30            40   
2MEPSP               FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             50        60        70        80           
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW           
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.5  bits: 20.5 E():   40 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (17-56:437-480) 
 
                             10        20        30            40   
2MEPSP               FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             50        60        70        80           
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW           
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 73.3  bits: 18.5 E():   42 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (30-75:86-130) 
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                10        20        30        40        50          
2MEPSP  FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
      60        70        80  
2MEPSP SLQGDVKFAEVLEMMGAKVTW  
       . ..  : :.: . .:       
gi|136 KKEALPKCAQVYNKLGMYPPNM 
          120       130       
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.2  bits: 19.3 E():   42 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (3-64:10-65) 
 
                      10        20        30        40        50    
2MEPSP        FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . : ..:.:  .  :.   : .: .:  . .... .:  .  :  .:   . 
gi|331 IPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKDVDKAPFNG---M 
               10          20         30        40        50        
 
            60        70        80                                  
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTW                                  
        :::.: .  :                                                  
gi|331 TGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFGS 
           60        70        80        90       100       110     
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 73.1  bits: 18.6 E():   43 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (30-75:90-134) 
 
                10        20        30        40        50          
2MEPSP  FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
      60        70        80  
2MEPSP SLQGDVKFAEVLEMMGAKVTW  
       . ..  : :.: . .:       
gi|145 KKEALPKCAQVYNKLGMYPPNM 
      120       130       140 
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.9  bits: 18.6 E():   44 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (30-75:96-140) 
 
                10        20        30        40        50          
2MEPSP  FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
      60        70        80  
2MEPSP SLQGDVKFAEVLEMMGAKVTW  
       . ..  : :.: . .:       
gi|246 KKEALPKCAQVYNKLGMYPPNM 
          130       140       
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (36-62:9-38) 
 
          10        20        30        40           50        60   
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
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             70        80                                           
2MEPSP GDVKFAEVLEMMGAKVTW                                           
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 72.6  bits: 20.2 E():   45 
Smith-Waterman score: 51; 24.2% identity (56.5% similar) in 62 aa overlap (11-71:315-373) 
 
                                   10        20        30           
2MEPSP                     FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY- 
                                     : .. .. :  :   ::: :    .  :.  
gi|259 NINDPARADIYTPEVGRLTTLNSLNLPILKWLQLSVEKGVLY---KNALVLPHWNLNSHS 
          290       300       310       320          330       340  
 
      40        50        60        70        80                    
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW                    
       .. :    : . .:.. :.  ..:.:. ...:                             
gi|259 IIYGCKGKGQVQVVDNFGNRVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRA 
             350       360       370       380       390       400  
 
gi|259 MTSPLAGRTSVLGGMPEEVLANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA 
             410       420       430       440       450        
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (3-64:34-89) 
 
                                           10        20        30   
2MEPSP                             FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:  .  :.   : .: .:  .  
gi|180 SSSSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKD 
            10        20        30        40           50        60 
 
             40        50        60        70        80             
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW             
       .... .:  .  :  .:   . :::.: .  :                             
gi|180 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHIT 
               70           80        90       100       110        
 
gi|180 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEK 
       120       130       140       150       160       170        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (37-64:133-160) 
 
         10        20        30        40        50        60       
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
         70        80                                               
2MEPSP FAEVLEMMGAKVTW                                               
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.9  bits: 20.6 E():   50 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (3-39:553-589) 
 
                                           10        20        30   
2MEPSP                             FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
             40        50        60        70        80             
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2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW             
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.9  bits: 20.6 E():   50 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (3-39:553-589) 
 
                                           10        20        30   
2MEPSP                             FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
             40        50        60        70        80             
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW             
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.9  bits: 20.6 E():   50 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (3-39:556-592) 
 
                                           10        20        30   
2MEPSP                             FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|284 RRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFYKKVQEAYEGKSQYYVDK 
         530       540       550       560       570       580      
 
             40        50        60        70        80             
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW             
         .  .:                                                      
gi|284 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSNRKYP 
         590       600       610       620       630       640      
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (54-78:282-306) 
 
            30        40        50        60        70        80 
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:  ...:  :::.. : :...: :   
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV   
             260       270       280       290       300         
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.7  bits: 20.2 E():   51 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (20-68:264-309) 
 
                          10        20        30         40         
2MEPSP            FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
       50        60        70        80                             
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW                             
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.6  bits: 15.5 E():   51 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (3-11:10-18) 
 
                      10        20        30        40        50    
2MEPSP        FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . ::..:.:                                           
gi|409 IAKVPPGGXITAEYGDKWLD                                         
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               10        20                                         
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 71.5  bits: 20.6 E():   52 
Smith-Waterman score: 61; 27.5% identity (53.6% similar) in 69 aa overlap (2-65:89-154) 
 
                                            10             20       
2MEPSP                              FGVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:  . .. :   .:::     .  :.   
gi|219 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKIVYVNGTDS--VKGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
         30        40        50        60        70        80       
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW       
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|219 NAYKAGSVNGAFSGLKLAK-SGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFV 
        120       130        140       150       160       170      
 
gi|219 RHWDTYVGTQFNAVFSGALTKSGDKYSFDGKLKNLVHPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (20-54:69-101) 
 
                          10        20        30        40          
2MEPSP            FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
      50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
        . ::                           
gi|207 KIGVEEFQALVKA                   
        100                            
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.4  bits: 17.5 E():   53 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (4-52:7-41) 
 
                  10        20        30        40        50        
2MEPSP    FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
             ::::    :::.    .:. .      .::.. .:  :. :  . :.::      
gi|212 MADATEKAEH----DRFF----KKFDA------NGDGTISSTELGDALKNLGSVTHDDIK 
               10                      20        30        40       
 
        60        70        80               
2MEPSP TTSLQGDVKFAEVLEMMGAKVTW               
                                             
gi|212 RMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
         50        60        70        80    
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 17.9 E():   53 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (5-27:21-43) 
 
                               10        20        30        40     
2MEPSP                 FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           : .: .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
           50        60        70        80               
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW               
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.3 E():   55 
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Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (59-74:135-150) 
 
       30        40        50        60        70        80 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     :. .: : : : .:::       
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD    
          110       120       130       140       150       
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 16.7 E():   56 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (6-24:1-19) 
 
               10        20        30        40        50        60 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
            ::   . ::  ::  : .:                                     
gi|377      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL    
                    10        20        30        40        50      
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.6  bits: 19.9 E():   58 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (17-49:269-302) 
 
                             10        20        30        40       
2MEPSP               FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
          50        60        70        80                          
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW                          
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.6  bits: 19.9 E():   58 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (17-49:269-302) 
 
                             10        20        30        40       
2MEPSP               FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
          50        60        70        80                          
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW                          
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 70.1  bits: 20.3 E():   62 
Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (3-60:65-133) 
 
                                           10        20             
2MEPSP                             FGVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
             30        40        50         60        70        80  
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQGDVKFAEVLEMMGAKVTW  
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
          160       170       180       190       200       210     
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.1  bits: 18.0 E():   62 
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Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (13-70:1-47) 
 
               10        20        30        40        50        60 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                   .:.:.: : : .   :   :  .  : :. ::..         :   . 
gi|136             QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQCKEKK 
                            10           20        30               
 
               70        80                                         
2MEPSP LQGDVKFAEVLEMMGAKVTW                                         
        .::. :.::                                                   
gi|136 -NGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFI 
        40        50        60        70        80        90        
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 45; 44.4% identity (50.0% similar) in 18 aa overlap (1-18:82-99) 
 
                                             10        20        30 
2MEPSP                               FGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :             
gi|291 TPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHA 
              60        70        80        90       100       110  
 
               40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                                          
gi|291 RMKLASKAREMKDRAEQFGQQHVTGSQGS                      
             120       130       140                      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (1-28:87-110) 
 
                                             10        20        30 
2MEPSP                               FGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|753 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
               40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                                          
gi|753 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS                  
            120       130       140                       
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 45; 39.3% identity (46.4% similar) in 28 aa overlap (1-28:87-110) 
 
                                             10        20        30 
2MEPSP                               FGVKAEHSDSWDRFYIKGGQKYKSPKNAYV 
                                     ::: :    ::   :. :    : : .:   
gi|198 TPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTG----KHPPGADQ 
         60        70        80        90       100           110   
 
               40        50        60        70        80 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                                          
gi|198 LESAKTKLASKAREMKDRAEQFSQQPVAGSQTS                  
            120       130       140                       
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (30-69:87-131) 
 
                10        20        30             40        50     
2MEPSP  FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
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           60        70        80                  
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTW                  
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (20-49:340-370) 
 
                          10        20        30        40          
2MEPSP            FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
       ::                                
gi|113 GGYKV                             
      370                                
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (4-14:8-18) 
 
                   10        20        30        40        50       
2MEPSP     FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
              : :.::..:.:                                           
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (4-14:8-18) 
 
                   10        20        30        40        50       
2MEPSP     FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
              : :.::..:.:                                           
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (46-70:19-41) 
 
          20        30        40        50        60        70      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
          80                                                        
2MEPSP AKVTW                                                        
                                                                    
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.7  bits: 19.3 E():   74 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (15-49:331-365) 
 
                               10        20        30        40     
2MEPSP                 FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
           50        60        70        80  
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW  
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       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.7  bits: 19.3 E():   74 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (15-49:331-365) 
 
                               10        20        30        40     
2MEPSP                 FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
           50        60        70        80  
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW  
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (13-65:18-64) 
 
                    10        20        30        40        50      
2MEPSP      FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .: .... :   :  : :.   :..:  . :  .       .: 
gi|107 MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE----KFKG 
               10        20        30          40        50         
 
          60        70        80                                    
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTW                                    
        :.: :.::.                                                   
gi|107 LGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFG 
           60        70        80        90       100       110     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.5  bits: 18.1 E():   76 
Smith-Waterman score: 51; 23.6% identity (56.9% similar) in 72 aa overlap (12-80:72-135) 
 
                                  10        20           30         
2MEPSP                    FGVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
       40        50        60        70        80                   
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW                   
       : . ..   . .. :::: ... .: : ....      ..::                   
gi|144 YSVLATDYDNYAI-VEGCPAAA-NGHVIYVQL------RLTWRRFHPKLGDKEMIQHYTL 
             110        120        130             140       150    
 
gi|144 DQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
           160       170       180   
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 15.7 E():   77 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (3-11:10-18) 
 
                      10        20        30        40        50    
2MEPSP        FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . ::..:.:                                           
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (13-70:5-51) 
 
               10        20        30        40        50        60 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
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                   .:.:.: : : .   :   :  .  : :. ::..         :   . 
gi|145         PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REK 
                       10            20        30               40  
 
               70        80                                         
2MEPSP LQGDVKFAEVLEMMGAKVTW                                         
        .::. :.::                                                   
gi|145 KNGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFI 
              50        60        70        80        90       100  
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (13-70:5-51) 
 
               10        20        30        40        50        60 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                   .:.:.: : : .   :   :  .  : :. ::..         :   . 
gi|145         PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REK 
                       10            20        30               40  
 
               70        80                                         
2MEPSP LQGDVKFAEVLEMMGAKVTW                                         
        .::. :.::                                                   
gi|145 KNGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFI 
              50        60        70        80        90       100  
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (20-54:69-101) 
 
                          10        20        30        40          
2MEPSP            FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
      50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
       .. ::                           
gi|148 AIGVEEWAVLVKA                   
        100                            
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.1 E():   79 
Smith-Waterman score: 50; 28.0% identity (60.0% similar) in 50 aa overlap (31-80:102-143) 
 
               10        20        30        40        50        60 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
               70        80                                         
2MEPSP LQGDVKFAEVLEMMGAKVTW                                         
        .: : ....      ..::                                         
gi|194 -NGHVIYVQL------RLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYE 
                     140       150       160       170       180    
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (13-70:11-57) 
 
               10        20        30        40        50        60 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                   .:.:.: : : .   :   :  .  : :. ::..         :   . 
gi|246   MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDK 
                 10         20           30        40               
 
               70        80                                         
2MEPSP LQGDVKFAEVLEMMGAKVTW                                         
        .::: :.:.                                                   

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7237

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|246 ENGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFI 
        50        60        70        80        90       100        
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (13-70:11-57) 
 
               10        20        30        40        50        60 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                   .:.:.: : : .   :   :  .  : :. ::..         :   . 
gi|246   MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDK 
                 10         20           30        40               
 
               70        80                                         
2MEPSP LQGDVKFAEVLEMMGAKVTW                                         
        .::: :.:.                                                   
gi|246 ENGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFI 
        50        60        70        80        90       100        
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (24-63:20-60) 
 
               10        20        30        40        50           
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTT 
                              :  .: . :...:.     : . .::.:    : :   
gi|384     MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIR 
                   10        20        30        40        50       
 
      60        70        80                                       
2MEPSP SLQGDVKFAEVLEMMGAKVTW                                       
       ...:                                                        
gi|384 TINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
         60        70        80        90       100       110      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (20-49:231-261) 
 
                          10        20        30        40          
2MEPSP            FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
       ::                                
gi|226 GGYKV                             
     260                                 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (30-69:87-131) 
 
                10        20        30             40        50     
2MEPSP  FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
           60        70        80                   
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTW                   
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 48; 27.3% identity (51.5% similar) in 66 aa overlap (10-69:66-131) 
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                                    10        20         30         
2MEPSP                      FGVKAEHSDSWDRFYIKGGQKYKSPKN-AYVEGDASS-- 
                                     :. .  : : .: .   : . ::::: :   
gi|444 PQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDK 
          40        50        60        70        80        90      
 
            40        50        60        70        80              
2MEPSP ---ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW              
           .: .  .: . :   ... ..    :::.. :                         
gi|444 IEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAAN 
         100       110       120       130       140       150      
 
gi|444 PDACN 
         160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (30-69:87-131) 
 
                10        20        30             40        50     
2MEPSP  FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
           60        70        80                   
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTW                   
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.4  bits: 18.9 E():   87 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (14-60:68-112) 
 
                                10        20        30        40    
2MEPSP                  FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
            50        60        70        80                        
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW                        
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.3  bits: 18.9 E():   88 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (14-40:319-345) 
 
                                10        20        30        40    
2MEPSP                  FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
            50        60        70        80 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                             
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA 
      350       360       370       380      
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.2  bits: 18.6 E():   89 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (20-55:259-293) 
 
                          10        20        30        40          
2MEPSP            FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
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      230       240       250       260        270       280        
 
      50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
       ::.. :                          
gi|119 TVSAGGYKV                       
       290                             
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (4-50:9-60) 
 
                    10        20             30        40        50 
2MEPSP      FGVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASSASYFLAGAAITGGT 
               : :.::..: :  . : .. .    :.:   :: .... :: .  :.   .: 
gi|118 MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGDSYTIKTASTLKNT 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW                               
                                                                    
gi|118 EISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVREFSDEGLTVTATVN 
               70        80        90       100       110       120 
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (46-70:20-42) 
 
          20        30        40        50        60        70      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
          80                                                        
2MEPSP AKVTW                                                        
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (46-70:20-42) 
 
          20        30        40        50        60        70      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
          80                                                        
2MEPSP AKVTW                                                        
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (46-70:20-42) 
 
          20        30        40        50        60        70      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
          80                                                        
2MEPSP AKVTW                                                        
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
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>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (46-70:21-43) 
 
          20        30        40        50        60        70      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
          80                                                        
2MEPSP AKVTW                                                        
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (46-70:21-43) 
 
          20        30        40        50        60        70      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
          80                                                        
2MEPSP AKVTW                                                        
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (46-70:21-43) 
 
          20        30        40        50        60        70      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
          80                                                        
2MEPSP AKVTW                                                        
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (46-70:21-43) 
 
          20        30        40        50        60        70      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
          80                                                        
2MEPSP AKVTW                                                        
                                                                    
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.1  bits: 19.0 E():   90 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (2-33:182-217) 
 
                                            10            20        
2MEPSP                              FGVKAEHSDSW----DRFYIKGGQKYKSPKN 
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                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
        30        40        50        60        70        80        
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW        
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.1  bits: 17.8 E():   90 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (42-63:150-172) 
 
              20        30        40         50        60        70 
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
               80 
2MEPSP LEMMGAKVTW 
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (13-70:1-47) 
 
               10        20        30        40        50        60 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                   .:.:.: : : .   :   :  .  : :. ::..         :   . 
gi|136             QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDK 
                            10           20        30               
 
               70        80                                         
2MEPSP LQGDVKFAEVLEMMGAKVTW                                         
        .::: :.::                                                   
gi|136 ENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFI 
        40        50        60        70        80        90        
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (30-75:86-130) 
 
                10        20        30        40        50          
2MEPSP  FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
      60        70        80  
2MEPSP SLQGDVKFAEVLEMMGAKVTW  
       . ..  : :.: . .:       
gi|136 KKEALPKCAQVYNKLGMYPPNM 
          120       130       
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (20-54:69-101) 
 
                          10        20        30        40          
2MEPSP            FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
      50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
        . :.                           
gi|288 KIGVDEFAAMIKG                   
        100                            
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>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.7  bits: 17.4 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (48-63:132-144) 
 
        20        30        40        50        60        70        
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
        80 
2MEPSP VTW 
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.7  bits: 17.4 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (48-63:132-144) 
 
        20        30        40        50        60        70        
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
        80 
2MEPSP VTW 
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (13-70:10-56) 
 
               10        20        30        40        50        60 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                   .:.:.: : : .   :   :  .  : :. ::..         :   . 
gi|144    EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDK 
                  10         20           30        40              
 
               70        80                                         
2MEPSP LQGDVKFAEVLEMMGAKVTW                                         
        .::: :.::                                                   
gi|144 ENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFK 
         50        60        70        80        90       100       
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (13-70:10-56) 
 
               10        20        30        40        50        60 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                   .:.:.: : : .   :   :  .  : :. ::..         :   . 
gi|136    EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDK 
                  10         20           30        40              
 
               70        80                                         
2MEPSP LQGDVKFAEVLEMMGAKVTW                                         
        .::: :.::                                                   
gi|136 ENGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFI 
         50        60        70        80        90       100       
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 16.6 E():   96 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (5-24:9-28) 
 
                   10        20        30        40        50       
2MEPSP     FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
               :::   . ::  .:  : .:                                 
gi|333 MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEEIQRMMAEIDTDGDGF 
               10        20        30        40        50        60 
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.3  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (48-63:140-152) 
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        20        30        40        50        60        70        
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
        80 
2MEPSP VTW 
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.3  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (48-63:140-152) 
 
        20        30        40        50        60        70        
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
        80 
2MEPSP VTW 
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.3  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (48-63:140-152) 
 
        20        30        40        50        60        70        
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
        80 
2MEPSP VTW 
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.3  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (48-63:140-152) 
 
        20        30        40        50        60        70        
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
        80 
2MEPSP VTW 
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.3  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (48-63:140-152) 
 
        20        30        40        50        60        70        
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
        80 
2MEPSP VTW 
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.3  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (48-63:140-152) 
 
        20        30        40        50        60        70        
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|145 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
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        80 
2MEPSP VTW 
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.3  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (48-63:140-152) 
 
        20        30        40        50        60        70        
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
        80 
2MEPSP VTW 
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.3  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (48-63:140-152) 
 
        20        30        40        50        60        70        
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
        80 
2MEPSP VTW 
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.3  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (48-63:140-152) 
 
        20        30        40        50        60        70        
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
        80 
2MEPSP VTW 
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.3  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (48-63:140-152) 
 
        20        30        40        50        60        70        
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
        80 
2MEPSP VTW 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 17.4 E():   99 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (30-64:30-64) 
 
               10        20        30        40        50        60 
2MEPSP FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                    : :. :. .  : :  ...  .:..:: .:. 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMSTG 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP LQGDVKFAEVLEMMGAKVTW                                         
        . :                                                         
gi|160 PHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
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>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.3  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (48-63:140-152) 
 
        20        30        40        50        60        70        
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
        80 
2MEPSP VTW 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.3  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (48-63:140-152) 
 
        20        30        40        50        60        70        
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
        80 
2MEPSP VTW 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.3  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (48-63:140-152) 
 
        20        30        40        50        60        70        
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
        80 
2MEPSP VTW 
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.3  bits: 17.4 E():   99 
Smith-Waterman score: 45; 29.0% identity (67.7% similar) in 31 aa overlap (36-65:4-34) 
 
          10        20        30        40        50         60     
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGD 
                                     ... : .. ..:: .  : :: : :.. :. 
gi|160                            MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGN 
                                          10        20        30    
 
           70        80                                             
2MEPSP VKFAEVLEMMGAKVTW                                             
       .                                                            
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGT 
            40        50        60        70        80        90    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.3  bits: 17.4 E():   99 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (48-63:140-152) 
 
        20        30        40        50        60        70        
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
        80 
2MEPSP VTW 
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.3  bits: 17.4 E():   99 
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Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (48-63:140-152) 
 
        20        30        40        50        60        70        
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
        80 
2MEPSP VTW 
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 66.3  bits: 18.2 E(): 1e 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (20-49:232-262) 
 
                          10        20        30        40          
2MEPSP            FGVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
       ::                                
gi|180 GGYKV                             
                                         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:49 2011 done: Tue Apr 19 10:57:49 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 222  - 301 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     3     0:= 
  28     0     0: 
  30     9     2:*== 
  32    11     8:==*= 
  34    20    22:=======* 
  36    27    44:=========     * 
  38    77    73:========================*= 
  40    89   102:==============================   * 
  42   103   125:===================================      * 
  44   153   138:=============================================*===== 
  46   178   140:==============================================*============= 
  48   131   134:============================================* 
  50   135   122:========================================*==== 
  52   115   108:===================================*=== 
  54    88    92:==============================* 
  56    69    77:=======================  * 
  58    48    63:================    * 
  60    36    51:============    * 
  62    28    41:==========   * 
  64    21    33:=======   * 
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  66    41    26:========*===== 
  68    28    20:======*=== 
  70     8    16:===  * 
  72    17    12:===*== 
  74    22    10:===*==== 
  76     9     8:==* 
  78     3     6:=* 
  80     6     5:=* 
  82     0     3:* 
  84     5     3:*= 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.58470.00368; mu= 14.5460 0.190 
 mean_var=40.1118 9.934, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.202506 
 Kolmogorov-Smirnov  statistic: 0.0248 (N=28) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   72 25.9    0.29 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 23.9     2.6 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.0     3.1 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   60 22.5     3.7 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 23.3     3.8 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 23.3       4 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 23.5     5.1 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.1     5.8 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   57 21.6     6.7 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 21.5      10 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 21.5      11 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   56 21.5      11 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   56 21.5      11 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   56 21.5      11 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 20.4      14 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 20.4      15 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   51 19.7      16 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 19.7      16 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.1      17 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 20.9      18 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   50 19.4      20 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.3      23 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 20.7      24 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.1      24 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 19.5      25 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   55 21.6      27 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   55 21.6      27 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 18.8      29 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.2      29 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 18.8      29 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 19.6      30 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.2      31 
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gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   48 18.9      33 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   48 18.9      33 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   51 20.1      33 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 18.5      33 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 19.7      34 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 18.5      35 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 18.9      36 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.3      37 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.6      39 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.6      39 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.6      39 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 18.6      41 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   49 19.4      41 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 18.6      42 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 18.6      43 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 18.6      44 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   51 20.2      44 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   49 19.4      44 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.4      46 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 20.7      48 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 20.7      48 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   52 20.7      48 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 19.9      48 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.3      49 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 19.5      49 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 20.7      50 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 15.5      51 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 17.9      52 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 17.5      52 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 17.9      52 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   49 19.5      53 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 18.3      54 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 16.7      56 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.0      56 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.0      56 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.4      60 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 18.0      61 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.1      68 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.3      69 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 17.7      72 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 17.7      72 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 17.7      72 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.3      72 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.3      72 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 18.9      73 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.1      75 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 17.7      76 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 17.7      76 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 15.7      76 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.1      77 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.3      77 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 17.7      78 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 17.7      78 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.5      80 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.3      80 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 17.8      83 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 17.8      83 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 17.8      83 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.0      84 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.0      86 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.6      87 
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gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   47 19.0      88 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.4      88 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.4      88 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.4      88 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.4      88 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.4      88 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.4      88 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.4      88 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.4      88 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 17.8      89 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.4      90 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.4      90 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.4      94 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.4      94 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.0      94 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.4      94 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.4      94 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 16.6      95 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.3      97 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   43 17.5      98 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   43 17.5      98 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   43 17.5      98 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   43 17.5      98 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   43 17.5      98 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.5      98 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   43 17.5      98 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   43 17.5      98 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 17.5      98 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   43 17.5      98 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   43 17.5      98 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   43 17.5      98 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.5      98 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   43 17.5      98 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   43 17.5      98 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   43 17.5      98 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   43 17.5      98 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 17.5      99 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  72  Z-score: 112.0  bits: 25.9 E(): 0.29 
Smith-Waterman score: 72; 30.0% identity (54.3% similar) in 70 aa overlap (14-79:52-121) 
 
                                10        20         30          40 
2MEPSP                  GVKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
               50         60        70        80                    
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLEMMGAKVTWT                    
       .:.: . :.  : :  :.. .  : :  .:..  :    :                     
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 94.9  bits: 23.9 E():  2.6 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (19-70:79-131) 
 
                           10        20        30        40         
2MEPSP             GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
       50         60        70        80                            
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWT                            
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
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      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 93.6  bits: 24.0 E():  3.1 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (15-51:8-44) 
 
               10        20        30        40        50        60 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                     ... : . :  :  ::.:.. .. .:: ::. .:. :          
gi|144        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELR 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP QGDVKFAEVLEMMGAKVTWT                                         
                                                                    
gi|144 DGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLG 
            60        70        80        90       100       110    
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  60  Z-score: 92.3  bits: 22.5 E():  3.7 
Smith-Waterman score: 60; 25.7% identity (58.6% similar) in 70 aa overlap (3-69:64-131) 
 
                                           10        20             
2MEPSP                             GVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
      30        40        50        60        70        80          
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT          
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQIRFSVRRFHPKLGDKEMIQHY 
           100       110        120        130       140       150  
 
gi|116 TLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
             160       170       180   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 92.1  bits: 23.3 E():  3.8 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (19-70:59-111) 
 
                           10        20        30        40         
2MEPSP             GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
       50         60        70        80                            
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWT                            
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 91.7  bits: 23.3 E():    4 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (19-70:79-131) 
 
                           10        20        30        40         
2MEPSP             GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
       50         60        70        80                            
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWT                            
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 89.8  bits: 23.5 E():  5.1 
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Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (17-63:423-469) 
 
                             10        20        30        40       
2MEPSP               GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
         50          60        70        80              
2MEPSP GGTVTVE--GCGTTSLQGDVKFAEVLEMMGAKVTWT              
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 88.8  bits: 23.1 E():  5.8 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (15-51:8-44) 
 
               10        20        30        40        50        60 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                     ... : . :  :  ::.:.. .. .:: ::.  :. :          
gi|144        MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELR 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP QGDVKFAEVLEMMGAKVTWT                                         
                                                                    
gi|144 DGGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLG 
            60        70        80        90       100       110    
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 87.6  bits: 21.6 E():  6.7 
Smith-Waterman score: 57; 25.7% identity (58.6% similar) in 70 aa overlap (3-69:63-130) 
 
                                           10        20             
2MEPSP                             GVKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
      30        40        50        60        70        80          
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT          
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQLRMTLRRFHPKLGDKEMLQHY 
            100       110        120        130       140       150 
 
gi|212 TLDQVNQNKKAIEEDLKHFNLKYEDLHSTCH 
              160       170       180  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 84.2  bits: 21.5 E():   10 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (2-63:22-77) 
 
                                   10        20        30        40 
2MEPSP                     GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
               50        60        70        80                     
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT                     
       .  :  .:   . :::.: .  :                                      
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.9  bits: 21.5 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (2-63:33-88) 
 
                                            10        20        30  
2MEPSP                              GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7252

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
              40        50        60        70        80            
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT            
       .... .:  .  :  .:   . :::.: .  :                             
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|752 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.9  bits: 21.5 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (2-63:33-88) 
 
                                            10        20        30  
2MEPSP                              GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
              40        50        60        70        80            
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT            
       .... .:  .  :  .:   . :::.: .  :                             
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|168 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.9  bits: 21.5 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (2-63:33-88) 
 
                                            10        20        30  
2MEPSP                              GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
              40        50        60        70        80            
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT            
       .... .:  .  :  .:   . :::.: .  :                             
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|126 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 83.8  bits: 21.5 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (2-63:39-94) 
 
                                            10        20        30  
2MEPSP                              GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
              40        50        60        70        80            
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT            
       .... .:  .  :  .:   . :::.: .  :                             
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
gi|249 DDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEK 
            130       140       150       160       170       180   
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
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 initn:  43 init1:  43 opt:  53  Z-score: 81.7  bits: 20.4 E():   14 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (27-55:86-113) 
 
                   10        20        30        40        50       
2MEPSP     GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
         60        70        80                              
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWT                              
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 81.2  bits: 20.4 E():   15 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (27-55:102-129) 
 
                   10        20        30        40        50       
2MEPSP     GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
         60        70        80                              
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWT                              
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 81.0  bits: 19.7 E():   16 
Smith-Waterman score: 51; 26.8% identity (61.0% similar) in 41 aa overlap (1-38:18-58) 
 
                                10        20           30        40 
2MEPSP                  GVKAEHSDSWDRFYIKGGQKYKSP---KNAYVEGDASSASYFL 
                        : .:  : ..  :. : : . :.:   :.:..  : .....   
gi|179 MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIE 
               10        20        30        40        50        60 
 
               50        60        70        80          
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT          
                                                         
gi|179 EDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.0  bits: 19.7 E():   16 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (19-53:69-101) 
 
                           10        20        30        40         
2MEPSP             GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
       50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
        . ::                            
gi|207 KIGVEEFQALVKA                    
        100                             
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (25-68:83-130) 
 
                     10        20        30             40          
2MEPSP       GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
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             60        70        80        90       100       110   
 
      50        60        70        80                  
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT                  
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 80.0  bits: 20.9 E():   18 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (19-54:264-297) 
 
                           10        20        30        40         
2MEPSP             GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
       50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
       .... :                           
gi|663 ATAAAGGYKA                       
             300                        
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 79.2  bits: 19.4 E():   20 
Smith-Waterman score: 50; 29.1% identity (56.4% similar) in 55 aa overlap (1-54:31-84) 
 
                                             10         20          
2MEPSP                               GVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                     :..:. ::  :..  .  :.  .    .   
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGS 
               10        20        30         40        50          
 
      30        40        50        60        70        80    
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT    
       :  ::  :   .::: .::.... :                              
gi|117 EKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.8  bits: 20.3 E():   23 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (45-64:208-227) 
 
           20        30        40        50        60        70     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
           80           
2MEPSP AKVTWT           
                        
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 77.7  bits: 20.7 E():   24 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (8-65:38-94) 
 
                                      10        20        30        
2MEPSP                        GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
        40          50         60        70        80               
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVKFAEVLEMMGAKVTWT               
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
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gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 77.6  bits: 19.1 E():   24 
Smith-Waterman score: 49; 29.1% identity (56.4% similar) in 55 aa overlap (1-54:31-84) 
 
                                             10         20          
2MEPSP                               GVKAEHSDSWDRFYIK-GGQKYKSPKNAYV 
                                     :..:. ::  :..  .  :.  .    .   
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD-SDRLDKLISELEGKDINELIASGP 
               10        20        30         40        50          
 
      30        40        50        60        70        80    
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT    
       :  ::  :   .::: .::.... :                              
gi|185 EKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110    
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (25-68:83-130) 
 
                     10        20        30             40          
2MEPSP       GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
      50        60        70        80                  
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT                  
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 76.6  bits: 21.6 E():   27 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (1-64:89-154) 
 
                                             10             20      
2MEPSP                               GVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
          30        40        50        60        70        80      
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT      
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
 
gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 76.6  bits: 21.6 E():   27 
Smith-Waterman score: 55; 26.1% identity (55.1% similar) in 69 aa overlap (1-64:89-154) 
 
                                             10             20      
2MEPSP                               GVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:. . .. :   ..::     .  :.   
gi|238 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDS--VEGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
          30        40        50        60        70        80      
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT      
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|238 NAYKAGSVNGAFSGLKLAK-AGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFV 
        120       130        140       150       160       170      
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gi|238 RHWDTYVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 76.3  bits: 18.8 E():   29 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (24-53:73-101) 
 
                      10        20        30        40        50    
2MEPSP        GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
            60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                   
gi|288 EFAVWVKQ                    
                                   
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 76.2  bits: 19.2 E():   29 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (45-69:35-57) 
 
           20        30        40        50        60        70     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
           80                                                       
2MEPSP AKVTWT                                                       
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.2  bits: 18.8 E():   29 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (23-48:59-84) 
 
                       10        20        30        40        50   
2MEPSP         GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
             60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                    
gi|117 APEAAKEEEKEESDDDMGFGLFD      
       90       100       110       
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.9  bits: 19.6 E():   30 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (3-59:72-127) 
 
                                           10        20        30   
2MEPSP                             GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
 
             40        50        60        70        80             
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT             
         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (27-55:84-111) 
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                   10        20        30        40        50       
2MEPSP     GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
         60        70        80                            
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWT                            
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.2  bits: 18.9 E():   33 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (3-66:9-64) 
 
                     10        20        30        40        50     
2MEPSP       GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
               : :.::..: :  . : .. . .:      :.:::  .  . . : . :..  
gi|518 MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIKT 
               10        20         30             40         50    
 
           60        70        80                                   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWT                                   
        .: . ....::                                                 
gi|518 SSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
             60        70        80        90       100       110   
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.2  bits: 18.9 E():   33 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (3-66:9-64) 
 
                     10        20        30        40        50     
2MEPSP       GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
               : :.::..: :  . : .. . .:      :.:::  .  . . : . :..  
gi|156 MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIKT 
               10        20         30             40         50    
 
           60        70        80                                   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWT                                   
        .: . ....::                                                 
gi|156 SSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
             60        70        80        90       100       110   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 75.1  bits: 20.1 E():   33 
Smith-Waterman score: 51; 25.8% identity (51.5% similar) in 66 aa overlap (11-73:239-304) 
 
                                   10        20        30           
2MEPSP                     GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD---ASSAS 
                                     .:.:.   :  :. ..: :  .   . : . 
gi|324 NKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHA 
      210       220       230       240       250       260         
 
        40        50        60        70        80 
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
        :. :   .       :  .:.:  :::.. : :..        
gi|324 VFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV    
      270       280       290       300            
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.1  bits: 18.5 E():   33 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (16-35:53-72) 
 
                              10        20        30        40      
2MEPSP                GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
          50        60        70        80 
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2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                           
gi|897 AQLPAMCRLEGGDALLASQ                 
             90       100                  
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 74.9  bits: 19.7 E():   34 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (15-45:25-54) 
 
                         10        20        30        40        50 
2MEPSP           GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
               60        70        80                               
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWT                               
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.7  bits: 18.5 E():   35 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (3-26:20-43) 
 
                                10        20        30        40    
2MEPSP                  GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          ::: : .   :. : :   ::: .                  
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFVE 
               10        20        30        40        50        60 
 
            50        60        70        80             
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT             
                                                         
gi|145 EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
               70        80        90       100          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.4  bits: 18.9 E():   36 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (47-62:140-152) 
 
         20        30        40        50        60        70       
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: ::   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG               
     110       120       130       140          150                 
 
         80 
2MEPSP VTWT 
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 19.3 E():   37 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (10-45:166-201) 
 
                                    10        20        30          
2MEPSP                      GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
      40        50        60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
        : : .                                    
gi|116 EAVAKVNFQ                                 
         200                                     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (16-55:437-480) 
 
                              10        20        30            40  
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2MEPSP                GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              50        60        70        80          
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT          
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (16-55:437-480) 
 
                              10        20        30            40  
2MEPSP                GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              50        60        70        80          
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT          
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (16-55:437-480) 
 
                              10        20        30            40  
2MEPSP                GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              50        60        70        80          
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT          
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (16-55:437-480) 
 
                              10        20        30            40  
2MEPSP                GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              50        60        70        80          
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT          
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (16-55:437-480) 
 
                              10        20        30            40  
2MEPSP                GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              50        60        70        80          
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT          
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       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (16-55:437-480) 
 
                              10        20        30            40  
2MEPSP                GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              50        60        70        80          
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT          
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (16-55:437-480) 
 
                              10        20        30            40  
2MEPSP                GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              50        60        70        80          
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT          
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (16-55:437-480) 
 
                              10        20        30            40  
2MEPSP                GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              50        60        70        80          
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT          
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (16-55:437-480) 
 
                              10        20        30            40  
2MEPSP                GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              50        60        70        80          
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT          
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (16-55:437-480) 
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                              10        20        30            40  
2MEPSP                GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              50        60        70        80          
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT          
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (16-55:437-480) 
 
                              10        20        30            40  
2MEPSP                GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              50        60        70        80          
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT          
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (16-55:437-480) 
 
                              10        20        30            40  
2MEPSP                GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              50        60        70        80          
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT          
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (16-55:437-480) 
 
                              10        20        30            40  
2MEPSP                GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              50        60        70        80          
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT          
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 73.4  bits: 18.6 E():   41 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (29-74:86-130) 
 
                 10        20        30        40        50         
2MEPSP   GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
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       60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWT 
       . ..  : :.: . .:       
gi|136 KKEALPKCAQVYNKLGMYPPNM 
          120       130       
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.4  bits: 19.4 E():   41 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (2-63:10-65) 
 
                       10        20        30        40        50   
2MEPSP         GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . : ..:.:  .  :.   : .: .:  . .... .:  .  :  .:   . 
gi|331 IPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKDVDKAPFNG---M 
               10          20         30        40        50        
 
             60        70        80                                 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWT                                 
        :::.: .  :                                                  
gi|331 TGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFGS 
           60        70        80        90       100       110     
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (29-74:90-134) 
 
                 10        20        30        40        50         
2MEPSP   GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
       60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWT 
       . ..  : :.: . .:       
gi|145 KKEALPKCAQVYNKLGMYPPNM 
      120       130       140 
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 73.0  bits: 18.6 E():   43 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (29-74:96-140) 
 
                 10        20        30        40        50         
2MEPSP   GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
       60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWT 
       . ..  : :.: . .:       
gi|246 KKEALPKCAQVYNKLGMYPPNM 
          130       140       
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.9  bits: 18.6 E():   44 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (35-61:9-38) 
 
           10        20        30        40           50        60  
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
              70        80                                          
2MEPSP GDVKFAEVLEMMGAKVTWT                                          
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
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 initn:  38 init1:  38 opt:  51  Z-score: 72.9  bits: 20.2 E():   44 
Smith-Waterman score: 51; 24.2% identity (56.5% similar) in 62 aa overlap (10-70:315-373) 
 
                                    10        20        30          
2MEPSP                      GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY- 
                                     : .. .. :  :   ::: :    .  :.  
gi|259 NINDPARADIYTPEVGRLTTLNSLNLPILKWLQLSVEKGVLY---KNALVLPHWNLNSHS 
          290       300       310       320          330       340  
 
       40        50        60        70        80                   
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT                   
       .. :    : . .:.. :.  ..:.:. ...:                             
gi|259 IIYGCKGKGQVQVVDNFGNRVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRA 
             350       360       370       380       390       400  
 
gi|259 MTSPLAGRTSVLGGMPEEVLANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA 
             410       420       430       440       450        
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.8  bits: 19.4 E():   44 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (2-63:34-89) 
 
                                            10        20        30  
2MEPSP                              GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:  .  :.   : .: .:  .  
gi|180 SSSSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKD 
            10        20        30        40           50        60 
 
              40        50        60        70        80            
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT            
       .... .:  .  :  .:   . :::.: .  :                             
gi|180 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHIT 
               70           80        90       100       110        
 
gi|180 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEK 
       120       130       140       150       160       170        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (36-63:133-160) 
 
          10        20        30        40        50        60      
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
          70        80                                              
2MEPSP FAEVLEMMGAKVTWT                                              
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.2  bits: 20.7 E():   48 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (2-38:553-589) 
 
                                            10        20        30  
2MEPSP                              GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
              40        50        60        70        80            
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT            
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.2  bits: 20.7 E():   48 
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Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (2-38:553-589) 
 
                                            10        20        30  
2MEPSP                              GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
              40        50        60        70        80            
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT            
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.2  bits: 20.7 E():   48 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (2-38:556-592) 
 
                                            10        20        30  
2MEPSP                              GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|284 RRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFYKKVQEAYEGKSQYYVDK 
         530       540       550       560       570       580      
 
              40        50        60        70        80            
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT            
         .  .:                                                      
gi|284 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSNRKYP 
         590       600       610       620       630       640      
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.1  bits: 19.9 E():   48 
Smith-Waterman score: 50; 33.3% identity (55.6% similar) in 27 aa overlap (8-32:291-317) 
 
                                      10        20          30      
2MEPSP                        GVKAEHSDSWDRFYIKGGQKYK--SPKNAYVEGDASS 
                                     : ::.. : :...    :  : .:  :    
gi|113 TLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVAPDFIY 
              270       280       290       300       310       320 
 
          40        50        60        70        80                
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT                
                                                                    
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 72.0  bits: 20.3 E():   49 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (19-67:264-309) 
 
                           10        20        30         40        
2MEPSP             GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
        50        60        70        80                            
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT                            
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.0  bits: 19.5 E():   49 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (53-77:282-306) 
 
             30        40        50        60        70        80 
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                     .:  ...:  :::.. : :...: :    
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV    
             260       270       280       290       300          
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>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 71.9  bits: 20.7 E():   50 
Smith-Waterman score: 61; 27.5% identity (53.6% similar) in 69 aa overlap (1-64:89-154) 
 
                                             10             20      
2MEPSP                               GVKAEHSDSWDRFYIKGG-----QKYKSPK 
                                     :.:  . .. :   .:::     .  :.   
gi|219 SGWNLLNLKNGDISVLTTDSDVSEITWLGDGTKIVYVNGTDS--VKGGVGIWISDAKNFG 
       60        70        80        90       100         110       
 
          30        40        50        60        70        80      
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT      
       :::  :....:   :  :  .:  ..  : : .. .::.                      
gi|219 NAYKAGSVNGAFSGLKLAK-SGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFV 
        120       130        140       150       160       170      
 
gi|219 RHWDTYVGTQFNAVFSGALTKSGDKYSFDGKLKNLVHPVKYAESPYPPFGGSGDYDLSSD 
         180       190       200       210       220       230      
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 71.7  bits: 15.5 E():   51 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (2-10:10-18) 
 
                       10        20        30        40        50   
2MEPSP         GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . ::..:.:                                           
gi|409 IAKVPPGGXITAEYGDKWLD                                         
               10        20                                         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (19-53:69-101) 
 
                           10        20        30        40         
2MEPSP             GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
       50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
        . ::                            
gi|207 KIGVEEFQALVKA                    
        100                             
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.5  bits: 17.5 E():   52 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (3-51:7-41) 
 
                   10        20        30        40        50       
2MEPSP     GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
             ::::    :::.    .:. .      .::.. .:  :. :  . :.::      
gi|212 MADATEKAEH----DRFF----KKFDA------NGDGTISSTELGDALKNLGSVTHDDIK 
               10                      20        30        40       
 
         60        70        80              
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWT              
                                             
gi|212 RMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
         50        60        70        80    
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (4-26:21-43) 
 
                                10        20        30        40    
2MEPSP                  GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           : .: .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
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            50        60        70        80              
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT              
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.4  bits: 19.5 E():   53 
Smith-Waterman score: 49; 30.2% identity (53.5% similar) in 43 aa overlap (6-48:156-193) 
 
                                        10        20        30      
2MEPSP                          GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                     :.::     .: :..  :  :  . :  :  
gi|546 AEIVAVKVLRSNGSGSMSDVIKGVEFAVKSHQDS-----VKKGKNSFSTANMSLGGGKSP 
         130       140       150            160       170       180 
 
          40        50        60        70        80                
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT                
       :  . ..::. .:                                                
gi|546 ALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFSNYGKCV 
              190       200       210       220       230       240 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (58-73:135-150) 
 
        30        40        50        60        70        80 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                     :. .: : : : .:::        
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD     
          110       120       130       140       150        
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 16.7 E():   56 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (5-23:1-19) 
 
               10        20        30        40        50        60 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
           ::   . ::  ::  : .:                                      
gi|377     EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL     
                   10        20        30        40        50       
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.9  bits: 20.0 E():   56 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (16-48:269-302) 
 
                              10        20        30        40      
2MEPSP                GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
           50        60        70        80                         
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT                         
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.9  bits: 20.0 E():   56 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (16-48:269-302) 
 
                              10        20        30        40      
2MEPSP                GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
           50        60        70        80                         
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT                         
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       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 70.4  bits: 20.4 E():   60 
Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (2-59:65-133) 
 
                                            10        20            
2MEPSP                              GVKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
              30        40        50         60        70        80 
2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQGDVKFAEVLEMMGAKVTWT 
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
          160       170       180       190       200       210     
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.3  bits: 18.0 E():   61 
Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (12-69:1-47) 
 
               10        20        30        40        50        60 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                  .:.:.: : : .   :   :  .  : :. ::..         :   .  
gi|136            QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQCKEKK- 
                           10           20        30                
 
               70        80                                         
2MEPSP QGDVKFAEVLEMMGAKVTWT                                         
       .::. :.::                                                    
gi|136 NGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFIL 
       40        50        60        70        80        90         
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (29-68:87-131) 
 
                 10        20        30             40        50    
2MEPSP   GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
            60        70        80                 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWT                 
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 69.3  bits: 19.3 E():   69 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (19-48:340-370) 
 
                           10        20        30        40         
2MEPSP             GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
         50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
       ::                                 
gi|113 GGYKV                              
      370                                 
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>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.0  bits: 17.7 E():   72 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (45-69:19-41) 
 
           20        30        40        50        60        70     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
           80                                                       
2MEPSP AKVTWT                                                       
                                                                    
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 17.7 E():   72 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (3-13:8-18) 
 
                    10        20        30        40        50      
2MEPSP      GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
              : :.::..:.:                                           
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 17.7 E():   72 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (3-13:8-18) 
 
                    10        20        30        40        50      
2MEPSP      GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
              : :.::..:.:                                           
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.0  bits: 19.3 E():   72 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (14-48:331-365) 
 
                                10        20        30        40    
2MEPSP                  GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
            50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
       ....:                                 
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.0  bits: 19.3 E():   72 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (14-48:331-365) 
 
                                10        20        30        40    
2MEPSP                  GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
            50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
       ....:                                 
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
              370       380       390        
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.8  bits: 18.9 E():   73 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (12-64:18-64) 
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                     10        20        30        40        50     
2MEPSP       GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .: .... :   :  : :.   :..:  . :  .       .: 
gi|107 MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE----KFKG 
               10        20        30          40        50         
 
           60        70        80                                   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWT                                   
        :.: :.::.                                                   
gi|107 LGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFG 
           60        70        80        90       100       110     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 51; 23.6% identity (56.9% similar) in 72 aa overlap (11-79:72-135) 
 
                                   10        20           30        
2MEPSP                     GVKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
        40        50        60        70        80                  
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT                  
       : . ..   . .. :::: ... .: : ....      ..::                   
gi|144 YSVLATDYDNYAI-VEGCPAAA-NGHVIYVQL------RLTWRRFHPKLGDKEMIQHYTL 
             110        120        130             140       150    
 
gi|144 DQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
           160       170       180   
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (12-69:5-51) 
 
               10        20        30        40        50        60 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                  .:.:.: : : .   :   :  .  : :. ::..         :   .  
gi|145        PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKK 
                      10            20        30               40   
 
               70        80                                         
2MEPSP QGDVKFAEVLEMMGAKVTWT                                         
       .::. :.::                                                    
gi|145 NGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFIL 
             50        60        70        80        90       100   
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (12-69:5-51) 
 
               10        20        30        40        50        60 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                  .:.:.: : : .   :   :  .  : :. ::..         :   .  
gi|145        PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKK 
                      10            20        30               40   
 
               70        80                                         
2MEPSP QGDVKFAEVLEMMGAKVTWT                                         
       .::. :.::                                                    
gi|145 NGDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFIL 
             50        60        70        80        90       100   
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.5  bits: 15.7 E():   76 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (2-10:10-18) 
 
                       10        20        30        40        50   
2MEPSP         GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . ::..:.:                                           
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gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 18.1 E():   77 
Smith-Waterman score: 50; 28.0% identity (60.0% similar) in 50 aa overlap (30-79:102-143) 
 
                10        20        30        40        50          
2MEPSP  GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
      60        70        80                                        
2MEPSP LQGDVKFAEVLEMMGAKVTWT                                        
        .: : ....      ..::                                         
gi|194 -NGHVIYVQL------RLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYE 
                     140       150       160       170       180    
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.4  bits: 17.3 E():   77 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (19-53:69-101) 
 
                           10        20        30        40         
2MEPSP             GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
       50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
       .. ::                            
gi|148 AIGVEEWAVLVKA                    
        100                             
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (12-69:11-57) 
 
               10        20        30        40        50        60 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                  .:.:.: : : .   :   :  .  : :. ::..         :   .  
gi|246  MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKE 
                10         20           30        40                
 
               70        80                                         
2MEPSP QGDVKFAEVLEMMGAKVTWT                                         
       .::: :.:.                                                    
gi|246 NGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFIL 
       50        60        70        80        90       100         
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (12-69:11-57) 
 
               10        20        30        40        50        60 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                  .:.:.: : : .   :   :  .  : :. ::..         :   .  
gi|246  MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKE 
                10         20           30        40                
 
               70        80                                         
2MEPSP QGDVKFAEVLEMMGAKVTWT                                         
       .::: :.:.                                                    
gi|246 NGDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFIL 
       50        60        70        80        90       100         
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (19-48:231-261) 
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                           10        20        30        40         
2MEPSP             GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
         50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
       ::                                 
gi|226 GGYKV                              
     260                                  
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (23-62:20-60) 
 
               10        20        30        40        50           
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTS 
                             :  .: . :...:.     : . .::.:    : :  . 
gi|384    MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRT 
                  10        20        30        40        50        
 
      60        70        80                                      
2MEPSP LQGDVKFAEVLEMMGAKVTWT                                      
       ..:                                                        
gi|384 INGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
        60        70        80        90       100       110      
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 48; 27.3% identity (51.5% similar) in 66 aa overlap (9-68:66-131) 
 
                                     10        20         30        
2MEPSP                       GVKAEHSDSWDRFYIKGGQKYKSPKN-AYVEGDASS-- 
                                     :. .  : : .: .   : . ::::: :   
gi|444 PQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDK 
          40        50        60        70        80        90      
 
             40        50        60        70        80             
2MEPSP ---ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT             
           .: .  .: . :   ... ..    :::.. :                         
gi|444 IEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAAN 
         100       110       120       130       140       150      
 
gi|444 PDACN 
         160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (29-68:87-131) 
 
                 10        20        30             40        50    
2MEPSP   GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
            60        70        80                  
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWT                  
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (29-68:87-131) 
 
                 10        20        30             40        50    
2MEPSP   GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
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         60        70        80        90       100       110       
 
            60        70        80                  
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWT                  
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (13-59:68-112) 
 
                                 10        20        30        40   
2MEPSP                   GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
             50        60        70        80                       
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT                       
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (13-39:319-345) 
 
                                 10        20        30        40   
2MEPSP                   GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
             50        60        70        80 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                              
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA  
      350       360       370       380       
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.5  bits: 18.6 E():   87 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (19-54:259-293) 
 
                           10        20        30        40         
2MEPSP             GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
       50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
       ::.. :                           
gi|119 TVSAGGYKV                        
       290                              
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.3  bits: 19.0 E():   88 
Smith-Waterman score: 47; 25.0% identity (61.1% similar) in 36 aa overlap (1-32:182-217) 
 
                                             10            20       
2MEPSP                               GVKAEHSDSW----DRFYIKGGQKYKSPKN 
                                     :. ... ::.    : ::.  :.. ..:   
gi|188 VTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFM 
             160       170       180       190       200       210  
 
         30        40        50        60        70        80       
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT       
       . .. :                                                       
gi|188 SSMDDDQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLER 
             220       230       240       250       260       270  
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>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (3-49:9-60) 
 
                     10        20             30        40          
2MEPSP       GVKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASSASYFLAGAAITGGT 
               : :.::..: :  . : .. .    :.:   :: .... :: .  :.   .: 
gi|118 MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGDSYTIKTASTLKNT 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT                              
                                                                    
gi|118 EISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVREFSDEGLTVTATVN 
               70        80        90       100       110       120 
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (45-69:20-42) 
 
           20        30        40        50        60        70     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
           80                                                       
2MEPSP AKVTWT                                                       
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (45-69:20-42) 
 
           20        30        40        50        60        70     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
           80                                                       
2MEPSP AKVTWT                                                       
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (45-69:20-42) 
 
           20        30        40        50        60        70     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
           80                                                       
2MEPSP AKVTWT                                                       
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (45-69:21-43) 
 
           20        30        40        50        60        70     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
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                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
           80                                                       
2MEPSP AKVTWT                                                       
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (45-69:21-43) 
 
           20        30        40        50        60        70     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
           80                                                       
2MEPSP AKVTWT                                                       
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (45-69:21-43) 
 
           20        30        40        50        60        70     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
           80                                                       
2MEPSP AKVTWT                                                       
                                                                    
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (45-69:21-43) 
 
           20        30        40        50        60        70     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
           80                                                       
2MEPSP AKVTWT                                                       
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.3  bits: 17.8 E():   89 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (41-62:150-172) 
 
               20        30        40         50        60          
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
      70        80 
2MEPSP LEMMGAKVTWT 
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>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (12-69:1-47) 
 
               10        20        30        40        50        60 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                  .:.:.: : : .   :   :  .  : :. ::..         :   .  
gi|136            QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKE 
                           10           20        30                
 
               70        80                                         
2MEPSP QGDVKFAEVLEMMGAKVTWT                                         
       .::: :.::                                                    
gi|136 NGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFIL 
       40        50        60        70        80        90         
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (29-74:86-130) 
 
                 10        20        30        40        50         
2MEPSP   GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
       60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWT 
       . ..  : :.: . .:       
gi|136 KKEALPKCAQVYNKLGMYPPNM 
          120       130       
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (47-62:132-144) 
 
         20        30        40        50        60        70       
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
         80 
2MEPSP VTWT 
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (47-62:132-144) 
 
         20        30        40        50        60        70       
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
         80 
2MEPSP VTWT 
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.8  bits: 17.0 E():   94 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (19-53:69-101) 
 
                           10        20        30        40         
2MEPSP             GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
       50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
        . :.                            
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gi|288 KIGVDEFAAMIKG                    
        100                             
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (12-69:10-56) 
 
               10        20        30        40        50        60 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                  .:.:.: : : .   :   :  .  : :. ::..         :   .  
gi|136   EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKE 
                 10         20           30        40               
 
               70        80                                         
2MEPSP QGDVKFAEVLEMMGAKVTWT                                         
       .::: :.::                                                    
gi|136 NGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFIL 
        50        60        70        80        90       100        
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (12-69:10-56) 
 
               10        20        30        40        50        60 
2MEPSP GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                  .:.:.: : : .   :   :  .  : :. ::..         :   .  
gi|144   EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKE 
                 10         20           30        40               
 
               70        80                                         
2MEPSP QGDVKFAEVLEMMGAKVTWT                                         
       .::: :.::                                                    
gi|144 NGDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFKL 
        50        60        70        80        90       100        
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 16.6 E():   95 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (4-23:9-28) 
 
                    10        20        30        40        50      
2MEPSP      GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
               :::   . ::  .:  : .:                                 
gi|333 MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEEIQRMMAEIDTDGDGF 
               10        20        30        40        50        60 
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 66.5  bits: 18.3 E():   97 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (19-48:232-262) 
 
                           10        20        30        40         
2MEPSP             GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
         50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
       ::                                 
gi|180 GGYKV                              
                                          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (47-62:140-152) 
 
         20        30        40        50        60        70       
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
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         80 
2MEPSP VTWT 
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (47-62:140-152) 
 
         20        30        40        50        60        70       
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
         80 
2MEPSP VTWT 
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (47-62:140-152) 
 
         20        30        40        50        60        70       
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
         80 
2MEPSP VTWT 
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (47-62:140-152) 
 
         20        30        40        50        60        70       
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
         80 
2MEPSP VTWT 
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (47-62:140-152) 
 
         20        30        40        50        60        70       
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|145 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
         80 
2MEPSP VTWT 
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (47-62:140-152) 
 
         20        30        40        50        60        70       
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
         80 
2MEPSP VTWT 
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (47-62:140-152) 
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         20        30        40        50        60        70       
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
         80 
2MEPSP VTWT 
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (47-62:140-152) 
 
         20        30        40        50        60        70       
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
         80 
2MEPSP VTWT 
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (47-62:140-152) 
 
         20        30        40        50        60        70       
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
         80 
2MEPSP VTWT 
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (47-62:140-152) 
 
         20        30        40        50        60        70       
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
         80 
2MEPSP VTWT 
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 45; 29.0% identity (67.7% similar) in 31 aa overlap (35-64:4-34) 
 
           10        20        30        40        50         60    
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGD 
                                     ... : .. ..:: .  : :: : :.. :. 
gi|160                            MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGN 
                                          10        20        30    
 
            70        80                                            
2MEPSP VKFAEVLEMMGAKVTWT                                            
       .                                                            
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGT 
            40        50        60        70        80        90    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (47-62:140-152) 
 
         20        30        40        50        60        70       
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
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                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
         80 
2MEPSP VTWT 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (29-63:30-64) 
 
                10        20        30        40        50          
2MEPSP  GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                    : :. :. .  : :  ...  .:..:: .:. 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMSTG 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP LQGDVKFAEVLEMMGAKVTWT                                        
        . :                                                         
gi|160 PHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (47-62:140-152) 
 
         20        30        40        50        60        70       
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
         80 
2MEPSP VTWT 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (47-62:140-152) 
 
         20        30        40        50        60        70       
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
         80 
2MEPSP VTWT 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (47-62:140-152) 
 
         20        30        40        50        60        70       
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
         80 
2MEPSP VTWT 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (47-62:140-152) 
 
         20        30        40        50        60        70       
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
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         80 
2MEPSP VTWT 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (25-74:40-93) 
 
                     10        20        30        40            50 
2MEPSP       GVKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
               60        70        80                               
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWT                               
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:49 2011 done: Tue Apr 19 10:57:49 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 223  - 302 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     2     0:= 
  28     0     0: 
  30    11     2:*== 
  32    10     8:=*= 
  34    19    22:=====* 
  36    28    44:=======   * 
  38    78    73:==================*= 
  40    91   102:=======================  * 
  42   103   125:==========================     * 
  44   154   138:==================================*==== 
  46   181   140:==================================*=========== 
  48   131   134:=================================* 
  50   135   122:==============================*=== 
  52   118   108:==========================*=== 
  54    79    92:====================  * 
  56    67    77:=================  * 
  58    46    63:============   * 
  60    38    51:==========  * 
  62    29    41:========  * 
  64    19    33:=====   * 
  66    42    26:======*==== 
  68    29    20:====*=== 
  70     8    16:== * 
  72    18    12:==*== 
  74    23    10:==*=== 
  76     8     8:=* 
  78     3     6:=* 
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  80     4     5:=* 
  82     1     3:* 
  84     5     3:*= 
  86     0     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.63320.00362; mu= 14.2730 0.187 
 mean_var=39.7144 9.863, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.203517 
 Kolmogorov-Smirnov  statistic: 0.0292 (N=28) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   72 26.0    0.28 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 24.0     2.6 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.0     3.1 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   60 22.5     3.6 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 23.3     3.7 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 23.4     3.9 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 23.5       5 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.2     5.6 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   57 21.7     6.5 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 21.5      10 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 21.5      11 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   56 21.5      11 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   56 21.5      11 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   56 21.5      11 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 20.4      14 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 20.5      15 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 19.7      15 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.1      16 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.0      17 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.3      23 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 20.7      23 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 19.6      24 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 18.8      28 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.2      28 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 18.8      28 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   48 18.8      29 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 19.6      29 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.3      31 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   48 18.9      32 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   48 18.9      32 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 18.5      32 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   51 20.1      33 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.3      33 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.3      33 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 19.7      34 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 18.5      34 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   47 18.5      34 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 18.9      35 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.4      36 
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gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.6      39 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.6      39 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.6      39 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.6      39 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 18.6      40 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   49 19.4      40 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 18.6      41 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 18.6      42 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 18.2      43 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 18.6      43 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   51 20.2      43 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   49 19.4      43 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.5      45 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 20.7      48 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 20.7      48 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   52 20.7      48 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 19.9      48 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 19.5      48 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.3      48 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   39 15.5      49 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 20.7      50 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 17.9      51 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 17.5      51 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 17.9      51 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   49 19.5      52 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 18.4      53 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 16.8      54 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.0      56 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.0      56 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   51 20.4      59 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 18.0      60 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.1      67 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.3      68 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 17.7      70 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 17.7      70 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 17.7      70 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.3      71 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.3      71 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 18.9      72 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.1      74 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   39 15.8      74 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 17.7      74 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 17.7      74 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.4      76 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.1      76 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 17.8      77 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 17.8      77 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.4      79 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.6      79 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 17.8      82 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 17.8      82 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 17.8      82 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.0      84 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.0      85 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.6      86 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.4      86 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.4      86 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.4      86 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.4      86 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.4      87 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.4      87 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.4      87 
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gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.4      87 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 17.8      87 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.4      89 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.4      89 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.1      92 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.5      92 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.5      92 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.5      93 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.5      93 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 16.7      93 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   43 17.5      96 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   43 17.5      96 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   43 17.5      96 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   43 17.5      96 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.5      96 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   43 17.5      96 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   43 17.5      96 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   43 17.5      96 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.5      96 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   43 17.5      96 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 17.5      96 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   43 17.5      96 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   43 17.5      96 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   43 17.5      96 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   43 17.5      96 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   43 17.5      96 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   43 17.5      96 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.3      96 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 17.5      97 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 17.5   1e 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 18.7   1e 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  72  Z-score: 112.4  bits: 26.0 E(): 0.28 
Smith-Waterman score: 72; 30.0% identity (54.3% similar) in 70 aa overlap (13-78:52-121) 
 
                                 10        20         30            
2MEPSP                   VKAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
      40        50         60        70        80                   
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLEMMGAKVTWTE                   
       .:.: . :.  : :  :.. .  : :  .:..  :    :                     
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 95.1  bits: 24.0 E():  2.6 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (18-69:79-131) 
 
                            10        20        30        40        
2MEPSP              VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
         50        60        70        80                           
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE                           
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 93.8  bits: 24.0 E():  3.1 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (14-50:8-44) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7284

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

               10        20        30        40        50        60 
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                    ... : . :  :  ::.:.. .. .:: ::. .:. :           
gi|144       MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRD 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP GDVKFAEVLEMMGAKVTWTE                                         
                                                                    
gi|144 GGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGA 
           60        70        80        90       100       110     
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  60  Z-score: 92.6  bits: 22.5 E():  3.6 
Smith-Waterman score: 60; 25.7% identity (58.6% similar) in 70 aa overlap (2-68:64-131) 
 
                                            10        20            
2MEPSP                              VKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
       30        40        50        60        70        80         
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE         
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQIRFSVRRFHPKLGDKEMIQHY 
           100       110        120        130       140       150  
 
gi|116 TLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
             160       170       180   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 92.3  bits: 23.3 E():  3.7 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (18-69:59-111) 
 
                            10        20        30        40        
2MEPSP              VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
         50        60        70        80                           
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE                           
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 91.9  bits: 23.4 E():  3.9 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (18-69:79-131) 
 
                            10        20        30        40        
2MEPSP              VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
         50        60        70        80                           
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE                           
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 89.9  bits: 23.5 E():    5 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (16-62:423-469) 
 
                              10        20        30        40      
2MEPSP                VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
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            400       410       420       430       440         450 
 
          50          60        70        80             
2MEPSP GGTVTVE--GCGTTSLQGDVKFAEVLEMMGAKVTWTE             
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.0  bits: 23.2 E():  5.6 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (14-50:8-44) 
 
               10        20        30        40        50        60 
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                    ... : . :  :  ::.:.. .. .:: ::.  :. :           
gi|144       MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRD 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP GDVKFAEVLEMMGAKVTWTE                                         
                                                                    
gi|144 GGSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGA 
           60        70        80        90       100       110     
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 87.8  bits: 21.7 E():  6.5 
Smith-Waterman score: 57; 25.7% identity (58.6% similar) in 70 aa overlap (2-68:63-130) 
 
                                            10        20            
2MEPSP                              VKAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
       30        40        50        60        70        80         
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE         
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQLRMTLRRFHPKLGDKEMLQHY 
            100       110        120        130       140       150 
 
gi|212 TLDQVNQNKKAIEEDLKHFNLKYEDLHSTCH 
              160       170       180  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 84.3  bits: 21.5 E():   10 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (1-62:22-77) 
 
                                    10        20        30          
2MEPSP                      VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                            . ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
      40        50        60        70        80                    
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE                    
       .  :  .:   . :::.: .  :                                      
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 84.1  bits: 21.5 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (1-62:33-88) 
 
                                             10        20        30 
2MEPSP                               VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|752 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
               40        50        60        70        80           
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE           
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       .... .:  .  :  .:   . :::.: .  :                             
gi|752 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|752 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 84.1  bits: 21.5 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (1-62:33-88) 
 
                                             10        20        30 
2MEPSP                               VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|168 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
               40        50        60        70        80           
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE           
       .... .:  .  :  .:   . :::.: .  :                             
gi|168 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|168 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 84.1  bits: 21.5 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (1-62:33-88) 
 
                                             10        20        30 
2MEPSP                               VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|126 SSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
             10        20        30        40           50          
 
               40        50        60        70        80           
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE           
       .... .:  .  :  .:   . :::.: .  :                             
gi|126 NGGACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTIT 
      60        70           80        90       100       110       
 
gi|126 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEK 
        120       130       140       150       160       170       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 84.0  bits: 21.5 E():   11 
Smith-Waterman score: 56; 25.8% identity (56.5% similar) in 62 aa overlap (1-62:39-94) 
 
                                             10        20        30 
2MEPSP                               VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . ::..:.:  .  :.   : .: .:  .  
gi|249 SSSSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKD 
       10        20        30        40          50         60      
 
               40        50        60        70        80           
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE           
       .... .:  .  :  .:   . :::.: .  :                             
gi|249 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHIT 
          70        80           90       100       110       120   
 
gi|249 DDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEK 
            130       140       150       160       170       180   
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 81.9  bits: 20.4 E():   14 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (26-54:86-113) 
 
                    10        20        30        40        50      
2MEPSP      VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
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gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
          60        70        80                             
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTE                             
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 81.4  bits: 20.5 E():   15 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (26-54:102-129) 
 
                    10        20        30        40        50      
2MEPSP      VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
          60        70        80                             
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTE                             
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.2  bits: 19.7 E():   15 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (18-52:69-101) 
 
                            10        20        30        40        
2MEPSP              VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
        . ::                             
gi|207 KIGVEEFQALVKA                     
        100                              
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (24-67:83-130) 
 
                      10        20        30             40         
2MEPSP        VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
       50        60        70        80                 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE                 
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 80.1  bits: 21.0 E():   17 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (18-53:264-297) 
 
                            10        20        30        40        
2MEPSP              VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
       .... :                            
gi|663 ATAAAGGYKA                        
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             300                         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.0  bits: 20.3 E():   23 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (44-63:208-227) 
 
            20        30        40        50        60        70    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
            80          
2MEPSP AKVTWTE          
                        
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 77.8  bits: 20.7 E():   23 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (7-64:38-94) 
 
                                       10        20        30       
2MEPSP                         VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
         40          50         60        70        80              
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVKFAEVLEMMGAKVTWTE              
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (24-67:83-130) 
 
                      10        20        30             40         
2MEPSP        VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
       50        60        70        80                 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE                 
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 76.5  bits: 18.8 E():   28 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (23-52:73-101) 
 
                       10        20        30        40        50   
2MEPSP         VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
             60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                    
gi|288 EFAVWVKQ                     
                                    
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 76.4  bits: 19.2 E():   28 
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Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (44-68:35-57) 
 
            20        30        40        50        60        70    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
            80                                                      
2MEPSP AKVTWTE                                                      
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.4  bits: 18.8 E():   28 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (22-47:59-84) 
 
                        10        20        30        40        50  
2MEPSP          VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
              60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     
gi|117 APEAAKEEEKEESDDDMGFGLFD       
       90       100       110        
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 76.3  bits: 18.8 E():   29 
Smith-Waterman score: 48; 27.9% identity (62.8% similar) in 43 aa overlap (10-52:52-89) 
 
                                    10        20        30          
2MEPSP                      VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                     ...  .:..:  :  .. . : :.:.     
gi|117 DVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASG---- 
              30        40        50        60        70            
 
      40        50        60        70        80 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
        ::: .::.. .:                             
gi|117 -GAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD     
         80        90       100       110        
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.1  bits: 19.6 E():   29 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (2-58:72-127) 
 
                                            10        20        30  
2MEPSP                              VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
 
              40        50        60        70        80            
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE            
         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 75.7  bits: 19.3 E():   31 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (26-54:84-111) 
 
                    10        20        30        40        50      
2MEPSP      VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
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          60        70        80                           
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTE                           
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.4  bits: 18.9 E():   32 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (2-65:9-64) 
 
                      10        20        30        40        50    
2MEPSP        VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
               : :.::..: :  . : .. . .:      :.:::  .  . . : . :..  
gi|156 MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIKT 
               10        20         30             40         50    
 
            60        70        80                                  
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTE                                  
        .: . ....::                                                 
gi|156 SSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
             60        70        80        90       100       110   
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.4  bits: 18.9 E():   32 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (2-65:9-64) 
 
                      10        20        30        40        50    
2MEPSP        VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
               : :.::..: :  . : .. . .:      :.:::  .  . . : . :..  
gi|518 MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIKT 
               10        20         30             40         50    
 
            60        70        80                                  
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTE                                  
        .: . ....::                                                 
gi|518 SSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
             60        70        80        90       100       110   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.3  bits: 18.5 E():   32 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (15-34:53-72) 
 
                               10        20        30        40     
2MEPSP                 VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
           50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                            
gi|897 AQLPAMCRLEGGDALLASQ                  
             90       100                   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 75.2  bits: 20.1 E():   33 
Smith-Waterman score: 51; 25.8% identity (51.5% similar) in 66 aa overlap (10-72:239-304) 
 
                                    10        20        30          
2MEPSP                      VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGD---ASSAS 
                                     .:.:.   :  :. ..: :  .   . : . 
gi|324 NKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHA 
      210       220       230       240       250       260         
 
         40        50        60        70        80 
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
        :. :   .       :  .:.:  :::.. : :..         
gi|324 VFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV     
      270       280       290       300             
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>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 75.1  bits: 21.3 E():   33 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (21-63:113-154) 
 
                         10        20        30        40        50 
2MEPSP           VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
               60        70        80                               
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTE                               
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 75.1  bits: 21.3 E():   33 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (21-63:113-154) 
 
                         10        20        30        40        50 
2MEPSP           VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
               60        70        80                               
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTE                               
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 75.0  bits: 19.7 E():   34 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (14-44:25-54) 
 
                          10        20        30        40          
2MEPSP            VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
      50        60        70        80                              
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE                              
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.9  bits: 18.5 E():   34 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (2-25:20-43) 
 
                                 10        20        30        40   
2MEPSP                   VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          ::: : .   :. : :   ::: .                  
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFVE 
               10        20        30        40        50        60 
 
             50        60        70        80            
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE            
                                                         
gi|145 EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
               70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 74.9  bits: 18.5 E():   34 
Smith-Waterman score: 47; 29.7% identity (64.9% similar) in 37 aa overlap (6-37:22-58) 
 
                               10          20           30          
2MEPSP                 VKAEHSDSWDR--FYIKGGQKYKSP---KNAYVEGDASSASYFL 
                            .::.:   :. : : . :.:   :.:..  : .....   
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gi|179 MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIE 
               10        20        30        40        50        60 
 
      40        50        60        70        80         
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE         
                                                         
gi|179 EDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.6  bits: 18.9 E():   35 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (46-61:140-152) 
 
          20        30        40        50        60        70      
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: ::   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG               
     110       120       130       140          150                 
 
          80 
2MEPSP VTWTE 
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 19.4 E():   36 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (9-44:166-201) 
 
                                     10        20        30         
2MEPSP                       VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
       40        50        60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
        : : .                                     
gi|116 EAVAKVNFQ                                  
         200                                      
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.9  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (15-54:437-480) 
 
                               10        20        30            40 
2MEPSP                 VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               50        60        70        80         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE         
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.9  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (15-54:437-480) 
 
                               10        20        30            40 
2MEPSP                 VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               50        60        70        80         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE         
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  39 init1:  39 opt:  52  Z-score: 73.9  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (15-54:437-480) 
 
                               10        20        30            40 
2MEPSP                 VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               50        60        70        80         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE         
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.9  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (15-54:437-480) 
 
                               10        20        30            40 
2MEPSP                 VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               50        60        70        80         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE         
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.9  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (15-54:437-480) 
 
                               10        20        30            40 
2MEPSP                 VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               50        60        70        80         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE         
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.9  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (15-54:437-480) 
 
                               10        20        30            40 
2MEPSP                 VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               50        60        70        80         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE         
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.9  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (15-54:437-480) 
 
                               10        20        30            40 
2MEPSP                 VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
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        410       420       430       440       450       460       
 
               50        60        70        80         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE         
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.9  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (15-54:437-480) 
 
                               10        20        30            40 
2MEPSP                 VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               50        60        70        80         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE         
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.9  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (15-54:437-480) 
 
                               10        20        30            40 
2MEPSP                 VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               50        60        70        80         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE         
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.9  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (15-54:437-480) 
 
                               10        20        30            40 
2MEPSP                 VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               50        60        70        80         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE         
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.9  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (15-54:437-480) 
 
                               10        20        30            40 
2MEPSP                 VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               50        60        70        80         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE         
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
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>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.9  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (15-54:437-480) 
 
                               10        20        30            40 
2MEPSP                 VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               50        60        70        80         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE         
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.9  bits: 20.6 E():   39 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (15-54:437-480) 
 
                               10        20        30            40 
2MEPSP                 VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               50        60        70        80         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE         
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 73.6  bits: 18.6 E():   40 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (28-73:86-130) 
 
                  10        20        30        40        50        
2MEPSP    VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTE 
       . ..  : :.: . .:        
gi|136 KKEALPKCAQVYNKLGMYPPNM  
          120       130        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.5  bits: 19.4 E():   40 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (1-62:10-65) 
 
                        10        20        30        40        50  
2MEPSP          VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . : ..:.:  .  :.   : .: .:  . .... .:  .  :  .:   . 
gi|331 IPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKDVDKAPFNG---M 
               10          20         30        40        50        
 
              60        70        80                                
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTE                                
        :::.: .  :                                                  
gi|331 TGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFGS 
           60        70        80        90       100       110     
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 73.4  bits: 18.6 E():   41 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (28-73:90-134) 
 
                  10        20        30        40        50        
2MEPSP    VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
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                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTE 
       . ..  : :.: . .:        
gi|145 KKEALPKCAQVYNKLGMYPPNM  
      120       130       140  
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 73.2  bits: 18.6 E():   42 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (28-73:96-140) 
 
                  10        20        30        40        50        
2MEPSP    VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTE 
       . ..  : :.: . .:        
gi|246 KKEALPKCAQVYNKLGMYPPNM  
          130       140        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.1  bits: 18.2 E():   43 
Smith-Waterman score: 46; 27.9% identity (60.5% similar) in 43 aa overlap (10-52:52-89) 
 
                                    10        20        30          
2MEPSP                      VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                     ...  .: .:  :  .. . : :.:.     
gi|185 DVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASG---- 
              30        40        50        60        70            
 
      40        50        60        70        80 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
        ::: .::.. .:                             
gi|185 -GAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD     
         80        90       100       110        
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 73.1  bits: 18.6 E():   43 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (34-60:9-38) 
 
            10        20        30           40        50        60 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
               70        80                                         
2MEPSP GDVKFAEVLEMMGAKVTWTE                                         
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 73.0  bits: 20.2 E():   43 
Smith-Waterman score: 51; 24.2% identity (56.5% similar) in 62 aa overlap (9-69:315-373) 
 
                                     10        20        30         
2MEPSP                       VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY- 
                                     : .. .. :  :   ::: :    .  :.  
gi|259 NINDPARADIYTPEVGRLTTLNSLNLPILKWLQLSVEKGVLY---KNALVLPHWNLNSHS 
          290       300       310       320          330       340  
 
        40        50        60        70        80                  
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE                  
       .. :    : . .:.. :.  ..:.:. ...:                             
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gi|259 IIYGCKGKGQVQVVDNFGNRVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRA 
             350       360       370       380       390       400  
 
gi|259 MTSPLAGRTSVLGGMPEEVLANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA 
             410       420       430       440       450        
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.0  bits: 19.4 E():   43 
Smith-Waterman score: 49; 24.2% identity (54.8% similar) in 62 aa overlap (1-62:34-89) 
 
                                             10        20        30 
2MEPSP                               VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : ..:.:  .  :.   : .: .:  .  
gi|180 SSSSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKD 
            10        20        30        40           50        60 
 
               40        50        60        70        80           
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE           
       .... .:  .  :  .:   . :::.: .  :                             
gi|180 NGGACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHIT 
               70           80        90       100       110        
 
gi|180 DDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEK 
       120       130       140       150       160       170        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (35-62:133-160) 
 
           10        20        30        40        50        60     
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
           70        80                                             
2MEPSP FAEVLEMMGAKVTWTE                                             
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.2  bits: 20.7 E():   48 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (1-37:553-589) 
 
                                             10        20        30 
2MEPSP                               VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|283 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
               40        50        60        70        80           
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE           
         .  .:                                                      
gi|283 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
            590       600       610       620       630       640   
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.2  bits: 20.7 E():   48 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (1-37:553-589) 
 
                                             10        20        30 
2MEPSP                               VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|289 RRHYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDK 
            530       540       550       560       570       580   
 
               40        50        60        70        80           
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE           
         .  .:                                                      
gi|289 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYP 
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            590       600       610       620       630       640   
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.2  bits: 20.7 E():   48 
Smith-Waterman score: 52; 27.0% identity (56.8% similar) in 37 aa overlap (1-37:556-592) 
 
                                             10        20        30 
2MEPSP                               VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG 
                                     . : . ::.  :: :  . :.. .. ::.  
gi|284 RRHYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFYKKVQEAYEGKSQYYVDK 
         530       540       550       560       570       580      
 
               40        50        60        70        80           
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE           
         .  .:                                                      
gi|284 GHNYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSNRKYP 
         590       600       610       620       630       640      
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 50; 33.3% identity (55.6% similar) in 27 aa overlap (7-31:291-317) 
 
                                       10        20          30     
2MEPSP                         VKAEHSDSWDRFYIKGGQKYK--SPKNAYVEGDASS 
                                     : ::.. : :...    :  : .:  :    
gi|113 TLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVAPDFIY 
              270       280       290       300       310       320 
 
           40        50        60        70        80               
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE               
                                                                    
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.1  bits: 19.5 E():   48 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (52-76:282-306) 
 
              30        40        50        60        70        80 
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     .:  ...:  :::.. : :...: :     
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV     
             260       270       280       290       300           
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (18-66:264-309) 
 
                            10        20        30         40       
2MEPSP              VKAEHSDSWDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
         50        60        70        80                           
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE                           
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.0  bits: 15.5 E():   49 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (1-9:10-18) 
 
                        10        20        30        40        50  
2MEPSP          VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . ::..:.:                                           
gi|409 IAKVPPGGXITAEYGDKWLD                                         
               10        20                                         
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
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 initn:  51 init1:  51 opt:  52  Z-score: 71.9  bits: 20.7 E():   50 
Smith-Waterman score: 59; 29.1% identity (54.5% similar) in 55 aa overlap (14-63:101-154) 
 
                                10             20        30         
2MEPSP                  VKAEHSDSWDRFYIKGG-----QKYKSPKNAYVEGDASSASYF 
                                     .:::     .  :.  :::  :....:    
gi|219 ISVLTTDSDVSEITWLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSG 
               80        90       100       110       120       130 
 
       40        50        60        70        80                   
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE                   
       :   : .:  ..  : : .. .::.                                    
gi|219 LK-LAKSGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAV 
               140       150       160       170       180          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 17.9 E():   51 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (18-52:69-101) 
 
                            10        20        30        40        
2MEPSP              VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
        . ::                             
gi|207 KIGVEEFQALVKA                     
        100                              
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.7  bits: 17.5 E():   51 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (2-50:7-41) 
 
                    10        20        30        40        50      
2MEPSP      VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
             ::::    :::.    .:. .      .::.. .:  :. :  . :.::      
gi|212 MADATEKAEH----DRFF----KKFDA------NGDGTISSTELGDALKNLGSVTHDDIK 
               10                      20        30        40       
 
          60        70        80             
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTE             
                                             
gi|212 RMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
         50        60        70        80    
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 17.9 E():   51 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (3-25:21-43) 
 
                                 10        20        30        40   
2MEPSP                   VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           : .: .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
             50        60        70        80             
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE             
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.5  bits: 19.5 E():   52 
Smith-Waterman score: 49; 30.2% identity (53.5% similar) in 43 aa overlap (5-47:156-193) 
 
                                         10        20        30     
2MEPSP                           VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                     :.::     .: :..  :  :  . :  :  
gi|546 AEIVAVKVLRSNGSGSMSDVIKGVEFAVKSHQDS-----VKKGKNSFSTANMSLGGGKSP 
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         130       140       150            160       170       180 
 
           40        50        60        70        80               
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE               
       :  . ..::. .:                                                
gi|546 ALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFSNYGKCV 
              190       200       210       220       230       240 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (57-72:135-150) 
 
         30        40        50        60        70        80 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     :. .: : : : .:::         
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD      
          110       120       130       140       150         
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 16.8 E():   54 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (4-22:1-19) 
 
               10        20        30        40        50        60 
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
          ::   . ::  ::  : .:                                       
gi|377    EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL      
                  10        20        30        40        50        
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.9  bits: 20.0 E():   56 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (15-47:269-302) 
 
                               10        20        30        40     
2MEPSP                 VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
            50        60        70        80                        
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE                        
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.9  bits: 20.0 E():   56 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (15-47:269-302) 
 
                               10        20        30        40     
2MEPSP                 VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
            50        60        70        80                        
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE                        
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 70.5  bits: 20.4 E():   59 
Smith-Waterman score: 51; 26.1% identity (53.6% similar) in 69 aa overlap (1-58:65-133) 
 
                                             10        20           
2MEPSP                               VKAEHSDSWDRFYIKGGQKYKS-------- 
                                     .::  ..  : . . ::: ...         
gi|135 EEKKCNNLRDLTQQERISLTCVQKATYLDCIKAIANNEADAISLDGGQAFEAGLAPYKLK 
           40        50        60        70        80        90     
 
               30        40        50         60        70          
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2MEPSP PKNA--YVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQGDVKFAEVLEMMGAKVTWT 
       :  :  : . ..:..::. ....  :   ::.   : ::                      
gi|135 PIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQGKTSCHTGLGRSAGWNIPIGTLLHR 
          100       110       120       130       140       150     
 
      80                                                            
2MEPSP E                                                            
                                                                    
gi|135 GAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKLCRQCKGDPKTKCARNAPYSGYSGAF 
          160       170       180       190       200       210     
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (11-68:1-47) 
 
               10        20        30        40        50        60 
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|136           QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQCKEKK-N 
                          10           20        30                 
 
               70        80                                         
2MEPSP GDVKFAEVLEMMGAKVTWTE                                         
       ::. :.::                                                     
gi|136 GDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILN 
      40        50        60        70        80        90          
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (28-67:87-131) 
 
                  10        20        30             40        50   
2MEPSP    VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
             60        70        80                
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTE                
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (18-47:340-370) 
 
                            10        20        30        40        
2MEPSP              VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
          50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
       ::                                  
gi|113 GGYKV                               
      370                                  
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (44-68:19-41) 
 
            20        30        40        50        60        70    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
            80                                                      
2MEPSP AKVTWTE                                                      
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gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (2-12:8-18) 
 
                     10        20        30        40        50     
2MEPSP       VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
              : :.::..:.:                                           
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (2-12:8-18) 
 
                     10        20        30        40        50     
2MEPSP       VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
              : :.::..:.:                                           
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.0  bits: 19.3 E():   71 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (13-47:331-365) 
 
                                 10        20        30        40   
2MEPSP                   VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
             50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
       ....:                                  
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV  
              370       380       390         
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.0  bits: 19.3 E():   71 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (13-47:331-365) 
 
                                 10        20        30        40   
2MEPSP                   VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
             50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
       ....:                                  
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV  
              370       380       390         
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.9  bits: 18.9 E():   72 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (11-63:18-64) 
 
                      10        20        30        40        50    
2MEPSP        VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .: .... :   :  : :.   :..:  . :  .       .: 
gi|107 MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE----KFKG 
               10        20        30          40        50         
 
            60        70        80                                  
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTE                                  
        :.: :.::.                                                   
gi|107 LGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFG 
           60        70        80        90       100       110     
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>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.8  bits: 18.1 E():   74 
Smith-Waterman score: 51; 23.6% identity (56.9% similar) in 72 aa overlap (10-78:72-135) 
 
                                    10        20           30       
2MEPSP                      VKAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
         40        50        60        70        80                 
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE                 
       : . ..   . .. :::: ... .: : ....      ..::                   
gi|144 YSVLATDYDNYAI-VEGCPAAA-NGHVIYVQL------RLTWRRFHPKLGDKEMIQHYTL 
             110        120        130             140       150    
 
gi|144 DQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
           160       170       180   
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.7  bits: 15.8 E():   74 
Smith-Waterman score: 39; 44.4% identity (88.9% similar) in 9 aa overlap (1-9:10-18) 
 
                        10        20        30        40        50  
2MEPSP          VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                . ::..:.:                                           
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (11-68:5-51) 
 
               10        20        30        40        50        60 
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|145       PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKKN 
                     10            20        30               40    
 
               70        80                                         
2MEPSP GDVKFAEVLEMMGAKVTWTE                                         
       ::. :.::                                                     
gi|145 GDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILN 
            50        60        70        80        90       100    
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (11-68:5-51) 
 
               10        20        30        40        50        60 
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|145       PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKKN 
                     10            20        30               40    
 
               70        80                                         
2MEPSP GDVKFAEVLEMMGAKVTWTE                                         
       ::. :.::                                                     
gi|145 GDITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILN 
            50        60        70        80        90       100    
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (18-52:69-101) 
 
                            10        20        30        40        
2MEPSP              VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
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        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
       .. ::                             
gi|148 AIGVEEWAVLVKA                     
        100                              
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.5  bits: 18.1 E():   76 
Smith-Waterman score: 50; 28.0% identity (60.0% similar) in 50 aa overlap (29-78:102-143) 
 
                 10        20        30        40        50         
2MEPSP   VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
       60        70        80                                       
2MEPSP LQGDVKFAEVLEMMGAKVTWTE                                       
        .: : ....      ..::                                         
gi|194 -NGHVIYVQL------RLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYE 
                     140       150       160       170       180    
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (11-68:11-57) 
 
               10        20        30        40        50        60 
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|246 MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKEN 
               10         20           30        40                 
 
               70        80                                         
2MEPSP GDVKFAEVLEMMGAKVTWTE                                         
       ::: :.:.                                                     
gi|246 GDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILS 
      50        60        70        80        90       100          
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (11-68:11-57) 
 
               10        20        30        40        50        60 
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|246 MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKEN 
               10         20           30        40                 
 
               70        80                                         
2MEPSP GDVKFAEVLEMMGAKVTWTE                                         
       ::: :.:.                                                     
gi|246 GDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILN 
      50        60        70        80        90       100          
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (22-61:20-60) 
 
               10        20        30        40        50           
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSL 
                            :  .: . :...:.     : . .::.:    : :  .. 
gi|384   MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTI 
                 10        20        30        40        50         
 
      60        70        80                                     
2MEPSP QGDVKFAEVLEMMGAKVTWTE                                     
       .:                                                        
gi|384 NGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
       60        70        80        90       100       110      
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>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (18-47:231-261) 
 
                            10        20        30        40        
2MEPSP              VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
          50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
       ::                                  
gi|226 GGYKV                               
     260                                   
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 48; 27.3% identity (51.5% similar) in 66 aa overlap (8-67:66-131) 
 
                                      10        20         30       
2MEPSP                        VKAEHSDSWDRFYIKGGQKYKSPKN-AYVEGDASS-- 
                                     :. .  : : .: .   : . ::::: :   
gi|444 PQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDK 
          40        50        60        70        80        90      
 
              40        50        60        70        80            
2MEPSP ---ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE            
           .: .  .: . :   ... ..    :::.. :                         
gi|444 IEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAAN 
         100       110       120       130       140       150      
 
gi|444 PDACN 
         160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (28-67:87-131) 
 
                  10        20        30             40        50   
2MEPSP    VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
             60        70        80                 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTE                 
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (28-67:87-131) 
 
                  10        20        30             40        50   
2MEPSP    VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
             60        70        80                 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTE                 
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (12-58:68-112) 
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                                  10        20        30        40  
2MEPSP                    VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
              50        60        70        80                      
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE                      
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (12-38:319-345) 
 
                                  10        20        30        40  
2MEPSP                    VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
              50        60        70        80 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                               
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA   
      350       360       370       380        
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.5  bits: 18.6 E():   86 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (18-53:259-293) 
 
                            10        20        30        40        
2MEPSP              VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
       ::.. :                            
gi|119 TVSAGGYKV                         
       290                               
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (2-48:9-60) 
 
                      10        20             30        40         
2MEPSP        VKAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASSASYFLAGAAITGGT 
               : :.::..: :  . : .. .    :.:   :: .... :: .  :.   .: 
gi|118 MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGDSYTIKTASTLKNT 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE                             
                                                                    
gi|118 EISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVREFSDEGLTVTATVN 
               70        80        90       100       110       120 
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (44-68:20-42) 
 
            20        30        40        50        60        70    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
            80                                                      
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2MEPSP AKVTWTE                                                      
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (44-68:20-42) 
 
            20        30        40        50        60        70    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
            80                                                      
2MEPSP AKVTWTE                                                      
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (44-68:20-42) 
 
            20        30        40        50        60        70    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
            80                                                      
2MEPSP AKVTWTE                                                      
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (44-68:21-43) 
 
            20        30        40        50        60        70    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
            80                                                      
2MEPSP AKVTWTE                                                      
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (44-68:21-43) 
 
            20        30        40        50        60        70    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
            80                                                      
2MEPSP AKVTWTE                                                      
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.4  bits: 17.4 E():   87 
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Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (44-68:21-43) 
 
            20        30        40        50        60        70    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
            80                                                      
2MEPSP AKVTWTE                                                      
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (44-68:21-43) 
 
            20        30        40        50        60        70    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
            80                                                      
2MEPSP AKVTWTE                                                      
                                                                    
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.4  bits: 17.8 E():   87 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (40-61:150-172) 
 
      10        20        30        40         50        60         
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
       70        80 
2MEPSP LEMMGAKVTWTE 
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.3  bits: 17.4 E():   89 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (28-73:86-130) 
 
                  10        20        30        40        50        
2MEPSP    VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTE 
       . ..  : :.: . .:        
gi|136 KKEALPKCAQVYNKLGMYPPNM  
          120       130        
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.3  bits: 17.4 E():   89 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (11-68:1-47) 
 
               10        20        30        40        50        60 
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|136           QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKEN 
                          10           20        30                 
 
               70        80                                         
2MEPSP GDVKFAEVLEMMGAKVTWTE                                         
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       ::: :.::                                                     
gi|136 GDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILN 
      40        50        60        70        80        90          
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (18-52:69-101) 
 
                            10        20        30        40        
2MEPSP              VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
        . :.                             
gi|288 KIGVDEFAAMIKG                     
        100                              
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.9  bits: 17.5 E():   92 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (46-61:132-144) 
 
          20        30        40        50        60        70      
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
          80 
2MEPSP VTWTE 
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.9  bits: 17.5 E():   92 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (46-61:132-144) 
 
          20        30        40        50        60        70      
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
          80 
2MEPSP VTWTE 
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (11-68:10-56) 
 
               10        20        30        40        50        60 
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|136  EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKEN 
                10         20           30        40                
 
               70        80                                         
2MEPSP GDVKFAEVLEMMGAKVTWTE                                         
       ::: :.::                                                     
gi|136 GDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILN 
       50        60        70        80        90       100         
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (11-68:10-56) 
 
               10        20        30        40        50        60 
2MEPSP VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|144  EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKEN 
                10         20           30        40                
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               70        80                                         
2MEPSP GDVKFAEVLEMMGAKVTWTE                                         
       ::: :.::                                                     
gi|144 GDVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFKLN 
       50        60        70        80        90       100         
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 16.7 E():   93 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (3-22:9-28) 
 
                     10        20        30        40        50     
2MEPSP       VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
               :::   . ::  .:  : .:                                 
gi|333 MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEEIQRMMAEIDTDGDGF 
               10        20        30        40        50        60 
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (46-61:140-152) 
 
          20        30        40        50        60        70      
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
          80 
2MEPSP VTWTE 
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (46-61:140-152) 
 
          20        30        40        50        60        70      
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
          80 
2MEPSP VTWTE 
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (46-61:140-152) 
 
          20        30        40        50        60        70      
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
          80 
2MEPSP VTWTE 
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (46-61:140-152) 
 
          20        30        40        50        60        70      
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
          80 
2MEPSP VTWTE 
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7311

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (46-61:140-152) 
 
          20        30        40        50        60        70      
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
          80 
2MEPSP VTWTE 
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (46-61:140-152) 
 
          20        30        40        50        60        70      
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
          80 
2MEPSP VTWTE 
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (46-61:140-152) 
 
          20        30        40        50        60        70      
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|145 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
          80 
2MEPSP VTWTE 
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (46-61:140-152) 
 
          20        30        40        50        60        70      
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
          80 
2MEPSP VTWTE 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (28-62:30-64) 
 
                 10        20        30        40        50         
2MEPSP   VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                    : :. :. .  : :  ...  .:..:: .:. 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMSTG 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP LQGDVKFAEVLEMMGAKVTWTE                                       
        . :                                                         
gi|160 PHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (46-61:140-152) 
 
          20        30        40        50        60        70      
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2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
          80 
2MEPSP VTWTE 
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (46-61:140-152) 
 
          20        30        40        50        60        70      
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
          80 
2MEPSP VTWTE 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (46-61:140-152) 
 
          20        30        40        50        60        70      
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
          80 
2MEPSP VTWTE 
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 45; 29.0% identity (67.7% similar) in 31 aa overlap (34-63:4-34) 
 
            10        20        30        40         50        60   
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGD 
                                     ... : .. ..:: .  : :: : :.. :. 
gi|160                            MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGN 
                                          10        20        30    
 
             70        80                                           
2MEPSP VKFAEVLEMMGAKVTWTE                                           
       .                                                            
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGT 
            40        50        60        70        80        90    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (46-61:140-152) 
 
          20        30        40        50        60        70      
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
          80 
2MEPSP VTWTE 
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (46-61:140-152) 
 
          20        30        40        50        60        70      
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA---CGIIGLQG               
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     110       120       130       140          150                 
 
          80 
2MEPSP VTWTE 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (46-61:140-152) 
 
          20        30        40        50        60        70      
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
          80 
2MEPSP VTWTE 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (46-61:140-152) 
 
          20        30        40        50        60        70      
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
          80 
2MEPSP VTWTE 
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (18-47:232-262) 
 
                            10        20        30        40        
2MEPSP              VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
          50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
       ::                                  
gi|180 GGYKV                               
                                           
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (24-73:40-93) 
 
                      10        20        30        40              
2MEPSP        VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
      50        60        70        80                              
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE                              
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (30-67:93-131) 
 
                10        20        30         40        50         
2MEPSP  VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
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             70        80        90       100       110       120   
 
       60        70        80                 
2MEPSP LQGDVKFAEVLEMMGAKVTWTE                 
        .::... :                              
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN 
            130       140       150       160 
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 66.3  bits: 18.7 E(): 1e 
Smith-Waterman score: 49; 27.6% identity (62.1% similar) in 58 aa overlap (12-67:105-159) 
 
                                  10        20        30            
2MEPSP                    VKAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL-- 
                                     .:. .:.:  . ..: :.   ..   :.   
gi|151 TPGTLRYGATREKALWIIFSQNMNIKLKMPLYV-AGHKTIDGRGADVHLGNGGPCLFMRK 
           80        90       100        110       120       130    
 
      40        50        60        70        80                    
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE                    
       .. .:  : . ..::.:. : :::  .:                                 
gi|151 VSHVILHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSD 
           140        150        160       170       180       190  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:49 2011 done: Tue Apr 19 10:57:50 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 224  - 303 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     2     0:= 
  28     1     0:= 
  30    10     2:*== 
  32    12     8:=*= 
  34    19    22:=====* 
  36    44    44:==========* 
  38    70    73:==================* 
  40    85   102:======================   * 
  42   101   125:==========================     * 
  44   151   138:==================================*=== 
  46   181   140:==================================*=========== 
  48   133   134:=================================* 
  50   124   122:==============================* 
  52   102   108:==========================* 
  54    97    92:======================*== 
  56    63    77:================   * 
  58    60    63:===============* 
  60    34    51:=========   * 
  62    31    41:========  * 
  64    21    33:======  * 
  66    29    26:======*= 
  68    39    20:====*===== 
  70    11    16:===* 
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  72     9    12:==* 
  74    23    10:==*=== 
  76    14     8:=*== 
  78     3     6:=* 
  80     6     5:=* 
  82     4     3:* 
  84     0     3:* 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.62410.00361; mu= 14.2258 0.187 
 mean_var=37.8039 9.733, 0's: 2 Z-trim: 3  B-trim: 66 in 1/43 
 Lambda= 0.208596 
 Kolmogorov-Smirnov  statistic: 0.0219 (N=28) at  64 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   74 26.9    0.15 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 24.2     2.2 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.3     2.6 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   60 22.8     3.1 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 23.6     3.2 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 23.6     3.3 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 23.7     4.3 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.4     4.9 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   57 21.9     5.7 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   53 20.5     8.9 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 20.6      12 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 20.7      13 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 19.9      14 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.3      15 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.1      16 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   53 20.8      17 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   53 20.8      17 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   53 20.8      17 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   53 20.8      17 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   53 20.8      18 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.5      21 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 20.9      21 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 19.7      22 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.0      25 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.4      25 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.0      25 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   48 19.0      26 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   50 19.8      26 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.4      28 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   48 19.0      29 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   48 19.0      29 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 18.6      29 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   51 20.2      29 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.4      30 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.4      30 
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gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 19.9      30 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   47 18.7      31 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   47 18.7      31 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.1      32 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.5      33 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.7      35 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.7      35 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.7      35 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.7      35 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 18.7      36 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 18.8      37 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 18.8      38 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 18.4      39 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 18.8      39 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   51 20.4      39 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.6      41 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.0      44 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 19.6      44 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.4      44 
gi|2129802|pir||S65145 pollen allergen group II (c (  83)   44 17.7      47 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.1      47 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   49 19.7      48 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 18.5      49 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 16.9      50 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.1      51 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.1      51 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   51 20.5      53 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   51 20.5      53 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   51 20.5      54 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 18.1      55 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 20.5      56 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.2      62 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.4      63 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   44 17.8      65 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   44 17.8      65 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 17.8      65 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.4      66 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.4      66 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 19.0      67 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.2      68 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   46 18.6      68 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 17.9      69 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 17.9      69 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.5      70 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.3      70 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 17.9      71 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 17.9      71 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.5      73 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   46 18.7      73 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.7      73 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 17.9      76 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 17.9      76 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 17.9      76 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.1      78 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.1      79 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.7      80 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.5      80 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.5      80 
gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Aca ( 131)   43 17.5      80 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.5      80 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.5      81 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.5      81 
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gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.5      81 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.5      81 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 17.9      81 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.5      83 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.5      83 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   36 14.8      83 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.2      86 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.6      86 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.6      86 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.6      87 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.6      87 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 16.8      87 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   43 17.6      90 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.6      90 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   43 17.6      90 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   43 17.6      90 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   43 17.6      90 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   43 17.6      90 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   43 17.6      90 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   43 17.6      90 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   43 17.6      90 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 17.6      90 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.6      90 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   43 17.6      90 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   43 17.6      90 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   43 17.6      90 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   43 17.6      90 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   43 17.6      90 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   43 17.6      90 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.4      90 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 17.6      90 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 17.6      93 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 18.8      93 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 17.6      95 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 18.8      98 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 18.8      99 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  44 init1:  44 opt:  74  Z-score: 117.3  bits: 26.9 E(): 0.15 
Smith-Waterman score: 74; 28.8% identity (56.2% similar) in 73 aa overlap (12-80:52-124) 
 
                                  10        20           30         
2MEPSP                    KAEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
       40        50         60        70        80                  
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLEMMGAKVTWTET                  
       .:.: . :.  : :  :.. .  : :  .:..  :    :...                  
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 96.4  bits: 24.2 E():  2.2 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (17-68:79-131) 
 
                             10        20        30        40       
2MEPSP               KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
          50        60        70        80                          
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET                          
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
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>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 95.0  bits: 24.3 E():  2.6 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (13-49:8-44) 
 
               10        20        30        40        50        60 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                   ... : . :  :  ::.:.. .. .:: ::. .:. :            
gi|144      MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDG 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP DVKFAEVLEMMGAKVTWTET                                         
                                                                    
gi|144 GSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGAN 
          60        70        80        90       100       110      
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  37 init1:  37 opt:  60  Z-score: 93.8  bits: 22.8 E():  3.1 
Smith-Waterman score: 60; 25.7% identity (58.6% similar) in 70 aa overlap (1-67:64-131) 
 
                                             10        20           
2MEPSP                               KAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|116 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
            40        50        60        70        80        90    
 
        30        40        50        60        70        80        
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET        
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|116 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQIRFSVRRFHPKLGDKEMIQHY 
           100       110        120        130       140       150  
 
gi|116 TLDQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
             160       170       180   
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 93.5  bits: 23.6 E():  3.2 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (17-68:59-111) 
 
                             10        20        30        40       
2MEPSP               KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
          50        60        70        80                          
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET                          
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 93.1  bits: 23.6 E():  3.3 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (17-68:79-131) 
 
                             10        20        30        40       
2MEPSP               KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
          50        60        70        80                          
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET                          
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 91.1  bits: 23.7 E():  4.3 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (15-61:423-469) 
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                               10        20        30        40     
2MEPSP                 KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
           50          60        70        80            
2MEPSP GGTVTVE--GCGTTSLQGDVKFAEVLEMMGAKVTWTET            
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 90.1  bits: 23.4 E():  4.9 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (13-49:8-44) 
 
               10        20        30        40        50        60 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                   ... : . :  :  ::.:.. .. .:: ::.  :. :            
gi|144      MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDG 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP DVKFAEVLEMMGAKVTWTET                                         
                                                                    
gi|144 GSDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGAN 
          60        70        80        90       100       110      
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 88.9  bits: 21.9 E():  5.7 
Smith-Waterman score: 57; 25.7% identity (58.6% similar) in 70 aa overlap (1-67:63-130) 
 
                                             10        20           
2MEPSP                               KAEHSDSWDRFYIKGGQKYKSPK---NAYV 
                                     :   :.. .:  :.:  :... :   .    
gi|212 SWIIAAGTSEALTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYND 
             40        50        60        70        80        90   
 
        30        40        50        60        70        80        
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET        
       .: : :: : . ..   . .. :::: ... .: : ....                     
gi|212 KGKAFSAPYSVLATDYENYAI-VEGCPAAA-NGHVIYVQLRMTLRRFHPKLGDKEMLQHY 
            100       110        120        130       140       150 
 
gi|212 TLDQVNQNKKAIEEDLKHFNLKYEDLHSTCH 
              160       170       180  
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 85.4  bits: 20.5 E():  8.9 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (17-51:69-101) 
 
                             10        20        30        40       
2MEPSP               KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
         50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
        . ::                              
gi|207 KIGVEEFQALVKA                      
        100                               
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 82.9  bits: 20.6 E():   12 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (25-53:86-113) 
 
                     10        20        30        40        50     
2MEPSP       KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
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gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
           60        70        80                            
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTET                            
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 82.4  bits: 20.7 E():   13 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (25-53:102-129) 
 
                     10        20        30        40        50     
2MEPSP       KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
           60        70        80                            
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTET                            
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 82.2  bits: 19.9 E():   14 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (17-51:69-101) 
 
                             10        20        30        40       
2MEPSP               KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
         50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
        . ::                              
gi|207 KIGVEEFQALVKA                      
        100                               
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 81.6  bits: 20.3 E():   15 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (23-66:83-130) 
 
                       10        20        30             40        
2MEPSP         KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
        50        60        70        80                
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET                
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 81.1  bits: 21.1 E():   16 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (17-52:264-297) 
 
                             10        20        30        40       
2MEPSP               KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
         50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
       .... :                             
gi|663 ATAAAGGYKA                         
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             300                          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 80.5  bits: 20.8 E():   17 
Smith-Waterman score: 53; 26.7% identity (56.7% similar) in 60 aa overlap (2-61:24-77) 
 
                                     10        20        30         
2MEPSP                       KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                              ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
       40        50        60        70        80                   
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET                   
       .  :  .:   . :::.: .  :                                      
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 80.2  bits: 20.8 E():   17 
Smith-Waterman score: 53; 26.7% identity (56.7% similar) in 60 aa overlap (2-61:35-88) 
 
                                            10        20        30  
2MEPSP                              KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     ::..:.:  .  :.   : .: .:  . .. 
gi|168 SSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNG 
           10        20        30        40           50        60  
 
              40        50        60        70        80            
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET            
       .. .:  .  :  .:   . :::.: .  :                               
gi|168 GACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDD 
              70           80        90       100       110         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 80.2  bits: 20.8 E():   17 
Smith-Waterman score: 53; 26.7% identity (56.7% similar) in 60 aa overlap (2-61:35-88) 
 
                                            10        20        30  
2MEPSP                              KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     ::..:.:  .  :.   : .: .:  . .. 
gi|126 SSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNG 
           10        20        30        40           50        60  
 
              40        50        60        70        80            
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET            
       .. .:  .  :  .:   . :::.: .  :                               
gi|126 GACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDD 
              70           80        90       100       110         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 80.2  bits: 20.8 E():   17 
Smith-Waterman score: 53; 26.7% identity (56.7% similar) in 60 aa overlap (2-61:35-88) 
 
                                            10        20        30  
2MEPSP                              KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     ::..:.:  .  :.   : .: .:  . .. 
gi|752 SSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNG 
           10        20        30        40           50        60  
 
              40        50        60        70        80            
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET            
       .. .:  .  :  .:   . :::.: .  :                               
gi|752 GACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDD 
              70           80        90       100       110         
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 80.1  bits: 20.8 E():   18 
Smith-Waterman score: 53; 26.7% identity (56.7% similar) in 60 aa overlap (2-61:41-94) 
 
                                            10        20        30  
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2MEPSP                              KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     ::..:.:  .  :.   : .: .:  . .. 
gi|249 SSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNG 
               20        30        40          50         60        
 
              40        50        60        70        80            
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET            
       .. .:  .  :  .:   . :::.: .  :                               
gi|249 GACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDD 
        70        80           90       100       110       120     
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.8  bits: 20.5 E():   21 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (43-62:208-227) 
 
             20        30        40        50        60        70   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
             80         
2MEPSP AKVTWTET         
                        
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 78.7  bits: 20.9 E():   21 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (6-63:38-94) 
 
                                        10        20        30      
2MEPSP                          KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
          40          50         60        70        80             
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVKFAEVLEMMGAKVTWTET             
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (23-66:83-130) 
 
                       10        20        30             40        
2MEPSP         KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
        50        60        70        80                
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET                
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 77.3  bits: 19.0 E():   25 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (22-51:73-101) 
 
                        10        20        30        40        50  
2MEPSP          KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
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              60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     
gi|288 EFAVWVKQ                      
                                     
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 77.2  bits: 19.4 E():   25 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (43-67:35-57) 
 
             20        30        40        50        60        70   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
             80                                                     
2MEPSP AKVTWTET                                                     
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (21-46:59-84) 
 
                         10        20        30        40        50 
2MEPSP           KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
               60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                      
gi|117 APEAAKEEEKEESDDDMGFGLFD        
       90       100       110         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 77.1  bits: 19.0 E():   26 
Smith-Waterman score: 48; 27.9% identity (62.8% similar) in 43 aa overlap (9-51:52-89) 
 
                                     10        20        30         
2MEPSP                       KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                     ...  .:..:  :  .. . : :.:.     
gi|117 DVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASG---- 
              30        40        50        60        70            
 
       40        50        60        70        80 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
        ::: .::.. .:                              
gi|117 -GAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD      
         80        90       100       110         
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.9  bits: 19.8 E():   26 
Smith-Waterman score: 50; 19.3% identity (59.6% similar) in 57 aa overlap (1-57:72-127) 
 
                                             10        20        30 
2MEPSP                               KAEHSDSWDRFYIKGGQKYKSPKNAYVEGD 
                                     :. ..  :.    . .: . .  : : . . 
gi|549 LEILKQHNEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDN 
              50        60        70        80        90        100 
 
               40        50        60        70        80           
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET           
         ... . .:  :. :..:... :..:                                  
gi|549 CRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVW 
              110       120       130       140       150       160 
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>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (25-53:84-111) 
 
                     10        20        30        40        50     
2MEPSP       KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
           60        70        80                          
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTET                          
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.2  bits: 19.0 E():   29 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (1-64:9-64) 
 
                       10        20        30        40        50   
2MEPSP         KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
               : :.::..: :  . : .. . .:      :.:::  .  . . : . :..  
gi|518 MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIKT 
               10        20         30             40         50    
 
             60        70        80                                 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTET                                 
        .: . ....::                                                 
gi|518 SSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
             60        70        80        90       100       110   
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.2  bits: 19.0 E():   29 
Smith-Waterman score: 48; 26.6% identity (59.4% similar) in 64 aa overlap (1-64:9-64) 
 
                       10        20        30        40        50   
2MEPSP         KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
               : :.::..: :  . : .. . .:      :.:::  .  . . : . :..  
gi|156 MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIKT 
               10        20         30             40         50    
 
             60        70        80                                 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTET                                 
        .: . ....::                                                 
gi|156 SSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
             60        70        80        90       100       110   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 76.1  bits: 18.6 E():   29 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (14-33:53-72) 
 
                                10        20        30        40    
2MEPSP                  KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
            50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                             
gi|897 AQLPAMCRLEGGDALLASQ                   
             90       100                    
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 76.0  bits: 20.2 E():   29 
Smith-Waterman score: 51; 25.8% identity (51.5% similar) in 66 aa overlap (9-71:239-304) 
 
                                     10        20        30         
2MEPSP                       KAEHSDSWDRFYIKGGQKYKSPKNAYVEGD---ASSAS 
                                     .:.:.   :  :. ..: :  .   . : . 
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gi|324 NKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHA 
      210       220       230       240       250       260         
 
          40        50        60        70        80 
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
        :. :   .       :  .:.:  :::.. : :..          
gi|324 VFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV      
      270       280       290       300              
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 75.9  bits: 21.4 E():   30 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (20-62:113-154) 
 
                          10        20        30        40          
2MEPSP            KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
      50        60        70        80                              
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTET                              
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 75.9  bits: 21.4 E():   30 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (20-62:113-154) 
 
                          10        20        30        40          
2MEPSP            KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
      50        60        70        80                              
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTET                              
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 75.8  bits: 19.9 E():   30 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (13-43:25-54) 
 
                           10        20        30        40         
2MEPSP             KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
       50        60        70        80                             
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET                             
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (1-24:20-43) 
 
                                  10        20        30        40  
2MEPSP                    KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                          ::: : .   :. : :   ::: .                  
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFVE 
               10        20        30        40        50        60 
 
              50        60        70        80           
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET           
                                                         
gi|145 EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
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               70        80        90       100          
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 47; 29.7% identity (64.9% similar) in 37 aa overlap (5-36:22-58) 
 
                                10          20           30         
2MEPSP                  KAEHSDSWDR--FYIKGGQKYKSP---KNAYVEGDASSASYFL 
                            .::.:   :. : : . :.:   :.:..  : .....   
gi|179 MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIE 
               10        20        30        40        50        60 
 
       40        50        60        70        80        
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET        
                                                         
gi|179 EDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (45-60:140-152) 
 
           20        30        40        50        60        70     
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: ::   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG               
     110       120       130       140          150                 
 
           80 
2MEPSP VTWTET 
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.2  bits: 19.5 E():   33 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (8-43:166-201) 
 
                                      10        20        30        
2MEPSP                        KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
        40        50        60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
        : : .                                      
gi|116 EAVAKVNFQ                                   
         200                                       
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (14-53:437-480) 
 
                                10        20            30          
2MEPSP                  KAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      40        50        60        70        80        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET        
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (14-53:437-480) 
 
                                10        20            30          
2MEPSP                  KAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
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        410       420       430       440       450       460       
 
      40        50        60        70        80        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET        
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (14-53:437-480) 
 
                                10        20            30          
2MEPSP                  KAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      40        50        60        70        80        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET        
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (14-53:437-480) 
 
                                10        20            30          
2MEPSP                  KAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      40        50        60        70        80        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET        
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (14-53:437-480) 
 
                                10        20            30          
2MEPSP                  KAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      40        50        60        70        80        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET        
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (14-53:437-480) 
 
                                10        20            30          
2MEPSP                  KAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      40        50        60        70        80        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET        
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
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>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (14-53:437-480) 
 
                                10        20            30          
2MEPSP                  KAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      40        50        60        70        80        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET        
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (14-53:437-480) 
 
                                10        20            30          
2MEPSP                  KAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      40        50        60        70        80        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET        
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (14-53:437-480) 
 
                                10        20            30          
2MEPSP                  KAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      40        50        60        70        80        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET        
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (14-53:437-480) 
 
                                10        20            30          
2MEPSP                  KAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      40        50        60        70        80        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET        
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (14-53:437-480) 
 
                                10        20            30          
2MEPSP                  KAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
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                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      40        50        60        70        80        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET        
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (14-53:437-480) 
 
                                10        20            30          
2MEPSP                  KAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      40        50        60        70        80        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET        
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (14-53:437-480) 
 
                                10        20            30          
2MEPSP                  KAEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      40        50        60        70        80        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET        
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 74.3  bits: 18.7 E():   36 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (27-72:86-130) 
 
                   10        20        30        40        50       
2MEPSP     KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
         60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTET 
       . ..  : :.: . .:         
gi|136 KKEALPKCAQVYNKLGMYPPNM   
          120       130         
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (27-72:90-134) 
 
                   10        20        30        40        50       
2MEPSP     KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
         60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTET 
       . ..  : :.: . .:         
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gi|145 KKEALPKCAQVYNKLGMYPPNM   
      120       130       140   
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 73.9  bits: 18.8 E():   38 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (27-72:96-140) 
 
                   10        20        30        40        50       
2MEPSP     KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
         60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTET 
       . ..  : :.: . .:         
gi|246 KKEALPKCAQVYNKLGMYPPNM   
          130       140         
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.8  bits: 18.4 E():   39 
Smith-Waterman score: 46; 27.9% identity (60.5% similar) in 43 aa overlap (9-51:52-89) 
 
                                     10        20        30         
2MEPSP                       KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                     ...  .: .:  :  .. . : :.:.     
gi|185 DVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASG---- 
              30        40        50        60        70            
 
       40        50        60        70        80 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
        ::: .::.. .:                              
gi|185 -GAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD      
         80        90       100       110         
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (33-59:9-38) 
 
             10        20        30           40        50          
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
      60        70        80                                        
2MEPSP GDVKFAEVLEMMGAKVTWTET                                        
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 73.7  bits: 20.4 E():   39 
Smith-Waterman score: 51; 24.2% identity (56.5% similar) in 62 aa overlap (8-68:315-373) 
 
                                      10        20        30        
2MEPSP                        KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY- 
                                     : .. .. :  :   ::: :    .  :.  
gi|259 NINDPARADIYTPEVGRLTTLNSLNLPILKWLQLSVEKGVLY---KNALVLPHWNLNSHS 
          290       300       310       320          330       340  
 
         40        50        60        70        80                 
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET                 
       .. :    : . .:.. :.  ..:.:. ...:                             
gi|259 IIYGCKGKGQVQVVDNFGNRVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRA 
             350       360       370       380       390       400  
 
gi|259 MTSPLAGRTSVLGGMPEEVLANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA 
             410       420       430       440       450        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (34-61:133-160) 
 
            10        20        30        40        50        60    
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
            70        80                                            
2MEPSP FAEVLEMMGAKVTWTET                                            
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.9  bits: 20.0 E():   44 
Smith-Waterman score: 50; 33.3% identity (55.6% similar) in 27 aa overlap (6-30:291-317) 
 
                                        10        20          30    
2MEPSP                          KAEHSDSWDRFYIKGGQKYK--SPKNAYVEGDASS 
                                     : ::.. : :...    :  : .:  :    
gi|113 TLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVAPDFIY 
              270       280       290       300       310       320 
 
            40        50        60        70        80              
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET              
                                                                    
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.6 E():   44 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (51-75:282-306) 
 
               30        40        50        60        70        80 
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 72.8  bits: 20.4 E():   44 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (17-65:264-309) 
 
                             10        20         30        40      
2MEPSP               KAEHSDSWDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
          50        60        70        80                          
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET                          
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|2129802|pir||S65145 pollen allergen group II (clone  (83 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.4  bits: 17.7 E():   47 
Smith-Waterman score: 44; 32.7% identity (55.1% similar) in 49 aa overlap (1-49:7-41) 
 
                     10        20        30        40        50     
2MEPSP       KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
             ::::    :::.    .:. .      .::.. .:  :. :  . :.::      
gi|212 MADATEKAEH----DRFF----KKFDA------NGDGTISSTELGDALKNLGSVTHDDIK 
               10                      20        30        40       
 
           60        70        80            
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTET            
                                             
gi|212 RMMAEIDTDGDGFISYQEFSDFAKANRGLMKDVAKIF 
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         50        60        70        80    
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (2-24:21-43) 
 
                                  10        20        30        40  
2MEPSP                    KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           : .: .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
              50        60        70        80            
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET            
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.2  bits: 19.7 E():   48 
Smith-Waterman score: 49; 30.2% identity (53.5% similar) in 43 aa overlap (4-46:156-193) 
 
                                          10        20        30    
2MEPSP                            KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                     :.::     .: :..  :  :  . :  :  
gi|546 AEIVAVKVLRSNGSGSMSDVIKGVEFAVKSHQDS-----VKKGKNSFSTANMSLGGGKSP 
         130       140       150            160       170       180 
 
            40        50        60        70        80              
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET              
       :  . ..::. .:                                                
gi|546 ALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFSNYGKCV 
              190       200       210       220       230       240 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (56-71:135-150) 
 
          30        40        50        60        70        80 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     :. .: : : : .:::          
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD       
          110       120       130       140       150          
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.9  bits: 16.9 E():   50 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (3-21:1-19) 
 
               10        20        30        40        50        60 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
         ::   . ::  ::  : .:                                        
gi|377   EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL       
                 10        20        30        40        50         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.6  bits: 20.1 E():   51 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (14-46:269-302) 
 
                                10        20        30         40   
2MEPSP                  KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
             50        60        70        80                       
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET                       
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
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 initn:  41 init1:  41 opt:  50  Z-score: 71.6  bits: 20.1 E():   51 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (14-46:269-302) 
 
                                10        20        30         40   
2MEPSP                  KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
             50        60        70        80                       
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET                       
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.3  bits: 20.5 E():   53 
Smith-Waterman score: 51; 28.6% identity (57.1% similar) in 35 aa overlap (2-36:555-589) 
 
                                            10        20        30  
2MEPSP                              KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : . ::.  :: :  . :.. .. ::.    
gi|283 HYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDKGH 
          530       540       550       560       570       580     
 
              40        50        60        70        80            
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET            
       .  .:                                                        
gi|283 NYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYPDN 
          590       600       610       620       630       640     
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.3  bits: 20.5 E():   53 
Smith-Waterman score: 51; 28.6% identity (57.1% similar) in 35 aa overlap (2-36:555-589) 
 
                                            10        20        30  
2MEPSP                              KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : . ::.  :: :  . :.. .. ::.    
gi|289 HYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDKGH 
          530       540       550       560       570       580     
 
              40        50        60        70        80            
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET            
       .  .:                                                        
gi|289 NYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYPDN 
          590       600       610       620       630       640     
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.3  bits: 20.5 E():   54 
Smith-Waterman score: 51; 28.6% identity (57.1% similar) in 35 aa overlap (2-36:558-592) 
 
                                            10        20        30  
2MEPSP                              KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : . ::.  :: :  . :.. .. ::.    
gi|284 HYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFYKKVQEAYEGKSQYYVDKGH 
       530       540       550       560       570       580        
 
              40        50        60        70        80            
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET            
       .  .:                                                        
gi|284 NYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSNRKYPDN 
       590       600       610       620       630       640        
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (10-67:1-47) 
 
               10        20        30        40        50        60 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|136          QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQCKEKK-NG 
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                         10           20        30               40 
 
               70        80                                         
2MEPSP DVKFAEVLEMMGAKVTWTET                                         
       :. :.::                                                      
gi|136 DITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNT 
               50        60        70        80        90       100 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.0  bits: 20.5 E():   56 
Smith-Waterman score: 59; 29.1% identity (54.5% similar) in 55 aa overlap (13-62:101-154) 
 
                                 10             20        30        
2MEPSP                   KAEHSDSWDRFYIKGG-----QKYKSPKNAYVEGDASSASYF 
                                     .:::     .  :.  :::  :....:    
gi|219 ISVLTTDSDVSEITWLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSG 
               80        90       100       110       120       130 
 
        40        50        60        70        80                  
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET                  
       :   : .:  ..  : : .. .::.                                    
gi|219 LK-LAKSGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAV 
               140       150       160       170       180          
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (27-66:87-131) 
 
                   10        20        30             40        50  
2MEPSP     KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
              60        70        80               
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTET               
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (17-46:340-370) 
 
                             10        20        30        40       
2MEPSP               KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
           50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
       ::                                   
gi|113 GGYKV                                
      370                                   
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (1-11:8-18) 
 
                      10        20        30        40        50    
2MEPSP        KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
              : :.::..:.:                                           
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 44; 54.5% identity (90.9% similar) in 11 aa overlap (1-11:8-18) 
 
                      10        20        30        40        50    
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2MEPSP        KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
              : :.::..:.:                                           
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (43-67:19-41) 
 
             20        30        40        50        60        70   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
             80                                                     
2MEPSP AKVTWTET                                                     
                                                                    
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.7  bits: 19.4 E():   66 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (12-46:331-365) 
 
                                  10        20        30        40  
2MEPSP                    KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
              50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
       ....:                                   
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV   
              370       380       390          
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.7  bits: 19.4 E():   66 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (12-46:331-365) 
 
                                  10        20        30        40  
2MEPSP                    KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
              50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
       ....:                                   
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV   
              370       380       390          
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (10-62:18-64) 
 
                       10        20        30        40        50   
2MEPSP         KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .: .... :   :  : :.   :..:  . :  .       .: 
gi|107 MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE----KFKG 
               10        20        30          40        50         
 
             60        70        80                                 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTET                                 
        :.: :.::.                                                   
gi|107 LGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFG 
           60        70        80        90       100       110     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.2 E():   68 
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Smith-Waterman score: 51; 23.6% identity (56.9% similar) in 72 aa overlap (9-77:72-135) 
 
                                     10        20           30      
2MEPSP                       KAEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
          40        50        60        70        80                
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET                
       : . ..   . .. :::: ... .: : ....      ..::                   
gi|144 YSVLATDYDNYAI-VEGCPAAA-NGHVIYVQL------RLTWRRFHPKLGDKEMIQHYTL 
             110        120        130             140       150    
 
gi|144 DQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
           160       170       180   
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.4  bits: 18.6 E():   68 
Smith-Waterman score: 46; 25.0% identity (55.0% similar) in 60 aa overlap (2-61:12-65) 
 
                         10        20        30        40        50 
2MEPSP           KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                  : ..:.:  .  :.   : .: .:  . .... .:  .  :  .:   . 
gi|331 IPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKDVDKAPFNG---M 
               10          20         30        40        50        
 
               60        70        80                               
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTET                               
        :::.: .  :                                                  
gi|331 TGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFGS 
           60        70        80        90       100       110     
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (10-67:5-51) 
 
               10        20        30        40        50        60 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|145      PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKKNG 
                    10            20        30               40     
 
               70        80                                         
2MEPSP DVKFAEVLEMMGAKVTWTET                                         
       :. :.::                                                      
gi|145 DITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNT 
           50        60        70        80        90       100     
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (10-67:5-51) 
 
               10        20        30        40        50        60 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|145      PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKKNG 
                    10            20        30               40     
 
               70        80                                         
2MEPSP DVKFAEVLEMMGAKVTWTET                                         
       :. :.::                                                      
gi|145 DITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNT 
           50        60        70        80        90       100     
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.1  bits: 17.5 E():   70 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (17-51:69-101) 
 
                             10        20        30        40       
2MEPSP               KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
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                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
         50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
       .. ::                              
gi|148 AIGVEEWAVLVKA                      
        100                               
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.3 E():   70 
Smith-Waterman score: 50; 28.0% identity (60.0% similar) in 50 aa overlap (28-77:102-143) 
 
                  10        20        30        40        50        
2MEPSP    KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
        60        70        80                                      
2MEPSP LQGDVKFAEVLEMMGAKVTWTET                                      
        .: : ....      ..::                                         
gi|194 -NGHVIYVQL------RLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYE 
                     140       150       160       170       180    
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (10-67:11-57) 
 
                10        20        30        40        50          
2MEPSP  KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|246 MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKEN 
               10         20           30        40                 
 
      60        70        80                                        
2MEPSP GDVKFAEVLEMMGAKVTWTET                                        
       ::: :.:.                                                     
gi|246 GDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILS 
      50        60        70        80        90       100          
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (10-67:11-57) 
 
                10        20        30        40        50          
2MEPSP  KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|246 MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKEN 
               10         20           30        40                 
 
      60        70        80                                        
2MEPSP GDVKFAEVLEMMGAKVTWTET                                        
       ::: :.:.                                                     
gi|246 GDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILN 
      50        60        70        80        90       100          
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.8  bits: 17.5 E():   73 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (21-60:20-60) 
 
               10        20        30        40        50           
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQ 
                           :  .: . :...:.     : . .::.:    : :  ... 
gi|384  MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTIN 
                10        20        30        40        50          
 
      60        70        80                                    
2MEPSP GDVKFAEVLEMMGAKVTWTET                                    
       :                                                        

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7338

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|384 GLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
      60        70        80        90       100       110      
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 46; 25.0% identity (55.0% similar) in 60 aa overlap (2-61:36-89) 
 
                                            10        20        30  
2MEPSP                              KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : ..:.:  .  :.   : .: .:  . .. 
gi|180 SSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNG 
          10        20        30        40           50        60   
 
              40        50        60        70        80            
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET            
       .. .:  .  :  .:   . :::.: .  :                               
gi|180 GACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDD 
             70           80        90       100       110          
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (17-46:231-261) 
 
                             10        20        30        40       
2MEPSP               KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
           50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
       ::                                   
gi|226 GGYKV                                
     260                                    
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (27-66:87-131) 
 
                   10        20        30             40        50  
2MEPSP     KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
              60        70        80                
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTET                
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (27-66:87-131) 
 
                   10        20        30             40        50  
2MEPSP     KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
              60        70        80                
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTET                
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 48; 27.3% identity (51.5% similar) in 66 aa overlap (7-66:66-131) 
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                                       10        20         30      
2MEPSP                         KAEHSDSWDRFYIKGGQKYKSPKN-AYVEGDASS-- 
                                     :. .  : : .: .   : . ::::: :   
gi|444 PQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDK 
          40        50        60        70        80        90      
 
               40        50        60        70        80           
2MEPSP ---ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET           
           .: .  .: . :   ... ..    :::.. :                         
gi|444 IEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAAN 
         100       110       120       130       140       150      
 
gi|444 PDACN 
         160 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (11-57:68-112) 
 
                                   10        20        30        40 
2MEPSP                     KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
               50        60        70        80                     
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET                     
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (11-37:319-345) 
 
                                   10        20        30        40 
2MEPSP                     KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
               50        60        70        80 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                                
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA    
      350       360       370       380         
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (17-52:259-293) 
 
                             10        20        30        40       
2MEPSP               KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
         50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
       ::.. :                             
gi|119 TVSAGGYKV                          
       290                                
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (43-67:20-42) 
 
             20        30        40        50        60        70   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
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                          10        20          30        40        
 
             80                                                     
2MEPSP AKVTWTET                                                     
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (43-67:20-42) 
 
             20        30        40        50        60        70   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
             80                                                     
2MEPSP AKVTWTET                                                     
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|118638268|gb|ABL09307.1| allergen Aca s 13 [Acarus   (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 43; 28.8% identity (57.7% similar) in 52 aa overlap (1-47:9-60) 
 
                       10        20             30        40        
2MEPSP         KAEHSDSWDRFYIKGGQKYKS---PKNAY--VEGDASSASYFLAGAAITGGT 
               : :.::..: :  . : .. .    :.:   :: .... :: .  :.   .: 
gi|118 MVQINGSYKLEKSDNFDAFLKELGLNFVTRNLAKSATPTVEVSVNGDSYTIKTASTLKNT 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET                            
                                                                    
gi|118 EISFKLGEEFEEARADGKTVKTVVNKESDTKFVQVQQGDKEVTIVREFSDEGLTVTATVN 
               70        80        90       100       110       120 
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (43-67:20-42) 
 
             20        30        40        50        60        70   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
             80                                                     
2MEPSP AKVTWTET                                                     
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (43-67:21-43) 
 
             20        30        40        50        60        70   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
             80                                                     
2MEPSP AKVTWTET                                                     
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
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>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (43-67:21-43) 
 
             20        30        40        50        60        70   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
             80                                                     
2MEPSP AKVTWTET                                                     
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (43-67:21-43) 
 
             20        30        40        50        60        70   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
             80                                                     
2MEPSP AKVTWTET                                                     
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (43-67:21-43) 
 
             20        30        40        50        60        70   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
             80                                                     
2MEPSP AKVTWTET                                                     
                                                                    
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (39-60:150-172) 
 
       10        20        30        40         50        60        
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
        70        80 
2MEPSP LEMMGAKVTWTET 
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.8  bits: 17.5 E():   83 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (10-67:1-47) 
 
               10        20        30        40        50        60 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|136          QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
                         10           20        30               40 
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               70        80                                         
2MEPSP DVKFAEVLEMMGAKVTWTET                                         
       :: :.::                                                      
gi|136 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNT 
               50        60        70        80        90       100 
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.8  bits: 17.5 E():   83 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (27-72:86-130) 
 
                   10        20        30        40        50       
2MEPSP     KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
         60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTET 
       . ..  : :.: . .:         
gi|136 KKEALPKCAQVYNKLGMYPPNM   
          120       130         
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.8  bits: 14.8 E():   83 
Smith-Waterman score: 36; 57.1% identity (100.0% similar) in 7 aa overlap (2-8:12-18) 
 
                         10        20        30        40        50 
2MEPSP           KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                  ::..:.:                                           
gi|409 IAKVPPGGXITAEYGDKWLD                                         
               10        20                                         
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (17-51:69-101) 
 
                             10        20        30        40       
2MEPSP               KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
         50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
        . :.                              
gi|288 KIGVDEFAAMIKG                      
        100                               
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (45-60:132-144) 
 
           20        30        40        50        60        70     
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
           80 
2MEPSP VTWTET 
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (45-60:132-144) 
 
           20        30        40        50        60        70     
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
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           80 
2MEPSP VTWTET 
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.5  bits: 17.6 E():   87 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (10-67:10-56) 
 
               10        20        30        40        50        60 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|144 EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
               10         20           30        40                 
 
               70        80                                         
2MEPSP DVKFAEVLEMMGAKVTWTET                                         
       :: :.::                                                      
gi|144 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFKLNT 
      50        60        70        80        90       100          
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.5  bits: 17.6 E():   87 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (10-67:10-56) 
 
               10        20        30        40        50        60 
2MEPSP KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|136 EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
               10         20           30        40                 
 
               70        80                                         
2MEPSP DVKFAEVLEMMGAKVTWTET                                         
       :: :.::                                                      
gi|136 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNT 
      50        60        70        80        90       100          
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 16.8 E():   87 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (2-21:9-28) 
 
                      10        20        30        40        50    
2MEPSP        KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
               :::   . ::  .:  : .:                                 
gi|333 MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEEIQRMMAEIDTDGDGF 
               10        20        30        40        50        60 
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (45-60:140-152) 
 
           20        30        40        50        60        70     
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
           80 
2MEPSP VTWTET 
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (45-60:140-152) 
 
           20        30        40        50        60        70     
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
           80 
2MEPSP VTWTET 
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>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (45-60:140-152) 
 
           20        30        40        50        60        70     
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
           80 
2MEPSP VTWTET 
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (45-60:140-152) 
 
           20        30        40        50        60        70     
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
           80 
2MEPSP VTWTET 
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (45-60:140-152) 
 
           20        30        40        50        60        70     
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
           80 
2MEPSP VTWTET 
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (45-60:140-152) 
 
           20        30        40        50        60        70     
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
           80 
2MEPSP VTWTET 
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (45-60:140-152) 
 
           20        30        40        50        60        70     
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
           80 
2MEPSP VTWTET 
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (45-60:140-152) 
 
           20        30        40        50        60        70     
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2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
           80 
2MEPSP VTWTET 
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (45-60:140-152) 
 
           20        30        40        50        60        70     
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|145 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
           80 
2MEPSP VTWTET 
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (45-60:140-152) 
 
           20        30        40        50        60        70     
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
           80 
2MEPSP VTWTET 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (27-61:30-64) 
 
                  10        20        30        40        50        
2MEPSP    KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                    : :. :. .  : :  ...  .:..:: .:. 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMSTG 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP LQGDVKFAEVLEMMGAKVTWTET                                      
        . :                                                         
gi|160 PHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 45; 29.0% identity (67.7% similar) in 31 aa overlap (33-62:4-34) 
 
             10        20        30        40         50        60  
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGD 
                                     ... : .. ..:: .  : :: : :.. :. 
gi|160                            MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGN 
                                          10        20        30    
 
              70        80                                          
2MEPSP VKFAEVLEMMGAKVTWTET                                          
       .                                                            
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGT 
            40        50        60        70        80        90    
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (45-60:140-152) 
 
           20        30        40        50        60        70     
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2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
           80 
2MEPSP VTWTET 
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (45-60:140-152) 
 
           20        30        40        50        60        70     
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
           80 
2MEPSP VTWTET 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (45-60:140-152) 
 
           20        30        40        50        60        70     
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
           80 
2MEPSP VTWTET 
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (45-60:140-152) 
 
           20        30        40        50        60        70     
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
           80 
2MEPSP VTWTET 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (45-60:140-152) 
 
           20        30        40        50        60        70     
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
           80 
2MEPSP VTWTET 
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (17-46:232-262) 
 
                             10        20        30        40       
2MEPSP               KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
           50        60        70        80 
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2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
       ::                                   
gi|180 GGYKV                                
                                            
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (23-72:40-93) 
 
                       10        20        30            40         
2MEPSP         KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
       50        60        70        80                             
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET                             
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (29-66:93-131) 
 
                 10        20        30         40        50        
2MEPSP   KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
        60        70        80                
2MEPSP LQGDVKFAEVLEMMGAKVTWTET                
        .::... :                              
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN 
            130       140       150       160 
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 49; 27.6% identity (62.1% similar) in 58 aa overlap (11-66:105-159) 
 
                                   10        20        30           
2MEPSP                     KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL-- 
                                     .:. .:.:  . ..: :.   ..   :.   
gi|151 TPGTLRYGATREKALWIIFSQNMNIKLKMPLYV-AGHKTIDGRGADVHLGNGGPCLFMRK 
           80        90       100        110       120       130    
 
       40        50        60        70        80                   
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET                   
       .. .:  : . ..::.:. : :::  .:                                 
gi|151 VSHVILHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSD 
           140        150        160       170       180       190  
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (54-79:38-62) 
 
            30        40        50        60        70        80    
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET    
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 18.8 E():   98 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (29-51:145-167) 
 
                 10        20        30        40        50         
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2MEPSP   KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
       60        70        80                                       
2MEPSP QGDVKFAEVLEMMGAKVTWTET                                       
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (12-44:331-363) 
 
                                  10        20        30        40  
2MEPSP                    KAEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
              50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
       ..:                                     
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ  
              370       380       390          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:50 2011 done: Tue Apr 19 10:57:50 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 225  - 304 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     1     0:= 
  30    12     2:*=== 
  32    14     8:==*== 
  34    16    22:====== * 
  36    35    44:============  * 
  38    49    73:=================       * 
  40   124   102:=================================*======== 
  42    96   125:================================         * 
  44   172   137:=============================================*============ 
  46   157   140:==============================================*====== 
  48   128   134:=========================================== * 
  50   120   122:========================================* 
  52   110   107:===================================*= 
  54    95    92:==============================*= 
  56    65    77:======================   * 
  58    58    63:====================* 
  60    31    51:===========     * 
  62    33    41:===========  * 
  64    26    33:========= * 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7349

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

  66    19    26:======= * 
  68    41    20:======*======= 
  70    17    16:=====* 
  72    11    12:===* 
  74    20    10:===*=== 
  76    12     8:==*= 
  78     6     6:=* 
  80     6     5:=* 
  82     3     3:* 
  84     2     3:* 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.74440.00355; mu= 13.6073 0.184 
 mean_var=35.4472 9.162, 0's: 2 Z-trim: 3  B-trim: 66 in 1/43 
 Lambda= 0.215419 
 Kolmogorov-Smirnov  statistic: 0.0238 (N=28) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   79 28.9   0.038 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 24.5     1.8 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.5     2.2 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 23.8     2.7 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 23.8     2.8 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 23.9     3.7 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.6     4.2 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   53 20.7     7.6 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 20.8      11 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 20.9      12 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.1      12 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.5      13 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.3      14 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   53 20.9      15 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   53 21.0      15 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   53 21.0      15 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   53 21.0      15 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   53 21.0      16 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.6      18 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 21.0      19 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 19.9      20 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.2      22 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.2      22 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.5      23 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   48 19.2      23 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.6      25 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 18.8      26 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   51 20.4      27 
gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus  ( 109)   47 18.8      27 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.0      28 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.5      28 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.5      28 
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gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.2      29 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.6      30 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.8      33 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.8      33 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.8      33 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.8      33 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 18.9      33 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 18.9      33 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 18.9      35 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 18.5      35 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 18.9      35 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   48 19.3      36 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   51 20.5      37 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.7      38 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.1      41 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 19.8      41 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.5      41 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   45 18.2      42 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.1      44 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 18.6      44 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   49 19.8      45 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.2      48 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.2      48 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 18.3      50 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   51 20.6      51 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   51 20.6      51 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   51 20.6      51 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 20.6      53 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.3      57 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.5      59 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.0      60 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   44 18.0      60 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   44 18.0      60 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.5      62 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.5      62 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 19.1      63 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.4      63 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 18.0      63 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 18.0      63 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   46 18.8      63 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.6      64 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.4      65 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 18.0      65 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.0      65 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.6      67 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   46 18.8      68 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.8      68 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.0      70 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.0      70 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.0      70 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.2      73 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   36 14.9      74 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.6      74 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.6      74 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.6      74 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.7      75 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.7      75 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.7      75 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.7      75 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.2      75 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.8      75 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.0      75 
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gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.7      76 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.7      76 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.3      79 
gi|3337403|gb|AAD05375.1| calcium-binding pollen a (  84)   41 16.9      79 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.7      80 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.7      80 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.7      80 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.7      80 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   43 17.7      83 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   43 17.7      83 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.7      83 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   43 17.7      83 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   43 17.7      83 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   43 17.7      83 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   43 17.7      83 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   43 17.7      83 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   43 17.7      83 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   43 17.7      83 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 17.7      83 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.7      83 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   43 17.7      83 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   43 17.7      83 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   43 17.7      83 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   43 17.7      83 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   43 17.7      83 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 17.7      84 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.5      85 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 17.7      87 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 18.9      89 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 17.7      89 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 18.5      90 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 18.9      94 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 18.9      94 
gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus ( 109)   41 17.0      97 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.0      97 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.0      99 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.0      99 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.0      99 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  49 init1:  49 opt:  79  Z-score: 128.0  bits: 28.9 E(): 0.038 
Smith-Waterman score: 79; 29.7% identity (56.8% similar) in 74 aa overlap (11-80:52-125) 
 
                                   10        20           30        
2MEPSP                     AEHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
        40        50         60        70        80                 
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLEMMGAKVTWTETS                 
       .:.: . :.  : :  :.. .  : :  .:..  :    :...:                 
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 97.8  bits: 24.5 E():  1.8 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (16-67:79-131) 
 
                              10        20        30        40      
2MEPSP                AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
           50        60        70        80                         
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS                         
          ..   . :. : :. .:. :                                      
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gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 96.3  bits: 24.5 E():  2.2 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (12-48:8-44) 
 
               10        20        30        40        50        60 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                  ... : . :  :  ::.:.. .. .:: ::. .:. :             
gi|144     MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGG 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP VKFAEVLEMMGAKVTWTETS                                         
                                                                    
gi|144 SDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANA 
         60        70        80        90       100       110       
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 94.8  bits: 23.8 E():  2.7 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (16-67:59-111) 
 
                              10        20        30        40      
2MEPSP                AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
           50        60        70        80                         
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS                         
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 94.4  bits: 23.8 E():  2.8 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (16-67:79-131) 
 
                              10        20        30        40      
2MEPSP                AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
           50        60        70        80                         
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS                         
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 92.2  bits: 23.9 E():  3.7 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (14-60:423-469) 
 
                                10        20        30        40    
2MEPSP                  AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
            50          60        70        80           
2MEPSP GGTVTVE--GCGTTSLQGDVKFAEVLEMMGAKVTWTETS           
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 91.3  bits: 23.6 E():  4.2 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (12-48:8-44) 
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               10        20        30        40        50        60 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                  ... : . :  :  ::.:.. .. .:: ::.  :. :             
gi|144     MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGG 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP VKFAEVLEMMGAKVTWTETS                                         
                                                                    
gi|144 SDYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANA 
         60        70        80        90       100       110       
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 86.7  bits: 20.7 E():  7.6 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (16-50:69-101) 
 
                              10        20        30        40      
2MEPSP                AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
          50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
        . ::                               
gi|207 KIGVEEFQALVKA                       
        100                                
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 84.0  bits: 20.8 E():   11 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (24-52:86-113) 
 
                      10        20        30        40        50    
2MEPSP        AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
            60        70        80                           
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETS                           
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 83.4  bits: 20.9 E():   12 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (24-52:102-129) 
 
                      10        20        30        40        50    
2MEPSP        AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
            60        70        80                           
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETS                           
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 83.3  bits: 20.1 E():   12 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (16-50:69-101) 
 
                              10        20        30        40      
2MEPSP                AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
          50        60        70        80 
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2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
        . ::                               
gi|207 KIGVEEFQALVKA                       
        100                                
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 82.6  bits: 20.5 E():   13 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (22-65:83-130) 
 
                        10        20        30             40       
2MEPSP          AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
         50        60        70        80               
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS               
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 82.0  bits: 21.3 E():   14 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (16-51:264-297) 
 
                              10        20        30        40      
2MEPSP                AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
          50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
       .... :                              
gi|663 ATAAAGGYKA                          
             300                           
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 81.4  bits: 20.9 E():   15 
Smith-Waterman score: 53; 26.7% identity (56.7% similar) in 60 aa overlap (1-60:24-77) 
 
                                      10        20        30        
2MEPSP                        AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                              ::..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
        40        50        60        70        80                  
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS                  
       .  :  .:   . :::.: .  :                                      
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 81.1  bits: 21.0 E():   15 
Smith-Waterman score: 53; 26.7% identity (56.7% similar) in 60 aa overlap (1-60:35-88) 
 
                                             10        20        30 
2MEPSP                               AEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     ::..:.:  .  :.   : .: .:  . .. 
gi|126 SSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNG 
           10        20        30        40           50        60  
 
               40        50        60        70        80           
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS           
       .. .:  .  :  .:   . :::.: .  :                               
gi|126 GACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDD 
              70           80        90       100       110         
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 81.1  bits: 21.0 E():   15 
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Smith-Waterman score: 53; 26.7% identity (56.7% similar) in 60 aa overlap (1-60:35-88) 
 
                                             10        20        30 
2MEPSP                               AEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     ::..:.:  .  :.   : .: .:  . .. 
gi|168 SSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNG 
           10        20        30        40           50        60  
 
               40        50        60        70        80           
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS           
       .. .:  .  :  .:   . :::.: .  :                               
gi|168 GACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDD 
              70           80        90       100       110         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 81.1  bits: 21.0 E():   15 
Smith-Waterman score: 53; 26.7% identity (56.7% similar) in 60 aa overlap (1-60:35-88) 
 
                                             10        20        30 
2MEPSP                               AEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     ::..:.:  .  :.   : .: .:  . .. 
gi|752 SSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNG 
           10        20        30        40           50        60  
 
               40        50        60        70        80           
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS           
       .. .:  .  :  .:   . :::.: .  :                               
gi|752 GACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDD 
              70           80        90       100       110         
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 81.0  bits: 21.0 E():   16 
Smith-Waterman score: 53; 26.7% identity (56.7% similar) in 60 aa overlap (1-60:41-94) 
 
                                             10        20        30 
2MEPSP                               AEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     ::..:.:  .  :.   : .: .:  . .. 
gi|249 SSLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNG 
               20        30        40          50         60        
 
               40        50        60        70        80           
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS           
       .. .:  .  :  .:   . :::.: .  :                               
gi|249 GACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDD 
        70        80           90       100       110       120     
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.7  bits: 20.6 E():   18 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (42-61:208-227) 
 
              20        30        40        50        60        70  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
              80        
2MEPSP AKVTWTETS        
                        
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.5  bits: 21.0 E():   19 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (5-62:38-94) 
 
                                         10        20        30     
2MEPSP                           AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
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           40          50         60        70        80            
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVKFAEVLEMMGAKVTWTETS            
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (22-65:83-130) 
 
                        10        20        30             40       
2MEPSP          AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
         50        60        70        80               
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS               
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 78.3  bits: 19.2 E():   22 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (21-50:73-101) 
 
                         10        20        30        40        50 
2MEPSP           AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
               60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                      
gi|288 EFAVWVKQ                       
                                      
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.1  bits: 19.2 E():   22 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (20-45:59-84) 
 
                          10        20        30        40          
2MEPSP            AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
      50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                       
gi|117 APEAAKEEEKEESDDDMGFGLFD         
       90       100       110          
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 78.1  bits: 19.5 E():   23 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (42-66:35-57) 
 
              20        30        40        50        60        70  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
              80                                                    
2MEPSP AKVTWTETS                                                    
                                                                    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7357

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.0  bits: 19.2 E():   23 
Smith-Waterman score: 48; 27.9% identity (62.8% similar) in 43 aa overlap (8-50:52-89) 
 
                                      10        20        30        
2MEPSP                        AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                     ...  .:..:  :  .. . : :.:.     
gi|117 DVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASG---- 
              30        40        50        60        70            
 
        40        50        60        70        80 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
        ::: .::.. .:                               
gi|117 -GAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD       
         80        90       100       110          
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 77.4  bits: 19.6 E():   25 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (24-52:84-111) 
 
                      10        20        30        40        50    
2MEPSP        AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
            60        70        80                         
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETS                         
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.1  bits: 18.8 E():   26 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (13-32:53-72) 
 
                                 10        20        30        40   
2MEPSP                   AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
             50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                              
gi|897 AQLPAMCRLEGGDALLASQ                    
             90       100                     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 76.8  bits: 20.4 E():   27 
Smith-Waterman score: 51; 25.8% identity (51.5% similar) in 66 aa overlap (8-70:239-304) 
 
                                      10        20           30     
2MEPSP                        AEHSDSWDRFYIKGGQKYKSPKNAYVEGD---ASSAS 
                                     .:.:.   :  :. ..: :  .   . : . 
gi|324 NKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHA 
      210       220       230       240       250       260         
 
           40        50        60        70        80 
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
        :. :   .       :  .:.:  :::.. : :..           
gi|324 VFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
      270       280       290       300               
 
>>gi|17977825|emb|CAC83658.1| parvalbumin [Cyprinus carp  (109 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 76.6  bits: 18.8 E():   27 
Smith-Waterman score: 47; 29.7% identity (64.9% similar) in 37 aa overlap (4-35:22-58) 
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                                   10        20           30        
2MEPSP                   AEHSDSWDR--FYIKGGQKYKSP---KNAYVEGDASSASYFL 
                            .::.:   :. : : . :.:   :.:..  : .....   
gi|179 MAFAGILNDADITAALQGCQAADSFDYKSFFAKVGLSAKTPDDIKKAFAVIDQDKSGFIE 
               10        20        30        40        50        60 
 
        40        50        60        70        80       
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS       
                                                         
gi|179 EDELKLFLQNFSAGARALTDAETKAFLKAGDSDGDGKIGVDEFAALVKA 
               70        80        90       100          
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 76.6  bits: 20.0 E():   28 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (12-42:25-54) 
 
                            10        20        30        40        
2MEPSP              AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
        50        60        70        80                            
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS                            
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 76.4  bits: 21.5 E():   28 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (19-61:113-154) 
 
                           10        20        30        40         
2MEPSP             AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
       50        60        70        80                             
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS                             
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 76.4  bits: 21.5 E():   28 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (19-61:113-154) 
 
                           10        20        30        40         
2MEPSP             AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
       50        60        70        80                             
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS                             
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.2  bits: 19.2 E():   29 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (44-59:140-152) 
 
            20        30        40        50        60        70    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: ::   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG               
     110       120       130       140          150                 
 
            80 
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2MEPSP VTWTETS 
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.0  bits: 19.6 E():   30 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (7-42:166-201) 
 
                                       10        20        30       
2MEPSP                         AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
         40        50        60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
        : : .                                       
gi|116 EAVAKVNFQ                                    
         200                                        
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (13-52:437-480) 
 
                                 10        20            30         
2MEPSP                   AEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       40        50        60        70        80       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS       
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (13-52:437-480) 
 
                                 10        20            30         
2MEPSP                   AEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       40        50        60        70        80       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS       
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (13-52:437-480) 
 
                                 10        20            30         
2MEPSP                   AEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       40        50        60        70        80       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS       
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (13-52:437-480) 
 
                                 10        20            30         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7360

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP                   AEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       40        50        60        70        80       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS       
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (13-52:437-480) 
 
                                 10        20            30         
2MEPSP                   AEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       40        50        60        70        80       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS       
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (13-52:437-480) 
 
                                 10        20            30         
2MEPSP                   AEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       40        50        60        70        80       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS       
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (13-52:437-480) 
 
                                 10        20            30         
2MEPSP                   AEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       40        50        60        70        80       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS       
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (13-52:437-480) 
 
                                 10        20            30         
2MEPSP                   AEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       40        50        60        70        80       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS       
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       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (13-52:437-480) 
 
                                 10        20            30         
2MEPSP                   AEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       40        50        60        70        80       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS       
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (13-52:437-480) 
 
                                 10        20            30         
2MEPSP                   AEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       40        50        60        70        80       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS       
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (13-52:437-480) 
 
                                 10        20            30         
2MEPSP                   AEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       40        50        60        70        80       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS       
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (13-52:437-480) 
 
                                 10        20            30         
2MEPSP                   AEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       40        50        60        70        80       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS       
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (13-52:437-480) 
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                                 10        20            30         
2MEPSP                   AEHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       40        50        60        70        80       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS       
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.2  bits: 18.9 E():   33 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (26-71:86-130) 
 
                    10        20        30        40        50      
2MEPSP      AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
          60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETS 
       . ..  : :.: . .:          
gi|136 KKEALPKCAQVYNKLGMYPPNM    
          120       130          
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.0  bits: 18.9 E():   33 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (26-71:90-134) 
 
                    10        20        30        40        50      
2MEPSP      AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
          60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETS 
       . ..  : :.: . .:          
gi|145 KKEALPKCAQVYNKLGMYPPNM    
      120       130       140    
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 74.7  bits: 18.9 E():   35 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (26-71:96-140) 
 
                    10        20        30        40        50      
2MEPSP      AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
          60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETS 
       . ..  : :.: . .:          
gi|246 KKEALPKCAQVYNKLGMYPPNM    
          130       140          
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 74.7  bits: 18.5 E():   35 
Smith-Waterman score: 46; 27.9% identity (60.5% similar) in 43 aa overlap (8-50:52-89) 
 
                                      10        20        30        
2MEPSP                        AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                     ...  .: .:  :  .. . : :.:.     
gi|185 DVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASG---- 
              30        40        50        60        70            
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        40        50        60        70        80 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
        ::: .::.. .:                               
gi|185 -GAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD       
         80        90       100       110          
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 74.6  bits: 18.9 E():   35 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (32-58:9-38) 
 
              10        20        30           40        50         
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
       60        70        80                                       
2MEPSP GDVKFAEVLEMMGAKVTWTETS                                       
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.4  bits: 19.3 E():   36 
Smith-Waterman score: 48; 20.0% identity (60.0% similar) in 50 aa overlap (7-56:79-127) 
 
                                       10        20        30       
2MEPSP                         AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :.    . .: . .  : : . .  ... . 
gi|549 NEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDNCRNSAKY 
       50        60        70        80        90        100        
 
         40        50        60        70        80                 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS                 
        .:  :. :..:... :..:                                         
gi|549 SVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIG 
       110       120       130       140       150       160        
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 74.3  bits: 20.5 E():   37 
Smith-Waterman score: 51; 24.2% identity (56.5% similar) in 62 aa overlap (7-67:315-373) 
 
                                       10        20        30       
2MEPSP                         AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY- 
                                     : .. .. :  :   ::: :    .  :.  
gi|259 NINDPARADIYTPEVGRLTTLNSLNLPILKWLQLSVEKGVLY---KNALVLPHWNLNSHS 
          290       300       310       320          330       340  
 
          40        50        60        70        80                
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS                
       .. :    : . .:.. :.  ..:.:. ...:                             
gi|259 IIYGCKGKGQVQVVDNFGNRVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRA 
             350       360       370       380       390       400  
 
gi|259 MTSPLAGRTSVLGGMPEEVLANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA 
             410       420       430       440       450        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (33-60:133-160) 
 
             10        20        30        40        50        60   
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
             70        80                                           
2MEPSP FAEVLEMMGAKVTWTETS                                           
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
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            170       180       190       200       210       220   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 73.5  bits: 20.1 E():   41 
Smith-Waterman score: 50; 33.3% identity (55.6% similar) in 27 aa overlap (5-29:291-317) 
 
                                         10          20        30   
2MEPSP                           AEHSDSWDRFYIKGGQKYK--SPKNAYVEGDASS 
                                     : ::.. : :...    :  : .:  :    
gi|113 TLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVAPDFIY 
              270       280       290       300       310       320 
 
             40        50        60        70        80             
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS             
                                                                    
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.8 E():   41 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (50-74:282-306) 
 
      20        30        40        50        60        70          
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
      80 
2MEPSP S 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.3  bits: 20.5 E():   41 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (16-64:264-309) 
 
                              10        20         30        40     
2MEPSP                AEHSDSWDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
           50        60        70        80                         
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS                         
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.2  bits: 18.2 E():   42 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (1-23:21-43) 
 
                                   10        20        30        40 
2MEPSP                     AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           : .: .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
               50        60        70        80           
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS           
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.8  bits: 17.1 E():   44 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (2-20:1-19) 
 
               10        20        30        40        50        60 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
        ::   . ::  ::  : .:                                         
gi|377  EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL        
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                10        20        30        40        50          
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 18.6 E():   44 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (55-70:135-150) 
 
           30        40        50        60        70        80 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :. .: : : : .:::           
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD        
          110       120       130       140       150           
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.8  bits: 19.8 E():   45 
Smith-Waterman score: 49; 30.2% identity (53.5% similar) in 43 aa overlap (3-45:156-193) 
 
                                           10        20        30   
2MEPSP                             AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                     :.::     .: :..  :  :  . :  :  
gi|546 AEIVAVKVLRSNGSGSMSDVIKGVEFAVKSHQDS-----VKKGKNSFSTANMSLGGGKSP 
         130       140       150            160       170       180 
 
             40        50        60        70        80             
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS             
       :  . ..::. .:                                                
gi|546 ALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFSNYGKCV 
              190       200       210       220       230       240 
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (13-45:269-302) 
 
                                 10        20        30         40  
2MEPSP                   AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
              50        60        70        80                      
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS                      
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (13-45:269-302) 
 
                                 10        20        30         40  
2MEPSP                   AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
              50        60        70        80                      
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS                      
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.8  bits: 18.3 E():   50 
Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (9-66:1-47) 
 
               10        20        30        40        50        60 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
               .:.:.: : : .   :   :  .  : :. ::..         :   . .:: 
gi|136         QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQCKEKK-NGD 
                        10           20        30               40  
 
               70        80                                         
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2MEPSP VKFAEVLEMMGAKVTWTETS                                         
       . :.::                                                       
gi|136 ITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTV 
              50        60        70        80        90       100  
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.7  bits: 20.6 E():   51 
Smith-Waterman score: 51; 28.6% identity (57.1% similar) in 35 aa overlap (1-35:555-589) 
 
                                             10        20        30 
2MEPSP                               AEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : . ::.  :: :  . :.. .. ::.    
gi|289 HYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDKGH 
          530       540       550       560       570       580     
 
               40        50        60        70        80           
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS           
       .  .:                                                        
gi|289 NYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYPDN 
          590       600       610       620       630       640     
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.7  bits: 20.6 E():   51 
Smith-Waterman score: 51; 28.6% identity (57.1% similar) in 35 aa overlap (1-35:555-589) 
 
                                             10        20        30 
2MEPSP                               AEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : . ::.  :: :  . :.. .. ::.    
gi|283 HYFVEMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDKGH 
          530       540       550       560       570       580     
 
               40        50        60        70        80           
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS           
       .  .:                                                        
gi|283 NYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYPDN 
          590       600       610       620       630       640     
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.7  bits: 20.6 E():   51 
Smith-Waterman score: 51; 28.6% identity (57.1% similar) in 35 aa overlap (1-35:558-592) 
 
                                             10        20        30 
2MEPSP                               AEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : . ::.  :: :  . :.. .. ::.    
gi|284 HYFVEMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFYKKVQEAYEGKSQYYVDKGH 
       530       540       550       560       570       580        
 
               40        50        60        70        80           
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS           
       .  .:                                                        
gi|284 NYCGYPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSNRKYPDN 
       590       600       610       620       630       640        
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.4  bits: 20.6 E():   53 
Smith-Waterman score: 59; 29.1% identity (54.5% similar) in 55 aa overlap (12-61:101-154) 
 
                                  10             20        30       
2MEPSP                    AEHSDSWDRFYIKGG-----QKYKSPKNAYVEGDASSASYF 
                                     .:::     .  :.  :::  :....:    
gi|219 ISVLTTDSDVSEITWLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSG 
               80        90       100       110       120       130 
 
         40        50        60        70        80                 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS                 
       :   : .:  ..  : : .. .::.                                    
gi|219 LK-LAKSGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAV 
               140       150       160       170       180          
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.8  bits: 18.3 E():   57 
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Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (26-65:87-131) 
 
                    10        20        30             40        50 
2MEPSP      AEHSDSWDRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
               60        70        80              
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETS              
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (16-45:340-370) 
 
                              10        20        30        40      
2MEPSP                AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
            50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
       ::                                    
gi|113 GGYKV                                 
      370                                    
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (42-66:19-41) 
 
              20        30        40        50        60        70  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
              80                                                    
2MEPSP AKVTWTETS                                                    
                                                                    
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 44; 25.8% identity (59.7% similar) in 62 aa overlap (2-63:11-64) 
 
                        10        20        30        40        50  
2MEPSP          AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                 :.::..: :  . : .. . .:      :.:::  .  . . : . :..  
gi|156 MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIKT 
               10        20         30             40         50    
 
              60        70        80                                
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETS                                
        .: . ....::                                                 
gi|156 SSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
             60        70        80        90       100       110   
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 44; 25.8% identity (59.7% similar) in 62 aa overlap (2-63:11-64) 
 
                        10        20        30        40        50  
2MEPSP          AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                 :.::..: :  . : .. . .:      :.:::  .  . . : . :..  
gi|518 MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIKT 
               10        20         30             40         50    
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              60        70        80                                
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETS                                
        .: . ....::                                                 
gi|518 SSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
             60        70        80        90       100       110   
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (11-45:331-365) 
 
                                   10        20        30        40 
2MEPSP                     AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
               50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
       ....:                                    
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV    
              370       380       390           
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (11-45:331-365) 
 
                                   10        20        30        40 
2MEPSP                     AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
               50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
       ....:                                    
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV    
              370       380       390           
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.0  bits: 19.1 E():   63 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (9-61:18-64) 
 
                        10        20        30        40        50  
2MEPSP          AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .: .... :   :  : :.   :..:  . :  .       .: 
gi|107 MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE----KFKG 
               10        20        30          40        50         
 
              60        70        80                                
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETS                                
        :.: :.::.                                                   
gi|107 LGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFG 
           60        70        80        90       100       110     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.4 E():   63 
Smith-Waterman score: 51; 23.6% identity (56.9% similar) in 72 aa overlap (8-76:72-135) 
 
                                      10        20           30     
2MEPSP                        AEHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
           40        50        60        70        80               
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS               
       : . ..   . .. :::: ... .: : ....      ..::                   
gi|144 YSVLATDYDNYAI-VEGCPAAA-NGHVIYVQL------RLTWRRFHPKLGDKEMIQHYTL 
             110        120        130             140       150    
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gi|144 DQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
           160       170       180   
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (9-66:5-51) 
 
               10        20        30        40        50        60 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
               .:.:.: : : .   :   :  .  : :. ::..         :   . .:: 
gi|145     PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKKNGD 
                   10            20        30               40      
 
               70        80                                         
2MEPSP VKFAEVLEMMGAKVTWTETS                                         
       . :.::                                                       
gi|145 ITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTV 
          50        60        70        80        90       100      
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (9-66:5-51) 
 
               10        20        30        40        50        60 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
               .:.:.: : : .   :   :  .  : :. ::..         :   . .:: 
gi|145     PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKKNGD 
                   10            20        30               40      
 
               70        80                                         
2MEPSP VKFAEVLEMMGAKVTWTETS                                         
       . :.::                                                       
gi|145 ITFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTV 
          50        60        70        80        90       100      
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.9  bits: 18.8 E():   63 
Smith-Waterman score: 46; 25.0% identity (55.0% similar) in 60 aa overlap (1-60:12-65) 
 
                          10        20        30        40          
2MEPSP            AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                  : ..:.:  .  :.   : .: .:  . .... .:  .  :  .:   . 
gi|331 IPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKDVDKAPFNG---M 
               10          20         30        40        50        
 
      50        60        70        80                              
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETS                              
        :::.: .  :                                                  
gi|331 TGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFGS 
           60        70        80        90       100       110     
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (16-50:69-101) 
 
                              10        20        30        40      
2MEPSP                AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
          50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
       .. ::                               
gi|148 AIGVEEWAVLVKA                       
        100                                
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.4 E():   65 
Smith-Waterman score: 50; 28.0% identity (60.0% similar) in 50 aa overlap (27-76:102-143) 
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                   10        20        30        40        50       
2MEPSP     AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
         60        70        80                                     
2MEPSP LQGDVKFAEVLEMMGAKVTWTETS                                     
        .: : ....      ..::                                         
gi|194 -NGHVIYVQL------RLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYE 
                     140       150       160       170       180    
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (9-66:11-57) 
 
                 10        20        30        40        50         
2MEPSP   AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|246 MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKEN 
               10         20           30        40                 
 
       60        70        80                                       
2MEPSP GDVKFAEVLEMMGAKVTWTETS                                       
       ::: :.:.                                                     
gi|246 GDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILN 
      50        60        70        80        90       100          
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (9-66:11-57) 
 
                 10        20        30        40        50         
2MEPSP   AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|246 MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKEN 
               10         20           30        40                 
 
       60        70        80                                       
2MEPSP GDVKFAEVLEMMGAKVTWTETS                                       
       ::: :.:.                                                     
gi|246 GDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILS 
      50        60        70        80        90       100          
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.5  bits: 17.6 E():   67 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (20-59:20-60) 
 
               10        20        30        40        50           
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQG 
                          :  .: . :...:.     : . .::.:    : :  ...: 
gi|384 MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTING 
               10        20        30        40        50        60 
 
      60        70        80                                   
2MEPSP DVKFAEVLEMMGAKVTWTETS                                   
                                                               
gi|384 LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.3  bits: 18.8 E():   68 
Smith-Waterman score: 46; 25.0% identity (55.0% similar) in 60 aa overlap (1-60:36-89) 
 
                                             10        20        30 
2MEPSP                               AEHSDSWDRFYIKGGQKYKSPKNAYVEGDA 
                                     : ..:.:  .  :.   : .: .:  . .. 
gi|180 SSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKW--LDAKSTW-YGKPTGAGPKDNG 
          10        20        30        40           50        60   
 
               40        50        60        70        80           
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2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS           
       .. .:  .  :  .:   . :::.: .  :                               
gi|180 GACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDD 
             70           80        90       100       110          
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.3  bits: 18.8 E():   68 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (16-45:231-261) 
 
                              10        20        30        40      
2MEPSP                AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
            50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
       ::                                    
gi|226 GGYKV                                 
     260                                     
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (26-65:87-131) 
 
                    10        20        30             40        50 
2MEPSP      AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
               60        70        80               
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETS               
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (26-65:87-131) 
 
                    10        20        30             40        50 
2MEPSP      AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
               60        70        80               
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETS               
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 48; 27.3% identity (51.5% similar) in 66 aa overlap (6-65:66-131) 
 
                                        10        20         30     
2MEPSP                          AEHSDSWDRFYIKGGQKYKSPKN-AYVEGDASS-- 
                                     :. .  : : .: .   : . ::::: :   
gi|444 PQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDK 
          40        50        60        70        80        90      
 
                40        50        60        70        80          
2MEPSP ---ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS          
           .: .  .: . :   ... ..    :::.. :                         
gi|444 IEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAAN 
         100       110       120       130       140       150      
 
gi|444 PDACN 
         160 
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>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (10-56:68-112) 
 
                                    10        20        30          
2MEPSP                      AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
      40        50        60        70        80                    
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS                    
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.8  bits: 14.9 E():   74 
Smith-Waterman score: 36; 57.1% identity (100.0% similar) in 7 aa overlap (1-7:12-18) 
 
                          10        20        30        40          
2MEPSP            AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                  ::..:.:                                           
gi|409 IAKVPPGGXITAEYGDKWLD                                         
               10        20                                         
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.6 E():   74 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (42-66:20-42) 
 
              20        30        40        50        60        70  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
              80                                                    
2MEPSP AKVTWTETS                                                    
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.6 E():   74 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (42-66:20-42) 
 
              20        30        40        50        60        70  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
              80                                                    
2MEPSP AKVTWTETS                                                    
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.6 E():   74 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (42-66:20-42) 
 
              20        30        40        50        60        70  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
              80                                                    
2MEPSP AKVTWTETS                                                    
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gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.7 E():   75 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (42-66:21-43) 
 
              20        30        40        50        60        70  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
              80                                                    
2MEPSP AKVTWTETS                                                    
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.7 E():   75 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (42-66:21-43) 
 
              20        30        40        50        60        70  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
              80                                                    
2MEPSP AKVTWTETS                                                    
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.7 E():   75 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (42-66:21-43) 
 
              20        30        40        50        60        70  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
              80                                                    
2MEPSP AKVTWTETS                                                    
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.7 E():   75 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (42-66:21-43) 
 
              20        30        40        50        60        70  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
              80                                                    
2MEPSP AKVTWTETS                                                    
                                                                    
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (10-36:319-345) 
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                                    10        20        30          
2MEPSP                      AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
      40        50        60        70        80 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                                 
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA     
      350       360       370       380          
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (16-51:259-293) 
 
                              10        20        30        40      
2MEPSP                AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
          50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
       ::.. :                              
gi|119 TVSAGGYKV                           
       290                                 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.6  bits: 18.0 E():   75 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (38-59:150-172) 
 
        10        20        30        40         50        60       
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
         70        80 
2MEPSP LEMMGAKVTWTETS 
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (26-71:86-130) 
 
                    10        20        30        40        50      
2MEPSP      AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
          60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETS 
       . ..  : :.: . .:          
gi|136 KKEALPKCAQVYNKLGMYPPNM    
          120       130          
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (9-66:1-47) 
 
               10        20        30        40        50        60 
2MEPSP AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
               .:.:.: : : .   :   :  .  : :. ::..         :   . .:: 
gi|136         QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENGD 
                        10           20        30               40  
 
               70        80                                         
2MEPSP VKFAEVLEMMGAKVTWTETS                                         
       : :.::                                                       
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gi|136 VTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNTL 
              50        60        70        80        90       100  
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (16-50:69-101) 
 
                              10        20        30        40      
2MEPSP                AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
          50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
        . :.                               
gi|288 KIGVDEFAAMIKG                       
        100                                
 
>>gi|3337403|gb|AAD05375.1| calcium-binding pollen aller  (84 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 16.9 E():   79 
Smith-Waterman score: 41; 40.0% identity (55.0% similar) in 20 aa overlap (1-20:9-28) 
 
                       10        20        30        40        50   
2MEPSP         AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
               :::   . ::  .:  : .:                                 
gi|333 MADDPQEVAEHERIFKRFDANGDGKISSSELGETLKTLGSVTPEEIQRMMAEIDTDGDGF 
               10        20        30        40        50        60 
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (44-59:132-144) 
 
            20        30        40        50        60        70    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
            80 
2MEPSP VTWTETS 
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (44-59:132-144) 
 
            20        30        40        50        60        70    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
            80 
2MEPSP VTWTETS 
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (9-66:10-56) 
 
                10        20        30        40        50          
2MEPSP  AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|136 EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
               10         20           30        40                 
 
      60        70        80                                        
2MEPSP DVKFAEVLEMMGAKVTWTETS                                        
       :: :.::                                                      
gi|136 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNT 
      50        60        70        80        90       100          
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>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (9-66:10-56) 
 
                10        20        30        40        50          
2MEPSP  AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|144 EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
               10         20           30        40                 
 
      60        70        80                                        
2MEPSP DVKFAEVLEMMGAKVTWTETS                                        
       :: :.::                                                      
gi|144 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFKLNT 
      50        60        70        80        90       100          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (44-59:140-152) 
 
            20        30        40        50        60        70    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
            80 
2MEPSP VTWTETS 
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (44-59:140-152) 
 
            20        30        40        50        60        70    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|145 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
            80 
2MEPSP VTWTETS 
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (44-59:140-152) 
 
            20        30        40        50        60        70    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
            80 
2MEPSP VTWTETS 
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (44-59:140-152) 
 
            20        30        40        50        60        70    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
            80 
2MEPSP VTWTETS 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (44-59:140-152) 
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            20        30        40        50        60        70    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
            80 
2MEPSP VTWTETS 
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (44-59:140-152) 
 
            20        30        40        50        60        70    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
            80 
2MEPSP VTWTETS 
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (44-59:140-152) 
 
            20        30        40        50        60        70    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
            80 
2MEPSP VTWTETS 
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (44-59:140-152) 
 
            20        30        40        50        60        70    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
            80 
2MEPSP VTWTETS 
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (44-59:140-152) 
 
            20        30        40        50        60        70    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
            80 
2MEPSP VTWTETS 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (44-59:140-152) 
 
            20        30        40        50        60        70    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
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            80 
2MEPSP VTWTETS 
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (44-59:140-152) 
 
            20        30        40        50        60        70    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
            80 
2MEPSP VTWTETS 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (26-60:30-64) 
 
                   10        20        30        40        50       
2MEPSP     AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                    : :. :. .  : :  ...  .:..:: .:. 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMSTG 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP LQGDVKFAEVLEMMGAKVTWTETS                                     
        . :                                                         
gi|160 PHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (44-59:140-152) 
 
            20        30        40        50        60        70    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
            80 
2MEPSP VTWTETS 
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 45; 29.0% identity (67.7% similar) in 31 aa overlap (32-61:4-34) 
 
              10        20        30        40         50        60 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGD 
                                     ... : .. ..:: .  : :: : :.. :. 
gi|160                            MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGN 
                                          10        20        30    
 
               70        80                                         
2MEPSP VKFAEVLEMMGAKVTWTETS                                         
       .                                                            
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGT 
            40        50        60        70        80        90    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (44-59:140-152) 
 
            20        30        40        50        60        70    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
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            80 
2MEPSP VTWTETS 
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (44-59:140-152) 
 
            20        30        40        50        60        70    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
            80 
2MEPSP VTWTETS 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (44-59:140-152) 
 
            20        30        40        50        60        70    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
            80 
2MEPSP VTWTETS 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (22-71:40-93) 
 
                        10        20        30            40        
2MEPSP          AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
        50        60        70        80                            
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS                            
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (16-45:232-262) 
 
                              10        20        30        40      
2MEPSP                AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
            50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
       ::                                    
gi|180 GGYKV                                 
                                             
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (28-65:93-131) 
 
                  10        20        30         40        50       
2MEPSP    AEHSDSWDRFYIKGGQKYKSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
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         60        70        80               
2MEPSP LQGDVKFAEVLEMMGAKVTWTETS               
        .::... :                              
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN 
            130       140       150       160 
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 67.3  bits: 18.9 E():   89 
Smith-Waterman score: 49; 27.6% identity (62.1% similar) in 58 aa overlap (10-65:105-159) 
 
                                    10        20        30          
2MEPSP                      AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL-- 
                                     .:. .:.:  . ..: :.   ..   :.   
gi|151 TPGTLRYGATREKALWIIFSQNMNIKLKMPLYV-AGHKTIDGRGADVHLGNGGPCLFMRK 
           80        90       100        110       120       130    
 
        40        50        60        70        80                  
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS                  
       .. .:  : . ..::.:. : :::  .:                                 
gi|151 VSHVILHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSD 
           140        150        160       170       180       190  
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (53-78:38-62) 
 
             30        40        50        60        70        80   
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS   
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 67.2  bits: 18.5 E():   90 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (39-80:216-260) 
 
       10        20        30        40        50           60      
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
          70        80                          
2MEPSP VLEMMGAKVTWTETS                          
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (28-50:145-167) 
 
                  10        20        30        40        50        
2MEPSP    AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
        60        70        80                                      
2MEPSP QGDVKFAEVLEMMGAKVTWTETS                                      
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (11-43:331-363) 
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                                   10        20        30        40 
2MEPSP                     AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
               50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
       ..:                                      
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ   
              370       380       390           
 
>>gi|14531016|gb|AAK63087.1| parvalbumin beta [Gadus mor  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.0 E():   97 
Smith-Waterman score: 41; 39.1% identity (52.2% similar) in 23 aa overlap (1-23:21-43) 
 
                                   10        20        30        40 
2MEPSP                     AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                           :: : .   :. : :   ::: .                  
gi|145 MAFAGILNDADITAALAACKAEGSFDHKAFFTKVGLAAKSPADIKKVFEIIDQDKSDFVE 
               10        20        30        40        50        60 
 
               50        60        70        80          
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS          
                                                         
gi|145 EDELKLFLQNFSAGARALSDAETKVFLKAGDSDGDGKIGVDEFGAMIKA 
               70        80        90       100          
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.0 E():   97 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (22-50:73-101) 
 
                        10        20        30        40        50  
2MEPSP          AEHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
              60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     
gi|193 FNHLVKH                       
                                     
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (20-44:59-84) 
 
                          10        20         30        40         
2MEPSP            AEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
       50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                        
gi|833 AAEEKKEEEKEESDEDMGFGLFD          
       90       100       110           
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (20-44:59-84) 
 
                          10        20         30        40         
2MEPSP            AEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
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       50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                        
gi|668 AAKEKNEEEKEESDEDMGFGLFD          
       90       100       110           
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (20-45:59-83) 
 
                          10        20         30        40         
2MEPSP            AEHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
       50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                        
gi|215 AAPEAERAEEEKEESDDDMGFGLFD        
         90       100       110         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:50 2011 done: Tue Apr 19 10:57:50 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 226  - 305 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     2     0:= 
  26     0     0: 
  28     2     0:= 
  30    11     2:*=== 
  32    16     8:==*=== 
  34    14    22:=====  * 
  36    37    44:============= * 
  38    47    73:================        * 
  40   125   102:=================================*======== 
  42    99   125:=================================        * 
  44   161   137:=============================================*======== 
  46   158   140:==============================================*====== 
  48   128   134:=========================================== * 
  50   126   122:========================================*= 
  52   109   107:===================================*= 
  54   102    92:==============================*=== 
  56    56    77:===================      * 
  58    52    63:==================  * 
  60    39    51:=============   * 
  62    34    41:============ * 
  64    30    33:==========* 
  66    16    26:======  * 
  68    42    20:======*======= 
  70    19    16:=====*= 
  72    13    12:===*= 
  74     9    10:===* 
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  76    20     8:==*==== 
  78     6     6:=* 
  80     3     5:=* 
  82     2     3:* 
  84     3     3:* 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.65920.00345; mu= 13.9896 0.179 
 mean_var=34.3831 8.934, 0's: 2 Z-trim: 3  B-trim: 66 in 1/43 
 Lambda= 0.218727 
 Kolmogorov-Smirnov  statistic: 0.0231 (N=28) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   79 29.1   0.032 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 24.6     1.6 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.7       2 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 24.0     2.4 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 24.0     2.5 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 24.1     3.3 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.7     3.8 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   53 20.8       7 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 20.9     9.9 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.0      11 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.2      11 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.6      12 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.4      13 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.7      17 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 21.1      17 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 20.0      18 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.2      21 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.2      21 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.6      21 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   48 19.2      21 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.7      23 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 18.9      24 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   51 20.5      25 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.7      26 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.7      26 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.1      26 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.3      27 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.7      28 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 20.9      30 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 20.9      30 
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gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 20.9      30 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 20.9      30 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.0      31 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.0      32 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.0      33 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 18.6      33 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.0      33 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   51 20.6      34 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   48 19.4      34 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.8      36 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.2      38 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 19.9      38 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.6      38 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   48 19.5      41 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   49 19.9      42 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   48 19.5      42 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   48 19.5      42 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   48 19.5      42 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 18.7      42 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   42 17.1      43 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   48 19.5      43 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.3      45 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.3      45 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 18.4      48 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 20.7      49 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.4      54 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.6      55 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.0      57 
gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyr ( 131)   44 18.0      57 
gi|51860756|gb|AAU11502.1| fatty acid-biding prote ( 131)   44 18.0      57 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.6      58 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.6      58 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 19.2      59 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.4      60 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 18.0      60 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 18.0      60 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.7      61 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.5      62 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.1      62 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 18.1      62 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.7      64 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.9      65 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.1      67 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.1      67 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.1      67 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.3      69 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.3      70 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.9      71 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.7      71 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.7      71 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.7      71 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.7      71 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.7      71 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.7      71 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.7      71 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.1      72 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.7      73 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.7      73 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.3      76 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.7      76 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.7      76 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.7      77 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.7      77 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   43 17.8      80 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   43 17.8      80 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   43 17.8      80 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   43 17.8      80 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   43 17.8      80 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.8      80 
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gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   43 17.8      80 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   43 17.8      80 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   43 17.8      80 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   43 17.8      80 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   43 17.8      80 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   43 17.8      80 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.8      80 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 17.8      80 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   43 17.8      80 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   43 17.8      80 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   43 17.8      80 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.5      80 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 17.8      81 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 17.8      83 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.0      84 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 18.6      85 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 17.8      85 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.0      89 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   48 19.8      89 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   48 19.8      89 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.0      89 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   48 19.8      89 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.0      94 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   41 17.0      95 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.0      95 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.0      95 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.0      95 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.4      99 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  49 init1:  49 opt:  79  Z-score: 129.2  bits: 29.1 E(): 0.032 
Smith-Waterman score: 79; 29.7% identity (56.8% similar) in 74 aa overlap (10-79:52-125) 
 
                                    10        20           30       
2MEPSP                      EHSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
         40        50         60        70        80                
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLEMMGAKVTWTETSV                
       .:.: . :.  : :  :.. .  : :  .:..  :    :...:                 
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 98.7  bits: 24.6 E():  1.6 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (15-66:79-131) 
 
                               10        20        30        40     
2MEPSP                 EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
            50        60        70        80                        
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV                        
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 97.2  bits: 24.7 E():    2 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (11-47:8-44) 
 
               10        20        30        40        50        60 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                 ... : . :  :  ::.:.. .. .:: ::. .:. :              
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gi|144    MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGS 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP KFAEVLEMMGAKVTWTETSV                                         
                                                                    
gi|144 DYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAI 
        60        70        80        90       100       110        
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 95.7  bits: 24.0 E():  2.4 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (15-66:59-111) 
 
                               10        20        30        40     
2MEPSP                 EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
            50        60        70        80                        
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV                        
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 95.3  bits: 24.0 E():  2.5 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (15-66:79-131) 
 
                               10        20        30        40     
2MEPSP                 EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
            50        60        70        80                        
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV                        
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 93.1  bits: 24.1 E():  3.3 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (13-59:423-469) 
 
                                 10        20        30        40   
2MEPSP                   EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
               50        60        70        80          
2MEPSP GGTVTVE--GCGTTSLQGDVKFAEVLEMMGAKVTWTETSV          
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 92.1  bits: 23.7 E():  3.8 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (11-47:8-44) 
 
               10        20        30        40        50        60 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                 ... : . :  :  ::.:.. .. .:: ::.  :. :              
gi|144    MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGS 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP KFAEVLEMMGAKVTWTETSV                                         
                                                                    
gi|144 DYLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAI 
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        60        70        80        90       100       110        
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 87.3  bits: 20.8 E():    7 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (15-49:69-101) 
 
                               10        20        30        40     
2MEPSP                 EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
           50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
        . ::                                
gi|207 KIGVEEFQALVKA                        
        100                                 
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 84.6  bits: 20.9 E():  9.9 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (23-51:86-113) 
 
                       10        20        30        40        50   
2MEPSP         EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
             60        70        80                          
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSV                          
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 84.0  bits: 21.0 E():   11 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (23-51:102-129) 
 
                       10        20        30        40        50   
2MEPSP         EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
             60        70        80                          
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSV                          
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 83.8  bits: 20.2 E():   11 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (15-49:69-101) 
 
                               10        20        30        40     
2MEPSP                 EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
           50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
        . ::                                
gi|207 KIGVEEFQALVKA                        
        100                                 
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 83.2  bits: 20.6 E():   12 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (21-64:83-130) 
 
                         10        20        30             40      
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2MEPSP           EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
          50        60        70        80              
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV              
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 82.6  bits: 21.4 E():   13 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (15-50:264-297) 
 
                               10        20        30        40     
2MEPSP                 EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
           50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
       .... :                               
gi|663 ATAAAGGYKA                           
             300                            
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.3  bits: 20.7 E():   17 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (41-60:208-227) 
 
               20        30        40        50        60        70 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
               80       
2MEPSP AKVTWTETSV       
                        
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 80.1  bits: 21.1 E():   17 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (4-61:38-94) 
 
                                          10        20        30    
2MEPSP                            EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
            40          50         60        70        80           
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVKFAEVLEMMGAKVTWTETSV           
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (21-64:83-130) 
 
                         10        20        30             40      
2MEPSP           EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
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          50        60        70        80              
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV              
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (20-49:73-101) 
 
                          10        20        30        40          
2MEPSP            EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
      50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                                       
gi|288 EFAVWVKQ                        
                                       
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.6  bits: 19.2 E():   21 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (19-44:59-84) 
 
                           10        20        30        40         
2MEPSP             EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
       50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                                        
gi|117 APEAAKEEEKEESDDDMGFGLFD          
       90       100       110           
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (41-65:35-57) 
 
               20        30        40        50        60        70 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
               80                                                   
2MEPSP AKVTWTETSV                                                   
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.5  bits: 19.2 E():   21 
Smith-Waterman score: 48; 27.9% identity (62.8% similar) in 43 aa overlap (7-49:52-89) 
 
                                       10        20        30       
2MEPSP                         EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                     ...  .:..:  :  .. . : :.:.     
gi|117 DVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASG---- 
              30        40        50        60        70            
 
         40        50        60        70        80 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
        ::: .::.. .:                                
gi|117 -GAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD        
         80        90       100       110           
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>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 77.9  bits: 19.7 E():   23 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (23-51:84-111) 
 
                       10        20        30        40        50   
2MEPSP         EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
             60        70        80                        
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSV                        
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.5  bits: 18.9 E():   24 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (12-31:53-72) 
 
                                  10        20        30        40  
2MEPSP                    EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
              50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                                               
gi|897 AQLPAMCRLEGGDALLASQ                     
             90       100                      
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 77.4  bits: 20.5 E():   25 
Smith-Waterman score: 51; 25.8% identity (51.5% similar) in 66 aa overlap (7-69:239-304) 
 
                                       10        20           30    
2MEPSP                         EHSDSWDRFYIKGGQKYKSPKNAYVEGD---ASSAS 
                                     .:.:.   :  :. ..: :  .   . : . 
gi|324 NKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHA 
      210       220       230       240       250       260         
 
            40        50        60        70        80 
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
        :. :   .       :  .:.:  :::.. : :..            
gi|324 VFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV        
      270       280       290       300                
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 77.1  bits: 21.7 E():   26 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (18-60:113-154) 
 
                            10        20        30        40        
2MEPSP              EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
        50        60        70        80                            
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV                            
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 77.1  bits: 21.7 E():   26 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (18-60:113-154) 
 
                            10        20        30        40        
2MEPSP              EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
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gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
        50        60        70        80                            
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV                            
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 77.1  bits: 20.1 E():   26 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (11-41:25-54) 
 
                             10        20        30        40       
2MEPSP               EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
         50        60        70        80                           
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV                           
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.7  bits: 19.3 E():   27 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (43-58:140-152) 
 
             20        30        40        50        60        70   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: ::   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG               
     110       120       130       140          150                 
 
             80 
2MEPSP VTWTETSV 
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.5  bits: 19.7 E():   28 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (6-41:166-201) 
 
                                        10        20        30      
2MEPSP                          EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
          40        50        60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
        : : .                                        
gi|116 EAVAKVNFQ                                     
         200                                         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (12-51:437-480) 
 
                                  10        20            30        
2MEPSP                    EHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        40        50        60        70        80      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV      
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  39 init1:  39 opt:  52  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (12-51:437-480) 
 
                                  10        20            30        
2MEPSP                    EHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        40        50        60        70        80      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV      
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (12-51:437-480) 
 
                                  10        20            30        
2MEPSP                    EHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        40        50        60        70        80      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV      
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (12-51:437-480) 
 
                                  10        20            30        
2MEPSP                    EHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        40        50        60        70        80      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV      
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (12-51:437-480) 
 
                                  10        20            30        
2MEPSP                    EHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        40        50        60        70        80      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV      
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (12-51:437-480) 
 
                                  10        20            30        
2MEPSP                    EHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
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        410       420       430       440       450       460       
 
        40        50        60        70        80      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV      
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (12-51:437-480) 
 
                                  10        20            30        
2MEPSP                    EHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        40        50        60        70        80      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV      
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (12-51:437-480) 
 
                                  10        20            30        
2MEPSP                    EHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        40        50        60        70        80      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV      
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (12-51:437-480) 
 
                                  10        20            30        
2MEPSP                    EHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        40        50        60        70        80      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV      
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (12-51:437-480) 
 
                                  10        20            30        
2MEPSP                    EHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        40        50        60        70        80      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV      
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
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>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (12-51:437-480) 
 
                                  10        20            30        
2MEPSP                    EHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        40        50        60        70        80      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV      
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (12-51:437-480) 
 
                                  10        20            30        
2MEPSP                    EHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        40        50        60        70        80      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV      
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (12-51:437-480) 
 
                                  10        20            30        
2MEPSP                    EHSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        40        50        60        70        80      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV      
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.6  bits: 19.0 E():   31 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (25-70:86-130) 
 
                     10        20        30        40        50     
2MEPSP       EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
           60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSV 
       . ..  : :.: . .:           
gi|136 KKEALPKCAQVYNKLGMYPPNM     
          120       130           
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.5  bits: 19.0 E():   32 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (25-70:90-134) 
 
                     10        20        30        40        50     
2MEPSP       EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
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                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
           60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSV 
       . ..  : :.: . .:           
gi|145 KKEALPKCAQVYNKLGMYPPNM     
      120       130       140     
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.2  bits: 19.0 E():   33 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (25-70:96-140) 
 
                     10        20        30        40        50     
2MEPSP       EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
           60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSV 
       . ..  : :.: . .:           
gi|246 KKEALPKCAQVYNKLGMYPPNM     
          130       140           
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 75.1  bits: 18.6 E():   33 
Smith-Waterman score: 46; 27.9% identity (60.5% similar) in 43 aa overlap (7-49:52-89) 
 
                                       10        20        30       
2MEPSP                         EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                     ...  .: .:  :  .. . : :.:.     
gi|185 DVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASG---- 
              30        40        50        60        70            
 
         40        50        60        70        80 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
        ::: .::.. .:                                
gi|185 -GAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD        
         80        90       100       110           
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 75.1  bits: 19.0 E():   33 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (31-57:9-38) 
 
               10        20        30           40        50        
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQ 
                                     ::  ::   :.:.:  .:: ::: . .: : 
gi|110                       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQ 
                                     10        20        30         
 
        60        70        80                                      
2MEPSP GDVKFAEVLEMMGAKVTWTETSV                                      
                                                                    
gi|110 SCQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQ 
       40        50        60        70        80        90         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 74.9  bits: 20.6 E():   34 
Smith-Waterman score: 51; 24.2% identity (56.5% similar) in 62 aa overlap (6-66:315-373) 
 
                                        10        20        30      
2MEPSP                          EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY- 
                                     : .. .. :  :   ::: :    .  :.  
gi|259 NINDPARADIYTPEVGRLTTLNSLNLPILKWLQLSVEKGVLY---KNALVLPHWNLNSHS 
          290       300       310       320          330       340  
 
           40        50        60        70        80               
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV               
       .. :    : . .:.. :.  ..:.:. ...:                             
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gi|259 IIYGCKGKGQVQVVDNFGNRVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRA 
             350       360       370       380       390       400  
 
gi|259 MTSPLAGRTSVLGGMPEEVLANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA 
             410       420       430       440       450        
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 74.9  bits: 19.4 E():   34 
Smith-Waterman score: 48; 20.0% identity (60.0% similar) in 50 aa overlap (6-55:79-127) 
 
                                        10        20        30      
2MEPSP                          EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :.    . .: . .  : : . .  ... . 
gi|549 NEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDNCRNSAKY 
       50        60        70        80        90        100        
 
          40        50        60        70        80                
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV                
        .:  :. :..:... :..:                                         
gi|549 SVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIG 
       110       120       130       140       150       160        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (32-59:133-160) 
 
              10        20        30        40        50        60  
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
              70        80                                          
2MEPSP FAEVLEMMGAKVTWTETSV                                          
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 50; 33.3% identity (55.6% similar) in 27 aa overlap (4-28:291-317) 
 
                                          10          20        30  
2MEPSP                            EHSDSWDRFYIKGGQKYK--SPKNAYVEGDASS 
                                     : ::.. : :...    :  : .:  :    
gi|113 TLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVAPDFIY 
              270       280       290       300       310       320 
 
              40        50        60        70        80            
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV            
                                                                    
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.0  bits: 19.9 E():   38 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (49-73:282-306) 
 
       20        30        40        50        60        70         
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
       80 
2MEPSP SV 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.9  bits: 20.6 E():   38 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (15-63:264-309) 
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                               10        20         30        40    
2MEPSP                 EHSDSWDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
            50        60        70        80                        
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV                        
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 73.5  bits: 19.5 E():   41 
Smith-Waterman score: 48; 25.4% identity (55.9% similar) in 59 aa overlap (1-59:25-77) 
 
                                       10        20        30       
2MEPSP                         EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                               :..:.:  .  :.   : .: .:  . .... .:   
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGGACGYKD 
               10        20        30           40        50        
 
         40        50        60        70        80                 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV                 
       .  :  .:   . :::.: .  :                                      
gi|168 VDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAP 
        60           70        80        90       100       110     
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.3  bits: 19.9 E():   42 
Smith-Waterman score: 49; 30.2% identity (53.5% similar) in 43 aa overlap (2-44:156-193) 
 
                                            10        20        30  
2MEPSP                              EHSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                     :.::     .: :..  :  :  . :  :  
gi|546 AEIVAVKVLRSNGSGSMSDVIKGVEFAVKSHQDS-----VKKGKNSFSTANMSLGGGKSP 
         130       140       150            160       170       180 
 
              40        50        60        70        80            
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV            
       :  . ..::. .:                                                
gi|546 ALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFSNYGKCV 
              190       200       210       220       230       240 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 48; 25.4% identity (55.9% similar) in 59 aa overlap (1-59:36-88) 
 
                                             10        20        30 
2MEPSP                               EHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     :..:.:  .  :.   : .: .:  . ... 
gi|752 SVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGG 
          10        20        30        40           50        60   
 
               40        50        60        70        80           
2MEPSP SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV           
       . .:  .  :  .:   . :::.: .  :                                
gi|752 ACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDN 
             70           80        90       100       110          
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 48; 25.4% identity (55.9% similar) in 59 aa overlap (1-59:36-88) 
 
                                             10        20        30 
2MEPSP                               EHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     :..:.:  .  :.   : .: .:  . ... 
gi|168 SVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGG 
          10        20        30        40           50        60   
 
               40        50        60        70        80           
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2MEPSP SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV           
       . .:  .  :  .:   . :::.: .  :                                
gi|168 ACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDN 
             70           80        90       100       110          
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 48; 25.4% identity (55.9% similar) in 59 aa overlap (1-59:36-88) 
 
                                             10        20        30 
2MEPSP                               EHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     :..:.:  .  :.   : .: .:  . ... 
gi|126 SVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGG 
          10        20        30        40           50        60   
 
               40        50        60        70        80           
2MEPSP SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV           
       . .:  .  :  .:   . :::.: .  :                                
gi|126 ACGYKNVDKAPFNG---MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDN 
             70           80        90       100       110          
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 18.7 E():   42 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (54-69:135-150) 
 
            30        40        50        60        70        80 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                                     :. .: : : : .:::            
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD         
          110       120       130       140       150            
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 17.1 E():   43 
Smith-Waterman score: 42; 42.1% identity (52.6% similar) in 19 aa overlap (1-19:1-19) 
 
               10        20        30        40        50        60 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
       ::   . ::  ::  : .:                                          
gi|377 EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL         
               10        20        30        40        50           
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 73.1  bits: 19.5 E():   43 
Smith-Waterman score: 48; 25.4% identity (55.9% similar) in 59 aa overlap (1-59:42-94) 
 
                                             10        20        30 
2MEPSP                               EHSDSWDRFYIKGGQKYKSPKNAYVEGDAS 
                                     :..:.:  .  :.   : .: .:  . ... 
gi|249 SLLVVAALLAVFVGSAQGIAKVPPGPNITAEYGDKW--LDAKSTW-YGKPTGAGPKDNGG 
              20        30        40          50         60         
 
               40        50        60        70        80           
2MEPSP SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV           
       . .:  .  :  .:   . :::.: .  :                                
gi|249 ACGYKDVDKAPFNG---MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDN 
       70        80           90       100       110       120      
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.7  bits: 20.3 E():   45 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (12-44:269-302) 
 
                                  10        20        30         40 
2MEPSP                    EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
               50        60        70        80                     
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV                     
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
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      300       310       320       330       340       350         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.7  bits: 20.3 E():   45 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (12-44:269-302) 
 
                                  10        20        30         40 
2MEPSP                    EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
               50        60        70        80                     
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV                     
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.2  bits: 18.4 E():   48 
Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (8-65:1-47) 
 
               10        20        30        40        50        60 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
              .:.:.: : : .   :   :  .  : :. ::..         :   . .::. 
gi|136        QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQCKEKK-NGDI 
                       10           20        30               40   
 
               70        80                                         
2MEPSP KFAEVLEMMGAKVTWTETSV                                         
        :.::                                                        
gi|136 TFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVN 
             50        60        70        80        90       100   
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.0  bits: 20.7 E():   49 
Smith-Waterman score: 59; 29.1% identity (54.5% similar) in 55 aa overlap (11-60:101-154) 
 
                                   10             20        30      
2MEPSP                     EHSDSWDRFYIKGG-----QKYKSPKNAYVEGDASSASYF 
                                     .:::     .  :.  :::  :....:    
gi|219 ISVLTTDSDVSEITWLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSG 
               80        90       100       110       120       130 
 
          40        50        60        70        80                
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV                
       :   : .:  ..  : : .. .::.                                    
gi|219 LK-LAKSGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAV 
               140       150       160       170       180          
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (25-64:87-131) 
 
                     10        20             30        40          
2MEPSP       EHSDSWDRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
      50        60        70        80             
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSV             
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.0  bits: 19.6 E():   55 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (15-44:340-370) 
 
                               10        20        30        40     
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2MEPSP                 EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
             50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
       ::                                     
gi|113 GGYKV                                  
      370                                     
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (41-65:19-41) 
 
               20        30        40        50        60        70 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
               80                                                   
2MEPSP AKVTWTETSV                                                   
                                                                    
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|156938917|gb|ABU97480.1| allergen Tyr p 13 [Tyropha  (131 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 44; 25.8% identity (59.7% similar) in 62 aa overlap (1-62:11-64) 
 
                         10        20        30        40        50 
2MEPSP           EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                 :.::..: :  . : .. . .:      :.:::  .  . . : . :..  
gi|156 MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIKT 
               10        20         30             40         50    
 
               60        70        80                               
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSV                               
        .: . ....::                                                 
gi|156 SSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
             60        70        80        90       100       110   
 
>>gi|51860756|gb|AAU11502.1| fatty acid-biding protein [  (131 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 44; 25.8% identity (59.7% similar) in 62 aa overlap (1-62:11-64) 
 
                         10        20        30        40        50 
2MEPSP           EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                 :.::..: :  . : .. . .:      :.:::  .  . . : . :..  
gi|518 MVQLNGSYKLEKSDNFDAFLKELGVNFVT-RNL-----AKSASPTVE-VIVDGDSYTIKT 
               10        20         30             40         50    
 
               60        70        80                               
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSV                               
        .: . ....::                                                 
gi|518 SSTLK-NSEIKFKLGEEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
             60        70        80        90       100       110   
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (10-44:331-365) 
 
                                    10        20        30          
2MEPSP                      EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
      40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
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       ....:                                     
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV     
              370       380       390            
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (10-44:331-365) 
 
                                    10        20        30          
2MEPSP                      EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
      40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
       ....:                                     
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV     
              370       380       390            
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.5  bits: 19.2 E():   59 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (8-60:18-64) 
 
                         10        20        30        40        50 
2MEPSP           EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .: .... :   :  : :.   :..:  . :  .       .: 
gi|107 MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE----KFKG 
               10        20        30          40        50         
 
               60        70        80                               
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSV                               
        :.: :.::.                                                   
gi|107 LGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFG 
           60        70        80        90       100       110     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 18.4 E():   60 
Smith-Waterman score: 51; 23.6% identity (56.9% similar) in 72 aa overlap (7-75:72-135) 
 
                                       10        20           30    
2MEPSP                         EHSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
            40        50        60        70        80              
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV              
       : . ..   . .. :::: ... .: : ....      ..::                   
gi|144 YSVLATDYDNYAI-VEGCPAAA-NGHVIYVQL------RLTWRRFHPKLGDKEMIQHYTL 
             110        120        130             140       150    
 
gi|144 DQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
           160       170       180   
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.0 E():   60 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (8-65:5-51) 
 
               10        20        30        40        50        60 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
              .:.:.: : : .   :   :  .  : :. ::..         :   . .::. 
gi|145    PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKKNGDI 
                  10            20        30               40       
 
               70        80                                         
2MEPSP KFAEVLEMMGAKVTWTETSV                                         
        :.::                                                        
gi|145 TFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVN 
         50        60        70        80        90       100       
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>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.0 E():   60 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (8-65:5-51) 
 
               10        20        30        40        50        60 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
              .:.:.: : : .   :   :  .  : :. ::..         :   . .::. 
gi|145    PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKKNGDI 
                  10            20        30               40       
 
               70        80                                         
2MEPSP KFAEVLEMMGAKVTWTETSV                                         
        :.::                                                        
gi|145 TFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVN 
         50        60        70        80        90       100       
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.2  bits: 17.7 E():   61 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (15-49:69-101) 
 
                               10        20        30        40     
2MEPSP                 EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
           50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
       .. ::                                
gi|148 AIGVEEWAVLVKA                        
        100                                 
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.5 E():   62 
Smith-Waterman score: 50; 28.0% identity (60.0% similar) in 50 aa overlap (26-75:102-143) 
 
                    10        20        30        40        50      
2MEPSP      EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
          60        70        80                                    
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSV                                    
        .: : ....      ..::                                         
gi|194 -NGHVIYVQL------RLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYE 
                     140       150       160       170       180    
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (8-65:11-57) 
 
                  10        20        30        40        50        
2MEPSP    EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|246 MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKEN 
               10         20           30        40                 
 
        60        70        80                                      
2MEPSP GDVKFAEVLEMMGAKVTWTETSV                                      
       ::: :.:.                                                     
gi|246 GDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILS 
      50        60        70        80        90       100          
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (8-65:11-57) 
 
                  10        20        30        40        50        
2MEPSP    EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
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gi|246 MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKEN 
               10         20           30        40                 
 
        60        70        80                                      
2MEPSP GDVKFAEVLEMMGAKVTWTETSV                                      
       ::: :.:.                                                     
gi|246 GDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILN 
      50        60        70        80        90       100          
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.9  bits: 17.7 E():   64 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (19-58:20-60) 
 
                10        20        30        40        50          
2MEPSP  EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQG 
                          :  .: . :...:.     : . .::.:    : :  ...: 
gi|384 MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTING 
               10        20        30        40        50        60 
 
       60        70        80                                  
2MEPSP DVKFAEVLEMMGAKVTWTETSV                                  
                                                               
gi|384 LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (15-44:231-261) 
 
                               10        20        30        40     
2MEPSP                 EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
             50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
       ::                                     
gi|226 GGYKV                                  
     260                                      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (25-64:87-131) 
 
                     10        20        30             40          
2MEPSP       EHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
      50        60        70        80              
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSV              
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 48; 27.3% identity (51.5% similar) in 66 aa overlap (5-64:66-131) 
 
                                         10        20         30    
2MEPSP                           EHSDSWDRFYIKGGQKYKSPKN-AYVEGDASS-- 
                                     :. .  : : .: .   : . ::::: :   
gi|444 PQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDK 
          40        50        60        70        80        90      
 
                 40        50        60        70        80         
2MEPSP ---ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV         
           .: .  .: . :   ... ..    :::.. :                         
gi|444 IEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAAN 
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         100       110       120       130       140       150      
 
gi|444 PDACN 
         160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (25-64:87-131) 
 
                     10        20        30             40          
2MEPSP       EHSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
      50        60        70        80              
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSV              
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.3  bits: 19.3 E():   69 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (9-55:68-112) 
 
                                     10        20        30         
2MEPSP                       EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
       40        50        60        70        80                   
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV                   
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.1  bits: 19.3 E():   70 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (9-35:319-345) 
 
                                     10        20        30         
2MEPSP                       EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
       40        50        60        70        80 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                                                  
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA      
      350       360       370       380           
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 69.1  bits: 18.9 E():   71 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (15-50:259-293) 
 
                               10        20        30        40     
2MEPSP                 EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
           50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
       ::.. :                               
gi|119 TVSAGGYKV                            
       290                                  
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.1  bits: 17.7 E():   71 
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Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (41-65:20-42) 
 
               20        30        40        50        60        70 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
               80                                                   
2MEPSP AKVTWTETSV                                                   
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (41-65:20-42) 
 
               20        30        40        50        60        70 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
               80                                                   
2MEPSP AKVTWTETSV                                                   
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (41-65:20-42) 
 
               20        30        40        50        60        70 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
               80                                                   
2MEPSP AKVTWTETSV                                                   
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (41-65:21-43) 
 
               20        30        40        50        60        70 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
               80                                                   
2MEPSP AKVTWTETSV                                                   
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (41-65:21-43) 
 
               20        30        40        50        60        70 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
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               80                                                   
2MEPSP AKVTWTETSV                                                   
                                                                    
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (41-65:21-43) 
 
               20        30        40        50        60        70 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
               80                                                   
2MEPSP AKVTWTETSV                                                   
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (41-65:21-43) 
 
               20        30        40        50        60        70 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
               80                                                   
2MEPSP AKVTWTETSV                                                   
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.9  bits: 18.1 E():   72 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (37-58:150-172) 
 
         10        20        30        40         50        60      
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
          70        80 
2MEPSP LEMMGAKVTWTETSV 
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (25-70:86-130) 
 
                     10        20        30        40        50     
2MEPSP       EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
           60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSV 
       . ..  : :.: . .:           
gi|136 KKEALPKCAQVYNKLGMYPPNM     
          120       130           
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (8-65:1-47) 
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               10        20        30        40        50        60 
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDV 
              .:.:.: : : .   :   :  .  : :. ::..         :   . .::: 
gi|136        QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENGDV 
                       10           20        30               40   
 
               70        80                                         
2MEPSP KFAEVLEMMGAKVTWTETSV                                         
        :.::                                                        
gi|136 TFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNTLN 
             50        60        70        80        90       100   
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.5  bits: 17.3 E():   76 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (15-49:69-101) 
 
                               10        20        30        40     
2MEPSP                 EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
           50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
        . :.                                
gi|288 KIGVDEFAAMIKG                        
        100                                 
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (43-58:132-144) 
 
             20        30        40        50        60        70   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
             80 
2MEPSP VTWTETSV 
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (43-58:132-144) 
 
             20        30        40        50        60        70   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
             80 
2MEPSP VTWTETSV 
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (8-65:10-56) 
 
                 10        20        30        40        50         
2MEPSP   EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|144 EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
               10         20           30        40                 
 
       60        70        80                                       
2MEPSP DVKFAEVLEMMGAKVTWTETSV                                       
       :: :.::                                                      
gi|144 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFKLNT 
      50        60        70        80        90       100          
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>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (8-65:10-56) 
 
                 10        20        30        40        50         
2MEPSP   EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|136 EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
               10         20           30        40                 
 
       60        70        80                                       
2MEPSP DVKFAEVLEMMGAKVTWTETSV                                       
       :: :.::                                                      
gi|136 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNT 
      50        60        70        80        90       100          
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (43-58:140-152) 
 
             20        30        40        50        60        70   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
             80 
2MEPSP VTWTETSV 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (43-58:140-152) 
 
             20        30        40        50        60        70   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
             80 
2MEPSP VTWTETSV 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (43-58:140-152) 
 
             20        30        40        50        60        70   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
             80 
2MEPSP VTWTETSV 
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (43-58:140-152) 
 
             20        30        40        50        60        70   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|145 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
             80 
2MEPSP VTWTETSV 
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (43-58:140-152) 
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             20        30        40        50        60        70   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
             80 
2MEPSP VTWTETSV 
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (43-58:140-152) 
 
             20        30        40        50        60        70   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
             80 
2MEPSP VTWTETSV 
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (43-58:140-152) 
 
             20        30        40        50        60        70   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
             80 
2MEPSP VTWTETSV 
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 45; 29.0% identity (67.7% similar) in 31 aa overlap (31-60:4-34) 
 
               10        20        30        40         50          
2MEPSP EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGD 
                                     ... : .. ..:: .  : :: : :.. :. 
gi|160                            MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGN 
                                          10        20        30    
 
      60        70        80                                        
2MEPSP VKFAEVLEMMGAKVTWTETSV                                        
       .                                                            
gi|160 LSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGT 
            40        50        60        70        80        90    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (43-58:140-152) 
 
             20        30        40        50        60        70   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
             80 
2MEPSP VTWTETSV 
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (43-58:140-152) 
 
             20        30        40        50        60        70   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
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                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
             80 
2MEPSP VTWTETSV 
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (43-58:140-152) 
 
             20        30        40        50        60        70   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
             80 
2MEPSP VTWTETSV 
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (43-58:140-152) 
 
             20        30        40        50        60        70   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
             80 
2MEPSP VTWTETSV 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (25-59:30-64) 
 
                    10        20        30        40        50      
2MEPSP      EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                    : :. :. .  : :  ...  .:..:: .:. 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMSTG 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSV                                    
        . :                                                         
gi|160 PHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (43-58:140-152) 
 
             20        30        40        50        60        70   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
             80 
2MEPSP VTWTETSV 
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (43-58:140-152) 
 
             20        30        40        50        60        70   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
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             80 
2MEPSP VTWTETSV 
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (43-58:140-152) 
 
             20        30        40        50        60        70   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
             80 
2MEPSP VTWTETSV 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (43-58:140-152) 
 
             20        30        40        50        60        70   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
             80 
2MEPSP VTWTETSV 
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (15-44:232-262) 
 
                               10        20        30        40     
2MEPSP                 EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
             50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
       ::                                     
gi|180 GGYKV                                  
                                              
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (21-70:40-93) 
 
                         10        20        30            40       
2MEPSP           EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
         50        60        70        80                           
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV                           
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (27-64:93-131) 
 
                   10        20         30        40        50      
2MEPSP     EHSDSWDRFYIKGGQKYKSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
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          60        70        80              
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSV              
        .::... :                              
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN 
            130       140       150       160 
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 49; 27.6% identity (62.1% similar) in 58 aa overlap (9-64:105-159) 
 
                                     10        20        30         
2MEPSP                       EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL-- 
                                     .:. .:.:  . ..: :.   ..   :.   
gi|151 TPGTLRYGATREKALWIIFSQNMNIKLKMPLYV-AGHKTIDGRGADVHLGNGGPCLFMRK 
           80        90       100        110       120       130    
 
         40        50        60        70        80                 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV                 
       .. .:  : . ..::.:. : :::  .:                                 
gi|151 VSHVILHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSD 
           140        150        160       170       180       190  
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (38-79:216-260) 
 
        10        20        30        40        50           60     
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
           70        80                         
2MEPSP VLEMMGAKVTWTETSV                         
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.6  bits: 17.8 E():   85 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (52-77:38-62) 
 
              30        40        50        60        70        80  
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV  
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 19.0 E():   89 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (27-49:145-167) 
 
                   10        20        30        40        50       
2MEPSP     EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
         60        70        80                                     
2MEPSP QGDVKFAEVLEMMGAKVTWTETSV                                     
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.3  bits: 19.8 E():   89 
Smith-Waterman score: 48; 29.0% identity (58.1% similar) in 31 aa overlap (4-34:559-589) 
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                                          10        20        30    
2MEPSP                            EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     ::.  :: :  . :.. .. ::.   .  . 
gi|283 EMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDKGHNYCG 
      530       540       550       560       570       580         
 
            40        50        60        70        80              
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV              
       :                                                            
gi|283 YPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYPDNKPLG 
      590       600       610       620       630       640         
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.3  bits: 19.8 E():   89 
Smith-Waterman score: 48; 29.0% identity (58.1% similar) in 31 aa overlap (4-34:559-589) 
 
                                          10        20        30    
2MEPSP                            EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     ::.  :: :  . :.. .. ::.   .  . 
gi|289 EMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDKGHNYCG 
      530       540       550       560       570       580         
 
            40        50        60        70        80              
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV              
       :                                                            
gi|289 YPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYPDNKPLG 
      590       600       610       620       630       640         
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.0 E():   89 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (10-42:331-363) 
 
                                    10        20        30          
2MEPSP                      EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
      40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
       ..:                                       
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ    
              370       380       390            
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.2  bits: 19.8 E():   89 
Smith-Waterman score: 48; 29.0% identity (58.1% similar) in 31 aa overlap (4-34:562-592) 
 
                                          10        20        30    
2MEPSP                            EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     ::.  :: :  . :.. .. ::.   .  . 
gi|284 EMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFYKKVQEAYEGKSQYYVDKGHNYCG 
             540       550       560       570       580       590  
 
            40        50        60        70        80              
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV              
       :                                                            
gi|284 YPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSNRKYPDNMPLG 
             600       610       620       630       640       650  
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.0 E():   94 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (21-49:73-101) 
 
                         10        20        30        40        50 
2MEPSP           EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
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               60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                                      
gi|193 FNHLVKH                        
                                      
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 41; 33.3% identity (66.7% similar) in 18 aa overlap (5-22:26-43) 
 
                                    10        20        30          
2MEPSP                      EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
      40        50        60        70        80          
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV          
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (19-43:59-84) 
 
                           10        20         30        40        
2MEPSP             EHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                                         
gi|833 AAEEKKEEEKEESDEDMGFGLFD           
       90       100       110            
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (19-43:59-84) 
 
                           10        20         30        40        
2MEPSP             EHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                                         
gi|668 AAKEKNEEEKEESDEDMGFGLFD           
       90       100       110            
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (19-44:59-83) 
 
                           10        20         30        40        
2MEPSP             EHSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                                         
gi|215 AAPEAERAEEEKEESDDDMGFGLFD         
         90       100       110          
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (13-29:109-125) 
 
                                 10        20        30        40   
2MEPSP                   EHSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
             50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                                              
gi|145 SQGIFKAIEGYVLSN                        
      140       150                           
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:50 2011 done: Tue Apr 19 10:57:50 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 227  - 306 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     3     0:= 
  26     0     0: 
  28     3     0:= 
  30    12     2:*=== 
  32    14     8:==*== 
  34    15    22:=====  * 
  36    34    44:============  * 
  38    46    73:================        * 
  40   119   102:=================================*====== 
  42    94   125:================================         * 
  44   148   137:=============================================*==== 
  46   173   140:==============================================*=========== 
  48   126   134:==========================================  * 
  50   130   122:========================================*=== 
  52   115   107:===================================*=== 
  54   104    92:==============================*==== 
  56    57    77:===================      * 
  58    57    63:=================== * 
  60    37    51:=============   * 
  62    32    41:===========  * 
  64    32    33:==========* 
  66    15    26:=====   * 
  68    40    20:======*======= 
  70    24    16:=====*== 
  72     6    12:== * 
  74     7    10:===* 
  76    21     8:==*==== 
  78     9     6:=*= 
  80     3     5:=* 
  82     1     3:* 
  84     4     3:*= 
  86     0     2:* 
  88     1     2:*          inset = represents 1 library sequences 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7416

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

  90     0     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.64670.00337; mu= 13.9356 0.175 
 mean_var=33.6418 8.719, 0's: 2 Z-trim: 3  B-trim: 66 in 1/43 
 Lambda= 0.221123 
 Kolmogorov-Smirnov  statistic: 0.0239 (N=28) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   81 30.0   0.018 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 24.8     1.5 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.8     1.8 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 24.1     2.2 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 24.1     2.3 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 24.2       3 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.9     3.5 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   53 20.9     6.5 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.0     9.2 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.1     9.9 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.3      10 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.7      11 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.5      12 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.8      16 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 21.2      16 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 20.1      17 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.3      20 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.7      20 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.3      20 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   48 19.3      20 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.8      22 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.0      23 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   51 20.6      23 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.8      24 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.8      24 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.2      24 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.4      26 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.8      26 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      28 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      28 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      28 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.1      29 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.1      30 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.1      31 
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gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 18.7      31 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.1      31 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   51 20.7      32 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   48 19.5      32 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.9      34 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.3      35 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 19.9      36 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.7      36 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   49 20.0      39 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 18.8      40 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.4      42 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.4      42 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 18.4      45 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 20.8      46 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.5      51 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.7      52 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.1      54 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.7      55 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.7      55 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 19.3      56 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.5      57 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 18.1      57 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 18.1      57 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.7      58 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.5      59 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.1      59 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 18.1      59 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.8      61 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.9      61 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.2      64 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.2      64 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.2      64 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.4      65 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.4      66 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 19.0      67 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.8      67 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.8      67 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.8      67 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.8      68 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.8      68 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.8      68 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.8      68 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.2      68 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.8      69 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.8      69 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.4      72 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.8      73 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.8      73 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.8      73 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.8      73 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   43 17.8      76 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   43 17.8      76 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   43 17.8      76 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   43 17.8      76 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   43 17.8      76 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   43 17.8      76 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   43 17.8      76 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 17.8      76 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   43 17.8      76 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.8      76 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   43 17.8      76 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   43 17.8      76 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   43 17.8      76 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.8      76 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   43 17.8      76 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   43 17.8      76 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   43 17.8      76 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.6      76 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 17.8      77 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 17.8      79 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.0      79 
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gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 18.6      81 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 17.9      81 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.1      84 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   48 19.8      84 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   48 19.8      84 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   48 19.8      85 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.1      85 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.1      90 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   41 17.1      90 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.1      91 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.1      91 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.1      91 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.5      94 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   42 17.5      97 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  51 init1:  51 opt:  81  Z-score: 133.8  bits: 30.0 E(): 0.018 
Smith-Waterman score: 81; 30.3% identity (56.6% similar) in 76 aa overlap (9-80:52-127) 
 
                                     10        20           30      
2MEPSP                       HSDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
          40        50         60        70        80               
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLEMMGAKVTWTETSVT               
       .:.: . :.  : :  :.. .  : :  .:..  :    :...: :               
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 99.4  bits: 24.8 E():  1.5 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (14-65:79-131) 
 
                                10        20        30        40    
2MEPSP                  HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
             50        60        70        80                       
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT                       
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 98.0  bits: 24.8 E():  1.8 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (10-46:8-44) 
 
               10        20        30        40        50        60 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                ... : . :  :  ::.:.. .. .:: ::. .:. :               
gi|144   MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSD 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP FAEVLEMMGAKVTWTETSVT                                         
                                                                    
gi|144 YLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAIL 
       60        70        80        90       100       110         
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 96.4  bits: 24.1 E():  2.2 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (14-65:59-111) 
 
                                10        20        30        40    
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2MEPSP                  HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
             50        60        70        80                       
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT                       
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 96.0  bits: 24.1 E():  2.3 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (14-65:79-131) 
 
                                10        20        30        40    
2MEPSP                  HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
             50        60        70        80                       
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT                       
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 93.8  bits: 24.2 E():    3 
Smith-Waterman score: 62; 29.9% identity (48.3% similar) in 87 aa overlap (4-80:4-87) 
 
               10        20        30           40               50 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS-YFLAGA--AITGGTVTV-------EGC 
          .:  ... : :   .:  : . .:  : : :::     : : :..:.       . : 
gi|947 MMVAWWSLFLYGLQ-VAAPALAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYC 
               10         20        30        40        50          
 
               60        70        80                               
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVT                               
       : :  :: .   . .. ::  . :  : ::                               
gi|947 GGT-WQGIIDKLDYIQGMGFTAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGT 
      60         70        80         90       100       110        
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 92.8  bits: 23.9 E():  3.5 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (10-46:8-44) 
 
               10        20        30        40        50        60 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                ... : . :  :  ::.:.. .. .:: ::.  :. :               
gi|144   MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSD 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP FAEVLEMMGAKVTWTETSVT                                         
                                                                    
gi|144 YLGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAIL 
       60        70        80        90       100       110         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 87.9  bits: 20.9 E():  6.5 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (14-48:69-101) 
 
                                10        20        30        40    
2MEPSP                  HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
            50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
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        . ::                                 
gi|207 KIGVEEFQALVKA                         
        100                                  
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 85.2  bits: 21.0 E():  9.2 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (22-50:86-113) 
 
                        10        20        30        40        50  
2MEPSP          HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
              60        70        80                         
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVT                         
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 84.6  bits: 21.1 E():  9.9 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (22-50:102-129) 
 
                        10        20        30        40        50  
2MEPSP          HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
              60        70        80                         
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVT                         
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 84.4  bits: 20.3 E():   10 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (14-48:69-101) 
 
                                10        20        30        40    
2MEPSP                  HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
            50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
        . ::                                 
gi|207 KIGVEEFQALVKA                         
        100                                  
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 83.8  bits: 20.7 E():   11 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (20-63:83-130) 
 
                          10        20        30             40     
2MEPSP            HSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
           50        60        70        80             
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT             
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 83.2  bits: 21.5 E():   12 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (14-49:264-297) 
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                                10        20        30        40    
2MEPSP                  HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
            50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
       .... :                                
gi|663 ATAAAGGYKA                            
             300                             
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.8  bits: 20.8 E():   16 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (40-59:208-227) 
 
      10        20        30        40        50        60          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
      70        80      
2MEPSP AKVTWTETSVT      
                        
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 80.7  bits: 21.2 E():   16 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (3-60:38-94) 
 
                                           10        20        30   
2MEPSP                             HSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
               40         50        60        70        80          
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVKFAEVLEMMGAKVTWTETSVT          
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 80.3  bits: 20.1 E():   17 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (20-63:83-130) 
 
                          10        20        30             40     
2MEPSP            HSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
           50        60        70        80             
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT             
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 79.2  bits: 19.3 E():   20 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (19-48:73-101) 
 
                           10        20        30        40         
2MEPSP             HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
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gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
       50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                        
gi|288 EFAVWVKQ                         
                                        
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (40-64:35-57) 
 
      10        20        30        40        50        60          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
      70        80                                                  
2MEPSP AKVTWTETSVT                                                  
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.1  bits: 19.3 E():   20 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (18-43:59-84) 
 
                            10        20        30        40        
2MEPSP              HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
        50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                         
gi|117 APEAAKEEEKEESDDDMGFGLFD           
       90       100       110            
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 48; 27.9% identity (62.8% similar) in 43 aa overlap (6-48:52-89) 
 
                                        10        20        30      
2MEPSP                          HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                     ...  .:..:  :  .. . : :.:.     
gi|117 DVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASG---- 
              30        40        50        60        70            
 
          40        50        60        70        80 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
        ::: .::.. .:                                 
gi|117 -GAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD         
         80        90       100       110            
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.4  bits: 19.8 E():   22 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (22-50:84-111) 
 
                        10        20        30        40        50  
2MEPSP          HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
              60        70        80                       
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVT                       
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
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            120       130       140       150       160    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.0  bits: 19.0 E():   23 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (11-30:53-72) 
 
                                   10        20        30        40 
2MEPSP                     HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
               50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                                
gi|897 AQLPAMCRLEGGDALLASQ                      
             90       100                       
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 77.9  bits: 20.6 E():   23 
Smith-Waterman score: 51; 25.8% identity (51.5% similar) in 66 aa overlap (6-68:239-304) 
 
                                        10        20           30   
2MEPSP                          HSDSWDRFYIKGGQKYKSPKNAYVEGD---ASSAS 
                                     .:.:.   :  :. ..: :  .   . : . 
gi|324 NKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHA 
      210       220       230       240       250       260         
 
             40        50        60        70        80 
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
        :. :   .       :  .:.:  :::.. : :..             
gi|324 VFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV         
      270       280       290       300                 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 77.7  bits: 21.8 E():   24 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (17-59:113-154) 
 
                             10        20        30        40       
2MEPSP               HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
         50        60        70        80                           
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT                           
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 77.7  bits: 21.8 E():   24 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (17-59:113-154) 
 
                             10        20        30        40       
2MEPSP               HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
         50        60        70        80                           
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT                           
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 77.6  bits: 20.2 E():   24 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (10-40:25-54) 
 
                              10        20        30        40      
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2MEPSP                HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
          50        60        70        80                          
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT                          
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.1  bits: 19.4 E():   26 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (42-57:140-152) 
 
              20        30        40        50        60        70  
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: ::   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG               
     110       120       130       140          150                 
 
              80 
2MEPSP VTWTETSVT 
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 19.8 E():   26 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (5-40:166-201) 
 
                                         10        20        30     
2MEPSP                           HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
           40        50        60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
        : : .                                         
gi|116 EAVAKVNFQ                                      
         200                                          
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (11-50:437-480) 
 
                                   10        20            30       
2MEPSP                     HSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         40        50        60        70        80     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT     
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (11-50:437-480) 
 
                                   10        20            30       
2MEPSP                     HSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         40        50        60        70        80     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT     
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
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>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (11-50:437-480) 
 
                                   10        20            30       
2MEPSP                     HSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         40        50        60        70        80     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT     
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (11-50:437-480) 
 
                                   10        20            30       
2MEPSP                     HSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         40        50        60        70        80     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT     
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (11-50:437-480) 
 
                                   10        20            30       
2MEPSP                     HSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         40        50        60        70        80     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT     
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (11-50:437-480) 
 
                                   10        20            30       
2MEPSP                     HSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         40        50        60        70        80     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT     
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (11-50:437-480) 
 
                                   10        20            30       
2MEPSP                     HSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
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                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         40        50        60        70        80     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT     
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (11-50:437-480) 
 
                                   10        20            30       
2MEPSP                     HSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         40        50        60        70        80     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT     
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (11-50:437-480) 
 
                                   10        20            30       
2MEPSP                     HSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         40        50        60        70        80     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT     
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (11-50:437-480) 
 
                                   10        20            30       
2MEPSP                     HSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         40        50        60        70        80     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT     
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (11-50:437-480) 
 
                                   10        20            30       
2MEPSP                     HSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         40        50        60        70        80     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT     
       :.   . :   .::                                   
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gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (11-50:437-480) 
 
                                   10        20            30       
2MEPSP                     HSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         40        50        60        70        80     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT     
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (11-50:437-480) 
 
                                   10        20            30       
2MEPSP                     HSDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         40        50        60        70        80     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT     
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.1  bits: 19.1 E():   29 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (24-69:86-130) 
 
                      10        20        30        40        50    
2MEPSP        HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
            60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVT 
       . ..  : :.: . .:            
gi|136 KKEALPKCAQVYNKLGMYPPNM      
          120       130            
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (24-69:90-134) 
 
                      10        20        30        40        50    
2MEPSP        HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
            60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVT 
       . ..  : :.: . .:            
gi|145 KKEALPKCAQVYNKLGMYPPNM      
      120       130       140      
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.7  bits: 19.1 E():   31 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (24-69:96-140) 
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                      10        20        30        40        50    
2MEPSP        HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
            60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVT 
       . ..  : :.: . .:            
gi|246 KKEALPKCAQVYNKLGMYPPNM      
          130       140            
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 46; 27.9% identity (60.5% similar) in 43 aa overlap (6-48:52-89) 
 
                                        10        20        30      
2MEPSP                          HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                     ...  .: .:  :  .. . : :.:.     
gi|185 DVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASG---- 
              30        40        50        60        70            
 
          40        50        60        70        80 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
        ::: .::.. .:                                 
gi|185 -GAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD         
         80        90       100       110            
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 75.5  bits: 19.1 E():   31 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (30-56:9-38) 
 
               10        20        30           40        50        
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQG 
                                    ::  ::   :.:.:  .:: ::: . .: :  
gi|110                      MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQS 
                                    10        20        30          
 
        60        70        80                                      
2MEPSP DVKFAEVLEMMGAKVTWTETSVT                                      
                                                                    
gi|110 CQKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQN 
      40        50        60        70        80        90          
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 75.4  bits: 20.7 E():   32 
Smith-Waterman score: 51; 24.2% identity (56.5% similar) in 62 aa overlap (5-65:315-373) 
 
                                         10        20        30     
2MEPSP                           HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASY- 
                                     : .. .. :  :   ::: :    .  :.  
gi|259 NINDPARADIYTPEVGRLTTLNSLNLPILKWLQLSVEKGVLY---KNALVLPHWNLNSHS 
          290       300       310       320          330       340  
 
            40        50        60        70        80              
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT              
       .. :    : . .:.. :.  ..:.:. ...:                             
gi|259 IIYGCKGKGQVQVVDNFGNRVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRA 
             350       360       370       380       390       400  
 
gi|259 MTSPLAGRTSVLGGMPEEVLANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA 
             410       420       430       440       450        
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.4  bits: 19.5 E():   32 
Smith-Waterman score: 48; 20.0% identity (60.0% similar) in 50 aa overlap (5-54:79-127) 
 
                                         10        20        30     
2MEPSP                           HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :.    . .: . .  : : . .  ... . 
gi|549 NEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDNCRNSAKY 
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       50        60        70        80        90        100        
 
           40        50        60        70        80               
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT               
        .:  :. :..:... :..:                                         
gi|549 SVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIG 
       110       120       130       140       150       160        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (31-58:133-160) 
 
               10        20        30        40        50        60 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
               70        80                                         
2MEPSP FAEVLEMMGAKVTWTETSVT                                         
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 50; 33.3% identity (55.6% similar) in 27 aa overlap (3-27:291-317) 
 
                                           10          20        30 
2MEPSP                             HSDSWDRFYIKGGQKYK--SPKNAYVEGDASS 
                                     : ::.. : :...    :  : .:  :    
gi|113 TLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVAPDFIY 
              270       280       290       300       310       320 
 
               40        50        60        70        80           
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT           
                                                                    
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.5  bits: 19.9 E():   36 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (48-72:282-306) 
 
        20        30        40        50        60        70        
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
        80 
2MEPSP SVT 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 74.4  bits: 20.7 E():   36 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (14-62:264-309) 
 
                                10        20         30        40   
2MEPSP                  HSDSWDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
             50        60        70        80                       
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT                       
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.8  bits: 20.0 E():   39 
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Smith-Waterman score: 49; 30.2% identity (53.5% similar) in 43 aa overlap (1-43:156-193) 
 
                                             10        20        30 
2MEPSP                               HSDSWDRFYIKGGQKYKSPKNAYVEGDASS 
                                     :.::     .: :..  :  :  . :  :  
gi|546 AEIVAVKVLRSNGSGSMSDVIKGVEFAVKSHQDS-----VKKGKNSFSTANMSLGGGKSP 
         130       140       150            160       170       180 
 
               40        50        60        70        80           
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT           
       :  . ..::. .:                                                
gi|546 ALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFSNYGKCV 
              190       200       210       220       230       240 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.7  bits: 18.8 E():   40 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (53-68:135-150) 
 
             30        40        50        60        70        80 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :. .: : : : .:::             
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD          
          110       120       130       140       150             
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (11-43:269-302) 
 
                                   10        20        30           
2MEPSP                     HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
      40        50        60        70        80                    
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT                    
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (11-43:269-302) 
 
                                   10        20        30           
2MEPSP                     HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
      40        50        60        70        80                    
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT                    
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (7-64:1-47) 
 
               10        20        30        40        50        60 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
             .:.:.: : : .   :   :  .  : :. ::..         :   . .::.  
gi|136       QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQCKEKK-NGDIT 
                      10           20        30               40    
 
               70        80                                         
2MEPSP FAEVLEMMGAKVTWTETSVT                                         
       :.::                                                         
gi|136 FTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNG 
            50        60        70        80        90       100    
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>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.5  bits: 20.8 E():   46 
Smith-Waterman score: 59; 29.1% identity (54.5% similar) in 55 aa overlap (10-59:101-154) 
 
                                    10             20        30     
2MEPSP                      HSDSWDRFYIKGG-----QKYKSPKNAYVEGDASSASYF 
                                     .:::     .  :.  :::  :....:    
gi|219 ISVLTTDSDVSEITWLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSG 
               80        90       100       110       120       130 
 
           40        50        60        70        80               
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT               
       :   : .:  ..  : : .. .::.                                    
gi|219 LK-LAKSGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAV 
               140       150       160       170       180          
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (24-63:87-131) 
 
                      10        20             30        40         
2MEPSP        HSDSWDRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
       50        60        70        80            
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT            
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.5  bits: 19.7 E():   52 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (14-43:340-370) 
 
                                10        20        30        40    
2MEPSP                  HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
              50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
       ::                                      
gi|113 GGYKV                                   
      370                                      
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (40-64:19-41) 
 
      10        20        30        40        50        60          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
      70        80                                                  
2MEPSP AKVTWTETSVT                                                  
                                                                    
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.1  bits: 19.7 E():   55 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (9-43:331-365) 
 
                                     10        20        30         
2MEPSP                       HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
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                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
       40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
       ....:                                      
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV      
              370       380       390             
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.1  bits: 19.7 E():   55 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (9-43:331-365) 
 
                                     10        20        30         
2MEPSP                       HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
       40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
       ....:                                      
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV      
              370       380       390             
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 71.0  bits: 19.3 E():   56 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (7-59:18-64) 
 
                          10        20        30        40          
2MEPSP            HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .: .... :   :  : :.   :..:  . :  .       .: 
gi|107 MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE----KFKG 
               10        20        30          40        50         
 
      50        60        70        80                              
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVT                              
        :.: :.::.                                                   
gi|107 LGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFG 
           60        70        80        90       100       110     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 18.5 E():   57 
Smith-Waterman score: 51; 23.6% identity (56.9% similar) in 72 aa overlap (6-74:72-135) 
 
                                        10        20           30   
2MEPSP                          HSDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
             40        50        60        70        80             
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT             
       : . ..   . .. :::: ... .: : ....      ..::                   
gi|144 YSVLATDYDNYAI-VEGCPAAA-NGHVIYVQL------RLTWRRFHPKLGDKEMIQHYTL 
             110        120        130             140       150    
 
gi|144 DQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
           160       170       180   
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (7-64:5-51) 
 
               10        20        30        40        50        60 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
             .:.:.: : : .   :   :  .  : :. ::..         :   . .::.  
gi|145   PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKKNGDIT 
                 10            20        30               40        
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               70        80                                         
2MEPSP FAEVLEMMGAKVTWTETSVT                                         
       :.::                                                         
gi|145 FTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNG 
        50        60        70        80        90       100        
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (7-64:5-51) 
 
               10        20        30        40        50        60 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
             .:.:.: : : .   :   :  .  : :. ::..         :   . .::.  
gi|145   PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKKNGDIT 
                 10            20        30               40        
 
               70        80                                         
2MEPSP FAEVLEMMGAKVTWTETSVT                                         
       :.::                                                         
gi|145 FTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNG 
        50        60        70        80        90       100        
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.6  bits: 17.7 E():   58 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (14-48:69-101) 
 
                                10        20        30        40    
2MEPSP                  HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
            50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
       .. ::                                 
gi|148 AIGVEEWAVLVKA                         
        100                                  
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 18.5 E():   59 
Smith-Waterman score: 50; 28.0% identity (60.0% similar) in 50 aa overlap (25-74:102-143) 
 
                     10        20        30        40        50     
2MEPSP       HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
           60        70        80                                   
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVT                                   
        .: : ....      ..::                                         
gi|194 -NGHVIYVQL------RLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYE 
                     140       150       160       170       180    
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (7-64:11-57) 
 
                   10        20        30        40        50       
2MEPSP     HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|246 MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKEN 
               10         20           30        40                 
 
         60        70        80                                     
2MEPSP GDVKFAEVLEMMGAKVTWTETSVT                                     
       ::: :.:.                                                     
gi|246 GDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILS 
      50        60        70        80        90       100          
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
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 initn:  38 init1:  38 opt:  44  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (7-64:11-57) 
 
                   10        20        30        40        50       
2MEPSP     HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|246 MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKEN 
               10         20           30        40                 
 
         60        70        80                                     
2MEPSP GDVKFAEVLEMMGAKVTWTETSVT                                     
       ::: :.:.                                                     
gi|246 GDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILN 
      50        60        70        80        90       100          
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.3  bits: 17.8 E():   61 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (18-57:20-60) 
 
                 10        20        30        40        50         
2MEPSP   HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQG 
                          :  .: . :...:.     : . .::.:    : :  ...: 
gi|384 MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTING 
               10        20        30        40        50        60 
 
        60        70        80                                 
2MEPSP DVKFAEVLEMMGAKVTWTETSVT                                 
                                                               
gi|384 LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (14-43:231-261) 
 
                                10        20        30        40    
2MEPSP                  HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
              50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
       ::                                      
gi|226 GGYKV                                   
     260                                       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (24-63:87-131) 
 
                      10        20        30             40         
2MEPSP        HSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
       50        60        70        80             
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT             
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (24-63:87-131) 
 
                      10        20        30             40         
2MEPSP        HSDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
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         60        70        80        90       100       110       
 
       50        60        70        80             
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT             
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 48; 27.3% identity (51.5% similar) in 66 aa overlap (4-63:66-131) 
 
                                          10        20         30   
2MEPSP                            HSDSWDRFYIKGGQKYKSPKN-AYVEGDASS-- 
                                     :. .  : : .: .   : . ::::: :   
gi|444 PQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDK 
          40        50        60        70        80        90      
 
                  40        50        60        70        80        
2MEPSP ---ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT        
           .: .  .: . :   ... ..    :::.. :                         
gi|444 IEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAAN 
         100       110       120       130       140       150      
 
gi|444 PDACN 
         160 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (8-54:68-112) 
 
                                      10        20        30        
2MEPSP                        HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
        40        50        60        70        80                  
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT                  
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.6  bits: 19.4 E():   66 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (8-34:319-345) 
 
                                      10        20        30        
2MEPSP                        HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
        40        50        60        70        80 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                                   
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA       
      350       360       370       380            
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (14-49:259-293) 
 
                                10        20        30        40    
2MEPSP                  HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
            50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
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       ::.. :                                
gi|119 TVSAGGYKV                             
       290                                   
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.5  bits: 17.8 E():   67 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (40-64:20-42) 
 
      10        20        30        40        50        60          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
      70        80                                                  
2MEPSP AKVTWTETSVT                                                  
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.5  bits: 17.8 E():   67 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (40-64:20-42) 
 
      10        20        30        40        50        60          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
      70        80                                                  
2MEPSP AKVTWTETSVT                                                  
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.5  bits: 17.8 E():   67 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (40-64:20-42) 
 
      10        20        30        40        50        60          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
      70        80                                                  
2MEPSP AKVTWTETSVT                                                  
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (40-64:21-43) 
 
      10        20        30        40        50        60          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
      70        80                                                  
2MEPSP AKVTWTETSVT                                                  
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (40-64:21-43) 
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      10        20        30        40        50        60          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
      70        80                                                  
2MEPSP AKVTWTETSVT                                                  
                                                                    
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (40-64:21-43) 
 
      10        20        30        40        50        60          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
      70        80                                                  
2MEPSP AKVTWTETSVT                                                  
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (40-64:21-43) 
 
      10        20        30        40        50        60          
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
      70        80                                                  
2MEPSP AKVTWTETSVT                                                  
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.4  bits: 18.2 E():   68 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (36-57:150-172) 
 
          10        20        30        40         50        60     
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
           70        80 
2MEPSP LEMMGAKVTWTETSVT 
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.2  bits: 17.8 E():   69 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (7-64:1-47) 
 
               10        20        30        40        50        60 
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
             .:.:.: : : .   :   :  .  : :. ::..         :   . .:::  
gi|136       QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENGDVT 
                      10           20        30               40    
 
               70        80                                         
2MEPSP FAEVLEMMGAKVTWTETSVT                                         
       :.::                                                         
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gi|136 FTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNTLNG 
            50        60        70        80        90       100    
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 17.8 E():   69 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (24-69:86-130) 
 
                      10        20        30        40        50    
2MEPSP        HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
            60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVT 
       . ..  : :.: . .:            
gi|136 KKEALPKCAQVYNKLGMYPPNM      
          120       130            
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.9  bits: 17.4 E():   72 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (14-48:69-101) 
 
                                10        20        30        40    
2MEPSP                  HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
            50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
        . :.                                 
gi|288 KIGVDEFAAMIKG                         
        100                                  
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.9  bits: 17.8 E():   73 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (42-57:132-144) 
 
              20        30        40        50        60        70  
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
              80 
2MEPSP VTWTETSVT 
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.9  bits: 17.8 E():   73 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (42-57:132-144) 
 
              20        30        40        50        60        70  
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
              80 
2MEPSP VTWTETSVT 
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.8  bits: 17.8 E():   73 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (7-64:10-56) 
 
                  10        20        30        40        50        
2MEPSP    HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|144 EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
               10         20           30        40                 
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        60        70        80                                      
2MEPSP DVKFAEVLEMMGAKVTWTETSVT                                      
       :: :.::                                                      
gi|144 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFKLNT 
      50        60        70        80        90       100          
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.8  bits: 17.8 E():   73 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (7-64:10-56) 
 
                  10        20        30        40        50        
2MEPSP    HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|136 EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
               10         20           30        40                 
 
        60        70        80                                      
2MEPSP DVKFAEVLEMMGAKVTWTETSVT                                      
       :: :.::                                                      
gi|136 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNT 
      50        60        70        80        90       100          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (42-57:140-152) 
 
              20        30        40        50        60        70  
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
              80 
2MEPSP VTWTETSVT 
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (42-57:140-152) 
 
              20        30        40        50        60        70  
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
              80 
2MEPSP VTWTETSVT 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (42-57:140-152) 
 
              20        30        40        50        60        70  
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
              80 
2MEPSP VTWTETSVT 
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (42-57:140-152) 
 
              20        30        40        50        60        70  
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
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              80 
2MEPSP VTWTETSVT 
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (42-57:140-152) 
 
              20        30        40        50        60        70  
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
              80 
2MEPSP VTWTETSVT 
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (42-57:140-152) 
 
              20        30        40        50        60        70  
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|145 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
              80 
2MEPSP VTWTETSVT 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (42-57:140-152) 
 
              20        30        40        50        60        70  
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
              80 
2MEPSP VTWTETSVT 
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (42-57:140-152) 
 
              20        30        40        50        60        70  
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
              80 
2MEPSP VTWTETSVT 
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 45; 29.0% identity (67.7% similar) in 31 aa overlap (30-59:4-34) 
 
               10        20        30        40         50          
2MEPSP HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGDV 
                                    ... : .. ..:: .  : :: : :.. :.. 
gi|160                           MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNL 
                                         10        20        30     
 
      60        70        80                                        
2MEPSP KFAEVLEMMGAKVTWTETSVT                                        
                                                                    
gi|160 SGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTA 
           40        50        60        70        80        90     
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>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (42-57:140-152) 
 
              20        30        40        50        60        70  
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
              80 
2MEPSP VTWTETSVT 
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (42-57:140-152) 
 
              20        30        40        50        60        70  
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
              80 
2MEPSP VTWTETSVT 
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (42-57:140-152) 
 
              20        30        40        50        60        70  
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
              80 
2MEPSP VTWTETSVT 
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (42-57:140-152) 
 
              20        30        40        50        60        70  
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
              80 
2MEPSP VTWTETSVT 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (24-58:30-64) 
 
                     10        20        30        40        50     
2MEPSP       HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                    : :. :. .  : :  ...  .:..:: .:. 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMSTG 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVT                                   
        . :                                                         
gi|160 PHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (42-57:140-152) 
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              20        30        40        50        60        70  
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
              80 
2MEPSP VTWTETSVT 
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (42-57:140-152) 
 
              20        30        40        50        60        70  
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
              80 
2MEPSP VTWTETSVT 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (42-57:140-152) 
 
              20        30        40        50        60        70  
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
              80 
2MEPSP VTWTETSVT 
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.5  bits: 18.6 E():   76 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (14-43:232-262) 
 
                                10        20        30        40    
2MEPSP                  HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
              50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
       ::                                      
gi|180 GGYKV                                   
                                               
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (20-69:40-93) 
 
                          10        20        30            40      
2MEPSP            HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
          50        60        70        80                          
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT                          
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (26-63:93-131) 
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                    10        20         30        40        50     
2MEPSP      HSDSWDRFYIKGGQKYKSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
           60        70        80             
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVT             
        .::... :                              
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN 
            130       140       150       160 
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 68.2  bits: 19.0 E():   79 
Smith-Waterman score: 49; 27.6% identity (62.1% similar) in 58 aa overlap (8-63:105-159) 
 
                                      10        20        30        
2MEPSP                        HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL-- 
                                     .:. .:.:  . ..: :.   ..   :.   
gi|151 TPGTLRYGATREKALWIIFSQNMNIKLKMPLYV-AGHKTIDGRGADVHLGNGGPCLFMRK 
           80        90       100        110       120       130    
 
          40        50        60        70        80                
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT                
       .. .:  : . ..::.:. : :::  .:                                 
gi|151 VSHVILHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSD 
           140        150        160       170       180       190  
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (37-78:216-260) 
 
         10        20        30        40        50           60    
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
            70        80                        
2MEPSP VLEMMGAKVTWTETSVT                        
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (51-76:38-62) 
 
               30        40        50        60        70        80 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 19.1 E():   84 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (26-48:145-167) 
 
                    10        20        30        40        50      
2MEPSP      HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
          60        70        80                                    
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVT                                    
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gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.7  bits: 19.8 E():   84 
Smith-Waterman score: 48; 29.0% identity (58.1% similar) in 31 aa overlap (3-33:559-589) 
 
                                           10        20        30   
2MEPSP                             HSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     ::.  :: :  . :.. .. ::.   .  . 
gi|289 EMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDKGHNYCG 
      530       540       550       560       570       580         
 
             40        50        60        70        80             
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT             
       :                                                            
gi|289 YPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYPDNKPLG 
      590       600       610       620       630       640         
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.7  bits: 19.8 E():   84 
Smith-Waterman score: 48; 29.0% identity (58.1% similar) in 31 aa overlap (3-33:559-589) 
 
                                           10        20        30   
2MEPSP                             HSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     ::.  :: :  . :.. .. ::.   .  . 
gi|283 EMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDKGHNYCG 
      530       540       550       560       570       580         
 
             40        50        60        70        80             
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT             
       :                                                            
gi|283 YPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYPDNKPLG 
      590       600       610       620       630       640         
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.7  bits: 19.8 E():   85 
Smith-Waterman score: 48; 29.0% identity (58.1% similar) in 31 aa overlap (3-33:562-592) 
 
                                           10        20        30   
2MEPSP                             HSDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     ::.  :: :  . :.. .. ::.   .  . 
gi|284 EMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFYKKVQEAYEGKSQYYVDKGHNYCG 
             540       550       560       570       580       590  
 
             40        50        60        70        80             
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT             
       :                                                            
gi|284 YPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSNRKYPDNMPLG 
             600       610       620       630       640       650  
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.1 E():   85 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (9-41:331-363) 
 
                                     10        20        30         
2MEPSP                       HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
       40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
       ..:                                        
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ     
              370       380       390             
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.1 E():   90 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (20-48:73-101) 
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                          10        20        30        40          
2MEPSP            HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
      50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                       
gi|193 FNHLVKH                         
                                       
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.1 E():   90 
Smith-Waterman score: 41; 33.3% identity (66.7% similar) in 18 aa overlap (4-21:26-43) 
 
                                     10        20        30         
2MEPSP                       HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
       40        50        60        70        80         
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT         
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (18-43:59-83) 
 
                            10        20         30        40       
2MEPSP              HSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
         50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                          
gi|215 AAPEAERAEEEKEESDDDMGFGLFD          
         90       100       110           
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (18-42:59-84) 
 
                            10        20         30        40       
2MEPSP              HSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
         50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                          
gi|668 AAKEKNEEEKEESDEDMGFGLFD            
       90       100       110             
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (18-42:59-84) 
 
                            10        20         30        40       
2MEPSP              HSDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
         50        60        70        80 
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2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                          
gi|833 AAEEKKEEEKEESDEDMGFGLFD            
       90       100       110             
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (12-28:109-125) 
 
                                  10        20        30        40  
2MEPSP                    HSDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
              50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                               
gi|145 SQGIFKAIEGYVLSN                         
      140       150                            
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 42; 28.6% identity (55.1% similar) in 49 aa overlap (20-63:83-130) 
 
                          10        20        30             40     
2MEPSP            HSDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
           50        60        70        80             
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT             
       : ... .    ..::.. :                              
gi|131 V-IKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
             120       130       140       150          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:50 2011 done: Tue Apr 19 10:57:50 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 228  - 307 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     3     0:= 
  30    10     2:*=== 
  32    13     8:==*== 
  34    17    22:====== * 
  36    36    44:============  * 
  38    50    73:=================       * 
  40   117   102:=================================*===== 
  42   105   125:===================================      * 
  44   149   137:=============================================*==== 
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  46   161   140:==============================================*======= 
  48   126   134:==========================================  * 
  50   131   122:========================================*=== 
  52   113   107:===================================*== 
  54   107    92:==============================*===== 
  56    52    77:==================       * 
  58    60    63:====================* 
  60    37    51:=============   * 
  62    30    41:==========   * 
  64    29    33:==========* 
  66    20    26:======= * 
  68    37    20:======*====== 
  70    28    16:=====*==== 
  72     5    12:== * 
  74     4    10:== * 
  76    23     8:==*===== 
  78    10     6:=*== 
  80     3     5:=* 
  82     0     3:* 
  84     5     3:*= 
  86     0     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.79030.00333; mu= 13.1929 0.173 
 mean_var=32.9967 8.571, 0's: 2 Z-trim: 3  B-trim: 66 in 1/43 
 Lambda= 0.223274 
 Kolmogorov-Smirnov  statistic: 0.0218 (N=27) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   81 30.1   0.016 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 24.8     1.4 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.9     1.7 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 24.2     2.1 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 24.2     2.2 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 24.3       3 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.9     3.4 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   53 21.0     6.1 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.1     8.8 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.1     9.5 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.4     9.6 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.8      11 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.6      12 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.9      16 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 21.3      16 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 20.1      16 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.4      19 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.4      19 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.8      19 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   48 19.4      19 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.8      21 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.1      22 
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gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   51 20.6      23 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.2      23 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.8      24 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.8      24 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.5      25 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.9      25 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.1      28 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      28 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      28 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      28 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.0      28 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.1      29 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.1      30 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 18.8      30 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.2      30 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   48 19.5      31 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   51 20.7      32 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.9      33 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.3      35 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.0      35 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.7      36 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 18.8      38 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.4      42 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.4      42 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 18.5      43 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 20.8      47 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.5      49 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.7      52 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.2      52 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.7      55 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.7      55 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 19.3      55 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.6      55 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 18.2      55 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 18.2      55 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.8      56 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.6      57 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.2      57 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 18.2      57 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.8      59 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.0      61 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.2      62 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.2      62 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.2      62 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.8      65 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.8      65 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.8      65 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.4      65 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.8      66 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.8      66 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.8      66 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.8      66 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.4      66 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 19.0      67 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.2      67 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.8      67 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.8      67 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.5      70 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.9      71 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.9      71 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.9      71 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.9      71 
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gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   43 17.9      74 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   43 17.9      74 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   43 17.9      74 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 17.9      75 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   46 19.0      75 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.6      76 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 17.9      77 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   45 18.6      79 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 17.9      79 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.0      79 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 18.7      80 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.0      84 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.0      85 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   48 19.8      86 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   48 19.8      86 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   48 19.8      86 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.2      87 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   41 17.2      87 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.2      88 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.2      88 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.2      88 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.5      92 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   42 17.6      95 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.6      98 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  51 init1:  51 opt:  81  Z-score: 134.6  bits: 30.1 E(): 0.016 
Smith-Waterman score: 81; 30.3% identity (56.6% similar) in 76 aa overlap (8-79:52-127) 
 
                                      10        20           30     
2MEPSP                        SDSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
           40        50         60        70        80              
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLEMMGAKVTWTETSVTV              
       .:.: . :.  : :  :.. .  : :  .:..  :    :...: :               
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 99.8  bits: 24.8 E():  1.4 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (13-64:79-131) 
 
                                 10        20        30        40   
2MEPSP                   SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
              50        60        70        80                      
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV                      
          ..   . :. : :. .:. :                                      
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gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 98.2  bits: 24.9 E():  1.7 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (9-45:8-44) 
 
               10        20        30        40        50        60 
2MEPSP SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
               ... : . :  :  ::.:.. .. .:: ::. .:. :                
gi|144  MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDY 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP AEVLEMMGAKVTWTETSVTV                                         
                                                                    
gi|144 LGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILA 
      60        70        80        90       100       110          
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 96.7  bits: 24.2 E():  2.1 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (13-64:59-111) 
 
                                 10        20        30        40   
2MEPSP                   SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
              50        60        70        80                      
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV                      
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 96.3  bits: 24.2 E():  2.2 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (13-64:79-131) 
 
                                 10        20        30        40   
2MEPSP                   SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
              50        60        70        80                      
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV                      
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 94.0  bits: 24.3 E():    3 
Smith-Waterman score: 62; 29.9% identity (48.3% similar) in 87 aa overlap (3-79:4-87) 
 
                10        20        30           40                 
2MEPSP  SDSWDRFYIKGGQKYKSPKNAYVEGDASSAS-YFLAGA--AITGGTVTV-------EGC 
          .:  ... : :   .:  : . .:  : : :::     : : :..:.       . : 
gi|947 MMVAWWSLFLYGLQ-VAAPALAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYC 
               10         20        30        40        50          
 
      50        60        70        80                              
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTV                              
       : :  :: .   . .. ::  . :  : ::                               
gi|947 GGT-WQGIIDKLDYIQGMGFTAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGT 
      60         70        80         90       100       110        
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 93.0  bits: 23.9 E():  3.4 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (9-45:8-44) 
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               10        20        30        40        50        60 
2MEPSP SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
               ... : . :  :  ::.:.. .. .:: ::.  :. :                
gi|144  MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDY 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP AEVLEMMGAKVTWTETSVTV                                         
                                                                    
gi|144 LGKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILA 
      60        70        80        90       100       110          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 88.3  bits: 21.0 E():  6.1 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (13-47:69-101) 
 
                                 10        20        30        40   
2MEPSP                   SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
             50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
        . ::                                  
gi|207 KIGVEEFQALVKA                          
        100                                   
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 85.5  bits: 21.1 E():  8.8 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (21-49:86-113) 
 
                         10        20        30        40        50 
2MEPSP           SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
               60        70        80                        
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTV                        
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 84.9  bits: 21.1 E():  9.5 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (21-49:102-129) 
 
                         10        20        30        40        50 
2MEPSP           SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
               60        70        80                        
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTV                        
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 84.9  bits: 20.4 E():  9.6 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (13-47:69-101) 
 
                                 10        20        30        40   
2MEPSP                   SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
             50        60        70        80 
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2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
        . ::                                  
gi|207 KIGVEEFQALVKA                          
        100                                   
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 84.1  bits: 20.8 E():   11 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (19-62:83-130) 
 
                           10        20        30             40    
2MEPSP             SDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
            50        60        70        80            
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV            
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 83.4  bits: 21.6 E():   12 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (13-48:264-297) 
 
                                 10        20        30        40   
2MEPSP                   SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
             50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
       .... :                                 
gi|663 ATAAAGGYKA                             
             300                              
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.0  bits: 20.9 E():   16 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (39-58:208-227) 
 
       10        20        30        40        50        60         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
       70        80     
2MEPSP AKVTWTETSVTV     
                        
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 80.8  bits: 21.3 E():   16 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (2-59:38-94) 
 
                                            10        20        30  
2MEPSP                              SDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
                40         50        60        70        80         
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV         
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
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>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (19-62:83-130) 
 
                           10        20        30             40    
2MEPSP             SDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
            50        60        70        80            
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV            
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 79.6  bits: 19.4 E():   19 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (18-47:73-101) 
 
                            10        20        30        40        
2MEPSP              SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                         
gi|288 EFAVWVKQ                          
                                         
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.5  bits: 19.4 E():   19 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (17-42:59-84) 
 
                             10        20        30        40       
2MEPSP               SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
         50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                          
gi|117 APEAAKEEEKEESDDDMGFGLFD            
       90       100       110             
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 79.5  bits: 19.8 E():   19 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (39-63:35-57) 
 
       10        20        30        40        50        60         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
       70        80                                                 
2MEPSP AKVTWTETSVTV                                                 
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.4  bits: 19.4 E():   19 
Smith-Waterman score: 48; 27.9% identity (62.8% similar) in 43 aa overlap (5-47:52-89) 
 
                                         10        20        30     
2MEPSP                           SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7454

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     ...  .:..:  :  .. . : :.:.     
gi|117 DVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASG---- 
              30        40        50        60        70            
 
           40        50        60        70        80 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
        ::: .::.. .:                                  
gi|117 -GAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD          
         80        90       100       110             
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (21-49:84-111) 
 
                         10        20        30        40        50 
2MEPSP           SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
               60        70        80                      
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTV                      
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.4  bits: 19.1 E():   22 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (10-29:53-72) 
 
                                    10        20        30          
2MEPSP                      SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
      40        50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                                 
gi|897 AQLPAMCRLEGGDALLASQ                       
             90       100                        
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 78.0  bits: 20.6 E():   23 
Smith-Waterman score: 51; 25.8% identity (51.5% similar) in 66 aa overlap (5-67:239-304) 
 
                                         10        20           30  
2MEPSP                           SDSWDRFYIKGGQKYKSPKNAYVEGD---ASSAS 
                                     .:.:.   :  :. ..: :  .   . : . 
gi|324 NKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHA 
      210       220       230       240       250       260         
 
              40        50        60        70        80 
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
        :. :   .       :  .:.:  :::.. : :..              
gi|324 VFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV          
      270       280       290       300                  
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 77.8  bits: 20.2 E():   23 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (9-39:25-54) 
 
                               10        20        30        40     
2MEPSP                 SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
           50        60        70        80                         
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV                         
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gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 77.6  bits: 21.8 E():   24 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (16-58:113-154) 
 
                              10        20        30        40      
2MEPSP                SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
          50        60        70        80                          
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV                          
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 77.6  bits: 21.8 E():   24 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (16-58:113-154) 
 
                              10        20        30        40      
2MEPSP                SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
          50        60        70        80                          
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV                          
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (41-56:140-152) 
 
               20        30        40        50        60        70 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: ::   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG               
     110       120       130       140          150                 
 
               80 
2MEPSP VTWTETSVTV 
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.2  bits: 19.9 E():   25 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (4-39:166-201) 
 
                                          10        20        30    
2MEPSP                            SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
            40        50        60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
        : : .                                          
gi|116 EAVAKVNFQ                                       
         200                                           
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.4  bits: 19.1 E():   28 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (23-68:86-130) 
 
                       10        20        30        40        50   
2MEPSP         SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
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gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
             60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTV 
       . ..  : :.: . .:             
gi|136 KKEALPKCAQVYNKLGMYPPNM       
          120       130             
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (10-49:437-480) 
 
                                    10        20            30      
2MEPSP                      SDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          40        50        60        70        80    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV    
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (10-49:437-480) 
 
                                    10        20            30      
2MEPSP                      SDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          40        50        60        70        80    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV    
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (10-49:437-480) 
 
                                    10        20            30      
2MEPSP                      SDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          40        50        60        70        80    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV    
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (10-49:437-480) 
 
                                    10        20            30      
2MEPSP                      SDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          40        50        60        70        80    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV    
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
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        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (10-49:437-480) 
 
                                    10        20            30      
2MEPSP                      SDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          40        50        60        70        80    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV    
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (10-49:437-480) 
 
                                    10        20            30      
2MEPSP                      SDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          40        50        60        70        80    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV    
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (10-49:437-480) 
 
                                    10        20            30      
2MEPSP                      SDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          40        50        60        70        80    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV    
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (10-49:437-480) 
 
                                    10        20            30      
2MEPSP                      SDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          40        50        60        70        80    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV    
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (10-49:437-480) 
 
                                    10        20            30      
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2MEPSP                      SDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          40        50        60        70        80    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV    
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (10-49:437-480) 
 
                                    10        20            30      
2MEPSP                      SDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          40        50        60        70        80    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV    
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (10-49:437-480) 
 
                                    10        20            30      
2MEPSP                      SDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          40        50        60        70        80    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV    
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (10-49:437-480) 
 
                                    10        20            30      
2MEPSP                      SDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          40        50        60        70        80    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV    
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (10-49:437-480) 
 
                                    10        20            30      
2MEPSP                      SDSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
          40        50        60        70        80    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV    
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       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.2  bits: 19.1 E():   29 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (23-68:90-134) 
 
                       10        20        30        40        50   
2MEPSP         SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
             60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTV 
       . ..  : :.: . .:             
gi|145 KKEALPKCAQVYNKLGMYPPNM       
      120       130       140       
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.0  bits: 19.1 E():   30 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (23-68:96-140) 
 
                       10        20        30        40        50   
2MEPSP         SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
             60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTV 
       . ..  : :.: . .:             
gi|246 KKEALPKCAQVYNKLGMYPPNM       
          130       140             
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 75.9  bits: 18.8 E():   30 
Smith-Waterman score: 46; 27.9% identity (60.5% similar) in 43 aa overlap (5-47:52-89) 
 
                                         10        20        30     
2MEPSP                           SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                     ...  .: .:  :  .. . : :.:.     
gi|185 DVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASG---- 
              30        40        50        60        70            
 
           40        50        60        70        80 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
        ::: .::.. .:                                  
gi|185 -GAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD          
         80        90       100       110             
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (29-55:9-38) 
 
               10        20        30           40        50        
2MEPSP SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGD 
                                   ::  ::   :.:.:  .:: ::: . .: :   
gi|110                     MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSC 
                                   10        20        30        40 
 
        60        70        80                                      
2MEPSP VKFAEVLEMMGAKVTWTETSVTV                                      
                                                                    
gi|110 QKQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNL 
               50        60        70        80        90       100 
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.6  bits: 19.5 E():   31 
Smith-Waterman score: 48; 20.0% identity (60.0% similar) in 50 aa overlap (4-53:79-127) 
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                                          10        20        30    
2MEPSP                            SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :.    . .: . .  : : . .  ... . 
gi|549 NEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDNCRNSAKY 
       50        60        70        80        90        100        
 
            40        50        60        70        80              
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV              
        .:  :. :..:... :..:                                         
gi|549 SVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIG 
       110       120       130       140       150       160        
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 75.4  bits: 20.7 E():   32 
Smith-Waterman score: 51; 24.2% identity (56.5% similar) in 62 aa overlap (4-64:315-373) 
 
                                          10        20        30    
2MEPSP                            SDSWDRFYIKGGQKYKSPKNAYVEGDASSASY- 
                                     : .. .. :  :   ::: :    .  :.  
gi|259 NINDPARADIYTPEVGRLTTLNSLNLPILKWLQLSVEKGVLY---KNALVLPHWNLNSHS 
          290       300       310       320          330       340  
 
             40        50        60        70        80             
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV             
       .. :    : . .:.. :.  ..:.:. ...:                             
gi|259 IIYGCKGKGQVQVVDNFGNRVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRA 
             350       360       370       380       390       400  
 
gi|259 MTSPLAGRTSVLGGMPEEVLANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA 
             410       420       430       440       450        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.1  bits: 19.9 E():   33 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (30-57:133-160) 
 
                10        20        30        40        50          
2MEPSP  SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
      60        70        80                                        
2MEPSP FAEVLEMMGAKVTWTETSVTV                                        
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 50; 33.3% identity (55.6% similar) in 27 aa overlap (2-26:291-317) 
 
                                            10          20          
2MEPSP                              SDSWDRFYIKGGQKYK--SPKNAYVEGDASS 
                                     : ::.. : :...    :  : .:  :    
gi|113 TLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVAPDFIY 
              270       280       290       300       310       320 
 
      30        40        50        60        70        80          
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV          
                                                                    
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.6  bits: 20.0 E():   35 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (47-71:282-306) 
 
         20        30        40        50        60        70       
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
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gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
         80 
2MEPSP SVTV 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 74.4  bits: 20.7 E():   36 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (13-61:264-309) 
 
                                 10        20         30        40  
2MEPSP                   SDSWDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
              50        60        70        80                      
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV                      
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 18.8 E():   38 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (52-67:135-150) 
 
              30        40        50        60        70        80 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :. .: : : : .:::              
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD           
          110       120       130       140       150              
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.1  bits: 20.4 E():   42 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (10-42:269-302) 
 
                                    10        20        30          
2MEPSP                      SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
       40        50        60        70        80                   
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV                   
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.1  bits: 20.4 E():   42 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (10-42:269-302) 
 
                                    10        20        30          
2MEPSP                      SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
       40        50        60        70        80                   
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV                   
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.0  bits: 18.5 E():   43 
Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (6-63:1-47) 
 
               10        20        30        40        50        60 
2MEPSP SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
            .:.:.: : : .   :   :  .  : :. ::..         :   . .::. : 
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gi|136      QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQCKEKK-NGDITF 
                     10           20        30               40     
 
               70        80                                         
2MEPSP AEVLEMMGAKVTWTETSVTV                                         
       .::                                                          
gi|136 TEVGYTRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGT 
           50        60        70        80        90       100     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.3  bits: 20.8 E():   47 
Smith-Waterman score: 59; 29.1% identity (54.5% similar) in 55 aa overlap (9-58:101-154) 
 
                                     10             20        30    
2MEPSP                       SDSWDRFYIKGG-----QKYKSPKNAYVEGDASSASYF 
                                     .:::     .  :.  :::  :....:    
gi|219 ISVLTTDSDVSEITWLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSG 
               80        90       100       110       120       130 
 
            40        50        60        70        80              
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV              
       :   : .:  ..  : : .. .::.                                    
gi|219 LK-LAKSGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAV 
               140       150       160       170       180          
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (23-62:87-131) 
 
                       10        20             30        40        
2MEPSP         SDSWDRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
        50        60        70        80           
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV           
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.5  bits: 19.7 E():   52 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (13-42:340-370) 
 
                                 10        20        30        40   
2MEPSP                   SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
               50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
       ::                                       
gi|113 GGYKV                                    
      370                                       
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (39-63:19-41) 
 
       10        20        30        40        50        60         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
       70        80                                                 
2MEPSP AKVTWTETSVTV                                                 
                                                                    
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
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         50        60        70        80        90       100       
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.1  bits: 19.7 E():   55 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (8-42:331-365) 
 
                                      10        20        30        
2MEPSP                        SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
        40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
       ....:                                       
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV       
              370       380       390              
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.1  bits: 19.7 E():   55 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (8-42:331-365) 
 
                                      10        20        30        
2MEPSP                        SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
        40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
       ....:                                       
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV       
              370       380       390              
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 71.0  bits: 19.3 E():   55 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (6-58:18-64) 
 
                           10        20        30        40         
2MEPSP             SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .: .... :   :  : :.   :..:  . :  .       .: 
gi|107 MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE----KFKG 
               10        20        30          40        50         
 
       50        60        70        80                             
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV                             
        :.: :.::.                                                   
gi|107 LGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFG 
           60        70        80        90       100       110     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 18.6 E():   55 
Smith-Waterman score: 51; 23.6% identity (56.9% similar) in 72 aa overlap (5-73:72-135) 
 
                                         10           20        30  
2MEPSP                           SDSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
              40        50        60        70        80            
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV            
       : . ..   . .. :::: ... .: : ....      ..::                   
gi|144 YSVLATDYDNYAI-VEGCPAAA-NGHVIYVQL------RLTWRRFHPKLGDKEMIQHYTL 
             110        120        130             140       150    
 
gi|144 DQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
           160       170       180   
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.0  bits: 18.2 E():   55 
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Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (6-63:5-51) 
 
               10        20        30        40        50        60 
2MEPSP SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
            .:.:.: : : .   :   :  .  : :. ::..         :   . .::. : 
gi|145  PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKKNGDITF 
                10            20        30               40         
 
               70        80                                         
2MEPSP AEVLEMMGAKVTWTETSVTV                                         
       .::                                                          
gi|145 TEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGT 
       50        60        70        80        90       100         
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (6-63:5-51) 
 
               10        20        30        40        50        60 
2MEPSP SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
            .:.:.: : : .   :   :  .  : :. ::..         :   . .::. : 
gi|145  PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKKNGDITF 
                10            20        30               40         
 
               70        80                                         
2MEPSP AEVLEMMGAKVTWTETSVTV                                         
       .::                                                          
gi|145 TEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGT 
       50        60        70        80        90       100         
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.9  bits: 17.8 E():   56 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (13-47:69-101) 
 
                                 10        20        30        40   
2MEPSP                   SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
             50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
       .. ::                                  
gi|148 AIGVEEWAVLVKA                          
        100                                   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 18.6 E():   57 
Smith-Waterman score: 50; 28.0% identity (60.0% similar) in 50 aa overlap (24-73:102-143) 
 
                      10        20        30        40        50    
2MEPSP        SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
            60        70        80                                  
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTV                                  
        .: : ....      ..::                                         
gi|194 -NGHVIYVQL------RLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYE 
                     140       150       160       170       180    
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.7  bits: 18.2 E():   57 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (6-63:11-57) 
 
                    10        20        30        40        50      
2MEPSP      SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|246 MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKEN 
               10         20           30        40                 
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          60        70        80                                    
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTV                                    
       ::: :.:.                                                     
gi|246 GDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILS 
      50        60        70        80        90       100          
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.7  bits: 18.2 E():   57 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (6-63:11-57) 
 
                    10        20        30        40        50      
2MEPSP      SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|246 MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKEN 
               10         20           30        40                 
 
          60        70        80                                    
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTV                                    
       ::: :.:.                                                     
gi|246 GDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILN 
      50        60        70        80        90       100          
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.6  bits: 17.8 E():   59 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (17-56:20-60) 
 
                  10        20        30        40         50       
2MEPSP    SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQG 
                          :  .: . :...:.     : . .::.:    : :  ...: 
gi|384 MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTING 
               10        20        30        40        50        60 
 
         60        70        80                                
2MEPSP DVKFAEVLEMMGAKVTWTETSVTV                                
                                                               
gi|384 LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (13-42:231-261) 
 
                                 10        20        30        40   
2MEPSP                   SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
               50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
       ::                                       
gi|226 GGYKV                                    
     260                                        
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (23-62:87-131) 
 
                       10        20             30        40        
2MEPSP         SDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
        50        60        70        80            
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV            
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7466

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (23-62:87-131) 
 
                       10        20             30        40        
2MEPSP         SDSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
        50        60        70        80            
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV            
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 48; 27.3% identity (51.5% similar) in 66 aa overlap (3-62:66-131) 
 
                                           10        20             
2MEPSP                             SDSWDRFYIKGGQKYKSPKN-AYVEGDASS-- 
                                     :. .  : : .: .   : . ::::: :   
gi|444 PQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDK 
          40        50        60        70        80        90      
 
         30        40        50        60        70        80       
2MEPSP ---ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV       
           .: .  .: . :   ... ..    :::.. :                         
gi|444 IEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAAN 
         100       110       120       130       140       150      
 
gi|444 PDACN 
         160 
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (39-63:20-42) 
 
       10        20        30        40        50        60         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
       70        80                                                 
2MEPSP AKVTWTETSVTV                                                 
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (39-63:20-42) 
 
       10        20        30        40        50        60         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
       70        80                                                 
2MEPSP AKVTWTETSVTV                                                 
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (39-63:20-42) 
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       10        20        30        40        50        60         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
       70        80                                                 
2MEPSP AKVTWTETSVTV                                                 
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (7-53:68-112) 
 
                                       10        20        30       
2MEPSP                         SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
         40        50        60        70        80                 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV                 
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (39-63:21-43) 
 
       10        20        30        40        50        60         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
       70        80                                                 
2MEPSP AKVTWTETSVTV                                                 
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (39-63:21-43) 
 
       10        20        30        40        50        60         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
       70        80                                                 
2MEPSP AKVTWTETSVTV                                                 
                                                                    
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (39-63:21-43) 
 
       10        20        30        40        50        60         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
       70        80                                                 
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2MEPSP AKVTWTETSVTV                                                 
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (39-63:21-43) 
 
       10        20        30        40        50        60         
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
       70        80                                                 
2MEPSP AKVTWTETSVTV                                                 
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.6  bits: 19.4 E():   66 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (7-33:319-345) 
 
                                       10        20        30       
2MEPSP                         SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
         40        50        60        70        80 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                                    
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA        
      350       360       370       380             
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 69.6  bits: 19.0 E():   67 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (13-48:259-293) 
 
                                 10        20        30        40   
2MEPSP                   SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
             50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
       ::.. :                                 
gi|119 TVSAGGYKV                              
       290                                    
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.6  bits: 18.2 E():   67 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (35-56:150-172) 
 
           10        20        30        40         50        60    
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
            70        80 
2MEPSP LEMMGAKVTWTETSVTV 
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.5  bits: 17.8 E():   67 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (6-63:1-47) 
 
               10        20        30        40        50        60 
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2MEPSP SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
            .:.:.: : : .   :   :  .  : :. ::..         :   . .::: : 
gi|136      QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENGDVTF 
                     10           20        30               40     
 
               70        80                                         
2MEPSP AEVLEMMGAKVTWTETSVTV                                         
       .::                                                          
gi|136 TEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNTLNGT 
           50        60        70        80        90       100     
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.5  bits: 17.8 E():   67 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (23-68:86-130) 
 
                       10        20        30        40        50   
2MEPSP         SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
             60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTV 
       . ..  : :.: . .:             
gi|136 KKEALPKCAQVYNKLGMYPPNM       
          120       130             
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.2  bits: 17.5 E():   70 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (13-47:69-101) 
 
                                 10        20        30        40   
2MEPSP                   SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
             50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
        . :.                                  
gi|288 KIGVDEFAAMIKG                          
        100                                   
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (41-56:132-144) 
 
               20        30        40        50        60        70 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
               80 
2MEPSP VTWTETSVTV 
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (41-56:132-144) 
 
               20        30        40        50        60        70 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
               80 
2MEPSP VTWTETSVTV 
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.9 E():   71 
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Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (6-63:10-56) 
 
                   10        20        30        40        50       
2MEPSP     SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|144 EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
               10         20           30        40                 
 
         60        70        80                                     
2MEPSP DVKFAEVLEMMGAKVTWTETSVTV                                     
       :: :.::                                                      
gi|144 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFKLNT 
      50        60        70        80        90       100          
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (6-63:10-56) 
 
                   10        20        30        40        50       
2MEPSP     SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|136 EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
               10         20           30        40                 
 
         60        70        80                                     
2MEPSP DVKFAEVLEMMGAKVTWTETSVTV                                     
       :: :.::                                                      
gi|136 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNT 
      50        60        70        80        90       100          
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (41-56:140-152) 
 
               20        30        40        50        60        70 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
               80 
2MEPSP VTWTETSVTV 
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (41-56:140-152) 
 
               20        30        40        50        60        70 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
               80 
2MEPSP VTWTETSVTV 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (41-56:140-152) 
 
               20        30        40        50        60        70 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
               80 
2MEPSP VTWTETSVTV 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
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Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (41-56:140-152) 
 
               20        30        40        50        60        70 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
               80 
2MEPSP VTWTETSVTV 
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (41-56:140-152) 
 
               20        30        40        50        60        70 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
               80 
2MEPSP VTWTETSVTV 
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (41-56:140-152) 
 
               20        30        40        50        60        70 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
               80 
2MEPSP VTWTETSVTV 
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (41-56:140-152) 
 
               20        30        40        50        60        70 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|145 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
               80 
2MEPSP VTWTETSVTV 
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (41-56:140-152) 
 
               20        30        40        50        60        70 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
               80 
2MEPSP VTWTETSVTV 
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (41-56:140-152) 
 
               20        30        40        50        60        70 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA---CGIIGLQG               
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     110       120       130       140          150                 
 
               80 
2MEPSP VTWTETSVTV 
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 45; 29.0% identity (67.7% similar) in 31 aa overlap (29-58:4-34) 
 
               10        20        30        40         50          
2MEPSP SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGDVK 
                                   ... : .. ..:: .  : :: : :.. :..  
gi|160                          MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLS 
                                        10        20        30      
 
      60        70        80                                        
2MEPSP FAEVLEMMGAKVTWTETSVTV                                        
                                                                    
gi|160 GLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAA 
          40        50        60        70        80        90      
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (41-56:140-152) 
 
               20        30        40        50        60        70 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
               80 
2MEPSP VTWTETSVTV 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (23-57:30-64) 
 
                      10        20        30        40        50    
2MEPSP        SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                    : :. :. .  : :  ...  .:..:: .:. 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMSTG 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTV                                  
        . :                                                         
gi|160 PHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (41-56:140-152) 
 
               20        30        40        50        60        70 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
               80 
2MEPSP VTWTETSVTV 
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (41-56:140-152) 
 
               20        30        40        50        60        70 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA---CGIIGLQG               
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     110       120       130       140          150                 
 
               80 
2MEPSP VTWTETSVTV 
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (41-56:140-152) 
 
               20        30        40        50        60        70 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
               80 
2MEPSP VTWTETSVTV 
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (41-56:140-152) 
 
               20        30        40        50        60        70 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
               80 
2MEPSP VTWTETSVTV 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (41-56:140-152) 
 
               20        30        40        50        60        70 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
               80 
2MEPSP VTWTETSVTV 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (19-68:40-93) 
 
                           10        20        30            40     
2MEPSP             SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
           50        60        70        80                         
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV                         
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.0 E():   75 
Smith-Waterman score: 46; 29.4% identity (55.9% similar) in 34 aa overlap (9-42:160-193) 
 
                                     10        20        30         
2MEPSP                       SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     .: :..  :  :  . :  : :  . ..:: 
gi|546 AVKVLRSNGSGSMSDVIKGVEFAVKSHQDSVKKGKNSFSTANMSLGGGKSPALDLAVNAA 
     130       140       150       160       170       180          
 
       40        50        60        70        80                   
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2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV                   
       . .:                                                         
gi|546 VKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFSNYGKCVDIFAPGLNI 
     190       200       210       220       230       240          
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.6  bits: 18.6 E():   76 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (13-42:232-262) 
 
                                 10        20        30        40   
2MEPSP                   SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
               50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
       ::                                       
gi|180 GGYKV                                    
                                                
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (25-62:93-131) 
 
                     10        20         30        40        50    
2MEPSP       SDSWDRFYIKGGQKYKSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
            60        70        80            
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTV            
        .::... :                              
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN 
            130       140       150       160 
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 45; 26.7% identity (60.0% similar) in 30 aa overlap (51-80:114-143) 
 
               30        40        50        60        70        80 
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
gi|144 IILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDR 
           150       160       170       180       190       200    
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (50-75:38-62) 
 
      20        30        40        50        60        70          
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
      80                                                            
2MEPSP V                                                            
                                                                    
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 68.1  bits: 19.0 E():   79 
Smith-Waterman score: 49; 27.6% identity (62.1% similar) in 58 aa overlap (7-62:105-159) 
 
                                       10        20        30       
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2MEPSP                         SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL-- 
                                     .:. .:.:  . ..: :.   ..   :.   
gi|151 TPGTLRYGATREKALWIIFSQNMNIKLKMPLYV-AGHKTIDGRGADVHLGNGGPCLFMRK 
           80        90       100        110       120       130    
 
           40        50        60        70        80               
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV               
       .. .:  : . ..::.:. : :::  .:                                 
gi|151 VSHVILHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSD 
           140        150        160       170       180       190  
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (36-77:216-260) 
 
          10        20        30        40        50           60   
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
             70        80                       
2MEPSP VLEMMGAKVTWTETSVTV                       
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (25-47:145-167) 
 
                     10        20        30        40        50     
2MEPSP       SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
           60        70        80                                   
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTV                                   
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (8-40:331-363) 
 
                                      10        20        30        
2MEPSP                        SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
        40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
       ..:                                         
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ      
              370       380       390              
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.5  bits: 19.8 E():   86 
Smith-Waterman score: 48; 29.0% identity (58.1% similar) in 31 aa overlap (2-32:559-589) 
 
                                            10        20        30  
2MEPSP                              SDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     ::.  :: :  . :.. .. ::.   .  . 
gi|289 EMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDKGHNYCG 
      530       540       550       560       570       580         
 
              40        50        60        70        80            
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV            
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       :                                                            
gi|289 YPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYPDNKPLG 
      590       600       610       620       630       640         
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.5  bits: 19.8 E():   86 
Smith-Waterman score: 48; 29.0% identity (58.1% similar) in 31 aa overlap (2-32:559-589) 
 
                                            10        20        30  
2MEPSP                              SDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     ::.  :: :  . :.. .. ::.   .  . 
gi|283 EMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDKGHNYCG 
      530       540       550       560       570       580         
 
              40        50        60        70        80            
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV            
       :                                                            
gi|283 YPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYPDNKPLG 
      590       600       610       620       630       640         
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.5  bits: 19.8 E():   86 
Smith-Waterman score: 48; 29.0% identity (58.1% similar) in 31 aa overlap (2-32:562-592) 
 
                                            10        20        30  
2MEPSP                              SDSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     ::.  :: :  . :.. .. ::.   .  . 
gi|284 EMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFYKKVQEAYEGKSQYYVDKGHNYCG 
             540       550       560       570       580       590  
 
              40        50        60        70        80            
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV            
       :                                                            
gi|284 YPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSNRKYPDNMPLG 
             600       610       620       630       640       650  
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.2 E():   87 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (19-47:73-101) 
 
                           10        20        30        40         
2MEPSP             SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
       50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                        
gi|193 FNHLVKH                          
                                        
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 41; 33.3% identity (66.7% similar) in 18 aa overlap (3-20:26-43) 
 
                                      10        20        30        
2MEPSP                        SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
        40        50        60        70        80        
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV        
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.2 E():   88 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (17-42:59-83) 
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                             10        20         30        40      
2MEPSP               SDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
          50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                           
gi|215 AAPEAERAEEEKEESDDDMGFGLFD           
         90       100       110            
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 17.2 E():   88 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (17-41:59-84) 
 
                             10        20         30        40      
2MEPSP               SDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
          50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                           
gi|833 AAEEKKEEEKEESDEDMGFGLFD             
       90       100       110              
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 17.2 E():   88 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (17-41:59-84) 
 
                             10        20         30        40      
2MEPSP               SDSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
          50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                           
gi|668 AAKEKNEEEKEESDEDMGFGLFD             
       90       100       110              
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (11-27:109-125) 
 
                                   10        20        30        40 
2MEPSP                     SDSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
               50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                                
gi|145 SQGIFKAIEGYVLSN                          
      140       150                             
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 42; 28.6% identity (55.1% similar) in 49 aa overlap (19-62:83-130) 
 
                           10        20        30             40    
2MEPSP             SDSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
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            50        60        70        80            
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV            
       : ... .    ..::.. :                              
gi|131 V-IKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
             120       130       140       150          
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 17.6 E():   98 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (53-67:53-67) 
 
             30        40        50        60        70        80   
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV   
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:50 2011 done: Tue Apr 19 10:57:50 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 229  - 308 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     3     0:= 
  30    10     2:*=== 
  32    17     8:==*=== 
  34    19    22:=======* 
  36    32    44:===========   * 
  38    48    73:================        * 
  40   118   102:=================================*====== 
  42   103   125:===================================      * 
  44   152   137:=============================================*===== 
  46   166   140:==============================================*========= 
  48   125   134:==========================================  * 
  50   133   122:========================================*==== 
  52   107   107:===================================* 
  54   105    92:==============================*==== 
  56    56    77:===================      * 
  58    57    63:=================== * 
  60    36    51:============    * 
  62    31    41:===========  * 
  64    31    33:==========* 
  66    19    26:======= * 
  68    38    20:======*====== 
  70    26    16:=====*=== 
  72     4    12:== * 
  74     6    10:== * 
  76    23     8:==*===== 
  78     8     6:=*= 
  80     3     5:=* 
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  82     1     3:* 
  84     4     3:*= 
  86     0     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.81800.00342; mu= 13.0774 0.177 
 mean_var=33.2688 8.588, 0's: 2 Z-trim: 3  B-trim: 66 in 1/43 
 Lambda= 0.222359 
 Kolmogorov-Smirnov  statistic: 0.0204 (N=28) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   81 30.0   0.017 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 24.8     1.5 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.8     1.8 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 24.1     2.2 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 24.1     2.3 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 24.2     3.1 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.9     3.5 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   53 21.0     6.3 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.1       9 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.1     9.7 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.3     9.8 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.7      11 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.5      12 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.8      16 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   53 21.2      16 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 20.1      17 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.4      19 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.4      19 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.8      19 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   48 19.4      20 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.8      21 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.0      22 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   51 20.6      23 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.2      24 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.7      25 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.7      25 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.5      25 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.8      26 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.1      28 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.0      29 
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gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.1      29 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.1      30 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 18.7      30 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.1      31 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   48 19.5      32 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   51 20.7      33 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.9      34 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 20.3      36 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 19.9      36 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.7      37 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 18.8      39 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.4      43 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.4      43 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 18.5      44 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 20.8      48 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.5      50 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.1      53 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.6      53 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.7      56 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.7      56 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 18.2      56 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 18.2      56 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.5      56 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 19.3      56 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.8      57 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.2      58 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 18.2      58 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.5      58 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.8      59 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.9      62 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.2      63 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.2      63 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.2      63 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.8      66 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.8      66 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.8      66 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.8      67 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.8      67 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.8      67 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.8      67 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.3      67 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.2      68 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 19.0      68 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.3      68 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.8      68 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.8      68 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.5      71 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.8      72 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.8      72 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.8      72 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.8      72 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   43 17.8      75 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   43 17.8      75 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   43 17.8      75 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   43 17.8      75 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   43 17.8      75 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   43 17.8      75 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   43 17.8      75 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   43 17.8      75 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 17.8      75 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   43 17.8      75 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.8      75 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.8      75 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   43 17.8      75 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   43 17.8      75 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   43 17.8      75 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   43 17.8      75 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   43 17.8      75 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 17.9      76 
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gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   46 19.0      76 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.6      77 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 17.9      78 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 17.9      80 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   45 18.6      80 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.0      81 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 18.6      82 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.0      86 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.0      87 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.1      88 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   48 19.8      88 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   48 19.8      88 
gi|284518363|gb|ADB92493.1| major allergen Cr-PI [ ( 688)   48 19.8      88 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   41 17.1      88 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.1      89 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.1      89 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.1      89 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.5      93 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   42 17.5      96 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.5      99 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  51 init1:  51 opt:  81  Z-score: 134.2  bits: 30.0 E(): 0.017 
Smith-Waterman score: 81; 30.3% identity (56.6% similar) in 76 aa overlap (7-78:52-127) 
 
                                       10        20           30    
2MEPSP                         DSWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
            40        50         60        70        80             
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLEMMGAKVTWTETSVTVT             
       .:.: . :.  : :  :.. .  : :  .:..  :    :...: :               
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 99.5  bits: 24.8 E():  1.5 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (12-63:79-131) 
 
                                  10        20        30        40  
2MEPSP                    DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
               50        60        70        80                     
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT                     
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 97.9  bits: 24.8 E():  1.8 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (8-44:8-44) 
 
               10        20        30        40        50        60 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
              ... : . :  :  ::.:.. .. .:: ::. .:. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP EVLEMMGAKVTWTETSVTVT                                         
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
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>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 96.4  bits: 24.1 E():  2.2 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (12-63:59-111) 
 
                                  10        20        30        40  
2MEPSP                    DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
               50        60        70        80                     
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT                     
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 96.0  bits: 24.1 E():  2.3 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (12-63:79-131) 
 
                                  10        20        30        40  
2MEPSP                    DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
               50        60        70        80                     
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT                     
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 93.7  bits: 24.2 E():  3.1 
Smith-Waterman score: 62; 29.9% identity (48.3% similar) in 87 aa overlap (2-78:4-87) 
 
                 10        20        30           40                
2MEPSP   DSWDRFYIKGGQKYKSPKNAYVEGDASSAS-YFLAGA--AITGGTVTV-------EGC 
          .:  ... : :   .:  : . .:  : : :::     : : :..:.       . : 
gi|947 MMVAWWSLFLYGLQ-VAAPALAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYC 
               10         20        30        40        50          
 
       50        60        70        80                             
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT                             
       : :  :: .   . .. ::  . :  : ::                               
gi|947 GGT-WQGIIDKLDYIQGMGFTAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGT 
      60         70        80         90       100       110        
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 92.7  bits: 23.9 E():  3.5 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (8-44:8-44) 
 
               10        20        30        40        50        60 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
              ... : . :  :  ::.:.. .. .:: ::.  :. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP EVLEMMGAKVTWTETSVTVT                                         
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 88.2  bits: 21.0 E():  6.3 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (12-46:69-101) 
 
                                  10        20        30        40  
2MEPSP                    DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
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                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
              50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
        . ::                                   
gi|207 KIGVEEFQALVKA                           
        100                                    
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 85.3  bits: 21.1 E():    9 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (20-48:86-113) 
 
                          10        20        30        40          
2MEPSP            DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
      50        60        70        80                       
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVT                       
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 84.7  bits: 21.1 E():  9.7 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (20-48:102-129) 
 
                          10        20        30        40          
2MEPSP            DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
      50        60        70        80                       
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVT                       
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 84.7  bits: 20.3 E():  9.8 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (12-46:69-101) 
 
                                  10        20        30        40  
2MEPSP                    DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
              50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
        . ::                                   
gi|207 KIGVEEFQALVKA                           
        100                                    
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 83.9  bits: 20.7 E():   11 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (18-61:83-130) 
 
                            10        20             30        40   
2MEPSP              DSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
             50        60        70        80           
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT           
       : ... .    .:::.. :                              

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7484

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 83.2  bits: 21.5 E():   12 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (12-47:264-297) 
 
                                  10        20        30        40  
2MEPSP                    DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
              50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
       .... :                                  
gi|663 ATAAAGGYKA                              
             300                               
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.9  bits: 20.8 E():   16 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (38-57:208-227) 
 
        10        20        30        40        50        60        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
        70        80    
2MEPSP AKVTWTETSVTVT    
                        
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 80.6  bits: 21.2 E():   16 
Smith-Waterman score: 53; 31.1% identity (65.6% similar) in 61 aa overlap (1-58:38-94) 
 
                                             10        20        30 
2MEPSP                               DSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     :. ::.   .:. ... .:: . : :.::. 
gi|190 VFNTDKAEAEGSKVADAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNA-ASGVAGSAG 
        10        20        30        40        50         60       
 
                 40         50        60        70        80        
2MEPSP YFLAGAA--ITGGTVTVEG-CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT        
          ::.:  . ...: : .  . .:.:: :.                              
gi|190 ---AGGAPSVPSANVDVTNPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNL 
            70        80        90       100       110       120    
 
gi|190 TQTTSTGSGVNVAAGNVDQDVQHLAPVTRHVHHRHEIEELLREREHHIHQHHIQHHVQPV 
           130       140       150       160       170       180    
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (18-61:83-130) 
 
                            10        20             30        40   
2MEPSP              DSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
             50        60        70        80           
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT           
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
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 initn:  44 init1:  44 opt:  48  Z-score: 79.5  bits: 19.4 E():   19 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (17-46:73-101) 
 
                             10        20        30        40       
2MEPSP               DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
         50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                          
gi|288 EFAVWVKQ                           
                                          
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.4  bits: 19.4 E():   19 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (16-41:59-84) 
 
                              10        20        30        40      
2MEPSP                DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
          50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                           
gi|117 APEAAKEEEKEESDDDMGFGLFD             
       90       100       110              
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 79.3  bits: 19.8 E():   19 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (38-62:35-57) 
 
        10        20        30        40        50        60        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
        70        80                                                
2MEPSP AKVTWTETSVTVT                                                
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.3  bits: 19.4 E():   20 
Smith-Waterman score: 48; 27.9% identity (62.8% similar) in 43 aa overlap (4-46:52-89) 
 
                                          10        20        30    
2MEPSP                            DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                     ...  .:..:  :  .. . : :.:.     
gi|117 DVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASG---- 
              30        40        50        60        70            
 
            40        50        60        70        80 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
        ::: .::.. .:                                   
gi|117 -GAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD           
         80        90       100       110              
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (20-48:84-111) 
 
                          10        20        30        40          
2MEPSP            DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
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            60        70        80        90       100        110   
 
      50        60        70        80                     
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVT                     
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.3  bits: 19.0 E():   22 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (9-28:53-72) 
 
                                     10        20        30         
2MEPSP                       DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
       40        50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                                  
gi|897 AQLPAMCRLEGGDALLASQ                        
             90       100                         
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 77.8  bits: 20.6 E():   23 
Smith-Waterman score: 51; 25.8% identity (51.5% similar) in 66 aa overlap (4-66:239-304) 
 
                                          10        20           30 
2MEPSP                            DSWDRFYIKGGQKYKSPKNAYVEGD---ASSAS 
                                     .:.:.   :  :. ..: :  .   . : . 
gi|324 NKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHA 
      210       220       230       240       250       260         
 
               40        50        60        70        80 
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
        :. :   .       :  .:.:  :::.. : :..               
gi|324 VFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV           
      270       280       290       300                   
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 77.6  bits: 20.2 E():   24 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (8-38:25-54) 
 
                                10        20        30        40    
2MEPSP                  DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
            50        60        70        80                        
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT                        
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 77.3  bits: 21.7 E():   25 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (15-57:113-154) 
 
                               10        20        30        40     
2MEPSP                 DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
           50        60        70        80                         
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT                         
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
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>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 77.3  bits: 21.7 E():   25 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (15-57:113-154) 
 
                               10        20        30        40     
2MEPSP                 DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
           50        60        70        80                         
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT                         
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (40-55:140-152) 
 
      10        20        30        40        50        60          
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: ::   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG               
     110       120       130       140          150                 
 
      70        80 
2MEPSP VTWTETSVTVT 
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.1  bits: 19.8 E():   26 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (3-38:166-201) 
 
                                           10        20        30   
2MEPSP                             DSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
             40        50        60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
        : : .                                           
gi|116 EAVAKVNFQ                                        
         200                                            
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.3  bits: 19.1 E():   28 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (22-67:86-130) 
 
                        10        20        30        40        50  
2MEPSP          DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
              60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVT 
       . ..  : :.: . .:              
gi|136 KKEALPKCAQVYNKLGMYPPNM        
          120       130              
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (9-48:437-480) 
 
                                     10        20            30     
2MEPSP                       DSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
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           40        50        60        70        80   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (9-48:437-480) 
 
                                     10        20            30     
2MEPSP                       DSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           40        50        60        70        80   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (9-48:437-480) 
 
                                     10        20            30     
2MEPSP                       DSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           40        50        60        70        80   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (9-48:437-480) 
 
                                     10        20            30     
2MEPSP                       DSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           40        50        60        70        80   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT   
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (9-48:437-480) 
 
                                     10        20            30     
2MEPSP                       DSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           40        50        60        70        80   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
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>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (9-48:437-480) 
 
                                     10        20            30     
2MEPSP                       DSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           40        50        60        70        80   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (9-48:437-480) 
 
                                     10        20            30     
2MEPSP                       DSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           40        50        60        70        80   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (9-48:437-480) 
 
                                     10        20            30     
2MEPSP                       DSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           40        50        60        70        80   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT   
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (9-48:437-480) 
 
                                     10        20            30     
2MEPSP                       DSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           40        50        60        70        80   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT   
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (9-48:437-480) 
 
                                     10        20            30     
2MEPSP                       DSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
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gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           40        50        60        70        80   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (9-48:437-480) 
 
                                     10        20            30     
2MEPSP                       DSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           40        50        60        70        80   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (9-48:437-480) 
 
                                     10        20            30     
2MEPSP                       DSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           40        50        60        70        80   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (9-48:437-480) 
 
                                     10        20            30     
2MEPSP                       DSWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
           40        50        60        70        80   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT   
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.1  bits: 19.1 E():   29 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (22-67:90-134) 
 
                        10        20        30        40        50  
2MEPSP          DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
              60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVT 
       . ..  : :.: . .:              
gi|145 KKEALPKCAQVYNKLGMYPPNM        
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      120       130       140        
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.8  bits: 19.1 E():   30 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (22-67:96-140) 
 
                        10        20        30        40        50  
2MEPSP          DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
              60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVT 
       . ..  : :.: . .:              
gi|246 KKEALPKCAQVYNKLGMYPPNM        
          130       140              
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 46; 27.9% identity (60.5% similar) in 43 aa overlap (4-46:52-89) 
 
                                          10        20        30    
2MEPSP                            DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                     ...  .: .:  :  .. . : :.:.     
gi|185 DVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASG---- 
              30        40        50        60        70            
 
            40        50        60        70        80 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
        ::: .::.. .:                                   
gi|185 -GAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD           
         80        90       100       110              
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 75.7  bits: 19.1 E():   31 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (28-54:9-38) 
 
               10        20        30           40        50        
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDV 
                                  ::  ::   :.:.:  .:: ::: . .: :    
gi|110                    MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQ 
                                  10        20        30        40  
 
        60        70        80                                      
2MEPSP KFAEVLEMMGAKVTWTETSVTVT                                      
                                                                    
gi|110 KQFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLE 
              50        60        70        80        90       100  
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.4  bits: 19.5 E():   32 
Smith-Waterman score: 48; 20.0% identity (60.0% similar) in 50 aa overlap (3-52:79-127) 
 
                                           10        20        30   
2MEPSP                             DSWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :.    . .: . .  : : . .  ... . 
gi|549 NEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDNCRNSAKY 
       50        60        70        80        90        100        
 
             40        50        60        70        80             
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT             
        .:  :. :..:... :..:                                         
gi|549 SVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIG 
       110       120       130       140       150       160        
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 75.2  bits: 20.7 E():   33 
Smith-Waterman score: 51; 24.2% identity (56.5% similar) in 62 aa overlap (3-63:315-373) 
 
                                           10        20        30   
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2MEPSP                             DSWDRFYIKGGQKYKSPKNAYVEGDASSASY- 
                                     : .. .. :  :   ::: :    .  :.  
gi|259 NINDPARADIYTPEVGRLTTLNSLNLPILKWLQLSVEKGVLY---KNALVLPHWNLNSHS 
          290       300       310       320          330       340  
 
              40        50        60        70        80            
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT            
       .. :    : . .:.. :.  ..:.:. ...:                             
gi|259 IIYGCKGKGQVQVVDNFGNRVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRA 
             350       360       370       380       390       400  
 
gi|259 MTSPLAGRTSVLGGMPEEVLANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA 
             410       420       430       440       450        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (29-56:133-160) 
 
                 10        20        30        40        50         
2MEPSP   DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
       60        70        80                                       
2MEPSP FAEVLEMMGAKVTWTETSVTVT                                       
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.4  bits: 20.3 E():   36 
Smith-Waterman score: 50; 33.3% identity (55.6% similar) in 27 aa overlap (1-25:291-317) 
 
                                             10          20         
2MEPSP                               DSWDRFYIKGGQKYK--SPKNAYVEGDASS 
                                     : ::.. : :...    :  : .:  :    
gi|113 TLAYNIFTNTVHERMPRCRFGFFQIVNNFYDRWDKYAIGGSSNPTILSQGNKFVAPDFIY 
              270       280       290       300       310       320 
 
       30        40        50        60        70        80         
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT         
                                                                    
gi|113 KKNVCLRTGAQEPEWMTWNWRTQNDVLENGAIFVASGSDPVLTAEQNAGMMQAEPGDMVP 
              330       340       350       360       370       380 
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 19.9 E():   36 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (46-70:282-306) 
 
          20        30        40        50        60        70      
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
          80 
2MEPSP SVTVT 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 74.2  bits: 20.7 E():   37 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (12-60:264-309) 
 
                                  10        20         30        40 
2MEPSP                    DSWDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
               50        60        70        80                     
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT                     
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        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (51-66:135-150) 
 
               30        40        50        60        70        80 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.0  bits: 20.4 E():   43 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (9-41:269-302) 
 
                                     10        20        30         
2MEPSP                       DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
        40        50        60        70        80                  
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT                  
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.0  bits: 20.4 E():   43 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (9-41:269-302) 
 
                                     10        20        30         
2MEPSP                       DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
        40        50        60        70        80                  
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT                  
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.8  bits: 18.5 E():   44 
Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (5-62:1-47) 
 
               10        20        30        40        50        60 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
           .:.:.: : : .   :   :  .  : :. ::..         :   . .::. :. 
gi|136     QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQCKEKK-NGDITFT 
                    10           20        30               40      
 
               70        80                                         
2MEPSP EVLEMMGAKVTWTETSVTVT                                         
       ::                                                           
gi|136 EVGYTRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTT 
          50        60        70        80        90       100      
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.1  bits: 20.8 E():   48 
Smith-Waterman score: 59; 29.1% identity (54.5% similar) in 55 aa overlap (8-57:101-154) 
 
                                      10             20        30   
2MEPSP                        DSWDRFYIKGG-----QKYKSPKNAYVEGDASSASYF 
                                     .:::     .  :.  :::  :....:    
gi|219 ISVLTTDSDVSEITWLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSG 
               80        90       100       110       120       130 
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             40        50        60        70        80             
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT             
       :   : .:  ..  : : .. .::.                                    
gi|219 LK-LAKSGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAV 
               140       150       160       170       180          
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (22-61:87-131) 
 
                        10        20             30        40       
2MEPSP          DSWDRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
         50        60        70        80          
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT          
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.4  bits: 18.1 E():   53 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (38-62:19-41) 
 
        10        20        30        40        50        60        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
        70        80                                                
2MEPSP AKVTWTETSVTVT                                                
                                                                    
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.3  bits: 19.6 E():   53 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (12-41:340-370) 
 
                                  10        20        30            
2MEPSP                    DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
      40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
       ::                                        
gi|113 GGYKV                                     
      370                                        
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.9  bits: 19.7 E():   56 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (7-41:331-365) 
 
                                       10        20        30       
2MEPSP                         DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
         40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
       ....:                                        
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV        
              370       380       390               
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>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.9  bits: 19.7 E():   56 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (7-41:331-365) 
 
                                       10        20        30       
2MEPSP                         DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
         40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
       ....:                                        
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV        
              370       380       390               
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (5-62:5-51) 
 
               10        20        30        40        50        60 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
           .:.:.: : : .   :   :  .  : :. ::..         :   . .::. :. 
gi|145 PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKKNGDITFT 
               10            20        30               40          
 
               70        80                                         
2MEPSP EVLEMMGAKVTWTETSVTVT                                         
       ::                                                           
gi|145 EVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTT 
      50        60        70        80        90       100          
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (5-62:5-51) 
 
               10        20        30        40        50        60 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
           .:.:.: : : .   :   :  .  : :. ::..         :   . .::. :. 
gi|145 PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKKNGDITFT 
               10            20        30               40          
 
               70        80                                         
2MEPSP EVLEMMGAKVTWTETSVTVT                                         
       ::                                                           
gi|145 EVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTT 
      50        60        70        80        90       100          
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 18.5 E():   56 
Smith-Waterman score: 51; 23.6% identity (56.9% similar) in 72 aa overlap (4-72:72-135) 
 
                                          10           20        30 
2MEPSP                            DSWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
               40        50        60        70        80           
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT           
       : . ..   . .. :::: ... .: : ....      ..::                   
gi|144 YSVLATDYDNYAI-VEGCPAAA-NGHVIYVQL------RLTWRRFHPKLGDKEMIQHYTL 
             110        120        130             140       150    
 
gi|144 DQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
           160       170       180   
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.9  bits: 19.3 E():   56 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (5-57:18-64) 
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                            10        20        30        40        
2MEPSP              DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .: .... :   :  : :.   :..:  . :  .       .: 
gi|107 MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE----KFKG 
               10        20        30          40        50         
 
        50        60        70        80                            
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT                            
        :.: :.::.                                                   
gi|107 LGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFG 
           60        70        80        90       100       110     
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.8  bits: 17.8 E():   57 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (12-46:69-101) 
 
                                  10        20        30        40  
2MEPSP                    DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
              50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
       .. ::                                   
gi|148 AIGVEEWAVLVKA                           
        100                                    
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.6  bits: 18.2 E():   58 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (5-62:11-57) 
 
                     10        20        30        40        50     
2MEPSP       DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|246 MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKEN 
               10         20           30        40                 
 
           60        70        80                                   
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVT                                   
       ::: :.:.                                                     
gi|246 GDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILS 
      50        60        70        80        90       100          
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.6  bits: 18.2 E():   58 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (5-62:11-57) 
 
                     10        20        30        40        50     
2MEPSP       DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|246 MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKEN 
               10         20           30        40                 
 
           60        70        80                                   
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVT                                   
       ::: :.:.                                                     
gi|246 GDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILN 
      50        60        70        80        90       100          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 18.5 E():   58 
Smith-Waterman score: 50; 28.0% identity (60.0% similar) in 50 aa overlap (23-72:102-143) 
 
                       10        20        30        40        50   
2MEPSP         DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
             60        70        80                                 
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2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVT                                 
        .: : ....      ..::                                         
gi|194 -NGHVIYVQL------RLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYE 
                     140       150       160       170       180    
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.5  bits: 17.8 E():   59 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (16-55:20-60) 
 
                   10        20        30        40         50      
2MEPSP     DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQG 
                          :  .: . :...:.     : . .::.:    : :  ...: 
gi|384 MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTING 
               10        20        30        40        50        60 
 
          60        70        80                               
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVT                               
                                                               
gi|384 LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (12-41:231-261) 
 
                                  10        20        30            
2MEPSP                    DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
      40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
       ::                                        
gi|226 GGYKV                                     
     260                                         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (22-61:87-131) 
 
                        10        20             30        40       
2MEPSP          DSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
         50        60        70        80           
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT           
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (22-61:87-131) 
 
                        10        20             30        40       
2MEPSP          DSWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
         50        60        70        80           
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT           
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
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Smith-Waterman score: 48; 27.3% identity (51.5% similar) in 66 aa overlap (2-61:66-131) 
 
                                            10         20           
2MEPSP                              DSWDRFYIKGGQKYKSPKN-AYVEGDASS-- 
                                     :. .  : : .: .   : . ::::: :   
gi|444 PQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDK 
          40        50        60        70        80        90      
 
          30        40        50        60        70        80      
2MEPSP ---ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT      
           .: .  .: . :   ... ..    :::.. :                         
gi|444 IEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAAN 
         100       110       120       130       140       150      
 
gi|444 PDACN 
         160 
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (38-62:20-42) 
 
        10        20        30        40        50        60        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
        70        80                                                
2MEPSP AKVTWTETSVTVT                                                
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (38-62:20-42) 
 
        10        20        30        40        50        60        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
        70        80                                                
2MEPSP AKVTWTETSVTVT                                                
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (38-62:20-42) 
 
        10        20        30        40        50        60        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
        70        80                                                
2MEPSP AKVTWTETSVTVT                                                
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.8 E():   67 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (38-62:21-43) 
 
        10        20        30        40        50        60        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
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                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
        70        80                                                
2MEPSP AKVTWTETSVTVT                                                
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.8 E():   67 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (38-62:21-43) 
 
        10        20        30        40        50        60        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
        70        80                                                
2MEPSP AKVTWTETSVTVT                                                
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.8 E():   67 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (38-62:21-43) 
 
        10        20        30        40        50        60        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
        70        80                                                
2MEPSP AKVTWTETSVTVT                                                
                                                                    
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.8 E():   67 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (38-62:21-43) 
 
        10        20        30        40        50        60        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
        70        80                                                
2MEPSP AKVTWTETSVTVT                                                
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (6-52:68-112) 
 
                                        10        20        30      
2MEPSP                          DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
          40        50        60        70        80                
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT                
        ...: : :..: : :.                                            
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gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.4  bits: 18.2 E():   68 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (34-55:150-172) 
 
            10        20        30         40        50        60   
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
             70        80 
2MEPSP LEMMGAKVTWTETSVTVT 
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (12-47:259-293) 
 
                                  10        20        30        40  
2MEPSP                    DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
              50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
       ::.. :                                  
gi|119 TVSAGGYKV                               
       290                                     
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (6-32:319-345) 
 
                                        10        20        30      
2MEPSP                          DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
          40        50        60        70        80 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                                     
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA         
      350       360       370       380              
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (5-62:1-47) 
 
               10        20        30        40        50        60 
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
           .:.:.: : : .   :   :  .  : :. ::..         :   . .::: :. 
gi|136     QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENGDVTFT 
                    10           20        30               40      
 
               70        80                                         
2MEPSP EVLEMMGAKVTWTETSVTVT                                         
       ::                                                           
gi|136 EVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNTLNGTT 
          50        60        70        80        90       100      
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (22-67:86-130) 
 
                        10        20        30        40        50  
2MEPSP          DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
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gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
              60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVT 
       . ..  : :.: . .:              
gi|136 KKEALPKCAQVYNKLGMYPPNM        
          120       130              
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.1  bits: 17.5 E():   71 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (12-46:69-101) 
 
                                  10        20        30        40  
2MEPSP                    DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
              50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
        . :.                                   
gi|288 KIGVDEFAAMIKG                           
        100                                    
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.0  bits: 17.8 E():   72 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (40-55:132-144) 
 
      10        20        30        40        50        60          
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
      70        80 
2MEPSP VTWTETSVTVT 
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.0  bits: 17.8 E():   72 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (40-55:132-144) 
 
      10        20        30        40        50        60          
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
      70        80 
2MEPSP VTWTETSVTVT 
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (5-62:10-56) 
 
                    10        20        30        40        50      
2MEPSP      DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|144 EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
               10         20           30        40                 
 
          60        70        80                                    
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVT                                    
       :: :.::                                                      
gi|144 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFKLNT 
      50        60        70        80        90       100          
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (5-62:10-56) 
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                    10        20        30        40        50      
2MEPSP      DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|136 EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
               10         20           30        40                 
 
          60        70        80                                    
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVT                                    
       :: :.::                                                      
gi|136 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNT 
      50        60        70        80        90       100          
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (40-55:140-152) 
 
      10        20        30        40        50        60          
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
      70        80 
2MEPSP VTWTETSVTVT 
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (40-55:140-152) 
 
      10        20        30        40        50        60          
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
      70        80 
2MEPSP VTWTETSVTVT 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (40-55:140-152) 
 
      10        20        30        40        50        60          
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
      70        80 
2MEPSP VTWTETSVTVT 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (40-55:140-152) 
 
      10        20        30        40        50        60          
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
      70        80 
2MEPSP VTWTETSVTVT 
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (40-55:140-152) 
 
      10        20        30        40        50        60          
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
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gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
      70        80 
2MEPSP VTWTETSVTVT 
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (40-55:140-152) 
 
      10        20        30        40        50        60          
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
      70        80 
2MEPSP VTWTETSVTVT 
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (40-55:140-152) 
 
      10        20        30        40        50        60          
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|145 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
      70        80 
2MEPSP VTWTETSVTVT 
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (40-55:140-152) 
 
      10        20        30        40        50        60          
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
      70        80 
2MEPSP VTWTETSVTVT 
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (40-55:140-152) 
 
      10        20        30        40        50        60          
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
      70        80 
2MEPSP VTWTETSVTVT 
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 45; 29.0% identity (67.7% similar) in 31 aa overlap (28-57:4-34) 
 
               10        20        30        40         50          
2MEPSP DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGDVKF 
                                  ... : .. ..:: .  : :: : :.. :..   
gi|160                         MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSG 
                                       10        20        30       
 
      60        70        80                                        
2MEPSP AEVLEMMGAKVTWTETSVTVT                                        
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gi|160 LKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAI 
         40        50        60        70        80        90       
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (40-55:140-152) 
 
      10        20        30        40        50        60          
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
      70        80 
2MEPSP VTWTETSVTVT 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (22-56:30-64) 
 
                       10        20        30        40        50   
2MEPSP         DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                    : :. :. .  : :  ...  .:..:: .:. 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMSTG 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVT                                 
        . :                                                         
gi|160 PHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (40-55:140-152) 
 
      10        20        30        40        50        60          
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
      70        80 
2MEPSP VTWTETSVTVT 
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (40-55:140-152) 
 
      10        20        30        40        50        60          
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
      70        80 
2MEPSP VTWTETSVTVT 
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (40-55:140-152) 
 
      10        20        30        40        50        60          
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
      70        80 
2MEPSP VTWTETSVTVT 
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>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (40-55:140-152) 
 
      10        20        30        40        50        60          
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
      70        80 
2MEPSP VTWTETSVTVT 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (40-55:140-152) 
 
      10        20        30        40        50        60          
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
      70        80 
2MEPSP VTWTETSVTVT 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (18-67:40-93) 
 
                            10        20        30            40    
2MEPSP              DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
            50        60        70        80                        
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT                        
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 19.0 E():   76 
Smith-Waterman score: 46; 29.4% identity (55.9% similar) in 34 aa overlap (8-41:160-193) 
 
                                      10        20        30        
2MEPSP                        DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     .: :..  :  :  . :  : :  . ..:: 
gi|546 AVKVLRSNGSGSMSDVIKGVEFAVKSHQDSVKKGKNSFSTANMSLGGGKSPALDLAVNAA 
     130       140       150       160       170       180          
 
        40        50        60        70        80                  
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT                  
       . .:                                                         
gi|546 VKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFSNYGKCVDIFAPGLNI 
     190       200       210       220       230       240          
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (12-41:232-262) 
 
                                  10        20        30            
2MEPSP                    DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
      40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
       ::                                        
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gi|180 GGYKV                                     
                                                 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (24-61:93-131) 
 
                      10        20         30        40        50   
2MEPSP        DSWDRFYIKGGQKYKSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
             60        70        80           
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVT           
        .::... :                              
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN 
            130       140       150       160 
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.9 E():   80 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (49-74:38-62) 
 
       20        30        40        50        60        70         
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
       80                                                           
2MEPSP VT                                                           
                                                                    
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 45; 26.7% identity (60.0% similar) in 30 aa overlap (50-79:114-143) 
 
      20        30        40        50        60        70          
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|144 IILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDR 
           150       160       170       180       190       200    
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 68.0  bits: 19.0 E():   81 
Smith-Waterman score: 49; 27.6% identity (62.1% similar) in 58 aa overlap (6-61:105-159) 
 
                                        10        20        30      
2MEPSP                          DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFL-- 
                                     .:. .:.:  . ..: :.   ..   :.   
gi|151 TPGTLRYGATREKALWIIFSQNMNIKLKMPLYV-AGHKTIDGRGADVHLGNGGPCLFMRK 
           80        90       100        110       120       130    
 
            40        50        60        70        80              
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT              
       .. .:  : . ..::.:. : :::  .:                                 
gi|151 VSHVILHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSD 
           140        150        160       170       180       190  
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (35-76:216-260) 
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           10        20        30        40        50           60  
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
              70        80                      
2MEPSP VLEMMGAKVTWTETSVTVT                      
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (24-46:145-167) 
 
                      10        20        30        40        50    
2MEPSP        DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
            60        70        80                                  
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVT                                  
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 19.0 E():   87 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (7-39:331-363) 
 
                                       10        20        30       
2MEPSP                         DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
         40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
       ..:                                          
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ       
              370       380       390               
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.1 E():   88 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (18-46:73-101) 
 
                            10        20        30        40        
2MEPSP              DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
        50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                         
gi|193 FNHLVKH                           
                                         
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.3  bits: 19.8 E():   88 
Smith-Waterman score: 48; 29.0% identity (58.1% similar) in 31 aa overlap (1-31:559-589) 
 
                                             10        20        30 
2MEPSP                               DSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     ::.  :: :  . :.. .. ::.   .  . 
gi|289 EMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDKGHNYCG 
      530       540       550       560       570       580         
 
               40        50        60        70        80           
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2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT           
       :                                                            
gi|289 YPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYPDNKPLG 
      590       600       610       620       630       640         
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.3  bits: 19.8 E():   88 
Smith-Waterman score: 48; 29.0% identity (58.1% similar) in 31 aa overlap (1-31:559-589) 
 
                                             10        20        30 
2MEPSP                               DSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     ::.  :: :  . :.. .. ::.   .  . 
gi|283 EMDRFPYHVGAGKTVIERNSHDSNIIAPERDSYRTFYKKVQEAYEGKSQYYVDKGHNYCG 
      530       540       550       560       570       580         
 
               40        50        60        70        80           
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT           
       :                                                            
gi|283 YPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSERKYPDNKPLG 
      590       600       610       620       630       640         
 
>>gi|284518363|gb|ADB92493.1| major allergen Cr-PI [Peri  (688 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.3  bits: 19.8 E():   88 
Smith-Waterman score: 48; 29.0% identity (58.1% similar) in 31 aa overlap (1-31:562-592) 
 
                                             10        20        30 
2MEPSP                               DSWDRFYIKGGQKYKSPKNAYVEGDASSAS 
                                     ::.  :: :  . :.. .. ::.   .  . 
gi|284 EMDRFPHHVEAGKTVIERNSHDSNIVAPERDSYRTFYKKVQEAYEGKSQYYVDKGHNYCG 
             540       550       560       570       580       590  
 
               40        50        60        70        80           
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT           
       :                                                            
gi|284 YPENLLIPKGKKGGQAYTFYVIVTPYVKQDEHDFEPYNYKAFSYCGVGSNRKYPDNMPLG 
             600       610       620       630       640       650  
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.1 E():   88 
Smith-Waterman score: 41; 33.3% identity (66.7% similar) in 18 aa overlap (2-19:26-43) 
 
                                       10        20        30       
2MEPSP                         DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
         40        50        60        70        80       
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT       
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.1 E():   89 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (16-41:59-83) 
 
                              10        20         30        40     
2MEPSP                DSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
           50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                            
gi|215 AAPEAERAEEEKEESDDDMGFGLFD            
         90       100       110             
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 17.1 E():   89 
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Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (16-40:59-84) 
 
                              10        20         30        40     
2MEPSP                DSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
           50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                            
gi|833 AAEEKKEEEKEESDEDMGFGLFD              
       90       100       110               
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 17.1 E():   89 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (16-40:59-84) 
 
                              10        20         30        40     
2MEPSP                DSWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
           50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                            
gi|668 AAKEKNEEEKEESDEDMGFGLFD              
       90       100       110               
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.5 E():   93 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (10-26:109-125) 
 
                                    10        20        30          
2MEPSP                      DSWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
      40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                                 
gi|145 SQGIFKAIEGYVLSN                           
      140       150                              
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 42; 28.6% identity (55.1% similar) in 49 aa overlap (18-61:83-130) 
 
                            10        20             30        40   
2MEPSP              DSWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
             50        60        70        80           
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT           
       : ... .    ..::.. :                              
gi|131 V-IKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
             120       130       140       150          
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.5 E():   99 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (52-66:53-67) 
 
              30        40        50        60        70        80  
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT  
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
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gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:50 2011 done: Tue Apr 19 10:57:50 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 230  - 309 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     9     2:*== 
  32    20     8:==*==== 
  34    24    22:=======* 
  36    31    44:===========   * 
  38    56    73:===================     * 
  40   108   102:=================================*== 
  42    99   125:=================================        * 
  44   133   137:=============================================* 
  46   174   140:==============================================*=========== 
  48   141   134:============================================*== 
  50   129   122:========================================*== 
  52   110   107:===================================*= 
  54   103    92:==============================*==== 
  56    58    77:====================     * 
  58    56    63:=================== * 
  60    31    51:===========     * 
  62    31    41:===========  * 
  64    31    33:==========* 
  66    18    26:======  * 
  68    41    20:======*======= 
  70    27    16:=====*=== 
  72     6    12:== * 
  74     7    10:===* 
  76    22     8:==*===== 
  78     7     6:=*= 
  80     2     5:=* 
  82     1     3:* 
  84     4     3:*= 
  86     0     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
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 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.85640.00317; mu= 12.8108 0.164 
 mean_var=33.6978 8.808, 0's: 2 Z-trim: 3  B-trim: 66 in 1/43 
 Lambda= 0.220940 
 Kolmogorov-Smirnov  statistic: 0.0231 (N=28) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   85 31.2  0.0074 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 24.7     1.5 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.8     1.9 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 24.1     2.2 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 24.1     2.4 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 24.2     3.2 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.8     3.6 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   53 21.0     6.3 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.1     9.1 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.1     9.9 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.3     9.9 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.7      11 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.5      12 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.8      16 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 20.1      17 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.4      19 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.4      19 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.8      20 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   48 19.4      20 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.8      21 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.0      22 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   51 20.6      24 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.2      24 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.4      25 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.7      25 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.7      25 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.8      26 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.1      29 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.1      29 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.1      30 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 18.7      30 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.1      31 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   48 19.5      32 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   51 20.6      33 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.9      34 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 19.9      37 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.7      38 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 18.8      39 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 19.9      40 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 19.6      43 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.3      44 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.3      44 
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gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 18.5      44 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 20.7      49 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.5      50 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.1      53 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.6      54 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 18.2      56 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 18.2      56 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   45 18.5      56 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.6      57 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.6      57 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.8      57 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 19.3      57 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 18.2      58 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.2      58 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   45 18.5      58 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.8      59 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   44 18.2      62 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   44 18.2      62 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.9      62 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.2      63 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.2      63 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.2      63 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.8      66 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.8      66 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.8      66 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.8      67 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.8      67 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.8      67 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.8      67 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.3      67 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.2      68 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 18.9      68 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.8      68 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.8      68 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.3      68 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.5      70 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.8      72 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.8      72 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.8      72 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.8      72 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   43 17.8      75 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   43 17.8      75 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   43 17.8      75 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   43 17.8      75 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   43 17.8      75 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   43 17.8      75 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   43 17.8      75 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   43 17.8      75 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.8      75 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   43 17.8      75 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   43 17.8      75 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   43 17.8      75 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.8      75 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   43 17.8      75 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   43 17.8      75 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   43 17.8      75 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   43 17.8      75 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 17.9      76 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   46 19.0      77 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.6      77 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 17.9      78 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 17.9      80 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   45 18.6      81 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.0      82 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 18.6      82 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 18.6      82 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 18.6      82 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.0      87 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.0      87 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.1      87 
gi|225877920|emb|CAX32963.1| parvalbumin [Gallus g ( 110)   41 17.1      88 
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gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.1      89 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.1      89 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.1      89 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.5      93 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   42 17.5      96 
gi|187766755|gb|ACD36978.1| Gly m Bd 28K allergen  ( 455)   46 19.0      97 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.5      99 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  85  Z-score: 140.7  bits: 31.2 E(): 0.0074 
Smith-Waterman score: 85; 30.4% identity (55.7% similar) in 79 aa overlap (6-80:52-130) 
 
                                        10         20          30   
2MEPSP                          SWDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
             40        50         60        70        80            
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLEMMGAKVTWTETSVTVTG            
       .:.: . :.  : :  :.. .  : :  .:..  :    :...: :  :            
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 99.2  bits: 24.7 E():  1.5 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (11-62:79-131) 
 
                                   10        20        30        40 
2MEPSP                     SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
                50        60        70        80                    
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG                    
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 97.7  bits: 24.8 E():  1.9 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (7-43:8-44) 
 
                10        20        30        40        50          
2MEPSP  SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
              ... : . :  :  ::.:.. .. .:: ::. .:. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP EVLEMMGAKVTWTETSVTVTG                                        
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 96.2  bits: 24.1 E():  2.2 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (11-62:59-111) 
 
                                   10        20        30        40 
2MEPSP                     SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
                50        60        70        80                    
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG                    
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          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 95.8  bits: 24.1 E():  2.4 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (11-62:79-131) 
 
                                   10        20        30        40 
2MEPSP                     SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
                50        60        70        80                    
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG                    
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 93.5  bits: 24.2 E():  3.2 
Smith-Waterman score: 62; 29.9% identity (48.3% similar) in 87 aa overlap (1-77:4-87) 
 
                  10        20         30          40               
2MEPSP    SWDRFYIKGGQKYKSPKNAYVEGDASSAS-YFLAGA--AITGGTVTV-------EGC 
          .:  ... : :   .:  : . .:  : : :::     : : :..:.       . : 
gi|947 MMVAWWSLFLYGLQ-VAAPALAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYC 
               10         20        30        40        50          
 
        50        60        70        80                            
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG                            
       : :  :: .   . .. ::  . :  : ::                               
gi|947 GGT-WQGIIDKLDYIQGMGFTAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGT 
      60         70        80         90       100       110        
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 92.5  bits: 23.8 E():  3.6 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (7-43:8-44) 
 
                10        20        30        40        50          
2MEPSP  SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
              ... : . :  :  ::.:.. .. .:: ::.  :. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP EVLEMMGAKVTWTETSVTVTG                                        
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 88.1  bits: 21.0 E():  6.3 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (11-45:69-101) 
 
                                   10        20        30        40 
2MEPSP                     SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
               50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
        . ::                                    
gi|207 KIGVEEFQALVKA                            
        100                                     
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 85.2  bits: 21.1 E():  9.1 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (19-47:86-113) 
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                           10        20        30        40         
2MEPSP             SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
       50        60        70        80                      
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG                      
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 84.6  bits: 21.1 E():  9.9 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (19-47:102-129) 
 
                           10        20        30        40         
2MEPSP             SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
       50        60        70        80                      
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG                      
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 84.6  bits: 20.3 E():  9.9 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (11-45:69-101) 
 
                                   10        20        30        40 
2MEPSP                     SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
               50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
        . ::                                    
gi|207 KIGVEEFQALVKA                            
        100                                     
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 83.8  bits: 20.7 E():   11 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (17-60:83-130) 
 
                             10        20             30        40  
2MEPSP               SWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
              50        60        70        80          
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG          
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 83.0  bits: 21.5 E():   12 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (11-46:264-297) 
 
                                   10        20        30        40 
2MEPSP                     SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
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               50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
       .... :                                   
gi|663 ATAAAGGYKA                               
             300                                
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.7  bits: 20.8 E():   16 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (37-56:208-227) 
 
         10        20        30        40        50        60       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
         70        80   
2MEPSP AKVTWTETSVTVTG   
                        
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (17-60:83-130) 
 
                             10        20             30        40  
2MEPSP               SWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
              50        60        70        80          
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG          
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 79.5  bits: 19.4 E():   19 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (16-45:73-101) 
 
                              10        20        30        40      
2MEPSP                SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
          50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                           
gi|288 EFAVWVKQ                            
                                           
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.3  bits: 19.4 E():   19 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (15-40:59-84) 
 
                               10        20        30        40     
2MEPSP                 SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
           50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                            
gi|117 APEAAKEEEKEESDDDMGFGLFD              
       90       100       110               
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
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 initn:  38 init1:  38 opt:  49  Z-score: 79.2  bits: 19.8 E():   20 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (37-61:35-57) 
 
         10        20        30        40        50        60       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
         70        80                                               
2MEPSP AKVTWTETSVTVTG                                               
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.2  bits: 19.4 E():   20 
Smith-Waterman score: 48; 27.9% identity (62.8% similar) in 43 aa overlap (3-45:52-89) 
 
                                           10        20        30   
2MEPSP                             SWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                     ...  .:..:  :  .. . : :.:.     
gi|117 DVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASG---- 
              30        40        50        60        70            
 
             40        50        60        70        80 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
        ::: .::.. .:                                    
gi|117 -GAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD            
         80        90       100       110               
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.5  bits: 19.8 E():   21 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (19-47:84-111) 
 
                           10        20        30        40         
2MEPSP             SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
       50        60        70        80                    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG                    
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.2  bits: 19.0 E():   22 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (8-27:53-72) 
 
                                      10        20        30        
2MEPSP                        SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
        40        50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                                   
gi|897 AQLPAMCRLEGGDALLASQ                         
             90       100                          
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 77.7  bits: 20.6 E():   24 
Smith-Waterman score: 51; 25.8% identity (51.5% similar) in 66 aa overlap (3-65:239-304) 
 
                                           10        20             
2MEPSP                             SWDRFYIKGGQKYKSPKNAYVEGD---ASSAS 
                                     .:.:.   :  :. ..: :  .   . : . 
gi|324 NKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHA 
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      210       220       230       240       250       260         
 
      30        40        50        60        70        80 
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
        :. :   .       :  .:.:  :::.. : :..                
gi|324 VFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV            
      270       280       290       300                    
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 77.5  bits: 20.2 E():   24 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (7-37:25-54) 
 
                                 10        20        30        40   
2MEPSP                   SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
             50        60        70        80                       
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG                       
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.2  bits: 19.4 E():   25 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (39-54:140-152) 
 
       10        20        30        40        50        60         
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: ::   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG               
     110       120       130       140          150                 
 
       70        80 
2MEPSP VTWTETSVTVTG 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 77.2  bits: 21.7 E():   25 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (14-56:113-154) 
 
                                10        20        30        40    
2MEPSP                  SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
            50        60        70        80                        
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG                        
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 77.2  bits: 21.7 E():   25 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (14-56:113-154) 
 
                                10        20        30        40    
2MEPSP                  SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
            50        60        70        80                        
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG                        
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 19.8 E():   26 
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Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (2-37:166-201) 
 
                                            10        20        30  
2MEPSP                              SWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
              40        50        60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
        : : .                                            
gi|116 EAVAKVNFQ                                         
         200                                             
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.3  bits: 19.1 E():   29 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (21-66:86-130) 
 
                         10        20        30        40        50 
2MEPSP           SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
               60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
       . ..  : :.: . .:               
gi|136 KKEALPKCAQVYNKLGMYPPNM         
          120       130               
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.1  bits: 19.1 E():   29 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (21-66:90-134) 
 
                         10        20        30        40        50 
2MEPSP           SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
               60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
       . ..  : :.: . .:               
gi|145 KKEALPKCAQVYNKLGMYPPNM         
      120       130       140         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (8-47:437-480) 
 
                                      10        20            30    
2MEPSP                        SWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            40        50        60        70        80  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (8-47:437-480) 
 
                                      10        20            30    
2MEPSP                        SWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
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            40        50        60        70        80  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (8-47:437-480) 
 
                                      10        20            30    
2MEPSP                        SWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            40        50        60        70        80  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (8-47:437-480) 
 
                                      10        20            30    
2MEPSP                        SWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            40        50        60        70        80  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG  
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (8-47:437-480) 
 
                                      10        20            30    
2MEPSP                        SWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            40        50        60        70        80  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (8-47:437-480) 
 
                                      10        20            30    
2MEPSP                        SWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            40        50        60        70        80  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
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>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (8-47:437-480) 
 
                                      10        20            30    
2MEPSP                        SWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            40        50        60        70        80  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (8-47:437-480) 
 
                                      10        20            30    
2MEPSP                        SWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            40        50        60        70        80  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (8-47:437-480) 
 
                                      10        20            30    
2MEPSP                        SWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            40        50        60        70        80  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG  
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (8-47:437-480) 
 
                                      10        20            30    
2MEPSP                        SWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            40        50        60        70        80  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (8-47:437-480) 
 
                                      10        20            30    
2MEPSP                        SWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
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gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            40        50        60        70        80  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG  
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (8-47:437-480) 
 
                                      10        20            30    
2MEPSP                        SWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            40        50        60        70        80  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.0  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (8-47:437-480) 
 
                                      10        20            30    
2MEPSP                        SWDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
            40        50        60        70        80  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG  
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.8  bits: 19.1 E():   30 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (21-66:96-140) 
 
                         10        20        30        40        50 
2MEPSP           SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
               60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
       . ..  : :.: . .:               
gi|246 KKEALPKCAQVYNKLGMYPPNM         
          130       140               
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 46; 27.9% identity (60.5% similar) in 43 aa overlap (3-45:52-89) 
 
                                           10        20        30   
2MEPSP                             SWDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                     ...  .: .:  :  .. . : :.:.     
gi|185 DVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASG---- 
              30        40        50        60        70            
 
             40        50        60        70        80 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
        ::: .::.. .:                                    
gi|185 -GAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD            
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         80        90       100       110               
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 75.7  bits: 19.1 E():   31 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (27-53:9-38) 
 
               10        20        30           40        50        
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVK 
                                 ::  ::   :.:.:  .:: ::: . .: :     
gi|110                   MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQK 
                                 10        20        30        40   
 
        60        70        80                                      
2MEPSP FAEVLEMMGAKVTWTETSVTVTG                                      
                                                                    
gi|110 QFEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQ 
             50        60        70        80        90       100   
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.4  bits: 19.5 E():   32 
Smith-Waterman score: 48; 20.0% identity (60.0% similar) in 50 aa overlap (2-51:79-127) 
 
                                            10        20        30  
2MEPSP                              SWDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :.    . .: . .  : : . .  ... . 
gi|549 NEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDNCRNSAKY 
       50        60        70        80        90        100        
 
              40        50        60        70        80            
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG            
        .:  :. :..:... :..:                                         
gi|549 SVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIG 
       110       120       130       140       150       160        
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 75.1  bits: 20.6 E():   33 
Smith-Waterman score: 51; 24.2% identity (56.5% similar) in 62 aa overlap (2-62:315-373) 
 
                                            10        20        30  
2MEPSP                              SWDRFYIKGGQKYKSPKNAYVEGDASSASY- 
                                     : .. .. :  :   ::: :    .  :.  
gi|259 NINDPARADIYTPEVGRLTTLNSLNLPILKWLQLSVEKGVLY---KNALVLPHWNLNSHS 
          290       300       310       320          330       340  
 
               40        50        60        70        80           
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG           
       .. :    : . .:.. :.  ..:.:. ...:                             
gi|259 IIYGCKGKGQVQVVDNFGNRVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRA 
             350       360       370       380       390       400  
 
gi|259 MTSPLAGRTSVLGGMPEEVLANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA 
             410       420       430       440       450        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.9  bits: 19.9 E():   34 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (28-55:133-160) 
 
                  10        20        30        40        50        
2MEPSP    SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
        60        70        80                                      
2MEPSP FAEVLEMMGAKVTWTETSVTVTG                                      
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 19.9 E():   37 
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Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (45-69:282-306) 
 
           20        30        40        50        60        70     
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
           80 
2MEPSP SVTVTG 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 74.1  bits: 20.7 E():   38 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (11-59:264-309) 
 
                                   10        20         30          
2MEPSP                     SWDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
      40        50        60        70        80                    
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG                    
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (50-65:135-150) 
 
      20        30        40        50        60        70          
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
      80 
2MEPSP G 
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.6  bits: 19.9 E():   40 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (24-72:53-100) 
 
                      10        20        30        40        50    
2MEPSP        SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
            60        70        80                                  
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTG                                  
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.1  bits: 19.6 E():   43 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (55-80:175-201) 
 
           30        40        50        60         70        80    
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTG    
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.9  bits: 20.3 E():   44 
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Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (8-40:269-302) 
 
                                      10        20        30        
2MEPSP                        SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
         40        50        60        70        80                 
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG                 
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.9  bits: 20.3 E():   44 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (8-40:269-302) 
 
                                      10        20        30        
2MEPSP                        SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
         40        50        60        70        80                 
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG                 
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.8  bits: 18.5 E():   44 
Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (4-61:1-47) 
 
               10        20        30        40        50        60 
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
          .:.:.: : : .   :   :  .  : :. ::..         :   . .::. :.: 
gi|136    QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQCKEKK-NGDITFTE 
                   10           20        30               40       
 
               70        80                                         
2MEPSP VLEMMGAKVTWTETSVTVTG                                         
       :                                                            
gi|136 VGYTRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTR 
         50        60        70        80        90       100       
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.0  bits: 20.7 E():   49 
Smith-Waterman score: 59; 29.1% identity (54.5% similar) in 55 aa overlap (7-56:101-154) 
 
                                       10             20        30  
2MEPSP                         SWDRFYIKGG-----QKYKSPKNAYVEGDASSASYF 
                                     .:::     .  :.  :::  :....:    
gi|219 ISVLTTDSDVSEITWLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSG 
               80        90       100       110       120       130 
 
              40        50        60        70        80            
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG            
       :   : .:  ..  : : .. .::.                                    
gi|219 LK-LAKSGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAV 
               140       150       160       170       180          
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (21-60:87-131) 
 
                         10        20             30        40      
2MEPSP           SWDRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
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          50        60        70        80         
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG         
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.4  bits: 18.1 E():   53 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (37-61:19-41) 
 
         10        20        30        40        50        60       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
         70        80                                               
2MEPSP AKVTWTETSVTVTG                                               
                                                                    
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.3  bits: 19.6 E():   54 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (11-40:340-370) 
 
                                   10        20        30           
2MEPSP                     SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
       40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
       ::                                         
gi|113 GGYKV                                      
      370                                         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (4-61:5-51) 
 
                10        20        30        40        50          
2MEPSP  SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
           .:.:.: : : .   :   :  .  : :. ::..         :   . .::. :. 
gi|145 PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKKNGDITFT 
               10            20        30               40          
 
      60        70        80                                        
2MEPSP EVLEMMGAKVTWTETSVTVTG                                        
       ::                                                           
gi|145 EVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTT 
      50        60        70        80        90       100          
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (4-61:5-51) 
 
                10        20        30        40        50          
2MEPSP  SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
           .:.:.: : : .   :   :  .  : :. ::..         :   . .::. :. 
gi|145 PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKKNGDITFT 
               10            20        30               40          
 
      60        70        80                                        
2MEPSP EVLEMMGAKVTWTETSVTVTG                                        
       ::                                                           
gi|145 EVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTT 
      50        60        70        80        90       100          
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>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 18.5 E():   56 
Smith-Waterman score: 51; 23.6% identity (56.9% similar) in 72 aa overlap (3-71:72-135) 
 
                                           10           20          
2MEPSP                             SWDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
      30        40        50        60        70        80          
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG          
       : . ..   . .. :::: ... .: : ....      ..::                   
gi|144 YSVLATDYDNYAI-VEGCPAAA-NGHVIYVQL------RLTWRRFHPKLGDKEMIQHYTL 
             110        120        130             140       150    
 
gi|144 DQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
           160       170       180   
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.9  bits: 19.6 E():   57 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (6-40:331-365) 
 
                                        10        20        30      
2MEPSP                          SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
          40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
       ....:                                         
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV         
              370       380       390                
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.9  bits: 19.6 E():   57 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (6-40:331-365) 
 
                                        10        20        30      
2MEPSP                          SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
          40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
       ....:                                         
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV         
              370       380       390                
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.8  bits: 17.8 E():   57 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (11-45:69-101) 
 
                                   10        20        30        40 
2MEPSP                     SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
               50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
       .. ::                                    
gi|148 AIGVEEWAVLVKA                            
        100                                     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.8  bits: 19.3 E():   57 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (4-56:18-64) 
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                             10        20        30        40       
2MEPSP               SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .: .... :   :  : :.   :..:  . :  .       .: 
gi|107 MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE----KFKG 
               10        20        30          40        50         
 
         50        60        70        80                           
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG                           
        :.: :.::.                                                   
gi|107 LGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFG 
           60        70        80        90       100       110     
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.6  bits: 18.2 E():   58 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (4-61:11-57) 
 
                      10        20        30        40        50    
2MEPSP        SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|246 MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKEN 
               10         20           30        40                 
 
            60        70        80                                  
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTG                                  
       ::: :.:.                                                     
gi|246 GDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILN 
      50        60        70        80        90       100          
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.6  bits: 18.2 E():   58 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (4-61:11-57) 
 
                      10        20        30        40        50    
2MEPSP        SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|246 MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKEN 
               10         20           30        40                 
 
            60        70        80                                  
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTG                                  
       ::: :.:.                                                     
gi|246 GDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILS 
      50        60        70        80        90       100          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 18.5 E():   58 
Smith-Waterman score: 50; 28.0% identity (60.0% similar) in 50 aa overlap (22-71:102-143) 
 
                        10        20        30        40        50  
2MEPSP          SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
              60        70        80                                
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTG                                
        .: : ....      ..::                                         
gi|194 -NGHVIYVQL------RLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYE 
                     140       150       160       170       180    
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.5  bits: 17.8 E():   59 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (15-54:20-60) 
 
                    10        20        30        40         50     
2MEPSP      SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQG 
                          :  .: . :...:.     : . .::.:    : :  ...: 
gi|384 MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTING 
               10        20        30        40        50        60 
 
           60        70        80                              
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2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTG                              
                                                               
gi|384 LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 44; 28.1% identity (59.4% similar) in 32 aa overlap (49-80:30-61) 
 
       20        30        40        50        60        70         
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|169  MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
       80                                                           
2MEPSP TG                                                           
        :                                                           
gi|169 DGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKF 
      60        70        80        90       100       110          
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 44; 28.1% identity (59.4% similar) in 32 aa overlap (49-80:30-61) 
 
       20        30        40        50        60        70         
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|374  MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
       80                                                           
2MEPSP TG                                                           
        :                                                           
gi|374 DGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKY 
      60        70        80        90       100       110          
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (11-40:231-261) 
 
                                   10        20        30           
2MEPSP                     SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
       40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
       ::                                         
gi|226 GGYKV                                      
     260                                          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (21-60:87-131) 
 
                         10        20             30        40      
2MEPSP           SWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
          50        60        70        80          
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG          
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
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Smith-Waterman score: 48; 27.3% identity (51.5% similar) in 66 aa overlap (1-60:66-131) 
 
                                             10         20          
2MEPSP                               SWDRFYIKGGQKYKSPKN-AYVEGDASS-- 
                                     :. .  : : .: .   : . ::::: :   
gi|444 PQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDK 
          40        50        60        70        80        90      
 
           30        40        50        60        70        80     
2MEPSP ---ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG     
           .: .  .: . :   ... ..    :::.. :                         
gi|444 IEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAAN 
         100       110       120       130       140       150      
 
gi|444 PDACN 
         160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (21-60:87-131) 
 
                         10        20             30        40      
2MEPSP           SWDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
          50        60        70        80          
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG          
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (37-61:20-42) 
 
         10        20        30        40        50        60       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
         70        80                                               
2MEPSP AKVTWTETSVTVTG                                               
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (37-61:20-42) 
 
         10        20        30        40        50        60       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
         70        80                                               
2MEPSP AKVTWTETSVTVTG                                               
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (37-61:20-42) 
 
         10        20        30        40        50        60       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
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                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
         70        80                                               
2MEPSP AKVTWTETSVTVTG                                               
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.8 E():   67 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (37-61:21-43) 
 
         10        20        30        40        50        60       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
         70        80                                               
2MEPSP AKVTWTETSVTVTG                                               
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.8 E():   67 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (37-61:21-43) 
 
         10        20        30        40        50        60       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
         70        80                                               
2MEPSP AKVTWTETSVTVTG                                               
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.8 E():   67 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (37-61:21-43) 
 
         10        20        30        40        50        60       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
         70        80                                               
2MEPSP AKVTWTETSVTVTG                                               
                                                                    
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.8 E():   67 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (37-61:21-43) 
 
         10        20        30        40        50        60       
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
         70        80                                               
2MEPSP AKVTWTETSVTVTG                                               
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gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (5-51:68-112) 
 
                                         10        20        30     
2MEPSP                           SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
           40        50        60        70        80               
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG               
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.4  bits: 18.2 E():   68 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (33-54:150-172) 
 
             10        20        30         40        50        60  
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
              70        80 
2MEPSP LEMMGAKVTWTETSVTVTG 
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (11-46:259-293) 
 
                                   10        20        30        40 
2MEPSP                     SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
               50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
       ::.. :                                   
gi|119 TVSAGGYKV                                
       290                                      
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (21-66:86-130) 
 
                         10        20        30        40        50 
2MEPSP           SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
               60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
       . ..  : :.: . .:               
gi|136 KKEALPKCAQVYNKLGMYPPNM         
          120       130               
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (4-61:1-47) 
 
               10        20        30        40        50        60 
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
          .:.:.: : : .   :   :  .  : :. ::..         :   . .::: :.: 
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gi|136    QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENGDVTFTE 
                   10           20        30               40       
 
               70        80                                         
2MEPSP VLEMMGAKVTWTETSVTVTG                                         
       :                                                            
gi|136 VGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNTLNGTTR 
         50        60        70        80        90       100       
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.3  bits: 19.3 E():   68 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (5-31:319-345) 
 
                                         10        20        30     
2MEPSP                           SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
           40        50        60        70        80 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                                      
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA          
      350       360       370       380               
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.1  bits: 17.5 E():   70 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (11-45:69-101) 
 
                                   10        20        30        40 
2MEPSP                     SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
               50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
        . :.                                    
gi|288 KIGVDEFAAMIKG                            
        100                                     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.0  bits: 17.8 E():   72 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (39-54:132-144) 
 
       10        20        30        40        50        60         
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
       70        80 
2MEPSP VTWTETSVTVTG 
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.0  bits: 17.8 E():   72 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (39-54:132-144) 
 
       10        20        30        40        50        60         
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
       70        80 
2MEPSP VTWTETSVTVTG 
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (4-61:10-56) 
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                     10        20        30        40        50     
2MEPSP       SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|136 EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
               10         20           30        40                 
 
           60        70        80                                   
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTG                                   
       :: :.::                                                      
gi|136 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNT 
      50        60        70        80        90       100          
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (4-61:10-56) 
 
                     10        20        30        40        50     
2MEPSP       SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|144 EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
               10         20           30        40                 
 
           60        70        80                                   
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTG                                   
       :: :.::                                                      
gi|144 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFKLNT 
      50        60        70        80        90       100          
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (39-54:140-152) 
 
       10        20        30        40        50        60         
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
       70        80 
2MEPSP VTWTETSVTVTG 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (39-54:140-152) 
 
       10        20        30        40        50        60         
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
       70        80 
2MEPSP VTWTETSVTVTG 
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (39-54:140-152) 
 
       10        20        30        40        50        60         
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
       70        80 
2MEPSP VTWTETSVTVTG 
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (39-54:140-152) 
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       10        20        30        40        50        60         
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
       70        80 
2MEPSP VTWTETSVTVTG 
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (39-54:140-152) 
 
       10        20        30        40        50        60         
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
       70        80 
2MEPSP VTWTETSVTVTG 
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (39-54:140-152) 
 
       10        20        30        40        50        60         
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|145 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
       70        80 
2MEPSP VTWTETSVTVTG 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (39-54:140-152) 
 
       10        20        30        40        50        60         
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
       70        80 
2MEPSP VTWTETSVTVTG 
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (39-54:140-152) 
 
       10        20        30        40        50        60         
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
       70        80 
2MEPSP VTWTETSVTVTG 
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (39-54:140-152) 
 
       10        20        30        40        50        60         
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
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       70        80 
2MEPSP VTWTETSVTVTG 
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (39-54:140-152) 
 
       10        20        30        40        50        60         
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
       70        80 
2MEPSP VTWTETSVTVTG 
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (39-54:140-152) 
 
       10        20        30        40        50        60         
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
       70        80 
2MEPSP VTWTETSVTVTG 
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 45; 29.0% identity (67.7% similar) in 31 aa overlap (27-56:4-34) 
 
               10        20        30        40         50          
2MEPSP SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGDVKFA 
                                 ... : .. ..:: .  : :: : :.. :..    
gi|160                        MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGL 
                                      10        20        30        
 
      60        70        80                                        
2MEPSP EVLEMMGAKVTWTETSVTVTG                                        
                                                                    
gi|160 KPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAIN 
        40        50        60        70        80        90        
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (21-55:30-64) 
 
                        10        20        30        40        50  
2MEPSP          SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                    : :. :. .  : :  ...  .:..:: .:. 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMSTG 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTG                                
        . :                                                         
gi|160 PHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (39-54:140-152) 
 
       10        20        30        40        50        60         
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
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       70        80 
2MEPSP VTWTETSVTVTG 
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (39-54:140-152) 
 
       10        20        30        40        50        60         
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
       70        80 
2MEPSP VTWTETSVTVTG 
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (39-54:140-152) 
 
       10        20        30        40        50        60         
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
       70        80 
2MEPSP VTWTETSVTVTG 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (39-54:140-152) 
 
       10        20        30        40        50        60         
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
       70        80 
2MEPSP VTWTETSVTVTG 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (17-66:40-93) 
 
                             10        20        30            40   
2MEPSP               SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
             50        60        70        80                       
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG                       
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 19.0 E():   77 
Smith-Waterman score: 46; 29.4% identity (55.9% similar) in 34 aa overlap (7-40:160-193) 
 
                                       10        20        30       
2MEPSP                         SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     .: :..  :  :  . :  : :  . ..:: 
gi|546 AVKVLRSNGSGSMSDVIKGVEFAVKSHQDSVKKGKNSFSTANMSLGGGKSPALDLAVNAA 
     130       140       150       160       170       180          
 
         40        50        60        70        80                 
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG                 
       . .:                                                         
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gi|546 VKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFSNYGKCVDIFAPGLNI 
     190       200       210       220       230       240          
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (11-40:232-262) 
 
                                   10        20        30           
2MEPSP                     SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
       40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
       ::                                         
gi|180 GGYKV                                      
                                                  
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (23-60:93-131) 
 
                       10        20         30        40        50  
2MEPSP         SWDRFYIKGGQKYKSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
              60        70        80          
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTG          
        .::... :                              
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN 
            130       140       150       160 
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.9 E():   80 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (48-73:38-62) 
 
        20        30        40        50        60        70        
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
        80                                                          
2MEPSP VTG                                                          
                                                                    
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 45; 26.7% identity (60.0% similar) in 30 aa overlap (49-78:114-143) 
 
       20        30        40        50        60        70         
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
       80                                                           
2MEPSP TG                                                           
                                                                    
gi|144 IILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDR 
           150       160       170       180       190       200    
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 67.9  bits: 19.0 E():   82 
Smith-Waterman score: 49; 27.6% identity (62.1% similar) in 58 aa overlap (5-60:105-159) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7539

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                         10        20        30     
2MEPSP                           SWDRFYIKGGQKYKSPKNAYVEGDASSASYFL-- 
                                     .:. .:.:  . ..: :.   ..   :.   
gi|151 TPGTLRYGATREKALWIIFSQNMNIKLKMPLYV-AGHKTIDGRGADVHLGNGGPCLFMRK 
           80        90       100        110       120       130    
 
             40        50        60        70        80             
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG             
       .. .:  : . ..::.:. : :::  .:                                 
gi|151 VSHVILHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSD 
           140        150        160       170       180       190  
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (55-80:175-201) 
 
           30        40        50        60         70        80    
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTG    
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (55-80:175-201) 
 
           30        40        50        60         70        80    
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTG    
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (34-75:216-260) 
 
            10        20        30        40        50           60 
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
               70        80                     
2MEPSP VLEMMGAKVTWTETSVTVTG                     
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 19.0 E():   87 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (23-45:145-167) 
 
                       10        20        30        40        50   
2MEPSP         SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
             60        70        80                                 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTG                                 
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 19.0 E():   87 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (6-38:331-363) 
 
                                        10        20        30      
2MEPSP                          SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
          40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
       ..:                                           
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ        
              370       380       390                
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.1 E():   87 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (17-45:73-101) 
 
                             10        20        30        40       
2MEPSP               SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
         50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                          
gi|193 FNHLVKH                            
                                          
 
>>gi|225877920|emb|CAX32963.1| parvalbumin [Gallus gallu  (110 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.1 E():   88 
Smith-Waterman score: 41; 33.3% identity (66.7% similar) in 18 aa overlap (1-18:26-43) 
 
                                        10        20        30      
2MEPSP                          SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                .. .:.   : : :::..                  
gi|225 MAMTDVLSAEDIKKAVGAFSAAESFNYKKFFEMVGLKKKSPEDVKKVFHILDKDRSGFIE 
               10        20        30        40        50        60 
 
          40        50        60        70        80      
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG      
                                                          
gi|225 EEELKFVLKGFTPDGRDLSDKETKALLAAGDKDGDGKIGADEFATMVAES 
               70        80        90       100       110 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 17.1 E():   89 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (15-39:59-84) 
 
                               10        20         30        40    
2MEPSP                 SWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
            50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                             
gi|668 AAKEKNEEEKEESDEDMGFGLFD               
       90       100       110                
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.1 E():   89 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (15-40:59-83) 
 
                               10        20         30        40    
2MEPSP                 SWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
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       30        40        50        60        70          80       
 
            50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                             
gi|215 AAPEAERAEEEKEESDDDMGFGLFD             
         90       100       110              
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 17.1 E():   89 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (15-39:59-84) 
 
                               10        20         30        40    
2MEPSP                 SWDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
            50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                             
gi|833 AAEEKKEEEKEESDEDMGFGLFD               
       90       100       110                
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (9-25:109-125) 
 
                                     10        20        30         
2MEPSP                       SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
       40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                                  
gi|145 SQGIFKAIEGYVLSN                            
      140       150                               
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 42; 28.6% identity (55.1% similar) in 49 aa overlap (17-60:83-130) 
 
                             10        20             30        40  
2MEPSP               SWDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
              50        60        70        80          
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG          
       : ... .    ..::.. :                              
gi|131 V-IKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
             120       130       140       150          
 
>>gi|187766755|gb|ACD36978.1| Gly m Bd 28K allergen [Gly  (455 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 66.5  bits: 19.0 E():   97 
Smith-Waterman score: 46; 33.3% identity (70.4% similar) in 27 aa overlap (8-34:17-42) 
 
                        10        20        30        40        50  
2MEPSP          SWDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                       .::.: ::::. .. .... .    ::                  
gi|187 VLCHGVATTTMAFHDDEGGDK-KSPKSLFLMSNSTRVFKTDAGEMRVLKSHGGRIFYRHM 
               10        20         30        40        50          
 
              60        70        80                                
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTG                                
                                                                    
gi|187 HIGFISMEPKSLFVPQYLDSNLIIFIRRGEAKLGFIYDDELAERRLKTGDLYMIPSGSAF 
      60        70        80        90       100       110          
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>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (51-65:53-67) 
 
               30        40        50        60        70        80 
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:50 2011 done: Tue Apr 19 10:57:50 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 231  - 310 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30    11     2:*=== 
  32    20     8:==*==== 
  34    23    22:=======* 
  36    33    44:===========   * 
  38    50    73:=================       * 
  40   111   102:=================================*=== 
  42   111   125:=====================================    * 
  44   163   137:=============================================*========= 
  46   161   140:==============================================*======= 
  48   126   134:==========================================  * 
  50   117   122:======================================= * 
  52   105   107:===================================* 
  54   104    92:==============================*==== 
  56    59    77:====================     * 
  58    52    63:==================  * 
  60    33    51:===========     * 
  62    35    41:============ * 
  64    42    33:==========*=== 
  66    21    26:======= * 
  68    27    20:======*== 
  70    26    16:=====*=== 
  72     6    12:== * 
  74     5    10:== * 
  76    23     8:==*===== 
  78     8     6:=*= 
  80     2     5:=* 
  82     1     3:* 
  84     4     3:*= 
  86     0     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7543

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

  92     1     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.81380.00319; mu= 13.0814 0.165 
 mean_var=33.3725 8.597, 0's: 2 Z-trim: 3  B-trim: 66 in 1/43 
 Lambda= 0.222014 
 Kolmogorov-Smirnov  statistic: 0.0215 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   85 31.3  0.0071 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 24.8     1.5 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 24.8     1.8 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 24.1     2.2 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 24.1     2.3 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 24.2     3.1 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 23.9     3.5 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   53 21.0     6.3 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.1       9 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.1     9.8 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.3     9.8 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.7      11 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.5      12 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 20.8      16 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 20.1      17 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.4      19 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.4      19 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.8      19 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   48 19.4      20 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.8      21 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.0      22 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   51 20.6      23 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.2      24 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 21.7      25 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 21.7      25 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.4      25 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   49 19.8      26 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.1      28 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.0      29 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 21.0      29 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.1      29 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.1      30 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 18.7      30 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.1      31 
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gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   48 19.5      32 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   51 20.7      33 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 19.9      34 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 19.9      36 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.7      37 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 18.8      39 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 19.9      40 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 19.6      42 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.4      43 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.4      43 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 18.5      44 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 20.8      48 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.5      50 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.1      53 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.6      53 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 19.7      56 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 19.7      56 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 18.2      56 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 18.2      56 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 19.3      56 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.8      57 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.2      58 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 18.2      58 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.8      59 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 18.9      62 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   44 18.2      62 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   44 18.2      62 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.2      63 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.2      63 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.2      63 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.8      66 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.8      66 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.8      66 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.8      67 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.8      67 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.8      67 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.8      67 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.3      67 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.2      68 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 19.0      68 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.3      68 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.8      68 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.8      68 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.5      71 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.8      72 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.8      72 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.8      72 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.8      72 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.8      75 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.8      75 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 17.9      76 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   46 19.0      76 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.6      77 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 17.9      78 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   46 19.0      80 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 17.9      80 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   45 18.6      80 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.2      81 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.2      81 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.0      81 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 18.6      81 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 18.6      81 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 18.6      82 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.0      86 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.0      87 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   43 17.9      87 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.1      88 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.1      89 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.1      89 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.1      89 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   43 17.9      90 
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gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.5      93 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   42 17.5      96 
gi|187766755|gb|ACD36978.1| Gly m Bd 28K allergen  ( 455)   46 19.1      97 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.5      99 
gi|12697782|dbj|BAB21619.1| allergen Gly m Bd 28K  ( 473)   46 19.1   1e 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  85  Z-score: 141.0  bits: 31.3 E(): 0.0071 
Smith-Waterman score: 85; 30.4% identity (55.7% similar) in 79 aa overlap (5-79:52-130) 
 
                                         10         20          30  
2MEPSP                           WDRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
              40        50         60        70        80           
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLEMMGAKVTWTETSVTVTGP           
       .:.: . :.  : :  :.. .  : :  .:..  :    :...: :  :            
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 99.4  bits: 24.8 E():  1.5 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (10-61:79-131) 
 
                                    10        20        30          
2MEPSP                      WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
      40         50        60        70        80                   
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP                   
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 97.9  bits: 24.8 E():  1.8 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (6-42:8-44) 
 
                 10        20        30        40        50         
2MEPSP   WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
              ... : . :  :  ::.:.. .. .:: ::. .:. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP EVLEMMGAKVTWTETSVTVTGP                                       
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 96.4  bits: 24.1 E():  2.2 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (10-61:59-111) 
 
                                    10        20        30          
2MEPSP                      WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
      40         50        60        70        80                   
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP                   
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
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       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 96.0  bits: 24.1 E():  2.3 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (10-61:79-131) 
 
                                    10        20        30          
2MEPSP                      WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
      40         50        60        70        80                   
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP                   
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 93.7  bits: 24.2 E():  3.1 
Smith-Waterman score: 66; 30.0% identity (47.8% similar) in 90 aa overlap (1-80:5-91) 
 
                   10        20         30          40              
2MEPSP     WDRFYIKGGQKYKSPKNAYVEGDASSAS-YFLAGA--AITGGTVTV-------EGC 
           :  ... : :   .:  : . .:  : : :::     : : :..:.       . : 
gi|947 MMVAWWSLFLYGLQ-VAAPALAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYC 
               10         20        30        40        50          
 
         50        60        70        80                           
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP                           
       : :  :: .   . .. ::  . :  : ::.  :                           
gi|947 GGT-WQGIIDKLDYIQGMGFTAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGT 
      60         70        80         90       100       110        
 
gi|947 ADDLKALSSALHERGMYLMVDVVANHMGYDGAGSSVDYSVFKPFSSQDYFHPFCFIQNYE 
       120       130       140       150       160       170        
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 92.7  bits: 23.9 E():  3.5 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (6-42:8-44) 
 
                 10        20        30        40        50         
2MEPSP   WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
              ... : . :  :  ::.:.. .. .:: ::.  :. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP EVLEMMGAKVTWTETSVTVTGP                                       
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 88.1  bits: 21.0 E():  6.3 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (10-44:69-101) 
 
                                    10        20        30          
2MEPSP                      WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
      40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
        . ::                                     
gi|207 KIGVEEFQALVKA                             
        100                                      
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 85.3  bits: 21.1 E():    9 
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Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (18-46:86-113) 
 
                            10        20        30        40        
2MEPSP              WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
        50        60        70        80                     
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP                     
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 84.7  bits: 21.1 E():  9.8 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (18-46:102-129) 
 
                            10        20        30        40        
2MEPSP              WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
        50        60        70        80                     
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP                     
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 84.7  bits: 20.3 E():  9.8 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (10-44:69-101) 
 
                                    10        20        30          
2MEPSP                      WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
      40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
        . ::                                     
gi|207 KIGVEEFQALVKA                             
        100                                      
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 83.9  bits: 20.7 E():   11 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (16-59:83-130) 
 
                              10        20             30        40 
2MEPSP                WDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
               50        60        70        80         
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP         
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 83.2  bits: 21.5 E():   12 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (10-45:264-297) 
 
                                    10        20        30          
2MEPSP                      WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
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      40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       .... :                                    
gi|663 ATAAAGGYKA                                
             300                                 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.8  bits: 20.8 E():   16 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (36-55:208-227) 
 
          10        20        30        40        50        60      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
          70        80  
2MEPSP AKVTWTETSVTVTGP  
                        
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (16-59:83-130) 
 
                              10        20             30        40 
2MEPSP                WDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
               50        60        70        80         
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP         
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 79.5  bits: 19.4 E():   19 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (15-44:73-101) 
 
                               10        20        30        40     
2MEPSP                 WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
           50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
                                            
gi|288 EFAVWVKQ                             
                                            
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.4  bits: 19.4 E():   19 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (14-39:59-84) 
 
                                10        20        30        40    
2MEPSP                  WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
            50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
                                             
gi|117 APEAAKEEEKEESDDDMGFGLFD               
       90       100       110                
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>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 79.3  bits: 19.8 E():   19 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (36-60:35-57) 
 
          10        20        30        40        50        60      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
          70        80                                              
2MEPSP AKVTWTETSVTVTGP                                              
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.2  bits: 19.4 E():   20 
Smith-Waterman score: 48; 27.9% identity (62.8% similar) in 43 aa overlap (2-44:52-89) 
 
                                            10        20        30  
2MEPSP                              WDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                     ...  .:..:  :  .. . : :.:.     
gi|117 DVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASG---- 
              30        40        50        60        70            
 
              40        50        60        70        80 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
        ::: .::.. .:                                     
gi|117 -GAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD             
         80        90       100       110                
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.5  bits: 19.8 E():   21 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (18-46:84-111) 
 
                            10        20        30        40        
2MEPSP              WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
        50        60        70        80                   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP                   
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.2  bits: 19.0 E():   22 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (7-26:53-72) 
 
                                       10        20        30       
2MEPSP                         WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
         40        50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
                                                    
gi|897 AQLPAMCRLEGGDALLASQ                          
             90       100                           
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 77.8  bits: 20.6 E():   23 
Smith-Waterman score: 51; 25.8% identity (51.5% similar) in 66 aa overlap (2-64:239-304) 
 
                                            10        20            
2MEPSP                              WDRFYIKGGQKYKSPKNAYVEGD---ASSAS 
                                     .:.:.   :  :. ..: :  .   . : . 
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gi|324 NKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHA 
      210       220       230       240       250       260         
 
       30        40        50        60        70        80 
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
        :. :   .       :  .:.:  :::.. : :..                 
gi|324 VFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV             
      270       280       290       300                     
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 77.6  bits: 20.2 E():   24 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (6-36:25-54) 
 
                                  10        20        30        40  
2MEPSP                    WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
              50        60        70        80                      
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP                      
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 77.3  bits: 21.7 E():   25 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (13-55:113-154) 
 
                                 10        20        30        40   
2MEPSP                   WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
             50        60        70        80                       
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP                       
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 77.3  bits: 21.7 E():   25 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (13-55:113-154) 
 
                                 10        20        30        40   
2MEPSP                   WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
             50        60        70        80                       
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP                       
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.3  bits: 19.4 E():   25 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (38-53:140-152) 
 
        10        20        30        40        50        60        
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: ::   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG               
     110       120       130       140          150                 
 
        70        80 
2MEPSP VTWTETSVTVTGP 
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 77.1  bits: 19.8 E():   26 
Smith-Waterman score: 49; 22.2% identity (61.1% similar) in 36 aa overlap (1-36:166-201) 
 
                                             10        20        30 
2MEPSP                               WDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :    ..::.  ..:..  .:  :.. ... 
gi|116 SHHGIIYVPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFY 
         140       150       160       170       180       190      
 
               40        50        60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
        : : .                                             
gi|116 EAVAKVNFQ                                          
         200                                              
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.3  bits: 19.1 E():   28 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (20-65:86-130) 
 
                          10        20        30        40          
2MEPSP            WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
      50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       . ..  : :.: . .:                
gi|136 KKEALPKCAQVYNKLGMYPPNM          
          120       130                
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (7-46:437-480) 
 
                                       10        20            30   
2MEPSP                         WDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (7-46:437-480) 
 
                                       10        20            30   
2MEPSP                         WDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (7-46:437-480) 
 
                                       10        20            30   
2MEPSP                         WDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
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        410       420       430       440       450       460       
 
             40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (7-46:437-480) 
 
                                       10        20            30   
2MEPSP                         WDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (7-46:437-480) 
 
                                       10        20            30   
2MEPSP                         WDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (7-46:437-480) 
 
                                       10        20            30   
2MEPSP                         WDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (7-46:437-480) 
 
                                       10        20            30   
2MEPSP                         WDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
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>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (7-46:437-480) 
 
                                       10        20            30   
2MEPSP                         WDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (7-46:437-480) 
 
                                       10        20            30   
2MEPSP                         WDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (7-46:437-480) 
 
                                       10        20            30   
2MEPSP                         WDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       :.   . :   .::                                   
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (7-46:437-480) 
 
                                       10        20            30   
2MEPSP                         WDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (7-46:437-480) 
 
                                       10        20            30   
2MEPSP                         WDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
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                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (7-46:437-480) 
 
                                       10        20            30   
2MEPSP                         WDRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
             40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       :.   . :   .::                                   
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP 
        470       480       490       500       510     
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.1  bits: 19.1 E():   29 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (20-65:90-134) 
 
                          10        20        30        40          
2MEPSP            WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
      50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       . ..  : :.: . .:                
gi|145 KKEALPKCAQVYNKLGMYPPNM          
      120       130       140          
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 75.8  bits: 19.1 E():   30 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (20-65:96-140) 
 
                          10        20        30        40          
2MEPSP            WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
      50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       . ..  : :.: . .:                
gi|246 KKEALPKCAQVYNKLGMYPPNM          
          130       140                
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 46; 27.9% identity (60.5% similar) in 43 aa overlap (2-44:52-89) 
 
                                            10        20        30  
2MEPSP                              WDRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                     ...  .: .:  :  .. . : :.:.     
gi|185 DVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASG---- 
              30        40        50        60        70            
 
              40        50        60        70        80 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
        ::: .::.. .:                                     
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gi|185 -GAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD             
         80        90       100       110                
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 75.7  bits: 19.1 E():   31 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (26-52:9-38) 
 
               10        20        30           40        50        
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKF 
                                ::  ::   :.:.:  .:: ::: . .: :      
gi|110                  MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQ 
                                10        20        30        40    
 
        60        70        80                                      
2MEPSP AEVLEMMGAKVTWTETSVTVTGP                                      
                                                                    
gi|110 FEEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQM 
            50        60        70        80        90       100    
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.4  bits: 19.5 E():   32 
Smith-Waterman score: 48; 20.0% identity (60.0% similar) in 50 aa overlap (1-50:79-127) 
 
                                             10        20        30 
2MEPSP                               WDRFYIKGGQKYKSPKNAYVEGDASSASYF 
                                     :.    . .: . .  : : . .  ... . 
gi|549 NEFRQKVARGLETRGNPGPQPPAKSMNTLVWNDELAQIAQVWANQCN-YGHDNCRNSAKY 
       50        60        70        80        90        100        
 
               40        50        60        70        80           
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP           
        .:  :. :..:... :..:                                         
gi|549 SVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIG 
       110       120       130       140       150       160        
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 75.2  bits: 20.7 E():   33 
Smith-Waterman score: 51; 24.2% identity (56.5% similar) in 62 aa overlap (1-61:315-373) 
 
                                             10        20           
2MEPSP                               WDRFYIKGGQKYKSPKNAYVEGDASSASY- 
                                     : .. .. :  :   ::: :    .  :.  
gi|259 NINDPARADIYTPEVGRLTTLNSLNLPILKWLQLSVEKGVLY---KNALVLPHWNLNSHS 
          290       300       310       320          330       340  
 
      30        40        50        60        70        80          
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP          
       .. :    : . .:.. :.  ..:.:. ...:                             
gi|259 IIYGCKGKGQVQVVDNFGNRVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRA 
             350       360       370       380       390       400  
 
gi|259 MTSPLAGRTSVLGGMPEEVLANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA 
             410       420       430       440       450        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (27-54:133-160) 
 
                   10        20        30        40        50       
2MEPSP     WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
         60        70        80                                     
2MEPSP FAEVLEMMGAKVTWTETSVTVTGP                                     
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 19.9 E():   36 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (44-68:282-306) 
 
            20        30        40        50        60        70    
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
            80 
2MEPSP SVTVTGP 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 74.2  bits: 20.7 E():   37 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (10-58:264-309) 
 
                                    10        20         30         
2MEPSP                      WDRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
       40        50        60        70        80                   
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP                   
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (49-64:135-150) 
 
       20        30        40        50        60        70         
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
       80 
2MEPSP GP 
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.7  bits: 19.9 E():   40 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (23-71:53-100) 
 
                       10        20        30        40        50   
2MEPSP         WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
             60        70        80                                 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGP                                 
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (54-79:175-201) 
 
            30        40        50        60         70        80   
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGP   
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
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 initn:  41 init1:  41 opt:  50  Z-score: 73.0  bits: 20.4 E():   43 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (7-39:269-302) 
 
                                       10        20        30       
2MEPSP                         WDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
          40        50        60        70        80                
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP                
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.0  bits: 20.4 E():   43 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (7-39:269-302) 
 
                                       10        20        30       
2MEPSP                         WDRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
          40        50        60        70        80                
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP                
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.8  bits: 18.5 E():   44 
Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (3-60:1-47) 
 
               10        20        30        40        50        60 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
         .:.:.: : : .   :   :  .  : :. ::..         :   . .::. :.:: 
gi|136   QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQCKEKK-NGDITFTEV 
                  10           20        30               40        
 
               70        80                                         
2MEPSP LEMMGAKVTWTETSVTVTGP                                         
                                                                    
gi|136 GYTRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRT 
        50        60        70        80        90       100        
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.1  bits: 20.8 E():   48 
Smith-Waterman score: 59; 29.1% identity (54.5% similar) in 55 aa overlap (6-55:101-154) 
 
                                             10        20        30 
2MEPSP                          WDRFYIKGG-----QKYKSPKNAYVEGDASSASYF 
                                     .:::     .  :.  :::  :....:    
gi|219 ISVLTTDSDVSEITWLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSG 
               80        90       100       110       120       130 
 
               40        50        60        70        80           
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP           
       :   : .:  ..  : : .. .::.                                    
gi|219 LK-LAKSGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAV 
               140       150       160       170       180          
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (20-59:87-131) 
 
                          10        20             30        40     
2MEPSP            WDRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
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         60        70        80        90       100       110       
 
           50        60        70        80        
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP        
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.4  bits: 18.1 E():   53 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (36-60:19-41) 
 
          10        20        30        40        50        60      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
          70        80                                              
2MEPSP AKVTWTETSVTVTGP                                              
                                                                    
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.4  bits: 19.6 E():   53 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (10-39:340-370) 
 
                                    10        20        30          
2MEPSP                      WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
        40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       ::                                          
gi|113 GGYKV                                       
      370                                          
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.9  bits: 19.7 E():   56 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (5-39:331-365) 
 
                                         10        20        30     
2MEPSP                           WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
           40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       ....:                                          
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV          
              370       380       390                 
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.9  bits: 19.7 E():   56 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (5-39:331-365) 
 
                                         10        20        30     
2MEPSP                           WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
           40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       ....:                                          
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV          
              370       380       390                 
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>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (3-60:5-51) 
 
                 10        20        30        40        50         
2MEPSP   WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
           .:.:.: : : .   :   :  .  : :. ::..         :   . .::. :. 
gi|145 PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKKNGDITFT 
               10            20        30               40          
 
       60        70        80                                       
2MEPSP EVLEMMGAKVTWTETSVTVTGP                                       
       ::                                                           
gi|145 EVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTT 
      50        60        70        80        90       100          
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (3-60:5-51) 
 
                 10        20        30        40        50         
2MEPSP   WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
           .:.:.: : : .   :   :  .  : :. ::..         :   . .::. :. 
gi|145 PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKKNGDITFT 
               10            20        30               40          
 
       60        70        80                                       
2MEPSP EVLEMMGAKVTWTETSVTVTGP                                       
       ::                                                           
gi|145 EVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTT 
      50        60        70        80        90       100          
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.9  bits: 19.3 E():   56 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (3-55:18-64) 
 
                              10        20        30        40      
2MEPSP                WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .: .... :   :  : :.   :..:  . :  .       .: 
gi|107 MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE----KFKG 
               10        20        30          40        50         
 
          50        60        70        80                          
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP                          
        :.: :.::.                                                   
gi|107 LGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFG 
           60        70        80        90       100       110     
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.8  bits: 17.8 E():   57 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (10-44:69-101) 
 
                                    10        20        30          
2MEPSP                      WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
      40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       .. ::                                     
gi|148 AIGVEEWAVLVKA                             
        100                                      
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.6  bits: 18.2 E():   58 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (3-60:11-57) 
 
                       10        20        30        40        50   
2MEPSP         WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
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                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|246 MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKEN 
               10         20           30        40                 
 
             60        70        80                                 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGP                                 
       ::: :.:.                                                     
gi|246 GDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILS 
      50        60        70        80        90       100          
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.6  bits: 18.2 E():   58 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (3-60:11-57) 
 
                       10        20        30        40        50   
2MEPSP         WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|246 MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKEN 
               10         20           30        40                 
 
             60        70        80                                 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGP                                 
       ::: :.:.                                                     
gi|246 GDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILN 
      50        60        70        80        90       100          
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.5  bits: 17.8 E():   59 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (14-53:20-60) 
 
                     10        20        30        40         50    
2MEPSP       WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQG 
                          :  .: . :...:.     : . .::.:    : :  ...: 
gi|384 MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTING 
               10        20        30        40        50        60 
 
            60        70        80                             
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGP                             
                                                               
gi|384 LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (10-39:231-261) 
 
                                    10        20        30          
2MEPSP                      WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
        40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       ::                                          
gi|226 GGYKV                                       
     260                                           
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 44; 28.1% identity (59.4% similar) in 32 aa overlap (48-79:30-61) 
 
        20        30        40        50        60        70        
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|169  MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
        80                                                          
2MEPSP TGP                                                          
        :                                                           
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gi|169 DGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKF 
      60        70        80        90       100       110          
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 44; 28.1% identity (59.4% similar) in 32 aa overlap (48-79:30-61) 
 
        20        30        40        50        60        70        
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|374  MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
        80                                                          
2MEPSP TGP                                                          
        :                                                           
gi|374 DGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKY 
      60        70        80        90       100       110          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 47; 28.9% identity (53.3% similar) in 45 aa overlap (20-59:87-131) 
 
                          10        20             30        40     
2MEPSP            WDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      .: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
           50        60        70        80         
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP         
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAANPDACN 
        120       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (20-59:87-131) 
 
                          10        20             30        40     
2MEPSP            WDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
           50        60        70        80         
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP         
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (20-59:87-131) 
 
                          10        20             30        40     
2MEPSP            WDRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
           50        60        70        80         
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP         
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (36-60:20-42) 
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          10        20        30        40        50        60      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
          70        80                                              
2MEPSP AKVTWTETSVTVTGP                                              
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (36-60:20-42) 
 
          10        20        30        40        50        60      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
          70        80                                              
2MEPSP AKVTWTETSVTVTGP                                              
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (36-60:20-42) 
 
          10        20        30        40        50        60      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
          70        80                                              
2MEPSP AKVTWTETSVTVTGP                                              
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.8 E():   67 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (36-60:21-43) 
 
          10        20        30        40        50        60      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
          70        80                                              
2MEPSP AKVTWTETSVTVTGP                                              
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.8 E():   67 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (36-60:21-43) 
 
          10        20        30        40        50        60      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
          70        80                                              
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2MEPSP AKVTWTETSVTVTGP                                              
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.8 E():   67 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (36-60:21-43) 
 
          10        20        30        40        50        60      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
          70        80                                              
2MEPSP AKVTWTETSVTVTGP                                              
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.8 E():   67 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (36-60:21-43) 
 
          10        20        30        40        50        60      
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
          70        80                                              
2MEPSP AKVTWTETSVTVTGP                                              
                                                                    
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.6  bits: 19.3 E():   67 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (4-50:68-112) 
 
                                          10        20        30    
2MEPSP                            WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
            40        50        60        70        80              
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP              
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.4  bits: 18.2 E():   68 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (32-53:150-172) 
 
              10        20        30         40        50        60 
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
               70        80 
2MEPSP LEMMGAKVTWTETSVTVTGP 
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (10-45:259-293) 
 
                                    10        20        30          
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2MEPSP                      WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
      40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       ::.. :                                    
gi|119 TVSAGGYKV                                 
       290                                       
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (4-30:319-345) 
 
                                          10        20        30    
2MEPSP                            WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
            40        50        60        70        80 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
                                                       
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA           
      350       360       370       380                
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (20-65:86-130) 
 
                          10        20        30        40          
2MEPSP            WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
      50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       . ..  : :.: . .:                
gi|136 KKEALPKCAQVYNKLGMYPPNM          
          120       130                
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (3-60:1-47) 
 
               10        20        30        40        50        60 
2MEPSP WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV 
         .:.:.: : : .   :   :  .  : :. ::..         :   . .::: :.:: 
gi|136   QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENGDVTFTEV 
                  10           20        30               40        
 
               70        80                                         
2MEPSP LEMMGAKVTWTETSVTVTGP                                         
                                                                    
gi|136 GYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNTLNGTTRT 
        50        60        70        80        90       100        
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.1  bits: 17.5 E():   71 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (10-44:69-101) 
 
                                    10        20        30          
2MEPSP                      WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
      40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
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        . :.                                     
gi|288 KIGVDEFAAMIKG                             
        100                                      
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.0  bits: 17.8 E():   72 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (38-53:132-144) 
 
        10        20        30        40        50        60        
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
        70        80 
2MEPSP VTWTETSVTVTGP 
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.0  bits: 17.8 E():   72 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (38-53:132-144) 
 
        10        20        30        40        50        60        
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
        70        80 
2MEPSP VTWTETSVTVTGP 
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (3-60:10-56) 
 
                      10        20        30        40        50    
2MEPSP        WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|136 EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
               10         20           30        40                 
 
            60        70        80                                  
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGP                                  
       :: :.::                                                      
gi|136 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNT 
      50        60        70        80        90       100          
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (3-60:10-56) 
 
                      10        20        30        40        50    
2MEPSP        WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|144 EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
               10         20           30        40                 
 
            60        70        80                                  
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGP                                  
       :: :.::                                                      
gi|144 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFKLNT 
      50        60        70        80        90       100          
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (20-54:30-64) 
 
                         10        20        30        40        50 
2MEPSP           WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                    : :. :. .  : :  ...  .:..:: .:. 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMSTG 
               10        20        30        40        50        60 
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               60        70        80                               
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGP                               
        . :                                                         
gi|160 PHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (38-53:140-152) 
 
        10        20        30        40        50        60        
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
        70        80 
2MEPSP VTWTETSVTVTGP 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (16-65:40-93) 
 
                              10        20        30            40  
2MEPSP                WDRFYIKGGQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
              50        60        70        80                      
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP                      
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 19.0 E():   76 
Smith-Waterman score: 46; 29.4% identity (55.9% similar) in 34 aa overlap (6-39:160-193) 
 
                                        10        20        30      
2MEPSP                          WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     .: :..  :  :  . :  : :  . ..:: 
gi|546 AVKVLRSNGSGSMSDVIKGVEFAVKSHQDSVKKGKNSFSTANMSLGGGKSPALDLAVNAA 
     130       140       150       160       170       180          
 
          40        50        60        70        80                
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP                
       . .:                                                         
gi|546 VKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFSNYGKCVDIFAPGLNI 
     190       200       210       220       230       240          
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (10-39:232-262) 
 
                                    10        20        30          
2MEPSP                      WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
        40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       ::                                          
gi|180 GGYKV                                       
                                                   
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (22-59:93-131) 
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                        10        20         30        40        50 
2MEPSP          WDRFYIKGGQKYKSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
               60        70        80         
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGP         
        .::... :                              
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN 
            130       140       150       160 
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.1  bits: 19.0 E():   80 
Smith-Waterman score: 46; 22.0% identity (61.0% similar) in 59 aa overlap (25-80:222-280) 
 
                     10        20        30        40        50     
2MEPSP       WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
              60        70        80                                
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGP                                
          .... :. . ..  .  ..: .. ::                                
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.9 E():   80 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (47-72:38-62) 
 
         20        30        40        50        60        70       
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
         80                                                         
2MEPSP VTGP                                                         
                                                                    
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 45; 26.7% identity (60.0% similar) in 30 aa overlap (48-77:114-143) 
 
        20        30        40        50        60        70        
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
        80                                                          
2MEPSP TGP                                                          
                                                                    
gi|144 IILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDR 
           150       160       170       180       190       200    
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (50-80:98-127) 
 
      20        30        40        50        60        70          
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
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      80                                                            
2MEPSP P                                                            
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (50-80:99-128) 
 
      20        30        40        50        60        70          
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
      80                                                            
2MEPSP P                                                            
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 68.0  bits: 19.0 E():   81 
Smith-Waterman score: 49; 27.6% identity (62.1% similar) in 58 aa overlap (4-59:105-159) 
 
                                          10        20        30    
2MEPSP                            WDRFYIKGGQKYKSPKNAYVEGDASSASYFL-- 
                                     .:. .:.:  . ..: :.   ..   :.   
gi|151 TPGTLRYGATREKALWIIFSQNMNIKLKMPLYV-AGHKTIDGRGADVHLGNGGPCLFMRK 
           80        90       100        110       120       130    
 
              40        50        60        70        80            
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP            
       .. .:  : . ..::.:. : :::  .:                                 
gi|151 VSHVILHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSD 
           140        150        160       170       180       190  
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (54-79:175-201) 
 
            30        40        50        60         70        80   
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGP   
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (54-79:175-201) 
 
            30        40        50        60         70        80   
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGP   
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (33-74:216-260) 
 
             10        20        30        40        50             
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
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gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
      60        70        80                    
2MEPSP VLEMMGAKVTWTETSVTVTGP                    
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (22-44:145-167) 
 
                        10        20        30        40        50  
2MEPSP          WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
              60        70        80                                
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGP                                
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 19.0 E():   87 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (5-37:331-363) 
 
                                         10        20        30     
2MEPSP                           WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
           40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
       ..:                                            
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ         
              370       380       390                 
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 17.9 E():   87 
Smith-Waterman score: 51; 23.6% identity (56.9% similar) in 72 aa overlap (2-70:72-135) 
 
                                            10           20         
2MEPSP                              WDRFYIKGGQKYKSPK---NAYVEGDASSAS 
                                     ..  :.:  :... :   .   .: : ::  
gi|144 SEALTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAP 
              50        60        70        80        90       100  
 
       30        40        50        60        70        80         
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP         
       : . ..   . .. :::: ... .: : ....      ..::                   
gi|144 YSVLATDYDNYAI-VEGCPAAA-NGHVIYVQL------RLTWRRFHPKLGDKEMIQHYTL 
             110        120        130             140       150    
 
gi|144 DQVNQHKKAIEEDLKHFNLKYEDLHSTCH 
           160       170       180   
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.1 E():   88 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (16-44:73-101) 
 
                              10        20        30        40      
2MEPSP                WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
          50        60        70        80 
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2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
                                           
gi|193 FNHLVKH                             
                                           
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 17.1 E():   89 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (14-38:59-84) 
 
                                10        20         30        40   
2MEPSP                  WDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
             50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
                                              
gi|668 AAKEKNEEEKEESDEDMGFGLFD                
       90       100       110                 
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 17.1 E():   89 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (14-38:59-84) 
 
                                10        20         30        40   
2MEPSP                  WDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
             50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
                                              
gi|833 AAEEKKEEEKEESDEDMGFGLFD                
       90       100       110                 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.1 E():   89 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (14-39:59-83) 
 
                                10        20         30        40   
2MEPSP                  WDRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
             50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
                                              
gi|215 AAPEAERAEEEKEESDDDMGFGLFD              
         90       100       110               
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 17.9 E():   90 
Smith-Waterman score: 50; 28.0% identity (60.0% similar) in 50 aa overlap (21-70:102-143) 
 
                         10        20        30        40        50 
2MEPSP           WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 SKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
              80        90       100       110       120        130 
 
               60        70        80                               
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGP                               
        .: : ....      ..::                                         
gi|194 -NGHVIYVQL------RLTWRRFHPKLGDKEMIQHYTLDQVNQHKKAIEEDLKHFNLKYE 
                     140       150       160       170       180    
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.5 E():   93 
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Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (8-24:109-125) 
 
                                      10        20        30        
2MEPSP                        WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
        40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
                                                   
gi|145 SQGIFKAIEGYVLSN                             
      140       150                                
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 42; 28.6% identity (55.1% similar) in 49 aa overlap (16-59:83-130) 
 
                              10        20             30        40 
2MEPSP                WDRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
               50        60        70        80         
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP         
       : ... .    ..::.. :                              
gi|131 V-IKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
             120       130       140       150          
 
>>gi|187766755|gb|ACD36978.1| Gly m Bd 28K allergen [Gly  (455 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 66.6  bits: 19.1 E():   97 
Smith-Waterman score: 46; 33.3% identity (70.4% similar) in 27 aa overlap (7-33:17-42) 
 
                         10        20        30        40        50 
2MEPSP           WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                       .::.: ::::. .. .... .    ::                  
gi|187 VLCHGVATTTMAFHDDEGGDK-KSPKSLFLMSNSTRVFKTDAGEMRVLKSHGGRIFYRHM 
               10        20         30        40        50          
 
               60        70        80                               
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGP                               
                                                                    
gi|187 HIGFISMEPKSLFVPQYLDSNLIIFIRRGEAKLGFIYDDELAERRLKTGDLYMIPSGSAF 
      60        70        80        90       100       110          
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (50-64:53-67) 
 
      20        30        40        50        60        70          
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
      80                                                            
2MEPSP P                                                            
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|12697782|dbj|BAB21619.1| allergen Gly m Bd 28K [Gly  (473 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 66.3  bits: 19.1 E(): 1e 
Smith-Waterman score: 46; 33.3% identity (70.4% similar) in 27 aa overlap (7-33:26-51) 
 
                                  10        20        30        40  
2MEPSP                    WDRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                .::.: ::::. .. .... .    ::         
gi|126 KTTLLLLLFVLCHGVATTTMAFHDDEGGDK-KSPKSLFLMSNSTRVFKTDAGEMRVLKSH 
               10        20        30         40        50          
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              50        60        70        80                      
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP                      
                                                                    
gi|126 GGRIFYRHMHIGFISMEPKSLFVPQYLDSNLIIFIRRGEAKLGFIYDDELAERRLKTGDL 
      60        70        80        90       100       110          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:51 2011 done: Tue Apr 19 10:57:51 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 232  - 311 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     5     0:== 
  30     6     2:*= 
  32    18     8:==*=== 
  34    35    22:=======*==== 
  36    32    44:===========   * 
  38    55    73:===================     * 
  40   104   102:=================================*= 
  42   100   125:==================================       * 
  44   172   137:=============================================*============ 
  46   155   140:==============================================*===== 
  48   123   134:=========================================   * 
  50   118   122:========================================* 
  52    98   107:=================================  * 
  54   116    92:==============================*======== 
  56    50    77:=================        * 
  58    52    63:==================  * 
  60    32    51:===========     * 
  62    27    41:=========    * 
  64    41    33:==========*=== 
  66    30    26:========*= 
  68    21    20:======* 
  70    34    16:=====*====== 
  72     7    12:===* 
  74     8    10:===* 
  76     8     8:==* 
  78    20     6:=*===== 
  80     5     5:=* 
  82     2     3:* 
  84     2     3:* 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     2     0:=         *== 
 102     0     0:          * 
 104     0     0:          * 
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 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.25070.0034; mu= 15.9532 0.175 
 mean_var=31.1891 8.222, 0's: 2 Z-trim: 3  B-trim: 124 in 2/42 
 Lambda= 0.229654 
 Kolmogorov-Smirnov  statistic: 0.0270 (N=29) at  62 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   85 31.9  0.0048 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 25.2     1.1 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 25.3     1.3 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 24.5     1.6 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 24.6     1.7 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 24.7     2.2 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 24.3     2.6 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   53 21.1     5.6 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.3     7.7 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.3     8.3 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.5     8.9 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.0     9.4 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.8     9.5 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.1      13 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 20.3      15 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.9      17 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.5      18 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.5      18 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   48 19.5      18 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 22.2      18 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 22.2      18 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 20.0      19 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   51 20.9      19 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.4      20 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.1      21 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   50 20.5      22 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 21.4      22 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.4      22 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.4      22 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.6      22 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.2      26 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.2      27 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.3      27 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.3      28 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.2      28 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   46 18.8      28 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 21.1      29 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.2      30 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.2      33 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.7      34 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.7      34 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 18.9      36 
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gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 19.8      36 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 21.2      36 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.5      36 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.0      40 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 18.6      41 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.9      44 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 20.0      46 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 20.0      46 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.6      46 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 19.5      48 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.2      50 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 18.3      52 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 18.3      52 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.1      53 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.3      54 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 18.3      54 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.8      55 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.6      55 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   46 19.2      55 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.6      56 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 17.9      57 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.9      57 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   44 18.3      57 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   44 18.3      57 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 19.2      58 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   44 18.3      58 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.3      58 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.3      58 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.3      62 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.9      63 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.9      63 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.9      63 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.9      63 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.9      63 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.9      63 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.9      63 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   46 19.2      64 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.9      64 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.9      64 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.8      67 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   46 19.3      67 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.9      67 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.9      67 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.9      67 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.9      67 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.3      68 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 18.8      68 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 18.8      68 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.5      69 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 18.0      70 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 18.0      70 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 18.8      70 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 18.8      70 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 18.0      70 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 18.8      70 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.3      71 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.3      72 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.4      72 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.4      72 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 18.0      72 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 18.0      74 
gi|187766755|gb|ACD36978.1| Gly m Bd 28K allergen  ( 455)   46 19.3      79 
gi|12697782|dbj|BAB21619.1| allergen Gly m Bd 28K  ( 473)   46 19.4      81 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.4      84 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.2      86 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.1      86 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   43 18.1      86 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.2      87 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.2      87 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.2      87 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.6      88 
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gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 19.8      89 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.0      89 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   45 19.0      90 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   42 17.6      90 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   44 18.5      92 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   44 18.5      92 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.7      93 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.7      97 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 19.9      97 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.1      97 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   43 18.1      97 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 19.9      98 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  85  Z-score: 144.1  bits: 31.9 E(): 0.0048 
Smith-Waterman score: 85; 30.4% identity (55.7% similar) in 79 aa overlap (4-78:52-130) 
 
                                          10         20          30 
2MEPSP                            DRFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
               40         50        60        70        80          
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLEMMGAKVTWTETSVTVTGPP          
       .:.: . :.  : :  :.. .  : :  .:..  :    :...: :  :            
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 101.9  bits: 25.2 E():  1.1 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (9-60:79-131) 
 
                                     10        20        30         
2MEPSP                       DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
       40         50        60        70        80                  
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP                  
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 100.5  bits: 25.3 E():  1.3 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (5-41:8-44) 
 
                  10        20        30        40        50        
2MEPSP    DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
              ... : . :  :  ::.:.. .. .:: ::. .:. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP EVLEMMGAKVTWTETSVTVTGPP                                      
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 98.7  bits: 24.5 E():  1.6 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (9-60:59-111) 
 
                                     10        20        30         
2MEPSP                       DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
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gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
       40         50        60        70        80                  
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP                  
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 98.3  bits: 24.6 E():  1.7 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (9-60:79-131) 
 
                                     10        20        30         
2MEPSP                       DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
       40         50        60        70        80                  
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP                  
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 96.3  bits: 24.7 E():  2.2 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (7-53:423-469) 
 
                                       10        20        30       
2MEPSP                         DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
         40          50        60        70        80    
2MEPSP GGTVTVE--GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP    
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 95.2  bits: 24.3 E():  2.6 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (5-41:8-44) 
 
                  10        20        30        40        50        
2MEPSP    DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
              ... : . :  :  ::.:.. .. .:: ::.  :. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP EVLEMMGAKVTWTETSVTVTGPP                                      
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 89.0  bits: 21.1 E():  5.6 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (9-43:69-101) 
 
                                     10        20        30         
2MEPSP                       DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
       40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
        . ::                                      
gi|207 KIGVEEFQALVKA                              
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        100                                       
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 86.5  bits: 21.3 E():  7.7 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (17-45:86-113) 
 
                             10        20        30        40       
2MEPSP               DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
         50        60        70        80                    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP                    
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 86.0  bits: 21.3 E():  8.3 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (17-45:102-129) 
 
                             10        20        30        40       
2MEPSP               DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
         50        60        70        80                    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP                    
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 85.4  bits: 20.5 E():  8.9 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (9-43:69-101) 
 
                                     10        20        30         
2MEPSP                       DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
       40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
        . ::                                      
gi|207 KIGVEEFQALVKA                              
        100                                       
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 85.0  bits: 21.0 E():  9.4 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (15-58:83-130) 
 
                               10        20             30          
2MEPSP                 DRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
      40        50        60        70        80        
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP        
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 84.9  bits: 21.8 E():  9.5 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (9-44:264-297) 
 
                                     10        20        30         
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2MEPSP                       DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
       40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       .... :                                     
gi|663 ATAAAGGYKA                                 
             300                                  
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.3  bits: 21.1 E():   13 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (35-54:208-227) 
 
           10        20        30        40        50        60     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
           70        80 
2MEPSP AKVTWTETSVTVTGPP 
                        
gi|111 KPEFIDIINAAAVKSA 
       240       250    
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.5  bits: 20.3 E():   15 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (15-58:83-130) 
 
                               10        20             30          
2MEPSP                 DRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
      40        50        60        70        80        
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP        
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 80.2  bits: 19.9 E():   17 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (35-59:35-57) 
 
           10        20        30        40        50        60     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
           70        80                                             
2MEPSP AKVTWTETSVTVTGPP                                             
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 80.1  bits: 19.5 E():   18 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (14-43:73-101) 
 
                                10        20        30        40    
2MEPSP                  DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
            50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
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gi|288 EFAVWVKQ                              
                                             
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.5 E():   18 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (13-38:59-84) 
 
                                 10        20        30        40   
2MEPSP                   DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
             50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                                              
gi|117 APEAAKEEEKEESDDDMGFGLFD                
       90       100       110                 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.9  bits: 19.5 E():   18 
Smith-Waterman score: 48; 27.9% identity (62.8% similar) in 43 aa overlap (1-43:52-89) 
 
                                             10        20        30 
2MEPSP                               DRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                     ...  .:..:  :  .. . : :.:.     
gi|117 DVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASG---- 
              30        40        50        60        70            
 
               40        50        60        70        80 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
        ::: .::.. .:                                      
gi|117 -GAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD              
         80        90       100       110                 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 79.8  bits: 22.2 E():   18 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (12-54:113-154) 
 
                                  10        20        30        40  
2MEPSP                    DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
              50        60        70        80                      
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP                      
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 79.8  bits: 22.2 E():   18 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (12-54:113-154) 
 
                                  10        20        30        40  
2MEPSP                    DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
              50        60        70        80                      
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP                      
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 79.5  bits: 20.0 E():   19 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (17-45:84-111) 
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                             10        20        30        40       
2MEPSP               DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
         50        60        70        80                  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP                  
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 79.4  bits: 20.9 E():   19 
Smith-Waterman score: 51; 25.8% identity (51.5% similar) in 66 aa overlap (1-63:239-304) 
 
                                             10        20           
2MEPSP                               DRFYIKGGQKYKSPKNAYVEGD---ASSAS 
                                     .:.:.   :  :. ..: :  .   . : . 
gi|324 NKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHA 
      210       220       230       240       250       260         
 
        30        40        50        60        70        80 
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
        :. :   .       :  .:.:  :::.. : :..                  
gi|324 VFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV              
      270       280       290       300                      
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 79.0  bits: 20.4 E():   20 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (5-35:25-54) 
 
                                   10        20        30        40 
2MEPSP                     DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
               50        60        70        80                     
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP                     
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.1 E():   21 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (6-25:53-72) 
 
                                        10        20        30      
2MEPSP                          DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
          40        50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                                                     
gi|897 AQLPAMCRLEGGDALLASQ                           
             90       100                            
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 78.4  bits: 20.5 E():   22 
Smith-Waterman score: 50; 24.6% identity (57.9% similar) in 57 aa overlap (24-80:2-52) 
 
               10        20        30        40        50        60 
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                              .:.: .::  ..... :.. .::  ..       ..  
gi|109                       MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNIT 
                                      10        20        30        
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               70        80                                         
2MEPSP EMMGAKVTWTETSVTVTGPP                                         
         .: :  : :...:  : :                                         
gi|109 TSYGDK--WLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGC 
           40          50        60        70        80        90   
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.2  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (6-45:437-480) 
 
                                        10        20            30  
2MEPSP                          DRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       :.   . :   .::                                    
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP  
        470       480       490       500       510      
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.2  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (6-45:437-480) 
 
                                        10        20            30  
2MEPSP                          DRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       :.   . :   .::                                    
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP  
        470       480       490       500       510      
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.2  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (6-45:437-480) 
 
                                        10        20            30  
2MEPSP                          DRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       :.   . :   .::                                    
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP  
        470       480       490       500       510      
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.2  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (6-45:437-480) 
 
                                        10        20            30  
2MEPSP                          DRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       :.   . :   .::                                    
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP  
        470       480       490       500       510      
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  39 init1:  39 opt:  52  Z-score: 78.2  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (6-45:437-480) 
 
                                        10        20            30  
2MEPSP                          DRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       :.   . :   .::                                    
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP  
        470       480       490       500       510      
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.2  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (6-45:437-480) 
 
                                        10        20            30  
2MEPSP                          DRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       :.   . :   .::                                    
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP  
        470       480       490       500       510      
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.2  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (6-45:437-480) 
 
                                        10        20            30  
2MEPSP                          DRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       :.   . :   .::                                    
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP  
        470       480       490       500       510      
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.2  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (6-45:437-480) 
 
                                        10        20            30  
2MEPSP                          DRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       :.   . :   .::                                    
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP  
        470       480       490       500       510      
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.2  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (6-45:437-480) 
 
                                        10        20            30  
2MEPSP                          DRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
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        410       420       430       440       450       460       
 
              40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       :.   . :   .::                                    
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP  
        470       480       490       500       510      
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.2  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (6-45:437-480) 
 
                                        10        20            30  
2MEPSP                          DRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       :.   . :   .::                                    
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP  
        470       480       490       500       510      
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.2  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (6-45:437-480) 
 
                                        10        20            30  
2MEPSP                          DRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       :.   . :   .::                                    
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP  
        470       480       490       500       510      
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.2  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (6-45:437-480) 
 
                                        10        20            30  
2MEPSP                          DRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       :.   . :   .::                                    
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP  
        470       480       490       500       510      
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.2  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (6-45:437-480) 
 
                                        10        20            30  
2MEPSP                          DRFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
              40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       :.   . :   .::                                    
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP  
        470       480       490       500       510      
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>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 78.1  bits: 19.6 E():   22 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (37-52:140-152) 
 
         10        20        30        40        50        60       
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: ::   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG               
     110       120       130       140          150                 
 
         70        80 
2MEPSP VTWTETSVTVTGPP 
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.0  bits: 19.2 E():   26 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (19-64:86-130) 
 
                           10        20        30        40         
2MEPSP             DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
       50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       . ..  : :.: . .:                 
gi|136 KKEALPKCAQVYNKLGMYPPNM           
          120       130                 
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.8  bits: 19.2 E():   27 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (19-64:90-134) 
 
                           10        20        30        40         
2MEPSP             DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
       50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       . ..  : :.: . .:                 
gi|145 KKEALPKCAQVYNKLGMYPPNM           
      120       130       140           
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.6  bits: 19.3 E():   27 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (19-64:96-140) 
 
                           10        20        30        40         
2MEPSP             DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
       50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       . ..  : :.: . .:                 
gi|246 KKEALPKCAQVYNKLGMYPPNM           
          130       140                 
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 76.5  bits: 19.3 E():   28 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (25-51:9-38) 
 
               10        20        30           40        50        
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFA 
                               ::  ::   :.:.:  .:: ::: . .: :       
gi|110                 MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQF 
                               10        20        30        40     
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        60        70        80                                      
2MEPSP EVLEMMGAKVTWTETSVTVTGPP                                      
                                                                    
gi|110 EEQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMV 
           50        60        70        80        90       100     
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (26-53:133-160) 
 
                    10        20        30        40        50      
2MEPSP      DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
          60        70        80                                    
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPP                                    
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 76.3  bits: 18.8 E():   28 
Smith-Waterman score: 46; 27.9% identity (60.5% similar) in 43 aa overlap (1-43:52-89) 
 
                                             10        20        30 
2MEPSP                               DRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                     ...  .: .:  :  .. . : :.:.     
gi|185 DVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASG---- 
              30        40        50        60        70            
 
               40        50        60        70        80 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
        ::: .::.. .:                                      
gi|185 -GAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD              
         80        90       100       110                 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.2  bits: 21.1 E():   29 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (9-57:264-309) 
 
                                     10        20         30        
2MEPSP                       DRFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
        40        50        60        70        80                  
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP                  
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.9  bits: 20.2 E():   30 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (43-67:282-306) 
 
             20        30        40        50        60        70   
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
             80 
2MEPSP SVTVTGPP 
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.2  bits: 20.2 E():   33 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (22-70:53-100) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7586

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
                        10        20        30        40        50  
2MEPSP          DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
              60        70        80                                
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPP                                
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.9  bits: 20.7 E():   34 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (6-38:269-302) 
 
                                        10        20        30      
2MEPSP                          DRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
           40        50        60        70        80               
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP               
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.9  bits: 20.7 E():   34 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (6-38:269-302) 
 
                                        10        20        30      
2MEPSP                          DRFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
           40        50        60        70        80               
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP               
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.5  bits: 18.9 E():   36 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (48-63:135-150) 
 
        20        30        40        50        60        70        
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
        80 
2MEPSP GPP 
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (53-78:175-201) 
 
             30        40        50         60        70        80  
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPP  
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
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>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.4  bits: 21.2 E():   36 
Smith-Waterman score: 59; 29.1% identity (54.5% similar) in 55 aa overlap (5-54:101-154) 
 
                                              10        20          
2MEPSP                           DRFYIKGG-----QKYKSPKNAYVEGDASSASYF 
                                     .:::     .  :.  :::  :....:    
gi|219 ISVLTTDSDVSEITWLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSG 
               80        90       100       110       120       130 
 
      30        40        50        60        70        80          
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP          
       :   : .:  ..  : : .. .::.                                    
gi|219 LK-LAKSGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAV 
               140       150       160       170       180          
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.4  bits: 18.5 E():   36 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (30-80:1-49) 
 
               10        20        30        40        50        60 
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                    .:..:.:  ...:  : ..:.   .  ..:  
gi|144                              MASSAVTKLALVVALCMAVSVAHAITCGQVT 
                                            10        20        30  
 
               70        80                                         
2MEPSP EMMGAKVTWTETSVTVTGPP                                         
         ..  . ..... .:  ::                                         
gi|144 SSLAPCIGYVRSGGAV--PPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNN 
              40          50        60        70        80          
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 19.0 E():   40 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (54-80:4-30) 
 
            30        40        50        60        70        80    
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP    
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.4  bits: 18.6 E():   41 
Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (2-59:1-47) 
 
               10        20        30        40        50        60 
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
        .:.:.: : : .   :   :  .  : :. ::..         :   . .::. :.::  
gi|136  QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQCKEKK-NGDITFTEVG 
                 10           20        30               40         
 
               70        80                                         
2MEPSP EMMGAKVTWTETSVTVTGPP                                         
                                                                    
gi|136 YTRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTV 
       50        60        70        80        90       100         
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.9  bits: 19.9 E():   44 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (9-38:340-370) 
 
                                     10        20        30         
2MEPSP                       DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
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         40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       ::                                           
gi|113 GGYKV                                        
      370                                           
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 20.0 E():   46 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (4-38:331-365) 
 
                                          10        20        30    
2MEPSP                            DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
            40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       ....:                                           
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV           
              370       380       390                  
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 20.0 E():   46 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (4-38:331-365) 
 
                                          10        20        30    
2MEPSP                            DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
            40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       ....:                                           
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV           
              370       380       390                  
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (19-58:87-131) 
 
                           10        20             30        40    
2MEPSP             DRFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
            50        60        70        80       
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP       
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (2-54:18-64) 
 
                               10        20        30        40     
2MEPSP                 DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .: .... :   :  : :.   :..:  . :  .       .: 
gi|107 MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE----KFKG 
               10        20        30          40        50         
 
           50        60        70        80                         
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP                         
        :.: :.::.                                                   
gi|107 LGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFG 
           60        70        80        90       100       110     
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
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 initn:  38 init1:  38 opt:  44  Z-score: 71.9  bits: 18.2 E():   50 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (35-59:19-41) 
 
           10        20        30        40        50        60     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
           70        80                                             
2MEPSP AKVTWTETSVTVTGPP                                             
                                                                    
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.5  bits: 18.3 E():   52 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (2-59:5-51) 
 
                  10        20        30        40        50        
2MEPSP    DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
           .:.:.: : : .   :   :  .  : :. ::..         :   . .::. :. 
gi|145 PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKKNGDITFT 
               10            20        30               40          
 
        60        70        80                                      
2MEPSP EVLEMMGAKVTWTETSVTVTGPP                                      
       ::                                                           
gi|145 EVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTT 
      50        60        70        80        90       100          
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.5  bits: 18.3 E():   52 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (2-59:5-51) 
 
                  10        20        30        40        50        
2MEPSP    DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
           .:.:.: : : .   :   :  .  : :. ::..         :   . .::. :. 
gi|145 PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKKNGDITFT 
               10            20        30               40          
 
        60        70        80                                      
2MEPSP EVLEMMGAKVTWTETSVTVTGPP                                      
       ::                                                           
gi|145 EVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTT 
      50        60        70        80        90       100          
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.3  bits: 19.1 E():   53 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (9-38:231-261) 
 
                                     10        20        30         
2MEPSP                       DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
         40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       ::                                           
gi|226 GGYKV                                        
     260                                            
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (2-59:11-57) 
 
                        10        20        30        40        50  
2MEPSP          DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|246 MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKEN 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7590

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

               10         20           30        40                 
 
              60        70        80                                
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPP                                
       ::: :.:.                                                     
gi|246 GDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILS 
      50        60        70        80        90       100          
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (2-59:11-57) 
 
                        10        20        30        40        50  
2MEPSP          DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|246 MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKEN 
               10         20           30        40                 
 
              60        70        80                                
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPP                                
       ::: :.:.                                                     
gi|246 GDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILN 
      50        60        70        80        90       100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.1  bits: 17.8 E():   55 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (9-43:69-101) 
 
                                     10        20        30         
2MEPSP                       DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
       40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       .. ::                                      
gi|148 AIGVEEWAVLVKA                              
        100                                       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.1  bits: 19.6 E():   55 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (3-49:68-112) 
 
                                           10        20        30   
2MEPSP                             DRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
             40        50        60        70        80             
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP             
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 19.2 E():   55 
Smith-Waterman score: 46; 26.5% identity (55.9% similar) in 34 aa overlap (47-80:114-147) 
 
         20        30        40        50        60        70       
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
         80                                                         
2MEPSP TGPP                                                         
          :                                                         
gi|144 IILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDR 
           150       160       170       180       190       200    
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>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.6 E():   56 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (3-29:319-345) 
 
                                           10        20        30   
2MEPSP                             DRFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
             40        50        60        70        80 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                                                        
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA            
      350       360       370       380                 
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.8  bits: 17.9 E():   57 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (30-80:1-49) 
 
               10        20        30        40        50        60 
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                    .:..:.:  ...:  : ..:.   .  ..:  
gi|506                              MASSAVTKLALVVALCMAVSVAHAITCGQVT 
                                            10        20        30  
 
               70        80                                         
2MEPSP EMMGAKVTWTETSVTVTGPP                                         
         ..  . ..... .:  ::                                         
gi|506 SSLAPCIGYVRNGGAV--PPACCNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNN 
              40          50        60        70        80          
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.8  bits: 17.9 E():   57 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (13-52:20-60) 
 
                      10        20        30        40         50   
2MEPSP        DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQG 
                          :  .: . :...:.     : . .::.:    : :  ...: 
gi|384 MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTING 
               10        20        30        40        50        60 
 
             60        70        80                            
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPP                            
                                                               
gi|384 LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 44; 28.1% identity (59.4% similar) in 32 aa overlap (47-78:30-61) 
 
         20        30        40        50        60        70       
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|374  MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
         80                                                         
2MEPSP TGPP                                                         
        :                                                           
gi|374 DGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKY 
      60        70        80        90       100       110          
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 44; 28.1% identity (59.4% similar) in 32 aa overlap (47-78:30-61) 
 
         20        30        40        50        60        70       
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
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                                     : ..  ::: .:..:  :.  :  . ...  
gi|169  MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
         80                                                         
2MEPSP TGPP                                                         
        :                                                           
gi|169 DGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKF 
      60        70        80        90       100       110          
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.7  bits: 19.2 E():   58 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (9-44:259-293) 
 
                                     10        20        30         
2MEPSP                       DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
       40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       ::.. :                                     
gi|119 TVSAGGYKV                                  
       290                                        
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 28.9% identity (53.3% similar) in 45 aa overlap (19-58:87-131) 
 
                           10        20             30        40    
2MEPSP             DRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      .: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
            50        60        70        80        
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP        
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLAANPDACN 
        120       130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (19-58:87-131) 
 
                           10        20             30        40    
2MEPSP             DRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
            50        60        70        80        
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP        
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (19-58:87-131) 
 
                           10        20             30        40    
2MEPSP             DRFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
            50        60        70        80        
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP        
       . ..    :::.. :                              
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gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.2  bits: 18.3 E():   62 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (31-52:150-172) 
 
               10        20        30         40        50          
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
      60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPP 
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (35-59:20-42) 
 
           10        20        30        40        50        60     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
           70        80                                             
2MEPSP AKVTWTETSVTVTGPP                                             
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (35-59:20-42) 
 
           10        20        30        40        50        60     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
           70        80                                             
2MEPSP AKVTWTETSVTVTGPP                                             
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (35-59:20-42) 
 
           10        20        30        40        50        60     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
           70        80                                             
2MEPSP AKVTWTETSVTVTGPP                                             
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (35-59:21-43) 
 
           10        20        30        40        50        60     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
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gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
           70        80                                             
2MEPSP AKVTWTETSVTVTGPP                                             
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (35-59:21-43) 
 
           10        20        30        40        50        60     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
           70        80                                             
2MEPSP AKVTWTETSVTVTGPP                                             
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (35-59:21-43) 
 
           10        20        30        40        50        60     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
           70        80                                             
2MEPSP AKVTWTETSVTVTGPP                                             
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (35-59:21-43) 
 
           10        20        30        40        50        60     
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
           70        80                                             
2MEPSP AKVTWTETSVTVTGPP                                             
                                                                    
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 19.2 E():   64 
Smith-Waterman score: 46; 29.4% identity (55.9% similar) in 34 aa overlap (5-38:160-193) 
 
                                         10        20        30     
2MEPSP                           DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     .: :..  :  :  . :  : :  . ..:: 
gi|546 AVKVLRSNGSGSMSDVIKGVEFAVKSHQDSVKKGKNSFSTANMSLGGGKSPALDLAVNAA 
     130       140       150       160       170       180          
 
           40        50        60        70        80               
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP               
       . .:                                                         
gi|546 VKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFSNYGKCVDIFAPGLNI 
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     190       200       210       220       230       240          
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (19-64:86-130) 
 
                           10        20        30        40         
2MEPSP             DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
       50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       . ..  : :.: . .:                 
gi|136 KKEALPKCAQVYNKLGMYPPNM           
          120       130                 
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (2-59:1-47) 
 
               10        20        30        40        50        60 
2MEPSP DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
        .:.:.: : : .   :   :  .  : :. ::..         :   . .::: :.::  
gi|136  QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENGDVTFTEVG 
                 10           20        30               40         
 
               70        80                                         
2MEPSP EMMGAKVTWTETSVTVTGPP                                         
                                                                    
gi|136 YTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNTLNGTTRTV 
       50        60        70        80        90       100         
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (9-38:232-262) 
 
                                     10        20        30         
2MEPSP                       DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
         40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       ::                                           
gi|180 GGYKV                                        
                                                    
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 46; 22.0% identity (61.0% similar) in 59 aa overlap (24-79:222-280) 
 
                      10        20        30        40        50    
2MEPSP        DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
               60        70        80                               
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPP                               
          .... :. . ..  .  ..: .. ::                                
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (37-52:132-144) 
 
         10        20        30        40        50        60       
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2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
         70        80 
2MEPSP VTWTETSVTVTGPP 
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (37-52:132-144) 
 
         10        20        30        40        50        60       
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
         70        80 
2MEPSP VTWTETSVTVTGPP 
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (2-59:10-56) 
 
                       10        20        30        40        50   
2MEPSP         DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|136 EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
               10         20           30        40                 
 
             60        70        80                                 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPP                                 
       :: :.::                                                      
gi|136 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNT 
      50        60        70        80        90       100          
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (2-59:10-56) 
 
                       10        20        30        40        50   
2MEPSP         DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|144 EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
               10         20           30        40                 
 
             60        70        80                                 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPP                                 
       :: :.::                                                      
gi|144 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFKLNT 
      50        60        70        80        90       100          
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 49; 27.6% identity (62.1% similar) in 58 aa overlap (3-58:105-159) 
 
                                           10        20        30   
2MEPSP                             DRFYIKGGQKYKSPKNAYVEGDASSASYFL-- 
                                     .:. .:.:  . ..: :.   ..   :.   
gi|151 TPGTLRYGATREKALWIIFSQNMNIKLKMPLYV-AGHKTIDGRGADVHLGNGGPCLFMRK 
           80        90       100        110       120       130    
 
               40        50        60        70        80           
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP           
       .. .:  : . ..::.:. : :::  .:                                 
gi|151 VSHVILHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSD 
           140        150        160       170       180       190  
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
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Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (34-78:204-252) 
 
            10        20        30        40           50        60 
2MEPSP YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
                70        80                 
2MEPSP EM-MGAKVTWTETSVTVTGPP                 
       .  :: : :  ..:  . :                   
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (34-78:204-252) 
 
            10        20        30        40           50        60 
2MEPSP YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
                70        80                 
2MEPSP EM-MGAKVTWTETSVTVTGPP                 
       .  :: : :  ..:  . :                   
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.3  bits: 17.5 E():   69 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (9-43:69-101) 
 
                                     10        20        30         
2MEPSP                       DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
       40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
        . :.                                      
gi|288 KIGVDEFAAMIKG                              
        100                                       
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (37-52:140-152) 
 
         10        20        30        40        50        60       
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
         70        80 
2MEPSP VTWTETSVTVTGPP 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (19-53:30-64) 
 
                          10        20        30        40          
2MEPSP            DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                    : :. :. .  : :  ...  .:..:: .:. 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMSTG 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPP                              

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7598

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

        . :                                                         
gi|160 PHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (53-78:175-201) 
 
             30        40        50         60        70        80  
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPP  
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (53-78:175-201) 
 
             30        40        50         60        70        80  
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPP  
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (15-64:40-93) 
 
                               10        20        30            40 
2MEPSP                 DRFYIKGGQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
               50        60        70        80                     
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP                     
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (32-73:216-260) 
 
              10        20        30        40        50            
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
       60        70        80                   
2MEPSP VLEMMGAKVTWTETSVTVTGPP                   
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 19.3 E():   71 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (21-43:145-167) 
 
                         10        20        30        40        50 
2MEPSP           DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
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               60        70        80                               
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPP                               
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 19.3 E():   72 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (4-36:331-363) 
 
                                          10        20        30    
2MEPSP                            DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
            40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       ..:                                             
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ          
              370       380       390                  
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (49-79:98-127) 
 
       20        30        40        50        60        70         
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
       80                                                           
2MEPSP PP                                                           
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (49-79:99-128) 
 
       20        30        40        50        60        70         
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
       80                                                           
2MEPSP PP                                                           
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (21-58:93-131) 
 
                         10        20         30        40          
2MEPSP           DRFYIKGGQKYKSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
      50        60        70        80        
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPP        
        .::... :                              
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN 
            130       140       150       160 
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>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 18.0 E():   74 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (46-71:38-62) 
 
          20        30        40        50        60        70      
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
          80                                                        
2MEPSP VTGPP                                                        
                                                                    
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|187766755|gb|ACD36978.1| Gly m Bd 28K allergen [Gly  (455 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 68.2  bits: 19.3 E():   79 
Smith-Waterman score: 46; 33.3% identity (70.4% similar) in 27 aa overlap (6-32:17-42) 
 
                          10        20        30        40          
2MEPSP            DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                       .::.: ::::. .. .... .    ::                  
gi|187 VLCHGVATTTMAFHDDEGGDK-KSPKSLFLMSNSTRVFKTDAGEMRVLKSHGGRIFYRHM 
               10        20         30        40        50          
 
      50        60        70        80                              
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPP                              
                                                                    
gi|187 HIGFISMEPKSLFVPQYLDSNLIIFIRRGEAKLGFIYDDELAERRLKTGDLYMIPSGSAF 
      60        70        80        90       100       110          
 
>>gi|12697782|dbj|BAB21619.1| allergen Gly m Bd 28K [Gly  (473 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 46; 33.3% identity (70.4% similar) in 27 aa overlap (6-32:26-51) 
 
                                   10        20        30        40 
2MEPSP                     DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                .::.: ::::. .. .... .    ::         
gi|126 KTTLLLLLFVLCHGVATTTMAFHDDEGGDK-KSPKSLFLMSNSTRVFKTDAGEMRVLKSH 
               10        20        30         40        50          
 
               50        60        70        80                     
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP                     
                                                                    
gi|126 GGRIFYRHMHIGFISMEPKSLFVPQYLDSNLIIFIRRGEAKLGFIYDDELAERRLKTGDL 
      60        70        80        90       100       110          
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 46; 28.3% identity (52.2% similar) in 46 aa overlap (5-50:392-437) 
 
                                         10        20        30     
2MEPSP                           DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     :. ::    :.:  :   ::: ..  ..   
gi|110 VNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFAVVKRASSDKFEWVSFK 
             370       380       390       400       410       420  
 
           40        50        60        70        80               
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP               
        .: . : .  : .:.                                             
gi|110 TNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQ 
             430       440       450       460       470       480  
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (15-43:73-101) 
 
                               10        20        30        40     
2MEPSP                 DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
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gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
           50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                                            
gi|193 FNHLVKH                              
                                            
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (24-49:103-127) 
 
                      10        20        30        40        50    
2MEPSP        DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
            60        70        80                                  
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPP                                  
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 43; 24.1% identity (65.5% similar) in 29 aa overlap (7-35:173-201) 
 
                                       10        20        30       
2MEPSP                         DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  ..:..  .:  :.. ... : : .  
gi|116 VPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFYEAVAKVN 
            150       160       170       180       190       200   
 
         40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                                                    
gi|116 FQ                                           
                                                    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (13-37:59-84) 
 
                                 10        20         30        40  
2MEPSP                   DRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
              50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                                               
gi|668 AAKEKNEEEKEESDEDMGFGLFD                 
       90       100       110                  
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (13-38:59-83) 
 
                                 10        20         30        40  
2MEPSP                   DRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
              50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                                               
gi|215 AAPEAERAEEEKEESDDDMGFGLFD               
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         90       100       110                
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (13-37:59-84) 
 
                                 10        20         30        40  
2MEPSP                   DRFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
              50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                                               
gi|833 AAEEKKEEEKEESDEDMGFGLFD                 
       90       100       110                  
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.6 E():   88 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (7-23:109-125) 
 
                                       10        20        30       
2MEPSP                         DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
         40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                                                    
gi|145 SQGIFKAIEGYVLSN                              
      140       150                                 
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.2  bits: 19.8 E():   89 
Smith-Waterman score: 59; 29.1% identity (54.5% similar) in 55 aa overlap (5-54:101-154) 
 
                                              10        20          
2MEPSP                           DRFYIKGG-----QKYKSPKNAYVEGDASSASYF 
                                     .:::     .  :.  :::  :....:    
gi|581 INVLTTDSDVSEITWLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSG 
               80        90       100       110       120       130 
 
      30        40        50        60        70        80          
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP          
       :   : .:  ..  : : .. .::.                                    
gi|581 LK-LAKSGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAV 
               140       150       160       170       180          
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 19.0 E():   89 
Smith-Waterman score: 47; 26.2% identity (58.3% similar) in 84 aa overlap (1-73:54-135) 
 
                                             10            20       
2MEPSP                               DRFYIKGGQKYKSPKNAYV----EGDASSA 
                                     :.. . .:.   .:..:      .::: .  
gi|855 KCNPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTI 
            30        40        50        60        70        80    
 
            30        40           50         60        70          
2MEPSP S---YFLAGAAITGGTVTVEGCGTTS---LQGDVKFAEV-LEMMGAKVTWTETSVTVTGP 
       .   ::. : : .   ..  : :..:   :..:  . ::  :..:. .: ..:.       
gi|855 DTDFYFFFGKAEVVMKAA-PGTGVVSSIVLESD-DLDEVDWEVLGGDTTQVQTNYFGKGD 
            90       100        110        120       130       140  
 
      80                                                            
2MEPSP P                                                            
                                                                    
gi|855 TTTYDRGTYVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMR 
             150       160       170       180       190       200  
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>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 19.0 E():   90 
Smith-Waterman score: 45; 27.3% identity (63.6% similar) in 22 aa overlap (1-22:196-217) 
 
                                             10        20        30 
2MEPSP                               DRFYIKGGQKYKSPKNAYVEGDASSASYFL 
                                     : ::.  :.. ..:  . .. :         
gi|188 VDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFMSSMDDDQYISSSDG 
         170       180       190       200       210       220      
 
               40        50        60        70        80           
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP           
                                                                    
gi|188 LKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLERHIPRQRVAIRQFKL 
         230       240       250       260       270       280      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 42; 28.6% identity (55.1% similar) in 49 aa overlap (15-58:83-130) 
 
                               10        20             30          
2MEPSP                 DRFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
      40        50        60        70        80        
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP        
       : ... .    ..::.. :                              
gi|131 V-IKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
             120       130       140       150          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 44; 30.6% identity (63.9% similar) in 36 aa overlap (9-44:264-297) 
 
                                     10        20        30         
2MEPSP                       DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:. 
gi|441 YAATVAAAPEVKYAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVATG--AATAAAGA 
           240       250       260       270       280         290  
 
       40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       .... :                                     
gi|441 ATAAAGGYKA                                 
             300                                  
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 44; 34.8% identity (63.0% similar) in 46 aa overlap (9-52:259-300) 
 
                                     10          20        30       
2MEPSP                       DRFYIKGGQKYKSP--KNAYVEGDASSASYFLAGAAIT 
                                     :: ..:    : : . :..:.   .::: : 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAA---TGAA-T 
      230       240       250       260       270          280      
 
         40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
       :.. .. : .:.:  :                             
gi|119 GAAGAATGAATVSAGGYKV                          
          290       300                             
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.7 E():   93 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (49-63:53-67) 
 
       20        30        40        50        60        70         
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
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                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
       80                                                           
2MEPSP PP                                                           
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 17.7 E():   97 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (33-46:13-26) 
 
             10        20        30        40        50        60   
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     ::...  : :. ::                 
gi|156                   MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNT 
                                 10        20        30        40   
 
             70        80                                           
2MEPSP MGAKVTWTETSVTVTGPP                                           
                                                                    
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.6  bits: 19.9 E():   97 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (6-25:767-786) 
 
                                        10        20        30      
2MEPSP                          DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
 
          40        50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                                                     
gi|170 AQLPAMCRLEGGDALLASQ                           
        800       810                                
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.1 E():   97 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (33-52:218-237) 
 
             10        20        30        40        50        60   
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
             70        80 
2MEPSP MGAKVTWTETSVTVTGPP 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.5  bits: 18.1 E():   97 
Smith-Waterman score: 43; 25.6% identity (55.8% similar) in 43 aa overlap (11-53:26-65) 
 
                              10        20        30        40      
2MEPSP                DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                : .: .:  . .... .:  .  :  .:   . :: 
gi|331 IPKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG---MTGC 
               10        20        30        40        50           
 
          50        60        70        80                          
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP                          
       :.: .  :                                                     
gi|331 GNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFGSMAK 
        60        70        80        90       100       110        
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>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.5  bits: 19.9 E():   98 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (6-25:782-801) 
 
                                        10        20        30      
2MEPSP                          DRFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
          40        50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                                                     
gi|217 AQLPAMCRLEGGDALLASQ                           
             820       830                           
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:51 2011 done: Tue Apr 19 10:57:51 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 233  - 312 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     2     0:= 
  28     5     0:== 
  30     3     2:* 
  32    25     8:==*====== 
  34    26    22:=======*= 
  36    34    44:============  * 
  38    58    73:====================    * 
  40   100   102:=================================* 
  42    95   125:================================         * 
  44   178   137:=============================================*============== 
  46   153   140:==============================================*==== 
  48   125   134:==========================================  * 
  50   121   122:========================================* 
  52    99   107:=================================  * 
  54   121    92:==============================*========== 
  56    51    77:=================        * 
  58    48    63:================    * 
  60    28    51:==========      * 
  62    29    41:==========   * 
  64    38    33:==========*== 
  66    29    26:========*= 
  68    24    20:======*= 
  70    28    16:=====*==== 
  72    10    12:===* 
  74    10    10:===* 
  76     9     8:==* 
  78    19     6:=*===== 
  80     5     5:=* 
  82     1     3:* 
  84     4     3:*= 
  86     2     2:* 
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  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     2     0:=         *== 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.06510.00341; mu= 16.9053 0.176 
 mean_var=31.5317 8.303, 0's: 2 Z-trim: 3  B-trim: 124 in 2/42 
 Lambda= 0.228402 
 Kolmogorov-Smirnov  statistic: 0.0256 (N=29) at  62 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   85 31.8  0.0051 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 25.2     1.1 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 25.3     1.3 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 24.5     1.6 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 24.6     1.7 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 24.7     2.2 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 24.3     2.5 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   53 21.1     5.9 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.3     7.9 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.3     8.4 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.4     9.3 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.8     9.5 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.9     9.6 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   53 21.5      11 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.1      13 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 20.3      15 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 22.2      18 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 22.2      18 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.9      18 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.4      18 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.4      19 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.9      19 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.4      20 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 21.4      22 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.4      22 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.4      22 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.1      22 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.6      23 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   47 19.1      24 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.6      24 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.2      27 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.2      27 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 21.1      28 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7607

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.2      28 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.2      28 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.2      28 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.2      30 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   49 20.2      30 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.3      32 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.7      33 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.7      33 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 21.2      35 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 19.8      36 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 18.9      36 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   45 18.5      37 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.5      37 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 18.9      38 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 18.9      38 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.0      41 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   45 18.5      42 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 20.0      43 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 20.0      45 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 20.0      45 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   45 18.6      46 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   45 18.6      46 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.6      47 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   47 19.6      47 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.2      51 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.2      53 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   44 18.2      54 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   44 18.2      54 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.6      54 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.6      55 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   46 19.2      55 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   44 18.2      55 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.2      55 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.8      57 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 19.2      57 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.8      59 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 17.8      59 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.3      63 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   46 19.3      63 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.9      64 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.9      64 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.9      64 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.9      64 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.9      64 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.9      64 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.9      64 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   46 19.3      66 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   43 17.9      66 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.9      66 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.3      66 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.8      66 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 18.8      67 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 18.8      67 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.9      68 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.9      68 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   43 17.9      69 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   43 17.9      69 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 18.9      70 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 18.9      70 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 18.9      70 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.3      70 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.3      70 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.5      71 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.9      71 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.9      71 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 17.9      72 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.4      72 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.4      72 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 17.9      74 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 18.0      75 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.4      75 
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gi|187766755|gb|ACD36978.1| Gly m Bd 28K allergen  ( 455)   46 19.4      77 
gi|12697782|dbj|BAB21619.1| allergen Gly m Bd 28K  ( 473)   46 19.4      79 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.4      82 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 19.9      85 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.1      86 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   43 18.1      87 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.0      87 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.1      88 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.6      89 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.1      89 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.1      89 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.1      89 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   44 18.6      91 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   44 18.6      91 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   42 17.6      91 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 20.0      92 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.0      93 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.6      94 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.1      97 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   43 18.1      97 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.7      98 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  85  Z-score: 143.6  bits: 31.8 E(): 0.0051 
Smith-Waterman score: 85; 30.4% identity (55.7% similar) in 79 aa overlap (3-77:52-130) 
 
                                           10         20            
2MEPSP                             RFYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
      30        40         50        60        70        80         
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR         
       .:.: . :.  : :  :.. .  : :  .:..  :    :...: :  :            
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 101.9  bits: 25.2 E():  1.1 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (8-59:79-131) 
 
                                      10        20        30        
2MEPSP                        RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
         40        50        60        70        80                 
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR                 
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 100.6  bits: 25.3 E():  1.3 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (4-40:8-44) 
 
                   10        20        30        40        50       
2MEPSP     RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
              ... : . :  :  ::.:.. .. .:: ::. .:. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP EVLEMMGAKVTWTETSVTVTGPPR                                     
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
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               70        80        90       100       110       120 
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 98.7  bits: 24.5 E():  1.6 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (8-59:59-111) 
 
                                      10        20        30        
2MEPSP                        RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
         40        50        60        70        80                 
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR                 
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 98.3  bits: 24.6 E():  1.7 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (8-59:79-131) 
 
                                      10        20        30        
2MEPSP                        RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
         40        50        60        70        80                 
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR                 
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 96.4  bits: 24.7 E():  2.2 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (6-52:423-469) 
 
                                        10        20        30      
2MEPSP                          RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
          40          50        60        70        80   
2MEPSP GGTVTVE--GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR   
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 95.2  bits: 24.3 E():  2.5 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (4-40:8-44) 
 
                   10        20        30        40        50       
2MEPSP     RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
              ... : . :  :  ::.:.. .. .:: ::.  :. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP EVLEMMGAKVTWTETSVTVTGPPR                                     
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 88.7  bits: 21.1 E():  5.9 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (8-42:69-101) 
 
                                      10        20        30        
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2MEPSP                        RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
        40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
        . ::                                       
gi|207 KIGVEEFQALVKA                               
        100                                        
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 86.3  bits: 21.3 E():  7.9 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (16-44:86-113) 
 
                              10        20        30        40      
2MEPSP                RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
          50        60        70        80                   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR                   
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 85.8  bits: 21.3 E():  8.4 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (16-44:102-129) 
 
                              10        20        30        40      
2MEPSP                RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
          50        60        70        80                   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR                   
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 85.1  bits: 20.4 E():  9.3 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (8-42:69-101) 
 
                                      10        20        30        
2MEPSP                        RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
        40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
        . ::                                       
gi|207 KIGVEEFQALVKA                               
        100                                        
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 84.9  bits: 21.8 E():  9.5 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (8-43:264-297) 
 
                                      10        20        30        
2MEPSP                        RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
        40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
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       .... :                                      
gi|663 ATAAAGGYKA                                  
             300                                   
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 84.8  bits: 20.9 E():  9.6 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (14-57:83-130) 
 
                                10        20             30         
2MEPSP                  RFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
       40        50        60        70        80       
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR       
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 83.8  bits: 21.5 E():   11 
Smith-Waterman score: 53; 24.1% identity (58.6% similar) in 58 aa overlap (23-80:2-53) 
 
               10        20        30        40        50        60 
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                             .:.: .::  ..... :.. .::  ..       ..   
gi|109                      MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNITT 
                                     10        20        30         
 
               70        80                                         
2MEPSP MMGAKVTWTETSVTVTGPPR                                         
        .: :  : :...:  : :.                                         
gi|109 SYGDK--WLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCG 
          40          50        60        70        80        90    
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.3  bits: 21.1 E():   13 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (34-53:208-227) 
 
            10        20        30        40        50        60    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
            70        80 
2MEPSP AKVTWTETSVTVTGPPR 
                         
gi|111 KPEFIDIINAAAVKSA  
       240       250     
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.3  bits: 20.3 E():   15 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (14-57:83-130) 
 
                                10        20             30         
2MEPSP                  RFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
       40        50        60        70        80       
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR       
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 80.1  bits: 22.2 E():   18 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (11-53:113-154) 
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                                   10        20        30        40 
2MEPSP                     RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
               50        60        70        80                     
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR                     
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 80.1  bits: 22.2 E():   18 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (11-53:113-154) 
 
                                   10        20        30        40 
2MEPSP                     RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
               50        60        70        80                     
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR                     
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (34-58:35-57) 
 
            10        20        30        40        50        60    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
            70        80                                            
2MEPSP AKVTWTETSVTVTGPPR                                            
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 79.8  bits: 19.4 E():   18 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (13-42:73-101) 
 
                                 10        20        30        40   
2MEPSP                   RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
             50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                              
gi|288 EFAVWVKQ                               
                                              
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.7  bits: 19.4 E():   19 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (12-37:59-84) 
 
                                  10        20        30        40  
2MEPSP                    RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
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              50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                               
gi|117 APEAAKEEEKEESDDDMGFGLFD                 
       90       100       110                  
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (16-44:84-111) 
 
                              10        20        30        40      
2MEPSP                RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
          50        60        70        80                 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR                 
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 78.9  bits: 20.4 E():   20 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (4-34:25-54) 
 
                                    10        20        30          
2MEPSP                      RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
      40        50        60        70        80                    
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR                    
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (5-44:437-480) 
 
                                         10        20            30 
2MEPSP                           RFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       :.   . :   .::                                     
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP   
        470       480       490       500       510       
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (5-44:437-480) 
 
                                         10        20            30 
2MEPSP                           RFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       :.   . :   .::                                     
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP   
        470       480       490       500       510       
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (5-44:437-480) 
 
                                         10        20            30 
2MEPSP                           RFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       :.   . :   .::                                     
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP   
        470       480       490       500       510       
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (5-44:437-480) 
 
                                         10        20            30 
2MEPSP                           RFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       :.   . :   .::                                     
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP   
        470       480       490       500       510       
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (5-44:437-480) 
 
                                         10        20            30 
2MEPSP                           RFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       :.   . :   .::                                     
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP   
        470       480       490       500       510       
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (5-44:437-480) 
 
                                         10        20            30 
2MEPSP                           RFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       :.   . :   .::                                     
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP   
        470       480       490       500       510       
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (5-44:437-480) 
 
                                         10        20            30 
2MEPSP                           RFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
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        410       420       430       440       450       460       
 
               40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       :.   . :   .::                                     
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP   
        470       480       490       500       510       
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (5-44:437-480) 
 
                                         10        20            30 
2MEPSP                           RFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       :.   . :   .::                                     
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP   
        470       480       490       500       510       
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (5-44:437-480) 
 
                                         10        20            30 
2MEPSP                           RFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       :.   . :   .::                                     
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP   
        470       480       490       500       510       
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (5-44:437-480) 
 
                                         10        20            30 
2MEPSP                           RFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       :.   . :   .::                                     
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP   
        470       480       490       500       510       
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (5-44:437-480) 
 
                                         10        20            30 
2MEPSP                           RFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       :.   . :   .::                                     
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP   
        470       480       490       500       510       
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>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (5-44:437-480) 
 
                                         10        20            30 
2MEPSP                           RFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       :.   . :   .::                                     
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP   
        470       480       490       500       510       
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (5-44:437-480) 
 
                                         10        20            30 
2MEPSP                           RFYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
               40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       :.   . :   .::                                     
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP   
        470       480       490       500       510       
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.4  bits: 19.1 E():   22 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (5-24:53-72) 
 
                                         10        20        30     
2MEPSP                           RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
           40        50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                                      
gi|897 AQLPAMCRLEGGDALLASQ                            
             90       100                             
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 78.0  bits: 19.6 E():   23 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (36-51:140-152) 
 
          10        20        30        40        50        60      
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: ::   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG               
     110       120       130       140          150                 
 
          70        80 
2MEPSP VTWTETSVTVTGPPR 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.8  bits: 19.1 E():   24 
Smith-Waterman score: 47; 32.4% identity (62.2% similar) in 37 aa overlap (6-42:58-89) 
 
                                        10        20        30      
2MEPSP                          RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :..:  :  .. . : :.:.     ::: . 
gi|117 ESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASG-----GAAAA 
        30        40        50        60        70             80   
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          40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       ::.. .:                                       
gi|117 GGSAQAEAAPEAAKEEEKEESDEDMGFGLFD               
             90       100       110                  
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (62-80:1-18) 
 
              40        50        60        70        80            
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR            
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.8  bits: 19.2 E():   27 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (18-63:86-130) 
 
                            10        20        30        40        
2MEPSP              RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       . ..  : :.: . .:                  
gi|136 KKEALPKCAQVYNKLGMYPPNM            
          120       130                  
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.6  bits: 19.2 E():   27 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (18-63:90-134) 
 
                            10        20        30        40        
2MEPSP              RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       . ..  : :.: . .:                  
gi|145 KKEALPKCAQVYNKLGMYPPNM            
      120       130       140            
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.4  bits: 21.1 E():   28 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (8-56:264-309) 
 
                                      10        20         30       
2MEPSP                        RFYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
         40        50        60        70        80                 
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR                 
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.4  bits: 19.2 E():   28 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (18-63:96-140) 
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                            10        20        30        40        
2MEPSP              RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       . ..  : :.: . .:                  
gi|246 KKEALPKCAQVYNKLGMYPPNM            
          130       140                  
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (25-52:133-160) 
 
                     10        20        30        40        50     
2MEPSP       RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
           60        70        80                                   
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPR                                   
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 76.3  bits: 19.2 E():   28 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (24-50:9-38) 
 
               10        20           30        40        50        
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAE 
                              ::  ::   :.:.:  .:: ::: . .: :        
gi|110                MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFE 
                              10        20        30        40      
 
        60        70        80                                      
2MEPSP VLEMMGAKVTWTETSVTVTGPPR                                      
                                                                    
gi|110 EQQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVK 
          50        60        70        80        90       100      
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.9  bits: 20.2 E():   30 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (42-66:282-306) 
 
              20        30        40        50        60        70  
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
              80 
2MEPSP SVTVTGPPR 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.9  bits: 20.2 E():   30 
Smith-Waterman score: 49; 26.2% identity (50.8% similar) in 65 aa overlap (1-62:240-304) 
 
                                             10        20           
2MEPSP                               RFYIKGGQKYKSPKNAYVEGD---ASSASY 
                                     :.:.   :  :. ..: :  .   . : .  
gi|324 KVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVILSISHAV 
     210       220       230       240       250       260          
 
        30        40        50        60        70        80 
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       :. :   .       :  .:.:  :::.. : :..                   
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gi|324 FVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV               
     270       280       290       300                       
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.3  bits: 20.3 E():   32 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (21-69:53-100) 
 
                         10        20        30        40        50 
2MEPSP           RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
               60        70        80                               
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPR                               
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.1  bits: 20.7 E():   33 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (5-37:269-302) 
 
                                         10        20        30     
2MEPSP                           RFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
            40        50        60        70        80              
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR              
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.1  bits: 20.7 E():   33 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (5-37:269-302) 
 
                                         10        20        30     
2MEPSP                           RFYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
            40        50        60        70        80              
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR              
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.8  bits: 21.2 E():   35 
Smith-Waterman score: 59; 29.1% identity (54.5% similar) in 55 aa overlap (4-53:101-154) 
 
                                               10        20         
2MEPSP                            RFYIKGG-----QKYKSPKNAYVEGDASSASYF 
                                     .:::     .  :.  :::  :....:    
gi|219 ISVLTTDSDVSEITWLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSG 
               80        90       100       110       120       130 
 
       30        40        50        60        70        80         
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR         
       :   : .:  ..  : : .. .::.                                    
gi|219 LK-LAKSGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAV 
               140       150       160       170       180          
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (52-77:175-201) 
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              30        40        50         60        70        80 
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 18.9 E():   36 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (47-62:135-150) 
 
         20        30        40        50        60        70       
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
         80 
2MEPSP GPPR 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 74.2  bits: 18.5 E():   37 
Smith-Waterman score: 45; 32.4% identity (59.5% similar) in 37 aa overlap (6-42:58-89) 
 
                                        10        20        30      
2MEPSP                          RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     : .:  :  .. . : :.:.     ::: . 
gi|185 ESVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASG-----GAAAA 
        30        40        50        60        70             80   
 
          40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       ::.. .:                                       
gi|185 GGSAEAEAAPEAAKEEEKEESDEDMGFGLFD               
             90       100       110                  
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.1  bits: 18.5 E():   37 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (29-79:1-49) 
 
               10        20        30        40        50        60 
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                   .:..:.:  ...:  : ..:.   .  ..:   
gi|144                             MASSAVTKLALVVALCMAVSVAHAITCGQVTS 
                                           10        20        30   
 
               70        80                                         
2MEPSP MMGAKVTWTETSVTVTGPPR                                         
        ..  . ..... .:  ::                                          
gi|144 SLAPCIGYVRSGGAV--PPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNA 
             40          50        60        70        80        90 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (18-57:87-131) 
 
                            10        20             30        40   
2MEPSP              RFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
             50        60        70        80       
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR       
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
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 initn:  44 init1:  44 opt:  46  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (18-57:87-131) 
 
                            10        20             30        40   
2MEPSP              RFYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
             50        60        70        80       
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR       
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 19.0 E():   41 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (53-79:4-30) 
 
             30        40        50        60        70        80   
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR   
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 45; 29.3% identity (50.0% similar) in 58 aa overlap (1-58:1-47) 
 
               10        20        30        40        50        60 
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
       .:.:.: : : .   :   :  .  : :. ::..         :   . .::. :.::   
gi|136 QFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQCKEKK-NGDITFTEVGY 
                10           20        30               40          
 
               70        80                                         
2MEPSP MMGAKVTWTETSVTVTGPPR                                         
                                                                    
gi|136 TRAEGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVN 
      50        60        70        80        90       100          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.1  bits: 20.0 E():   43 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (8-37:340-370) 
 
                                      10        20        30        
2MEPSP                        RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
          40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       ::                                            
gi|113 GGYKV                                         
      370                                            
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.7  bits: 20.0 E():   45 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (3-37:331-365) 
 
                                           10        20        30   
2MEPSP                             RFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
             40        50        60        70        80 
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2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       ....:                                            
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV            
              370       380       390                   
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.7  bits: 20.0 E():   45 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (3-37:331-365) 
 
                                           10        20        30   
2MEPSP                             RFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
             40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       ....:                                            
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV            
              370       380       390                   
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (46-80:30-64) 
 
          20        30        40        50        60        70      
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|374  MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
          80                                                        
2MEPSP TGPPR                                                        
        :  .                                                        
gi|374 DGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKY 
      60        70        80        90       100       110          
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (46-80:30-64) 
 
          20        30        40        50        60        70      
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|169  MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
          80                                                        
2MEPSP TGPPR                                                        
        :  .                                                        
gi|169 DGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKF 
      60        70        80        90       100       110          
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (18-57:87-131) 
 
                            10        20             30        40   
2MEPSP              RFYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
             50        60        70        80      
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR      
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 72.3  bits: 19.6 E():   47 
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Smith-Waterman score: 47; 26.4% identity (52.8% similar) in 53 aa overlap (1-53:18-64) 
 
                                10        20        30        40    
2MEPSP                  RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                        .: .... :   :  : :.   :..:  . :  .       .: 
gi|107 MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE----KFKG 
               10        20        30          40        50         
 
            50        60        70        80                        
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR                        
        :.: :.::.                                                   
gi|107 LGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFG 
           60        70        80        90       100       110     
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (34-58:19-41) 
 
            10        20        30        40        50        60    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
            70        80                                            
2MEPSP AKVTWTETSVTVTGPPR                                            
                                                                    
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (8-37:231-261) 
 
                                      10        20        30        
2MEPSP                        RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
          40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       ::                                            
gi|226 GGYKV                                         
     260                                             
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.3  bits: 18.2 E():   54 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (1-58:5-51) 
 
                   10        20        30        40        50       
2MEPSP     RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
           .:.:.: : : .   :   :  .  : :. ::..         :   . .::. :. 
gi|145 PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKKNGDITFT 
               10            20        30               40          
 
         60        70        80                                     
2MEPSP EVLEMMGAKVTWTETSVTVTGPPR                                     
       ::                                                           
gi|145 EVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTT 
      50        60        70        80        90       100          
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.3  bits: 18.2 E():   54 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (1-58:5-51) 
 
                   10        20        30        40        50       
2MEPSP     RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
           .:.:.: : : .   :   :  .  : :. ::..         :   . .::. :. 
gi|145 PPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-REKKNGDITFT 
               10            20        30               40          
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         60        70        80                                     
2MEPSP EVLEMMGAKVTWTETSVTVTGPPR                                     
       ::                                                           
gi|145 EVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTT 
      50        60        70        80        90       100          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.2  bits: 19.6 E():   54 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (2-48:68-112) 
 
                                            10        20        30  
2MEPSP                              RFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
              40        50        60        70        80            
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR            
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.6 E():   55 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (2-28:319-345) 
 
                                            10        20        30  
2MEPSP                              RFYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
              40        50        60        70        80 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                                         
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA             
      350       360       370       380                  
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 46; 26.5% identity (55.9% similar) in 34 aa overlap (46-79:114-147) 
 
          20        30        40        50        60        70      
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
          80                                                        
2MEPSP TGPPR                                                        
          :                                                         
gi|144 IILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDR 
           150       160       170       180       190       200    
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (1-58:11-57) 
 
                         10        20        30        40        50 
2MEPSP           RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|246 MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKEN 
               10         20           30        40                 
 
               60        70        80                               
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPR                               
       ::: :.:.                                                     
gi|246 GDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILN 
      50        60        70        80        90       100          
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>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 44; 29.3% identity (50.0% similar) in 58 aa overlap (1-58:11-57) 
 
                         10        20        30        40        50 
2MEPSP           RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                 .:.:.: : : .   :   :  .  : :. ::..         :   . . 
gi|246 MEDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASVR------LQC-KDKEN 
               10         20           30        40                 
 
               60        70        80                               
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPR                               
       ::: :.:.                                                     
gi|246 GDVTFTEIGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILS 
      50        60        70        80        90       100          
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.9  bits: 17.8 E():   57 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (8-42:69-101) 
 
                                      10        20        30        
2MEPSP                        RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
        40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       .. ::                                       
gi|148 AIGVEEWAVLVKA                               
        100                                        
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (8-43:259-293) 
 
                                      10        20        30        
2MEPSP                        RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
        40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       ::.. :                                      
gi|119 TVSAGGYKV                                   
       290                                         
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.6  bits: 17.8 E():   59 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (12-51:20-60) 
 
                       10        20        30        40         50  
2MEPSP         RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQG 
                          :  .: . :...:.     : . .::.:    : :  ...: 
gi|384 MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTING 
               10        20        30        40        50        60 
 
              60        70        80                           
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPR                           
                                                               
gi|384 LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.6  bits: 17.8 E():   59 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (29-79:1-49) 
 
               10        20        30        40        50        60 
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                   .:..:.:  ...:  : ..:.   .  ..:   
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gi|506                             MASSAVTKLALVVALCMAVSVAHAITCGQVTS 
                                           10        20        30   
 
               70        80                                         
2MEPSP MMGAKVTWTETSVTVTGPPR                                         
        ..  . ..... .:  ::                                          
gi|506 SLAPCIGYVRNGGAV--PPACCNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNA 
             40          50        60        70        80        90 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.1  bits: 18.3 E():   63 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (30-51:150-172) 
 
                10        20        30         40        50         
2MEPSP  RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
       60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPR 
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 19.3 E():   63 
Smith-Waterman score: 46; 29.4% identity (55.9% similar) in 34 aa overlap (4-37:160-193) 
 
                                          10        20        30    
2MEPSP                            RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     .: :..  :  :  . :  : :  . ..:: 
gi|546 AVKVLRSNGSGSMSDVIKGVEFAVKSHQDSVKKGKNSFSTANMSLGGGKSPALDLAVNAA 
     130       140       150       160       170       180          
 
            40        50        60        70        80              
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR              
       . .:                                                         
gi|546 VKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFSNYGKCVDIFAPGLNI 
     190       200       210       220       230       240          
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (34-58:20-42) 
 
            10        20        30        40        50        60    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
            70        80                                            
2MEPSP AKVTWTETSVTVTGPPR                                            
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (34-58:20-42) 
 
            10        20        30        40        50        60    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
            70        80                                            
2MEPSP AKVTWTETSVTVTGPPR                                            
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
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 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (34-58:20-42) 
 
            10        20        30        40        50        60    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
            70        80                                            
2MEPSP AKVTWTETSVTVTGPPR                                            
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (34-58:21-43) 
 
            10        20        30        40        50        60    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
            70        80                                            
2MEPSP AKVTWTETSVTVTGPPR                                            
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (34-58:21-43) 
 
            10        20        30        40        50        60    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
            70        80                                            
2MEPSP AKVTWTETSVTVTGPPR                                            
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (34-58:21-43) 
 
            10        20        30        40        50        60    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
            70        80                                            
2MEPSP AKVTWTETSVTVTGPPR                                            
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (34-58:21-43) 
 
            10        20        30        40        50        60    
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
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                         10        20         30         40         
 
            70        80                                            
2MEPSP AKVTWTETSVTVTGPPR                                            
                                                                    
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.7  bits: 19.3 E():   66 
Smith-Waterman score: 46; 22.0% identity (61.0% similar) in 59 aa overlap (23-78:222-280) 
 
                       10        20        30        40        50   
2MEPSP         RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
                60        70        80                              
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPR                              
          .... :. . ..  .  ..: .. ::                                
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.7  bits: 17.9 E():   66 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (1-58:1-47) 
 
               10        20        30        40        50        60 
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
       .:.:.: : : .   :   :  .  : :. ::..         :   . .::: :.::   
gi|136 QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENGDVTFTEVGY 
                10           20        30               40          
 
               70        80                                         
2MEPSP MMGAKVTWTETSVTVTGPPR                                         
                                                                    
gi|136 TRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNTLNGTTRTVN 
      50        60        70        80        90       100          
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 17.9 E():   66 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (18-63:86-130) 
 
                            10        20        30        40        
2MEPSP              RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       . ..  : :.: . .:                  
gi|136 KKEALPKCAQVYNKLGMYPPNM            
          120       130                  
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.6  bits: 19.3 E():   66 
Smith-Waterman score: 49; 27.6% identity (62.1% similar) in 58 aa overlap (2-57:105-159) 
 
                                            10        20            
2MEPSP                              RFYIKGGQKYKSPKNAYVEGDASSASYFL-- 
                                     .:. .:.:  . ..: :.   ..   :.   
gi|151 TPGTLRYGATREKALWIIFSQNMNIKLKMPLYV-AGHKTIDGRGADVHLGNGGPCLFMRK 
           80        90       100        110       120       130    
 
      30        40        50        60        70        80          
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR          
       .. .:  : . ..::.:. : :::  .:                                 
gi|151 VSHVILHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSD 
           140        150        160       170       180       190  

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7629

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (8-37:232-262) 
 
                                      10        20        30        
2MEPSP                        RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
          40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       ::                                            
gi|180 GGYKV                                         
                                                     
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (33-77:204-252) 
 
             10        20        30        40           50          
2MEPSP YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
      60         70        80                
2MEPSP EM-MGAKVTWTETSVTVTGPPR                
       .  :: : :  ..:  . :                   
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (33-77:204-252) 
 
             10        20        30        40           50          
2MEPSP YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
      60         70        80                
2MEPSP EM-MGAKVTWTETSVTVTGPPR                
       .  :: : :  ..:  . :                   
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.3  bits: 17.9 E():   68 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (36-51:132-144) 
 
          10        20        30        40        50        60      
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
          70        80 
2MEPSP VTWTETSVTVTGPPR 
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.3  bits: 17.9 E():   68 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (36-51:132-144) 
 
          10        20        30        40        50        60      
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7630

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
          70        80 
2MEPSP VTWTETSVTVTGPPR 
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (1-58:10-56) 
 
                        10        20        30        40        50  
2MEPSP          RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|136 EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
               10         20           30        40                 
 
              60        70        80                                
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPR                                
       :: :.::                                                      
gi|136 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNT 
      50        60        70        80        90       100          
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 43; 31.0% identity (50.0% similar) in 58 aa overlap (1-58:10-56) 
 
                        10        20        30        40        50  
2MEPSP          RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                .:.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|144 EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
               10         20           30        40                 
 
              60        70        80                                
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPR                                
       :: :.::                                                      
gi|144 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFKLNT 
      50        60        70        80        90       100          
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (52-77:175-201) 
 
              30        40        50         60        70        80 
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (52-77:175-201) 
 
              30        40        50         60        70        80 
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (31-72:216-260) 
 
               10        20        30        40        50           
2MEPSP RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
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        60        70        80                  
2MEPSP VLEMMGAKVTWTETSVTVTGPPR                  
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (20-42:145-167) 
 
                          10        20        30        40          
2MEPSP            RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
      50        60        70        80                              
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPR                              
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 19.3 E():   70 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (3-35:331-363) 
 
                                           10        20        30   
2MEPSP                             RFYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
             40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       ..:                                              
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ           
              370       380       390                   
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.1  bits: 17.5 E():   71 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (8-42:69-101) 
 
                                      10        20        30        
2MEPSP                        RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
        40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
        . :.                                       
gi|288 KIGVDEFAAMIKG                               
        100                                        
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (18-52:30-64) 
 
                           10        20        30        40         
2MEPSP             RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                    : :. :. .  : :  ...  .:..:: .:. 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMSTG 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR                             
        . :                                                         
gi|160 PHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
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>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (36-51:140-152) 
 
          10        20        30        40        50        60      
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
          70        80 
2MEPSP VTWTETSVTVTGPPR 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 17.9 E():   72 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (14-63:40-93) 
 
                                10        20        30              
2MEPSP                  RFYIKGGQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
      40        50        60        70        80                    
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR                    
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (48-78:98-127) 
 
        20        30        40        50        60        70        
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
        80                                                          
2MEPSP PPR                                                          
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (48-78:99-128) 
 
        20        30        40        50        60        70        
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
        80                                                          
2MEPSP PPR                                                          
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.8  bits: 17.9 E():   74 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (20-57:93-131) 
 
                          10        20         30        40         
2MEPSP            RFYIKGGQKYKSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
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       50        60        70        80       
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR       
        .::... :                              
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN 
            130       140       150       160 
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 18.0 E():   75 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (45-70:38-62) 
 
           20        30        40        50        60        70     
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
           80                                                       
2MEPSP VTGPPR                                                       
                                                                    
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 46; 36.4% identity (68.2% similar) in 22 aa overlap (59-80:312-333) 
 
       30        40        50        60        70        80         
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR         
                                     .: .: :.  .  ..:::.: :         
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|187766755|gb|ACD36978.1| Gly m Bd 28K allergen [Gly  (455 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 68.4  bits: 19.4 E():   77 
Smith-Waterman score: 46; 33.3% identity (70.4% similar) in 27 aa overlap (5-31:17-42) 
 
                           10        20        30        40         
2MEPSP             RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                       .::.: ::::. .. .... .    ::                  
gi|187 VLCHGVATTTMAFHDDEGGDK-KSPKSLFLMSNSTRVFKTDAGEMRVLKSHGGRIFYRHM 
               10        20         30        40        50          
 
       50        60        70        80                             
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR                             
                                                                    
gi|187 HIGFISMEPKSLFVPQYLDSNLIIFIRRGEAKLGFIYDDELAERRLKTGDLYMIPSGSAF 
      60        70        80        90       100       110          
 
>>gi|12697782|dbj|BAB21619.1| allergen Gly m Bd 28K [Gly  (473 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 68.2  bits: 19.4 E():   79 
Smith-Waterman score: 46; 33.3% identity (70.4% similar) in 27 aa overlap (5-31:26-51) 
 
                                    10        20        30          
2MEPSP                      RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                .::.: ::::. .. .... .    ::         
gi|126 KTTLLLLLFVLCHGVATTTMAFHDDEGGDK-KSPKSLFLMSNSTRVFKTDAGEMRVLKSH 
               10        20        30         40        50          
 
      40        50        60        70        80                    
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR                    
                                                                    
gi|126 GGRIFYRHMHIGFISMEPKSLFVPQYLDSNLIIFIRRGEAKLGFIYDDELAERRLKTGDL 
      60        70        80        90       100       110          
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 19.4 E():   82 
Smith-Waterman score: 46; 28.3% identity (52.2% similar) in 46 aa overlap (4-49:392-437) 
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                                          10        20        30    
2MEPSP                            RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     :. ::    :.:  :   ::: ..  ..   
gi|110 VNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFAVVKRASSDKFEWVSFK 
             370       380       390       400       410       420  
 
            40        50        60        70        80              
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR              
        .: . : .  : .:.                                             
gi|110 TNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQ 
             430       440       450       460       470       480  
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.6  bits: 19.9 E():   85 
Smith-Waterman score: 59; 29.1% identity (54.5% similar) in 55 aa overlap (4-53:101-154) 
 
                                               10        20         
2MEPSP                            RFYIKGG-----QKYKSPKNAYVEGDASSASYF 
                                     .:::     .  :.  :::  :....:    
gi|581 INVLTTDSDVSEITWLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSG 
               80        90       100       110       120       130 
 
       30        40        50        60        70        80         
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR         
       :   : .:  ..  : : .. .::.                                    
gi|581 LK-LAKSGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAV 
               140       150       160       170       180          
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (23-48:103-127) 
 
                       10        20        30        40        50   
2MEPSP         RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
             60        70        80                                 
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPR                                 
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.1 E():   87 
Smith-Waterman score: 43; 24.1% identity (65.5% similar) in 29 aa overlap (6-34:173-201) 
 
                                        10        20        30      
2MEPSP                          RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  ..:..  .:  :.. ... : : .  
gi|116 VPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFYEAVAKVN 
            150       160       170       180       190       200   
 
          40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                                     
gi|116 FQ                                            
                                                     
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.4  bits: 19.0 E():   87 
Smith-Waterman score: 45; 29.2% identity (58.3% similar) in 48 aa overlap (20-67:317-364) 
 
                          10        20        30        40          
2MEPSP            RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     :. ::.:   . .. ::.. :  : :. :  
gi|855 SASSTSSKTPSTSTLATSTKATPTPSGTSSGSNSSSSAEPTTTGGTGSSNTGSGSGSGSG 
        290       300       310       320       330       340       
 
      50        60        70        80                   
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2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPR                   
       .:. . .      ::..:                                
gi|855 SGSSSSTGSSTSAGASATPELSQGAAGSIKGSVTACALVFGAVAAVLAF 
        350       360       370       380       390      
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.1 E():   88 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (14-42:73-101) 
 
                                10        20        30        40    
2MEPSP                  RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
            50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                             
gi|193 FNHLVKH                               
                                             
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.6 E():   89 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (6-22:109-125) 
 
                                        10        20        30      
2MEPSP                          RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
          40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                                     
gi|145 SQGIFKAIEGYVLSN                               
      140       150                                  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 17.1 E():   89 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (12-36:59-84) 
 
                                  10         20        30        40 
2MEPSP                    RFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
               50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                                
gi|668 AAKEKNEEEKEESDEDMGFGLFD                  
       90       100       110                   
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.1 E():   89 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (12-37:59-83) 
 
                                  10         20        30        40 
2MEPSP                    RFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
               50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                                
gi|215 AAPEAERAEEEKEESDDDMGFGLFD                
         90       100       110                 
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 17.1 E():   89 
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Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (12-36:59-84) 
 
                                  10         20        30        40 
2MEPSP                    RFYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
               50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                                
gi|833 AAEEKKEEEKEESDEDMGFGLFD                  
       90       100       110                   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 44; 30.6% identity (63.9% similar) in 36 aa overlap (8-43:264-297) 
 
                                      10        20        30        
2MEPSP                        RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:. 
gi|441 YAATVAAAPEVKYAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVATG--AATAAAGA 
           240       250       260       270       280         290  
 
        40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       .... :                                      
gi|441 ATAAAGGYKA                                  
             300                                   
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 44; 34.8% identity (63.0% similar) in 46 aa overlap (8-51:259-300) 
 
                                      10          20        30      
2MEPSP                        RFYIKGGQKYKSP--KNAYVEGDASSASYFLAGAAIT 
                                     :: ..:    : : . :..:.   .::: : 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAA---TGAA-T 
      230       240       250       260       270          280      
 
          40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
       :.. .. : .:.:  :                              
gi|119 GAAGAATGAATVSAGGYKV                           
          290       300                              
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 42; 28.6% identity (55.1% similar) in 49 aa overlap (14-57:83-130) 
 
                                10        20             30         
2MEPSP                  RFYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
       40        50        60        70        80       
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR       
       : ... .    ..::.. :                              
gi|131 V-IKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
             120       130       140       150          
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.0  bits: 20.0 E():   92 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (5-24:767-786) 
 
                                         10        20        30     
2MEPSP                           RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
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           40        50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                                      
gi|170 AQLPAMCRLEGGDALLASQ                            
        800       810                                 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.9  bits: 20.0 E():   93 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (5-24:782-801) 
 
                                         10        20        30     
2MEPSP                           RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
           40        50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                                      
gi|217 AQLPAMCRLEGGDALLASQ                            
             820       830                            
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (48-62:53-67) 
 
        20        30        40        50        60        70        
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
        80                                                          
2MEPSP PPR                                                          
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.1 E():   97 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (32-51:218-237) 
 
              10        20        30        40        50        60  
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
              70        80 
2MEPSP MGAKVTWTETSVTVTGPPR 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.6  bits: 18.1 E():   97 
Smith-Waterman score: 43; 25.6% identity (55.8% similar) in 43 aa overlap (10-52:26-65) 
 
                               10        20        30        40     
2MEPSP                 RFYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                : .: .:  . .... .:  .  :  .:   . :: 
gi|331 IPKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG---MTGC 
               10        20        30        40        50           
 
           50        60        70        80                         
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR                         
       :.: .  :                                                     
gi|331 GNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFGSMAK 
        60        70        80        90       100       110        
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 17.7 E():   98 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (32-45:13-26) 
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              10        20        30        40        50        60  
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     ::...  : :. ::                 
gi|156                   MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNT 
                                 10        20        30        40   
 
              70        80                                          
2MEPSP MGAKVTWTETSVTVTGPPR                                          
                                                                    
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:51 2011 done: Tue Apr 19 10:57:51 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 234  - 313 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     3     0:= 
  30     8     2:*= 
  32    23     8:=*==== 
  34    24    22:=====* 
  36    39    44:==========* 
  38    54    73:==============    * 
  40   100   102:=========================* 
  42    92   125:=======================        * 
  44   183   137:==================================*=========== 
  46   153   140:==================================*==== 
  48   124   134:===============================  * 
  50   124   122:==============================* 
  52   101   107:==========================* 
  54   120    92:======================*======= 
  56    49    77:=============      * 
  58    48    63:============   * 
  60    30    51:========    * 
  62    25    41:=======   * 
  64    37    33:========*= 
  66    30    26:======*= 
  68    27    20:====*== 
  70    23    16:===*== 
  72    13    12:==*= 
  74    10    10:==* 
  76     8     8:=* 
  78    18     6:=*=== 
  80     5     5:=* 
  82     2     3:* 
  84     2     3:* 
  86     4     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
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  94     0     1:*         :* 
  96     2     1:*         :*= 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.04360.00337; mu= 17.0286 0.174 
 mean_var=30.8946 8.149, 0's: 2 Z-trim: 3  B-trim: 124 in 2/42 
 Lambda= 0.230745 
 Kolmogorov-Smirnov  statistic: 0.0278 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   85 32.0  0.0045 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 25.3       1 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 25.4     1.2 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 24.6     1.5 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 24.6     1.6 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 24.8       2 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 24.4     2.4 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   53 21.1     5.6 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.3     7.6 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.4     8.1 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.5     8.9 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.9     9.1 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.0     9.2 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   53 21.5      11 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.2      13 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 20.3      15 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 22.3      17 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 22.3      17 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.9      17 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.5      18 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.5      18 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 20.0      19 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.5      20 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.5      21 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.5      21 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.5      21 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.5      21 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.5      21 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.5      21 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 21.5      21 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.5      21 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 21.5      21 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.5      21 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.5      21 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.5      21 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.5      21 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.1      21 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.6      22 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   47 19.2      23 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.6      23 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.2      26 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.3      26 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 21.2      27 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.2      27 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.3      27 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.3      28 
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gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.3      29 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.3      31 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.8      32 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.8      32 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 21.3      33 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 19.9      34 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.0      35 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   45 18.5      36 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.5      36 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.0      36 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.0      36 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.0      39 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 20.0      42 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 20.0      43 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 20.0      43 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   45 18.6      45 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   45 18.6      45 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.6      46 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.2      50 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   47 19.7      51 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.2      51 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.2      52 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   47 19.7      53 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   47 19.7      53 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   46 19.2      54 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.3      54 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.8      55 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 19.2      56 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 17.8      57 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.8      57 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.4      61 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   46 19.3      62 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.9      63 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.9      63 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.9      63 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.9      63 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.9      63 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.9      63 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.9      63 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.9      64 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.3      65 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.9      65 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 18.9      66 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 18.9      66 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 17.9      66 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 17.9      66 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.9      67 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.9      67 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 17.9      68 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 18.9      68 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 18.9      68 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.4      68 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 18.9      68 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.4      68 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.5      69 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 18.0      70 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 18.0      70 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 18.0      70 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.4      71 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.4      71 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 18.0      72 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.4      73 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 18.0      74 
gi|187766755|gb|ACD36978.1| Gly m Bd 28K allergen  ( 455)   46 19.4      75 
gi|12697782|dbj|BAB21619.1| allergen Gly m Bd 28K  ( 473)   46 19.4      77 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.5      80 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   42 17.6      81 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 20.0      82 
gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=M ( 145)   42 17.6      84 
gi|1362135|pir||A53806 major allergen OLE3c - comm ( 145)   42 17.6      84 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.1      84 
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gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   43 18.1      85 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.0      85 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.1      87 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.6      87 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.2      88 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.2      88 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.2      88 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   44 18.6      89 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   44 18.6      89 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 20.0      89 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   42 17.6      90 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   44 18.6      90 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.6      90 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 20.0      90 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.7      92 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.2      95 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   43 18.2      95 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.7      96 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   43 18.2      98 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   41 17.2      99 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  85  Z-score: 144.5  bits: 32.0 E(): 0.0045 
Smith-Waterman score: 85; 30.4% identity (55.7% similar) in 79 aa overlap (2-76:52-130) 
 
                                            10           20         
2MEPSP                              FYIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
       30        40         50        60        70        80        
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE        
       .:.: . :.  : :  :.. .  : :  .:..  :    :...: :  :            
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
             150          
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 102.4  bits: 25.3 E():    1 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (7-58:79-131) 
 
                                       10        20        30       
2MEPSP                         FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
          40        50        60        70        80                
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE                
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 101.1  bits: 25.4 E():  1.2 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (3-39:8-44) 
 
                    10        20        30        40        50      
2MEPSP      FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
              ... : . :  :  ::.:.. .. .:: ::. .:. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP EVLEMMGAKVTWTETSVTVTGPPRE                                    
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
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>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 99.2  bits: 24.6 E():  1.5 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (7-58:59-111) 
 
                                       10        20        30       
2MEPSP                         FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
          40        50        60        70        80                
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE                
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 98.8  bits: 24.6 E():  1.6 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (7-58:79-131) 
 
                                       10        20        30       
2MEPSP                         FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
          40        50        60        70        80                
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE                
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 96.9  bits: 24.8 E():    2 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (5-51:423-469) 
 
                                         10        20        30     
2MEPSP                           FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
           40          50        60        70        80  
2MEPSP GGTVTVE--GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE  
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 95.7  bits: 24.4 E():  2.4 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (3-39:8-44) 
 
                    10        20        30        40        50      
2MEPSP      FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
              ... : . :  :  ::.:.. .. .:: ::.  :. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP EVLEMMGAKVTWTETSVTVTGPPRE                                    
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 89.0  bits: 21.1 E():  5.6 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (7-41:69-101) 
 
                                       10        20        30       
2MEPSP                         FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
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                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
         40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
        . ::                                        
gi|207 KIGVEEFQALVKA                                
        100                                         
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 86.7  bits: 21.3 E():  7.6 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (15-43:86-113) 
 
                               10        20        30        40     
2MEPSP                 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
           50        60        70        80                  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE                  
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 86.2  bits: 21.4 E():  8.1 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (15-43:102-129) 
 
                               10        20        30        40     
2MEPSP                 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
           50        60        70        80                  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE                  
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 85.4  bits: 20.5 E():  8.9 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (7-41:69-101) 
 
                                       10        20        30       
2MEPSP                         FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
         40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
        . ::                                        
gi|207 KIGVEEFQALVKA                                
        100                                         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 85.3  bits: 21.9 E():  9.1 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (7-42:264-297) 
 
                                       10        20        30       
2MEPSP                         FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
         40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       .... :                                       
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gi|663 ATAAAGGYKA                                   
             300                                    
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 85.2  bits: 21.0 E():  9.2 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (13-56:83-130) 
 
                                 10        20             30        
2MEPSP                   FYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
        40        50        60        70        80      
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE      
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 84.1  bits: 21.5 E():   11 
Smith-Waterman score: 53; 24.1% identity (58.6% similar) in 58 aa overlap (22-79:2-53) 
 
               10        20        30        40        50        60 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                            .:.: .::  ..... :.. .::  ..       ..    
gi|109                     MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNITTS 
                                    10        20        30          
 
               70        80                                         
2MEPSP MGAKVTWTETSVTVTGPPRE                                         
       .: :  : :...:  : :.                                          
gi|109 YGDK--WLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGS 
         40          50        60        70        80        90     
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.6  bits: 21.2 E():   13 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (33-52:208-227) 
 
             10        20        30        40        50        60   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
             70        80 
2MEPSP AKVTWTETSVTVTGPPRE 
                          
gi|111 KPEFIDIINAAAVKSA   
       240       250      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.6  bits: 20.3 E():   15 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (13-56:83-130) 
 
                                 10        20             30        
2MEPSP                   FYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
        40        50        60        70        80      
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE      
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 80.4  bits: 22.3 E():   17 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (10-52:113-154) 
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                                    10        20        30          
2MEPSP                      FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
      40        50        60        70        80                    
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE                    
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 80.4  bits: 22.3 E():   17 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (10-52:113-154) 
 
                                    10        20        30          
2MEPSP                      FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
      40        50        60        70        80                    
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE                    
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 80.2  bits: 19.9 E():   17 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (33-57:35-57) 
 
             10        20        30        40        50        60   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
             70        80                                           
2MEPSP AKVTWTETSVTVTGPPRE                                           
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 80.0  bits: 19.5 E():   18 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (12-41:73-101) 
 
                                  10        20        30        40  
2MEPSP                    FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
              50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                               
gi|288 EFAVWVKQ                                
                                               
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.9  bits: 19.5 E():   18 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (11-36:59-84) 
 
                                   10        20        30        40 
2MEPSP                     FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
               50        60        70        80 
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2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                                
gi|117 APEAAKEEEKEESDDDMGFGLFD                  
       90       100       110                   
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 79.6  bits: 20.0 E():   19 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (15-43:84-111) 
 
                               10        20        30        40     
2MEPSP                 FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
           50        60        70        80                
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE                
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 79.2  bits: 20.5 E():   20 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (3-33:25-54) 
 
                                     10        20        30         
2MEPSP                       FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
       40        50        60        70        80                   
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE                   
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (4-43:437-480) 
 
                                          10            20          
2MEPSP                            FYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       :.   . :   .::                                      
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP    
        470       480       490       500       510        
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (4-43:437-480) 
 
                                          10            20          
2MEPSP                            FYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       :.   . :   .::                                      
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP    
        470       480       490       500       510        
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.7  bits: 21.5 E():   21 
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Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (4-43:437-480) 
 
                                          10            20          
2MEPSP                            FYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       :.   . :   .::                                      
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP    
        470       480       490       500       510        
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (4-43:437-480) 
 
                                          10            20          
2MEPSP                            FYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       :.   . :   .::                                      
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP    
        470       480       490       500       510        
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (4-43:437-480) 
 
                                          10            20          
2MEPSP                            FYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       :.   . :   .::                                      
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP    
        470       480       490       500       510        
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (4-43:437-480) 
 
                                          10            20          
2MEPSP                            FYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       :.   . :   .::                                      
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP    
        470       480       490       500       510        
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (4-43:437-480) 
 
                                          10            20          
2MEPSP                            FYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
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      30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       :.   . :   .::                                      
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP    
        470       480       490       500       510        
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (4-43:437-480) 
 
                                          10            20          
2MEPSP                            FYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       :.   . :   .::                                      
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP    
        470       480       490       500       510        
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (4-43:437-480) 
 
                                          10            20          
2MEPSP                            FYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       :.   . :   .::                                      
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP    
        470       480       490       500       510        
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (4-43:437-480) 
 
                                          10            20          
2MEPSP                            FYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       :.   . :   .::                                      
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP    
        470       480       490       500       510        
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (4-43:437-480) 
 
                                          10            20          
2MEPSP                            FYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       :.   . :   .::                                      
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP    
        470       480       490       500       510        
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>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (4-43:437-480) 
 
                                          10            20          
2MEPSP                            FYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       :.   . :   .::                                      
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP    
        470       480       490       500       510        
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (4-43:437-480) 
 
                                          10            20          
2MEPSP                            FYIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
      30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       :.   . :   .::                                      
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP    
        470       480       490       500       510        
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.1 E():   21 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (4-23:53-72) 
 
                                          10        20        30    
2MEPSP                            FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
            40        50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                                       
gi|897 AQLPAMCRLEGGDALLASQ                             
             90       100                              
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (35-50:140-152) 
 
           10        20        30        40        50        60     
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: ::   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG               
     110       120       130       140          150                 
 
           70        80 
2MEPSP VTWTETSVTVTGPPRE 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.0  bits: 19.2 E():   23 
Smith-Waterman score: 47; 32.4% identity (62.2% similar) in 37 aa overlap (5-41:58-89) 
 
                                         10        20        30     
2MEPSP                           FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :..:  :  .. . : :.:.     ::: . 
gi|117 ESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASG-----GAAAA 
        30        40        50        60        70             80   
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           40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       ::.. .:                                        
gi|117 GGSAQAEAAPEAAKEEEKEESDEDMGFGLFD                
             90       100       110                   
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (61-79:1-18) 
 
               40        50        60        70        80           
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE           
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.0  bits: 19.2 E():   26 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (17-62:86-130) 
 
                             10        20        30        40       
2MEPSP               FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
         50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       . ..  : :.: . .:                   
gi|136 KKEALPKCAQVYNKLGMYPPNM             
          120       130                   
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.9  bits: 19.3 E():   26 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (17-62:90-134) 
 
                             10        20        30        40       
2MEPSP               FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
         50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       . ..  : :.: . .:                   
gi|145 KKEALPKCAQVYNKLGMYPPNM             
      120       130       140             
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.7  bits: 21.2 E():   27 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (7-55:264-309) 
 
                                       10         20        30      
2MEPSP                         FYIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
          40        50        60        70        80                
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE                
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (24-51:133-160) 
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                      10        20        30        40        50    
2MEPSP        FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
            60        70        80                                  
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPRE                                  
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.6  bits: 19.3 E():   27 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (17-62:96-140) 
 
                             10        20        30        40       
2MEPSP               FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
         50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       . ..  : :.: . .:                   
gi|246 KKEALPKCAQVYNKLGMYPPNM             
          130       140                   
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 76.5  bits: 19.3 E():   28 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (23-49:9-38) 
 
               10        20           30        40        50        
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEV 
                             ::  ::   :.:.:  .:: ::: . .: :         
gi|110               MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEE 
                             10        20        30        40       
 
        60        70        80                                      
2MEPSP LEMMGAKVTWTETSVTVTGPPRE                                      
                                                                    
gi|110 QQKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKR 
         50        60        70        80        90       100       
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.2  bits: 20.3 E():   29 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (41-65:282-306) 
 
               20        30        40        50        60        70 
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
               80 
2MEPSP SVTVTGPPRE 
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.6  bits: 20.3 E():   31 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (20-68:53-100) 
 
                          10        20        30        40          
2MEPSP            FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
      50        60        70        80                              
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPRE                              
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
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              90       100       110       120       130       140  
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (4-36:269-302) 
 
                                          10        20         30   
2MEPSP                            FYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
             40        50        60        70        80             
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE             
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (4-36:269-302) 
 
                                          10        20         30   
2MEPSP                            FYIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
             40        50        60        70        80             
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE             
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.0  bits: 21.3 E():   33 
Smith-Waterman score: 59; 29.1% identity (54.5% similar) in 55 aa overlap (3-52:101-154) 
 
                                                10        20        
2MEPSP                             FYIKGG-----QKYKSPKNAYVEGDASSASYF 
                                     .:::     .  :.  :::  :....:    
gi|219 ISVLTTDSDVSEITWLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSG 
               80        90       100       110       120       130 
 
        30        40        50        60        70        80        
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE        
       :   : .:  ..  : : .. .::.                                    
gi|219 LK-LAKSGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAV 
               140       150       160       170       180          
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (51-76:175-201) 
 
               30        40        50         60        70          
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
      80                                                            
2MEPSP E                                                            
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (46-61:135-150) 
 
          20        30        40        50        60        70      
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2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
          80 
2MEPSP GPPRE 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 74.4  bits: 18.5 E():   36 
Smith-Waterman score: 45; 32.4% identity (59.5% similar) in 37 aa overlap (5-41:58-89) 
 
                                         10        20        30     
2MEPSP                           FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     : .:  :  .. . : :.:.     ::: . 
gi|185 ESVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASG-----GAAAA 
        30        40        50        60        70             80   
 
           40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       ::.. .:                                        
gi|185 GGSAEAEAAPEAAKEEEKEESDEDMGFGLFD                
             90       100       110                   
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.3  bits: 18.5 E():   36 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (28-78:1-49) 
 
               10        20        30        40        50        60 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                  .:..:.:  ...:  : ..:.   .  ..:    
gi|144                            MASSAVTKLALVVALCMAVSVAHAITCGQVTSS 
                                          10        20        30    
 
               70        80                                         
2MEPSP MGAKVTWTETSVTVTGPPRE                                         
       ..  . ..... .:  ::                                           
gi|144 LAPCIGYVRSGGAV--PPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAA 
            40          50        60        70        80        90  
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.3  bits: 19.0 E():   36 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (17-56:87-131) 
 
                             10        20             30        40  
2MEPSP               FYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
              50        60        70        80      
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE      
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.3  bits: 19.0 E():   36 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (17-56:87-131) 
 
                             10        20             30        40  
2MEPSP               FYIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
              50        60        70        80      
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE      
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
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>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.7  bits: 19.0 E():   39 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (52-78:4-30) 
 
              30        40        50        60        70        80  
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE  
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.3  bits: 20.0 E():   42 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (7-36:340-370) 
 
                                       10        20        30       
2MEPSP                         FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
           40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       ::                                             
gi|113 GGYKV                                          
      370                                             
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (2-36:331-365) 
 
                                            10        20        30  
2MEPSP                              FYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
              40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       ....:                                             
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV             
              370       380       390                    
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (2-36:331-365) 
 
                                            10        20        30  
2MEPSP                              FYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
              40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       ....:                                             
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV             
              370       380       390                    
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.6  bits: 18.6 E():   45 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (45-79:30-64) 
 
           20        30        40        50        60        70     
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|374  MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
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           80                                                       
2MEPSP TGPPRE                                                       
        :  .                                                        
gi|374 DGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKY 
      60        70        80        90       100       110          
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.6  bits: 18.6 E():   45 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (45-79:30-64) 
 
           20        30        40        50        60        70     
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|169  MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
           80                                                       
2MEPSP TGPPRE                                                       
        :  .                                                        
gi|169 DGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKF 
      60        70        80        90       100       110          
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (17-56:87-131) 
 
                             10        20             30        40  
2MEPSP               FYIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
              50        60        70        80     
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE     
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.9  bits: 18.2 E():   50 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (33-57:19-41) 
 
             10        20        30        40        50        60   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
             70        80                                           
2MEPSP AKVTWTETSVTVTGPPRE                                           
                                                                    
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.7  bits: 19.7 E():   51 
Smith-Waterman score: 47; 22.6% identity (59.7% similar) in 62 aa overlap (22-80:222-283) 
 
                        10        20        30        40        50  
2MEPSP          FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
                 60        70        80                             
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPRE                             
          .... :. . ..  .  ..: .. ::  :                             
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
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gi|122 HVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
             320       330       340       350       360  
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.6  bits: 18.2 E():   51 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (33-57:25-47) 
 
             10        20        30        40        50        60   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|136       QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                     10        20        30          40        50   
 
             70        80                                           
2MEPSP AKVTWTETSVTVTGPPRE                                           
                                                                    
gi|136 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLG 
             60        70        80        90       100       110   
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (7-36:231-261) 
 
                                       10        20        30       
2MEPSP                         FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
           40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       ::                                             
gi|226 GGYKV                                          
     260                                              
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 47; 27.7% identity (57.4% similar) in 47 aa overlap (1-47:68-112) 
 
                                             10        20        30 
2MEPSP                               FYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : : :  :  .  . . ..:.  . : . : 
gi|495 QGPSTVLIPKGNYNMGEVAMQGPCKGSKIGFQIDGVVKAPADPSKF-KSDGWVSFYRIDG 
        40        50        60        70        80         90       
 
               40        50        60        70        80           
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE           
        ...: : :..: : :.                                            
gi|495 LTVSG-TGTLDGQGQTAWAKNNCDKNPNCKHAAMNLRFDFLKHAMVRDITSLNSKMFHIN 
        100        110       120       130       140       150      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.3  bits: 19.7 E():   53 
Smith-Waterman score: 47; 37.0% identity (55.6% similar) in 27 aa overlap (1-27:319-345) 
 
                                             10        20        30 
2MEPSP                               FYIKGGQKYKSPKNAYVEGDASSASYFLAG 
                                     : :.: :   ::.   .. : : .: :    
gi|118 NIQSDIGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGM 
      290       300       310       320       330       340         
 
               40        50        60        70        80 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                                          
gi|118 DVPTSSGELWILGDVFIRQYYTVFDRANNKVGLAPVA              
      350       360       370       380                   
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.3  bits: 19.2 E():   54 
Smith-Waterman score: 46; 26.5% identity (55.9% similar) in 34 aa overlap (45-78:114-147) 
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           20        30        40        50        60        70     
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
           80                                                       
2MEPSP TGPPRE                                                       
          :                                                         
gi|144 IILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDR 
           150       160       170       180       190       200    
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 44; 28.9% identity (60.0% similar) in 45 aa overlap (18-62:97-140) 
 
                            10        20        30        40        
2MEPSP              FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: :. .  :.  ....: : ::.  :  . 
gi|246 SMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFIL-STVNGTTRTVNPLGFYK 
         70        80        90       100        110       120      
 
        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
        ..  : :.: . .:                   
gi|246 KEALPKCAQVYNKLGMYPPNM             
         130       140                   
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.0  bits: 17.8 E():   55 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (7-41:69-101) 
 
                                       10        20        30       
2MEPSP                         FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
         40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       .. ::                                        
gi|148 AIGVEEWAVLVKA                                
        100                                         
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (7-42:259-293) 
 
                                       10        20        30       
2MEPSP                         FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
         40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       ::.. :                                       
gi|119 TVSAGGYKV                                    
       290                                          
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.7  bits: 17.8 E():   57 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (28-78:1-49) 
 
               10        20        30        40        50        60 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                  .:..:.:  ...:  : ..:.   .  ..:    
gi|506                            MASSAVTKLALVVALCMAVSVAHAITCGQVTSS 
                                          10        20        30    
 
               70        80                                         
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2MEPSP MGAKVTWTETSVTVTGPPRE                                         
       ..  . ..... .:  ::                                           
gi|506 LAPCIGYVRNGGAV--PPACCNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAA 
            40          50        60        70        80        90  
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.7  bits: 17.8 E():   57 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (11-50:20-60) 
 
                        10        20        30        40         50 
2MEPSP          FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQG 
                          :  .: . :...:.     : . .::.:    : :  ...: 
gi|384 MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTING 
               10        20        30        40        50        60 
 
               60        70        80                          
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPRE                          
                                                               
gi|384 LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.2  bits: 18.4 E():   61 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (29-50:150-172) 
 
                 10        20        30         40        50        
2MEPSP   FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
        60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPRE 
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.2  bits: 19.3 E():   62 
Smith-Waterman score: 46; 29.4% identity (55.9% similar) in 34 aa overlap (3-36:160-193) 
 
                                           10        20        30   
2MEPSP                             FYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     .: :..  :  :  . :  : :  . ..:: 
gi|546 AVKVLRSNGSGSMSDVIKGVEFAVKSHQDSVKKGKNSFSTANMSLGGGKSPALDLAVNAA 
     130       140       150       160       170       180          
 
             40        50        60        70        80             
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE             
       . .:                                                         
gi|546 VKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFSNYGKCVDIFAPGLNI 
     190       200       210       220       230       240          
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (33-57:20-42) 
 
             10        20        30        40        50        60   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
             70        80                                           
2MEPSP AKVTWTETSVTVTGPPRE                                           
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (33-57:20-42) 
 
             10        20        30        40        50        60   
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2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
             70        80                                           
2MEPSP AKVTWTETSVTVTGPPRE                                           
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (33-57:20-42) 
 
             10        20        30        40        50        60   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
             70        80                                           
2MEPSP AKVTWTETSVTVTGPPRE                                           
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (33-57:21-43) 
 
             10        20        30        40        50        60   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
             70        80                                           
2MEPSP AKVTWTETSVTVTGPPRE                                           
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (33-57:21-43) 
 
             10        20        30        40        50        60   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
             70        80                                           
2MEPSP AKVTWTETSVTVTGPPRE                                           
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (33-57:21-43) 
 
             10        20        30        40        50        60   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
             70        80                                           
2MEPSP AKVTWTETSVTVTGPPRE                                           
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gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (33-57:21-43) 
 
             10        20        30        40        50        60   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
             70        80                                           
2MEPSP AKVTWTETSVTVTGPPRE                                           
                                                                    
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (17-62:86-130) 
 
                             10        20        30        40       
2MEPSP               FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
         50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       . ..  : :.: . .:                   
gi|136 KKEALPKCAQVYNKLGMYPPNM             
          120       130                   
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.8  bits: 19.3 E():   65 
Smith-Waterman score: 49; 27.6% identity (62.1% similar) in 58 aa overlap (1-56:105-159) 
 
                                             10        20           
2MEPSP                               FYIKGGQKYKSPKNAYVEGDASSASYFL-- 
                                     .:. .:.:  . ..: :.   ..   :.   
gi|151 TPGTLRYGATREKALWIIFSQNMNIKLKMPLYV-AGHKTIDGRGADVHLGNGGPCLFMRK 
           80        90       100        110       120       130    
 
       30        40        50        60        70        80         
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE         
       .. .:  : . ..::.:. : :::  .:                                 
gi|151 VSHVILHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSD 
           140        150        160       170       180       190  
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (7-36:232-262) 
 
                                       10        20        30       
2MEPSP                         FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
           40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       ::                                             
gi|180 GGYKV                                          
                                                      
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (32-76:204-252) 
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              10        20        30        40           50         
2MEPSP YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
       60         70        80               
2MEPSP EM-MGAKVTWTETSVTVTGPPRE               
       .  :: : :  ..:  . :                   
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (32-76:204-252) 
 
              10        20        30        40           50         
2MEPSP YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
       60         70        80               
2MEPSP EM-MGAKVTWTETSVTVTGPPRE               
       .  :: : :  ..:  . :                   
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 17.9 E():   66 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (33-57:29-51) 
 
             10        20        30        40        50        60   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|145   PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRA 
                 10        20        30          40        50       
 
             70        80                                           
2MEPSP AKVTWTETSVTVTGPPRE                                           
                                                                    
gi|145 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLG 
         60        70        80        90       100       110       
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 17.9 E():   66 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (33-57:29-51) 
 
             10        20        30        40        50        60   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|145   PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRA 
                 10        20        30          40        50       
 
             70        80                                           
2MEPSP AKVTWTETSVTVTGPPRE                                           
                                                                    
gi|145 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLG 
         60        70        80        90       100       110       
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (35-50:132-144) 
 
           10        20        30        40        50        60     
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
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           70        80 
2MEPSP VTWTETSVTVTGPPRE 
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (35-50:132-144) 
 
           10        20        30        40        50        60     
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
           70        80 
2MEPSP VTWTETSVTVTGPPRE 
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (33-57:35-57) 
 
             10        20        30        40        50        60   
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
             70        80                                           
2MEPSP AKVTWTETSVTVTGPPRE                                           
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (51-76:175-201) 
 
               30        40        50         60        70          
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
      80                                                            
2MEPSP E                                                            
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (51-76:175-201) 
 
               30        40        50         60        70          
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
      80                                                            
2MEPSP E                                                            
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 19.4 E():   68 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (19-41:145-167) 
 
                           10        20        30        40         
2MEPSP             FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7663

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
       50        60        70        80                             
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE                             
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (30-71:216-260) 
 
                10        20        30        40           50       
2MEPSP  FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
         60        70        80                 
2MEPSP VLEMMGAKVTWTETSVTVTGPPRE                 
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 19.4 E():   68 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (2-34:331-363) 
 
                                            10        20        30  
2MEPSP                              FYIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
              40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       ..:                                               
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ            
              370       380       390                    
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.2  bits: 17.5 E():   69 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (7-41:69-101) 
 
                                       10        20        30       
2MEPSP                         FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
         40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
        . :.                                        
gi|288 KIGVDEFAAMIKG                                
        100                                         
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (35-50:140-152) 
 
           10        20        30        40        50        60     
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
           70        80 
2MEPSP VTWTETSVTVTGPPRE 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (17-51:30-64) 
 
                            10        20        30        40        
2MEPSP              FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                    : :. :. .  : :  ...  .:..:: .:. 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMSTG 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE                            
        . :                                                         
gi|160 PHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (13-62:40-93) 
 
                                 10        20            30         
2MEPSP                   FYIKGGQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
       40        50        60        70        80                   
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE                   
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.1  bits: 18.4 E():   71 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (47-77:98-127) 
 
         20        30        40        50        60        70       
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
         80                                                         
2MEPSP PPRE                                                         
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.1  bits: 18.4 E():   71 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (47-77:99-128) 
 
         20        30        40        50        60        70       
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
         80                                                         
2MEPSP PPRE                                                         
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (19-56:93-131) 
 
                           10        20         30        40        
2MEPSP             FYIKGGQKYKSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
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             70        80        90       100       110       120   
 
        50        60        70        80      
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE      
        .::... :                              
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN 
            130       140       150       160 
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 19.4 E():   73 
Smith-Waterman score: 46; 36.4% identity (68.2% similar) in 22 aa overlap (58-79:312-333) 
 
        30        40        50        60        70        80        
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE        
                                     .: .: :.  .  ..:::.: :         
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.8  bits: 18.0 E():   74 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (44-69:38-62) 
 
            20        30        40        50        60        70    
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
            80                                                      
2MEPSP VTGPPRE                                                      
                                                                    
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|187766755|gb|ACD36978.1| Gly m Bd 28K allergen [Gly  (455 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 46; 33.3% identity (70.4% similar) in 27 aa overlap (4-30:17-42) 
 
                            10        20        30        40        
2MEPSP              FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                       .::.: ::::. .. .... .    ::                  
gi|187 VLCHGVATTTMAFHDDEGGDK-KSPKSLFLMSNSTRVFKTDAGEMRVLKSHGGRIFYRHM 
               10        20         30        40        50          
 
        50        60        70        80                            
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE                            
                                                                    
gi|187 HIGFISMEPKSLFVPQYLDSNLIIFIRRGEAKLGFIYDDELAERRLKTGDLYMIPSGSAF 
      60        70        80        90       100       110          
 
>>gi|12697782|dbj|BAB21619.1| allergen Gly m Bd 28K [Gly  (473 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 68.4  bits: 19.4 E():   77 
Smith-Waterman score: 46; 33.3% identity (70.4% similar) in 27 aa overlap (4-30:26-51) 
 
                                     10        20        30         
2MEPSP                       FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                .::.: ::::. .. .... .    ::         
gi|126 KTTLLLLLFVLCHGVATTTMAFHDDEGGDK-KSPKSLFLMSNSTRVFKTDAGEMRVLKSH 
               10        20        30         40        50          
 
       40        50        60        70        80                   
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE                   
                                                                    
gi|126 GGRIFYRHMHIGFISMEPKSLFVPQYLDSNLIIFIRRGEAKLGFIYDDELAERRLKTGDL 
      60        70        80        90       100       110          
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 19.5 E():   80 
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Smith-Waterman score: 46; 28.3% identity (52.2% similar) in 46 aa overlap (3-48:392-437) 
 
                                           10        20        30   
2MEPSP                             FYIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     :. ::    :.:  :   ::: ..  ..   
gi|110 VNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFAVVKRASSDKFEWVSFK 
             370       380       390       400       410       420  
 
             40        50        60        70        80             
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE             
        .: . : .  : .:.                                             
gi|110 TNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQ 
             430       440       450       460       470       480  
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 42; 31.6% identity (49.1% similar) in 57 aa overlap (1-57:2-47) 
 
                10        20        30        40        50          
2MEPSP  FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
        :.:.: : : .   :   :  .  : :. ::..         :   . .::: :.::   
gi|136 QFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENGDVTFTEVGY 
                10           20        30               40          
 
      60        70        80                                        
2MEPSP MMGAKVTWTETSVTVTGPPRE                                        
                                                                    
gi|136 TRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNTLNGTTRTVN 
      50        60        70        80        90       100          
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.8  bits: 20.0 E():   82 
Smith-Waterman score: 59; 29.1% identity (54.5% similar) in 55 aa overlap (3-52:101-154) 
 
                                                10        20        
2MEPSP                             FYIKGG-----QKYKSPKNAYVEGDASSASYF 
                                     .:::     .  :.  :::  :....:    
gi|581 INVLTTDSDVSEITWLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSG 
               80        90       100       110       120       130 
 
        30        40        50        60        70        80        
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE        
       :   : .:  ..  : : .. .::.                                    
gi|581 LK-LAKSGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAV 
               140       150       160       170       180          
 
>>gi|14424429|sp|P19963.2|ALL1_OLEEU RecName: Full=Major  (145 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 42; 31.6% identity (49.1% similar) in 57 aa overlap (1-57:11-56) 
 
                         10        20        30        40        50 
2MEPSP           FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                 :.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|144 EDIPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
               10         20           30        40                 
 
               60        70        80                               
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPRE                               
       :: :.::                                                      
gi|144 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFKLNT 
      50        60        70        80        90       100          
 
>>gi|1362135|pir||A53806 major allergen OLE3c - common o  (145 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 42; 31.6% identity (49.1% similar) in 57 aa overlap (1-57:11-56) 
 
                         10        20        30        40        50 
2MEPSP           FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                 :.:.: : : .   :   :  .  : :. ::..         :   . .: 
gi|136 EDVPQPPVSQFHIQG-QVYCDTCRA---GFITELSEFIPGASLR------LQC-KDKENG 
               10         20           30        40                 
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               60        70        80                               
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPRE                               
       :: :.::                                                      
gi|136 DVTFTEVGYTRAEGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNT 
      50        60        70        80        90       100          
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (22-47:103-127) 
 
                        10        20        30        40        50  
2MEPSP          FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
              60        70        80                                
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPRE                                
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 43; 24.1% identity (65.5% similar) in 29 aa overlap (5-33:173-201) 
 
                                         10        20        30     
2MEPSP                           FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  ..:..  .:  :.. ... : : .  
gi|116 VPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFYEAVAKVN 
            150       160       170       180       190       200   
 
           40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                                      
gi|116 FQ                                             
                                                      
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 45; 29.2% identity (58.3% similar) in 48 aa overlap (19-66:317-364) 
 
                           10        20        30        40         
2MEPSP             FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     :. ::.:   . .. ::.. :  : :. :  
gi|855 SASSTSSKTPSTSTLATSTKATPTPSGTSSGSNSSSSAEPTTTGGTGSSNTGSGSGSGSG 
        290       300       310       320       330       340       
 
       50        60        70        80                  
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE                  
       .:. . .      ::..:                                
gi|855 SGSSSSTGSSTSAGASATPELSQGAAGSIKGSVTACALVFGAVAAVLAF 
        350       360       370       380       390      
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.1 E():   87 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (13-41:73-101) 
 
                                 10        20        30        40   
2MEPSP                   FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
             50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                              
gi|193 FNHLVKH                                
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>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (5-21:109-125) 
 
                                         10        20        30     
2MEPSP                           FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
           40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                                      
gi|145 SQGIFKAIEGYVLSN                                
      140       150                                   
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 17.2 E():   88 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (11-35:59-84) 
 
                                   10         20        30          
2MEPSP                     FYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
      40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                                 
gi|668 AAKEKNEEEKEESDEDMGFGLFD                   
       90       100       110                    
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.2 E():   88 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (11-36:59-83) 
 
                                   10         20        30          
2MEPSP                     FYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
      40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                                 
gi|215 AAPEAERAEEEKEESDDDMGFGLFD                 
         90       100       110                  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 17.2 E():   88 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (11-35:59-84) 
 
                                   10         20        30          
2MEPSP                     FYIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
      40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                                 
gi|833 AAEEKKEEEKEESDEDMGFGLFD                   
       90       100       110                    
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.3  bits: 18.6 E():   89 
Smith-Waterman score: 44; 30.6% identity (63.9% similar) in 36 aa overlap (7-42:264-297) 
 
                                       10        20        30       
2MEPSP                         FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:. 
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gi|441 YAATVAAAPEVKYAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVATG--AATAAAGA 
           240       250       260       270       280         290  
 
         40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       .... :                                       
gi|441 ATAAAGGYKA                                   
             300                                    
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.2  bits: 18.6 E():   89 
Smith-Waterman score: 44; 34.8% identity (63.0% similar) in 46 aa overlap (7-50:259-300) 
 
                                       10          20        30     
2MEPSP                         FYIKGGQKYKSP--KNAYVEGDASSASYFLAGAAIT 
                                     :: ..:    : : . :..:.   .::: : 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAA---TGAA-T 
      230       240       250       260       270          280      
 
           40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
       :.. .. : .:.:  :                               
gi|119 GAAGAATGAATVSAGGYKV                            
          290       300                               
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.2  bits: 20.0 E():   89 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (4-23:767-786) 
 
                                          10        20        30    
2MEPSP                            FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
 
            40        50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                                       
gi|170 AQLPAMCRLEGGDALLASQ                             
        800       810                                  
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 42; 28.6% identity (55.1% similar) in 49 aa overlap (13-56:83-130) 
 
                                 10        20             30        
2MEPSP                   FYIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
        40        50        60        70        80      
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE      
       : ... .    ..::.. :                              
gi|131 V-IKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
             120       130       140       150          
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.1  bits: 18.6 E():   90 
Smith-Waterman score: 44; 26.9% identity (51.9% similar) in 52 aa overlap (1-52:19-64) 
 
                                 10        20        30        40   
2MEPSP                   FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                         : .... :   :  : :.   :..:  . :  .       .: 
gi|107 MAHKSKILIIGGTGYIGKFIVEASAKSGHPTFALVR--ESTVSDPVKGKLVE----KFKG 
               10        20        30          40        50         
 
             50        60        70        80                       
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE                       
        :.: :.::.                                                   
gi|107 LGVTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFG 
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           60        70        80        90       100       110     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 18.6 E():   90 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (42-61:285-304) 
 
              20        30        40        50        60        70  
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
              80 
2MEPSP VTVTGPPRE 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.1  bits: 20.0 E():   90 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (4-23:782-801) 
 
                                          10        20        30    
2MEPSP                            FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
            40        50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                                       
gi|217 AQLPAMCRLEGGDALLASQ                             
             820       830                             
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 17.7 E():   92 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (47-61:53-67) 
 
         20        30        40        50        60        70       
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
         80                                                         
2MEPSP PPRE                                                         
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.2 E():   95 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (31-50:218-237) 
 
               10        20        30        40        50        60 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
               70        80 
2MEPSP MGAKVTWTETSVTVTGPPRE 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.7  bits: 18.2 E():   95 
Smith-Waterman score: 43; 25.6% identity (55.8% similar) in 43 aa overlap (9-51:26-65) 
 
                                10        20        30        40    
2MEPSP                  FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                : .: .:  . .... .:  .  :  .:   . :: 
gi|331 IPKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG---MTGC 
               10        20        30        40        50           
 
            50        60        70        80                        
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2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE                        
       :.: .  :                                                     
gi|331 GNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFGSMAK 
        60        70        80        90       100       110        
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 17.7 E():   96 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (31-44:13-26) 
 
               10        20        30        40        50        60 
2MEPSP FYIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     ::...  : :. ::                 
gi|156                   MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNT 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP MGAKVTWTETSVTVTGPPRE                                         
                                                                    
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.4  bits: 18.2 E():   98 
Smith-Waterman score: 44; 36.7% identity (56.7% similar) in 30 aa overlap (49-77:193-220) 
 
       20        30        40        50        60         70        
2MEPSP GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT-ETSVTVTGP 
                                     .:  :. :. :  ::  .:  .:   .::: 
gi|168 VEKGSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRIDTPDKLTGP 
            170       180       190       200         210       220 
 
        80                              
2MEPSP PRE                              
                                        
gi|168 FTVRYTTEGGTKSEVEDVIPEGWKADTSYSAK 
              230       240       250   
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.3  bits: 17.2 E():   99 
Smith-Waterman score: 41; 29.2% identity (70.8% similar) in 24 aa overlap (58-80:9-32) 
 
        30        40        50        60        70         80       
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE       
                                     : ...: ..:: ..  ...: : :       
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:51 2011 done: Tue Apr 19 10:57:51 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 235  - 314 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
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< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     2     0:= 
  28     5     0:== 
  30    10     2:*=== 
  32    18     8:==*=== 
  34    27    22:=======*= 
  36    34    44:============  * 
  38    53    73:==================      * 
  40   102   102:=================================* 
  42   107   125:====================================     * 
  44   174   137:=============================================*============ 
  46   161   140:==============================================*======= 
  48   129   134:=========================================== * 
  50   117   122:======================================= * 
  52    94   107:================================   * 
  54   113    92:==============================*======= 
  56    54    77:==================       * 
  58    47    63:================    * 
  60    32    51:===========     * 
  62    29    41:==========   * 
  64    38    33:==========*== 
  66    27    26:========* 
  68    26    20:======*== 
  70    20    16:=====*= 
  72     9    12:===* 
  74    10    10:===* 
  76    12     8:==*= 
  78    17     6:=*==== 
  80     6     5:=* 
  82     2     3:* 
  84     2     3:* 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.19090.00335; mu= 16.4421 0.173 
 mean_var=30.3090 7.948, 0's: 2 Z-trim: 3  B-trim: 124 in 2/42 
 Lambda= 0.232964 
 Kolmogorov-Smirnov  statistic: 0.0275 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   85 32.1  0.0042 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 25.3       1 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 25.4     1.2 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 24.6     1.5 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 24.6     1.6 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 24.8     2.1 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 24.4     2.4 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   53 21.2     5.5 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.3     7.5 
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gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.4     8.1 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.5     8.7 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.0     9.2 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.9     9.2 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.2      13 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 20.3      15 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.9      17 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.5      17 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 22.2      18 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 22.2      18 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.5      18 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 20.0      19 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.5      20 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.1      21 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 21.4      22 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.4      22 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.4      22 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.4      22 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.6      22 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   47 19.2      23 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.6      23 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.1      26 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.2      26 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.3      26 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.2      27 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.2      27 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.2      27 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.3      27 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.3      28 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.2      28 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 21.1      28 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.2      30 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.3      32 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.7      34 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.7      34 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 21.2      35 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 19.9      35 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.0      36 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   45 18.5      36 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.5      36 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.0      37 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.0      37 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.0      40 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 20.0      43 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   48 20.0      45 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   48 20.0      45 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   45 18.6      46 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   45 18.6      46 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.6      46 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.2      50 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.2      52 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   47 19.6      53 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.2      53 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.3      54 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   46 19.2      55 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.8      55 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 17.8      57 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.8      57 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 19.2      58 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.3      62 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.9      63 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.9      63 
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gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.9      63 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.9      63 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.9      63 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.9      63 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.9      63 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   46 19.2      64 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.9      65 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 17.9      66 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 17.9      66 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.8      67 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.3      67 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.9      68 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.9      68 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 18.8      68 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 18.8      68 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 17.9      68 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.3      69 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.5      69 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 18.8      70 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 18.8      70 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 17.9      70 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 17.9      70 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 18.8      70 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 17.9      71 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.3      71 
gi|21069093|gb|AAM33821.1| alkaline serine proteas ( 398)   46 19.3      71 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.4      72 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.4      73 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 18.0      73 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 18.0      75 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.3      77 
gi|187766755|gb|ACD36978.1| Gly m Bd 28K allergen  ( 455)   46 19.4      79 
gi|12697782|dbj|BAB21619.1| allergen Gly m Bd 28K  ( 473)   46 19.4      81 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.4      84 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.0      86 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   43 18.0      87 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.1      87 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 19.9      88 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.2      88 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.2      88 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.2      88 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.6      89 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.0      89 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   42 17.6      91 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   44 18.5      92 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   44 18.5      92 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.5      93 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.6      94 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   47 19.9      96 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   47 19.9      97 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.7      98 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   43 18.1      98 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.1      98 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  85  Z-score: 145.2  bits: 32.1 E(): 0.0042 
Smith-Waterman score: 85; 30.4% identity (55.7% similar) in 79 aa overlap (1-75:52-130) 
 
                                             10           20        
2MEPSP                               YIKGGQKYKSPKNA-YVEG--DASSASYFL 
                                     :.:: .  .. :.: :. :  :::.      
gi|583 KTDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKT 
              30        40        50        60        70        80  
 
        30        40         50        60        70        80       
2MEPSP AGAAITGGTVTVEGCGTTS-LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP       
       .:.: . :.  : :  :.. .  : :  .:..  :    :...: :  :            
gi|583 TGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTE 
              90       100       110       120       130       140  
 
gi|583 TRGSTPANEVYKKCPGMP 
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             150          
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 102.4  bits: 25.3 E():    1 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (6-57:79-131) 
 
                                        10        20        30      
2MEPSP                          YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
           40        50        60        70        80               
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP               
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 101.0  bits: 25.4 E():  1.2 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (2-38:8-44) 
 
                     10        20        30        40        50     
2MEPSP       YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
              ... : . :  :  ::.:.. .. .:: ::. .:. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREP                                   
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 99.1  bits: 24.6 E():  1.5 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (6-57:59-111) 
 
                                        10        20        30      
2MEPSP                          YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
           40        50        60        70        80               
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP               
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 98.8  bits: 24.6 E():  1.6 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (6-57:79-131) 
 
                                        10        20        30      
2MEPSP                          YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
           40        50        60        70        80               
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP               
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 96.7  bits: 24.8 E():  2.1 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (4-50:423-469) 
 
                                          10        20        30    
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2MEPSP                            YIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
            40          50        60        70        80 
2MEPSP GGTVTVE--GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       .:   .:  :: :... .:                               
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS 
              460       470       480       490          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 95.6  bits: 24.4 E():  2.4 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (2-38:8-44) 
 
                     10        20        30        40        50     
2MEPSP       YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
              ... : . :  :  ::.:.. .. .:: ::.  :. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREP                                   
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 89.2  bits: 21.2 E():  5.5 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (6-40:69-101) 
 
                                        10        20        30      
2MEPSP                          YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
          40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
        . ::                                         
gi|207 KIGVEEFQALVKA                                 
        100                                          
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 86.7  bits: 21.3 E():  7.5 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (14-42:86-113) 
 
                                10        20        30        40    
2MEPSP                  YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
            50        60        70        80                 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP                 
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 86.2  bits: 21.4 E():  8.1 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (14-42:102-129) 
 
                                10        20        30        40    
2MEPSP                  YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
            50        60        70        80                 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP                 
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gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 85.6  bits: 20.5 E():  8.7 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (6-40:69-101) 
 
                                        10        20        30      
2MEPSP                          YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
          40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
        . ::                                         
gi|207 KIGVEEFQALVKA                                 
        100                                          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 85.2  bits: 21.0 E():  9.2 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (12-55:83-130) 
 
                                  10        20             30       
2MEPSP                    YIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
         40        50        60        70        80     
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP     
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 85.1  bits: 21.9 E():  9.2 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (6-41:264-297) 
 
                                        10        20        30      
2MEPSP                          YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
          40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       .... :                                        
gi|663 ATAAAGGYKA                                    
             300                                     
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.5  bits: 21.2 E():   13 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (32-51:208-227) 
 
              10        20        30        40        50        60  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
              70        80 
2MEPSP AKVTWTETSVTVTGPPREP 
                           
gi|111 KPEFIDIINAAAVKSA    
       240       250       
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.6  bits: 20.3 E():   15 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (12-55:83-130) 
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                                  10        20             30       
2MEPSP                    YIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
         40        50        60        70        80     
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP     
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 80.3  bits: 19.9 E():   17 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (32-56:35-57) 
 
              10        20        30        40        50        60  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
              70        80                                          
2MEPSP AKVTWTETSVTVTGPPREP                                          
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 80.1  bits: 19.5 E():   17 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (11-40:73-101) 
 
                                   10        20        30        40 
2MEPSP                     YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
               50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                                
gi|288 EFAVWVKQ                                 
                                                
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 80.0  bits: 22.2 E():   18 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (9-51:113-154) 
 
                                     10        20        30         
2MEPSP                       YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
       40        50        60        70        80                   
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP                   
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 80.0  bits: 22.2 E():   18 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (9-51:113-154) 
 
                                     10        20        30         
2MEPSP                       YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7679

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

       40        50        60        70        80                   
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP                   
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.5 E():   18 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (10-35:59-84) 
 
                                    10        20        30          
2MEPSP                      YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
      40        50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                                 
gi|117 APEAAKEEEKEESDDDMGFGLFD                   
       90       100       110                    
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 79.6  bits: 20.0 E():   19 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (14-42:84-111) 
 
                                10        20        30        40    
2MEPSP                  YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
            50        60        70        80               
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP               
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 79.1  bits: 20.5 E():   20 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (2-32:25-54) 
 
                                      10        20        30        
2MEPSP                        YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
        40        50        60        70        80                  
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP                  
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.1 E():   21 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (3-22:53-72) 
 
                                           10        20        30   
2MEPSP                             YIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
             40        50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                                        
gi|897 AQLPAMCRLEGGDALLASQ                              
             90       100                               
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (3-42:437-480) 
 
                                           10            20         
2MEPSP                             YIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       :.   . :   .::                                       
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP     
        470       480       490       500       510         
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (3-42:437-480) 
 
                                           10            20         
2MEPSP                             YIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       :.   . :   .::                                       
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP     
        470       480       490       500       510         
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (3-42:437-480) 
 
                                           10            20         
2MEPSP                             YIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       :.   . :   .::                                       
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP     
        470       480       490       500       510         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (3-42:437-480) 
 
                                           10            20         
2MEPSP                             YIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       :.   . :   .::                                       
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP     
        470       480       490       500       510         
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (3-42:437-480) 
 
                                           10            20         
2MEPSP                             YIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
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        410       420       430       440       450       460       
 
       30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       :.   . :   .::                                       
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP     
        470       480       490       500       510         
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (3-42:437-480) 
 
                                           10            20         
2MEPSP                             YIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       :.   . :   .::                                       
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP     
        470       480       490       500       510         
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (3-42:437-480) 
 
                                           10            20         
2MEPSP                             YIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       :.   . :   .::                                       
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP     
        470       480       490       500       510         
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (3-42:437-480) 
 
                                           10            20         
2MEPSP                             YIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       :.   . :   .::                                       
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP     
        470       480       490       500       510         
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (3-42:437-480) 
 
                                           10            20         
2MEPSP                             YIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       :.   . :   .::                                       
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP     
        470       480       490       500       510         
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>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (3-42:437-480) 
 
                                           10            20         
2MEPSP                             YIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       :.   . :   .::                                       
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP     
        470       480       490       500       510         
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (3-42:437-480) 
 
                                           10            20         
2MEPSP                             YIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       :.   . :   .::                                       
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP     
        470       480       490       500       510         
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (3-42:437-480) 
 
                                           10            20         
2MEPSP                             YIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       :.   . :   .::                                       
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP     
        470       480       490       500       510         
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (3-42:437-480) 
 
                                           10            20         
2MEPSP                             YIKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
       30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       :.   . :   .::                                       
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP     
        470       480       490       500       510         
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (34-49:140-152) 
 
            10        20        30        40        50        60    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
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                                     :: ::   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG               
     110       120       130       140          150                 
 
            70        80 
2MEPSP VTWTETSVTVTGPPREP 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.1  bits: 19.2 E():   23 
Smith-Waterman score: 47; 32.4% identity (62.2% similar) in 37 aa overlap (4-40:58-89) 
 
                                          10        20        30    
2MEPSP                            YIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :..:  :  .. . : :.:.     ::: . 
gi|117 ESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASG-----GAAAA 
        30        40        50        60        70             80   
 
            40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       ::.. .:                                         
gi|117 GGSAQAEAAPEAAKEEEKEESDEDMGFGLFD                 
             90       100       110                    
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (60-78:1-18) 
 
      30        40        50        60        70        80          
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP          
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.1  bits: 20.1 E():   26 
Smith-Waterman score: 49; 23.4% identity (53.2% similar) in 77 aa overlap (8-80:38-111) 
 
                                      10        20        30        
2MEPSP                        YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|168 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
        10        20        30        40        50        60        
 
        40        50         60           70        80              
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREP              
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::              
gi|168 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
           70        80        90       100       110       120     
 
gi|168 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNPNYLAILVKYVDGDGD 
          130       140       150       160       170       180     
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.0  bits: 19.2 E():   26 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (16-61:86-130) 
 
                              10        20        30        40      
2MEPSP                YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
          50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       . ..  : :.: . .:                    
gi|136 KKEALPKCAQVYNKLGMYPPNM              
          120       130                    
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>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.9  bits: 19.3 E():   26 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (16-61:90-134) 
 
                              10        20        30        40      
2MEPSP                YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
          50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       . ..  : :.: . .:                    
gi|145 KKEALPKCAQVYNKLGMYPPNM              
      120       130       140              
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.8  bits: 20.2 E():   27 
Smith-Waterman score: 49; 23.4% identity (53.2% similar) in 77 aa overlap (8-80:49-122) 
 
                                      10        20        30        
2MEPSP                        YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|752 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
       20        30        40        50        60        70         
 
        40        50         60           70        80              
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREP              
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::              
gi|752 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
 
gi|752 GSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.8  bits: 20.2 E():   27 
Smith-Waterman score: 49; 23.4% identity (53.2% similar) in 77 aa overlap (8-80:49-122) 
 
                                      10        20        30        
2MEPSP                        YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|126 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKNVDKAPFNG-- 
       20        30        40        50        60        70         
 
        40        50         60           70        80              
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREP              
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::              
gi|126 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
 
gi|126 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.8  bits: 20.2 E():   27 
Smith-Waterman score: 49; 23.4% identity (53.2% similar) in 77 aa overlap (8-80:49-122) 
 
                                      10        20        30        
2MEPSP                        YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|168 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKNVDKAPFNG-- 
       20        30        40        50        60        70         
 
        40        50         60           70        80              
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREP              
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::              
gi|168 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
 
gi|168 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGD 
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         140       150       160       170       180       190      
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.6  bits: 19.3 E():   27 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (16-61:96-140) 
 
                              10        20        30        40      
2MEPSP                YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
          50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       . ..  : :.: . .:                    
gi|246 KKEALPKCAQVYNKLGMYPPNM              
          130       140                    
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 76.5  bits: 19.3 E():   28 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (22-48:9-38) 
 
               10        20           30        40        50        
2MEPSP YIKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                            ::  ::   :.:.:  .:: ::: . .: :          
gi|110              MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQ 
                            10        20        30        40        
 
        60        70        80                                      
2MEPSP EMMGAKVTWTETSVTVTGPPREP                                      
                                                                    
gi|110 QKFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQ 
        50        60        70        80        90       100        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.5  bits: 20.2 E():   28 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (23-50:133-160) 
 
                       10        20        30        40        50   
2MEPSP         YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
             60        70        80                                 
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREP                                 
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.4  bits: 21.1 E():   28 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (6-54:264-309) 
 
                                        10         20        30     
2MEPSP                          YIKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
           40        50        60        70        80               
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP               
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.0  bits: 20.2 E():   30 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (40-64:282-306) 
 
      10        20        30        40        50        60          
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2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
      70        80 
2MEPSP SVTVTGPPREP 
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.3  bits: 20.3 E():   32 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (19-67:53-100) 
 
                           10        20        30        40         
2MEPSP             YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
       50        60        70        80                             
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREP                             
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.0  bits: 20.7 E():   34 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (3-35:269-302) 
 
                                           10        20         30  
2MEPSP                             YIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
              40        50        60        70        80            
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP            
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.0  bits: 20.7 E():   34 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (3-35:269-302) 
 
                                           10        20         30  
2MEPSP                             YIKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
              40        50        60        70        80            
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP            
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 21.2 E():   35 
Smith-Waterman score: 59; 29.1% identity (54.5% similar) in 55 aa overlap (2-51:101-154) 
 
                                                 10        20       
2MEPSP                              YIKGG-----QKYKSPKNAYVEGDASSASYF 
                                     .:::     .  :.  :::  :....:    
gi|219 ISVLTTDSDVSEITWLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSG 
               80        90       100       110       120       130 
 
         30        40        50        60        70        80       
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP       
       :   : .:  ..  : : .. .::.                                    
gi|219 LK-LAKSGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAV 
               140       150       160       170       180          
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>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (50-75:175-201) 
 
      20        30        40        50         60        70         
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
       80                                                           
2MEPSP EP                                                           
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (45-60:135-150) 
 
           20        30        40        50        60        70     
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
           80 
2MEPSP GPPREP 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 74.5  bits: 18.5 E():   36 
Smith-Waterman score: 45; 32.4% identity (59.5% similar) in 37 aa overlap (4-40:58-89) 
 
                                          10        20        30    
2MEPSP                            YIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     : .:  :  .. . : :.:.     ::: . 
gi|185 ESVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASG-----GAAAA 
        30        40        50        60        70             80   
 
            40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       ::.. .:                                         
gi|185 GGSAEAEAAPEAAKEEEKEESDEDMGFGLFD                 
             90       100       110                    
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.4  bits: 18.5 E():   36 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (27-77:1-49) 
 
               10        20        30        40        50        60 
2MEPSP YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 
                                 .:..:.:  ...:  : ..:.   .  ..:   . 
gi|144                           MASSAVTKLALVVALCMAVSVAHAITCGQVTSSL 
                                         10        20        30     
 
               70        80                                         
2MEPSP GAKVTWTETSVTVTGPPREP                                         
       .  . ..... .:  ::                                            
gi|144 APCIGYVRSGGAV--PPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAG 
           40          50        60        70        80        90   
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (16-55:87-131) 
 
                              10        20             30        40 
2MEPSP                YIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
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               50        60        70        80     
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP     
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (16-55:87-131) 
 
                              10        20             30        40 
2MEPSP                YIKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
               50        60        70        80     
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP     
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 19.0 E():   40 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (51-77:4-30) 
 
               30        40        50        60        70        80 
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (6-35:340-370) 
 
                                        10        20        30      
2MEPSP                          YIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
            40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       ::                                              
gi|113 GGYKV                                           
      370                                              
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 20.0 E():   45 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (1-35:331-365) 
 
                                             10        20        30 
2MEPSP                               YIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|458 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
               40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       ....:                                              
gi|458 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV              
              370       380       390                     
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 20.0 E():   45 
Smith-Waterman score: 48; 28.6% identity (60.0% similar) in 35 aa overlap (1-35:331-365) 
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                                             10        20        30 
2MEPSP                               YIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :. :.:..:   
gi|668 ASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALE 
              310       320       330       340       350       360 
 
               40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       ....:                                              
gi|668 GVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV              
              370       380       390                     
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (44-78:30-64) 
 
            20        30        40        50        60        70    
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|374  MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
            80                                                      
2MEPSP TGPPREP                                                      
        :  .                                                        
gi|374 DGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKY 
      60        70        80        90       100       110          
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (44-78:30-64) 
 
            20        30        40        50        60        70    
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|169  MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
            80                                                      
2MEPSP TGPPREP                                                      
        :  .                                                        
gi|169 DGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKF 
      60        70        80        90       100       110          
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (16-55:87-131) 
 
                              10        20             30        40 
2MEPSP                YIKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
               50        60        70        80    
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP    
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.8  bits: 18.2 E():   50 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (32-56:19-41) 
 
              10        20        30        40        50        60  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
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              70        80                                          
2MEPSP AKVTWTETSVTVTGPPREP                                          
                                                                    
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.6  bits: 18.2 E():   52 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (32-56:25-47) 
 
              10        20        30        40        50        60  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|136       QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                     10        20        30          40        50   
 
              70        80                                          
2MEPSP AKVTWTETSVTVTGPPREP                                          
                                                                    
gi|136 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLG 
             60        70        80        90       100       110   
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.4  bits: 19.6 E():   53 
Smith-Waterman score: 47; 22.6% identity (59.7% similar) in 62 aa overlap (21-79:222-283) 
 
                         10        20        30        40           
2MEPSP           YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
        50        60        70        80                            
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPREP                            
          .... :. . ..  .  ..: .. ::  :                             
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
 
gi|122 HVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
             320       330       340       350       360  
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (6-35:231-261) 
 
                                        10        20        30      
2MEPSP                          YIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
            40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       ::                                              
gi|226 GGYKV                                           
     260                                               
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 44; 28.9% identity (60.0% similar) in 45 aa overlap (17-61:97-140) 
 
                             10        20        30        40       
2MEPSP               YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: :. .  :.  ....: : ::.  :  . 
gi|246 SMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFIL-STVNGTTRTVNPLGFYK 
         70        80        90       100        110       120      
 
         50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
        ..  : :.: . .:                    
gi|246 KEALPKCAQVYNKLGMYPPNM              
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         130       140                    
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 46; 26.5% identity (55.9% similar) in 34 aa overlap (44-77:114-147) 
 
            20        30        40        50        60        70    
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
            80                                                      
2MEPSP TGPPREP                                                      
          :                                                         
gi|144 IILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDR 
           150       160       170       180       190       200    
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.0  bits: 17.8 E():   55 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (6-40:69-101) 
 
                                        10        20        30      
2MEPSP                          YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
          40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       .. ::                                         
gi|148 AIGVEEWAVLVKA                                 
        100                                          
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.7  bits: 17.8 E():   57 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (27-77:1-49) 
 
               10        20        30        40        50        60 
2MEPSP YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 
                                 .:..:.:  ...:  : ..:.   .  ..:   . 
gi|506                           MASSAVTKLALVVALCMAVSVAHAITCGQVTSSL 
                                         10        20        30     
 
               70        80                                         
2MEPSP GAKVTWTETSVTVTGPPREP                                         
       .  . ..... .:  ::                                            
gi|506 APCIGYVRNGGAV--PPACCNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAG 
           40          50        60        70        80        90   
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.7  bits: 17.8 E():   57 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (10-49:20-60) 
 
                         10        20        30        40           
2MEPSP           YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQG 
                          :  .: . :...:.     : . .::.:    : :  ...: 
gi|384 MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTING 
               10        20        30        40        50        60 
 
      50        60        70        80                         
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREP                         
                                                               
gi|384 LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.7  bits: 19.2 E():   58 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (6-41:259-293) 
 
                                        10        20        30      
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2MEPSP                          YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
          40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       ::.. :                                        
gi|119 TVSAGGYKV                                     
       290                                           
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.1  bits: 18.3 E():   62 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (28-49:150-172) 
 
                  10        20        30         40        50       
2MEPSP    YIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
         60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREP 
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (32-56:20-42) 
 
              10        20        30        40        50        60  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
              70        80                                          
2MEPSP AKVTWTETSVTVTGPPREP                                          
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (32-56:20-42) 
 
              10        20        30        40        50        60  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
              70        80                                          
2MEPSP AKVTWTETSVTVTGPPREP                                          
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (32-56:20-42) 
 
              10        20        30        40        50        60  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
              70        80                                          
2MEPSP AKVTWTETSVTVTGPPREP                                          
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
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>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (32-56:21-43) 
 
              10        20        30        40        50        60  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
              70        80                                          
2MEPSP AKVTWTETSVTVTGPPREP                                          
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (32-56:21-43) 
 
              10        20        30        40        50        60  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
              70        80                                          
2MEPSP AKVTWTETSVTVTGPPREP                                          
                                                                    
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (32-56:21-43) 
 
              10        20        30        40        50        60  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
              70        80                                          
2MEPSP AKVTWTETSVTVTGPPREP                                          
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 17.9 E():   63 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (32-56:21-43) 
 
              10        20        30        40        50        60  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
              70        80                                          
2MEPSP AKVTWTETSVTVTGPPREP                                          
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.9  bits: 19.2 E():   64 
Smith-Waterman score: 46; 29.4% identity (55.9% similar) in 34 aa overlap (2-35:160-193) 
 
                                            10        20        30  
2MEPSP                              YIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
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                                     .: :..  :  :  . :  : :  . ..:: 
gi|546 AVKVLRSNGSGSMSDVIKGVEFAVKSHQDSVKKGKNSFSTANMSLGGGKSPALDLAVNAA 
     130       140       150       160       170       180          
 
              40        50        60        70        80            
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP            
       . .:                                                         
gi|546 VKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFSNYGKCVDIFAPGLNI 
     190       200       210       220       230       240          
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (16-61:86-130) 
 
                              10        20        30        40      
2MEPSP                YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
          50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       . ..  : :.: . .:                    
gi|136 KKEALPKCAQVYNKLGMYPPNM              
          120       130                    
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (32-56:29-51) 
 
              10        20        30        40        50        60  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|145   PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRA 
                 10        20        30          40        50       
 
              70        80                                          
2MEPSP AKVTWTETSVTVTGPPREP                                          
                                                                    
gi|145 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLG 
         60        70        80        90       100       110       
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (32-56:29-51) 
 
              10        20        30        40        50        60  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|145   PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRA 
                 10        20        30          40        50       
 
              70        80                                          
2MEPSP AKVTWTETSVTVTGPPREP                                          
                                                                    
gi|145 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLG 
         60        70        80        90       100       110       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (6-35:232-262) 
 
                                        10        20        30      
2MEPSP                          YIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
            40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       ::                                              
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gi|180 GGYKV                                           
                                                       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 48; 28.3% identity (60.4% similar) in 53 aa overlap (5-55:109-159) 
 
                                         10        20          30   
2MEPSP                           YIKGGQKYKSPKNAYVEGDASSASYFL--AGAAI 
                                     :.:  . ..: :.   ..   :.  .. .: 
gi|151 LRYGATREKALWIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVI 
       80        90       100       110       120       130         
 
             40        50        60        70        80             
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP             
         : . ..::.:. : :::  .:                                      
gi|151 LHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGL 
      140        150        160       170       180       190       
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (34-49:132-144) 
 
            10        20        30        40        50        60    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
            70        80 
2MEPSP VTWTETSVTVTGPPREP 
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (34-49:132-144) 
 
            10        20        30        40        50        60    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
            70        80 
2MEPSP VTWTETSVTVTGPPREP 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (31-75:204-252) 
 
               10        20        30        40           50        
2MEPSP YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
         60        70        80              
2MEPSP EM-MGAKVTWTETSVTVTGPPREP              
       .  :: : :  ..:  . :                   
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (31-75:204-252) 
 
               10        20        30        40           50        
2MEPSP YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
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         60        70        80              
2MEPSP EM-MGAKVTWTETSVTVTGPPREP              
       .  :: : :  ..:  . :                   
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (32-56:35-57) 
 
              10        20        30        40        50        60  
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
              70        80                                          
2MEPSP AKVTWTETSVTVTGPPREP                                          
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.3  bits: 19.3 E():   69 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (37-55:97-115) 
 
         10        20        30        40        50        60       
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
         70        80                                               
2MEPSP TETSVTVTGPPREP                                               
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.2  bits: 17.5 E():   69 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (6-40:69-101) 
 
                                        10        20        30      
2MEPSP                          YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
          40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
        . :.                                         
gi|288 KIGVDEFAAMIKG                                 
        100                                          
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (50-75:175-201) 
 
      20        30        40        50         60        70         
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
       80                                                           
2MEPSP EP                                                           
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
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 initn:  39 init1:  39 opt:  45  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (50-75:175-201) 
 
      20        30        40        50         60        70         
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
       80                                                           
2MEPSP EP                                                           
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.1  bits: 17.9 E():   70 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (34-49:140-152) 
 
            10        20        30        40        50        60    
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
            70        80 
2MEPSP VTWTETSVTVTGPPREP 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 17.9 E():   70 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (16-50:30-64) 
 
                             10        20        30        40       
2MEPSP               YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                    : :. :. .  : :  ...  .:..:: .:. 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMSTG 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP                           
        . :                                                         
gi|160 PHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (29-70:216-260) 
 
                 10        20        30        40           50      
2MEPSP   YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
          60        70        80                
2MEPSP VLEMMGAKVTWTETSVTVTGPPREP                
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (12-61:40-93) 
 
                                  10        20            30        
2MEPSP                    YIKGGQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
        40        50        60        70        80                  
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2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP                  
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 19.3 E():   71 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (18-40:145-167) 
 
                            10        20        30        40        
2MEPSP              YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
        50        60        70        80                            
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP                            
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|21069093|gb|AAM33821.1| alkaline serine protease [P  (398 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 19.3 E():   71 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (1-33:331-363) 
 
                                             10        20        30 
2MEPSP                               YIKGGQKYKSPKNAYVEGDASSASYFLAGA 
                                     :  ::.:  :  .  .   :..:.:..:   
gi|210 ASTNSDGSASFTNFGSVVDLYAPGKDITAAYPGGGSKTLSGTSMAAPHVAGAAAYLMALE 
              310       320       330       340       350       360 
 
               40        50        60        70        80 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       ..:                                                
gi|210 GVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ             
              370       380       390                     
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (46-76:98-127) 
 
          20        30        40        50        60        70      
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
          80                                                        
2MEPSP PPREP                                                        
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.9  bits: 18.4 E():   73 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (46-76:99-128) 
 
          20        30        40        50        60        70      
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
          80                                                        
2MEPSP PPREP                                                        
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
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Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (18-55:93-131) 
 
                            10        20         30        40       
2MEPSP              YIKGGQKYKSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
         50        60        70        80     
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP     
        .::... :                              
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN 
            130       140       150       160 
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.6  bits: 18.0 E():   75 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (43-68:38-62) 
 
             20        30        40        50        60        70   
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
             80                                                     
2MEPSP VTGPPREP                                                     
                                                                    
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 19.3 E():   77 
Smith-Waterman score: 46; 36.4% identity (68.2% similar) in 22 aa overlap (57-78:312-333) 
 
         30        40        50        60        70        80       
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP       
                                     .: .: :.  .  ..:::.: :         
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|187766755|gb|ACD36978.1| Gly m Bd 28K allergen [Gly  (455 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 68.2  bits: 19.4 E():   79 
Smith-Waterman score: 46; 33.3% identity (70.4% similar) in 27 aa overlap (3-29:17-42) 
 
                             10        20        30        40       
2MEPSP               YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                       .::.: ::::. .. .... .    ::                  
gi|187 VLCHGVATTTMAFHDDEGGDK-KSPKSLFLMSNSTRVFKTDAGEMRVLKSHGGRIFYRHM 
               10        20         30        40        50          
 
         50        60        70        80                           
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP                           
                                                                    
gi|187 HIGFISMEPKSLFVPQYLDSNLIIFIRRGEAKLGFIYDDELAERRLKTGDLYMIPSGSAF 
      60        70        80        90       100       110          
 
>>gi|12697782|dbj|BAB21619.1| allergen Gly m Bd 28K [Gly  (473 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 46; 33.3% identity (70.4% similar) in 27 aa overlap (3-29:26-51) 
 
                                      10        20        30        
2MEPSP                        YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                .::.: ::::. .. .... .    ::         
gi|126 KTTLLLLLFVLCHGVATTTMAFHDDEGGDK-KSPKSLFLMSNSTRVFKTDAGEMRVLKSH 
               10        20        30         40        50          
 
        40        50        60        70        80                  
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP                  
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gi|126 GGRIFYRHMHIGFISMEPKSLFVPQYLDSNLIIFIRRGEAKLGFIYDDELAERRLKTGDL 
      60        70        80        90       100       110          
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 46; 28.3% identity (52.2% similar) in 46 aa overlap (2-47:392-437) 
 
                                            10        20        30  
2MEPSP                              YIKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     :. ::    :.:  :   ::: ..  ..   
gi|110 VNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFAVVKRASSDKFEWVSFK 
             370       380       390       400       410       420  
 
              40        50        60        70        80            
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP            
        .: . : .  : .:.                                             
gi|110 TNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQ 
             430       440       450       460       470       480  
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.5  bits: 18.0 E():   86 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (21-46:103-127) 
 
                         10        20        30        40        50 
2MEPSP           YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
               60        70        80                               
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREP                               
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.0 E():   87 
Smith-Waterman score: 43; 24.1% identity (65.5% similar) in 29 aa overlap (4-32:173-201) 
 
                                          10        20        30    
2MEPSP                            YIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  ..:..  .:  :.. ... : : .  
gi|116 VPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFYEAVAKVN 
            150       160       170       180       190       200   
 
            40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                                       
gi|116 FQ                                              
                                                       
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.1 E():   87 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (12-40:73-101) 
 
                                  10        20        30        40  
2MEPSP                    YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
              50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                               
gi|193 FNHLVKH                                 
                                               
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.3  bits: 19.9 E():   88 
Smith-Waterman score: 59; 29.1% identity (54.5% similar) in 55 aa overlap (2-51:101-154) 
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                                                 10        20       
2MEPSP                              YIKGG-----QKYKSPKNAYVEGDASSASYF 
                                     .:::     .  :.  :::  :....:    
gi|581 INVLTTDSDVSEITWLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSG 
               80        90       100       110       120       130 
 
         30        40        50        60        70        80       
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP       
       :   : .:  ..  : : .. .::.                                    
gi|581 LK-LAKSGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAV 
               140       150       160       170       180          
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 17.2 E():   88 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (10-34:59-84) 
 
                                    10         20        30         
2MEPSP                      YIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
       40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                                  
gi|668 AAKEKNEEEKEESDEDMGFGLFD                    
       90       100       110                     
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 17.2 E():   88 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (10-34:59-84) 
 
                                    10         20        30         
2MEPSP                      YIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
       40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                                  
gi|833 AAEEKKEEEKEESDEDMGFGLFD                    
       90       100       110                     
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.2 E():   88 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (10-35:59-83) 
 
                                    10         20        30         
2MEPSP                      YIKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
       40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                                  
gi|215 AAPEAERAEEEKEESDDDMGFGLFD                  
         90       100       110                   
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.6 E():   89 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (4-20:109-125) 
 
                                          10        20        30    
2MEPSP                            YIKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
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            40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                                       
gi|145 SQGIFKAIEGYVLSN                                 
      140       150                                    
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 19.0 E():   89 
Smith-Waterman score: 45; 29.2% identity (58.3% similar) in 48 aa overlap (18-65:317-364) 
 
                            10        20        30        40        
2MEPSP              YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     :. ::.:   . .. ::.. :  : :. :  
gi|855 SASSTSSKTPSTSTLATSTKATPTPSGTSSGSNSSSSAEPTTTGGTGSSNTGSGSGSGSG 
        290       300       310       320       330       340       
 
        50        60        70        80                 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP                 
       .:. . .      ::..:                                
gi|855 SGSSSSTGSSTSAGASATPELSQGAAGSIKGSVTACALVFGAVAAVLAF 
        350       360       370       380       390      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 42; 28.6% identity (55.1% similar) in 49 aa overlap (12-55:83-130) 
 
                                  10        20             30       
2MEPSP                    YIKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
         40        50        60        70        80     
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP     
       : ... .    ..::.. :                              
gi|131 V-IKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
             120       130       140       150          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 44; 30.6% identity (63.9% similar) in 36 aa overlap (6-41:264-297) 
 
                                        10        20        30      
2MEPSP                          YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:. 
gi|441 YAATVAAAPEVKYAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVATG--AATAAAGA 
           240       250       260       270       280         290  
 
          40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       .... :                                        
gi|441 ATAAAGGYKA                                    
             300                                     
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 66.9  bits: 18.5 E():   92 
Smith-Waterman score: 44; 34.8% identity (63.0% similar) in 46 aa overlap (6-49:259-300) 
 
                                        10          20        30    
2MEPSP                          YIKGGQKYKSP--KNAYVEGDASSASYFLAGAAIT 
                                     :: ..:    : : . :..:.   .::: : 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAA---TGAA-T 
      230       240       250       260       270          280      
 
            40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
       :.. .. : .:.:  :                                
gi|119 GAAGAATGAATVSAGGYKV                             
          290       300                                
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 18.5 E():   93 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (41-60:285-304) 
 
               20        30        40        50        60        70 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
               80 
2MEPSP VTVTGPPREP 
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (46-60:53-67) 
 
          20        30        40        50        60        70      
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
          80                                                        
2MEPSP PPREP                                                        
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.7  bits: 19.9 E():   96 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (3-22:767-786) 
 
                                           10        20        30   
2MEPSP                             YIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|170 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
        740       750       760       770       780       790       
 
             40        50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                                        
gi|170 AQLPAMCRLEGGDALLASQ                              
        800       810                                   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.5  bits: 19.9 E():   97 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (3-22:782-801) 
 
                                           10        20        30   
2MEPSP                             YIKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|217 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             760       770       780       790       800       810  
 
             40        50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                                        
gi|217 AQLPAMCRLEGGDALLASQ                              
             820       830                              
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 17.7 E():   98 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (30-43:13-26) 
 
               10        20        30        40        50        60 
2MEPSP YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 
                                    ::...  : :. ::                  
gi|156                  MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTK 
                                10        20        30        40    
 
               70        80                                         
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2MEPSP GAKVTWTETSVTVTGPPREP                                         
                                                                    
gi|156 HNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKAS 
            50        60        70        80        90       100    
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.5  bits: 18.1 E():   98 
Smith-Waterman score: 43; 25.6% identity (55.8% similar) in 43 aa overlap (8-50:26-65) 
 
                                 10        20        30        40   
2MEPSP                   YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                : .: .:  . .... .:  .  :  .:   . :: 
gi|331 IPKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG---MTGC 
               10        20        30        40        50           
 
             50        60        70        80                       
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP                       
       :.: .  :                                                     
gi|331 GNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFGSMAK 
        60        70        80        90       100       110        
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.1 E():   98 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (30-49:218-237) 
 
                10        20        30        40        50          
2MEPSP  YIKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
      60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREP 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:51 2011 done: Tue Apr 19 10:57:51 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 236  - 315 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     2     0:= 
  28     6     0:== 
  30    11     2:*=== 
  32    17     8:==*=== 
  34    27    22:=======*= 
  36    39    44:============= * 
  38    54    73:==================      * 
  40    93   102:===============================  * 
  42   131   125:=========================================*== 
  44   170   137:=============================================*=========== 
  46   136   140:==============================================* 
  48   132   134:============================================* 
  50   114   122:======================================  * 
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  52    97   107:=================================  * 
  54   110    92:==============================*====== 
  56    54    77:==================       * 
  58    50    63:=================   * 
  60    38    51:=============   * 
  62    29    41:==========   * 
  64    41    33:==========*=== 
  66    26    26:========* 
  68    20    20:======* 
  70    23    16:=====*== 
  72    10    12:===* 
  74    10    10:===* 
  76    12     8:==*= 
  78    18     6:=*==== 
  80     4     5:=* 
  82     2     3:* 
  84     1     3:* 
  86     4     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.66930.00307; mu= 14.0004 0.158 
 mean_var=29.7561 7.955, 0's: 2 Z-trim: 3  B-trim: 124 in 2/42 
 Lambda= 0.235118 
 Kolmogorov-Smirnov  statistic: 0.0248 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   77 29.5   0.024 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 25.3       1 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   64 25.3     1.3 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 24.6     1.6 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 24.6     1.7 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 24.7     2.2 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   61 24.3     2.6 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   53 21.3       5 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.4     7.2 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.4     7.8 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.6       8 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.0     8.7 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.9     9.5 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.1      13 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 20.4      14 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.6      16 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.6      16 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.0      16 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 20.0      18 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.3      19 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   50 20.5      20 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 22.0      20 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 22.0      20 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   47 19.3      21 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.7      21 
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gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.7      22 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.3      24 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.3      24 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.3      24 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 21.3      24 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.3      24 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.3      24 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.3      24 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.3      24 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 21.3      24 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.3      24 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.3      24 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.3      24 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.3      24 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.3      25 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.3      25 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.3      26 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.1      26 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.3      27 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.1      27 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.1      27 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.1      27 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.1      29 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.2      31 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.9      31 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   45 18.6      33 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.2      34 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.6      34 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.0      34 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.0      36 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.0      36 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 19.8      36 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.6      37 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.6      37 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.0      39 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 21.0      40 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   45 18.7      44 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   45 18.7      44 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.7      45 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.9      46 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.3      47 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.3      49 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.9      51 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.3      52 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 17.9      54 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.9      54 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.1      55 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   47 19.5      56 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   46 19.1      57 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 19.1      60 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.0      60 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.0      60 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.0      60 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.0      61 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.0      61 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.0      61 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.0      61 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.4      61 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.0      62 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.0      64 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.0      64 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.6      65 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.0      65 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.0      65 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.0      66 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   46 19.2      68 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 18.0      68 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 18.0      68 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.8      69 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 18.0      69 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 18.8      70 
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gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 18.8      70 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 18.0      71 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.2      72 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.4      73 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 18.8      73 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 18.8      73 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 18.0      73 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.4      73 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 18.8      73 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.2      74 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.2      77 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.2      82 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.2      83 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.2      83 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.2      83 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.2      84 
gi|187766755|gb|ACD36978.1| Gly m Bd 28K allergen  ( 455)   46 19.2      86 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.6      86 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.0      87 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   43 18.0      87 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   42 17.7      89 
gi|12697782|dbj|BAB21619.1| allergen Gly m Bd 28K  ( 473)   46 19.2      89 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.7      92 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   46 19.2      93 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 18.9      96 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   44 18.5      96 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   41 17.3      96 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.7      96 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   45 18.9      97 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   45 18.9      97 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   44 18.5      97 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.5      98 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  77  Z-score: 131.4  bits: 29.5 E(): 0.024 
Smith-Waterman score: 77; 29.5% identity (55.1% similar) in 78 aa overlap (1-74:53-130) 
 
                                             10           20        
2MEPSP                               IKGGQKYKSPKNA-YVEG--DASSASYFLA 
                                     .:: .  .. :.: :. :  :::.     . 
gi|583 TDAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKTT 
             30        40        50        60        70        80   
 
        30        40         50        60        70        80       
2MEPSP GAAITGGTVTVEGCGTTS-LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF       
       :.: . :.  : :  :.. .  : :  .:..  :    :...: :  :             
gi|583 GTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTET 
             90       100       110       120       130       140   
 
gi|583 RGSTPANEVYKKCPGMP 
            150          
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 102.2  bits: 25.3 E():    1 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (5-56:79-131) 
 
                                         10        20        30     
2MEPSP                           IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
            40        50        60        70        80              
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF              
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  64 init1:  64 opt:  64  Z-score: 100.6  bits: 25.3 E():  1.3 
Smith-Waterman score: 64; 32.4% identity (67.6% similar) in 37 aa overlap (1-37:8-44) 
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                      10        20        30        40        50    
2MEPSP        IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
              ... : . :  :  ::.:.. .. .:: ::. .:. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPF                                  
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 99.0  bits: 24.6 E():  1.6 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (5-56:59-111) 
 
                                         10        20        30     
2MEPSP                           IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
            40        50        60        70        80              
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF              
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 98.6  bits: 24.6 E():  1.7 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (5-56:79-131) 
 
                                         10        20        30     
2MEPSP                           IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
            40        50        60        70        80              
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF              
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 96.2  bits: 24.7 E():  2.2 
Smith-Waterman score: 62; 32.7% identity (59.2% similar) in 49 aa overlap (3-49:423-469) 
 
                                           10        20        30   
2MEPSP                             IKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :.:     .:  . ::. . :  :.::. : 
gi|947 AISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNKGASGDSYTLS--LSGAGYT 
            400       410       420       430       440         450 
 
               40        50        60        70        80 
2MEPSP GGTVTVE--GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       .:   .:  :: :... .:                                
gi|947 AGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS  
              460       470       480       490           
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 95.1  bits: 24.3 E():  2.6 
Smith-Waterman score: 61; 32.4% identity (64.9% similar) in 37 aa overlap (1-37:8-44) 
 
                      10        20        30        40        50    
2MEPSP        IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
              ... : . :  :  ::.:.. .. .:: ::.  :. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
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            60        70        80                                  
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPF                                  
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 89.9  bits: 21.3 E():    5 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (5-39:69-101) 
 
                                         10        20        30     
2MEPSP                           IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
           40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
        . ::                                          
gi|207 KIGVEEFQALVKA                                  
        100                                           
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 87.1  bits: 21.4 E():  7.2 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (13-41:86-113) 
 
                                 10        20        30        40   
2MEPSP                   IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
             50        60        70        80                
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF                
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 86.5  bits: 21.4 E():  7.8 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (13-41:102-129) 
 
                                 10        20        30        40   
2MEPSP                   IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
             50        60        70        80                
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF                
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 86.3  bits: 20.6 E():    8 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (5-39:69-101) 
 
                                         10        20        30     
2MEPSP                           IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
           40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
        . ::                                          
gi|207 KIGVEEFQALVKA                                  
        100                                           
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7710

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  38 init1:  38 opt:  52  Z-score: 85.6  bits: 21.0 E():  8.7 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (11-54:83-130) 
 
                                   10        20             30      
2MEPSP                     IKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
          40        50        60        70        80    
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF    
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 84.9  bits: 21.9 E():  9.5 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (5-40:264-297) 
 
                                         10        20        30     
2MEPSP                           IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
           40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       .... :                                         
gi|663 ATAAAGGYKA                                     
             300                                      
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.4  bits: 21.1 E():   13 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (31-50:208-227) 
 
               10        20        30        40        50        60 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
               70        80 
2MEPSP AKVTWTETSVTVTGPPREPF 
                            
gi|111 KPEFIDIINAAAVKSA     
       240       250        
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.9  bits: 20.4 E():   14 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (11-54:83-130) 
 
                                   10        20             30      
2MEPSP                     IKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
          40        50        60        70        80    
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF    
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (10-39:73-101) 
 
                                    10        20        30          
2MEPSP                      IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
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             50        60        70         80        90       100  
 
      40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
                                                 
gi|288 EFAVWVKQ                                  
                                                 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 19.6 E():   16 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (9-34:59-84) 
 
                                     10        20        30         
2MEPSP                       IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
       40        50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
                                                  
gi|117 APEAAKEEEKEESDDDMGFGLFD                    
       90       100       110                     
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (31-55:35-57) 
 
               10        20        30        40        50        60 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
               70        80                                         
2MEPSP AKVTWTETSVTVTGPPREPF                                         
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (13-41:84-111) 
 
                                 10        20        30        40   
2MEPSP                   IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
             50        60        70        80              
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF              
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.5  bits: 19.3 E():   19 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (2-21:53-72) 
 
                                            10        20        30  
2MEPSP                              IKGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
              40        50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
                                                         
gi|897 AQLPAMCRLEGGDALLASQ                               
             90       100                                
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>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 79.0  bits: 20.5 E():   20 
Smith-Waterman score: 50; 35.5% identity (64.5% similar) in 31 aa overlap (1-31:25-54) 
 
                                       10        20        30       
2MEPSP                         IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                               : ::..  :: .:  .   .:::.: .:. .      
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSN-ASPGDAVYQIALQSASHFCGGSILDEYWI 
               10        20        30         40        50          
 
         40        50        60        70        80                 
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF                 
                                                                    
gi|225 LTAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNA 
      60        70        80        90       100       110          
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 79.0  bits: 22.0 E():   20 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (8-50:113-154) 
 
                                      10        20        30        
2MEPSP                        IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
        40        50        60        70        80                  
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF                  
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 79.0  bits: 22.0 E():   20 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (8-50:113-154) 
 
                                      10        20        30        
2MEPSP                        IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
        40        50        60        70        80                  
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF                  
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.3 E():   21 
Smith-Waterman score: 47; 32.4% identity (62.2% similar) in 37 aa overlap (3-39:58-89) 
 
                                           10        20        30   
2MEPSP                             IKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :..:  :  .. . : :.:.     ::: . 
gi|117 ESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASG-----GAAAA 
        30        40        50        60        70             80   
 
             40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       ::.. .:                                          
gi|117 GGSAQAEAAPEAAKEEEKEESDEDMGFGLFD                  
             90       100       110                     
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 78.5  bits: 19.7 E():   21 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (33-48:140-152) 
 
             10        20        30        40        50        60   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
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                                     :: ::   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG               
     110       120       130       140          150                 
 
             70        80 
2MEPSP VTWTETSVTVTGPPREPF 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.2  bits: 19.7 E():   22 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (59-77:1-18) 
 
       30        40        50        60        70        80         
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF         
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.7  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (2-41:437-480) 
 
                                            10            20        
2MEPSP                              IKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       :.   . :   .::                                        
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP      
        470       480       490       500       510          
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.7  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (2-41:437-480) 
 
                                            10            20        
2MEPSP                              IKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       :.   . :   .::                                        
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP      
        470       480       490       500       510          
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.7  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (2-41:437-480) 
 
                                            10            20        
2MEPSP                              IKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       :.   . :   .::                                        
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP      
        470       480       490       500       510          
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.7  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (2-41:437-480) 
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                                            10            20        
2MEPSP                              IKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       :.   . :   .::                                        
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP      
        470       480       490       500       510          
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.7  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (2-41:437-480) 
 
                                            10            20        
2MEPSP                              IKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       :.   . :   .::                                        
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP      
        470       480       490       500       510          
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.7  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (2-41:437-480) 
 
                                            10            20        
2MEPSP                              IKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       :.   . :   .::                                        
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP      
        470       480       490       500       510          
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.7  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (2-41:437-480) 
 
                                            10            20        
2MEPSP                              IKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       :.   . :   .::                                        
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP      
        470       480       490       500       510          
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.7  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (2-41:437-480) 
 
                                            10            20        
2MEPSP                              IKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
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        30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       :.   . :   .::                                        
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP      
        470       480       490       500       510          
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.7  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (2-41:437-480) 
 
                                            10            20        
2MEPSP                              IKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       :.   . :   .::                                        
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP      
        470       480       490       500       510          
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.7  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (2-41:437-480) 
 
                                            10            20        
2MEPSP                              IKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       :.   . :   .::                                        
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP      
        470       480       490       500       510          
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.7  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (2-41:437-480) 
 
                                            10            20        
2MEPSP                              IKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       :.   . :   .::                                        
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP      
        470       480       490       500       510          
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.7  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (2-41:437-480) 
 
                                            10            20        
2MEPSP                              IKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       :.   . :   .::                                        
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP      
        470       480       490       500       510          
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  39 init1:  39 opt:  52  Z-score: 77.7  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (2-41:437-480) 
 
                                            10            20        
2MEPSP                              IKGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
        30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       :.   . :   .::                                        
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP      
        470       480       490       500       510          
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.4  bits: 19.3 E():   25 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (15-60:86-130) 
 
                               10        20        30        40     
2MEPSP                 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
           50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       . ..  : :.: . .:                     
gi|136 KKEALPKCAQVYNKLGMYPPNM               
          120       130                     
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.3  bits: 19.3 E():   25 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (15-60:90-134) 
 
                               10        20        30        40     
2MEPSP                 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
           50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       . ..  : :.: . .:                     
gi|145 KKEALPKCAQVYNKLGMYPPNM               
      120       130       140               
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.0  bits: 19.3 E():   26 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (15-60:96-140) 
 
                               10        20        30        40     
2MEPSP                 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
           50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       . ..  : :.: . .:                     
gi|246 KKEALPKCAQVYNKLGMYPPNM               
          130       140                     
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.0  bits: 20.1 E():   26 
Smith-Waterman score: 49; 23.4% identity (53.2% similar) in 77 aa overlap (7-79:38-111) 
 
                                       10        20        30       
2MEPSP                         IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|168 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
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        10        20        30        40        50        60        
 
         40        50         60           70        80             
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPF             
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::              
gi|168 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
           70        80        90       100       110       120     
 
gi|168 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNPNYLAILVKYVDGDGD 
          130       140       150       160       170       180     
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 76.8  bits: 19.3 E():   27 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (21-47:9-38) 
 
               10        20           30        40        50        
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                           ::  ::   :.:.:  .:: ::: . .: :           
gi|110             MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQ 
                           10        20        30        40         
 
        60        70        80                                      
2MEPSP MMGAKVTWTETSVTVTGPPREPF                                      
                                                                    
gi|110 KFKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQ 
       50        60        70        80        90       100         
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.7  bits: 20.1 E():   27 
Smith-Waterman score: 49; 23.4% identity (53.2% similar) in 77 aa overlap (7-79:49-122) 
 
                                       10        20        30       
2MEPSP                         IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|168 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKNVDKAPFNG-- 
       20        30        40        50        60        70         
 
         40        50         60           70        80             
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPF             
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::              
gi|168 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
 
gi|168 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.7  bits: 20.1 E():   27 
Smith-Waterman score: 49; 23.4% identity (53.2% similar) in 77 aa overlap (7-79:49-122) 
 
                                       10        20        30       
2MEPSP                         IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|752 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
       20        30        40        50        60        70         
 
         40        50         60           70        80             
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPF             
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::              
gi|752 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
 
gi|752 GSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.7  bits: 20.1 E():   27 
Smith-Waterman score: 49; 23.4% identity (53.2% similar) in 77 aa overlap (7-79:49-122) 
 
                                       10        20        30       
2MEPSP                         IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
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                                     : .: .:  . .... .:  .  :  .:   
gi|126 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKNVDKAPFNG-- 
       20        30        40        50        60        70         
 
         40        50         60           70        80             
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPF             
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::              
gi|126 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
 
gi|126 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (22-49:133-160) 
 
                        10        20        30        40        50  
2MEPSP          IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
              60        70        80                                
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPF                                
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.7  bits: 20.2 E():   31 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (39-63:282-306) 
 
       10        20        30        40        50        60         
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
       70        80 
2MEPSP SVTVTGPPREPF 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.6  bits: 20.9 E():   31 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (5-53:264-309) 
 
                                         10         20        30    
2MEPSP                           IKGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
            40        50        60        70        80              
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF              
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 75.0  bits: 18.6 E():   33 
Smith-Waterman score: 45; 32.4% identity (59.5% similar) in 37 aa overlap (3-39:58-89) 
 
                                           10        20        30   
2MEPSP                             IKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     : .:  :  .. . : :.:.     ::: . 
gi|185 ESVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASG-----GAAAA 
        30        40        50        60        70             80   
 
             40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       ::.. .:                                          
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gi|185 GGSAEAEAAPEAAKEEEKEESDEDMGFGLFD                  
             90       100       110                     
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.9  bits: 20.2 E():   34 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (18-66:53-100) 
 
                            10        20        30        40        
2MEPSP              IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
        50        60        70        80                            
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF                            
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.9  bits: 18.6 E():   34 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (26-76:1-49) 
 
               10        20        30        40        50        60 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                .:..:.:  ...:  : ..:.   .  ..:   .. 
gi|144                          MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLA 
                                        10        20        30      
 
               70        80                                         
2MEPSP AKVTWTETSVTVTGPPREPF                                         
         . ..... .:  ::                                             
gi|144 PCIGYVRSGGAV--PPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGL 
          40          50        60        70        80        90    
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 19.0 E():   34 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (44-59:135-150) 
 
            20        30        40        50        60        70    
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
            80 
2MEPSP GPPREPF 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (15-54:87-131) 
 
                               10        20             30          
2MEPSP                 IKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
      40        50        60        70        80    
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF    
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (15-54:87-131) 
 
                               10        20             30          
2MEPSP                 IKGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
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gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
      40        50        60        70        80    
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF    
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.3  bits: 19.8 E():   36 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (49-74:175-201) 
 
       20        30        40        50         60        70        
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
        80                                                          
2MEPSP EPF                                                          
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.3  bits: 20.6 E():   37 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (2-34:269-302) 
 
                                            10        20         30 
2MEPSP                              IKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
               40        50        60        70        80           
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF           
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.3  bits: 20.6 E():   37 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (2-34:269-302) 
 
                                            10        20         30 
2MEPSP                              IKGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
               40        50        60        70        80           
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF           
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 19.0 E():   39 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (50-76:4-30) 
 
      20        30        40        50        60        70          
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
      80                                                            
2MEPSP F                                                            
                                                                    
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
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            40        50        60        70        80        90    
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.5  bits: 21.0 E():   40 
Smith-Waterman score: 59; 29.1% identity (54.5% similar) in 55 aa overlap (1-50:101-154) 
 
                                                  10        20      
2MEPSP                               IKGG-----QKYKSPKNAYVEGDASSASYF 
                                     .:::     .  :.  :::  :....:    
gi|219 ISVLTTDSDVSEITWLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSG 
               80        90       100       110       120       130 
 
          30        40        50        60        70        80      
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF      
       :   : .:  ..  : : .. .::.                                    
gi|219 LK-LAKSGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAV 
               140       150       160       170       180          
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (43-77:30-64) 
 
             20        30        40        50        60        70   
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|169  MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
             80                                                     
2MEPSP TGPPREPF                                                     
        :  .                                                        
gi|169 DGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKF 
      60        70        80        90       100       110          
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (43-77:30-64) 
 
             20        30        40        50        60        70   
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|374  MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
             80                                                     
2MEPSP TGPPREPF                                                     
        :  .                                                        
gi|374 DGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKY 
      60        70        80        90       100       110          
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (15-54:87-131) 
 
                               10             20        30          
2MEPSP                 IKGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
      40        50        60        70        80   
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF   
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (5-34:340-370) 
 
                                         10        20        30     
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2MEPSP                           IKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
             40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       ::                                               
gi|113 GGYKV                                            
      370                                               
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (31-55:19-41) 
 
               10        20        30        40        50        60 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|131             QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                           10        20         30         40       
 
               70        80                                         
2MEPSP AKVTWTETSVTVTGPPREPF                                         
                                                                    
gi|131 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
         50        60        70        80        90       100       
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.9  bits: 18.3 E():   49 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (31-55:25-47) 
 
               10        20        30        40        50        60 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|136       QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRA 
                     10        20        30          40        50   
 
               70        80                                         
2MEPSP AKVTWTETSVTVTGPPREPF                                         
                                                                    
gi|136 EGLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLG 
             60        70        80        90       100       110   
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.6  bits: 17.9 E():   51 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (5-39:69-101) 
 
                                         10        20        30     
2MEPSP                           IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
           40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       .. ::                                          
gi|148 AIGVEEWAVLVKA                                  
        100                                           
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.5  bits: 18.3 E():   52 
Smith-Waterman score: 44; 28.9% identity (60.0% similar) in 45 aa overlap (16-60:97-140) 
 
                              10        20        30        40      
2MEPSP                IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: :. .  :.  ....: : ::.  :  . 
gi|246 SMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFIL-STVNGTTRTVNPLGFYK 
         70        80        90       100        110       120      
 
          50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
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        ..  : :.: . .:                     
gi|246 KEALPKCAQVYNKLGMYPPNM               
         130       140                     
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (26-76:1-49) 
 
               10        20        30        40        50        60 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                .:..:.:  ...:  : ..:.   .  ..:   .. 
gi|506                          MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLA 
                                        10        20        30      
 
               70        80                                         
2MEPSP AKVTWTETSVTVTGPPREPF                                         
         . ..... .:  ::                                             
gi|506 PCIGYVRNGGAV--PPACCNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGL 
          40          50        60        70        80        90    
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (9-48:20-60) 
 
                          10        20        30        40          
2MEPSP            IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQG 
                          :  .: . :...:.     : . .::.:    : :  ...: 
gi|384 MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTING 
               10        20        30        40        50        60 
 
       50        60        70        80                        
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPF                        
                                                               
gi|384 LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.2  bits: 19.1 E():   55 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (5-34:231-261) 
 
                                         10        20        30     
2MEPSP                           IKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
             40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       ::                                               
gi|226 GGYKV                                            
     260                                                
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.9  bits: 19.5 E():   56 
Smith-Waterman score: 47; 22.6% identity (59.7% similar) in 62 aa overlap (20-78:222-283) 
 
                          10        20        30        40          
2MEPSP            IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
         50        60        70        80                           
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPREPF                           
          .... :. . ..  .  ..: .. ::  :                             
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
 
gi|122 HVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
             320       330       340       350       360  
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>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 46; 26.5% identity (55.9% similar) in 34 aa overlap (43-76:114-147) 
 
             20        30        40        50        60        70   
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
             80                                                     
2MEPSP TGPPREPF                                                     
          :                                                         
gi|144 IILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDR 
           150       160       170       180       190       200    
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (5-40:259-293) 
 
                                         10        20        30     
2MEPSP                           IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
           40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       ::.. :                                         
gi|119 TVSAGGYKV                                      
       290                                            
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (31-55:20-42) 
 
               10        20        30        40        50        60 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333            WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                          10        20          30        40        
 
               70        80                                         
2MEPSP AKVTWTETSVTVTGPPREPF                                         
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (31-55:20-42) 
 
               10        20        30        40        50        60 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      
gi|333            QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
               70        80                                         
2MEPSP AKVTWTETSVTVTGPPREPF                                         
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (31-55:20-42) 
 
               10        20        30        40        50        60 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :     .::. :.::      

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7725

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|333            QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRA 
                          10        20         30         40        
 
               70        80                                         
2MEPSP AKVTWTETSVTVTGPPREPF                                         
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLG 
        50        60        70        80        90       100        
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.3  bits: 18.0 E():   61 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (31-55:21-43) 
 
               10        20        30        40        50        60 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
               70        80                                         
2MEPSP AKVTWTETSVTVTGPPREPF                                         
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.3  bits: 18.0 E():   61 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (31-55:21-43) 
 
               10        20        30        40        50        60 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
               70        80                                         
2MEPSP AKVTWTETSVTVTGPPREPF                                         
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.3  bits: 18.0 E():   61 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (31-55:21-43) 
 
               10        20        30        40        50        60 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|375           IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
               70        80                                         
2MEPSP AKVTWTETSVTVTGPPREPF                                         
                                                                    
gi|375 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
       50        60        70        80        90       100         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.3  bits: 18.0 E():   61 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (31-55:21-43) 
 
               10        20        30        40        50        60 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|333           ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRA 
                         10        20         30         40         
 
               70        80                                         
2MEPSP AKVTWTETSVTVTGPPREPF                                         
                                                                    
gi|333 EGLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLG 
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       50        60        70        80        90       100         
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.4 E():   61 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (27-48:150-172) 
 
                   10        20        30         40        50      
2MEPSP     IKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
          60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPF 
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (15-60:86-130) 
 
                               10        20        30        40     
2MEPSP                 IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
           50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       . ..  : :.: . .:                     
gi|136 KKEALPKCAQVYNKLGMYPPNM               
          120       130                     
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (31-55:29-51) 
 
               10        20        30        40        50        60 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|145   PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRA 
                 10        20        30          40        50       
 
               70        80                                         
2MEPSP AKVTWTETSVTVTGPPREPF                                         
                                                                    
gi|145 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLG 
         60        70        80        90       100       110       
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (31-55:29-51) 
 
               10        20        30        40        50        60 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::. :.::      
gi|145   PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRA 
                 10        20        30          40        50       
 
               70        80                                         
2MEPSP AKVTWTETSVTVTGPPREPF                                         
                                                                    
gi|145 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLG 
         60        70        80        90       100       110       
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (5-39:69-101) 
 
                                         10        20        30     
2MEPSP                           IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
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       40        50        60        70          80        90       
 
           40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
        . :.                                          
gi|288 KIGVDEFAAMIKG                                  
        100                                           
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (33-48:132-144) 
 
             10        20        30        40        50        60   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
             70        80 
2MEPSP VTWTETSVTVTGPPREPF 
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (33-48:132-144) 
 
             10        20        30        40        50        60   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
             110       120       130          140                   
 
             70        80 
2MEPSP VTWTETSVTVTGPPREPF 
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (31-55:35-57) 
 
               10        20        30        40        50        60 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
               70        80                                         
2MEPSP AKVTWTETSVTVTGPPREPF                                         
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 19.2 E():   68 
Smith-Waterman score: 46; 29.4% identity (55.9% similar) in 34 aa overlap (1-34:160-193) 
 
                                             10        20        30 
2MEPSP                               IKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     .: :..  :  :  . :  : :  . ..:: 
gi|546 AVKVLRSNGSGSMSDVIKGVEFAVKSHQDSVKKGKNSFSTANMSLGGGKSPALDLAVNAA 
     130       140       150       160       170       180          
 
               40        50        60        70        80           
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF           
       . .:                                                         
gi|546 VKAGLHFAVAAGNENQDACNTSPASAENAITVGASTISDARAYFSNYGKCVDIFAPGLNI 
     190       200       210       220       230       240          
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 43; 28.6% identity (62.9% similar) in 35 aa overlap (15-49:30-64) 
 
                              10        20        30        40      
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2MEPSP                IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                    : :. :. .  : :  ...  .:..:: .:. 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVNALGATTNGCMSTG 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF                          
        . :                                                         
gi|160 PHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 43; 50.0% identity (62.5% similar) in 16 aa overlap (33-48:140-152) 
 
             10        20        30        40        50        60   
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: :.   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA---CGIIGLQG               
     110       120       130       140          150                 
 
             70        80 
2MEPSP VTWTETSVTVTGPPREPF 
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (5-34:232-262) 
 
                                         10        20        30     
2MEPSP                           IKGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
             40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       ::                                               
gi|180 GGYKV                                            
                                                        
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (11-60:40-93) 
 
                                   10        20            30       
2MEPSP                     IKGGQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
         40        50        60        70        80                 
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF                 
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.2  bits: 18.8 E():   70 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (30-74:204-252) 
 
                10        20        30        40           50       
2MEPSP  IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
          60        70        80             
2MEPSP EM-MGAKVTWTETSVTVTGPPREPF             
       .  :: : :  ..:  . :                   
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
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>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.2  bits: 18.8 E():   70 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (30-74:204-252) 
 
                10        20        30        40           50       
2MEPSP  IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
          60        70        80             
2MEPSP EM-MGAKVTWTETSVTVTGPPREPF             
       .  :: : :  ..:  . :                   
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (17-54:93-131) 
 
                             10         20        30        40      
2MEPSP               IKGGQKYKSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
          50        60        70        80    
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF    
        .::... :                              
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN 
            130       140       150       160 
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 68.9  bits: 19.2 E():   72 
Smith-Waterman score: 48; 28.3% identity (60.4% similar) in 53 aa overlap (4-54:109-159) 
 
                                          10        20          30  
2MEPSP                            IKGGQKYKSPKNAYVEGDASSASYFL--AGAAI 
                                     :.:  . ..: :.   ..   :.  .. .: 
gi|151 LRYGATREKALWIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVI 
       80        90       100       110       120       130         
 
              40        50        60        70        80            
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF            
         : . ..::.:. : :::  .:                                      
gi|151 LHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGL 
      140        150        160       170       180       190       
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.8  bits: 18.4 E():   73 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (45-75:98-127) 
 
           20        30        40        50        60        70     
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
           80                                                       
2MEPSP PPREPF                                                       
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (49-74:175-201) 
 
       20        30        40        50         60        70        
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
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                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
        80                                                          
2MEPSP EPF                                                          
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (49-74:175-201) 
 
       20        30        40        50         60        70        
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
        80                                                          
2MEPSP EPF                                                          
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (42-67:38-62) 
 
              20        30        40        50        60        70  
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
              80                                                    
2MEPSP VTGPPREPF                                                    
                                                                    
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.8  bits: 18.4 E():   73 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (45-75:99-128) 
 
           20        30        40        50        60        70     
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
           80                                                       
2MEPSP PPREPF                                                       
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (28-69:216-260) 
 
                  10        20        30        40           50     
2MEPSP    IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
           60        70        80               
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPF               
       :   ..  . : : :                          
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gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.8  bits: 19.2 E():   74 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (36-54:97-115) 
 
          10        20        30        40        50        60      
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
          70        80                                              
2MEPSP TETSVTVTGPPREPF                                              
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (17-39:145-167) 
 
                             10        20        30        40       
2MEPSP               IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
         50        60        70        80                           
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF                           
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 17.2 E():   82 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (11-39:73-101) 
 
                                   10        20        30        40 
2MEPSP                     IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
               50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
                                                
gi|193 FNHLVKH                                  
                                                
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (9-33:59-84) 
 
                                     10         20        30        
2MEPSP                       IKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
        40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
                                                   
gi|668 AAKEKNEEEKEESDEDMGFGLFD                     
       90       100       110                      
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (9-33:59-84) 
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                                     10         20        30        
2MEPSP                       IKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
        40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
                                                   
gi|833 AAEEKKEEEKEESDEDMGFGLFD                     
       90       100       110                      
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (9-34:59-83) 
 
                                     10         20        30        
2MEPSP                       IKGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
        40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
                                                   
gi|215 AAPEAERAEEEKEESDDDMGFGLFD                   
         90       100       110                    
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 19.2 E():   84 
Smith-Waterman score: 46; 36.4% identity (68.2% similar) in 22 aa overlap (56-77:312-333) 
 
          30        40        50        60        70        80      
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF      
                                     .: .: :.  .  ..:::.: :         
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|187766755|gb|ACD36978.1| Gly m Bd 28K allergen [Gly  (455 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 46; 33.3% identity (70.4% similar) in 27 aa overlap (2-28:17-42) 
 
                              10        20        30        40      
2MEPSP                IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                       .::.: ::::. .. .... .    ::                  
gi|187 VLCHGVATTTMAFHDDEGGDK-KSPKSLFLMSNSTRVFKTDAGEMRVLKSHGGRIFYRHM 
               10        20         30        40        50          
 
          50        60        70        80                          
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF                          
                                                                    
gi|187 HIGFISMEPKSLFVPQYLDSNLIIFIRRGEAKLGFIYDDELAERRLKTGDLYMIPSGSAF 
      60        70        80        90       100       110          
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (3-19:109-125) 
 
                                           10        20        30   
2MEPSP                             IKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
             40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
                                                        
gi|145 SQGIFKAIEGYVLSN                                  
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      140       150                                     
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.5  bits: 18.0 E():   87 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (20-45:103-127) 
 
                          10        20        30        40          
2MEPSP            IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
      50        60        70        80                              
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPF                              
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.0 E():   87 
Smith-Waterman score: 43; 24.1% identity (65.5% similar) in 29 aa overlap (3-31:173-201) 
 
                                           10        20        30   
2MEPSP                             IKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  ..:..  .:  :.. ... : : .  
gi|116 VPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFYEAVAKVN 
            150       160       170       180       190       200   
 
             40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
                                                        
gi|116 FQ                                               
                                                        
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 42; 28.6% identity (55.1% similar) in 49 aa overlap (11-54:83-130) 
 
                                   10        20             30      
2MEPSP                     IKGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
          40        50        60        70        80    
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF    
       : ... .    ..::.. :                              
gi|131 V-IKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
             120       130       140       150          
 
>>gi|12697782|dbj|BAB21619.1| allergen Gly m Bd 28K [Gly  (473 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.2  bits: 19.2 E():   89 
Smith-Waterman score: 46; 33.3% identity (70.4% similar) in 27 aa overlap (2-28:26-51) 
 
                                       10        20        30       
2MEPSP                         IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                .::.: ::::. .. .... .    ::         
gi|126 KTTLLLLLFVLCHGVATTTMAFHDDEGGDK-KSPKSLFLMSNSTRVFKTDAGEMRVLKSH 
               10        20        30         40        50          
 
         40        50        60        70        80                 
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF                 
                                                                    
gi|126 GGRIFYRHMHIGFISMEPKSLFVPQYLDSNLIIFIRRGEAKLGFIYDDELAERRLKTGDL 
      60        70        80        90       100       110          
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 17.7 E():   92 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (45-59:53-67) 
 
           20        30        40        50        60        70     
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2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
           80                                                       
2MEPSP PPREPF                                                       
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 19.2 E():   93 
Smith-Waterman score: 46; 28.3% identity (52.2% similar) in 46 aa overlap (1-46:392-437) 
 
                                             10        20        30 
2MEPSP                               IKGGQKYKSPKNAYVEGDASSASYFLAGAA 
                                     :. ::    :.:  :   ::: ..  ..   
gi|110 VNAHSIVYITRGNGRIQIVSENGESVFDEEIREGQLVVVPQNFAVVKRASSDKFEWVSFK 
             370       380       390       400       410       420  
 
               40        50        60        70        80           
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF           
        .: . : .  : .:.                                             
gi|110 TNGLSQTSQLAGRVSVFRALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQ 
             430       440       450       460       470       480  
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.9 E():   96 
Smith-Waterman score: 45; 29.2% identity (58.3% similar) in 48 aa overlap (17-64:317-364) 
 
                             10        20        30        40       
2MEPSP               IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     :. ::.:   . .. ::.. :  : :. :  
gi|855 SASSTSSKTPSTSTLATSTKATPTPSGTSSGSNSSSSAEPTTTGGTGSSNTGSGSGSGSG 
        290       300       310       320       330       340       
 
         50        60        70        80                
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF                
       .:. . .      ::..:                                
gi|855 SGSSSSTGSSTSAGASATPELSQGAAGSIKGSVTACALVFGAVAAVLAF 
        350       360       370       380       390      
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.6  bits: 18.5 E():   96 
Smith-Waterman score: 44; 30.6% identity (63.9% similar) in 36 aa overlap (5-40:264-297) 
 
                                         10        20        30     
2MEPSP                           IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:. 
gi|441 YAATVAAAPEVKYAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVATG--AATAAAGA 
           240       250       260       270       280         290  
 
           40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       .... :                                         
gi|441 ATAAAGGYKA                                     
             300                                      
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.6  bits: 17.3 E():   96 
Smith-Waterman score: 41; 29.2% identity (70.8% similar) in 24 aa overlap (56-78:9-32) 
 
          30        40        50        60        70         80     
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPF     
                                     : ...: ..:: ..  ...: : :       
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
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>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 17.7 E():   96 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (29-42:13-26) 
 
               10        20        30        40        50        60 
2MEPSP IKGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                   ::...  : :. ::                   
gi|156                 MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKH 
                               10        20        30        40     
 
               70        80                                         
2MEPSP AKVTWTETSVTVTGPPREPF                                         
                                                                    
gi|156 NFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASL 
           50        60        70        80        90       100     
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.9 E():   97 
Smith-Waterman score: 45; 28.1% identity (62.5% similar) in 32 aa overlap (3-34:334-365) 
 
                                           10        20        30   
2MEPSP                             IKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.:  :  .  .   :. :.:..:  ... 
gi|668 STDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALEGVS 
           310       320       330       340       350       360    
 
             40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       .:                                               
gi|668 AGNACARIVQLATSSISRAPSGTTSKLLYNGINV               
           370       380       390                      
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.9 E():   97 
Smith-Waterman score: 45; 28.1% identity (62.5% similar) in 32 aa overlap (3-34:334-365) 
 
                                           10        20        30   
2MEPSP                             IKGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.:  :  .  .   :. :.:..:  ... 
gi|458 STDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALEGVS 
           310       320       330       340       350       360    
 
             40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       .:                                               
gi|458 AGNACARIVQLATSSISRAPSGTTSKLLYNGINV               
           370       380       390                      
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 66.6  bits: 18.5 E():   97 
Smith-Waterman score: 44; 34.8% identity (63.0% similar) in 46 aa overlap (5-48:259-300) 
 
                                         10          20        30   
2MEPSP                           IKGGQKYKSP--KNAYVEGDASSASYFLAGAAIT 
                                     :: ..:    : : . :..:.   .::: : 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAA---TGAA-T 
      230       240       250       260       270          280      
 
             40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
       :.. .. : .:.:  :                                 
gi|119 GAAGAATGAATVSAGGYKV                              
          290       300                                 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.5 E():   98 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (40-59:285-304) 
 
      10        20        30        40        50        60          
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
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                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
      70        80 
2MEPSP VTVTGPPREPF 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:51 2011 done: Tue Apr 19 10:57:51 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 237  - 316 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     7     0:=== 
  30    11     2:*=== 
  32    19     8:==*==== 
  34    24    22:=======* 
  36    39    44:============= * 
  38    62    73:=====================   * 
  40    95   102:================================ * 
  42   126   125:=========================================* 
  44   173   137:=============================================*============ 
  46   129   140:===========================================   * 
  48   134   134:============================================* 
  50   128   122:========================================*== 
  52   101   107:================================== * 
  54    95    92:==============================*= 
  56    51    77:=================        * 
  58    46    63:================    * 
  60    31    51:===========     * 
  62    32    41:===========  * 
  64    47    33:==========*===== 
  66    24    26:========* 
  68    22    20:======*= 
  70    23    16:=====*== 
  72     9    12:===* 
  74    12    10:===* 
  76    15     8:==*== 
  78    14     6:=*=== 
  80     4     5:=* 
  82     2     3:* 
  84     1     3:* 
  86     4     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
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 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.63090.00308; mu= 14.2219 0.159 
 mean_var=29.9113 8.039, 0's: 2 Z-trim: 3  B-trim: 124 in 2/42 
 Lambda= 0.234507 
 Kolmogorov-Smirnov  statistic: 0.0295 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   73 28.1   0.065 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 25.3     1.1 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 24.6     1.6 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 24.6     1.7 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 24.7     2.3 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 23.9     3.3 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   53 21.3     5.1 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   57 22.9     6.6 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.4     7.3 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.4     7.9 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.6     8.2 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.0     8.9 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.8     9.6 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.1      13 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 20.3      14 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.6      16 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.0      17 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.6      17 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 20.0      18 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   47 19.2      19 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 22.0      20 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 22.0      20 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   47 19.3      21 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.7      22 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.7      23 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   52 21.3      24 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.3      24 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   52 21.3      24 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   52 21.3      24 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   52 21.3      24 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   52 21.3      24 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   52 21.3      24 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.3      24 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   52 21.3      24 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   52 21.3      24 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   52 21.3      24 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   52 21.3      24 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   52 21.3      24 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.3      25 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.3      26 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.1      26 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.3      27 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.3      27 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.1      27 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.1      27 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.1      27 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.1      29 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.1      31 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 20.9      31 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   48 19.8      32 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   45 18.6      34 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.2      34 
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gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.6      34 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.0      35 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.0      36 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.0      36 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 19.8      37 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   50 20.6      37 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 20.6      37 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   45 18.6      39 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.0      40 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 21.0      40 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   45 18.7      45 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   45 18.7      45 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.7      45 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.9      46 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.3      48 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.3      50 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.9      52 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.3      53 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 17.9      55 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.9      55 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.1      55 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.1      55 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.1      55 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   47 19.5      57 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   46 19.1      58 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 19.1      60 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.9      61 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.9      61 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.9      61 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.9      61 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.9      61 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.9      61 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.9      61 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.3      62 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.9      63 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 17.9      65 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 17.9      65 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.6      66 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.0      66 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.0      66 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.0      67 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 18.0      69 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 18.0      69 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.8      69 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 18.0      70 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 18.8      70 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 18.8      70 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 18.0      72 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.2      72 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 18.8      73 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 18.8      73 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.4      74 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 18.8      74 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.4      74 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 18.0      74 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.2      74 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.2      77 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.2      83 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.2      84 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.2      84 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.2      84 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.2      84 
gi|187766755|gb|ACD36978.1| Gly m Bd 28K allergen  ( 455)   46 19.2      86 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.6      87 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.0      87 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   43 18.0      88 
gi|12697782|dbj|BAB21619.1| allergen Gly m Bd 28K  ( 473)   46 19.2      89 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   42 17.6      90 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.6      93 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 18.8      97 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   44 18.5      97 
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gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   45 18.8      97 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   45 18.8      97 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   44 18.5      97 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.7      97 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.5      99 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  73  Z-score: 123.8  bits: 28.1 E(): 0.065 
Smith-Waterman score: 73; 29.9% identity (54.5% similar) in 77 aa overlap (1-73:54-130) 
 
                                             10           20        
2MEPSP                               KGGQKYKSPKNA-YVEG--DASSASYFLAG 
                                     :: .  .. :.: :. :  :::.     .: 
gi|583 DAWTSIKGPKTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKTTG 
            30        40        50        60        70        80    
 
        30        40         50        60        70        80       
2MEPSP AAITGGTVTVEGCGTTS-LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG       
       .: . :.  : :  :.. .  : :  .:..  :    :...: :  :              
gi|583 TATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTETR 
            90       100       110       120       130       140    
 
gi|583 GSTPANEVYKKCPGMP 
           150          
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 102.1  bits: 25.3 E():  1.1 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (4-55:79-131) 
 
                                          10        20        30    
2MEPSP                            KGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
             40        50        60        70        80             
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG             
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 98.9  bits: 24.6 E():  1.6 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (4-55:59-111) 
 
                                          10        20        30    
2MEPSP                            KGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
             40        50        60        70        80             
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG             
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 98.4  bits: 24.6 E():  1.7 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (4-55:79-131) 
 
                                          10        20        30    
2MEPSP                            KGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
             40        50        60        70        80             
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG             
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
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      110       120       130       140       150       160         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 96.1  bits: 24.7 E():  2.3 
Smith-Waterman score: 69; 29.5% identity (46.6% similar) in 88 aa overlap (3-80:12-97) 
 
                        10        20           30               40  
2MEPSP          KGGQKYKSPKNAYVEGDASSAS-YFLAGA--AITGGTVTV-------EGCG 
                  : .  .:  : . .:  : : :::     : : :..:.       . :: 
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCG 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG                      
        :  :: .   . .. ::  . :  : ::.  :    .:                      
gi|947 GT-WQGIIDKLDYIQGMGFTAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTA 
                70        80         90       100       110         
 
gi|947 DDLKALSSALHERGMYLMVDVVANHMGYDGAGSSVDYSVFKPFSSQDYFHPFCFIQNYED 
      120       130       140       150       160       170         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 93.2  bits: 23.9 E():  3.3 
Smith-Waterman score: 60; 36.4% identity (66.7% similar) in 33 aa overlap (4-36:12-44) 
 
                       10        20        30        40        50   
2MEPSP         KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                  : . :  :  ::.:.. .. .:: ::. .:. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFG                                 
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 89.8  bits: 21.3 E():  5.1 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (4-38:69-101) 
 
                                          10        20        30    
2MEPSP                            KGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
            40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
        . ::                                           
gi|207 KIGVEEFQALVKA                                   
        100                                            
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.7  bits: 22.9 E():  6.6 
Smith-Waterman score: 57; 36.4% identity (63.6% similar) in 33 aa overlap (4-36:12-44) 
 
                       10        20        30        40        50   
2MEPSP         KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                  : . :  :  ::.:.. .. .:: ::.  :. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFG                                 
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 86.9  bits: 21.4 E():  7.3 
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Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (12-40:86-113) 
 
                                  10        20        30        40  
2MEPSP                    KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
              50        60        70        80               
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG               
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 86.3  bits: 21.4 E():  7.9 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (12-40:102-129) 
 
                                  10        20        30        40  
2MEPSP                    KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
              50        60        70        80               
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG               
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 86.1  bits: 20.6 E():  8.2 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (4-38:69-101) 
 
                                          10        20        30    
2MEPSP                            KGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
            40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
        . ::                                           
gi|207 KIGVEEFQALVKA                                   
        100                                            
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 85.4  bits: 21.0 E():  8.9 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (10-53:83-130) 
 
                                    10        20             30     
2MEPSP                      KGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
           40        50        60        70        80   
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG   
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 84.8  bits: 21.8 E():  9.6 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (4-39:264-297) 
 
                                          10        20        30    
2MEPSP                            KGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
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            40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       .... :                                          
gi|663 ATAAAGGYKA                                      
             300                                       
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.3  bits: 21.1 E():   13 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (30-49:208-227) 
 
                10        20        30        40        50          
2MEPSP  KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
      60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFG 
                             
gi|111 KPEFIDIINAAAVKSA      
       240       250         
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.8  bits: 20.3 E():   14 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (10-53:83-130) 
 
                                    10        20             30     
2MEPSP                      KGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
           40        50        60        70        80   
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG   
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 80.6  bits: 19.6 E():   16 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (9-38:73-101) 
 
                                     10        20        30         
2MEPSP                       KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
       40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                                  
gi|288 EFAVWVKQ                                   
                                                  
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 80.5  bits: 20.0 E():   17 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (30-54:35-57) 
 
                10        20        30        40        50          
2MEPSP  KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
      60        70        80                                        
2MEPSP AKVTWTETSVTVTGPPREPFG                                        
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
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>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.6 E():   17 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (8-33:59-84) 
 
                                      10        20        30        
2MEPSP                        KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
        40        50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                                   
gi|117 APEAAKEEEKEESDDDMGFGLFD                     
       90       100       110                      
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (12-40:84-111) 
 
                                  10        20        30        40  
2MEPSP                    KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
              50        60        70        80             
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG             
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.2 E():   19 
Smith-Waterman score: 47; 40.0% identity (70.0% similar) in 20 aa overlap (1-20:53-72) 
 
                                             10        20        30 
2MEPSP                               KGGQKYKSPKNAYVEGDASSASYFLAGAAI 
                                     .: : : :: .. .: .:.:           
gi|897 YPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLA 
             30        40        50        60        70        80   
 
               40        50        60        70        80 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                                          
gi|897 AQLPAMCRLEGGDALLASQ                                
             90       100                                 
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 79.0  bits: 22.0 E():   20 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (7-49:113-154) 
 
                                       10        20        30       
2MEPSP                         KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
         40        50        60        70        80                 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG                 
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 79.0  bits: 22.0 E():   20 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (7-49:113-154) 
 
                                       10        20        30       
2MEPSP                         KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
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gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
         40        50        60        70        80                 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG                 
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.5  bits: 19.3 E():   21 
Smith-Waterman score: 47; 32.4% identity (62.2% similar) in 37 aa overlap (2-38:58-89) 
 
                                            10        20        30  
2MEPSP                              KGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :..:  :  .. . : :.:.     ::: . 
gi|117 ESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASG-----GAAAA 
        30        40        50        60        70             80   
 
              40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       ::.. .:                                           
gi|117 GGSAQAEAAPEAAKEEEKEESDEDMGFGLFD                   
             90       100       110                      
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 48; 56.2% identity (62.5% similar) in 16 aa overlap (32-47:140-152) 
 
              10        20        30        40        50        60  
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :: ::   ::  .:::               
gi|160 SIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT---CGIIGLQG               
     110       120       130       140          150                 
 
              70        80 
2MEPSP VTWTETSVTVTGPPREPFG 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.1  bits: 19.7 E():   23 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (58-76:1-18) 
 
        30        40        50        60        70        80        
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG        
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.6  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (1-40:437-480) 
 
                                             10            20       
2MEPSP                               KGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       :.   . :   .::                                         
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP       
        470       480       490       500       510           
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.6  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (1-40:437-480) 
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                                             10            20       
2MEPSP                               KGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       :.   . :   .::                                         
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP       
        470       480       490       500       510           
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.6  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (1-40:437-480) 
 
                                             10            20       
2MEPSP                               KGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       :.   . :   .::                                         
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP       
        470       480       490       500       510           
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.6  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (1-40:437-480) 
 
                                             10            20       
2MEPSP                               KGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       :.   . :   .::                                         
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP       
        470       480       490       500       510           
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.6  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (1-40:437-480) 
 
                                             10            20       
2MEPSP                               KGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       :.   . :   .::                                         
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP       
        470       480       490       500       510           
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.6  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (1-40:437-480) 
 
                                             10            20       
2MEPSP                               KGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         30        40        50        60        70        80 
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2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       :.   . :   .::                                         
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP       
        470       480       490       500       510           
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.6  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (1-40:437-480) 
 
                                             10            20       
2MEPSP                               KGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       :.   . :   .::                                         
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP       
        470       480       490       500       510           
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.6  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (1-40:437-480) 
 
                                             10            20       
2MEPSP                               KGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       :.   . :   .::                                         
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP       
        470       480       490       500       510           
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.6  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (1-40:437-480) 
 
                                             10            20       
2MEPSP                               KGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       :.   . :   .::                                         
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP       
        470       480       490       500       510           
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.6  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (1-40:437-480) 
 
                                             10            20       
2MEPSP                               KGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGNVIPACKNLSPSAKRKESKSHKHPKTVMVENMGAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       :.   . :   .::                                         
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWMCSCHGKIYHP       
        470       480       490       500       510           
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.6  bits: 21.3 E():   24 
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Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (1-40:437-480) 
 
                                             10            20       
2MEPSP                               KGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPNAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       :.   . :   .::                                         
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP       
        470       480       490       500       510           
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.6  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (1-40:437-480) 
 
                                             10            20       
2MEPSP                               KGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|114 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       :.   . :   .::                                         
gi|114 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP       
        470       480       490       500       510           
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 77.6  bits: 21.3 E():   24 
Smith-Waterman score: 52; 27.3% identity (61.4% similar) in 44 aa overlap (1-40:437-480) 
 
                                             10            20       
2MEPSP                               KGGQKYKSPKNAYVEG----DASSASYFLA 
                                     : ....: ::...::.    : .. . .:  
gi|248 IASCLNDNANGYFSGHVIPACKNLSPSAKRKESKSHKHPKTVMVENMRAYDKGNRTRILL 
        410       420       430       440       450       460       
 
         30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       :.   . :   .::                                         
gi|248 GSRPPNCTNKCHGCSPCKAKLVIVHRIMPQEYYPQRWICSCHGKIYHP       
        470       480       490       500       510           
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.3  bits: 19.3 E():   25 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (14-59:86-130) 
 
                                10        20        30        40    
2MEPSP                  KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
            50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       . ..  : :.: . .:                      
gi|136 KKEALPKCAQVYNKLGMYPPNM                
          120       130                      
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.1  bits: 19.3 E():   26 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (14-59:90-134) 
 
                                10        20        30        40    
2MEPSP                  KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7748

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
            50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       . ..  : :.: . .:                      
gi|145 KKEALPKCAQVYNKLGMYPPNM                
      120       130       140                
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.9  bits: 20.1 E():   26 
Smith-Waterman score: 49; 23.4% identity (53.2% similar) in 77 aa overlap (6-78:38-111) 
 
                                        10        20        30      
2MEPSP                          KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|168 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
        10        20        30        40        50        60        
 
          40        50         60           70        80            
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFG            
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::              
gi|168 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
           70        80        90       100       110       120     
 
gi|168 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNPNYLAILVKYVDGDGD 
          130       140       150       160       170       180     
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.8  bits: 19.3 E():   27 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (14-59:96-140) 
 
                                10        20        30        40    
2MEPSP                  KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
            50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       . ..  : :.: . .:                      
gi|246 KKEALPKCAQVYNKLGMYPPNM                
          130       140                      
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 76.7  bits: 19.3 E():   27 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (20-46:9-38) 
 
               10        20           30        40        50        
2MEPSP KGGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                          ::  ::   :.:.:  .:: ::: . .: :            
gi|110            MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQK 
                          10        20        30        40          
 
        60        70        80                                      
2MEPSP MGAKVTWTETSVTVTGPPREPFG                                      
                                                                    
gi|110 FKHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQ 
      50        60        70        80        90       100          
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 49; 23.4% identity (53.2% similar) in 77 aa overlap (6-78:49-122) 
 
                                        10        20        30      
2MEPSP                          KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|752 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
       20        30        40        50        60        70         
 
          40        50         60           70        80            
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFG            
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::              
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gi|752 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
 
gi|752 GSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 49; 23.4% identity (53.2% similar) in 77 aa overlap (6-78:49-122) 
 
                                        10        20        30      
2MEPSP                          KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|168 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKNVDKAPFNG-- 
       20        30        40        50        60        70         
 
          40        50         60           70        80            
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFG            
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::              
gi|168 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
 
gi|168 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 49; 23.4% identity (53.2% similar) in 77 aa overlap (6-78:49-122) 
 
                                        10        20        30      
2MEPSP                          KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|126 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKNVDKAPFNG-- 
       20        30        40        50        60        70         
 
          40        50         60           70        80            
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFG            
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::              
gi|126 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
 
gi|126 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (21-48:133-160) 
 
                         10        20        30        40        50 
2MEPSP           KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
               60        70        80                               
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFG                               
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.6  bits: 20.1 E():   31 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (38-62:282-306) 
 
        10        20        30        40        50        60        
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
        70        80 
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2MEPSP SVTVTGPPREPFG 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.6  bits: 20.9 E():   31 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (4-52:264-309) 
 
                                          10         20        30   
2MEPSP                            KGGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
             40        50        60        70        80             
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG             
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.3  bits: 19.8 E():   32 
Smith-Waterman score: 48; 32.1% identity (60.7% similar) in 28 aa overlap (3-30:27-54) 
 
                                       10        20        30       
2MEPSP                         KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                 : .  :: .:  .   .:::.: .:. .       
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSNASPGDAVYQIALQSASHFCGGSILDEYWIL 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG                 
                                                                    
gi|225 TAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNAR 
               70        80        90       100       110       120 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 74.9  bits: 18.6 E():   34 
Smith-Waterman score: 45; 32.4% identity (59.5% similar) in 37 aa overlap (2-38:58-89) 
 
                                            10        20        30  
2MEPSP                              KGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     : .:  :  .. . : :.:.     ::: . 
gi|185 ESVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASG-----GAAAA 
        30        40        50        60        70             80   
 
              40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       ::.. .:                                           
gi|185 GGSAEAEAAPEAAKEEEKEESDEDMGFGLFD                   
             90       100       110                      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.9  bits: 20.2 E():   34 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (17-65:53-100) 
 
                             10        20        30        40       
2MEPSP               KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
         50        60        70        80                           
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG                           
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.8  bits: 18.6 E():   34 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (25-75:1-49) 
 
               10        20        30        40        50        60 
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2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                               .:..:.:  ...:  : ..:.   .  ..:   ..  
gi|144                         MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAP 
                                       10        20        30       
 
               70        80                                         
2MEPSP KVTWTETSVTVTGPPREPFG                                         
        . ..... .:  ::                                              
gi|144 CIGYVRSGGAV--PPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLP 
         40          50        60        70        80        90     
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (43-58:135-150) 
 
             20        30        40        50        60        70   
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
             80 
2MEPSP GPPREPFG 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (14-53:87-131) 
 
                                10        20             30         
2MEPSP                  KGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
       40        50        60        70        80   
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG   
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (14-53:87-131) 
 
                                10        20             30         
2MEPSP                  KGGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
       40        50        60        70        80   
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG   
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (48-73:175-201) 
 
        20        30        40        50         60        70       
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
         80                                                         
2MEPSP EPFG                                                         
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7752

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (1-33:269-302) 
 
                                             10        20           
2MEPSP                               KGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|142 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
      30        40        50        60        70        80          
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG          
       . .:                                                         
gi|142 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 50; 35.3% identity (61.8% similar) in 34 aa overlap (1-33:269-302) 
 
                                             10        20           
2MEPSP                               KGGQKYKSPKNAYVEGDASSASYFLA-GAA 
                                     :: .:.:.    .  : .:: .  :: .:: 
gi|796 KVLRSNGSGTMSDVVKGVEWAAEAHIKKSKKGDKKFKGSVANMSLGGGSSRTLDLAVNAA 
      240       250       260       270       280       290         
 
      30        40        50        60        70        80          
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG          
       . .:                                                         
gi|796 VDAGIHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNI 
      300       310       320       330       340       350         
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 45; 32.1% identity (67.9% similar) in 28 aa overlap (55-80:9-36) 
 
           30        40        50        60        70          80   
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFG   
                                     : ...: ..:: ..  ...: : : : :   
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.7  bits: 19.0 E():   40 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (49-75:4-30) 
 
       20        30        40        50        60        70         
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
       80                                                           
2MEPSP FG                                                           
                                                                    
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.5  bits: 21.0 E():   40 
Smith-Waterman score: 56; 30.2% identity (58.1% similar) in 43 aa overlap (7-49:113-154) 
 
                                       10        20        30       
2MEPSP                         KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|219 ITWLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKSGDKIN 
             90       100       110       120       130        140  
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         40        50        60        70        80                 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG                 
         : : .. .::.                                                
gi|219 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGALTKSGDKY 
             150       160       170       180       190       200  
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (42-76:30-64) 
 
              20        30        40        50        60        70  
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|374  MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
              80                                                    
2MEPSP TGPPREPFG                                                    
        :  .                                                        
gi|374 DGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKY 
      60        70        80        90       100       110          
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (42-76:30-64) 
 
              20        30        40        50        60        70  
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|169  MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
              80                                                    
2MEPSP TGPPREPFG                                                    
        :  .                                                        
gi|169 DGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKF 
      60        70        80        90       100       110          
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (14-53:87-131) 
 
                                10             20        30         
2MEPSP                  KGGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
       40        50        60        70        80  
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG  
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.4  bits: 19.9 E():   46 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (4-33:340-370) 
 
                                          10        20        30    
2MEPSP                            KGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
              40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       ::                                                
gi|113 GGYKV                                             
      370                                                
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>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.1  bits: 18.3 E():   48 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (30-54:19-41) 
 
               10        20        30        40        50        60 
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                    : :..: .. :   . .::. :.::       
gi|131            QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAE 
                          10        20         30         40        
 
               70        80                                         
2MEPSP KVTWTETSVTVTGPPREPFG                                         
                                                                    
gi|131 GLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGF 
        50        60        70        80        90       100        
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.8  bits: 18.3 E():   50 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (30-54:25-47) 
 
               10        20        30        40        50        60 
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                    : :..: .. :   . .::. :.::       
gi|136      QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAE 
                    10        20        30          40        50    
 
               70        80                                         
2MEPSP KVTWTETSVTVTGPPREPFG                                         
                                                                    
gi|136 GLYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGF 
            60        70        80        90       100       110    
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (4-38:69-101) 
 
                                          10        20        30    
2MEPSP                            KGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
            40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       .. ::                                           
gi|148 AIGVEEWAVLVKA                                   
        100                                            
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.4  bits: 18.3 E():   53 
Smith-Waterman score: 44; 28.9% identity (60.0% similar) in 45 aa overlap (15-59:97-140) 
 
                               10        20        30        40     
2MEPSP                 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: :. .  :.  ....: : ::.  :  . 
gi|246 SMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFIL-STVNGTTRTVNPLGFYK 
         70        80        90       100        110       120      
 
           50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
        ..  : :.: . .:                      
gi|246 KEALPKCAQVYNKLGMYPPNM                
         130       140                      
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (25-75:1-49) 
 
               10        20        30        40        50        60 
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                               .:..:.:  ...:  : ..:.   .  ..:   ..  
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gi|506                         MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAP 
                                       10        20        30       
 
               70        80                                         
2MEPSP KVTWTETSVTVTGPPREPFG                                         
        . ..... .:  ::                                              
gi|506 CIGYVRNGGAV--PPACCNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLP 
         40          50        60        70        80        90     
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (8-47:20-60) 
 
                           10        20        30        40         
2MEPSP             KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQG 
                          :  .: . :...:.     : . .::.:    : :  ...: 
gi|384 MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTING 
               10        20        30        40        50        60 
 
        50        60        70        80                       
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG                       
                                                               
gi|384 LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (4-33:231-261) 
 
                                          10        20        30    
2MEPSP                            KGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
              40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       ::                                                
gi|226 GGYKV                                             
     260                                                 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 53; 24.1% identity (58.6% similar) in 58 aa overlap (19-76:2-53) 
 
               10        20        30        40        50        60 
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                         .:.: .::  ..... :.. .::  ..       ..   .:  
gi|109                  MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNITTSYGD 
                                 10        20        30             
 
               70        80                                         
2MEPSP KVTWTETSVTVTGPPREPFG                                         
       :  : :...:  : :.                                             
gi|109 K--WLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFE 
      40          50        60        70        80        90        
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (57-80:7-30) 
 
         30        40        50        60        70        80       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG       
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
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 initn:  37 init1:  37 opt:  47  Z-score: 70.8  bits: 19.5 E():   57 
Smith-Waterman score: 47; 22.6% identity (59.7% similar) in 62 aa overlap (19-77:222-283) 
 
                           10        20        30        40         
2MEPSP             KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
          50        60        70        80                          
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG                          
          .... :. . ..  .  ..: .. ::  :                             
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
 
gi|122 HVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
             320       330       340       350       360  
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 46; 26.5% identity (55.9% similar) in 34 aa overlap (42-75:114-147) 
 
              20        30        40        50        60        70  
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
              80                                                    
2MEPSP TGPPREPFG                                                    
          :                                                         
gi|144 IILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDR 
           150       160       170       180       190       200    
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (4-39:259-293) 
 
                                          10        20        30    
2MEPSP                            KGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
            40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       ::.. :                                          
gi|119 TVSAGGYKV                                       
       290                                             
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (30-54:20-42) 
 
               10        20        30        40        50        60 
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                    : :..: .. :     .::. :.::       
gi|333           QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAE 
                         10        20         30         40         
 
               70        80                                         
2MEPSP KVTWTETSVTVTGPPREPFG                                         
                                                                    
gi|333 GLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGF 
       50        60        70        80        90       100         
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (30-54:20-42) 
 
               10        20        30        40        50        60 
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2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                    : :..: .. :   . .::. :.::       
gi|333           WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAE 
                         10        20          30        40         
 
               70        80                                         
2MEPSP KVTWTETSVTVTGPPREPFG                                         
                                                                    
gi|333 GLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGF 
       50        60        70        80        90       100         
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (30-54:20-42) 
 
               10        20        30        40        50        60 
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                    : :..: .. :     .::. :.::       
gi|333           QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAE 
                         10        20         30         40         
 
               70        80                                         
2MEPSP KVTWTETSVTVTGPPREPFG                                         
                                                                    
gi|333 GLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGF 
       50        60        70        80        90       100         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (30-54:21-43) 
 
               10        20        30        40        50        60 
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                    : :..: .. :   . .::. :.::       
gi|375          IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAE 
                        10        20         30         40          
 
               70        80                                         
2MEPSP KVTWTETSVTVTGPPREPFG                                         
                                                                    
gi|375 GLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGF 
      50        60        70        80        90       100          
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (30-54:21-43) 
 
               10        20        30        40        50        60 
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                    : :..: .. :   . .::. :.::       
gi|333          IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAE 
                        10        20         30         40          
 
               70        80                                         
2MEPSP KVTWTETSVTVTGPPREPFG                                         
                                                                    
gi|333 GLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGF 
      50        60        70        80        90       100          
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (30-54:21-43) 
 
               10        20        30        40        50        60 
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                    : :..: .. :   . .::. :.::       
gi|333          IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAE 
                        10        20         30         40          
 
               70        80                                         
2MEPSP KVTWTETSVTVTGPPREPFG                                         
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gi|333 GLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGF 
      50        60        70        80        90       100          
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (30-54:21-43) 
 
               10        20        30        40        50        60 
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                    : :..: .. :   . .::. :.::       
gi|333          ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAE 
                        10        20         30         40          
 
               70        80                                         
2MEPSP KVTWTETSVTVTGPPREPFG                                         
                                                                    
gi|333 GLYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGF 
      50        60        70        80        90       100          
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.2  bits: 18.3 E():   62 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (26-47:150-172) 
 
                    10        20        30         40        50     
2MEPSP      KGGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
           60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFG 
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (14-59:86-130) 
 
                                10        20        30        40    
2MEPSP                  KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
            50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       . ..  : :.: . .:                      
gi|136 KKEALPKCAQVYNKLGMYPPNM                
          120       130                      
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (30-54:29-51) 
 
               10        20        30        40        50        60 
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                    : :..: .. :   . .::. :.::       
gi|145  PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAE 
                10        20        30          40        50        
 
               70        80                                         
2MEPSP KVTWTETSVTVTGPPREPFG                                         
                                                                    
gi|145 GLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGF 
        60        70        80        90       100       110        
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (30-54:29-51) 
 
               10        20        30        40        50        60 
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
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                                    : :..: .. :   . .::. :.::       
gi|145  PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAE 
                10        20        30          40        50        
 
               70        80                                         
2MEPSP KVTWTETSVTVTGPPREPFG                                         
                                                                    
gi|145 GLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGF 
        60        70        80        90       100       110        
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (4-38:69-101) 
 
                                          10        20        30    
2MEPSP                            KGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
            40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
        . :.                                           
gi|288 KIGVDEFAAMIKG                                   
        100                                            
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 44; 32.1% identity (52.8% similar) in 53 aa overlap (33-80:16-67) 
 
             10        20        30          40        50        60 
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGA 
                                     :::  : :: : :.. :...  .   . :  
gi|160                MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGF 
                              10        20        30         40     
 
                  70        80                                      
2MEPSP KVTW---TETSVTVTGPPREPFG                                      
       .:     : ..   :::  .: :                                      
gi|160 HVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSII 
           50        60        70        80        90       100     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 44; 32.1% identity (52.8% similar) in 53 aa overlap (33-80:16-67) 
 
             10        20        30          40        50        60 
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGA 
                                     :::  : :: : :.. :...  .   . :  
gi|160                MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGF 
                              10        20        30         40     
 
                  70        80                                      
2MEPSP KVTW---TETSVTVTGPPREPFG                                      
       .:     : ..   :::  .: :                                      
gi|160 HVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSII 
           50        60        70        80        90       100     
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (30-54:35-57) 
 
                10        20        30        40        50          
2MEPSP  KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
      60        70        80                                        
2MEPSP AKVTWTETSVTVTGPPREPFG                                        
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gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 44; 32.1% identity (52.8% similar) in 53 aa overlap (33-80:16-67) 
 
             10        20        30          40        50        60 
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGA 
                                     :::  : :: : :.. :...  .   . :  
gi|160                MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGF 
                              10        20        30         40     
 
                  70        80                                      
2MEPSP KVTW---TETSVTVTGPPREPFG                                      
       .:     : ..   :::  .: :                                      
gi|160 HVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIP 
           50        60        70        80        90       100     
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 48; 32.1% identity (54.7% similar) in 53 aa overlap (33-80:16-67) 
 
             10        20        30          40        50        60 
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGA 
                                     :::  : :: : :.. :...  .   . :  
gi|160                MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGF 
                              10        20        30         40     
 
                  70        80                                      
2MEPSP KVTW---TETSVTVTGPPREPFG                                      
       .:.    : ..   :::  .: :                                      
gi|160 HVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIP 
           50        60        70        80        90       100     
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.2  bits: 18.8 E():   69 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (4-33:232-262) 
 
                                          10        20        30    
2MEPSP                            KGGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
              40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       ::                                                
gi|180 GGYKV                                             
                                                         
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (10-59:40-93) 
 
                                    10        20            30      
2MEPSP                      KGGQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
          40        50        60        70        80                
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG                
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (29-73:204-252) 
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                 10        20        30        40           50      
2MEPSP   KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
           60        70        80            
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFG            
       .  :: : :  ..:  . :                   
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (29-73:204-252) 
 
                 10        20        30        40           50      
2MEPSP   KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
           60        70        80            
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFG            
       .  :: : :  ..:  . :                   
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (16-53:93-131) 
 
                              10         20        30        40     
2MEPSP                KGGQKYKSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
           50        60        70        80   
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG   
        .::... :                              
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN 
            130       140       150       160 
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 68.9  bits: 19.2 E():   72 
Smith-Waterman score: 48; 28.3% identity (60.4% similar) in 53 aa overlap (3-53:109-159) 
 
                                           10        20          30 
2MEPSP                             KGGQKYKSPKNAYVEGDASSASYFL--AGAAI 
                                     :.:  . ..: :.   ..   :.  .. .: 
gi|151 LRYGATREKALWIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVI 
       80        90       100       110       120       130         
 
               40        50        60        70        80           
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG           
         : . ..::.:. : :::  .:                                      
gi|151 LHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGL 
      140        150        160       170       180       190       
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (48-73:175-201) 
 
        20        30        40        50         60        70       
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
         80                                                         
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2MEPSP EPFG                                                         
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (48-73:175-201) 
 
        20        30        40        50         60        70       
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
         80                                                         
2MEPSP EPFG                                                         
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.8  bits: 18.4 E():   74 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (44-74:98-127) 
 
            20        30        40        50        60        70    
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
            80                                                      
2MEPSP PPREPFG                                                      
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.8  bits: 18.8 E():   74 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (27-68:216-260) 
 
                   10        20        30        40           50    
2MEPSP     KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
            60        70        80              
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFG              
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (44-74:99-128) 
 
            20        30        40        50        60        70    
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
            80                                                      
2MEPSP PPREPFG                                                      
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 18.0 E():   74 
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Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (41-66:38-62) 
 
               20        30        40        50        60        70 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
               80                                                   
2MEPSP VTGPPREPFG                                                   
                                                                    
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (35-53:97-115) 
 
           10        20        30        40        50        60     
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
           70        80                                             
2MEPSP TETSVTVTGPPREPFG                                             
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (16-38:145-167) 
 
                              10        20        30        40      
2MEPSP                KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
          50        60        70        80                          
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG                          
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (10-38:73-101) 
 
                                    10        20        30          
2MEPSP                      KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
      40        50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                                 
gi|193 FNHLVKH                                   
                                                 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (8-32:59-84) 
 
                                      10         20        30       
2MEPSP                        KGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
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         40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                                    
gi|668 AAKEKNEEEKEESDEDMGFGLFD                      
       90       100       110                       
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (8-33:59-83) 
 
                                      10         20        30       
2MEPSP                        KGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
         40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                                    
gi|215 AAPEAERAEEEKEESDDDMGFGLFD                    
         90       100       110                     
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (8-32:59-84) 
 
                                      10         20        30       
2MEPSP                        KGGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
         40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                                    
gi|833 AAEEKKEEEKEESDEDMGFGLFD                      
       90       100       110                       
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 19.2 E():   84 
Smith-Waterman score: 46; 36.4% identity (68.2% similar) in 22 aa overlap (55-76:312-333) 
 
           30        40        50        60        70        80     
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG     
                                     .: .: :.  .  ..:::.: :         
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|187766755|gb|ACD36978.1| Gly m Bd 28K allergen [Gly  (455 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 46; 33.3% identity (70.4% similar) in 27 aa overlap (1-27:17-42) 
 
                               10        20        30        40     
2MEPSP                 KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                       .::.: ::::. .. .... .    ::                  
gi|187 VLCHGVATTTMAFHDDEGGDK-KSPKSLFLMSNSTRVFKTDAGEMRVLKSHGGRIFYRHM 
               10        20         30        40        50          
 
           50        60        70        80                         
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG                         
                                                                    
gi|187 HIGFISMEPKSLFVPQYLDSNLIIFIRRGEAKLGFIYDDELAERRLKTGDLYMIPSGSAF 
      60        70        80        90       100       110          
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (2-18:109-125) 
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                                            10        20        30  
2MEPSP                              KGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
              40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                                         
gi|145 SQGIFKAIEGYVLSN                                   
      140       150                                      
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.4  bits: 18.0 E():   87 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (19-44:103-127) 
 
                           10        20        30        40         
2MEPSP             KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
       50        60        70        80                             
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFG                             
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.0 E():   88 
Smith-Waterman score: 43; 24.1% identity (65.5% similar) in 29 aa overlap (2-30:173-201) 
 
                                            10        20        30  
2MEPSP                              KGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  ..:..  .:  :.. ... : : .  
gi|116 VPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFYEAVAKVN 
            150       160       170       180       190       200   
 
              40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                                         
gi|116 FQ                                                
                                                         
 
>>gi|12697782|dbj|BAB21619.1| allergen Gly m Bd 28K [Gly  (473 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.2  bits: 19.2 E():   89 
Smith-Waterman score: 46; 33.3% identity (70.4% similar) in 27 aa overlap (1-27:26-51) 
 
                                        10        20        30      
2MEPSP                          KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                .::.: ::::. .. .... .    ::         
gi|126 KTTLLLLLFVLCHGVATTTMAFHDDEGGDK-KSPKSLFLMSNSTRVFKTDAGEMRVLKSH 
               10        20        30         40        50          
 
          40        50        60        70        80                
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG                
                                                                    
gi|126 GGRIFYRHMHIGFISMEPKSLFVPQYLDSNLIIFIRRGEAKLGFIYDDELAERRLKTGDL 
      60        70        80        90       100       110          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 42; 28.6% identity (55.1% similar) in 49 aa overlap (10-53:83-130) 
 
                                    10        20             30     
2MEPSP                      KGGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
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           40        50        60        70        80   
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG   
       : ... .    ..::.. :                              
gi|131 V-IKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
             120       130       140       150          
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (44-58:53-67) 
 
            20        30        40        50        60        70    
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
            80                                                      
2MEPSP PPREPFG                                                      
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.8 E():   97 
Smith-Waterman score: 45; 29.2% identity (58.3% similar) in 48 aa overlap (16-63:317-364) 
 
                              10        20        30        40      
2MEPSP                KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     :. ::.:   . .. ::.. :  : :. :  
gi|855 SASSTSSKTPSTSTLATSTKATPTPSGTSSGSNSSSSAEPTTTGGTGSSNTGSGSGSGSG 
        290       300       310       320       330       340       
 
          50        60        70        80               
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG               
       .:. . .      ::..:                                
gi|855 SGSSSSTGSSTSAGASATPELSQGAAGSIKGSVTACALVFGAVAAVLAF 
        350       360       370       380       390      
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.6  bits: 18.5 E():   97 
Smith-Waterman score: 44; 30.6% identity (63.9% similar) in 36 aa overlap (4-39:264-297) 
 
                                          10        20        30    
2MEPSP                            KGGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:. 
gi|441 YAATVAAAPEVKYAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVATG--AATAAAGA 
           240       250       260       270       280         290  
 
            40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       .... :                                          
gi|441 ATAAAGGYKA                                      
             300                                       
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 45; 28.1% identity (62.5% similar) in 32 aa overlap (2-33:334-365) 
 
                                            10        20        30  
2MEPSP                              KGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.:  :  .  .   :. :.:..:  ... 
gi|668 STDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALEGVS 
           310       320       330       340       350       360    
 
              40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       .:                                                
gi|668 AGNACARIVQLATSSISRAPSGTTSKLLYNGINV                
           370       380       390                       
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 45; 28.1% identity (62.5% similar) in 32 aa overlap (2-33:334-365) 
 
                                            10        20        30  
2MEPSP                              KGGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.:  :  .  .   :. :.:..:  ... 
gi|458 STDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALEGVS 
           310       320       330       340       350       360    
 
              40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       .:                                                
gi|458 AGNACARIVQLATSSISRAPSGTTSKLLYNGINV                
           370       380       390                       
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 66.5  bits: 18.5 E():   97 
Smith-Waterman score: 44; 34.8% identity (63.0% similar) in 46 aa overlap (4-47:259-300) 
 
                                            10        20        30  
2MEPSP                            KGGQKYKSP--KNAYVEGDASSASYFLAGAAIT 
                                     :: ..:    : : . :..:.   .::: : 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAA---TGAA-T 
      230       240       250       260       270          280      
 
              40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
       :.. .. : .:.:  :                                  
gi|119 GAAGAATGAATVSAGGYKV                               
          290       300                                  
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 17.7 E():   97 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (28-41:13-26) 
 
               10        20        30        40        50        60 
2MEPSP KGGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                  ::...  : :. ::                    
gi|156                MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHN 
                              10        20        30        40      
 
               70        80                                         
2MEPSP KVTWTETSVTVTGPPREPFG                                         
                                                                    
gi|156 FLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLD 
          50        60        70        80        90       100      
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.5 E():   99 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (39-58:285-304) 
 
       10        20        30        40        50        60         
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
       70        80 
2MEPSP VTVTGPPREPFG 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:52 2011 done: Tue Apr 19 10:57:52 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
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FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 238  - 317 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     4     0:== 
  30    10     2:*=== 
  32    18     8:==*=== 
  34    26    22:=======*= 
  36    43    44:==============* 
  38    58    73:====================    * 
  40   100   102:=================================* 
  42   131   125:=========================================*== 
  44   169   138:=============================================*=========== 
  46   150   140:==============================================*=== 
  48   148   134:============================================*===== 
  50   101   122:==================================      * 
  52    97   108:=================================  * 
  54   101    92:==============================*=== 
  56    52    77:==================       * 
  58    45    63:===============     * 
  60    31    51:===========     * 
  62    36    41:============ * 
  64    41    33:==========*=== 
  66    25    26:========* 
  68    26    20:======*== 
  70    23    16:=====*== 
  72     8    12:===* 
  74    11    10:===* 
  76    11     8:==*= 
  78     4     6:=* 
  80     5     5:=* 
  82     2     3:* 
  84     1     3:* 
  86     4     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.48860.00291; mu= 14.9539 0.150 
 mean_var=30.1054 7.809, 0's: 2 Z-trim: 3  B-trim: 66 in 1/43 
 Lambda= 0.233750 
 Kolmogorov-Smirnov  statistic: 0.0467 (N=29) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7769

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   71 27.4    0.11 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 25.3       1 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 24.6     1.6 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 24.6     1.7 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   62 24.7     2.2 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 24.0     3.2 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   53 21.2     5.3 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   57 23.0     6.5 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.3     7.5 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.4       8 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.6     8.4 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.0     9.1 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.8     9.6 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.1      13 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 20.3      14 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.5      17 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.0      17 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.6      17 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 20.0      19 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 22.1      19 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 22.1      19 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.6      20 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   47 19.2      22 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.6      22 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.7      23 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.3      25 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.3      26 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.1      26 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.3      27 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.1      27 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.1      27 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.1      27 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.3      27 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.1      29 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 21.0      30 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.2      31 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   45 18.5      32 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   48 19.8      32 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.2      34 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   45 18.5      35 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.0      35 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.6      35 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.0      37 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.0      37 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 19.8      37 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 21.1      39 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.0      40 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   45 18.6      45 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   45 18.6      45 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.9      46 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.6      46 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.2      49 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.3      51 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.9      54 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.3      54 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.1      55 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.1      55 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.1      55 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   47 19.5      56 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.9      56 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 17.9      56 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   46 19.1      57 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 19.1      60 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.9      62 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.9      62 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.9      62 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.3      62 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.9      62 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.9      62 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.9      62 
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gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.9      62 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.9      64 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 17.9      65 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 17.9      65 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.8      66 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 17.9      67 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 17.9      67 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.5      67 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 17.9      68 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.8      69 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.8      69 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.8      70 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.8      70 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 18.0      70 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 18.0      70 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 18.8      70 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 18.8      70 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.8      70 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 18.0      71 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.2      71 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.2      73 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 18.0      73 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 18.8      73 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 18.8      73 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 18.8      73 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.4      74 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.4      74 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 18.0      75 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.2      75 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.2      82 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.2      85 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.2      86 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.2      86 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.2      86 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.0      88 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 17.6      88 
gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=M ( 204)   43 18.0      88 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   42 17.6      91 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.6      94 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 18.9      95 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   45 18.9      95 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   45 18.9      95 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   44 18.5      96 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   44 18.5      96 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 19.7      97 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.5      97 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.7      98 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  71  Z-score: 119.9  bits: 27.4 E(): 0.11 
Smith-Waterman score: 71; 27.9% identity (51.5% similar) in 68 aa overlap (6-72:63-130) 
 
                                        10        20        30      
2MEPSP                          GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.   .:   :::.     .:.: . :.   
gi|583 KTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDI 
             40        50        60        70        80        90   
 
          40         50        60        70        80               
2MEPSP VEGCGTTS-LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR               
       : :  :.. .  : :  .:..  :    :...: :  :                       
gi|583 VVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVY 
            100       110       120       130       140       150   
 
gi|583 KKCPGMP 
               
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 102.1  bits: 25.3 E():    1 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (3-54:79-131) 
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                                           10        20        30   
2MEPSP                             GGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
              40        50        60        70        80            
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR            
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 98.9  bits: 24.6 E():  1.6 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (3-54:59-111) 
 
                                           10        20        30   
2MEPSP                             GGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
              40        50        60        70        80            
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR            
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 98.5  bits: 24.6 E():  1.7 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (3-54:79-131) 
 
                                           10        20        30   
2MEPSP                             GGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
              40        50        60        70        80            
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR            
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 96.2  bits: 24.7 E():  2.2 
Smith-Waterman score: 69; 29.5% identity (46.6% similar) in 88 aa overlap (2-79:12-97) 
 
                         10        20           30               40 
2MEPSP           GGQKYKSPKNAYVEGDASSAS-YFLAGA--AITGGTVTV-------EGCG 
                  : .  .:  : . .:  : : :::     : : :..:.       . :: 
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCG 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR                     
        :  :: .   . .. ::  . :  : ::.  :    .:                      
gi|947 GT-WQGIIDKLDYIQGMGFTAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTA 
                70        80         90       100       110         
 
gi|947 DDLKALSSALHERGMYLMVDVVANHMGYDGAGSSVDYSVFKPFSSQDYFHPFCFIQNYED 
      120       130       140       150       160       170         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 93.3  bits: 24.0 E():  3.2 
Smith-Waterman score: 60; 36.4% identity (66.7% similar) in 33 aa overlap (3-35:12-44) 
 
                        10        20        30        40        50  
2MEPSP          GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                  : . :  :  ::.:.. .. .:: ::. .:. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL 
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               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGR                                
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 89.5  bits: 21.2 E():  5.3 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (3-37:69-101) 
 
                                           10        20        30   
2MEPSP                             GGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
             40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
        . ::                                            
gi|207 KIGVEEFQALVKA                                    
        100                                             
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.9  bits: 23.0 E():  6.5 
Smith-Waterman score: 57; 36.4% identity (63.6% similar) in 33 aa overlap (3-35:12-44) 
 
                        10        20        30        40        50  
2MEPSP          GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                  : . :  :  ::.:.. .. .:: ::.  :. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGR                                
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 86.8  bits: 21.3 E():  7.5 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (11-39:86-113) 
 
                                   10        20        30        40 
2MEPSP                     GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
               50        60        70        80              
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR              
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 86.2  bits: 21.4 E():    8 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (11-39:102-129) 
 
                                   10        20        30        40 
2MEPSP                     GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
               50        60        70        80              
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR              
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
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>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 85.9  bits: 20.6 E():  8.4 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (3-37:69-101) 
 
                                           10        20        30   
2MEPSP                             GGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
             40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
        . ::                                            
gi|207 KIGVEEFQALVKA                                    
        100                                             
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 85.3  bits: 21.0 E():  9.1 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (9-52:83-130) 
 
                                     10        20             30    
2MEPSP                       GGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
            40        50        60        70        80  
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR  
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 84.9  bits: 21.8 E():  9.6 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (3-38:264-297) 
 
                                           10        20        30   
2MEPSP                             GGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
             40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
       .... :                                           
gi|663 ATAAAGGYKA                                       
             300                                        
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.3  bits: 21.1 E():   13 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (29-48:208-227) 
 
                 10        20        30        40        50         
2MEPSP   GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
       60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGR 
                              
gi|111 KPEFIDIINAAAVKSA       
       240       250          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.6  bits: 20.3 E():   14 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (9-52:83-130) 
 
                                     10        20             30    
2MEPSP                       GGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
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                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
            40        50        60        70        80  
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR  
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 80.4  bits: 19.5 E():   17 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (8-37:73-101) 
 
                                      10        20        30        
2MEPSP                        GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
        40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                                   
gi|288 EFAVWVKQ                                    
                                                   
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (29-53:35-57) 
 
                 10        20        30        40        50         
2MEPSP   GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
       60        70        80                                       
2MEPSP AKVTWTETSVTVTGPPREPFGR                                       
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 19.6 E():   17 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (7-32:59-84) 
 
                                       10        20        30       
2MEPSP                         GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
         40        50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                                    
gi|117 APEAAKEEEKEESDDDMGFGLFD                      
       90       100       110                       
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 79.7  bits: 20.0 E():   19 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (11-39:84-111) 
 
                                   10        20        30        40 
2MEPSP                     GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
               50        60        70        80            
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR            
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gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 79.3  bits: 22.1 E():   19 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (6-48:113-154) 
 
                                        10        20        30      
2MEPSP                          GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
          40        50        60        70        80                
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR                
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 79.3  bits: 22.1 E():   19 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (6-48:113-154) 
 
                                        10        20        30      
2MEPSP                          GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
          40        50        60        70        80                
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR                
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (54-80:9-37) 
 
            30        40        50        60        70          80  
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGR  
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.3  bits: 19.2 E():   22 
Smith-Waterman score: 47; 32.4% identity (62.2% similar) in 37 aa overlap (1-37:58-89) 
 
                                             10        20        30 
2MEPSP                               GGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     :..:  :  .. . : :.:.     ::: . 
gi|117 ESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASG-----GAAAA 
        30        40        50        60        70             80   
 
               40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
       ::.. .:                                            
gi|117 GGSAQAEAAPEAAKEEEKEESDEDMGFGLFD                    
             90       100       110                       
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 48; 31.5% identity (53.7% similar) in 54 aa overlap (32-80:16-68) 
 
              10        20        30          40        50          
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGA 
                                     :::  : :: : :.. :...  .   . :  
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gi|160                MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGF 
                              10        20        30         40     
 
      60           70        80                                     
2MEPSP KVTW---TETSVTVTGPPREPFGR                                     
       .:     : ..   :::  .: :.                                     
gi|160 HVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIP 
           50        60        70        80        90       100     
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (57-75:1-18) 
 
         30        40        50        60        70        80       
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR       
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.2  bits: 19.3 E():   25 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (13-58:86-130) 
 
                                 10        20        30        40   
2MEPSP                   GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
             50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
       . ..  : :.: . .:                       
gi|136 KKEALPKCAQVYNKLGMYPPNM                 
          120       130                       
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.0  bits: 19.3 E():   26 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (13-58:90-134) 
 
                                 10        20        30        40   
2MEPSP                   GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
             50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
       . ..  : :.: . .:                       
gi|145 KKEALPKCAQVYNKLGMYPPNM                 
      120       130       140                 
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.9  bits: 20.1 E():   26 
Smith-Waterman score: 49; 23.4% identity (53.2% similar) in 77 aa overlap (5-77:38-111) 
 
                                         10        20        30     
2MEPSP                           GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|168 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
        10        20        30        40        50        60        
 
           40         50        60           70        80           
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGR           
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::              
gi|168 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
           70        80        90       100       110       120     
 
gi|168 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNPNYLAILVKYVDGDGD 
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          130       140       150       160       170       180     
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.7  bits: 19.3 E():   27 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (13-58:96-140) 
 
                                 10        20        30        40   
2MEPSP                   GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
             50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
       . ..  : :.: . .:                       
gi|246 KKEALPKCAQVYNKLGMYPPNM                 
          130       140                       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 49; 23.4% identity (53.2% similar) in 77 aa overlap (5-77:49-122) 
 
                                         10        20        30     
2MEPSP                           GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|752 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
       20        30        40        50        60        70         
 
           40         50        60           70        80           
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGR           
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::              
gi|752 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
 
gi|752 GSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 49; 23.4% identity (53.2% similar) in 77 aa overlap (5-77:49-122) 
 
                                         10        20        30     
2MEPSP                           GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|168 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKNVDKAPFNG-- 
       20        30        40        50        60        70         
 
           40         50        60           70        80           
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGR           
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::              
gi|168 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
 
gi|168 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 49; 23.4% identity (53.2% similar) in 77 aa overlap (5-77:49-122) 
 
                                         10        20        30     
2MEPSP                           GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|126 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKNVDKAPFNG-- 
       20        30        40        50        60        70         
 
           40         50        60           70        80           
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGR           
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::              
gi|126 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
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gi|126 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 76.6  bits: 19.3 E():   27 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (19-45:9-38) 
 
               10        20           30        40        50        
2MEPSP GGQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMM 
                         ::  ::   :.:.:  .:: ::: . .: :             
gi|110           MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKF 
                         10        20        30        40        50 
 
        60        70        80                                      
2MEPSP GAKVTWTETSVTVTGPPREPFGR                                      
                                                                    
gi|110 KHCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQ 
               60        70        80        90       100       110 
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (20-47:133-160) 
 
                          10        20        30        40          
2MEPSP            GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
      50        60        70        80                              
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGR                              
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.8  bits: 21.0 E():   30 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (3-51:264-309) 
 
                                           10         20        30  
2MEPSP                             GGQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
              40        50        60        70        80            
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR            
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.7  bits: 20.2 E():   31 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (37-61:282-306) 
 
         10        20        30        40        50        60       
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
         70        80 
2MEPSP SVTVTGPPREPFGR 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.4  bits: 18.5 E():   32 
Smith-Waterman score: 45; 42.1% identity (68.4% similar) in 19 aa overlap (1-19:54-72) 
 
                                             10        20        30 
2MEPSP                               GGQKYKSPKNAYVEGDASSASYFLAGAAIT 
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                                     : : : :: .. .: .:.:            
gi|897 PTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAA 
            30        40        50        60        70        80    
 
               40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                                          
gi|897 QLPAMCRLEGGDALLASQ                                 
            90       100                                  
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.3  bits: 19.8 E():   32 
Smith-Waterman score: 48; 32.1% identity (60.7% similar) in 28 aa overlap (2-29:27-54) 
 
                                        10        20        30      
2MEPSP                          GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                 : .  :: .:  .   .:::.: .:. .       
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSNASPGDAVYQIALQSASHFCGGSILDEYWIL 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR                
                                                                    
gi|225 TAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNAR 
               70        80        90       100       110       120 
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.0  bits: 20.2 E():   34 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (16-64:53-100) 
 
                              10        20        30        40      
2MEPSP                GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
          50        60        70        80                          
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR                          
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 74.7  bits: 18.5 E():   35 
Smith-Waterman score: 45; 32.4% identity (59.5% similar) in 37 aa overlap (1-37:58-89) 
 
                                             10        20        30 
2MEPSP                               GGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     : .:  :  .. . : :.:.     ::: . 
gi|185 ESVGIEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASG-----GAAAA 
        30        40        50        60        70             80   
 
               40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
       ::.. .:                                            
gi|185 GGSAEAEAAPEAAKEEEKEESDEDMGFGLFD                    
             90       100       110                       
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (42-57:135-150) 
 
              20        30        40        50        60        70  
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
              80 
2MEPSP GPPREPFGR 
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>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.6  bits: 18.6 E():   35 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (24-74:1-49) 
 
               10        20        30        40        50        60 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                              .:..:.:  ...:  : ..:.   .  ..:   ..   
gi|144                        MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPC 
                                      10        20        30        
 
               70        80                                         
2MEPSP VTWTETSVTVTGPPREPFGR                                         
       . ..... .:  ::                                               
gi|144 IGYVRSGGAV--PPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPG 
        40          50        60        70        80        90      
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (13-52:87-131) 
 
                                 10             20        30        
2MEPSP                   GGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
        40        50        60        70        80  
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR  
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (13-52:87-131) 
 
                                 10             20        30        
2MEPSP                   GGQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
        40        50        60        70        80  
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR  
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (47-72:175-201) 
 
         20        30        40        50         60        70      
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
          80                                                        
2MEPSP EPFGR                                                        
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.8  bits: 21.1 E():   39 
Smith-Waterman score: 56; 30.2% identity (58.1% similar) in 43 aa overlap (6-48:113-154) 
 
                                        10        20        30      
2MEPSP                          GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
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gi|219 ITWLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKSGDKIN 
             90       100       110       120       130        140  
 
          40        50        60        70        80                
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR                
         : : .. .::.                                                
gi|219 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGALTKSGDKY 
             150       160       170       180       190       200  
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 19.0 E():   40 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (48-74:4-30) 
 
        20        30        40        50        60        70        
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
        80                                                          
2MEPSP FGR                                                          
                                                                    
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.6  bits: 18.6 E():   45 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (41-75:30-64) 
 
               20        30        40        50        60        70 
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|169  MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
               80                                                   
2MEPSP TGPPREPFGR                                                   
        :  .                                                        
gi|169 DGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKF 
      60        70        80        90       100       110          
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.6  bits: 18.6 E():   45 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (41-75:30-64) 
 
               20        30        40        50        60        70 
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|374  MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
               80                                                   
2MEPSP TGPPREPFGR                                                   
        :  .                                                        
gi|374 DGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKY 
      60        70        80        90       100       110          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.6  bits: 19.9 E():   46 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (3-32:340-370) 
 
                                           10        20        30   
2MEPSP                             GGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
               40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
       ::                                                 
gi|113 GGYKV                                              
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      370                                                 
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (13-52:87-131) 
 
                                 10             20        30        
2MEPSP                   GGQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
        40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
       . .  . .:: : .:                             
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
        120       130       140       150          
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.0  bits: 18.2 E():   49 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (29-53:19-41) 
 
               10        20        30        40        50        60 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|131           QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEG 
                         10        20         30         40         
 
               70        80                                         
2MEPSP VTWTETSVTVTGPPREPFGR                                         
                                                                    
gi|131 LYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFF 
       50        60        70        80        90       100         
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.7  bits: 18.3 E():   51 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (29-53:25-47) 
 
               10        20        30        40        50        60 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|136     QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEG 
                   10        20        30          40        50     
 
               70        80                                         
2MEPSP VTWTETSVTVTGPPREPFGR                                         
                                                                    
gi|136 LYSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFY 
           60        70        80        90       100       110     
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (3-37:69-101) 
 
                                           10        20        30   
2MEPSP                             GGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
             40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
       .. ::                                            
gi|148 AIGVEEWAVLVKA                                    
        100                                             
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.3  bits: 18.3 E():   54 
Smith-Waterman score: 44; 28.9% identity (60.0% similar) in 45 aa overlap (14-58:97-140) 
 
                                10        20        30        40    
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2MEPSP                  GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: :. .  :.  ....: : ::.  :  . 
gi|246 SMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFIL-STVNGTTRTVNPLGFYK 
         70        80        90       100        110       120      
 
            50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
        ..  : :.: . .:                       
gi|246 KEALPKCAQVYNKLGMYPPNM                 
         130       140                       
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (3-32:231-261) 
 
                                           10        20        30   
2MEPSP                             GGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
               40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
       ::                                                 
gi|226 GGYKV                                              
     260                                                  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (56-79:7-30) 
 
          30        40        50        60        70        80      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR      
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 53; 24.1% identity (58.6% similar) in 58 aa overlap (18-75:2-53) 
 
               10        20        30        40        50        60 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                        .:.: .::  ..... :.. .::  ..       ..   .: : 
gi|109                 MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK 
                                10        20        30           40 
 
               70        80                                         
2MEPSP VTWTETSVTVTGPPREPFGR                                         
         : :...:  : :.                                              
gi|109 --WLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEI 
                 50        60        70        80        90         
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.0  bits: 19.5 E():   56 
Smith-Waterman score: 47; 22.6% identity (59.7% similar) in 62 aa overlap (18-76:222-283) 
 
                            10        20        30        40        
2MEPSP              GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
           50        60        70        80                         
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR                         
          .... :. . ..  .  ..: .. ::  :                             
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
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gi|122 HVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
             320       330       340       350       360  
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.9  bits: 17.9 E():   56 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (7-46:20-60) 
 
                            10        20        30         40       
2MEPSP              GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQG 
                          :  .: . :...:.     : . .::.:    : :  ...: 
gi|384 MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTING 
               10        20        30        40        50        60 
 
         50        60        70        80                      
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR                      
                                                               
gi|384 LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.9  bits: 17.9 E():   56 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (24-74:1-49) 
 
               10        20        30        40        50        60 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                              .:..:.:  ...:  : ..:.   .  ..:   ..   
gi|506                        MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPC 
                                      10        20        30        
 
               70        80                                         
2MEPSP VTWTETSVTVTGPPREPFGR                                         
       . ..... .:  ::                                               
gi|506 IGYVRNGGAV--PPACCNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPG 
        40          50        60        70        80        90      
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 46; 26.5% identity (55.9% similar) in 34 aa overlap (41-74:114-147) 
 
               20        30        40        50        60        70 
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
               80                                                   
2MEPSP TGPPREPFGR                                                   
          :                                                         
gi|144 IILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDR 
           150       160       170       180       190       200    
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (3-38:259-293) 
 
                                           10        20        30   
2MEPSP                             GGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
             40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
       ::.. :                                           
gi|119 TVSAGGYKV                                        
       290                                              
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (29-53:20-42) 
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               10        20        30        40        50        60 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|333          WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEG 
                        10        20          30        40          
 
               70        80                                         
2MEPSP VTWTETSVTVTGPPREPFGR                                         
                                                                    
gi|333 LYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFF 
      50        60        70        80        90       100          
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (29-53:20-42) 
 
               10        20        30        40        50        60 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :     .::. :.::        
gi|333          QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEG 
                        10        20         30         40          
 
               70        80                                         
2MEPSP VTWTETSVTVTGPPREPFGR                                         
                                                                    
gi|333 LYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFF 
      50        60        70        80        90       100          
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (29-53:20-42) 
 
               10        20        30        40        50        60 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :     .::. :.::        
gi|333          QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEG 
                        10        20         30         40          
 
               70        80                                         
2MEPSP VTWTETSVTVTGPPREPFGR                                         
                                                                    
gi|333 LYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFF 
      50        60        70        80        90       100          
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.1  bits: 18.3 E():   62 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (25-46:150-172) 
 
                     10        20        30         40        50    
2MEPSP       GGQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
            60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGR 
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (29-53:21-43) 
 
               10        20        30        40        50        60 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|333         IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEG 
                       10        20         30         40        50 
 
               70        80                                         
2MEPSP VTWTETSVTVTGPPREPFGR                                         
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gi|333 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFF 
               60        70        80        90       100       110 
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (29-53:21-43) 
 
               10        20        30        40        50        60 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|375         IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEG 
                       10        20         30         40        50 
 
               70        80                                         
2MEPSP VTWTETSVTVTGPPREPFGR                                         
                                                                    
gi|375 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFF 
               60        70        80        90       100       110 
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (29-53:21-43) 
 
               10        20        30        40        50        60 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|333         IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEG 
                       10        20         30         40        50 
 
               70        80                                         
2MEPSP VTWTETSVTVTGPPREPFGR                                         
                                                                    
gi|333 LYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFF 
               60        70        80        90       100       110 
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (29-53:21-43) 
 
               10        20        30        40        50        60 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|333         ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEG 
                       10        20         30         40        50 
 
               70        80                                         
2MEPSP VTWTETSVTVTGPPREPFGR                                         
                                                                    
gi|333 LYSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFF 
               60        70        80        90       100       110 
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (13-58:86-130) 
 
                                 10        20        30        40   
2MEPSP                   GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
             50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
       . ..  : :.: . .:                       
gi|136 KKEALPKCAQVYNKLGMYPPNM                 
          120       130                       
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (29-53:29-51) 
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               10        20        30        40        50        60 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
               70        80                                         
2MEPSP VTWTETSVTVTGPPREPFGR                                         
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (29-53:29-51) 
 
               10        20        30        40        50        60 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
               70        80                                         
2MEPSP VTWTETSVTVTGPPREPFGR                                         
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (72-80:14-22) 
 
              50        60        70        80                      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR                      
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 47; 31.5% identity (53.7% similar) in 54 aa overlap (32-80:16-68) 
 
              10        20        30          40        50          
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGA 
                                     :::  : :: : :.. :...  .   . :  
gi|160                MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGF 
                              10        20        30         40     
 
      60           70        80                                     
2MEPSP KVTW---TETSVTVTGPPREPFGR                                     
       .:     : ..   :::  .: :.                                     
gi|160 HVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSII 
           50        60        70        80        90       100     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 47; 31.5% identity (53.7% similar) in 54 aa overlap (32-80:16-68) 
 
              10        20        30          40        50          
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGA 
                                     :::  : :: : :.. :...  .   . :  
gi|160                MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGF 
                              10        20        30         40     
 
      60           70        80                                     
2MEPSP KVTW---TETSVTVTGPPREPFGR                                     
       .:     : ..   :::  .: :.                                     
gi|160 HVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSII 
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           50        60        70        80        90       100     
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.5  bits: 17.5 E():   67 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (3-37:69-101) 
 
                                           10        20        30   
2MEPSP                             GGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
             40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
        . :.                                            
gi|288 KIGVDEFAAMIKG                                    
        100                                             
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (29-53:35-57) 
 
                 10        20        30        40        50         
2MEPSP   GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
       60        70        80                                       
2MEPSP AKVTWTETSVTVTGPPREPFGR                                       
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (72-80:25-33) 
 
              50        60        70        80                      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR                      
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (3-32:232-262) 
 
                                           10        20        30   
2MEPSP                             GGQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
               40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
       ::                                                 
gi|180 GGYKV                                              
                                                          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.8 E():   70 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (72-80:31-39) 
 
              50        60        70        80                      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR                      
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
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               10        20        30        40        50        60 
 
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.8 E():   70 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (72-80:31-39) 
 
              50        60        70        80                      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR                      
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 51; 31.5% identity (55.6% similar) in 54 aa overlap (32-80:16-68) 
 
              10        20        30          40        50          
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGA 
                                     :::  : :: : :.. :...  .   . :  
gi|160                MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGF 
                              10        20        30         40     
 
      60           70        80                                     
2MEPSP KVTW---TETSVTVTGPPREPFGR                                     
       .:.    : ..   :::  .: :.                                     
gi|160 HVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIP 
           50        60        70        80        90       100     
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 47; 31.5% identity (53.7% similar) in 54 aa overlap (32-80:16-68) 
 
              10        20        30          40        50          
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGA 
                                     :::  : :: : :.. :...  .   . :  
gi|160                MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGF 
                              10        20        30         40     
 
      60           70        80                                     
2MEPSP KVTW---TETSVTVTGPPREPFGR                                     
       .:     : ..   :::  .: :.                                     
gi|160 HVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIP 
           50        60        70        80        90       100     
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.2  bits: 18.8 E():   70 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (28-72:204-252) 
 
                  10        20        30        40           50     
2MEPSP    GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
            60        70        80           
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGR           
       .  :: : :  ..:  . :                   
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.2  bits: 18.8 E():   70 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (28-72:204-252) 
 
                  10        20        30        40           50     
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2MEPSP    GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
            60        70        80           
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGR           
       .  :: : :  ..:  . :                   
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.8 E():   70 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (72-80:32-40) 
 
              50        60        70        80                      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR                      
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (9-58:40-93) 
 
                                     10        20            30     
2MEPSP                       GGQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
           40        50        60        70        80               
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR               
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.0  bits: 19.2 E():   71 
Smith-Waterman score: 48; 28.3% identity (60.4% similar) in 53 aa overlap (2-52:109-159) 
 
                                            10        20            
2MEPSP                              GGQKYKSPKNAYVEGDASSASYFL--AGAAI 
                                     :.:  . ..: :.   ..   :.  .. .: 
gi|151 LRYGATREKALWIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVI 
       80        90       100       110       120       130         
 
      30        40        50        60        70        80          
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR          
         : . ..::.:. : :::  .:                                      
gi|151 LHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGL 
      140        150        160       170       180       190       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.9  bits: 19.2 E():   73 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (34-52:97-115) 
 
            10        20        30        40        50        60    
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
            70        80                                            
2MEPSP TETSVTVTGPPREPFGR                                            
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
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>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (15-52:93-131) 
 
                               10         20        30        40    
2MEPSP                 GGQKYKSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
            50        60        70        80  
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR  
        .::... :                              
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN 
            130       140       150       160 
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (47-72:175-201) 
 
         20        30        40        50         60        70      
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
          80                                                        
2MEPSP EPFGR                                                        
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (47-72:175-201) 
 
         20        30        40        50         60        70      
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
          80                                                        
2MEPSP EPFGR                                                        
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (26-67:216-260) 
 
                    10        20        30        40           50   
2MEPSP      GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
             60        70        80             
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGR             
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.8  bits: 18.4 E():   74 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (43-73:98-127) 
 
             20        30        40        50        60        70   
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
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                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
             80                                                     
2MEPSP PPREPFGR                                                     
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (43-73:99-128) 
 
             20        30        40        50        60        70   
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
             80                                                     
2MEPSP PPREPFGR                                                     
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 18.0 E():   75 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (40-65:38-62) 
 
      10        20        30        40        50        60          
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
      70        80                                                  
2MEPSP VTGPPREPFGR                                                  
                                                                    
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (15-37:145-167) 
 
                               10        20        30        40     
2MEPSP                 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
           50        60        70        80                         
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR                         
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 19.2 E():   82 
Smith-Waterman score: 46; 36.4% identity (68.2% similar) in 22 aa overlap (54-75:312-333) 
 
            30        40        50        60        70        80    
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR    
                                     .: .: :.  .  ..:::.: :         
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
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>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (9-37:73-101) 
 
                                     10        20        30         
2MEPSP                       GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
       40        50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                                  
gi|193 FNHLVKH                                    
                                                  
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (7-32:59-83) 
 
                                       10         20        30      
2MEPSP                         GGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
          40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                                     
gi|215 AAPEAERAEEEKEESDDDMGFGLFD                     
         90       100       110                      
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (7-31:59-84) 
 
                                       10         20        30      
2MEPSP                         GGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
          40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                                     
gi|668 AAKEKNEEEKEESDEDMGFGLFD                       
       90       100       110                        
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (7-31:59-84) 
 
                                       10         20        30      
2MEPSP                         GGQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
          40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                                     
gi|833 AAEEKKEEEKEESDEDMGFGLFD                       
       90       100       110                        
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.4  bits: 18.0 E():   88 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (18-43:103-127) 
 
                            10        20        30        40        
2MEPSP              GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
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gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
        50        60        70        80                            
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR                            
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.6 E():   88 
Smith-Waterman score: 42; 41.2% identity (70.6% similar) in 17 aa overlap (1-17:109-125) 
 
                                             10        20        30 
2MEPSP                               GGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.: :   . ...:::              
gi|145 YTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQK 
       80        90       100       110       120       130         
 
               40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                                          
gi|145 SQGIFKAIEGYVLSN                                    
      140       150                                       
 
>>gi|1168970|sp|P42059.1|CLAH7_CLAHE RecName: Full=Minor  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.0 E():   88 
Smith-Waterman score: 43; 24.1% identity (65.5% similar) in 29 aa overlap (1-29:173-201) 
 
                                             10        20        30 
2MEPSP                               GGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.  ..:..  .:  :.. ... : : .  
gi|116 VPLGYKTTFHLLGDNSEVRGAAVWGAGTFSGGDGSRQPSQKELELTAQGKAFYEAVAKVN 
            150       160       170       180       190       200   
 
               40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                                          
gi|116 FQ                                                 
                                                          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 42; 28.6% identity (55.1% similar) in 49 aa overlap (9-52:83-130) 
 
                                     10        20             30    
2MEPSP                       GGQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
            40        50        60        70        80  
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR  
       : ... .    ..::.. :                              
gi|131 V-IKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
             120       130       140       150          
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (43-57:53-67) 
 
             20        30        40        50        60        70   
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
             80                                                     
2MEPSP PPREPFGR                                                     
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
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             90       100       110       120       130       140   
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 45; 29.2% identity (58.3% similar) in 48 aa overlap (15-62:317-364) 
 
                               10        20        30        40     
2MEPSP                 GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     :. ::.:   . .. ::.. :  : :. :  
gi|855 SASSTSSKTPSTSTLATSTKATPTPSGTSSGSNSSSSAEPTTTGGTGSSNTGSGSGSGSG 
        290       300       310       320       330       340       
 
           50        60        70        80              
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR              
       .:. . .      ::..:                                
gi|855 SGSSSSTGSSTSAGASATPELSQGAAGSIKGSVTACALVFGAVAAVLAF 
        350       360       370       380       390      
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 45; 28.1% identity (62.5% similar) in 32 aa overlap (1-32:334-365) 
 
                                             10        20        30 
2MEPSP                               GGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.:  :  .  .   :. :.:..:  ... 
gi|458 STDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALEGVS 
           310       320       330       340       350       360    
 
               40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
       .:                                                 
gi|458 AGNACARIVQLATSSISRAPSGTTSKLLYNGINV                 
           370       380       390                        
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 45; 28.1% identity (62.5% similar) in 32 aa overlap (1-32:334-365) 
 
                                             10        20        30 
2MEPSP                               GGQKYKSPKNAYVEGDASSASYFLAGAAIT 
                                     ::.:  :  .  .   :. :.:..:  ... 
gi|668 STDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVAAYLMALEGVS 
           310       320       330       340       350       360    
 
               40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
       .:                                                 
gi|668 AGNACARIVQLATSSISRAPSGTTSKLLYNGINV                 
           370       380       390                        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.7  bits: 18.5 E():   96 
Smith-Waterman score: 44; 30.6% identity (63.9% similar) in 36 aa overlap (3-38:264-297) 
 
                                           10        20        30   
2MEPSP                             GGQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:. 
gi|441 YAATVAAAPEVKYAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVATG--AATAAAGA 
           240       250       260       270       280         290  
 
             40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
       .... :                                           
gi|441 ATAAAGGYKA                                       
             300                                        
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 66.6  bits: 18.5 E():   96 
Smith-Waterman score: 44; 34.8% identity (63.0% similar) in 46 aa overlap (3-46:259-300) 
 
                                             10        20        30 
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2MEPSP                             GGQKYKSP--KNAYVEGDASSASYFLAGAAIT 
                                     :: ..:    : : . :..:.   .::: : 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAA---TGAA-T 
      230       240       250       260       270          280      
 
               40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
       :.. .. : .:.:  :                                   
gi|119 GAAGAATGAATVSAGGYKV                                
          290       300                                   
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.5  bits: 19.7 E():   97 
Smith-Waterman score: 56; 30.2% identity (58.1% similar) in 43 aa overlap (6-48:113-154) 
 
                                        10        20        30      
2MEPSP                          GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|581 ITWLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKSGDKIN 
             90       100       110       120       130        140  
 
          40        50        60        70        80                
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR                
         : : .. .::.                                                
gi|581 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGTLTKSGDKY 
             150       160       170       180       190       200  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.5 E():   97 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (38-57:285-304) 
 
        10        20        30        40        50        60        
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
        70        80 
2MEPSP VTVTGPPREPFGR 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 17.7 E():   98 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (27-40:13-26) 
 
               10        20        30        40        50        60 
2MEPSP GGQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                 ::...  : :. ::                     
gi|156               MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNF 
                             10        20        30        40       
 
               70        80                                         
2MEPSP VTWTETSVTVTGPPREPFGR                                         
                                                                    
gi|156 LFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDG 
         50        60        70        80        90       100       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:52 2011 done: Tue Apr 19 10:57:52 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>2MEPSPS: 239  - 318 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     3     0:= 
  30     9     2:*== 
  32    16     8:==*=== 
  34    23    22:=======* 
  36    40    44:==============* 
  38    57    73:===================     * 
  40   119   102:=================================*====== 
  42   116   125:=======================================  * 
  44   175   137:=============================================*============= 
  46   154   140:==============================================*===== 
  48   146   134:============================================*==== 
  50   106   122:====================================    * 
  52   106   107:===================================* 
  54    87    92:============================= * 
  56    48    77:================         * 
  58    52    63:==================  * 
  60    32    51:===========     * 
  62    28    41:==========   * 
  64    49    33:==========*====== 
  66    17    26:======  * 
  68    17    20:======* 
  70    30    16:=====*==== 
  72    14    12:===*= 
  74     8    10:===* 
  76    12     8:==*= 
  78     3     6:=* 
  80     7     5:=*= 
  82     2     3:* 
  84     0     3:* 
  86     5     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.31210.00295; mu= 15.7466 0.153 
 mean_var=29.3085 7.697, 0's: 2 Z-trim: 3  B-trim: 66 in 1/43 
 Lambda= 0.236907 
 Kolmogorov-Smirnov  statistic: 0.0477 (N=28) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   71 27.6   0.092 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 25.5     0.9 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 24.8     1.4 
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gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 24.8     1.5 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 24.2     2.8 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   59 23.9     3.9 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   53 21.3     4.9 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   57 23.1     5.7 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.5     6.8 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.5     7.3 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.7     7.8 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.1     8.3 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 22.0     8.5 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.3      12 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 20.4      13 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.1      16 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.6      16 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.6      16 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 22.3      17 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 22.3      17 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 20.1      17 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.7      19 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   48 19.7      21 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.8      21 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.4      24 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.2      24 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.4      24 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.3      25 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.3      25 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.3      25 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.4      25 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.4      26 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 19.0      26 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.3      26 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 21.2      27 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.3      28 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   48 19.9      30 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.3      31 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.1      33 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 19.9      33 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.6      33 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.1      34 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.1      34 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 21.3      34 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.1      37 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 20.0      41 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   45 18.7      43 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   45 18.7      43 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.7      43 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.3      47 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.3      48 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.2      50 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   47 19.7      51 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.2      51 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.2      51 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.4      51 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.9      51 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   46 19.2      53 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 17.9      53 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.9      53 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 17.9      53 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 19.3      55 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.4      59 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.0      59 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.0      59 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.0      59 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.0      59 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.0      59 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.0      59 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.0      59 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.0      61 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.9      61 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.0      62 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.0      62 
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gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.9      63 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   43 18.0      64 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   43 18.0      64 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.9      64 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.0      64 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.9      65 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.9      65 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.6      65 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 18.9      65 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 18.9      65 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.9      65 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.3      65 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   43 18.0      66 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   43 18.0      66 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.3      66 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 18.0      67 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 18.9      67 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 18.9      67 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 18.9      67 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.4      69 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.5      69 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 18.0      69 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.5      69 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 18.1      71 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.4      75 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.2      81 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.1      82 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.2      83 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.2      83 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.2      83 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   42 17.7      86 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.0      87 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 19.9      87 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   44 18.6      89 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.7      89 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   44 18.6      89 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.6      90 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.7      93 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.2      94 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   43 18.2      94 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   41 17.3      99 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   42 17.8      99 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  71  Z-score: 121.0  bits: 27.6 E(): 0.092 
Smith-Waterman score: 71; 27.9% identity (51.5% similar) in 68 aa overlap (5-71:63-130) 
 
                                         10        20        30     
2MEPSP                           GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.   .:   :::.     .:.: . :.   
gi|583 KTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDI 
             40        50        60        70        80        90   
 
           40         50        60        70        80              
2MEPSP VEGCGTTS-LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK              
       : :  :.. .  : :  .:..  :    :...: :  :                       
gi|583 VVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVY 
            100       110       120       130       140       150   
 
gi|583 KKCPGMP 
               
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 103.3  bits: 25.5 E():  0.9 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (2-53:79-131) 
 
                                            10        20        30  
2MEPSP                              GQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
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               40        50        60        70        80           
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK           
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 100.0  bits: 24.8 E():  1.4 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (2-53:59-111) 
 
                                            10        20        30  
2MEPSP                              GQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
               40        50        60        70        80           
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK           
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 99.6  bits: 24.8 E():  1.5 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (2-53:79-131) 
 
                                            10        20        30  
2MEPSP                              GQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
               40        50        60        70        80           
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK           
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 94.4  bits: 24.2 E():  2.8 
Smith-Waterman score: 60; 36.4% identity (66.7% similar) in 33 aa overlap (2-34:12-44) 
 
                         10        20        30        40        50 
2MEPSP           GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                  : . :  :  ::.:.. .. .:: ::. .:. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRK                               
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  50 init1:  50 opt:  59  Z-score: 91.9  bits: 23.9 E():  3.9 
Smith-Waterman score: 69; 29.5% identity (46.6% similar) in 88 aa overlap (1-78:12-97) 
 
                          10        20           30                 
2MEPSP            GQKYKSPKNAYVEGDASSAS-YFLAGA--AITGGTVTV-------EGCG 
                  : .  .:  : . .:  : : :::     : : :..:.       . :: 
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCG 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK                    
        :  :: .   . .. ::  . :  : ::.  :    .:                      
gi|947 GT-WQGIIDKLDYIQGMGFTAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTA 
                70        80         90       100       110         
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gi|947 DDLKALSSALHERGMYLMVDVVANHMGYDGAGSSVDYSVFKPFSSQDYFHPFCFIQNYED 
      120       130       140       150       160       170         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 90.1  bits: 21.3 E():  4.9 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (2-36:69-101) 
 
                                            10        20        30  
2MEPSP                              GQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
              40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
        . ::                                             
gi|207 KIGVEEFQALVKA                                     
        100                                              
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.9  bits: 23.1 E():  5.7 
Smith-Waterman score: 57; 36.4% identity (63.6% similar) in 33 aa overlap (2-34:12-44) 
 
                         10        20        30        40        50 
2MEPSP           GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                  : . :  :  ::.:.. .. .:: ::.  :. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRK                               
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 87.5  bits: 21.5 E():  6.8 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (10-38:86-113) 
 
                                    10        20        30          
2MEPSP                      GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
      40        50        60        70        80             
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK             
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 86.9  bits: 21.5 E():  7.3 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (10-38:102-129) 
 
                                    10        20        30          
2MEPSP                      GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
      40        50        60        70        80             
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK             
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 86.4  bits: 20.7 E():  7.8 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (2-36:69-101) 
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                                            10        20        30  
2MEPSP                              GQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
              40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
        . ::                                             
gi|207 KIGVEEFQALVKA                                     
        100                                              
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 86.0  bits: 21.1 E():  8.3 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (8-51:83-130) 
 
                                      10             20        30   
2MEPSP                        GQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
             40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
       : ... .    .:::.. :                              
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN 
             120       130       140       150          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 85.7  bits: 22.0 E():  8.5 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (2-37:264-297) 
 
                                            10        20        30  
2MEPSP                              GQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
              40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
       .... :                                            
gi|663 ATAAAGGYKA                                        
             300                                         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.1  bits: 21.3 E():   12 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (28-47:208-227) 
 
                  10        20        30        40        50        
2MEPSP    GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
        60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRK 
                               
gi|111 KPEFIDIINAAAVKSA        
       240       250           
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 82.3  bits: 20.4 E():   13 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (8-51:83-130) 
 
                                      10             20        30   
2MEPSP                        GQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
             40        50        60        70        80 
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2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
       : ... .    .:::.. :                              
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN 
             120       130       140       150          
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 80.9  bits: 20.1 E():   16 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (28-52:35-57) 
 
                  10        20        30        40        50        
2MEPSP    GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
        60        70        80                                      
2MEPSP AKVTWTETSVTVTGPPREPFGRK                                      
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 80.9  bits: 19.6 E():   16 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (7-36:73-101) 
 
                                       10        20        30       
2MEPSP                         GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
         40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
                                                    
gi|288 EFAVWVKQ                                     
                                                    
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (6-31:59-84) 
 
                                        10        20        30      
2MEPSP                          GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
          40        50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
                                                     
gi|117 APEAAKEEEKEESDDDMGFGLFD                       
       90       100       110                        
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 80.4  bits: 22.3 E():   17 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (5-47:113-154) 
 
                                         10        20        30     
2MEPSP                           GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
           40        50        60        70        80               
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK               
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 80.4  bits: 22.3 E():   17 
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Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (5-47:113-154) 
 
                                         10        20        30     
2MEPSP                           GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
           40        50        60        70        80               
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK               
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 80.3  bits: 20.1 E():   17 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (10-38:84-111) 
 
                                    10        20        30          
2MEPSP                      GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
      40        50        60        70        80           
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK           
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 79.7  bits: 19.7 E():   19 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (53-79:9-37) 
 
             30        40        50        60        70          80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 49; 30.9% identity (54.5% similar) in 55 aa overlap (31-80:16-69) 
 
               10        20        30          40        50         
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGA 
                                     :::  : :: : :.. :...  .   . :  
gi|160                MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGF 
                              10        20        30         40     
 
       60           70        80                                    
2MEPSP KVTW---TETSVTVTGPPREPFGRK                                    
       .:     : ..   :::  .: :..                                    
gi|160 HVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIP 
           50        60        70        80        90       100     
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.5  bits: 19.8 E():   21 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (56-74:1-18) 
 
          30        40        50        60        70        80      
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK      
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
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>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.7  bits: 19.4 E():   24 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (12-57:86-130) 
 
                                  10        20        30        40  
2MEPSP                    GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
              50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
       . ..  : :.: . .:                        
gi|136 KKEALPKCAQVYNKLGMYPPNM                  
          120       130                        
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.6  bits: 20.2 E():   24 
Smith-Waterman score: 49; 23.4% identity (53.2% similar) in 77 aa overlap (4-76:38-111) 
 
                                          10        20        30    
2MEPSP                            GQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|168 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
        10        20        30        40        50        60        
 
            40         50           60        70        80          
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRK          
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::              
gi|168 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
           70        80        90       100       110       120     
 
gi|168 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNPNYLAILVKYVDGDGD 
          130       140       150       160       170       180     
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (12-57:90-134) 
 
                                  10        20        30        40  
2MEPSP                    GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
              50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
       . ..  : :.: . .:                        
gi|145 KKEALPKCAQVYNKLGMYPPNM                  
      120       130       140                  
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.3  bits: 20.3 E():   25 
Smith-Waterman score: 49; 23.4% identity (53.2% similar) in 77 aa overlap (4-76:49-122) 
 
                                          10        20        30    
2MEPSP                            GQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|126 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKNVDKAPFNG-- 
       20        30        40        50        60        70         
 
            40         50           60        70        80          
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRK          
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::              
gi|126 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
 
gi|126 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
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>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.3  bits: 20.3 E():   25 
Smith-Waterman score: 49; 23.4% identity (53.2% similar) in 77 aa overlap (4-76:49-122) 
 
                                          10        20        30    
2MEPSP                            GQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|168 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKNVDKAPFNG-- 
       20        30        40        50        60        70         
 
            40         50           60        70        80          
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRK          
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::              
gi|168 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
 
gi|168 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.3  bits: 20.3 E():   25 
Smith-Waterman score: 49; 23.4% identity (53.2% similar) in 77 aa overlap (4-76:49-122) 
 
                                          10        20        30    
2MEPSP                            GQKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|752 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
       20        30        40        50        60        70         
 
            40         50           60        70        80          
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRK          
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::              
gi|752 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
 
gi|752 GSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.2  bits: 19.4 E():   25 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (12-57:96-140) 
 
                                  10        20        30        40  
2MEPSP                    GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
              50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
       . ..  : :.: . .:                        
gi|246 KKEALPKCAQVYNKLGMYPPNM                  
          130       140                        
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 77.1  bits: 19.4 E():   26 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (18-44:9-38) 
 
               10        20           30        40        50        
2MEPSP GQKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                        ::  ::   :.:.:  .:: ::: . .: :              
gi|110          MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFK 
                        10        20        30        40        50  
 
        60        70        80                                      
2MEPSP AKVTWTETSVTVTGPPREPFGRK                                      
                                                                    
gi|110 HCQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQG 
              60        70        80        90       100       110  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 77.0  bits: 19.0 E():   26 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (6-36:59-89) 
 
                                        10        20        30      
2MEPSP                          GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .....   .::: .::.. . 
gi|117 SVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQA 
       30        40        50        60        70        80         
 
          40        50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
       :                                             
gi|117 EAAPEAAKEEEKEESDEDMGFGLFD                     
       90       100       110                        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 20.3 E():   26 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (19-46:133-160) 
 
                           10        20        30        40         
2MEPSP             GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
       50        60        70        80                             
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRK                             
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.7  bits: 21.2 E():   27 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (2-50:264-309) 
 
                                            10         20        30 
2MEPSP                              GQKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
               40        50        60        70        80           
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK           
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.4  bits: 20.3 E():   28 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (36-60:282-306) 
 
          10        20        30        40        50        60      
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
          70        80 
2MEPSP SVTVTGPPREPFGRK 
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.9  bits: 19.9 E():   30 
Smith-Waterman score: 48; 32.1% identity (60.7% similar) in 28 aa overlap (1-28:27-54) 
 
                                         10        20        30     
2MEPSP                           GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                 : .  :: .:  .   .:::.: .:. .       
gi|225 MIILCTPLIILAIILNATRNIPLGIVGGSNASPGDAVYQIALQSASHFCGGSILDEYWIL 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
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2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK               
                                                                    
gi|225 TAAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNAR 
               70        80        90       100       110       120 
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.7  bits: 20.3 E():   31 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (15-63:53-100) 
 
                               10        20        30        40     
2MEPSP                 GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
           50        60        70        80                         
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK                         
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (41-56:135-150) 
 
               20        30        40        50        60        70 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
               80 
2MEPSP GPPREPFGRK 
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.0  bits: 19.9 E():   33 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (46-71:175-201) 
 
          20        30        40        50         60        70     
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
           80                                                       
2MEPSP EPFGRK                                                       
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.0  bits: 18.6 E():   33 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (23-73:1-49) 
 
               10        20        30        40        50        60 
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
                             .:..:.:  ...:  : ..:.   .  ..:   ..  . 
gi|144                       MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCI 
                                     10        20        30         
 
               70        80                                         
2MEPSP TWTETSVTVTGPPREPFGRK                                         
        ..... .:  ::                                                
gi|144 GYVRSGGAV--PPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGK 
       40          50        60        70        80        90       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.8  bits: 19.1 E():   34 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (12-51:87-131) 
 
                                  10             20        30       
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2MEPSP                    GQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
         40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.8  bits: 19.1 E():   34 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (12-51:87-131) 
 
                                  10             20        30       
2MEPSP                    GQKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
         40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
       . ..    :::.. :                              
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
        120       130       140       150       160 
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.8  bits: 21.3 E():   34 
Smith-Waterman score: 56; 30.2% identity (58.1% similar) in 43 aa overlap (5-47:113-154) 
 
                                         10        20        30     
2MEPSP                           GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|219 ITWLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKSGDKIN 
             90       100       110       120       130        140  
 
           40        50        60        70        80               
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK               
         : : .. .::.                                                
gi|219 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGALTKSGDKY 
             150       160       170       180       190       200  
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 19.1 E():   37 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (47-73:4-30) 
 
         20        30        40        50        60        70       
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
         80                                                         
2MEPSP FGRK                                                         
                                                                    
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.3  bits: 20.0 E():   41 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (2-31:340-370) 
 
                                            10        20            
2MEPSP                              GQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
      30        40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
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       ::                                                  
gi|113 GGYKV                                               
      370                                                  
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (40-74:30-64) 
 
      10        20        30        40        50        60          
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|169  MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
      70        80                                                  
2MEPSP TGPPREPFGRK                                                  
        :  .                                                        
gi|169 DGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKF 
      60        70        80        90       100       110          
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (40-74:30-64) 
 
      10        20        30        40        50        60          
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|374  MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
      70        80                                                  
2MEPSP TGPPREPFGRK                                                  
        :  .                                                        
gi|374 DGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKY 
      60        70        80        90       100       110          
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (12-51:87-131) 
 
                                  10             20        30       
2MEPSP                    GQKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
         40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
       . .  . .:: : .:                              
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC  
        120       130       140       150           
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.4  bits: 18.3 E():   47 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (28-52:19-41) 
 
               10        20        30        40        50        60 
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                  : :..: .. :   . .::. :.::         
gi|131          QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGL 
                        10        20         30         40          
 
               70        80                                         
2MEPSP TWTETSVTVTGPPREPFGRK                                         
                                                                    
gi|131 YSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFK 
      50        60        70        80        90       100          
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.1  bits: 18.3 E():   48 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (28-52:25-47) 
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               10        20        30        40        50        60 
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                  : :..: .. :   . .::. :.::         
gi|136    QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGL 
                  10        20        30          40        50      
 
               70        80                                         
2MEPSP TWTETSVTVTGPPREPFGRK                                         
                                                                    
gi|136 YSMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYK 
          60        70        80        90       100       110      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (2-31:231-261) 
 
                                            10        20            
2MEPSP                              GQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
      30        40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
       ::                                                  
gi|226 GGYKV                                               
     260                                                   
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.7  bits: 19.7 E():   51 
Smith-Waterman score: 47; 22.6% identity (59.7% similar) in 62 aa overlap (17-75:222-283) 
 
                             10        20        30        40       
2MEPSP               GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
            50        60        70        80                        
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK                        
          .... :. . ..  .  ..: .. ::  :                             
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
 
gi|122 HVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
             320       330       340       350       360  
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 53; 24.1% identity (58.6% similar) in 58 aa overlap (17-74:2-53) 
 
               10        20        30        40        50        60 
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
                       .:.: .::  ..... :.. .::  ..       ..   .: :  
gi|109                MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK- 
                               10        20        30           40  
 
               70        80                                         
2MEPSP TWTETSVTVTGPPREPFGRK                                         
        : :...:  : :.                                               
gi|109 -WLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIK 
                50        60        70        80        90          
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (55-78:7-30) 
 
           30        40        50        60        70        80     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK     
                                     ...  :. . .:..  :::. : :       
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gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 44; 28.9% identity (60.0% similar) in 45 aa overlap (13-57:97-140) 
 
                                 10        20        30        40   
2MEPSP                   GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: :. .  :.  ....: : ::.  :  . 
gi|246 SMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFIL-STVNGTTRTVNPLGFYK 
         70        80        90       100        110       120      
 
             50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
        ..  : :.: . .:                        
gi|246 KEALPKCAQVYNKLGMYPPNM                  
         130       140                        
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.6  bits: 17.9 E():   51 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (2-36:69-101) 
 
                                            10        20        30  
2MEPSP                              GQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
              40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
       .. ::                                             
gi|148 AIGVEEWAVLVKA                                     
        100                                              
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 46; 26.5% identity (55.9% similar) in 34 aa overlap (40-73:114-147) 
 
      10        20        30        40        50        60          
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
      70        80                                                  
2MEPSP TGPPREPFGRK                                                  
          :                                                         
gi|144 IILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDR 
           150       160       170       180       190       200    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (16-37:63-84) 
 
                              10        20        30        40      
2MEPSP                GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|185 EADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAP 
             40        50        60        70        80        90   
 
          50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
                                           
gi|185 EAAKEEEKEESDEDMGFGLFD               
            100       110                  
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
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 initn:  37 init1:  37 opt:  43  Z-score: 71.3  bits: 17.9 E():   53 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (6-45:20-60) 
 
                             10        20        30         40      
2MEPSP               GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQG 
                          :  .: . :...:.     : . .::.:    : :  ...: 
gi|384 MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTING 
               10        20        30        40        50        60 
 
          50        60        70        80                     
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK                     
                                                               
gi|384 LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 71.3  bits: 17.9 E():   53 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (23-73:1-49) 
 
               10        20        30        40        50        60 
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
                             .:..:.:  ...:  : ..:.   .  ..:   ..  . 
gi|506                       MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCI 
                                     10        20        30         
 
               70        80                                         
2MEPSP TWTETSVTVTGPPREPFGRK                                         
        ..... .:  ::                                                
gi|506 GYVRNGGAV--PPACCNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGK 
       40          50        60        70        80        90       
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 71.1  bits: 19.3 E():   55 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (2-37:259-293) 
 
                                            10        20        30  
2MEPSP                              GQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
              40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
       ::.. :                                            
gi|119 TVSAGGYKV                                         
       290                                               
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.6  bits: 18.4 E():   59 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (24-45:150-172) 
 
                      10        20         30        40        50   
2MEPSP        GQKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
             60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRK 
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (28-52:20-42) 
 
               10        20        30        40        50        60 
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                  : :..: .. :     .::. :.::         
gi|333         QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGL 
                       10        20         30         40        50 
 
               70        80                                         
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2MEPSP TWTETSVTVTGPPREPFGRK                                         
                                                                    
gi|333 YSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFK 
               60        70        80        90       100       110 
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (28-52:20-42) 
 
               10        20        30        40        50        60 
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                  : :..: .. :   . .::. :.::         
gi|333         WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGL 
                       10        20          30        40        50 
 
               70        80                                         
2MEPSP TWTETSVTVTGPPREPFGRK                                         
                                                                    
gi|333 YSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFK 
               60        70        80        90       100       110 
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (28-52:20-42) 
 
               10        20        30        40        50        60 
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                  : :..: .. :     .::. :.::         
gi|333         QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGL 
                       10        20         30         40        50 
 
               70        80                                         
2MEPSP TWTETSVTVTGPPREPFGRK                                         
                                                                    
gi|333 YSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFK 
               60        70        80        90       100       110 
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (28-52:21-43) 
 
               10        20        30        40        50        60 
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                  : :..: .. :   . .::. :.::         
gi|375        IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGL 
                      10        20         30         40        50  
 
               70        80                                         
2MEPSP TWTETSVTVTGPPREPFGRK                                         
                                                                    
gi|375 YSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFK 
              60        70        80        90       100       110  
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (28-52:21-43) 
 
               10        20        30        40        50        60 
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                  : :..: .. :   . .::. :.::         
gi|333        IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGL 
                      10        20         30         40        50  
 
               70        80                                         
2MEPSP TWTETSVTVTGPPREPFGRK                                         
                                                                    
gi|333 YSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFK 
              60        70        80        90       100       110  
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
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Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (28-52:21-43) 
 
               10        20        30        40        50        60 
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                  : :..: .. :   . .::. :.::         
gi|333        IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGL 
                      10        20         30         40        50  
 
               70        80                                         
2MEPSP TWTETSVTVTGPPREPFGRK                                         
                                                                    
gi|333 YSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFK 
              60        70        80        90       100       110  
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (28-52:21-43) 
 
               10        20        30        40        50        60 
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                  : :..: .. :   . .::. :.::         
gi|333        ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGL 
                      10        20         30         40        50  
 
               70        80                                         
2MEPSP TWTETSVTVTGPPREPFGRK                                         
                                                                    
gi|333 YSMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFK 
              60        70        80        90       100       110  
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.3  bits: 18.0 E():   61 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (12-57:86-130) 
 
                                  10        20        30        40  
2MEPSP                    GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
              50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
       . ..  : :.: . .:                        
gi|136 KKEALPKCAQVYNKLGMYPPNM                  
          120       130                        
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (71-79:14-22) 
 
               50        60        70        80                     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK                     
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (28-52:29-51) 
 
                10        20        30        40        50          
2MEPSP  GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
      60        70        80                                        
2MEPSP VTWTETSVTVTGPPREPFGRK                                        

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7816

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (28-52:29-51) 
 
                10        20        30        40        50          
2MEPSP  GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
      60        70        80                                        
2MEPSP VTWTETSVTVTGPPREPFGRK                                        
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   63 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (71-79:25-33) 
 
               50        60        70        80                     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK                     
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 48; 30.9% identity (54.5% similar) in 55 aa overlap (31-80:16-69) 
 
               10        20        30          40        50         
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGA 
                                     :::  : :: : :.. :...  .   . :  
gi|160                MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGF 
                              10        20        30         40     
 
       60           70        80                                    
2MEPSP KVTW---TETSVTVTGPPREPFGRK                                    
       .:     : ..   :::  .: :..                                    
gi|160 HVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSII 
           50        60        70        80        90       100     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 48; 30.9% identity (54.5% similar) in 55 aa overlap (31-80:16-69) 
 
               10        20        30          40        50         
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGA 
                                     :::  : :: : :.. :...  .   . :  
gi|160                MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGF 
                              10        20        30         40     
 
       60           70        80                                    
2MEPSP KVTW---TETSVTVTGPPREPFGRK                                    
       .:     : ..   :::  .: :..                                    
gi|160 HVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSII 
           50        60        70        80        90       100     
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (2-31:232-262) 
 
                                            10        20            
2MEPSP                              GQKYKSPKNAYVEGDASSASYFLAGAAIT-- 
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                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
 
      30        40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
       ::                                                  
gi|180 GGYKV                                               
                                                           
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (28-52:35-57) 
 
                  10        20        30        40        50        
2MEPSP    GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
        60        70        80                                      
2MEPSP AKVTWTETSVTVTGPPREPFGRK                                      
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (71-79:31-39) 
 
               50        60        70        80                     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK                     
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (71-79:31-39) 
 
               50        60        70        80                     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK                     
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (2-36:69-101) 
 
                                            10        20        30  
2MEPSP                              GQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
              40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
        . :.                                             
gi|288 KIGVDEFAAMIKG                                     
        100                                              
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (27-71:204-252) 
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                   10        20        30        40           50    
2MEPSP     GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
             60        70        80          
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRK          
       .  :: : :  ..:  . :                   
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (27-71:204-252) 
 
                   10        20        30        40           50    
2MEPSP     GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
             60        70        80          
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRK          
       .  :: : :  ..:  . :                   
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (71-79:32-40) 
 
               50        60        70        80                     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK                     
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.8  bits: 19.3 E():   65 
Smith-Waterman score: 48; 28.3% identity (60.4% similar) in 53 aa overlap (1-51:109-159) 
 
                                             10        20           
2MEPSP                               GQKYKSPKNAYVEGDASSASYFL--AGAAI 
                                     :.:  . ..: :.   ..   :.  .. .: 
gi|151 LRYGATREKALWIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVI 
       80        90       100       110       120       130         
 
       30        40        50        60        70        80         
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK         
         : . ..::.:. : :::  .:                                      
gi|151 LHG-LHIHGCNTSVL-GDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGL 
      140        150        160       170       180       190       
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 48; 30.9% identity (54.5% similar) in 55 aa overlap (31-80:16-69) 
 
               10        20        30          40        50         
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGA 
                                     :::  : :: : :.. :...  .   . :  
gi|160                MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGF 
                              10        20        30         40     
 
       60           70        80                                    
2MEPSP KVTW---TETSVTVTGPPREPFGRK                                    
       .:     : ..   :::  .: :..                                    
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gi|160 HVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIP 
           50        60        70        80        90       100     
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 52; 30.9% identity (56.4% similar) in 55 aa overlap (31-80:16-69) 
 
               10        20        30          40        50         
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGA 
                                     :::  : :: : :.. :...  .   . :  
gi|160                MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGF 
                              10        20        30         40     
 
       60           70        80                                    
2MEPSP KVTW---TETSVTVTGPPREPFGRK                                    
       .:.    : ..   :::  .: :..                                    
gi|160 HVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIP 
           50        60        70        80        90       100     
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.6  bits: 19.3 E():   66 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (33-51:97-115) 
 
             10        20        30        40        50        60   
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
             70        80                                           
2MEPSP TETSVTVTGPPREPFGRK                                           
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (8-57:40-93) 
 
                                      10        20            30    
2MEPSP                        GQKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
            40        50        60        70        80              
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK              
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (46-71:175-201) 
 
          20        30        40        50         60        70     
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
           80                                                       
2MEPSP EPFGRK                                                       
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (46-71:175-201) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7820

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

          20        30        40        50         60        70     
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
           80                                                       
2MEPSP EPFGRK                                                       
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (25-66:216-260) 
 
                     10        20        30        40           50  
2MEPSP       GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
              60        70        80            
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRK            
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 19.4 E():   69 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (14-36:145-167) 
 
                                10        20        30        40    
2MEPSP                  GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
            50        60        70        80                        
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK                        
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.3  bits: 18.5 E():   69 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (42-72:98-127) 
 
              20        30        40        50        60        70  
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
              80                                                    
2MEPSP PPREPFGRK                                                    
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (14-51:93-131) 
 
                                10         20        30        40   
2MEPSP                  GQKYKSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
             50        60        70        80 
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2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
        .::... :                              
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN 
            130       140       150       160 
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.3  bits: 18.5 E():   69 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (42-72:99-128) 
 
              20        30        40        50        60        70  
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
              80                                                    
2MEPSP PPREPFGRK                                                    
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.1  bits: 18.1 E():   71 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (39-64:38-62) 
 
       10        20        30        40        50        60         
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
       70        80                                                 
2MEPSP VTGPPREPFGRK                                                 
                                                                    
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 46; 36.4% identity (68.2% similar) in 22 aa overlap (53-74:312-333) 
 
             30        40        50        60        70        80   
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK   
                                     .: .: :.  .  ..:::.: :         
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 17.2 E():   81 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (8-36:73-101) 
 
                                      10        20        30        
2MEPSP                        GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
        40        50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
                                                   
gi|193 FNHLVKH                                     
                                                   
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (17-42:103-127) 
 
                             10        20        30        40       
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2MEPSP               GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
         50        60        70        80                           
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK                           
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (6-30:59-84) 
 
                                        10         20        30     
2MEPSP                          GQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
           40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
                                                      
gi|668 AAKEKNEEEKEESDEDMGFGLFD                        
       90       100       110                         
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (6-31:59-83) 
 
                                        10         20        30     
2MEPSP                          GQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
           40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
                                                      
gi|215 AAPEAERAEEEKEESDDDMGFGLFD                      
         90       100       110                       
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (6-30:59-84) 
 
                                        10         20        30     
2MEPSP                          GQKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
           40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
                                                      
gi|833 AAEEKKEEEKEESDEDMGFGLFD                        
       90       100       110                         
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 42; 28.6% identity (55.1% similar) in 49 aa overlap (8-51:83-130) 
 
                                      10             20        30   
2MEPSP                        GQKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
             40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
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       : ... .    ..::.. :                              
gi|131 V-IKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN 
             120       130       140       150          
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.5  bits: 19.0 E():   87 
Smith-Waterman score: 45; 29.2% identity (58.3% similar) in 48 aa overlap (14-61:317-364) 
 
                                10        20        30        40    
2MEPSP                  GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     :. ::.:   . .. ::.. :  : :. :  
gi|855 SASSTSSKTPSTSTLATSTKATPTPSGTSSGSNSSSSAEPTTTGGTGSSNTGSGSGSGSG 
        290       300       310       320       330       340       
 
            50        60        70        80             
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK             
       .:. . .      ::..:                                
gi|855 SGSSSSTGSSTSAGASATPELSQGAAGSIKGSVTACALVFGAVAAVLAF 
        350       360       370       380       390      
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.4  bits: 19.9 E():   87 
Smith-Waterman score: 56; 30.2% identity (58.1% similar) in 43 aa overlap (5-47:113-154) 
 
                                         10        20        30     
2MEPSP                           GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|581 ITWLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKSGDKIN 
             90       100       110       120       130        140  
 
           40        50        60        70        80               
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK               
         : : .. .::.                                                
gi|581 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGTLTKSGDKY 
             150       160       170       180       190       200  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.3  bits: 18.6 E():   89 
Smith-Waterman score: 44; 30.6% identity (63.9% similar) in 36 aa overlap (2-37:264-297) 
 
                                            10        20        30  
2MEPSP                              GQKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:. 
gi|441 YAATVAAAPEVKYAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVATG--AATAAAGA 
           240       250       260       270       280         290  
 
              40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
       .... :                                            
gi|441 ATAAAGGYKA                                        
             300                                         
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (42-56:53-67) 
 
              20        30        40        50        60        70  
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
              80                                                    
2MEPSP PPREPFGRK                                                    
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.2  bits: 18.6 E():   89 
Smith-Waterman score: 44; 34.8% identity (63.0% similar) in 46 aa overlap (2-45:259-300) 
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                                              10        20          
2MEPSP                              GQKYKSP--KNAYVEGDASSASYFLAGAAIT 
                                     :: ..:    : : . :..:.   .::: : 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAA---TGAA-T 
      230       240       250       260       270          280      
 
      30        40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
       :.. .. : .:.:  :                                    
gi|119 GAAGAATGAATVSAGGYKV                                 
          290       300                                    
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 18.6 E():   90 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (37-56:285-304) 
 
         10        20        30        40        50        60       
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
         70        80 
2MEPSP VTVTGPPREPFGRK 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.7 E():   93 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (26-39:13-26) 
 
               10        20        30        40        50        60 
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                ::...  : :. ::                      
gi|156              MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFL 
                            10        20        30        40        
 
               70        80                                         
2MEPSP TWTETSVTVTGPPREPFGRK                                         
                                                                    
gi|156 FLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGL 
        50        60        70        80        90       100        
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.2 E():   94 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (26-45:218-237) 
 
                    10        20        30        40        50      
2MEPSP      GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
          60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRK 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.8  bits: 18.2 E():   94 
Smith-Waterman score: 43; 25.6% identity (55.8% similar) in 43 aa overlap (4-46:26-65) 
 
                                     10        20        30         
2MEPSP                       GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                : .: .:  . .... .:  .  :  .:   . :: 
gi|331 IPKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG---MTGC 
               10        20        30        40        50           
 
       40        50        60        70        80                   
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK                   
       :.: .  :                                                     
gi|331 GNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFGSMAK 
        60        70        80        90       100       110        
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>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 41; 22.2% identity (52.8% similar) in 36 aa overlap (22-57:8-39) 
 
               10        20        30        40        50        60 
2MEPSP GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
                            :  .:. ..: .  . ::    .:.:   .. .  :    
gi|344               MMKFIVLFALNAVASAGKMKFKDCG----KGEVTELDITDCSGDFC 
                             10        20            30        40   
 
               70        80                                         
2MEPSP TWTETSVTVTGPPREPFGRK                                         
                                                                    
gi|344 VLHRGKSVTLDAKFVANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPID 
             50        60        70        80        90       100   
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.4  bits: 17.8 E():   99 
Smith-Waterman score: 48; 30.0% identity (65.0% similar) in 40 aa overlap (13-52:103-140) 
 
                                 10        20        30        40   
2MEPSP                   GQKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 KYTDSKGKNRTTIRGRTKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
             80        90       100       110       120        130  
 
             50        60        70        80                       
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK                       
        .: : ....                                                   
gi|194 -NGHVIYVQLRLTLRSFHPEQGDKEALQHYTVHQVNQHKKAIEEDLKHFNLKYEDLHSTC 
              140       150       160       170       180       190 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:52 2011 done: Tue Apr 19 10:57:52 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 240  - 319 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     7     2:*== 
  32    11     8:==*= 
  34    27    22:=======*= 
  36    29    44:==========    * 
  38    48    73:================        * 
  40   108   102:=================================*== 
  42   117   125:=======================================  * 
  44   144   138:=============================================*== 
  46   175   140:==============================================*============ 
  48   161   134:============================================*========= 
  50   123   122:========================================* 
  52   103   108:===================================* 
  54    98    92:==============================*== 
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  56    46    77:================         * 
  58    51    63:=================   * 
  60    33    51:===========     * 
  62    32    41:===========  * 
  64    32    33:==========* 
  66    19    26:======= * 
  68    28    20:======*=== 
  70    24    16:=====*== 
  72     8    12:===* 
  74    10    10:===* 
  76     8     8:==* 
  78     4     6:=* 
  80     5     5:=* 
  82     2     3:* 
  84     7     3:*== 
  86     3     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     4     1:*=        :*=== 
  96     9     1:*==       :*======== 
  98     3     0:=         *=== 
 100     1     0:=         *= 
 102     3     0:=         *=== 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     1     0:=         *= 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.3778 0.003; mu= 15.2277 0.156 
 mean_var=32.2400 8.584, 0's: 2 Z-trim: 3  B-trim: 117 in 1/43 
 Lambda= 0.225879 
 Kolmogorov-Smirnov  statistic: 0.0286 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   71 27.1    0.14 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   62 24.1       1 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   62 24.1       1 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   62 24.1       1 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   64 25.1     1.2 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   60 23.5     1.6 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   60 23.5     1.6 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   62 24.4     1.8 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   62 24.4     1.9 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   59 23.1       2 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   59 23.1       2 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   58 22.8     2.4 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   58 22.8     2.4 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 22.8     2.5 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 22.8     2.5 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.5 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.5 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 22.8     2.5 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 22.8     2.5 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.5 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   57 22.5     3.1 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 23.8     3.6 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   59 23.5     4.9 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   53 21.1     5.9 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   54 21.5     6.1 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   57 22.9       7 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.2     8.2 
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gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.2     8.8 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   54 21.7     8.9 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   54 21.7     9.2 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   54 21.7     9.2 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   54 21.7     9.2 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   51 20.4     9.3 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.9     9.9 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.7      10 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   51 20.5      12 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.0      14 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 20.2      15 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 19.9      18 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.4      18 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.4      18 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   49 19.9      19 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 19.9      20 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 22.0      20 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 22.0      20 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.5      21 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.6      24 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.2      27 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.2      28 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.2      28 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.2      29 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 18.8      29 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.1      30 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   51 21.0      31 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.1      32 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.2      35 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   48 19.7      36 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 18.9      37 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.5      37 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 19.8      38 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 18.9      38 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 18.9      38 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 18.9      38 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 21.1      39 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   47 19.4      41 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.0      41 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   47 19.4      44 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.9      46 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   45 18.6      47 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   45 18.6      47 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.6      47 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.2      51 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.1      52 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.2      53 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.2      55 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   46 19.1      55 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   43 17.8      56 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.1      56 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.1      56 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   47 19.5      56 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 17.8      57 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   46 19.1      58 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 17.8      58 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.8      58 
gi|11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)   46 19.1      60 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   45 18.7      62 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   45 18.7      63 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.3      63 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 17.9      64 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 17.9      64 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 17.9      64 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 17.9      64 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 17.9      64 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 17.9      64 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 17.9      64 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   45 18.7      65 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 17.9      66 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.7      67 
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gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 17.9      67 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 17.9      67 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.8      69 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 17.9      69 
gi|288557436|emb|CAX32965.1| parvalbumin [Scomber  ( 109)   42 17.5      69 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   45 18.8      69 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.8      70 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.8      70 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 18.8      70 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.8      70 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 18.8      70 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.2      71 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 17.9      72 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.2      72 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 18.8      73 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 18.8      73 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 18.8      73 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.6      73 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 17.9      74 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.4      74 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.4      74 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.2      75 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 18.0      76 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.3      81 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.2      86 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.2      88 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.2      88 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.2      88 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.0      88 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.3      91 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   42 17.6      92 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 18.9      93 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.6      94 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 19.8      94 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   44 18.5      95 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.2      95 
gi|11991227|gb|AAG42254.1|AF306707_1 pollen allerg ( 303)   44 18.5      95 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.5      96 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.6      98 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.1   1e 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  71  Z-score: 118.1  bits: 27.1 E(): 0.14 
Smith-Waterman score: 71; 27.9% identity (51.5% similar) in 68 aa overlap (4-70:63-130) 
 
                                          10        20        30    
2MEPSP                            QKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.   .:   :::.     .:.: . :.   
gi|583 KTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDI 
             40        50        60        70        80        90   
 
            40         50        60        70        80             
2MEPSP VEGCGTTS-LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH             
       : :  :.. .  : :  .:..  :    :...: :  :                       
gi|583 VVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVY 
            100       110       120       130       140       150   
 
gi|583 KKCPGMP 
               
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  62  Z-score: 102.5  bits: 24.1 E():    1 
Smith-Waterman score: 62; 26.5% identity (57.4% similar) in 68 aa overlap (17-80:4-70) 
 
               10        20        30         40        50          
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGDVKFAEVLEMMGAKV 
                       ... : .. ..:: .  : :: : :.. :...  .   . : .: 
gi|160              MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHV 
                            10        20        30         40       
 
      60           70        80                                     
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2MEPSP TW---TETSVTVTGPPREPFGRKH                                     
            : ..   :::  .: :..:                                     
gi|160 HALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLT 
         50        60        70        80        90       100       
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  62  Z-score: 102.5  bits: 24.1 E():    1 
Smith-Waterman score: 62; 32.7% identity (60.0% similar) in 55 aa overlap (30-80:16-70) 
 
               10        20        30          40         50        
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGA 
                                    :::  : :: : :.. :... .   :. . : 
gi|160               MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHA 
                             10        20        30        40       
 
        60         70        80                                     
2MEPSP KVTWTETSVTV-TGPPREPFGRKH                                     
       ..    :.  . :::  .: :..:                                     
gi|160 HALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLT 
         50        60        70        80        90       100       
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 102.5  bits: 24.1 E():    1 
Smith-Waterman score: 62; 32.1% identity (57.1% similar) in 56 aa overlap (30-80:16-70) 
 
               10        20        30          40        50         
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAK 
                                    :::  : :: : :.. :...  .   . : . 
gi|160               MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFH 
                             10        20        30         40      
 
       60           70        80                                    
2MEPSP VTW---TETSVTVTGPPREPFGRKH                                    
       :.    : ..   :::  .: :..:                                    
gi|160 VNALGATTNGCMSTGPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPL 
          50        60        70        80        90       100      
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 101.0  bits: 25.1 E():  1.2 
Smith-Waterman score: 64; 26.4% identity (58.5% similar) in 53 aa overlap (1-52:79-131) 
 
                                             10        20        30 
2MEPSP                               QKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|170 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
                40        50        60        70        80          
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH          
          ..   . :. : :. .:. :                                      
gi|170 IEDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  60  Z-score: 99.0  bits: 23.5 E():  1.6 
Smith-Waterman score: 60; 30.9% identity (60.0% similar) in 55 aa overlap (30-80:16-70) 
 
               10        20        30          40         50        
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGA 
                                    :::  : :: : :.. :... .   :. . . 
gi|160               MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHV 
                             10        20        30        40       
 
        60         70        80                                     
2MEPSP KVTWTETSVTV-TGPPREPFGRKH                                     
       ..    :.  . :::  .: :..:                                     
gi|160 RALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLT 
         50        60        70        80        90       100       
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  60  Z-score: 99.0  bits: 23.5 E():  1.6 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7830

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 60; 32.1% identity (57.1% similar) in 56 aa overlap (30-80:16-70) 
 
               10        20        30          40        50         
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAK 
                                    :::  : :: : :.. :...  .   . : . 
gi|160               MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFH 
                             10        20        30         40      
 
       60           70        80                                    
2MEPSP VTW---TETSVTVTGPPREPFGRKH                                    
       :.    : ..   :::  .: :..:                                    
gi|160 VNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPL 
          50        60        70        80        90       100      
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  56 init1:  56 opt:  62  Z-score: 97.9  bits: 24.4 E():  1.8 
Smith-Waterman score: 62; 26.4% identity (56.6% similar) in 53 aa overlap (1-52:59-111) 
 
                                             10        20        30 
2MEPSP                               QKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|627 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRG 
       30        40        50        60        70        80         
 
                40        50        60        70        80          
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH          
          ..     :. : :. .:. :                                      
gi|627 IEDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEEN 
       90       100       110       120       130       140         
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 97.5  bits: 24.4 E():  1.9 
Smith-Waterman score: 62; 26.4% identity (58.5% similar) in 53 aa overlap (1-52:79-131) 
 
                                             10        20        30 
2MEPSP                               QKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :::.. :  :.     ....: .:.:.  : 
gi|145 NFLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRG 
       50        60        70        80        90       100         
 
                40        50        60        70        80          
2MEPSP TV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH          
          ..   . :. : :. .:. :                                      
gi|145 IEDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEEN 
      110       120       130       140       150       160         
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 97.2  bits: 23.1 E():    2 
Smith-Waterman score: 59; 32.1% identity (55.4% similar) in 56 aa overlap (30-80:16-70) 
 
               10        20        30          40        50         
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAK 
                                    :::  : :: : :.. :...  .   . : . 
gi|160               MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFH 
                             10        20        30         40      
 
       60           70        80                                    
2MEPSP VTW---TETSVTVTGPPREPFGRKH                                    
       :     : ..   :::  .: :..:                                    
gi|160 VHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPL 
          50        60        70        80        90       100      
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 97.2  bits: 23.1 E():    2 
Smith-Waterman score: 59; 32.1% identity (55.4% similar) in 56 aa overlap (30-80:16-70) 
 
               10        20        30          40        50         
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAK 
                                    :::  : :: : :.. :...  .   . : . 
gi|160               MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFH 
                             10        20        30         40      
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       60           70        80                                    
2MEPSP VTW---TETSVTVTGPPREPFGRKH                                    
       :     : ..   :::  .: :..:                                    
gi|160 VHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPL 
          50        60        70        80        90       100      
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 95.8  bits: 22.8 E():  2.4 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (30-80:16-70) 
 
               10        20        30          40        50         
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAK 
                                    :::  : :: : :.. :...  .   . : . 
gi|160               MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFH 
                             10        20        30         40      
 
       60           70        80                                    
2MEPSP VTW---TETSVTVTGPPREPFGRKH                                    
       :     : ..   :::  .: :..:                                    
gi|160 VHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIG 
          50        60        70        80        90       100      
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 95.8  bits: 22.8 E():  2.4 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (30-80:16-70) 
 
               10        20        30          40        50         
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAK 
                                    :::  : :: : :.. :...  .   . : . 
gi|160               MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFH 
                             10        20        30         40      
 
       60           70        80                                    
2MEPSP VTW---TETSVTVTGPPREPFGRKH                                    
       :     : ..   :::  .: :..:                                    
gi|160 VHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIG 
          50        60        70        80        90       100      
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 95.4  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (30-80:16-70) 
 
               10        20        30          40        50         
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAK 
                                    :::  : :: : :.. :...  .   . : . 
gi|160               MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFH 
                             10        20        30         40      
 
       60           70        80                                    
2MEPSP VTW---TETSVTVTGPPREPFGRKH                                    
       :     : ..   :::  .: :..:                                    
gi|160 VHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPL 
          50        60        70        80        90       100      
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 95.4  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (30-80:16-70) 
 
               10        20        30          40        50         
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAK 
                                    :::  : :: : :.. :...  .   . : . 
gi|160               MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFH 
                             10        20        30         40      
 
       60           70        80                                    
2MEPSP VTW---TETSVTVTGPPREPFGRKH                                    
       :     : ..   :::  .: :..:                                    
gi|160 VHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPL 
          50        60        70        80        90       100      
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>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 95.4  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (30-80:16-70) 
 
               10        20        30          40        50         
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAK 
                                    :::  : :: : :.. :...  .   . : . 
gi|160               MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFH 
                             10        20        30         40      
 
       60           70        80                                    
2MEPSP VTW---TETSVTVTGPPREPFGRKH                                    
       :     : ..   :::  .: :..:                                    
gi|160 VHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPL 
          50        60        70        80        90       100      
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 95.4  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (30-80:16-70) 
 
               10        20        30          40        50         
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAK 
                                    :::  : :: : :.. :...  .   . : . 
gi|160               MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFH 
                             10        20        30         40      
 
       60           70        80                                    
2MEPSP VTW---TETSVTVTGPPREPFGRKH                                    
       :     : ..   :::  .: :..:                                    
gi|160 VHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPL 
          50        60        70        80        90       100      
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 95.4  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (30-80:16-70) 
 
               10        20        30          40        50         
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAK 
                                    :::  : :: : :.. :...  .   . : . 
gi|160               MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFH 
                             10        20        30         40      
 
       60           70        80                                    
2MEPSP VTW---TETSVTVTGPPREPFGRKH                                    
       :     : ..   :::  .: :..:                                    
gi|160 VHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPL 
          50        60        70        80        90       100      
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 95.4  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (30-80:16-70) 
 
               10        20        30          40        50         
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAK 
                                    :::  : :: : :.. :...  .   . : . 
gi|145               MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFH 
                             10        20        30         40      
 
       60           70        80                                    
2MEPSP VTW---TETSVTVTGPPREPFGRKH                                    
       :     : ..   :::  .: :..:                                    
gi|145 VHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPL 
          50        60        70        80        90       100      
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 95.4  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (30-80:16-70) 
 
               10        20        30          40        50         
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAK 
                                    :::  : :: : :.. :...  .   . : . 
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gi|160               MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFH 
                             10        20        30         40      
 
       60           70        80                                    
2MEPSP VTW---TETSVTVTGPPREPFGRKH                                    
       :     : ..   :::  .: :..:                                    
gi|160 VHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPL 
          50        60        70        80        90       100      
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 93.7  bits: 22.5 E():  3.1 
Smith-Waterman score: 57; 30.9% identity (60.0% similar) in 55 aa overlap (30-80:16-70) 
 
               10        20        30          40         50        
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGA 
                                    :::  : :: : :.. :... .   :. . . 
gi|160               MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHV 
                             10        20        30        40       
 
        60         70        80                                     
2MEPSP KVTWTETSVTV-TGPPREPFGRKH                                     
       ..    :.  . :::  .: :..:                                     
gi|160 HALGDATNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLT 
         50        60        70        80        90       100       
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 92.6  bits: 23.8 E():  3.6 
Smith-Waterman score: 60; 36.4% identity (66.7% similar) in 33 aa overlap (1-33:12-44) 
 
                          10        20        30        40          
2MEPSP            QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                  : . :  :  ::.:.. .. .:: ::. .:. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKH                              
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  50 init1:  50 opt:  59  Z-score: 90.1  bits: 23.5 E():  4.9 
Smith-Waterman score: 63; 30.1% identity (47.0% similar) in 83 aa overlap (5-77:17-97) 
 
                           10         20          30                
2MEPSP             QKYKSPKNAYVEGDASSAS-YFLAGA--AITGGTVTV-------EGCG 
                       .:  : . .:  : : :::     : : :..:.       . :: 
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCG 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH                   
        :  :: .   . .. ::  . :  : ::.  :    .:                      
gi|947 GT-WQGIIDKLDYIQGMGFTAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTA 
                70        80         90       100       110         
 
gi|947 DDLKALSSALHERGMYLMVDVVANHMGYDGAGSSVDYSVFKPFSSQDYFHPFCFIQNYED 
      120       130       140       150       160       170         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 88.6  bits: 21.1 E():  5.9 
Smith-Waterman score: 53; 31.4% identity (65.7% similar) in 35 aa overlap (1-35:69-101) 
 
                                             10        20        30 
2MEPSP                               QKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..::  .: . .:: ..... :: .   : 
gi|207 KSADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
               40        50        60        70        80 
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2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
        . ::                                              
gi|207 KIGVEEFQALVKA                                      
        100                                               
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.4  bits: 21.5 E():  6.1 
Smith-Waterman score: 54; 30.9% identity (60.0% similar) in 55 aa overlap (30-80:16-70) 
 
               10        20        30          40         50        
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGA 
                                    :::  : :: : :.. :... .   :. . . 
gi|160               MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHV 
                             10        20        30        40       
 
        60         70        80                                     
2MEPSP KVTWTETSVTV-TGPPREPFGRKH                                     
       ..    :.  . :::  .: :..:                                     
gi|160 HALGDITNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLT 
         50        60        70        80        90       100       
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.3  bits: 22.9 E():    7 
Smith-Waterman score: 57; 36.4% identity (63.6% similar) in 33 aa overlap (1-33:12-44) 
 
                          10        20        30        40          
2MEPSP            QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                  : . :  :  ::.:.. .. .:: ::.  :. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKH                              
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 86.1  bits: 21.2 E():  8.2 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (9-37:86-113) 
 
                                     10        20        30         
2MEPSP                       QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
       40        50        60        70        80            
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH            
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 85.5  bits: 21.2 E():  8.8 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (9-37:102-129) 
 
                                     10        20        30         
2MEPSP                       QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
       40        50        60        70        80            
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH            
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 85.4  bits: 21.7 E():  8.9 
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Smith-Waterman score: 54; 23.2% identity (53.7% similar) in 82 aa overlap (3-80:38-116) 
 
                                           10        20        30   
2MEPSP                             QKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|168 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
        10        20        30        40        50        60        
 
             40         50           60        70        80         
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRKH         
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::..  :         
gi|168 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
           70        80        90       100       110       120     
 
gi|168 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNPNYLAILVKYVDGDGD 
          130       140       150       160       170       180     
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 85.1  bits: 21.7 E():  9.2 
Smith-Waterman score: 54; 23.2% identity (53.7% similar) in 82 aa overlap (3-80:49-127) 
 
                                           10        20        30   
2MEPSP                             QKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|126 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKNVDKAPFNG-- 
       20        30        40        50        60        70         
 
             40         50           60        70        80         
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRKH         
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::..  :         
gi|126 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
 
gi|126 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 85.1  bits: 21.7 E():  9.2 
Smith-Waterman score: 54; 23.2% identity (53.7% similar) in 82 aa overlap (3-80:49-127) 
 
                                           10        20        30   
2MEPSP                             QKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|168 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKNVDKAPFNG-- 
       20        30        40        50        60        70         
 
             40         50           60        70        80         
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRKH         
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::..  :         
gi|168 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
 
gi|168 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 85.1  bits: 21.7 E():  9.2 
Smith-Waterman score: 54; 23.2% identity (53.7% similar) in 82 aa overlap (3-80:49-127) 
 
                                           10        20        30   
2MEPSP                             QKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|752 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
       20        30        40        50        60        70         
 
             40         50           60        70        80         
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRKH         
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::..  :         
gi|752 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
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gi|752 GSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 85.1  bits: 20.4 E():  9.3 
Smith-Waterman score: 51; 28.6% identity (65.7% similar) in 35 aa overlap (1-35:69-101) 
 
                                             10        20        30 
2MEPSP                               QKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :....  .: : .:: ..... :: .   : 
gi|207 KSAADAKKVFEILDRDKSGFIEQDELGLFLQNFRA--SARVLSDAETSAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
               40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
        . ::                                              
gi|207 KIGVEEFQALVKA                                      
        100                                               
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 84.6  bits: 20.9 E():  9.9 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (7-50:83-130) 
 
                                       10             20        30  
2MEPSP                         QKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
              40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
       : ... .    .:::.. :                               
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN  
             120       130       140       150           
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 84.3  bits: 21.7 E():   10 
Smith-Waterman score: 54; 33.3% identity (63.9% similar) in 36 aa overlap (1-36:264-297) 
 
                                             10        20        30 
2MEPSP                               QKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:: 
gi|663 YATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGG 
           240       250       260       270       280         290  
 
               40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
       .... :                                             
gi|663 ATAAAGGYKA                                         
             300                                          
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 83.1  bits: 20.5 E():   12 
Smith-Waterman score: 51; 30.4% identity (53.6% similar) in 56 aa overlap (30-80:16-70) 
 
               10        20        30          40        50         
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAK 
                                    :::  : .: : :.. :...  .   . : . 
gi|160               MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFH 
                             10        20        30         40      
 
       60           70        80                                    
2MEPSP VTW---TETSVTVTGPPREPFGRKH                                    
       :     : ..   :::   : :..:                                    
gi|160 VHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPL 
          50        60        70        80        90       100      
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.8  bits: 21.0 E():   14 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (27-46:208-227) 
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                   10        20        30        40        50       
2MEPSP     QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
         60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKH 
                                
gi|111 KPEFIDIINAAAVKSA         
       240       250            
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.1  bits: 20.2 E():   15 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (7-50:83-130) 
 
                                       10             20        30  
2MEPSP                         QKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
              40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
       : ... .    .:::.. :                               
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN  
             120       130       140       150           
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 79.8  bits: 19.9 E():   18 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (27-51:35-57) 
 
                   10        20        30        40        50       
2MEPSP     QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
         60        70        80                                     
2MEPSP AKVTWTETSVTVTGPPREPFGRKH                                     
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 79.8  bits: 19.4 E():   18 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (6-35:73-101) 
 
                                        10        20        30      
2MEPSP                          QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
          40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
                                                     
gi|288 EFAVWVKQ                                      
                                                     
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.7  bits: 19.4 E():   18 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (5-30:59-84) 
 
                                         10        20        30     
2MEPSP                           QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
           40        50        60        70        80 
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2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
                                                      
gi|117 APEAAKEEEKEESDDDMGFGLFD                        
       90       100       110                         
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 49; 30.4% identity (55.4% similar) in 56 aa overlap (30-80:16-70) 
 
               10        20        30          40        50         
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAK 
                                    :::  : :: : :.. :...  .   . : . 
gi|160               MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFH 
                             10        20        30         40      
 
       60           70        80                                    
2MEPSP VTW---TETSVTVTGPPREPFGRKH                                    
       :     : ..   :::  .: :...                                    
gi|160 VHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPL 
          50        60        70        80        90       100      
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (9-37:84-111) 
 
                                     10        20        30         
2MEPSP                       QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
       40        50        60        70        80          
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH          
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 79.1  bits: 22.0 E():   20 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (4-46:113-154) 
 
                                          10        20        30    
2MEPSP                            QKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
            40        50        60        70        80              
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH              
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 79.1  bits: 22.0 E():   20 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (4-46:113-154) 
 
                                          10        20        30    
2MEPSP                            QKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
            40        50        60        70        80              
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH              
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 78.6  bits: 19.5 E():   21 
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Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (52-78:9-37) 
 
              30        40        50        60        70            
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
      80                                                            
2MEPSP H                                                            
                                                                    
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (55-73:1-18) 
 
           30        40        50        60        70        80     
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH     
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.7  bits: 19.2 E():   27 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (11-56:86-130) 
 
                                   10        20        30        40 
2MEPSP                     QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
               50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
       . ..  : :.: . .:                         
gi|136 KKEALPKCAQVYNKLGMYPPNM                   
          120       130                         
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.6  bits: 19.2 E():   28 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (11-56:90-134) 
 
                                   10        20        30        40 
2MEPSP                     QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
               50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
       . ..  : :.: . .:                         
gi|145 KKEALPKCAQVYNKLGMYPPNM                   
      120       130       140                   
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.3  bits: 19.2 E():   28 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (11-56:96-140) 
 
                                   10        20        30        40 
2MEPSP                     QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
               50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
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       . ..  : :.: . .:                         
gi|246 KKEALPKCAQVYNKLGMYPPNM                   
          130       140                         
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 76.2  bits: 19.2 E():   29 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (17-43:9-38) 
 
               10        20           30        40        50        
2MEPSP QKYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                       ::  ::   :.:.:  .:: ::: . .: :               
gi|110         MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKH 
                       10        20        30        40        50   
 
        60        70        80                                      
2MEPSP KVTWTETSVTVTGPPREPFGRKH                                      
                                                                    
gi|110 CQMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQ 
             60        70        80        90       100       110   
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (5-35:59-89) 
 
                                         10        20        30     
2MEPSP                           QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .....   .::: .::.. . 
gi|117 SVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQA 
       30        40        50        60        70        80         
 
           40        50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
       :                                              
gi|117 EAAPEAAKEEEKEESDEDMGFGLFD                      
       90       100       110                         
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (18-45:133-160) 
 
                            10        20        30        40        
2MEPSP              QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
        50        60        70        80                            
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH                            
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.7  bits: 21.0 E():   31 
Smith-Waterman score: 51; 30.0% identity (66.0% similar) in 50 aa overlap (1-49:264-309) 
 
                                             10         20          
2MEPSP                               QKYKSPKNAYVEG-DASSASYFLAGAAITG 
                                     .: :. ::. :.:  .: :.. :.:    : 
gi|289 LYAVKVLRSSGSGTMSDVVSGVEYAVQAHIKKAKDAKNGKVKGFKGSVANMSLGG----G 
           240       250       260       270       280              
 
      30        40        50        60        70        80          
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH          
        . :.:   ...... ..::                                         
gi|289 KSKTLEDAVNAGVEAGLHFAVAAGNDNADACNYSPAAAEKAITVGASTLADERAYFSNYG 
     290       300       310       320       330       340          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.4  bits: 20.1 E():   32 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (35-59:282-306) 
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           10        20        30        40        50        60     
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
           70        80 
2MEPSP SVTVTGPPREPFGRKH 
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.8  bits: 20.2 E():   35 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (14-62:53-100) 
 
                                10        20        30        40    
2MEPSP                  QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
            50        60        70        80                        
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH                        
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 48; 22.0% identity (51.2% similar) in 82 aa overlap (3-80:55-133) 
 
                                           10        20        30   
2MEPSP                             QKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|249 GSAQGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
           30        40        50        60        70        80     
 
             40         50           60        70        80         
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRKH         
        . :::.: .  : .  .  .:.  .:    .    .: .:   .::..  :         
gi|249 -MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNEEPIAPYHFDLSGHAF 
              90       100       110       120       130       140  
 
gi|249 GSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGD 
             150       160       170       180       190       200  
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 18.9 E():   37 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (40-55:135-150) 
 
      10        20        30        40        50        60          
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
      70        80 
2MEPSP GPPREPFGRKH 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.2  bits: 18.5 E():   37 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (22-72:1-49) 
 
               10        20        30        40        50        60 
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                            .:..:.:  ...:  : ..:.   .  ..:   ..  .  
gi|144                      MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIG 
                                    10        20        30          
 
               70        80                                         
2MEPSP WTETSVTVTGPPREPFGRKH                                         
       ..... .:  ::                                                 
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gi|144 YVRSGGAV--PPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKC 
      40          50        60        70        80        90        
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.1  bits: 19.8 E():   38 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (45-70:175-201) 
 
           20        30        40        50         60        70    
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
            80                                                      
2MEPSP EPFGRKH                                                      
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (48-80:82-109) 
 
        20        30        40        50        60        70        
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
        80                                                  
2MEPSP RKH                                                  
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (11-50:87-131) 
 
                                   10             20        30      
2MEPSP                     QKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
          40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
       . ..    :::.. :                               
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN  
        120       130       140       150       160  
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (11-50:87-131) 
 
                                   10             20        30      
2MEPSP                     QKYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
          40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
       . ..    :::.. :                               
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN  
        120       130       140       150       160  
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.8  bits: 21.1 E():   39 
Smith-Waterman score: 56; 30.2% identity (58.1% similar) in 43 aa overlap (4-46:113-154) 
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                                          10        20        30    
2MEPSP                            QKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|219 ITWLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKSGDKIN 
             90       100       110       120       130        140  
 
            40        50        60        70        80              
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH              
         : : .. .::.                                                
gi|219 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGALTKSGDKY 
             150       160       170       180       190       200  
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 73.4  bits: 19.4 E():   41 
Smith-Waterman score: 47; 22.0% identity (52.4% similar) in 82 aa overlap (3-80:26-104) 
 
                                      10        20        30        
2MEPSP                        QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                : .: .:  . .... .:  .  :  .:   . :: 
gi|331 IPKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG---MTGC 
               10        20        30        40        50           
 
        40         50           60        70        80              
2MEPSP GTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRKH              
       :.: .  : .  .  .:.  .:    .   ..: .:   .::..  :              
gi|331 GNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFGSMAK 
        60        70        80        90       100       110        
 
gi|331 KGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAVD 
       120       130       140       150       160       170        
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.0 E():   41 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (46-72:4-30) 
 
          20        30        40        50        60        70      
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
          80                                                        
2MEPSP FGRKH                                                        
                                                                    
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.8  bits: 19.4 E():   44 
Smith-Waterman score: 47; 22.0% identity (52.4% similar) in 82 aa overlap (3-80:50-128) 
 
                                           10        20        30   
2MEPSP                             QKYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|180 GSAHGIPKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
      20        30        40        50        60        70          
 
             40         50           60        70        80         
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRKH         
        . :::.: .  : .  .  .:.  .:    .   ..: .:   .::..  :         
gi|180 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAF 
         80        90       100       110       120       130       
 
gi|180 GSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNPNYLALLVKYVDGDGD 
        140       150       160       170       180       190       
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 48; 43.8% identity (56.2% similar) in 32 aa overlap (1-30:340-370) 
 
                                             10        20           
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2MEPSP                               QKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : : : :.::    .::: .   
gi|113 YAATVATAPAVKYTVFETALKKAITAMSQAQKAAKPAAA-VTGTATSAVGAATGAATAAA 
     310       320       330       340        350       360         
 
       30        40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
       ::                                                   
gi|113 GGYKV                                                
      370                                                   
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (39-73:30-64) 
 
       10        20        30        40        50        60         
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|169  MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
       70        80                                                 
2MEPSP TGPPREPFGRKH                                                 
        :  .                                                        
gi|169 DGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKF 
      60        70        80        90       100       110          
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (39-73:30-64) 
 
       10        20        30        40        50        60         
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|374  MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
       70        80                                                 
2MEPSP TGPPREPFGRKH                                                 
        :  .                                                        
gi|374 DGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKY 
      60        70        80        90       100       110          
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (11-50:87-131) 
 
                                   10             20        30      
2MEPSP                     QKYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
          40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
       . .  . .:: : .:                               
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC   
        120       130       140       150            
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (27-51:19-41) 
 
               10        20        30        40        50        60 
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                 : :..: .. :   . .::. :.::          
gi|131         QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLY 
                       10        20         30         40        50 
 
               70        80                                         
2MEPSP WTETSVTVTGPPREPFGRKH                                         
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gi|131 SMLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKK 
               60        70        80        90       100       110 
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 19.1 E():   52 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (67-80:15-28) 
 
         40        50        60        70        80                 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH                 
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (27-51:25-47) 
 
               10        20        30        40        50        60 
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                 : :..: .. :   . .::. :.::          
gi|136   QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLY 
                 10        20        30          40        50       
 
               70        80                                         
2MEPSP WTETSVTVTGPPREPFGRKH                                         
                                                                    
gi|136 SMLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKK 
         60        70        80        90       100       110       
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 44; 28.9% identity (60.0% similar) in 45 aa overlap (12-56:97-140) 
 
                                  10        20        30        40  
2MEPSP                    QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: :. .  :.  ....: : ::.  :  . 
gi|246 SMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFIL-STVNGTTRTVNPLGFYK 
         70        80        90       100        110       120      
 
              50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
        ..  : :.: . .:                         
gi|246 KEALPKCAQVYNKLGMYPPNM                   
         130       140                         
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 46; 40.6% identity (59.4% similar) in 32 aa overlap (1-30:231-261) 
 
                                             10        20           
2MEPSP                               QKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   :::: .   
gi|226 YAATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAA-ATGAATAAAGVAAGAATAAA 
              210       220       230        240       250          
 
       30        40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
       ::                                                   
gi|226 GGYKV                                                
     260                                                    
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.0  bits: 17.8 E():   56 
Smith-Waterman score: 43; 28.6% identity (57.1% similar) in 35 aa overlap (1-35:69-101) 
 
                                             10        20        30 
2MEPSP                               QKYKSPKNAYVEGDASSASYFLAGAAITGG 
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                                     : .:.   : .  :: . ... :: .   : 
gi|148 KSADDIKKAFFVIDQDKSGFIEEDELKLFLQVFKAGARALT--DAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
               40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
       .. ::                                              
gi|148 AIGVEEWAVLVKA                                      
        100                                               
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (54-77:7-30) 
 
            30        40        50        60        70        80    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH    
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 53; 24.1% identity (58.6% similar) in 58 aa overlap (16-73:2-53) 
 
               10        20        30        40        50        60 
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                      .:.: .::  ..... :.. .::  ..       ..   .: :   
gi|109               MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK-- 
                              10        20        30           40   
 
               70        80                                         
2MEPSP WTETSVTVTGPPREPFGRKH                                         
       : :...:  : :.                                                
gi|109 WLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKC 
               50        60        70        80        90       100 
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.9  bits: 19.5 E():   56 
Smith-Waterman score: 47; 22.6% identity (59.7% similar) in 62 aa overlap (16-74:222-283) 
 
                              10        20        30        40      
2MEPSP                QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
             50        60        70        80                       
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH                       
          .... :. . ..  .  ..: .. ::  :                             
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
 
gi|122 HVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
             320       330       340       350       360  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 17.8 E():   57 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (15-36:63-84) 
 
                               10        20        30        40     
2MEPSP                 QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|185 EADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAP 
             40        50        60        70        80        90   
 
           50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
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gi|185 EAAKEEEKEESDEDMGFGLFD                
            100       110                   
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 46; 26.5% identity (55.9% similar) in 34 aa overlap (39-72:114-147) 
 
       10        20        30        40        50        60         
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
       70        80                                                 
2MEPSP TGPPREPFGRKH                                                 
          :                                                         
gi|144 IILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDR 
           150       160       170       180       190       200    
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.7  bits: 17.8 E():   58 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (22-72:1-49) 
 
               10        20        30        40        50        60 
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                            .:..:.:  ...:  : ..:.   .  ..:   ..  .  
gi|506                      MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIG 
                                    10        20        30          
 
               70        80                                         
2MEPSP WTETSVTVTGPPREPFGRKH                                         
       ..... .:  ::                                                 
gi|506 YVRNGGAV--PPACCNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKC 
      40          50        60        70        80        90        
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.7  bits: 17.8 E():   58 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (5-44:20-60) 
 
                              10        20        30         40     
2MEPSP                QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQG 
                          :  .: . :...:.     : . .::.:    : :  ...: 
gi|384 MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTING 
               10        20        30        40        50        60 
 
           50        60        70        80                    
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH                    
                                                               
gi|384 LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|11991229|gb|AAG42255.1|AF306708_1 pollen allergen H  (296 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 46; 36.1% identity (63.9% similar) in 36 aa overlap (1-36:259-293) 
 
                                             10        20        30 
2MEPSP                               QKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :: ..:  : .   :..:.   ::::  .. 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPV-AGAATAATGAATGAAGAATGAA 
      230       240       250       260        270       280        
 
               40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
       ::.. :                                             
gi|119 TVSAGGYKV                                          
       290                                                
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.1  bits: 18.7 E():   62 
Smith-Waterman score: 45; 28.3% identity (52.2% similar) in 46 aa overlap (40-80:93-138) 
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      10        20        30        40        50           60       
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
           70        80                                             
2MEPSP SVTVTGPPREPFGRKH                                             
          .  ::  : .:.:                                             
gi|289 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAI 
            130       140       150       160       170       180   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.1  bits: 18.7 E():   63 
Smith-Waterman score: 45; 28.3% identity (52.2% similar) in 46 aa overlap (40-80:96-141) 
 
      10        20        30        40        50           60       
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
           70        80                                             
2MEPSP SVTVTGPPREPFGRKH                                             
          .  ::  : .:.:                                             
gi|424 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAI 
         130       140       150       160       170       180      
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.9  bits: 18.3 E():   63 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (23-44:150-172) 
 
                       10        20         30        40        50  
2MEPSP         QKYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
              60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKH 
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (27-51:20-42) 
 
               10        20        30        40        50        60 
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                 : :..: .. :   . .::. :.::          
gi|333        WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLY 
                      10        20          30        40        50  
 
               70        80                                         
2MEPSP WTETSVTVTGPPREPFGRKH                                         
                                                                    
gi|333 SMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKK 
              60        70        80        90       100       110  
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (27-51:20-42) 
 
               10        20        30        40        50        60 
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                 : :..: .. :     .::. :.::          
gi|333        QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLY 
                      10        20         30         40        50  
 
               70        80                                         
2MEPSP WTETSVTVTGPPREPFGRKH                                         
                                                                    
gi|333 SMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKK 
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              60        70        80        90       100       110  
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (27-51:20-42) 
 
               10        20        30        40        50        60 
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                 : :..: .. :     .::. :.::          
gi|333        QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLY 
                      10        20         30         40        50  
 
               70        80                                         
2MEPSP WTETSVTVTGPPREPFGRKH                                         
                                                                    
gi|333 SMLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKK 
              60        70        80        90       100       110  
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (27-51:21-43) 
 
               10        20        30        40        50        60 
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                 : :..: .. :   . .::. :.::          
gi|333       IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLY 
                     10        20         30         40        50   
 
               70        80                                         
2MEPSP WTETSVTVTGPPREPFGRKH                                         
                                                                    
gi|333 SMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKK 
             60        70        80        90       100       110   
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (27-51:21-43) 
 
               10        20        30        40        50        60 
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                 : :..: .. :   . .::. :.::          
gi|375       IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLY 
                     10        20         30         40        50   
 
               70        80                                         
2MEPSP WTETSVTVTGPPREPFGRKH                                         
                                                                    
gi|375 SMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKK 
             60        70        80        90       100       110   
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (27-51:21-43) 
 
               10        20        30        40        50        60 
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                 : :..: .. :   . .::. :.::          
gi|333       IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLY 
                     10        20         30         40        50   
 
               70        80                                         
2MEPSP WTETSVTVTGPPREPFGRKH                                         
                                                                    
gi|333 SMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKK 
             60        70        80        90       100       110   
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (27-51:21-43) 
 
               10        20        30        40        50        60 
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2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                 : :..: .. :   . .::. :.::          
gi|333       ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLY 
                     10        20         30         40        50   
 
               70        80                                         
2MEPSP WTETSVTVTGPPREPFGRKH                                         
                                                                    
gi|333 SMLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKK 
             60        70        80        90       100       110   
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.7 E():   65 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (5-27:32-54) 
 
                                         10        20        30     
2MEPSP                           QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     :: .:  .   .:::.: .:. .        
gi|225 IILCTPLIILAIILNATRNIPLGIVGGSNASPGDAVYQIALQSASHFCGGSILDEYWILT 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH               
                                                                    
gi|225 AAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNARV 
              70        80        90       100       110       120  
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 17.9 E():   66 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (11-56:86-130) 
 
                                   10        20        30        40 
2MEPSP                     QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
               50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
       . ..  : :.: . .:                         
gi|136 KKEALPKCAQVYNKLGMYPPNM                   
          120       130                         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.7 E():   67 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (70-78:14-22) 
 
      40        50        60        70        80                    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH                    
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (27-51:29-51) 
 
                 10        20        30        40        50         
2MEPSP   QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
       60        70        80                                       
2MEPSP VTWTETSVTVTGPPREPFGRKH                                       
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
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>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (27-51:29-51) 
 
                 10        20        30        40        50         
2MEPSP   QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
       60        70        80                                       
2MEPSP VTWTETSVTVTGPPREPFGRKH                                       
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (70-78:25-33) 
 
      40        50        60        70        80                    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH                    
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (27-51:35-57) 
 
                   10        20        30        40        50       
2MEPSP     QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
         60        70        80                                     
2MEPSP AKVTWTETSVTVTGPPREPFGRKH                                     
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|288557436|emb|CAX32965.1| parvalbumin [Scomber scom  (109 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.2  bits: 17.5 E():   69 
Smith-Waterman score: 42; 25.7% identity (62.9% similar) in 35 aa overlap (1-35:69-101) 
 
                                             10        20        30 
2MEPSP                               QKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     :..:.  .: . .:: . ... :: .   : 
gi|288 KSADEVKKAFAIIDQDKSGYIEEEELKLFLQNFKA--GARALSDAETKAFLKAGDSDGDG 
       40        50        60        70          80        90       
 
               40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
        . :.                                              
gi|288 KIGVDEFAAMIKG                                      
        100                                               
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.2  bits: 18.8 E():   69 
Smith-Waterman score: 45; 37.5% identity (59.4% similar) in 32 aa overlap (1-30:232-262) 
 
                                             10        20           
2MEPSP                               QKYKSPKNAYVEGDASSASYFLAGAAIT-- 
                                     ::  .:  : . : :..:.   .::: .   
gi|180 YAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAA-ATGAATAAASAATGAATAAA 
             210       220       230       240        250       260 
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       30        40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
       ::                                                   
gi|180 GGYKV                                                
                                                            
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.8 E():   70 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (70-78:31-39) 
 
      40        50        60        70        80                    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH                    
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.8 E():   70 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (70-78:31-39) 
 
      40        50        60        70        80                    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH                    
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (26-70:204-252) 
 
                    10        20        30        40           50   
2MEPSP      QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
              60        70        80         
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKH         
       .  :: : :  ..:  . :                   
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (70-78:32-40) 
 
      40        50        60        70        80                    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH                    
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (26-70:204-252) 
 
                    10        20        30        40           50   
2MEPSP      QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
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              60        70        80         
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKH         
       .  :: : :  ..:  . :                   
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 47; 47.1% identity (76.5% similar) in 17 aa overlap (34-50:144-159) 
 
            10        20        30        40        50        60    
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ..::.:. : :::  .:              
gi|151 DGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNTSVL-GDVLVSESIGVEPVHAQDGD 
           120       130       140       150        160       170   
 
            70        80                                            
2MEPSP TSVTVTGPPREPFGRKH                                            
                                                                    
gi|151 AITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITISNNHFFNHHKVMLLGHDDTYDNDK 
            180       190       200       210       220       230   
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.9  bits: 17.9 E():   72 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (7-56:40-93) 
 
                                       10        20            30   
2MEPSP                         QKYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
             40        50        60        70        80             
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH             
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.9  bits: 19.2 E():   72 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (32-50:97-115) 
 
              10        20        30        40        50        60  
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
              70        80                                          
2MEPSP TETSVTVTGPPREPFGRKH                                          
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (45-70:175-201) 
 
           20        30        40        50         60        70    
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
            80                                                      
2MEPSP EPFGRKH                                                      
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7854

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (45-70:175-201) 
 
           20        30        40        50         60        70    
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
            80                                                      
2MEPSP EPFGRKH                                                      
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (24-65:216-260) 
 
                      10        20        30        40           50 
2MEPSP        QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
               60        70        80           
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKH           
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (63-80:288-305) 
 
             40        50        60        70        80             
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH             
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (13-50:93-131) 
 
                                 10         20        30        40  
2MEPSP                   QKYKSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
              50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
        .::... :                               
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN  
            130       140       150       160  
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (41-71:98-127) 
 
               20        30        40        50        60        70 
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
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               80                                                   
2MEPSP PPREPFGRKH                                                   
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (41-71:99-128) 
 
               20        30        40        50        60        70 
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
               80                                                   
2MEPSP PPREPFGRKH                                                   
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (13-35:145-167) 
 
                                 10        20        30        40   
2MEPSP                   QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
             50        60        70        80                       
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH                       
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 18.0 E():   76 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (38-63:38-62) 
 
        10        20        30        40        50        60        
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
        70        80                                                
2MEPSP VTGPPREPFGRKH                                                
                                                                    
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 19.3 E():   81 
Smith-Waterman score: 46; 36.4% identity (68.2% similar) in 22 aa overlap (52-73:312-333) 
 
              30        40        50        60        70        80  
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH  
                                     .: .: :.  .  ..:::.: :         
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (7-35:73-101) 
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                                       10        20        30       
2MEPSP                         QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
         40        50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
                                                    
gi|193 FNHLVKH                                      
                                                    
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.2 E():   88 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (5-30:59-83) 
 
                                         10         20        30    
2MEPSP                           QKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
            40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
                                                       
gi|215 AAPEAERAEEEKEESDDDMGFGLFD                       
         90       100       110                        
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.4  bits: 17.2 E():   88 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (5-29:59-84) 
 
                                         10         20        30    
2MEPSP                           QKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
            40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
                                                       
gi|668 AAKEKNEEEKEESDEDMGFGLFD                         
       90       100       110                          
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.4  bits: 17.2 E():   88 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (5-29:59-84) 
 
                                         10         20        30    
2MEPSP                           QKYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
            40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
                                                       
gi|833 AAEEKKEEEKEESDEDMGFGLFD                         
       90       100       110                          
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.3  bits: 18.0 E():   88 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (16-41:103-127) 
 
                              10        20        30        40      
2MEPSP                QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
          50        60        70        80                          
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2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH                          
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 19.3 E():   91 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (67-80:292-305) 
 
         40        50        60        70        80                 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH                 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 42; 28.6% identity (55.1% similar) in 49 aa overlap (7-50:83-130) 
 
                                       10             20        30  
2MEPSP                         QKYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
              40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
       : ... .    ..::.. :                               
gi|131 V-IKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN  
             120       130       140       150           
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.9 E():   93 
Smith-Waterman score: 45; 29.2% identity (58.3% similar) in 48 aa overlap (13-60:317-364) 
 
                                 10        20        30        40   
2MEPSP                   QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     :. ::.:   . .. ::.. :  : :. :  
gi|855 SASSTSSKTPSTSTLATSTKATPTPSGTSSGSNSSSSAEPTTTGGTGSSNTGSGSGSGSG 
        290       300       310       320       330       340       
 
             50        60        70        80            
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH            
       .:. . .      ::..:                                
gi|855 SGSSSSTGSSTSAGASATPELSQGAAGSIKGSVTACALVFGAVAAVLAF 
        350       360       370       380       390      
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (41-55:53-67) 
 
               20        30        40        50        60        70 
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
               80                                                   
2MEPSP PPREPFGRKH                                                   
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.8  bits: 19.8 E():   94 
Smith-Waterman score: 56; 30.2% identity (58.1% similar) in 43 aa overlap (4-46:113-154) 
 
                                          10        20        30    
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2MEPSP                            QKYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|581 ITWLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKSGDKIN 
             90       100       110       120       130        140  
 
            40        50        60        70        80              
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH              
         : : .. .::.                                                
gi|581 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGTLTKSGDKY 
             150       160       170       180       190       200  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 44; 30.6% identity (63.9% similar) in 36 aa overlap (1-36:264-297) 
 
                                             10        20        30 
2MEPSP                               QKYKSPKNAYVEGDASSASYFLAGAAITGG 
                                     ::  .:  : . : :. :.   :..: .:. 
gi|441 YAATVAAAPEVKYAVFEAALTKAITAMTQAQKAGKPAAAAATGAATVATG--AATAAAGA 
           240       250       260       270       280         290  
 
               40        50        60        70        80 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
       .... :                                             
gi|441 ATAAAGGYKA                                         
             300                                          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.7  bits: 17.2 E():   95 
Smith-Waterman score: 41; 40.0% identity (66.7% similar) in 15 aa overlap (67-80:20-34) 
 
         40        50        60        70         80                
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKH                
                                     .. : ::  : .:.:                
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
                          10        20        30        40          
 
gi|301 AILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVD 
      50        60        70        80        90       100          
 
>>gi|11991227|gb|AAG42254.1|AF306707_1 pollen allergen P  (303 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 44; 34.8% identity (63.0% similar) in 46 aa overlap (1-44:259-300) 
 
                                               10        20         
2MEPSP                               QKYKSP--KNAYVEGDASSASYFLAGAAIT 
                                     :: ..:    : : . :..:.   .::: : 
gi|119 YAATIAAAPEVKFAVFKAALTKAITAMAEVQKVSKPVAGAATVAAGAATAA---TGAA-T 
      230       240       250       260       270          280      
 
       30        40        50        60        70        80 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
       :.. .. : .:.:  :                                     
gi|119 GAAGAATGAATVSAGGYKV                                  
          290       300                                     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.5 E():   96 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (36-55:285-304) 
 
          10        20        30        40        50        60      
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
          70        80 
2MEPSP VTVTGPPREPFGRKH 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 17.6 E():   98 
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Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (25-38:13-26) 
 
               10        20        30        40        50        60 
2MEPSP QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                               ::...  : :. ::                       
gi|156             MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLF 
                           10        20        30        40         
 
               70        80                                         
2MEPSP WTETSVTVTGPPREPFGRKH                                         
                                                                    
gi|156 LVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLE 
       50        60        70        80        90       100         
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.1 E(): 1e 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (25-44:218-237) 
 
                     10        20        30        40        50     
2MEPSP       QKYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
           60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKH 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:52 2011 done: Tue Apr 19 10:57:52 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 241  - 320 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     2     0:= 
  30    10     2:*=== 
  32    13     8:==*== 
  34    26    22:=======*= 
  36    25    44:=========     * 
  38    52    73:==================      * 
  40   116   102:=================================*===== 
  42   112   125:======================================   * 
  44   154   138:=============================================*====== 
  46   155   140:==============================================*===== 
  48   161   134:============================================*========= 
  50   130   122:========================================*=== 
  52    97   108:=================================  * 
  54    94    92:==============================*= 
  56    50    77:=================        * 
  58    56    63:=================== * 
  60    34    51:============    * 
  62    33    41:===========  * 
  64    28    33:==========* 
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  66    17    26:======  * 
  68    18    20:======* 
  70    28    16:=====*==== 
  72    12    12:===* 
  74    10    10:===* 
  76     9     8:==* 
  78     2     6:=* 
  80     9     5:=*= 
  82     2     3:* 
  84     2     3:* 
  86     6     2:*= 
  88     5     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     9     1:*==       :*======== 
  98     2     0:=         *== 
 100     2     0:=         *== 
 102     0     0:          * 
 104     3     0:=         *=== 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.25610.00292; mu= 15.8355 0.152 
 mean_var=30.4975 8.198, 0's: 2 Z-trim: 3  B-trim: 117 in 1/43 
 Lambda= 0.232243 
 Kolmogorov-Smirnov  statistic: 0.0316 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   71 27.4    0.11 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   62 24.4    0.83 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   62 24.4    0.83 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   62 24.4    0.83 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   60 23.7     1.3 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   60 23.7     1.3 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   59 23.4     1.7 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   59 23.4     1.7 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   58 23.0       2 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   58 23.0       2 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 23.0     2.1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.1 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   57 22.7     2.6 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   59 23.8     4.1 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   57 23.0       5 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   54 21.7     5.3 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   55 22.2     6.1 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   55 22.2     6.3 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   55 22.2     6.3 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   55 22.2     6.3 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.4     7.2 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   56 22.8     7.5 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   55 22.3     7.5 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.4     7.7 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   55 22.3     7.9 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.1     8.7 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   50 20.3      10 
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gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   51 20.7      11 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.2      12 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 20.4      14 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.8      15 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.0      16 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.6      16 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.6      17 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   49 20.0      17 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 22.3      17 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 22.3      17 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 20.1      18 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.7      19 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.7      22 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.3      25 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.3      25 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   49 20.2      26 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.3      26 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 18.9      26 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.4      26 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.2      27 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 18.9      27 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.3      28 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   48 19.9      30 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.3      31 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   48 19.9      32 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.0      34 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 19.9      34 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 21.3      34 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.6      34 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.0      35 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.0      35 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.0      35 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.1      38 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   45 18.7      43 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   45 18.7      43 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.7      44 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.6      44 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.2      47 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.3      47 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.3      49 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   47 19.7      51 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.2      51 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.2      51 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.3      51 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   46 19.2      53 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 17.9      53 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 17.9      54 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 17.9      54 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   45 18.8      57 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   45 18.8      58 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.4      59 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.0      60 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.0      60 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.0      60 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.0      60 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.0      60 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.0      60 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.0      60 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   45 18.9      60 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.0      61 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.9      61 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.0      63 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.0      63 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.9      63 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.9      64 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.9      64 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.0      65 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.3      65 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 18.9      65 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 18.9      65 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.9      65 
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gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   42 17.6      65 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.3      66 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.8      66 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 18.9      67 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 18.9      67 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 18.0      67 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 18.9      67 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.4      68 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.5      69 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.5      69 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 18.0      69 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 18.1      71 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.4      74 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.2      82 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.1      82 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.2      83 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.2      83 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.2      83 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.5      83 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 19.9      85 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.0      86 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   42 17.7      86 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.7      89 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.6      89 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   41 17.3      90 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.7      93 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.2      93 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.2      95 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   42 17.8      99 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   41 17.3      99 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  71  Z-score: 120.0  bits: 27.4 E(): 0.11 
Smith-Waterman score: 71; 27.9% identity (51.5% similar) in 68 aa overlap (3-69:63-130) 
 
                                           10        20        30   
2MEPSP                             KYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.   .:   :::.     .:.: . :.   
gi|583 KTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDI 
             40        50        60        70        80        90   
 
             40         50        60        70        80            
2MEPSP VEGCGTTS-LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL            
       : :  :.. .  : :  .:..  :    :...: :  :                       
gi|583 VVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVY 
            100       110       120       130       140       150   
 
gi|583 KKCPGMP 
               
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  62  Z-score: 104.0  bits: 24.4 E(): 0.83 
Smith-Waterman score: 62; 26.5% identity (57.4% similar) in 68 aa overlap (16-79:4-70) 
 
               10        20        30         40        50          
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                      ... : .. ..:: .  : :: : :.. :...  .   . : .:  
gi|160             MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVH 
                           10        20        30         40        
 
      60           70        80                                     
2MEPSP W---TETSVTVTGPPREPFGRKHL                                     
           : ..   :::  .: :..:                                      
gi|160 ALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTG 
        50        60        70        80        90       100        
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  62  Z-score: 104.0  bits: 24.4 E(): 0.83 
Smith-Waterman score: 62; 32.7% identity (60.0% similar) in 55 aa overlap (29-79:16-70) 
 
               10        20        30          40         50        
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2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAK 
                                   :::  : :: : :.. :... .   :. . :. 
gi|160              MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAH 
                            10        20        30        40        
 
        60         70        80                                     
2MEPSP VTWTETSVTV-TGPPREPFGRKHL                                     
       .    :.  . :::  .: :..:                                      
gi|160 ALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTG 
        50        60        70        80        90       100        
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 104.0  bits: 24.4 E(): 0.83 
Smith-Waterman score: 62; 32.1% identity (57.1% similar) in 56 aa overlap (29-79:16-70) 
 
               10        20        30          40        50         
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                   :::  : :: : :.. :...  .   . : .: 
gi|160              MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHV 
                            10        20        30         40       
 
       60           70        80                                    
2MEPSP TW---TETSVTVTGPPREPFGRKHL                                    
       .    : ..   :::  .: :..:                                     
gi|160 NALGATTNGCMSTGPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLT 
         50        60        70        80        90       100       
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  60  Z-score: 100.4  bits: 23.7 E():  1.3 
Smith-Waterman score: 60; 30.9% identity (60.0% similar) in 55 aa overlap (29-79:16-70) 
 
               10        20        30          40         50        
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAK 
                                   :::  : :: : :.. :... .   :. . .. 
gi|160              MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVR 
                            10        20        30        40        
 
        60         70        80                                     
2MEPSP VTWTETSVTV-TGPPREPFGRKHL                                     
       .    :.  . :::  .: :..:                                      
gi|160 ALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTG 
        50        60        70        80        90       100        
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  60  Z-score: 100.4  bits: 23.7 E():  1.3 
Smith-Waterman score: 60; 32.1% identity (57.1% similar) in 56 aa overlap (29-79:16-70) 
 
               10        20        30          40        50         
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                   :::  : :: : :.. :...  .   . : .: 
gi|160              MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHV 
                            10        20        30         40       
 
       60           70        80                                    
2MEPSP TW---TETSVTVTGPPREPFGRKHL                                    
       .    : ..   :::  .: :..:                                     
gi|160 NALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLT 
         50        60        70        80        90       100       
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 98.5  bits: 23.4 E():  1.7 
Smith-Waterman score: 59; 32.1% identity (55.4% similar) in 56 aa overlap (29-79:16-70) 
 
               10        20        30          40        50         
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                   :::  : :: : :.. :...  .   . : .: 
gi|160              MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHV 
                            10        20        30         40       
 
       60           70        80                                    
2MEPSP TW---TETSVTVTGPPREPFGRKHL                                    
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            : ..   :::  .: :..:                                     
gi|160 HALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLT 
         50        60        70        80        90       100       
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 98.5  bits: 23.4 E():  1.7 
Smith-Waterman score: 59; 32.1% identity (55.4% similar) in 56 aa overlap (29-79:16-70) 
 
               10        20        30          40        50         
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                   :::  : :: : :.. :...  .   . : .: 
gi|160              MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHV 
                            10        20        30         40       
 
       60           70        80                                    
2MEPSP TW---TETSVTVTGPPREPFGRKHL                                    
            : ..   :::  .: :..:                                     
gi|160 HALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLT 
         50        60        70        80        90       100       
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.0  bits: 23.0 E():    2 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (29-79:16-70) 
 
               10        20        30          40        50         
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                   :::  : :: : :.. :...  .   . : .: 
gi|160              MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHV 
                            10        20        30         40       
 
       60           70        80                                    
2MEPSP TW---TETSVTVTGPPREPFGRKHL                                    
            : ..   :::  .: :..:                                     
gi|160 HALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGR 
         50        60        70        80        90       100       
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.0  bits: 23.0 E():    2 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (29-79:16-70) 
 
               10        20        30          40        50         
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                   :::  : :: : :.. :...  .   . : .: 
gi|160              MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHV 
                            10        20        30         40       
 
       60           70        80                                    
2MEPSP TW---TETSVTVTGPPREPFGRKHL                                    
            : ..   :::  .: :..:                                     
gi|160 HALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGR 
         50        60        70        80        90       100       
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 96.7  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (29-79:16-70) 
 
               10        20        30          40        50         
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                   :::  : :: : :.. :...  .   . : .: 
gi|160              MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHV 
                            10        20        30         40       
 
       60           70        80                                    
2MEPSP TW---TETSVTVTGPPREPFGRKHL                                    
            : ..   :::  .: :..:                                     
gi|160 HALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLT 
         50        60        70        80        90       100       
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 96.7  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (29-79:16-70) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7865

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
               10        20        30          40        50         
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                   :::  : :: : :.. :...  .   . : .: 
gi|160              MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHV 
                            10        20        30         40       
 
       60           70        80                                    
2MEPSP TW---TETSVTVTGPPREPFGRKHL                                    
            : ..   :::  .: :..:                                     
gi|160 HALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLT 
         50        60        70        80        90       100       
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 96.7  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (29-79:16-70) 
 
               10        20        30          40        50         
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                   :::  : :: : :.. :...  .   . : .: 
gi|145              MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHV 
                            10        20        30         40       
 
       60           70        80                                    
2MEPSP TW---TETSVTVTGPPREPFGRKHL                                    
            : ..   :::  .: :..:                                     
gi|145 HALGDTTNGCMSTGPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLT 
         50        60        70        80        90       100       
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 96.7  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (29-79:16-70) 
 
               10        20        30          40        50         
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                   :::  : :: : :.. :...  .   . : .: 
gi|160              MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHV 
                            10        20        30         40       
 
       60           70        80                                    
2MEPSP TW---TETSVTVTGPPREPFGRKHL                                    
            : ..   :::  .: :..:                                     
gi|160 HALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLT 
         50        60        70        80        90       100       
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 96.7  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (29-79:16-70) 
 
               10        20        30          40        50         
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                   :::  : :: : :.. :...  .   . : .: 
gi|160              MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHV 
                            10        20        30         40       
 
       60           70        80                                    
2MEPSP TW---TETSVTVTGPPREPFGRKHL                                    
            : ..   :::  .: :..:                                     
gi|160 HALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLT 
         50        60        70        80        90       100       
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 96.7  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (29-79:16-70) 
 
               10        20        30          40        50         
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                   :::  : :: : :.. :...  .   . : .: 
gi|160              MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHV 
                            10        20        30         40       
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       60           70        80                                    
2MEPSP TW---TETSVTVTGPPREPFGRKHL                                    
            : ..   :::  .: :..:                                     
gi|160 HALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLT 
         50        60        70        80        90       100       
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 96.7  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (29-79:16-70) 
 
               10        20        30          40        50         
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                   :::  : :: : :.. :...  .   . : .: 
gi|160              MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHV 
                            10        20        30         40       
 
       60           70        80                                    
2MEPSP TW---TETSVTVTGPPREPFGRKHL                                    
            : ..   :::  .: :..:                                     
gi|160 HALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLT 
         50        60        70        80        90       100       
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 94.9  bits: 22.7 E():  2.6 
Smith-Waterman score: 57; 30.9% identity (60.0% similar) in 55 aa overlap (29-79:16-70) 
 
               10        20        30          40         50        
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAK 
                                   :::  : :: : :.. :... .   :. . .. 
gi|160              MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVH 
                            10        20        30        40        
 
        60         70        80                                     
2MEPSP VTWTETSVTV-TGPPREPFGRKHL                                     
       .    :.  . :::  .: :..:                                      
gi|160 ALGDATNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTG 
        50        60        70        80        90       100        
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  50 init1:  50 opt:  59  Z-score: 91.5  bits: 23.8 E():  4.1 
Smith-Waterman score: 63; 30.1% identity (47.0% similar) in 83 aa overlap (4-76:17-97) 
 
                            10         20          30               
2MEPSP              KYKSPKNAYVEGDASSAS-YFLAGA--AITGGTVTV-------EGCG 
                       .:  : . .:  : : :::     : : :..:.       . :: 
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCG 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL                  
        :  :: .   . .. ::  . :  : ::.  :    .:                      
gi|947 GT-WQGIIDKLDYIQGMGFTAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTA 
                70        80         90       100       110         
 
gi|947 DDLKALSSALHERGMYLMVDVVANHMGYDGAGSSVDYSVFKPFSSQDYFHPFCFIQNYED 
      120       130       140       150       160       170         
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 90.0  bits: 23.0 E():    5 
Smith-Waterman score: 57; 25.0% identity (57.7% similar) in 52 aa overlap (1-51:80-131) 
 
                                             10        20        30 
2MEPSP                               KYKSPKNAYVEGDASSASYFLAGAAITGGT 
                                     ::.. :  :.     ....: .:.:.  :  
gi|170 FLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRGI 
      50        60        70        80        90       100          
 
                40        50        60        70        80          
2MEPSP V-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL          
         ..   . :. : :. .:. :                                       
gi|170 EDSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEENL 
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     110       120       130       140       150       160          
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 89.5  bits: 21.7 E():  5.3 
Smith-Waterman score: 54; 30.9% identity (60.0% similar) in 55 aa overlap (29-79:16-70) 
 
               10        20        30          40         50        
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAK 
                                   :::  : :: : :.. :... .   :. . .. 
gi|160              MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVH 
                            10        20        30        40        
 
        60         70        80                                     
2MEPSP VTWTETSVTV-TGPPREPFGRKHL                                     
       .    :.  . :::  .: :..:                                      
gi|160 ALGDITNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTG 
        50        60        70        80        90       100        
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  37 init1:  37 opt:  55  Z-score: 88.3  bits: 22.2 E():  6.1 
Smith-Waterman score: 55; 22.9% identity (54.2% similar) in 83 aa overlap (2-80:38-117) 
 
                                            10        20        30  
2MEPSP                              KYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|168 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
        10        20        30        40        50        60        
 
              40         50           60        70        80        
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRKHL        
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::..  :.        
gi|168 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
           70        80        90       100       110       120     
 
gi|168 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNPNYLAILVKYVDGDGD 
          130       140       150       160       170       180     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  37 init1:  37 opt:  55  Z-score: 88.1  bits: 22.2 E():  6.3 
Smith-Waterman score: 55; 22.9% identity (54.2% similar) in 83 aa overlap (2-80:49-128) 
 
                                            10        20        30  
2MEPSP                              KYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|168 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKNVDKAPFNG-- 
       20        30        40        50        60        70         
 
              40         50           60        70        80        
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRKHL        
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::..  :.        
gi|168 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
 
gi|168 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  37 init1:  37 opt:  55  Z-score: 88.1  bits: 22.2 E():  6.3 
Smith-Waterman score: 55; 22.9% identity (54.2% similar) in 83 aa overlap (2-80:49-128) 
 
                                            10        20        30  
2MEPSP                              KYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|126 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKNVDKAPFNG-- 
       20        30        40        50        60        70         
 
              40         50           60        70        80        
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRKHL        
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::..  :.        
gi|126 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
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gi|126 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  37 init1:  37 opt:  55  Z-score: 88.1  bits: 22.2 E():  6.3 
Smith-Waterman score: 55; 22.9% identity (54.2% similar) in 83 aa overlap (2-80:49-128) 
 
                                            10        20        30  
2MEPSP                              KYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|752 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
       20        30        40        50        60        70         
 
              40         50           60        70        80        
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRKHL        
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::..  :.        
gi|752 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
 
gi|752 GSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 87.1  bits: 21.4 E():  7.2 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (8-36:86-113) 
 
                                      10        20        30        
2MEPSP                        KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
        40        50        60        70        80           
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL           
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.8  bits: 22.8 E():  7.5 
Smith-Waterman score: 56; 35.5% identity (67.7% similar) in 31 aa overlap (2-32:14-44) 
 
                           10        20        30        40         
2MEPSP             KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                    . :  :  ::.:.. .. .:: ::. .:. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHL                             
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 86.7  bits: 22.3 E():  7.5 
Smith-Waterman score: 55; 25.0% identity (55.8% similar) in 52 aa overlap (1-51:60-111) 
 
                                             10        20        30 
2MEPSP                               KYKSPKNAYVEGDASSASYFLAGAAITGGT 
                                     ::.. :  :.     ....: .:.:.  :  
gi|627 FLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRGI 
      30        40        50        60        70        80          
 
                40        50        60        70        80          
2MEPSP V-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL          
         ..     :. : :. .:. :                                       
gi|627 EDSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEENL 
      90       100       110       120       130       140          
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>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 86.6  bits: 21.4 E():  7.7 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (8-36:102-129) 
 
                                      10        20        30        
2MEPSP                        KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
        40        50        60        70        80           
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL           
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 86.3  bits: 22.3 E():  7.9 
Smith-Waterman score: 55; 25.0% identity (57.7% similar) in 52 aa overlap (1-51:80-131) 
 
                                             10        20        30 
2MEPSP                               KYKSPKNAYVEGDASSASYFLAGAAITGGT 
                                     ::.. :  :.     ....: .:.:.  :  
gi|145 FLTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRGI 
      50        60        70        80        90       100          
 
                40        50        60        70        80          
2MEPSP V-TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL          
         ..   . :. : :. .:. :                                       
gi|145 EDSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEENL 
     110       120       130       140       150       160          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 85.6  bits: 21.1 E():  8.7 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (6-49:83-130) 
 
                                        10             20        30 
2MEPSP                          KYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
               40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
       : ... .    .:::.. :                                
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN   
             120       130       140       150            
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.2  bits: 20.3 E():   10 
Smith-Waterman score: 50; 32.1% identity (64.3% similar) in 28 aa overlap (7-34:74-101) 
 
                                       10        20        30       
2MEPSP                         KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     .: : .:: ..... :: .   : . ::   
gi|207 AKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEF 
            50        60        70        80        90       100    
 
         40        50        60        70        80 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
                                                    
gi|207 QALVKA                                       
                                                    
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 84.1  bits: 20.7 E():   11 
Smith-Waterman score: 51; 30.4% identity (53.6% similar) in 56 aa overlap (29-79:16-70) 
 
               10        20        30          40        50         
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                   :::  : .: : :.. :...  .   . : .: 
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gi|160              MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHV 
                            10        20        30         40       
 
       60           70        80                                    
2MEPSP TW---TETSVTVTGPPREPFGRKHL                                    
            : ..   :::   : :..:                                     
gi|160 HALGDTTNGCMSTGPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLT 
         50        60        70        80        90       100       
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.9  bits: 21.2 E():   12 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (26-45:208-227) 
 
                    10        20        30        40        50      
2MEPSP      KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
          60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHL 
                                 
gi|111 KPEFIDIINAAAVKSA          
       240       250             
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 82.0  bits: 20.4 E():   14 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (6-49:83-130) 
 
                                        10             20        30 
2MEPSP                          KYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
               40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
       : ... .    .:::.. :                                
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN   
             120       130       140       150            
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.3  bits: 21.8 E():   15 
Smith-Waterman score: 53; 35.5% identity (64.5% similar) in 31 aa overlap (2-32:14-44) 
 
                           10        20        30        40         
2MEPSP             KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                    . :  :  ::.:.. .. .:: ::.  :. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHL                             
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (26-50:35-57) 
 
                    10        20        30        40        50      
2MEPSP      KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
          60        70        80                                    
2MEPSP AKVTWTETSVTVTGPPREPFGRKHL                                    
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
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             70        80        90       100       110       120   
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 80.6  bits: 19.6 E():   16 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (5-34:73-101) 
 
                                         10        20        30     
2MEPSP                           KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
           40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
                                                      
gi|288 EFAVWVKQ                                       
                                                      
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.6 E():   17 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (4-29:59-84) 
 
                                          10        20        30    
2MEPSP                            KYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
            40        50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
                                                       
gi|117 APEAAKEEEKEESDDDMGFGLFD                         
       90       100       110                          
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 49; 30.4% identity (55.4% similar) in 56 aa overlap (29-79:16-70) 
 
               10        20        30          40        50         
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKV 
                                   :::  : :: : :.. :...  .   . : .: 
gi|160              MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHV 
                            10        20        30         40       
 
       60           70        80                                    
2MEPSP TW---TETSVTVTGPPREPFGRKHL                                    
            : ..   :::  .: :...                                     
gi|160 HALGDTTNGCMSTGPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLT 
         50        60        70        80        90       100       
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 80.3  bits: 22.3 E():   17 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (3-45:113-154) 
 
                                           10        20        30   
2MEPSP                             KYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
             40        50        60        70        80             
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL             
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 80.3  bits: 22.3 E():   17 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (3-45:113-154) 
 
                                           10        20        30   
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2MEPSP                             KYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
             40        50        60        70        80             
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL             
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 80.0  bits: 20.1 E():   18 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (8-36:84-111) 
 
                                      10        20        30        
2MEPSP                        KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
        40        50        60        70        80         
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL         
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 79.4  bits: 19.7 E():   19 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (51-77:9-37) 
 
               30        40        50        60        70           
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
       80                                                           
2MEPSP HL                                                           
                                                                    
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (54-72:1-18) 
 
            30        40        50        60        70        80    
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL    
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.5  bits: 19.3 E():   25 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (10-55:86-130) 
 
                                    10        20        30          
2MEPSP                      KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
      40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
       . ..  : :.: . .:                          
gi|136 KKEALPKCAQVYNKLGMYPPNM                    
          120       130                          
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>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.3  bits: 19.3 E():   25 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (10-55:90-134) 
 
                                    10        20        30          
2MEPSP                      KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
      40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
       . ..  : :.: . .:                          
gi|145 KKEALPKCAQVYNKLGMYPPNM                    
      120       130       140                    
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.1  bits: 20.2 E():   26 
Smith-Waterman score: 49; 21.7% identity (51.8% similar) in 83 aa overlap (2-80:55-134) 
 
                                            10        20        30  
2MEPSP                              KYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|249 GSAQGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
           30        40        50        60        70        80     
 
              40         50           60        70        80        
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRKHL        
        . :::.: .  : .  .  .:.  .:    .    .: .:   .::..  :.        
gi|249 -MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNEEPIAPYHFDLSGHAF 
              90       100       110       120       130       140  
 
gi|249 GSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGD 
             150       160       170       180       190       200  
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.0  bits: 19.3 E():   26 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (10-55:96-140) 
 
                                    10        20        30          
2MEPSP                      KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
      40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
       . ..  : :.: . .:                          
gi|246 KKEALPKCAQVYNKLGMYPPNM                    
          130       140                          
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.0  bits: 18.9 E():   26 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (2-34:71-101) 
 
                                            10        20        30  
2MEPSP                              KYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     .::  .: . .:: ..... :: .   : . 
gi|207 ADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDGKI 
               50        60        70          80        90         
 
              40        50        60        70        80 
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
        ::                                               
gi|207 GVEEFQALVKA                                       
      100                                                
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (16-42:9-38) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7874

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
               10        20           30        40        50        
2MEPSP KYKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                      ::  ::   :.:.:  .:: ::: . .: :                
gi|110        MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKHC 
                      10        20        30        40        50    
 
        60        70        80                                      
2MEPSP VTWTETSVTVTGPPREPFGRKHL                                      
                                                                    
gi|110 QMYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQF 
            60        70        80        90       100       110    
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.8  bits: 20.2 E():   27 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (17-44:133-160) 
 
                             10        20        30        40       
2MEPSP               KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
         50        60        70        80                           
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL                           
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 18.9 E():   27 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (4-34:59-89) 
 
                                          10        20        30    
2MEPSP                            KYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .....   .::: .::.. . 
gi|117 SVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQA 
       30        40        50        60        70        80         
 
            40        50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
       :                                               
gi|117 EAAPEAAKEEEKEESDEDMGFGLFD                       
       90       100       110                          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.3  bits: 20.3 E():   28 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (34-58:282-306) 
 
            10        20        30        40        50        60    
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
            70        80 
2MEPSP SVTVTGPPREPFGRKHL 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.9  bits: 19.9 E():   30 
Smith-Waterman score: 48; 21.7% identity (53.0% similar) in 83 aa overlap (2-80:26-105) 
 
                                       10        20        30       
2MEPSP                         KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                : .: .:  . .... .:  .  :  .:   . :: 
gi|331 IPKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG---MTGC 
               10        20        30        40        50           
 
         40         50           60        70        80             
2MEPSP GTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRKHL             
       :.: .  : .  .  .:.  .:    .   ..: .:   .::..  :.             
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gi|331 GNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFGSMAK 
        60        70        80        90       100       110        
 
gi|331 KGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAVD 
       120       130       140       150       160       170        
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.7  bits: 20.3 E():   31 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (13-61:53-100) 
 
                                 10        20        30        40   
2MEPSP                   KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
             50        60        70        80                       
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL                       
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 48; 21.7% identity (53.0% similar) in 83 aa overlap (2-80:50-129) 
 
                                            10        20        30  
2MEPSP                              KYKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|180 GSAHGIPKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
      20        30        40        50        60        70          
 
              40         50           60        70        80        
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRKHL        
        . :::.: .  : .  .  .:.  .:    .   ..: .:   .::..  :.        
gi|180 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAF 
         80        90       100       110       120       130       
 
gi|180 GSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNPNYLALLVKYVDGDGD 
        140       150       160       170       180       190       
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 19.0 E():   34 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (39-54:135-150) 
 
       10        20        30        40        50        60         
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
       70        80 
2MEPSP GPPREPFGRKHL 
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.9  bits: 19.9 E():   34 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (44-69:175-201) 
 
            20        30        40        50         60        70   
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
             80                                                     
2MEPSP EPFGRKHL                                                     
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 74.8  bits: 21.3 E():   34 
Smith-Waterman score: 56; 30.2% identity (58.1% similar) in 43 aa overlap (3-45:113-154) 
 
                                           10        20        30   
2MEPSP                             KYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|219 ITWLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKSGDKIN 
             90       100       110       120       130        140  
 
             40        50        60        70        80             
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL             
         : : .. .::.                                                
gi|219 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGALTKSGDKY 
             150       160       170       180       190       200  
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.8  bits: 18.6 E():   34 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (21-71:1-49) 
 
               10        20        30        40        50        60 
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                           .:..:.:  ...:  : ..:.   .  ..:   ..  . . 
gi|144                     MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGY 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP TETSVTVTGPPREPFGRKHL                                         
       .... .:  ::                                                  
gi|144 VRSGGAV--PPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCG 
                 50        60        70        80        90         
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.8  bits: 19.0 E():   35 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (47-79:82-109) 
 
         20        30        40        50        60        70       
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
         80                                                 
2MEPSP RKHL                                                 
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (10-49:87-131) 
 
                                    10             20        30     
2MEPSP                      KYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
           40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
       . ..    :::.. :                                
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN   
        120       130       140       150       160   
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (10-49:87-131) 
 
                                    10             20        30     
2MEPSP                      KYKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
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         60        70        80        90       100       110       
 
           40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
       . ..    :::.. :                                
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN   
        120       130       140       150       160   
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 19.1 E():   38 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (45-71:4-30) 
 
           20        30        40        50        60        70     
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
           80                                                       
2MEPSP FGRKHL                                                       
                                                                    
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (38-72:30-64) 
 
        10        20        30        40        50        60        
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|169  MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
        70        80                                                
2MEPSP TGPPREPFGRKHL                                                
        :  .                                                        
gi|169 DGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKF 
      60        70        80        90       100       110          
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (38-72:30-64) 
 
        10        20        30        40        50        60        
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|374  MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
        70        80                                                
2MEPSP TGPPREPFGRKHL                                                
        :  .                                                        
gi|374 DGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKY 
      60        70        80        90       100       110          
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (10-49:87-131) 
 
                                    10             20        30     
2MEPSP                      KYKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
           40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
       . .  . .:: : .:                                
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC    
        120       130       140       150             
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>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.8  bits: 19.6 E():   44 
Smith-Waterman score: 47; 31.4% identity (62.9% similar) in 35 aa overlap (1-35:265-297) 
 
                                             10        20        30 
2MEPSP                               KYKSPKNAYVEGDASSASYFLAGAAITGGT 
                                     :  .:  : . : :. :.   :..: .::. 
gi|663 ATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATG--AATAAAGGA 
          240       250       260       270       280         290   
 
               40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
       ... :                                              
gi|663 TAAAGGYKA                                          
            300                                           
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 19.2 E():   47 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (66-79:15-28) 
 
          40        50        60        70        80                
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL                
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (26-50:19-41) 
 
               10        20        30        40        50        60 
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                : :..: .. :   . .::. :.::           
gi|131        QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYS 
                      10        20         30         40        50  
 
               70        80                                         
2MEPSP TETSVTVTGPPREPFGRKHL                                         
                                                                    
gi|131 MLVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKE 
              60        70        80        90       100       110  
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.0  bits: 18.3 E():   49 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (26-50:25-47) 
 
               10        20        30        40        50        60 
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                : :..: .. :   . .::. :.::           
gi|136  QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYS 
                10        20        30          40        50        
 
               70        80                                         
2MEPSP TETSVTVTGPPREPFGRKHL                                         
                                                                    
gi|136 MLVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKE 
        60        70        80        90       100       110        
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.7  bits: 19.7 E():   51 
Smith-Waterman score: 47; 22.6% identity (59.7% similar) in 62 aa overlap (15-73:222-283) 
 
                               10        20        30        40     
2MEPSP                 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7879

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
              50        60        70        80                      
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL                      
          .... :. . ..  .  ..: .. ::  :                             
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
 
gi|122 HVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
             320       330       340       350       360  
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 53; 24.1% identity (58.6% similar) in 58 aa overlap (15-72:2-53) 
 
               10        20        30        40        50        60 
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                     .:.: .::  ..... :.. .::  ..       ..   .: :  : 
gi|109              MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK--W 
                             10        20        30           40    
 
               70        80                                         
2MEPSP TETSVTVTGPPREPFGRKHL                                         
        :...:  : :.                                                 
gi|109 LEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCS 
              50        60        70        80        90       100  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (53-76:7-30) 
 
             30        40        50        60        70        80   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL   
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.6  bits: 18.3 E():   51 
Smith-Waterman score: 44; 28.9% identity (60.0% similar) in 45 aa overlap (11-55:97-140) 
 
                                   10        20        30        40 
2MEPSP                     KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: :. .  :.  ....: : ::.  :  . 
gi|246 SMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFIL-STVNGTTRTVNPLGFYK 
         70        80        90       100        110       120      
 
               50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
        ..  : :.: . .:                          
gi|246 KEALPKCAQVYNKLGMYPPNM                    
         130       140                          
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 46; 26.5% identity (55.9% similar) in 34 aa overlap (38-71:114-147) 
 
        10        20        30        40        50        60        
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
        70        80                                                
2MEPSP TGPPREPFGRKHL                                                
          :                                                         
gi|144 IILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDR 
           150       160       170       180       190       200    
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>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.3  bits: 17.9 E():   53 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (14-35:63-84) 
 
                                10        20        30        40    
2MEPSP                  KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|185 EADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAP 
             40        50        60        70        80        90   
 
            50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
                                             
gi|185 EAAKEEEKEESDEDMGFGLFD                 
            100       110                    
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (21-71:1-49) 
 
               10        20        30        40        50        60 
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                           .:..:.:  ...:  : ..:.   .  ..:   ..  . . 
gi|506                     MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGY 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP TETSVTVTGPPREPFGRKHL                                         
       .... .:  ::                                                  
gi|506 VRNGGAV--PPACCNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCG 
                 50        60        70        80        90         
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (4-43:20-60) 
 
                               10        20        30         40    
2MEPSP                 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQG 
                          :  .: . :...:.     : . .::.:    : :  ...: 
gi|384 MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTING 
               10        20        30        40        50        60 
 
            50        60        70        80                   
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL                   
                                                               
gi|384 LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.8  bits: 18.8 E():   57 
Smith-Waterman score: 45; 28.3% identity (52.2% similar) in 46 aa overlap (39-79:93-138) 
 
       10        20        30        40        50             60    
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
            70        80                                            
2MEPSP SVTVTGPPREPFGRKHL                                            
          .  ::  : .:.:                                             
gi|289 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAI 
            130       140       150       160       170       180   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.7  bits: 18.8 E():   58 
Smith-Waterman score: 45; 28.3% identity (52.2% similar) in 46 aa overlap (39-79:96-141) 
 
       10        20        30        40        50             60    
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
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gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
            70        80                                            
2MEPSP SVTVTGPPREPFGRKHL                                            
          .  ::  : .:.:                                             
gi|424 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAI 
         130       140       150       160       170       180      
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.5  bits: 18.4 E():   59 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (22-43:150-172) 
 
                        10        20         30        40        50 
2MEPSP          KYKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
               60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHL 
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (26-50:20-42) 
 
               10        20        30        40        50        60 
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                : :..: .. :     .::. :.::           
gi|333       QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYS 
                     10        20         30         40        50   
 
               70        80                                         
2MEPSP TETSVTVTGPPREPFGRKHL                                         
                                                                    
gi|333 MLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKE 
             60        70        80        90       100       110   
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (26-50:20-42) 
 
               10        20        30        40        50        60 
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                : :..: .. :     .::. :.::           
gi|333       QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYS 
                     10        20         30         40        50   
 
               70        80                                         
2MEPSP TETSVTVTGPPREPFGRKHL                                         
                                                                    
gi|333 MLVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKE 
             60        70        80        90       100       110   
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (26-50:20-42) 
 
               10        20        30        40        50        60 
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                : :..: .. :   . .::. :.::           
gi|333       WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYS 
                     10        20          30        40        50   
 
               70        80                                         
2MEPSP TETSVTVTGPPREPFGRKHL                                         
                                                                    
gi|333 MLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKE 
             60        70        80        90       100       110   
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
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 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (26-50:21-43) 
 
               10        20        30        40        50        60 
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                : :..: .. :   . .::. :.::           
gi|375      IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYS 
                    10        20         30         40        50    
 
               70        80                                         
2MEPSP TETSVTVTGPPREPFGRKHL                                         
                                                                    
gi|375 MLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKE 
            60        70        80        90       100       110    
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (26-50:21-43) 
 
               10        20        30        40        50        60 
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                : :..: .. :   . .::. :.::           
gi|333      IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYS 
                    10        20         30         40        50    
 
               70        80                                         
2MEPSP TETSVTVTGPPREPFGRKHL                                         
                                                                    
gi|333 MLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKE 
            60        70        80        90       100       110    
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (26-50:21-43) 
 
               10        20        30        40        50        60 
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                : :..: .. :   . .::. :.::           
gi|333      IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYS 
                    10        20         30         40        50    
 
               70        80                                         
2MEPSP TETSVTVTGPPREPFGRKHL                                         
                                                                    
gi|333 MLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKE 
            60        70        80        90       100       110    
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (26-50:21-43) 
 
               10        20        30        40        50        60 
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                : :..: .. :   . .::. :.::           
gi|333      ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYS 
                    10        20         30         40        50    
 
               70        80                                         
2MEPSP TETSVTVTGPPREPFGRKHL                                         
                                                                    
gi|333 MLVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKE 
            60        70        80        90       100       110    
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 18.9 E():   60 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (4-26:32-54) 
 
                                          10        20        30    
2MEPSP                            KYKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     :: .:  .   .:::.: .:. .        
gi|225 IILCTPLIILAIILNATRNIPLGIVGGSNASPGDAVYQIALQSASHFCGGSILDEYWILT 
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              10        20        30        40        50        60  
 
            40        50        60        70        80              
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL              
                                                                    
gi|225 AAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNARV 
              70        80        90       100       110       120  
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.0 E():   61 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (10-55:86-130) 
 
                                    10        20        30          
2MEPSP                      KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
      40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
       . ..  : :.: . .:                          
gi|136 KKEALPKCAQVYNKLGMYPPNM                    
          120       130                          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (69-77:14-22) 
 
       40        50        60        70        80                   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL                   
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.0 E():   63 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (26-50:29-51) 
 
                  10        20        30        40        50        
2MEPSP    KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
        60        70        80                                      
2MEPSP VTWTETSVTVTGPPREPFGRKHL                                      
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.0 E():   63 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (26-50:29-51) 
 
                  10        20        30        40        50        
2MEPSP    KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
        60        70        80                                      
2MEPSP VTWTETSVTVTGPPREPFGRKHL                                      
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
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Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (69-77:25-33) 
 
       40        50        60        70        80                   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL                   
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.9 E():   64 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (69-77:31-39) 
 
       40        50        60        70        80                   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL                   
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.9 E():   64 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (69-77:31-39) 
 
       40        50        60        70        80                   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL                   
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (26-50:35-57) 
 
                    10        20        30        40        50      
2MEPSP      KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
          60        70        80                                    
2MEPSP AKVTWTETSVTVTGPPREPFGRKHL                                    
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.8  bits: 19.3 E():   65 
Smith-Waterman score: 47; 47.1% identity (76.5% similar) in 17 aa overlap (33-49:144-159) 
 
             10        20        30        40        50        60   
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ..::.:. : :::  .:              
gi|151 DGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNTSVL-GDVLVSESIGVEPVHAQDGD 
           120       130       140       150        160       170   
 
             70        80                                           
2MEPSP TSVTVTGPPREPFGRKHL                                           
                                                                    
gi|151 AITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITISNNHFFNHHKVMLLGHDDTYDNDK 
            180       190       200       210       220       230   
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.8  bits: 18.9 E():   65 
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Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (25-69:204-252) 
 
                     10        20        30           40        50  
2MEPSP       KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
               60        70        80        
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHL        
       .  :: : :  ..:  . :                   
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (25-69:204-252) 
 
                     10        20        30           40        50  
2MEPSP       KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
               60        70        80        
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHL        
       .  :: : :  ..:  . :                   
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (69-77:32-40) 
 
       40        50        60        70        80                   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL                   
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 17.6 E():   65 
Smith-Waterman score: 42; 31.8% identity (63.6% similar) in 22 aa overlap (13-34:80-101) 
 
                                 10        20        30        40   
2MEPSP                   KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   :.. ::         
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
             50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.6  bits: 19.3 E():   66 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (31-49:97-115) 
 
               10        20        30        40        50        60 
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
               70        80                                         
2MEPSP TETSVTVTGPPREPFGRKHL                                         
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
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>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.6  bits: 19.8 E():   66 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (62-79:288-305) 
 
              40        50        60        70        80            
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL            
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (44-69:175-201) 
 
            20        30        40        50         60        70   
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
             80                                                     
2MEPSP EPFGRKHL                                                     
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (44-69:175-201) 
 
            20        30        40        50         60        70   
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
             80                                                     
2MEPSP EPFGRKHL                                                     
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (6-55:40-93) 
 
                                        10        20            30  
2MEPSP                          KYKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
              40        50        60        70        80            
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL            
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (23-64:216-260) 
 
                       10        20        30        40             
2MEPSP         KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
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      50        60        70        80          
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHL          
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 19.4 E():   68 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (12-34:145-167) 
 
                                  10        20        30        40  
2MEPSP                    KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
              50        60        70        80                      
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL                      
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.3  bits: 18.5 E():   69 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (40-70:98-127) 
 
      10        20        30        40        50        60          
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
      70        80                                                  
2MEPSP PPREPFGRKHL                                                  
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.3  bits: 18.5 E():   69 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (40-70:99-128) 
 
      10        20        30        40        50        60          
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
      70        80                                                  
2MEPSP PPREPFGRKHL                                                  
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (12-49:93-131) 
 
                                  10         20        30        40 
2MEPSP                    KYKSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
               50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
        .::... :                                
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN   
            130       140       150       160   
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>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.1  bits: 18.1 E():   71 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (37-62:38-62) 
 
         10        20        30        40        50        60       
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
         70        80                                               
2MEPSP VTGPPREPFGRKHL                                               
                                                                    
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 19.4 E():   74 
Smith-Waterman score: 46; 36.4% identity (68.2% similar) in 22 aa overlap (51-72:312-333) 
 
               30        40        50        60        70        80 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
                                     .: .: :.  .  ..:::.: :         
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 17.2 E():   82 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (6-34:73-101) 
 
                                        10        20        30      
2MEPSP                          KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
          40        50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
                                                     
gi|193 FNHLVKH                                       
                                                     
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (15-40:103-127) 
 
                               10        20        30        40     
2MEPSP                 KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
           50        60        70        80                         
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL                         
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (4-28:59-84) 
 
                                          10         20        30   
2MEPSP                            KYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
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             40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
                                                        
gi|668 AAKEKNEEEKEESDEDMGFGLFD                          
       90       100       110                           
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (4-28:59-84) 
 
                                          10         20        30   
2MEPSP                            KYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
             40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
                                                        
gi|833 AAEEKKEEEKEESDEDMGFGLFD                          
       90       100       110                           
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (4-29:59-83) 
 
                                          10         20        30   
2MEPSP                            KYKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
             40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
                                                        
gi|215 AAPEAERAEEEKEESDDDMGFGLFD                        
         90       100       110                         
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.5 E():   83 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (66-79:292-305) 
 
          40        50        60        70        80                
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL                
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.6  bits: 19.9 E():   85 
Smith-Waterman score: 56; 30.2% identity (58.1% similar) in 43 aa overlap (3-45:113-154) 
 
                                           10        20        30   
2MEPSP                             KYKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|581 ITWLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKSGDKIN 
             90       100       110       120       130        140  
 
             40        50        60        70        80             
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL             
         : : .. .::.                                                
gi|581 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGTLTKSGDKY 
             150       160       170       180       190       200  
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 19.0 E():   86 
Smith-Waterman score: 45; 29.2% identity (58.3% similar) in 48 aa overlap (12-59:317-364) 
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                                  10        20        30        40  
2MEPSP                    KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     :. ::.:   . .. ::.. :  : :. :  
gi|855 SASSTSSKTPSTSTLATSTKATPTPSGTSSGSNSSSSAEPTTTGGTGSSNTGSGSGSGSG 
        290       300       310       320       330       340       
 
              50        60        70        80           
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL           
       .:. . .      ::..:                                
gi|855 SGSSSSTGSSTSAGASATPELSQGAAGSIKGSVTACALVFGAVAAVLAF 
        350       360       370       380       390      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 42; 28.6% identity (55.1% similar) in 49 aa overlap (6-49:83-130) 
 
                                        10             20        30 
2MEPSP                          KYKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
               40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
       : ... .    ..::.. :                                
gi|131 V-IKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN   
             120       130       140       150            
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (40-54:53-67) 
 
      10        20        30        40        50        60          
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
      70        80                                                  
2MEPSP PPREPFGRKHL                                                  
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.6 E():   89 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (35-54:285-304) 
 
           10        20        30        40        50        60     
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
           70        80 
2MEPSP VTVTGPPREPFGRKHL 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.1  bits: 17.3 E():   90 
Smith-Waterman score: 41; 40.0% identity (66.7% similar) in 15 aa overlap (66-79:20-34) 
 
          40        50        60         70        80               
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHL               
                                     .. : ::  : .:.:                
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
                          10        20        30        40          
 
gi|301 AILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVD 
      50        60        70        80        90       100          
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.7 E():   93 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (24-37:13-26) 
 
               10        20        30        40        50        60 
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                              ::...  : :. ::                        
gi|156            MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFL 
                          10        20        30        40          
 
               70        80                                         
2MEPSP TETSVTVTGPPREPFGRKHL                                         
                                                                    
gi|156 VYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEI 
      50        60        70        80        90       100          
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.2 E():   93 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (24-43:218-237) 
 
                      10        20        30        40        50    
2MEPSP        KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
            60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHL 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.7  bits: 18.2 E():   95 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (42-70:189-216) 
 
              20        30        40        50        60         70 
2MEPSP GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
               80                       
2MEPSP PREPFGRKHL                       
                                        
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.4  bits: 17.8 E():   99 
Smith-Waterman score: 48; 30.0% identity (65.0% similar) in 40 aa overlap (11-50:103-140) 
 
                                   10        20        30        40 
2MEPSP                     KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 KYTDSKGKNRTTIRGRTKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
             80        90       100       110       120        130  
 
               50        60        70        80                     
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL                     
        .: : ....                                                   
gi|194 -NGHVIYVQLRLTLRSFHPEQGDKEALQHYTVHQVNQHKKAIEEDLKHFNLKYEDLHSTC 
              140       150       160       170       180       190 
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 41; 22.2% identity (52.8% similar) in 36 aa overlap (20-55:8-39) 
 
               10        20        30        40        50        60 
2MEPSP KYKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                          :  .:. ..: .  . ::    .:.:   .. .  :      
gi|344             MMKFIVLFALNAVASAGKMKFKDCG----KGEVTELDITDCSGDFCVL 
                           10        20            30        40     
 
               70        80                                         
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2MEPSP TETSVTVTGPPREPFGRKHL                                         
                                                                    
gi|344 HRGKSVTLDAKFVANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFK 
           50        60        70        80        90       100     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:52 2011 done: Tue Apr 19 10:57:52 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 242  - 321 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     0     0: 
  30    12     2:*=== 
  32    12     8:==*= 
  34    25    22:=======*= 
  36    32    44:===========   * 
  38    51    73:=================       * 
  40   114   102:=================================*==== 
  42   119   125:======================================== * 
  44   136   138:=============================================* 
  46   161   140:==============================================*======= 
  48   152   134:============================================*====== 
  50   138   122:========================================*===== 
  52    94   108:================================   * 
  54    92    92:==============================* 
  56    52    77:==================       * 
  58    60    63:====================* 
  60    35    51:============    * 
  62    33    41:===========  * 
  64    28    33:==========* 
  66    17    26:======  * 
  68    19    20:======* 
  70    27    16:=====*=== 
  72    14    12:===*= 
  74    10    10:===* 
  76    11     8:==*= 
  78     3     6:=* 
  80     9     5:=*= 
  82     2     3:* 
  84     2     3:* 
  86     4     2:*= 
  88     4     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     9     1:*==       :*======== 
  98     2     0:=         *== 
 100     2     0:=         *== 
 102     0     0:          * 
 104     3     0:=         *=== 
 106     0     0:          * 
 108     0     0:          * 
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 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.31850.00293; mu= 15.4220 0.152 
 mean_var=30.5583 8.285, 0's: 2 Z-trim: 3  B-trim: 117 in 1/43 
 Lambda= 0.232012 
 Kolmogorov-Smirnov  statistic: 0.0290 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   71 27.4     0.1 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   62 24.4    0.81 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   62 24.4    0.81 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   62 24.4    0.81 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   60 23.7     1.3 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   60 23.7     1.3 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   59 23.4     1.6 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   59 23.4     1.6 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   58 23.1       2 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   58 23.1       2 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 23.1     2.1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 23.1     2.1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 23.1     2.1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 23.1     2.1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   57 22.7     2.6 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   59 23.8     4.1 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   54 21.7     5.2 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   55 22.2     6.1 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   55 22.3     6.3 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   55 22.3     6.3 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   55 22.3     6.3 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.4       7 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   56 22.8     7.5 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.5     7.6 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.1     8.6 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   50 20.3      10 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   51 20.7      10 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.2      12 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 20.4      14 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.8      15 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.0      16 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.6      16 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.6      16 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   49 20.1      16 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 22.3      17 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 22.3      17 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 20.1      17 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.7      19 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   51 21.0      20 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.7      22 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.4      24 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.4      25 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.4      25 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   49 20.3      25 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   46 18.9      26 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.4      26 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 19.0      26 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.3      26 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.3      28 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   48 19.9      29 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   49 20.3      30 
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gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.3      31 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   49 20.3      31 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   48 19.9      32 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.1      33 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.6      33 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 19.9      33 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.1      34 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.1      34 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.1      34 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 21.2      34 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.1      37 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   45 18.7      42 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   45 18.7      42 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.7      43 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   46 19.2      45 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   46 19.2      45 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.3      46 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.2      46 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.4      48 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.4      50 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.2      50 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.2      50 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   47 19.7      50 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   46 19.3      52 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 18.0      52 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 18.0      53 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 18.0      53 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.4      58 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.0      58 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.0      58 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.0      58 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.0      59 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.0      59 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.0      59 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.0      59 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   45 18.9      59 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.0      60 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.9      61 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.0      61 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.0      61 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.9      63 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.0      63 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.9      64 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.9      64 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   42 17.6      64 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 19.8      64 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 18.9      64 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 18.9      64 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.9      64 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.3      64 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.4      65 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 18.1      66 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.8      66 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 18.9      66 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 18.9      66 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 18.9      66 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.5      68 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.4      68 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 18.1      68 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.5      68 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 18.1      69 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 17.7      70 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.4      73 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.3      80 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.1      81 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.3      81 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.3      81 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.3      81 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.5      83 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   42 17.7      85 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.0      85 
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gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 19.9      85 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.7      87 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.6      88 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.8      91 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.2      92 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.2      94 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   41 17.4      97 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   42 17.8      97 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   40 16.9   1e 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   40 16.9   1e 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  71  Z-score: 120.1  bits: 27.4 E():  0.1 
Smith-Waterman score: 71; 27.9% identity (51.5% similar) in 68 aa overlap (2-68:63-130) 
 
                                            10        20        30  
2MEPSP                              YKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.   .:   :::.     .:.: . :.   
gi|583 KTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDI 
             40        50        60        70        80        90   
 
               40        50        60        70        80           
2MEPSP VEGCGTTS-LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK           
       : :  :.. .  : :  .:..  :    :...: :  :                       
gi|583 VVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVY 
            100       110       120       130       140       150   
 
gi|583 KKCPGMP 
               
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  62  Z-score: 104.1  bits: 24.4 E(): 0.81 
Smith-Waterman score: 62; 26.5% identity (57.4% similar) in 68 aa overlap (15-78:4-70) 
 
               10        20        30         40        50          
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                     ... : .. ..:: .  : :: : :.. :...  .   . : .:   
gi|160            MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHA 
                          10        20        30         40         
 
         60        70        80                                     
2MEPSP ---TETSVTVTGPPREPFGRKHLK                                     
          : ..   :::  .: :..:                                       
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGP 
       50        60        70        80        90       100         
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  62  Z-score: 104.1  bits: 24.4 E(): 0.81 
Smith-Waterman score: 62; 32.7% identity (60.0% similar) in 55 aa overlap (28-78:16-70) 
 
               10        20        30          40         50        
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKV 
                                  :::  : :: : :.. :... .   :. . :.. 
gi|160             MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHA 
                           10        20        30        40         
 
        60         70        80                                     
2MEPSP TWTETSVTV-TGPPREPFGRKHLK                                     
           :.  . :::  .: :..:                                       
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGP 
       50        60        70        80        90       100         
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 104.1  bits: 24.4 E(): 0.81 
Smith-Waterman score: 62; 32.1% identity (57.1% similar) in 56 aa overlap (28-78:16-70) 
 
               10        20        30          40        50         
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                  :::  : :: : :.. :...  .   . : .:. 
gi|160             MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVN 
                           10        20        30         40        
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          60        70        80                                    
2MEPSP W---TETSVTVTGPPREPFGRKHLK                                    
           : ..   :::  .: :..:                                      
gi|160 ALGATTNGCMSTGPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTG 
        50        60        70        80        90       100        
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  60  Z-score: 100.5  bits: 23.7 E():  1.3 
Smith-Waterman score: 60; 30.9% identity (60.0% similar) in 55 aa overlap (28-78:16-70) 
 
               10        20        30          40         50        
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKV 
                                  :::  : :: : :.. :... .   :. . ... 
gi|160             MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRA 
                           10        20        30        40         
 
        60         70        80                                     
2MEPSP TWTETSVTV-TGPPREPFGRKHLK                                     
           :.  . :::  .: :..:                                       
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGP 
       50        60        70        80        90       100         
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  60  Z-score: 100.5  bits: 23.7 E():  1.3 
Smith-Waterman score: 60; 32.1% identity (57.1% similar) in 56 aa overlap (28-78:16-70) 
 
               10        20        30          40        50         
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                  :::  : :: : :.. :...  .   . : .:. 
gi|160             MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVN 
                           10        20        30         40        
 
          60        70        80                                    
2MEPSP W---TETSVTVTGPPREPFGRKHLK                                    
           : ..   :::  .: :..:                                      
gi|160 ALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTG 
        50        60        70        80        90       100        
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 98.7  bits: 23.4 E():  1.6 
Smith-Waterman score: 59; 32.1% identity (55.4% similar) in 56 aa overlap (28-78:16-70) 
 
               10        20        30          40        50         
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                  :::  : :: : :.. :...  .   . : .:  
gi|160             MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVH 
                           10        20        30         40        
 
          60        70        80                                    
2MEPSP W---TETSVTVTGPPREPFGRKHLK                                    
           : ..   :::  .: :..:                                      
gi|160 ALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTG 
        50        60        70        80        90       100        
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 98.7  bits: 23.4 E():  1.6 
Smith-Waterman score: 59; 32.1% identity (55.4% similar) in 56 aa overlap (28-78:16-70) 
 
               10        20        30          40        50         
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                  :::  : :: : :.. :...  .   . : .:  
gi|160             MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVH 
                           10        20        30         40        
 
          60        70        80                                    
2MEPSP W---TETSVTVTGPPREPFGRKHLK                                    
           : ..   :::  .: :..:                                      
gi|160 ALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTG 
        50        60        70        80        90       100        
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>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.2  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (28-78:16-70) 
 
               10        20        30          40        50         
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                  :::  : :: : :.. :...  .   . : .:  
gi|160             MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVH 
                           10        20        30         40        
 
          60        70        80                                    
2MEPSP W---TETSVTVTGPPREPFGRKHLK                                    
           : ..   :::  .: :..:                                      
gi|160 ALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRA 
        50        60        70        80        90       100        
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.2  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (28-78:16-70) 
 
               10        20        30          40        50         
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                  :::  : :: : :.. :...  .   . : .:  
gi|160             MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVH 
                           10        20        30         40        
 
          60        70        80                                    
2MEPSP W---TETSVTVTGPPREPFGRKHLK                                    
           : ..   :::  .: :..:                                      
gi|160 ALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRA 
        50        60        70        80        90       100        
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 96.9  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (28-78:16-70) 
 
               10        20        30          40        50         
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                  :::  : :: : :.. :...  .   . : .:  
gi|160             MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVH 
                           10        20        30         40        
 
          60        70        80                                    
2MEPSP W---TETSVTVTGPPREPFGRKHLK                                    
           : ..   :::  .: :..:                                      
gi|160 ALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTG 
        50        60        70        80        90       100        
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 96.9  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (28-78:16-70) 
 
               10        20        30          40        50         
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                  :::  : :: : :.. :...  .   . : .:  
gi|160             MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVH 
                           10        20        30         40        
 
          60        70        80                                    
2MEPSP W---TETSVTVTGPPREPFGRKHLK                                    
           : ..   :::  .: :..:                                      
gi|160 ALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTG 
        50        60        70        80        90       100        
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 96.9  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (28-78:16-70) 
 
               10        20        30          40        50         
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                  :::  : :: : :.. :...  .   . : .:  
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gi|145             MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVH 
                           10        20        30         40        
 
          60        70        80                                    
2MEPSP W---TETSVTVTGPPREPFGRKHLK                                    
           : ..   :::  .: :..:                                      
gi|145 ALGDTTNGCMSTGPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTG 
        50        60        70        80        90       100        
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 96.9  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (28-78:16-70) 
 
               10        20        30          40        50         
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                  :::  : :: : :.. :...  .   . : .:  
gi|160             MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVH 
                           10        20        30         40        
 
          60        70        80                                    
2MEPSP W---TETSVTVTGPPREPFGRKHLK                                    
           : ..   :::  .: :..:                                      
gi|160 ALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTG 
        50        60        70        80        90       100        
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 96.9  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (28-78:16-70) 
 
               10        20        30          40        50         
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                  :::  : :: : :.. :...  .   . : .:  
gi|160             MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVH 
                           10        20        30         40        
 
          60        70        80                                    
2MEPSP W---TETSVTVTGPPREPFGRKHLK                                    
           : ..   :::  .: :..:                                      
gi|160 ALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTG 
        50        60        70        80        90       100        
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 96.9  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (28-78:16-70) 
 
               10        20        30          40        50         
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                  :::  : :: : :.. :...  .   . : .:  
gi|160             MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVH 
                           10        20        30         40        
 
          60        70        80                                    
2MEPSP W---TETSVTVTGPPREPFGRKHLK                                    
           : ..   :::  .: :..:                                      
gi|160 ALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTG 
        50        60        70        80        90       100        
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 96.9  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (28-78:16-70) 
 
               10        20        30          40        50         
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                  :::  : :: : :.. :...  .   . : .:  
gi|160             MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVH 
                           10        20        30         40        
 
          60        70        80                                    
2MEPSP W---TETSVTVTGPPREPFGRKHLK                                    
           : ..   :::  .: :..:                                      
gi|160 ALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTG 
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        50        60        70        80        90       100        
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 95.1  bits: 22.7 E():  2.6 
Smith-Waterman score: 57; 30.9% identity (60.0% similar) in 55 aa overlap (28-78:16-70) 
 
               10        20        30          40         50        
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKV 
                                  :::  : :: : :.. :... .   :. . ... 
gi|160             MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHA 
                           10        20        30        40         
 
        60         70        80                                     
2MEPSP TWTETSVTV-TGPPREPFGRKHLK                                     
           :.  . :::  .: :..:                                       
gi|160 LGDATNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGP 
       50        60        70        80        90       100         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  50 init1:  50 opt:  59  Z-score: 91.5  bits: 23.8 E():  4.1 
Smith-Waterman score: 63; 30.1% identity (47.0% similar) in 83 aa overlap (3-75:17-97) 
 
                             10         20          30              
2MEPSP               YKSPKNAYVEGDASSAS-YFLAGA--AITGGTVTV-------EGCG 
                       .:  : . .:  : : :::     : : :..:.       . :: 
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCG 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK                 
        :  :: .   . .. ::  . :  : ::.  :    .:                      
gi|947 GT-WQGIIDKLDYIQGMGFTAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTA 
                70        80         90       100       110         
 
gi|947 DDLKALSSALHERGMYLMVDVVANHMGYDGAGSSVDYSVFKPFSSQDYFHPFCFIQNYED 
      120       130       140       150       160       170         
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 89.6  bits: 21.7 E():  5.2 
Smith-Waterman score: 54; 30.9% identity (60.0% similar) in 55 aa overlap (28-78:16-70) 
 
               10        20        30          40         50        
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKV 
                                  :::  : :: : :.. :... .   :. . ... 
gi|160             MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHA 
                           10        20        30        40         
 
        60         70        80                                     
2MEPSP TWTETSVTV-TGPPREPFGRKHLK                                     
           :.  . :::  .: :..:                                       
gi|160 LGDITNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGP 
       50        60        70        80        90       100         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  37 init1:  37 opt:  55  Z-score: 88.4  bits: 22.2 E():  6.1 
Smith-Waterman score: 55; 22.9% identity (54.2% similar) in 83 aa overlap (1-79:38-117) 
 
                                             10        20        30 
2MEPSP                               YKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|168 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
        10        20        30        40        50        60        
 
               40         50           60        70        80       
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRKHLK       
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::..  :.        
gi|168 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
           70        80        90       100       110       120     
 
gi|168 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNPNYLAILVKYVDGDGD 
          130       140       150       160       170       180     
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>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  37 init1:  37 opt:  55  Z-score: 88.1  bits: 22.3 E():  6.3 
Smith-Waterman score: 55; 22.9% identity (54.2% similar) in 83 aa overlap (1-79:49-128) 
 
                                             10        20        30 
2MEPSP                               YKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|168 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKNVDKAPFNG-- 
       20        30        40        50        60        70         
 
               40         50           60        70        80       
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRKHLK       
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::..  :.        
gi|168 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
 
gi|168 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  37 init1:  37 opt:  55  Z-score: 88.1  bits: 22.3 E():  6.3 
Smith-Waterman score: 55; 22.9% identity (54.2% similar) in 83 aa overlap (1-79:49-128) 
 
                                             10        20        30 
2MEPSP                               YKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|126 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKNVDKAPFNG-- 
       20        30        40        50        60        70         
 
               40         50           60        70        80       
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRKHLK       
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::..  :.        
gi|126 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
 
gi|126 GSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  37 init1:  37 opt:  55  Z-score: 88.1  bits: 22.3 E():  6.3 
Smith-Waterman score: 55; 22.9% identity (54.2% similar) in 83 aa overlap (1-79:49-128) 
 
                                             10        20        30 
2MEPSP                               YKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|752 GSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
       20        30        40        50        60        70         
 
               40         50           60        70        80       
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRKHLK       
        . :::.: .  : .  .  .:.  .:    .   ..::.:   .::..  :.        
gi|752 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVTITDDNEEPIAPYHFDLSGHAF 
          80        90       100       110       120       130      
 
gi|752 GSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNPNYLAILVKYVDGDGD 
         140       150       160       170       180       190      
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 87.3  bits: 21.4 E():    7 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (7-35:86-113) 
 
                                       10        20        30       
2MEPSP                         YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
         40        50        60        70        80          
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK          
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gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.8  bits: 22.8 E():  7.5 
Smith-Waterman score: 56; 35.5% identity (67.7% similar) in 31 aa overlap (1-31:14-44) 
 
                            10        20        30        40        
2MEPSP              YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                    . :  :  ::.:.. .. .:: ::. .:. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK                            
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 86.7  bits: 21.5 E():  7.6 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (7-35:102-129) 
 
                                       10        20        30       
2MEPSP                         YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
         40        50        60        70        80          
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK          
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 85.7  bits: 21.1 E():  8.6 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (5-48:83-130) 
 
                                         10             20          
2MEPSP                           YKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
      30        40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
       : ... .    .:::.. :                                 
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN    
             120       130       140       150             
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.4  bits: 20.3 E():   10 
Smith-Waterman score: 50; 32.1% identity (64.3% similar) in 28 aa overlap (6-33:74-101) 
 
                                        10        20        30      
2MEPSP                          YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     .: : .:: ..... :: .   : . ::   
gi|207 AKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEF 
            50        60        70        80        90       100    
 
          40        50        60        70        80 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
                                                     
gi|207 QALVKA                                        
                                                     
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 84.2  bits: 20.7 E():   10 
Smith-Waterman score: 51; 30.4% identity (53.6% similar) in 56 aa overlap (28-78:16-70) 
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               10        20        30          40        50         
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                  :::  : .: : :.. :...  .   . : .:  
gi|160             MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVH 
                           10        20        30         40        
 
          60        70        80                                    
2MEPSP W---TETSVTVTGPPREPFGRKHLK                                    
           : ..   :::   : :..:                                      
gi|160 ALGDTTNGCMSTGPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTG 
        50        60        70        80        90       100        
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.0  bits: 21.2 E():   12 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (25-44:208-227) 
 
                     10        20        30        40        50     
2MEPSP       YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
           60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLK 
                                  
gi|111 KPEFIDIINAAAVKSA           
       240       250              
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 82.1  bits: 20.4 E():   14 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (5-48:83-130) 
 
                                         10             20          
2MEPSP                           YKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
      30        40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
       : ... .    .:::.. :                                 
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN    
             120       130       140       150             
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.4  bits: 21.8 E():   15 
Smith-Waterman score: 53; 35.5% identity (64.5% similar) in 31 aa overlap (1-31:14-44) 
 
                            10        20        30        40        
2MEPSP              YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                    . :  :  ::.:.. .. .:: ::.  :. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK                            
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (25-49:35-57) 
 
                     10        20        30        40        50     
2MEPSP       YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
           60        70        80                                   
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2MEPSP AKVTWTETSVTVTGPPREPFGRKHLK                                   
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (4-33:73-101) 
 
                                          10        20        30    
2MEPSP                            YKSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
            40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
                                                       
gi|288 EFAVWVKQ                                        
                                                       
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 19.6 E():   16 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (3-28:59-84) 
 
                                           10        20        30   
2MEPSP                             YKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
             40        50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
                                                        
gi|117 APEAAKEEEKEESDDDMGFGLFD                          
       90       100       110                           
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 49; 30.4% identity (55.4% similar) in 56 aa overlap (28-78:16-70) 
 
               10        20        30          40        50         
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                                  :::  : :: : :.. :...  .   . : .:  
gi|160             MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVH 
                           10        20        30         40        
 
          60        70        80                                    
2MEPSP W---TETSVTVTGPPREPFGRKHLK                                    
           : ..   :::  .: :...                                      
gi|160 ALGDTTNGCMSTGPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTG 
        50        60        70        80        90       100        
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 80.2  bits: 22.3 E():   17 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (2-44:113-154) 
 
                                            10        20        30  
2MEPSP                              YKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
              40        50        60        70        80            
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK            
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 80.2  bits: 22.3 E():   17 
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Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (2-44:113-154) 
 
                                            10        20        30  
2MEPSP                              YKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
              40        50        60        70        80            
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK            
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (7-35:84-111) 
 
                                       10        20        30       
2MEPSP                         YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
         40        50        60        70        80        
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK        
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (50-76:9-37) 
 
      20        30        40        50        60         70         
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
        80                                                          
2MEPSP HLK                                                          
                                                                    
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.2  bits: 21.0 E():   20 
Smith-Waterman score: 51; 23.5% identity (56.9% similar) in 51 aa overlap (1-50:81-131) 
 
                                             10        20        30 
2MEPSP                               YKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     :.. :  :.     ....: .:.:.  :   
gi|170 LTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRGIE 
               60        70        80        90       100       110 
 
                40        50        60        70        80          
2MEPSP -TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK          
        ..   . :. : :. .:. :                                        
gi|170 DSLTISNLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEENLI 
              120       130       140       150       160       170 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.5  bits: 19.7 E():   22 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (53-71:1-18) 
 
             30        40        50        60        70        80   
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK   
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
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gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.6  bits: 19.4 E():   24 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (9-54:86-130) 
 
                                     10        20        30         
2MEPSP                       YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
       40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
       . ..  : :.: . .:                           
gi|136 KKEALPKCAQVYNKLGMYPPNM                     
          120       130                           
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.5  bits: 19.4 E():   25 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (9-54:90-134) 
 
                                     10        20        30         
2MEPSP                       YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
       40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
       . ..  : :.: . .:                           
gi|145 KKEALPKCAQVYNKLGMYPPNM                     
      120       130       140                     
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.2  bits: 19.4 E():   25 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (9-54:96-140) 
 
                                     10        20        30         
2MEPSP                       YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
       40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
       . ..  : :.: . .:                           
gi|246 KKEALPKCAQVYNKLGMYPPNM                     
          130       140                           
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 49; 21.7% identity (51.8% similar) in 83 aa overlap (1-79:55-134) 
 
                                             10        20        30 
2MEPSP                               YKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|249 GSAQGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
           30        40        50        60        70        80     
 
               40         50           60        70        80       
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRKHLK       
        . :::.: .  : .  .  .:.  .:    .    .: .:   .::..  :.        
gi|249 -MTGCGNTPIFKDGRGCGSCFELKCSKPESCSGEPITVHITDDNEEPIAPYHFDLSGHAF 
              90       100       110       120       130       140  
 
gi|249 GSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGD 
             150       160       170       180       190       200  
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>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.2  bits: 18.9 E():   26 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (1-33:71-101) 
 
                                             10        20        30 
2MEPSP                               YKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     .::  .: . .:: ..... :: .   : . 
gi|207 ADDAKKVFEILDRDKSGYIEKDELCLFLQNFKS--SARALNDAETSAFLKAGDSDGDGKI 
               50        60        70          80        90         
 
               40        50        60        70        80 
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
        ::                                                
gi|207 GVEEFQALVKA                                        
      100                                                 
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 77.1  bits: 19.4 E():   26 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (15-41:9-38) 
 
               10        20           30        40        50        
2MEPSP YKSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKV 
                     ::  ::   :.:.:  .:: ::: . .: :                 
gi|110       MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKHCQ 
                     10        20        30        40        50     
 
        60        70        80                                      
2MEPSP TWTETSVTVTGPPREPFGRKHLK                                      
                                                                    
gi|110 MYVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFR 
           60        70        80        90       100       110     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.9  bits: 19.0 E():   26 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (3-33:59-89) 
 
                                           10        20        30   
2MEPSP                             YKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .....   .::: .::.. . 
gi|117 SVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQA 
       30        40        50        60        70        80         
 
             40        50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
       :                                                
gi|117 EAAPEAAKEEEKEESDEDMGFGLFD                        
       90       100       110                           
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 20.3 E():   26 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (16-43:133-160) 
 
                              10        20        30        40      
2MEPSP                YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
          50        60        70        80                          
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK                          
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.4  bits: 20.3 E():   28 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (33-57:282-306) 
 
             10        20        30        40        50        60   
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
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gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
             70        80 
2MEPSP SVTVTGPPREPFGRKHLK 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.0  bits: 19.9 E():   29 
Smith-Waterman score: 48; 21.7% identity (53.0% similar) in 83 aa overlap (1-79:26-105) 
 
                                        10        20        30      
2MEPSP                          YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                : .: .:  . .... .:  .  :  .:   . :: 
gi|331 IPKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG---MTGC 
               10        20        30        40        50           
 
          40         50           60        70        80            
2MEPSP GTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRKHLK            
       :.: .  : .  .  .:.  .:    .   ..: .:   .::..  :.             
gi|331 GNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFGSMAK 
        60        70        80        90       100       110        
 
gi|331 KGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAVD 
       120       130       140       150       160       170        
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 75.9  bits: 20.3 E():   30 
Smith-Waterman score: 49; 23.5% identity (54.9% similar) in 51 aa overlap (1-50:61-111) 
 
                                             10        20        30 
2MEPSP                               YKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     :.. :  :.     ....: .:.:.  :   
gi|627 LTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRGIE 
               40        50        60        70        80        90 
 
                40        50        60        70        80          
2MEPSP -TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK          
        ..     :. : :. .:. :                                        
gi|627 DSLTISQLTTSQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEENLI 
              100       110       120       130       140       150 
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.7  bits: 20.3 E():   31 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (12-60:53-100) 
 
                                  10        20        30        40  
2MEPSP                    YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
              50        60        70        80                      
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK                      
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 75.5  bits: 20.3 E():   31 
Smith-Waterman score: 49; 23.5% identity (56.9% similar) in 51 aa overlap (1-50:81-131) 
 
                                             10        20        30 
2MEPSP                               YKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     :.. :  :.     ....: .:.:.  :   
gi|145 LTVFDSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRGIE 
               60        70        80        90       100       110 
 
                40        50        60        70        80          
2MEPSP -TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK          
        ..   . :. : :. .:. :                                        
gi|145 DSLTIFNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEENLI 
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              120       130       140       150       160       170 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.5  bits: 19.9 E():   32 
Smith-Waterman score: 48; 21.7% identity (53.0% similar) in 83 aa overlap (1-79:50-129) 
 
                                             10        20        30 
2MEPSP                               YKSPKNAYVEGDASSASYFLAGAAITGGTV 
                                     : .: .:  . .... .:  .  :  .:   
gi|180 GSAHGIPKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNG-- 
      20        30        40        50        60        70          
 
               40         50           60        70        80       
2MEPSP TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTWTETSVTVTGPPREPFGRKHLK       
        . :::.: .  : .  .  .:.  .:    .   ..: .:   .::..  :.        
gi|180 -MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAF 
         80        90       100       110       120       130       
 
gi|180 GSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNPNYLALLVKYVDGDGD 
        140       150       160       170       180       190       
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (38-53:135-150) 
 
        10        20        30        40        50        60        
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
        70        80 
2MEPSP GPPREPFGRKHLK 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.0  bits: 18.6 E():   33 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (20-70:1-49) 
 
               10        20        30        40        50        60 
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                          .:..:.:  ...:  : ..:.   .  ..:   ..  . .. 
gi|144                    MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYV 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP ETSVTVTGPPREPFGRKHLK                                         
       ... .:  ::                                                   
gi|144 RSGGAV--PPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGV 
                50        60        70        80        90          
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.0  bits: 19.9 E():   33 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (43-68:175-201) 
 
             20        30        40         50        60        70  
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
              80                                                    
2MEPSP EPFGRKHLK                                                    
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (46-78:82-109) 
 
          20        30        40        50        60        70      
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2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
          80                                                
2MEPSP RKHLK                                                
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.8  bits: 19.1 E():   34 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (9-48:87-131) 
 
                                     10             20        30    
2MEPSP                       YKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
            40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
       . ..    :::.. :                                 
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN    
        120       130       140       150       160    
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.8  bits: 19.1 E():   34 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (9-48:87-131) 
 
                                     10             20        30    
2MEPSP                       YKSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
            40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
       . ..    :::.. :                                 
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN    
        120       130       140       150       160    
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.8  bits: 21.2 E():   34 
Smith-Waterman score: 56; 30.2% identity (58.1% similar) in 43 aa overlap (2-44:113-154) 
 
                                            10        20        30  
2MEPSP                              YKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|219 ITWLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKSGDKIN 
             90       100       110       120       130        140  
 
              40        50        60        70        80            
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK            
         : : .. .::.                                                
gi|219 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGALTKSGDKY 
             150       160       170       180       190       200  
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 19.1 E():   37 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (44-70:4-30) 
 
            20        30        40        50        60        70    
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
            80                                                      
2MEPSP FGRKHLK                                                      
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gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.2  bits: 18.7 E():   42 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (37-71:30-64) 
 
         10        20        30        40        50        60       
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|169  MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
         70        80                                               
2MEPSP TGPPREPFGRKHLK                                               
        :  .                                                        
gi|169 DGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKF 
      60        70        80        90       100       110          
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.2  bits: 18.7 E():   42 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (37-71:30-64) 
 
         10        20        30        40        50        60       
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|374  MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
         70        80                                               
2MEPSP TGPPREPFGRKHLK                                               
        :  .                                                        
gi|374 DGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKY 
      60        70        80        90       100       110          
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (9-48:87-131) 
 
                                     10             20        30    
2MEPSP                       YKSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
            40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
       . .  . .:: : .:                                 
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC     
        120       130       140       150              
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 72.7  bits: 19.2 E():   45 
Smith-Waterman score: 46; 27.1% identity (52.1% similar) in 48 aa overlap (38-80:93-140) 
 
        10        20        30        40           50          60   
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
             70        80                                           
2MEPSP SVTVTGPPREPFGRKHLK                                           
          .  ::  : .:.: .                                           
gi|289 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAI 
            130       140       150       160       170       180   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 72.6  bits: 19.2 E():   45 
Smith-Waterman score: 46; 27.1% identity (52.1% similar) in 48 aa overlap (38-80:96-143) 
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        10        20        30        40           50          60   
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
             70        80                                           
2MEPSP SVTVTGPPREPFGRKHLK                                           
          .  ::  : .:.: .                                           
gi|424 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAI 
         130       140       150       160       170       180      
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (25-49:19-41) 
 
               10        20        30        40        50        60 
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|131       QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
                     10        20         30         40        50   
 
               70        80                                         
2MEPSP ETSVTVTGPPREPFGRKHLK                                         
                                                                    
gi|131 LVERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEA 
             60        70        80        90       100       110   
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.2 E():   46 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (65-78:15-28) 
 
           40        50        60        70        80               
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK               
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.2  bits: 18.4 E():   48 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (25-49:25-47) 
 
               10        20        30        40        50        60 
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
               70        80                                         
2MEPSP ETSVTVTGPPREPFGRKHLK                                         
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 44; 28.9% identity (60.0% similar) in 45 aa overlap (10-54:97-140) 
 
                                    10        20        30          
2MEPSP                      YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: :. .  :.  ....: : ::.  :  . 
gi|246 SMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFIL-STVNGTTRTVNPLGFYK 
         70        80        90       100        110       120      
 
      40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
        ..  : :.: . .:                           
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gi|246 KEALPKCAQVYNKLGMYPPNM                     
         130       140                           
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (52-75:7-30) 
 
              30        40        50        60        70        80  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK  
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 53; 24.1% identity (58.6% similar) in 58 aa overlap (14-71:2-53) 
 
               10        20        30        40        50        60 
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                    .:.: .::  ..... :.. .::  ..       ..   .: :  :  
gi|109             MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK--WL 
                            10        20        30           40     
 
               70        80                                         
2MEPSP ETSVTVTGPPREPFGRKHLK                                         
       :...:  : :.                                                  
gi|109 EAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSK 
             50        60        70        80        90       100   
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.8  bits: 19.7 E():   50 
Smith-Waterman score: 47; 22.6% identity (59.7% similar) in 62 aa overlap (14-72:222-283) 
 
                                10        20        30        40    
2MEPSP                  YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
               50        60        70        80                     
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK                     
          .... :. . ..  .  ..: .. ::  :                             
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
 
gi|122 HVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
             320       330       340       350       360  
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 19.3 E():   52 
Smith-Waterman score: 46; 26.5% identity (55.9% similar) in 34 aa overlap (37-70:114-147) 
 
         10        20        30        40        50        60       
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
         70        80                                               
2MEPSP TGPPREPFGRKHLK                                               
          :                                                         
gi|144 IILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDR 
           150       160       170       180       190       200    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.5  bits: 18.0 E():   52 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (13-34:63-84) 
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                                 10        20        30        40   
2MEPSP                   YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|185 EADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAP 
             40        50        60        70        80        90   
 
             50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
                                              
gi|185 EAAKEEEKEESDEDMGFGLFD                  
            100       110                     
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 71.4  bits: 18.0 E():   53 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (20-70:1-49) 
 
               10        20        30        40        50        60 
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                          .:..:.:  ...:  : ..:.   .  ..:   ..  . .. 
gi|506                    MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYV 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP ETSVTVTGPPREPFGRKHLK                                         
       ... .:  ::                                                   
gi|506 RNGGAV--PPACCNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGV 
                50        60        70        80        90          
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 71.4  bits: 18.0 E():   53 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (3-42:20-60) 
 
                                10        20        30         40   
2MEPSP                  YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQG 
                          :  .: . :...:.     : . .::.:    : :  ...: 
gi|384 MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTING 
               10        20        30        40        50        60 
 
             50        60        70        80                  
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK                  
                                                               
gi|384 LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.7  bits: 18.4 E():   58 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (21-42:150-172) 
 
                         10        20         30        40          
2MEPSP           YKSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
      50        60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.0 E():   58 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (25-49:20-42) 
 
               10        20        30        40        50        60 
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :     .::. :.::            
gi|333      QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSM 
                    10        20         30         40        50    
 
               70        80                                         
2MEPSP ETSVTVTGPPREPFGRKHLK                                         
                                                                    
gi|333 LVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEA 
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            60        70        80        90       100       110    
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.0 E():   58 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (25-49:20-42) 
 
               10        20        30        40        50        60 
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|333      WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSM 
                    10        20          30        40        50    
 
               70        80                                         
2MEPSP ETSVTVTGPPREPFGRKHLK                                         
                                                                    
gi|333 LVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEA 
            60        70        80        90       100       110    
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.0 E():   58 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (25-49:20-42) 
 
               10        20        30        40        50        60 
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :     .::. :.::            
gi|333      QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSM 
                    10        20         30         40        50    
 
               70        80                                         
2MEPSP ETSVTVTGPPREPFGRKHLK                                         
                                                                    
gi|333 LVERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEA 
            60        70        80        90       100       110    
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.0 E():   59 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (25-49:21-43) 
 
               10        20        30        40        50        60 
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|375     IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSM 
                   10        20         30         40        50     
 
               70        80                                         
2MEPSP ETSVTVTGPPREPFGRKHLK                                         
                                                                    
gi|375 LVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEA 
           60        70        80        90       100       110     
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.0 E():   59 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (25-49:21-43) 
 
               10        20        30        40        50        60 
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|333     IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSM 
                   10        20         30         40        50     
 
               70        80                                         
2MEPSP ETSVTVTGPPREPFGRKHLK                                         
                                                                    
gi|333 LVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEA 
           60        70        80        90       100       110     
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.0 E():   59 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (25-49:21-43) 
 
               10        20        30        40        50        60 
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2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|333     IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSM 
                   10        20         30         40        50     
 
               70        80                                         
2MEPSP ETSVTVTGPPREPFGRKHLK                                         
                                                                    
gi|333 LVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEA 
           60        70        80        90       100       110     
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.0 E():   59 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (25-49:21-43) 
 
               10        20        30        40        50        60 
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|333     ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSM 
                   10        20         30         40        50     
 
               70        80                                         
2MEPSP ETSVTVTGPPREPFGRKHLK                                         
                                                                    
gi|333 LVERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEA 
           60        70        80        90       100       110     
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 18.9 E():   59 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (3-25:32-54) 
 
                                           10        20        30   
2MEPSP                             YKSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     :: .:  .   .:::.: .:. .        
gi|225 IILCTPLIILAIILNATRNIPLGIVGGSNASPGDAVYQIALQSASHFCGGSILDEYWILT 
              10        20        30        40        50        60  
 
             40        50        60        70        80             
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK             
                                                                    
gi|225 AAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNARV 
              70        80        90       100       110       120  
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (9-54:86-130) 
 
                                     10        20        30         
2MEPSP                       YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
       40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
       . ..  : :.: . .:                           
gi|136 KKEALPKCAQVYNKLGMYPPNM                     
          120       130                           
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 18.9 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (68-76:14-22) 
 
        40        50        60        70        80                  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK                  
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
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>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.0 E():   61 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (25-49:29-51) 
 
                   10        20        30        40        50       
2MEPSP     YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
         60        70        80                                     
2MEPSP VTWTETSVTVTGPPREPFGRKHLK                                     
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.0 E():   61 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (25-49:29-51) 
 
                   10        20        30        40        50       
2MEPSP     YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
         60        70        80                                     
2MEPSP VTWTETSVTVTGPPREPFGRKHLK                                     
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   63 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (68-76:25-33) 
 
        40        50        60        70        80                  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK                  
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (25-49:35-57) 
 
                     10        20        30        40        50     
2MEPSP       YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
           60        70        80                                   
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLK                                   
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (68-76:31-39) 
 
        40        50        60        70        80                  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK                  
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
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gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (68-76:31-39) 
 
        40        50        60        70        80                  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK                  
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 42; 31.8% identity (63.6% similar) in 22 aa overlap (12-33:80-101) 
 
                                  10        20        30        40  
2MEPSP                    YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   :.. ::         
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
              50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 47; 57.1% identity (71.4% similar) in 14 aa overlap (68-80:202-215) 
 
        40        50        60        70         80                 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF-GRKHLK                 
                                     : :. :  :::::.                 
gi|424 SLPEFKNFLNFLQTNGLNAIEFLNNIHDLLGIPHIPVTGRKHLRRGVGITGLIDDIIAIL 
             180       190       200       210       220       230  
 
gi|424 PVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVETLKAMPEYQSLIQKLKDKGVDVDH 
             240       250       260       270       280       290  
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (24-68:204-252) 
 
                      10        20        30           40        50 
2MEPSP        YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
                60        70        80       
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLK       
       .  :: : :  ..:  . :                   
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (24-68:204-252) 
 
                      10        20        30           40        50 
2MEPSP        YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
                60        70        80       
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLK       
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       .  :: : :  ..:  . :                   
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (68-76:32-40) 
 
        40        50        60        70        80                  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK                  
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.9  bits: 19.3 E():   64 
Smith-Waterman score: 47; 47.1% identity (76.5% similar) in 17 aa overlap (32-48:144-159) 
 
              10        20        30        40        50        60  
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ..::.:. : :::  .:              
gi|151 DGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNTSVL-GDVLVSESIGVEPVHAQDGD 
           120       130       140       150        160       170   
 
              70        80                                          
2MEPSP TSVTVTGPPREPFGRKHLK                                          
                                                                    
gi|151 AITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITISNNHFFNHHKVMLLGHDDTYDNDK 
            180       190       200       210       220       230   
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (30-48:97-115) 
 
                10        20        30        40        50          
2MEPSP  YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
      60        70        80                                        
2MEPSP TETSVTVTGPPREPFGRKHLK                                        
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (5-54:40-93) 
 
                                         10        20            30 
2MEPSP                           YKSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
               40        50        60        70        80           
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK           
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.6  bits: 19.8 E():   66 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (61-78:288-305) 
 
               40        50        60        70        80           
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK           
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                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (43-68:175-201) 
 
             20        30        40         50        60        70  
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
              80                                                    
2MEPSP EPFGRKHLK                                                    
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (43-68:175-201) 
 
             20        30        40         50        60        70  
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
              80                                                    
2MEPSP EPFGRKHLK                                                    
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (22-63:216-260) 
 
                        10        20        30        40            
2MEPSP          YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
       50        60        70        80         
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLK         
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (39-69:98-127) 
 
       10        20        30        40        50        60         
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
       70        80                                                 
2MEPSP PPREPFGRKHLK                                                 
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
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>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 19.4 E():   68 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (11-33:145-167) 
 
                                   10        20        30        40 
2MEPSP                     YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
               50        60        70        80                     
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK                     
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (11-48:93-131) 
 
                                   10         20        30          
2MEPSP                     YKSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
      40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
        .::... :                                 
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN    
            130       140       150       160    
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (39-69:99-128) 
 
       10        20        30        40        50        60         
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
       70        80                                                 
2MEPSP PPREPFGRKHLK                                                 
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.2  bits: 18.1 E():   69 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (36-61:38-62) 
 
          10        20        30        40        50        60      
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
          70        80                                              
2MEPSP VTGPPREPFGRKHLK                                              
                                                                    
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 42; 35.3% identity (64.7% similar) in 17 aa overlap (65-80:20-36) 
 
           40        50        60         70        80              
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK              
                                     .. : ::  : .:.: .              
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gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
                          10        20        30        40          
 
gi|301 AILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVD 
      50        60        70        80        90       100          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 19.4 E():   73 
Smith-Waterman score: 46; 36.4% identity (68.2% similar) in 22 aa overlap (50-71:312-333) 
 
      20        30        40        50        60        70          
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
                                     .: .: :.  .  ..:::.: :         
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
      80                                                            
2MEPSP K                                                            
                                                                    
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (5-33:73-101) 
 
                                         10        20        30     
2MEPSP                           YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
           40        50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
                                                      
gi|193 FNHLVKH                                        
                                                      
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.0  bits: 18.1 E():   81 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (14-39:103-127) 
 
                                10        20        30        40    
2MEPSP                  YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
            50        60        70        80                        
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK                        
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (3-27:59-84) 
 
                                           10         20        30  
2MEPSP                             YKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
              40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
                                                         
gi|668 AAKEKNEEEKEESDEDMGFGLFD                           
       90       100       110                            
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
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 initn:  41 init1:  41 opt:  41  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (3-28:59-83) 
 
                                           10         20        30  
2MEPSP                             YKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
              40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
                                                         
gi|215 AAPEAERAEEEKEESDDDMGFGLFD                         
         90       100       110                          
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (3-27:59-84) 
 
                                           10         20        30  
2MEPSP                             YKSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
              40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
                                                         
gi|833 AAEEKKEEEKEESDEDMGFGLFD                           
       90       100       110                            
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.5 E():   83 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (65-78:292-305) 
 
           40        50        60        70        80               
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK               
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.7  bits: 17.7 E():   85 
Smith-Waterman score: 42; 28.6% identity (55.1% similar) in 49 aa overlap (5-48:83-130) 
 
                                         10             20          
2MEPSP                           YKSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
      30        40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
       : ... .    ..::.. :                                 
gi|131 V-IKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN    
             120       130       140       150             
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 45; 29.2% identity (58.3% similar) in 48 aa overlap (11-58:317-364) 
 
                                   10        20        30        40 
2MEPSP                     YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     :. ::.:   . .. ::.. :  : :. :  
gi|855 SASSTSSKTPSTSTLATSTKATPTPSGTSSGSNSSSSAEPTTTGGTGSSNTGSGSGSGSG 
        290       300       310       320       330       340       
 
               50        60        70        80          
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2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK          
       .:. . .      ::..:                                
gi|855 SGSSSSTGSSTSAGASATPELSQGAAGSIKGSVTACALVFGAVAAVLAF 
        350       360       370       380       390      
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.6  bits: 19.9 E():   85 
Smith-Waterman score: 56; 30.2% identity (58.1% similar) in 43 aa overlap (2-44:113-154) 
 
                                            10        20        30  
2MEPSP                              YKSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|581 ITWLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKSGDKIN 
             90       100       110       120       130        140  
 
              40        50        60        70        80            
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK            
         : : .. .::.                                                
gi|581 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGTLTKSGDKY 
             150       160       170       180       190       200  
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (39-53:53-67) 
 
       10        20        30        40        50        60         
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
       70        80                                                 
2MEPSP PPREPFGRKHLK                                                 
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.6 E():   88 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (34-53:285-304) 
 
            10        20        30        40        50        60    
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
            70        80 
2MEPSP VTVTGPPREPFGRKHLK 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 17.8 E():   91 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (23-36:13-26) 
 
               10        20        30        40        50        60 
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                             ::...  : :. ::                         
gi|156           MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLV 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP ETSVTVTGPPREPFGRKHLK                                         
                                                                    
gi|156 YIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEID 
               60        70        80        90       100       110 
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.2 E():   92 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (23-42:218-237) 
 
                       10        20        30        40        50   
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2MEPSP         YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
             60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLK 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.8  bits: 18.2 E():   94 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (41-69:189-216) 
 
               20        30        40        50         60          
2MEPSP GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
      70        80                      
2MEPSP PREPFGRKHLK                      
                                        
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.6  bits: 17.4 E():   97 
Smith-Waterman score: 41; 22.2% identity (52.8% similar) in 36 aa overlap (19-54:8-39) 
 
               10        20        30        40        50        60 
2MEPSP YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                         :  .:. ..: .  . ::    .:.:   .. .  :       
gi|344            MMKFIVLFALNAVASAGKMKFKDCG----KGEVTELDITDCSGDFCVLH 
                          10        20            30        40      
 
               70        80                                         
2MEPSP ETSVTVTGPPREPFGRKHLK                                         
                                                                    
gi|344 RGKSVTLDAKFVANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKY 
          50        60        70        80        90       100      
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.5  bits: 17.8 E():   97 
Smith-Waterman score: 48; 30.0% identity (65.0% similar) in 40 aa overlap (10-49:103-140) 
 
                                    10        20        30          
2MEPSP                      YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 KYTDSKGKNRTTIRGRTKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
             80        90       100       110       120        130  
 
      40        50        60        70        80                    
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK                    
        .: : ....                                                   
gi|194 -NGHVIYVQLRLTLRSFHPEQGDKEALQHYTVHQVNQHKKAIEEDLKHFNLKYEDLHSTC 
              140       150       160       170       180       190 
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 16.9 E(): 1e 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (12-33:80-101) 
 
                                  10        20        30        40  
2MEPSP                    YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|209 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
              50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 16.9 E(): 1e 
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Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (12-33:80-101) 
 
                                  10        20        30        40  
2MEPSP                    YKSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|249 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
              50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:52 2011 done: Tue Apr 19 10:57:52 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 243  - 322 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     1     0:= 
  30    15     2:*==== 
  32    16     8:==*=== 
  34    28    22:=======*== 
  36    40    44:==============* 
  38    37    73:=============           * 
  40   113   102:=================================*==== 
  42   117   125:=======================================  * 
  44   129   137:===========================================  * 
  46   166   140:==============================================*========= 
  48   147   134:============================================*==== 
  50   141   122:========================================*====== 
  52    96   107:================================   * 
  54    86    92:============================= * 
  56    56    77:===================      * 
  58    57    63:=================== * 
  60    37    51:=============   * 
  62    32    41:===========  * 
  64    29    33:==========* 
  66    22    26:========* 
  68    13    20:===== * 
  70    35    16:=====*====== 
  72    15    12:===*= 
  74     5    10:== * 
  76     9     8:==* 
  78    10     6:=*== 
  80     7     5:=*= 
  82     4     3:*= 
  84     2     3:* 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
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  98     9     0:===       *========= 
 100     3     0:=         *=== 
 102     1     0:=         *= 
 104     3     0:=         *=== 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.38530.00293; mu= 15.0431 0.153 
 mean_var=29.3997 7.910, 0's: 2 Z-trim: 3  B-trim: 117 in 1/43 
 Lambda= 0.236539 
 Kolmogorov-Smirnov  statistic: 0.0280 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   71 27.7   0.087 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   62 24.6     0.7 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   62 24.6     0.7 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   62 24.6     0.7 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   60 23.9     1.1 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   60 23.9     1.1 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   59 23.6     1.4 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   59 23.6     1.4 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   58 23.2     1.7 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   58 23.2     1.7 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 23.3     1.8 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 23.3     1.8 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 23.3     1.8 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 23.3     1.8 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 23.3     1.8 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   58 23.3     1.8 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 23.3     1.8 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   57 22.9     2.3 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   59 23.9     3.7 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   54 21.9     4.7 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.6     6.4 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.6     6.8 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.2     7.7 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   50 20.4     9.2 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   51 20.9     9.5 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.4      11 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 20.5      12 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   53 21.9      14 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.2      15 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.7      15 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.8      15 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   49 20.2      15 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 20.2      16 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   54 22.3      16 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   54 22.3      16 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.8      17 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.9      20 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.5      22 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.3      23 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.5      23 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.3      23 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.3      23 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.3      23 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.5      23 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.5      24 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 19.1      24 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.4      25 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.4      26 
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gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   50 20.8      28 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.4      29 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 18.7      30 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.2      31 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.7      31 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.0      31 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.2      32 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.2      32 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.2      32 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 21.3      33 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.2      35 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   45 18.8      40 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   45 18.8      40 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.8      40 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   46 19.3      42 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   46 19.3      43 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.4      43 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.3      44 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.4      45 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.5      47 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.3      48 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.3      48 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   47 19.8      48 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 18.1      49 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 18.1      49 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 18.1      49 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   46 19.3      49 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.5      54 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.1      55 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.1      55 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.1      55 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.1      55 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.1      55 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.1      55 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.1      55 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   45 19.0      56 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.1      56 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      58 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.1      58 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.1      58 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   46 19.4      59 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      59 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.1      60 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   42 17.7      60 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.0      61 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.0      61 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 19.0      61 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 19.0      61 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.0      61 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 19.8      61 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.4      61 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 18.1      62 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.4      63 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.0      63 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.0      63 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 19.0      63 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.9      63 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 18.2      64 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.6      64 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.6      64 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.4      65 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 18.2      66 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 17.7      66 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.5      71 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.4      75 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.4      76 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.4      76 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.4      76 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.2      77 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.5      80 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   42 17.8      80 
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gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.1      82 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.8      83 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 20.0      83 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.7      85 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.8      86 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.3      88 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   44 18.7      89 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.3      90 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   41 17.4      92 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   42 17.9      93 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   44 18.7      94 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   40 17.0      95 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   40 17.0      95 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      96 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   40 17.0      97 
gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 (  86)   39 16.6      99 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  71  Z-score: 121.6  bits: 27.7 E(): 0.087 
Smith-Waterman score: 71; 27.9% identity (51.5% similar) in 68 aa overlap (1-67:63-130) 
 
                                             10        20        30 
2MEPSP                               KSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.   .:   :::.     .:.: . :.   
gi|583 KTGGYWLKQTTKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDI 
             40        50        60        70        80        90   
 
                40        50        60        70        80          
2MEPSP VEGCGTTS-LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA          
       : :  :.. .  : :  .:..  :    :...: :  :                       
gi|583 VVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVY 
            100       110       120       130       140       150   
 
gi|583 KKCPGMP 
               
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  62  Z-score: 105.2  bits: 24.6 E():  0.7 
Smith-Waterman score: 62; 26.5% identity (57.4% similar) in 68 aa overlap (14-77:4-70) 
 
               10        20         30        40        50          
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTW- 
                    ... : .. ..:: .  : :: : :.. :...  .   . : .:    
gi|160           MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHAL 
                         10        20        30         40          
 
         60        70        80                                     
2MEPSP --TETSVTVTGPPREPFGRKHLKA                                     
         : ..   :::  .: :..:                                        
gi|160 GDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPH 
      50        60        70        80        90       100          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  62  Z-score: 105.2  bits: 24.6 E():  0.7 
Smith-Waterman score: 62; 32.7% identity (60.0% similar) in 55 aa overlap (27-77:16-70) 
 
               10        20          30        40         50        
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVT 
                                 :::  : :: : :.. :... .   :. . :..  
gi|160            MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHAL 
                          10        20        30        40          
 
        60         70        80                                     
2MEPSP WTETSVTV-TGPPREPFGRKHLKA                                     
          :.  . :::  .: :..:                                        
gi|160 GDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPH 
      50        60        70        80        90       100          
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.2  bits: 24.6 E():  0.7 
Smith-Waterman score: 62; 32.1% identity (57.1% similar) in 56 aa overlap (27-77:16-70) 
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               10        20          30        40        50         
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                 :::  : :: : :.. :...  .   . : .:.  
gi|160            MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNA 
                          10        20        30         40         
 
          60        70        80                                    
2MEPSP ---TETSVTVTGPPREPFGRKHLKA                                    
          : ..   :::  .: :..:                                       
gi|160 LGATTNGCMSTGPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGP 
       50        60        70        80        90       100         
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  60  Z-score: 101.5  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 30.9% identity (60.0% similar) in 55 aa overlap (27-77:16-70) 
 
               10        20          30        40         50        
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVT 
                                 :::  : :: : :.. :... .   :. . ...  
gi|160            MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRAL 
                          10        20        30        40          
 
        60         70        80                                     
2MEPSP WTETSVTV-TGPPREPFGRKHLKA                                     
          :.  . :::  .: :..:                                        
gi|160 GDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPH 
      50        60        70        80        90       100          
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  60  Z-score: 101.5  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 32.1% identity (57.1% similar) in 56 aa overlap (27-77:16-70) 
 
               10        20          30        40        50         
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                 :::  : :: : :.. :...  .   . : .:.  
gi|160            MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNA 
                          10        20        30         40         
 
          60        70        80                                    
2MEPSP ---TETSVTVTGPPREPFGRKHLKA                                    
          : ..   :::  .: :..:                                       
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGP 
       50        60        70        80        90       100         
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 99.7  bits: 23.6 E():  1.4 
Smith-Waterman score: 59; 32.1% identity (55.4% similar) in 56 aa overlap (27-77:16-70) 
 
               10        20          30        40        50         
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                 :::  : :: : :.. :...  .   . : .:   
gi|160            MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHA 
                          10        20        30         40         
 
          60        70        80                                    
2MEPSP ---TETSVTVTGPPREPFGRKHLKA                                    
          : ..   :::  .: :..:                                       
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGP 
       50        60        70        80        90       100         
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 99.7  bits: 23.6 E():  1.4 
Smith-Waterman score: 59; 32.1% identity (55.4% similar) in 56 aa overlap (27-77:16-70) 
 
               10        20          30        40        50         
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                 :::  : :: : :.. :...  .   . : .:   
gi|160            MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHA 
                          10        20        30         40         
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          60        70        80                                    
2MEPSP ---TETSVTVTGPPREPFGRKHLKA                                    
          : ..   :::  .: :..:                                       
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGP 
       50        60        70        80        90       100         
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 98.2  bits: 23.2 E():  1.7 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (27-77:16-70) 
 
               10        20          30        40        50         
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                 :::  : :: : :.. :...  .   . : .:   
gi|160            MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHA 
                          10        20        30         40         
 
          60        70        80                                    
2MEPSP ---TETSVTVTGPPREPFGRKHLKA                                    
          : ..   :::  .: :..:                                       
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAV 
       50        60        70        80        90       100         
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 98.2  bits: 23.2 E():  1.7 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (27-77:16-70) 
 
               10        20          30        40        50         
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                 :::  : :: : :.. :...  .   . : .:   
gi|160            MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHA 
                          10        20        30         40         
 
          60        70        80                                    
2MEPSP ---TETSVTVTGPPREPFGRKHLKA                                    
          : ..   :::  .: :..:                                       
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAV 
       50        60        70        80        90       100         
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.9  bits: 23.3 E():  1.8 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (27-77:16-70) 
 
               10        20          30        40        50         
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                 :::  : :: : :.. :...  .   . : .:   
gi|160            MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHA 
                          10        20        30         40         
 
          60        70        80                                    
2MEPSP ---TETSVTVTGPPREPFGRKHLKA                                    
          : ..   :::  .: :..:                                       
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGP 
       50        60        70        80        90       100         
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.9  bits: 23.3 E():  1.8 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (27-77:16-70) 
 
               10        20          30        40        50         
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                 :::  : :: : :.. :...  .   . : .:   
gi|160            MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHA 
                          10        20        30         40         
 
          60        70        80                                    
2MEPSP ---TETSVTVTGPPREPFGRKHLKA                                    
          : ..   :::  .: :..:                                       
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGP 
       50        60        70        80        90       100         
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
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 initn:  49 init1:  49 opt:  58  Z-score: 97.9  bits: 23.3 E():  1.8 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (27-77:16-70) 
 
               10        20          30        40        50         
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                 :::  : :: : :.. :...  .   . : .:   
gi|145            MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHA 
                          10        20        30         40         
 
          60        70        80                                    
2MEPSP ---TETSVTVTGPPREPFGRKHLKA                                    
          : ..   :::  .: :..:                                       
gi|145 LGDTTNGCMSTGPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGP 
       50        60        70        80        90       100         
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.9  bits: 23.3 E():  1.8 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (27-77:16-70) 
 
               10        20          30        40        50         
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                 :::  : :: : :.. :...  .   . : .:   
gi|160            MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHA 
                          10        20        30         40         
 
          60        70        80                                    
2MEPSP ---TETSVTVTGPPREPFGRKHLKA                                    
          : ..   :::  .: :..:                                       
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGP 
       50        60        70        80        90       100         
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.9  bits: 23.3 E():  1.8 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (27-77:16-70) 
 
               10        20          30        40        50         
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                 :::  : :: : :.. :...  .   . : .:   
gi|160            MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHA 
                          10        20        30         40         
 
          60        70        80                                    
2MEPSP ---TETSVTVTGPPREPFGRKHLKA                                    
          : ..   :::  .: :..:                                       
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGP 
       50        60        70        80        90       100         
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.9  bits: 23.3 E():  1.8 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (27-77:16-70) 
 
               10        20          30        40        50         
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                 :::  : :: : :.. :...  .   . : .:   
gi|160            MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHA 
                          10        20        30         40         
 
          60        70        80                                    
2MEPSP ---TETSVTVTGPPREPFGRKHLKA                                    
          : ..   :::  .: :..:                                       
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGP 
       50        60        70        80        90       100         
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.9  bits: 23.3 E():  1.8 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (27-77:16-70) 
 
               10        20          30        40        50         
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                 :::  : :: : :.. :...  .   . : .:   
gi|160            MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHA 
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                          10        20        30         40         
 
          60        70        80                                    
2MEPSP ---TETSVTVTGPPREPFGRKHLKA                                    
          : ..   :::  .: :..:                                       
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGP 
       50        60        70        80        90       100         
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 96.0  bits: 22.9 E():  2.3 
Smith-Waterman score: 57; 30.9% identity (60.0% similar) in 55 aa overlap (27-77:16-70) 
 
               10        20          30        40         50        
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVT 
                                 :::  : :: : :.. :... .   :. . ...  
gi|160            MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHAL 
                          10        20        30        40          
 
        60         70        80                                     
2MEPSP WTETSVTV-TGPPREPFGRKHLKA                                     
          :.  . :::  .: :..:                                        
gi|160 GDATNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPH 
      50        60        70        80        90       100          
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  50 init1:  50 opt:  59  Z-score: 92.3  bits: 23.9 E():  3.7 
Smith-Waterman score: 63; 30.1% identity (47.0% similar) in 83 aa overlap (2-74:17-97) 
 
                              10         20          30             
2MEPSP                KSPKNAYVEGDASSAS-YFLAGA--AITGGTVTV-------EGCG 
                       .:  : . .:  : : :::     : : :..:.       . :: 
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCG 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA                
        :  :: .   . .. ::  . :  : ::.  :    .:                      
gi|947 GT-WQGIIDKLDYIQGMGFTAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTA 
                70        80         90       100       110         
 
gi|947 DDLKALSSALHERGMYLMVDVVANHMGYDGAGSSVDYSVFKPFSSQDYFHPFCFIQNYED 
      120       130       140       150       160       170         
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 90.5  bits: 21.9 E():  4.7 
Smith-Waterman score: 54; 30.9% identity (60.0% similar) in 55 aa overlap (27-77:16-70) 
 
               10        20          30        40         50        
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVT 
                                 :::  : :: : :.. :... .   :. . ...  
gi|160            MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHAL 
                          10        20        30        40          
 
        60         70        80                                     
2MEPSP WTETSVTV-TGPPREPFGRKHLKA                                     
          :.  . :::  .: :..:                                        
gi|160 GDITNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPH 
      50        60        70        80        90       100          
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 88.0  bits: 21.6 E():  6.4 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (6-34:86-113) 
 
                                        10        20        30      
2MEPSP                          KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
          40        50        60        70        80         
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA         
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gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 87.5  bits: 21.6 E():  6.8 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (6-34:102-129) 
 
                                        10        20        30      
2MEPSP                          KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
          40        50        60        70        80         
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA         
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 86.5  bits: 21.2 E():  7.7 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (4-47:83-130) 
 
                                          10             20         
2MEPSP                            KSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
       30        40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
       : ... .    .:::.. :                                  
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN     
             120       130       140       150              
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.2  bits: 20.4 E():  9.2 
Smith-Waterman score: 50; 32.1% identity (64.3% similar) in 28 aa overlap (5-32:74-101) 
 
                                         10        20        30     
2MEPSP                           KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     .: : .:: ..... :: .   : . ::   
gi|207 AKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEF 
            50        60        70        80        90       100    
 
           40        50        60        70        80 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                                      
gi|207 QALVKA                                         
                                                      
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 84.9  bits: 20.9 E():  9.5 
Smith-Waterman score: 51; 30.4% identity (53.6% similar) in 56 aa overlap (27-77:16-70) 
 
               10        20          30        40        50         
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                 :::  : .: : :.. :...  .   . : .:   
gi|160            MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHA 
                          10        20        30         40         
 
          60        70        80                                    
2MEPSP ---TETSVTVTGPPREPFGRKHLKA                                    
          : ..   :::   : :..:                                       
gi|160 LGDTTNGCMSTGPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGP 
       50        60        70        80        90       100         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.6  bits: 21.4 E():   11 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (24-43:208-227) 
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                      10        20        30        40        50    
2MEPSP        KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
            60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKA 
                                   
gi|111 KPEFIDIINAAAVKSA            
       240       250               
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 82.8  bits: 20.5 E():   12 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (4-47:83-130) 
 
                                          10             20         
2MEPSP                            KSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
       30        40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
       : ... .    .:::.. :                                  
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN     
             120       130       140       150              
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.9  bits: 21.9 E():   14 
Smith-Waterman score: 53; 38.5% identity (73.1% similar) in 26 aa overlap (5-30:19-44) 
 
                             10        20        30        40       
2MEPSP               KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                         :  ::.:.. .. .:: ::. .:. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA                           
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.5  bits: 20.2 E():   15 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (24-48:35-57) 
 
                      10        20        30        40        50    
2MEPSP        KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
            60        70        80                                  
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKA                                  
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 81.5  bits: 19.7 E():   15 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (3-32:73-101) 
 
                                           10        20        30   
2MEPSP                             KSPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
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             40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                                        
gi|288 EFAVWVKQ                                         
                                                        
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 19.8 E():   15 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (2-27:59-84) 
 
                                            10        20        30  
2MEPSP                              KSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
 
              40        50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                                         
gi|117 APEAAKEEEKEESDDDMGFGLFD                           
       90       100       110                            
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 81.3  bits: 20.2 E():   15 
Smith-Waterman score: 49; 30.4% identity (55.4% similar) in 56 aa overlap (27-77:16-70) 
 
               10        20          30        40        50         
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                 :::  : :: : :.. :...  .   . : .:   
gi|160            MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHA 
                          10        20        30         40         
 
          60        70        80                                    
2MEPSP ---TETSVTVTGPPREPFGRKHLKA                                    
          : ..   :::  .: :...                                       
gi|160 LGDTTNGCMSTGPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGP 
       50        60        70        80        90       100         
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 80.8  bits: 20.2 E():   16 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (6-34:84-111) 
 
                                        10        20        30      
2MEPSP                          KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
          40        50        60        70        80       
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA       
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 80.7  bits: 22.3 E():   16 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (1-43:113-154) 
 
                                             10        20        30 
2MEPSP                               KSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
               40        50        60        70        80           
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA           
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
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 initn:  42 init1:  42 opt:  54  Z-score: 80.7  bits: 22.3 E():   16 
Smith-Waterman score: 54; 30.2% identity (58.1% similar) in 43 aa overlap (1-43:113-154) 
 
                                             10        20        30 
2MEPSP                               KSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|238 ITWLGDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKIN 
             90       100       110       120       130        140  
 
               40        50        60        70        80           
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA           
         : : .. .::.                                                
gi|238 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKY 
             150       160       170       180       190       200  
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.2  bits: 19.8 E():   17 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (49-75:9-37) 
 
       20        30        40        50        60         70        
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
         80                                                         
2MEPSP HLKA                                                         
                                                                    
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.1  bits: 19.9 E():   20 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (52-70:1-18) 
 
              30        40        50        60        70        80  
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA  
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 78.3  bits: 19.5 E():   22 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (8-53:86-130) 
 
                                      10        20        30        
2MEPSP                        KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
        40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
       . ..  : :.: . .:                            
gi|136 KKEALPKCAQVYNKLGMYPPNM                      
          120       130                            
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.1  bits: 20.3 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (33-78:68-117) 
 
             10        20        30        40         50            
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
       60        70        80                                       
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2MEPSP TETSVTVTGPPREPFGRKHLKA                                       
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 78.1  bits: 19.5 E():   23 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (8-53:90-134) 
 
                                      10        20        30        
2MEPSP                        KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
        40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
       . ..  : :.: . .:                            
gi|145 KKEALPKCAQVYNKLGMYPPNM                      
      120       130       140                      
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.8  bits: 20.3 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (33-78:79-128) 
 
             10        20        30        40         50            
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
       60        70        80                                       
2MEPSP TETSVTVTGPPREPFGRKHLKA                                       
         ..::.:   .::..  :.                                         
gi|752 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGT 
      110       120       130       140       150       160         
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.8  bits: 20.3 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (33-78:79-128) 
 
             10        20        30        40         50            
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
       60        70        80                                       
2MEPSP TETSVTVTGPPREPFGRKHLKA                                       
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.8  bits: 20.3 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (33-78:79-128) 
 
             10        20        30        40         50            
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
       60        70        80                                       
2MEPSP TETSVTVTGPPREPFGRKHLKA                                       
         ..::.:   .::..  :.                                         
gi|126 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.8  bits: 19.5 E():   23 
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Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (8-53:96-140) 
 
                                      10        20        30        
2MEPSP                        KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
        40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
       . ..  : :.: . .:                            
gi|246 KKEALPKCAQVYNKLGMYPPNM                      
          130       140                            
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 77.7  bits: 19.5 E():   24 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (14-40:9-38) 
 
               10           20        30        40        50        
2MEPSP KSPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVT 
                    ::  ::   :.:.:  .:: ::: . .: :                  
gi|110      MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKHCQM 
                    10        20        30        40        50      
 
        60        70        80                                      
2MEPSP WTETSVTVTGPPREPFGRKHLKA                                      
                                                                    
gi|110 YVQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRG 
          60        70        80        90       100       110      
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.6  bits: 19.1 E():   24 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (2-32:59-89) 
 
                                            10        20        30  
2MEPSP                              KSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .....   .::: .::.. . 
gi|117 SVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQA 
       30        40        50        60        70        80         
 
              40        50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
       :                                                 
gi|117 EAAPEAAKEEEKEESDEDMGFGLFD                         
       90       100       110                            
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (15-42:133-160) 
 
                               10        20        30        40     
2MEPSP                 KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
           50        60        70        80                         
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA                         
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 20.4 E():   26 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (32-56:282-306) 
 
              10        20        30        40        50        60  
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
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              70        80 
2MEPSP SVTVTGPPREPFGRKHLKA 
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.4  bits: 20.8 E():   28 
Smith-Waterman score: 50; 38.5% identity (69.2% similar) in 26 aa overlap (5-30:19-44) 
 
                             10        20        30        40       
2MEPSP               KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                         :  ::.:.. .. .:: ::.  :. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA                           
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 76.2  bits: 20.4 E():   29 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (11-59:53-100) 
 
                                   10        20        30        40 
2MEPSP                     KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
               50        60        70        80                     
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA                     
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.0  bits: 18.7 E():   30 
Smith-Waterman score: 45; 28.6% identity (64.3% similar) in 28 aa overlap (5-32:74-101) 
 
                                         10        20        30     
2MEPSP                           KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     .: . .:: ..... :: .   : . ::   
gi|207 AKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEF 
            50        60        70        80        90       100    
 
           40        50        60        70        80 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                                      
gi|207 QALVKA                                         
                                                      
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (37-52:135-150) 
 
         10        20        30        40        50        60       
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
         70        80 
2MEPSP GPPREPFGRKHLKA 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (19-69:1-49) 
 
               10        20        30        40        50        60 
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
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                         .:..:.:  ...:  : ..:.   .  ..:   ..  . ... 
gi|144                   MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVR 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP TSVTVTGPPREPFGRKHLKA                                         
       .. .:  ::                                                    
gi|144 SGGAV--PPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVN 
               50        60        70        80        90       100 
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (42-67:175-201) 
 
              20        30        40         50        60        70 
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
               80                                                   
2MEPSP EPFGRKHLKA                                                   
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (45-77:82-109) 
 
           20        30        40        50        60        70     
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
           80                                               
2MEPSP RKHLKA                                               
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (8-47:87-131) 
 
                                      10             20        30   
2MEPSP                        KSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
             40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
       . ..    :::.. :                                  
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN     
        120       130       140       150       160     
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (8-47:87-131) 
 
                                      10             20        30   
2MEPSP                        KSPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
             40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
       . ..    :::.. :                                  
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gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN     
        120       130       140       150       160     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.2  bits: 21.3 E():   33 
Smith-Waterman score: 56; 30.2% identity (58.1% similar) in 43 aa overlap (1-43:113-154) 
 
                                             10        20        30 
2MEPSP                               KSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|219 ITWLGDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKSGDKIN 
             90       100       110       120       130        140  
 
               40        50        60        70        80           
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA           
         : : .. .::.                                                
gi|219 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGALTKSGDKY 
             150       160       170       180       190       200  
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 19.2 E():   35 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (43-69:4-30) 
 
             20        30        40        50        60        70   
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
             80                                                     
2MEPSP FGRKHLKA                                                     
                                                                    
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.7  bits: 18.8 E():   40 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (36-70:30-64) 
 
          10        20        30        40        50        60      
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|374  MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
          70        80                                              
2MEPSP TGPPREPFGRKHLKA                                              
        :  .                                                        
gi|374 DGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKY 
      60        70        80        90       100       110          
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.7  bits: 18.8 E():   40 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (36-70:30-64) 
 
          10        20        30        40        50        60      
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|169  MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
          70        80                                              
2MEPSP TGPPREPFGRKHLKA                                              
        :  .                                                        
gi|169 DGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKF 
      60        70        80        90       100       110          
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (8-47:87-131) 
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                                      10             20        30   
2MEPSP                        KSPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
             40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
       . .  . .:: : .:                                  
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC      
        120       130       140       150               
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 73.2  bits: 19.3 E():   42 
Smith-Waterman score: 46; 27.1% identity (52.1% similar) in 48 aa overlap (37-79:93-140) 
 
         10        20        30        40           50          60  
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
              70        80                                          
2MEPSP SVTVTGPPREPFGRKHLKA                                          
          .  ::  : .:.: .                                           
gi|289 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAI 
            130       140       150       160       170       180   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 73.1  bits: 19.3 E():   43 
Smith-Waterman score: 46; 27.1% identity (52.1% similar) in 48 aa overlap (37-79:96-143) 
 
         10        20        30        40           50          60  
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
              70        80                                          
2MEPSP SVTVTGPPREPFGRKHLKA                                          
          .  ::  : .:.: .                                           
gi|424 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAI 
         130       140       150       160       170       180      
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.0  bits: 18.4 E():   43 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (24-48:19-41) 
 
               10        20        30        40        50        60 
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                              : :..: .. :   . .::. :.::             
gi|131      QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSML 
                    10        20         30         40        50    
 
               70        80                                         
2MEPSP TSVTVTGPPREPFGRKHLKA                                         
                                                                    
gi|131 VERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEAL 
            60        70        80        90       100       110    
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.9  bits: 19.3 E():   44 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (64-77:15-28) 
 
            40        50        60        70        80              
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA              
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
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           50        60        70        80        90       100     
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (24-48:25-47) 
 
                10        20        30        40        50          
2MEPSP  KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
      60        70        80                                        
2MEPSP ETSVTVTGPPREPFGRKHLKA                                        
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 72.3  bits: 18.5 E():   47 
Smith-Waterman score: 44; 28.9% identity (60.0% similar) in 45 aa overlap (9-53:97-140) 
 
                                     10        20        30         
2MEPSP                       KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: :. .  :.  ....: : ::.  :  . 
gi|246 SMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFIL-STVNGTTRTVNPLGFYK 
         70        80        90       100        110       120      
 
       40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
        ..  : :.: . .:                            
gi|246 KEALPKCAQVYNKLGMYPPNM                      
         130       140                            
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (51-74:7-30) 
 
               30        40        50        60        70        80 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 53; 24.1% identity (58.6% similar) in 58 aa overlap (13-70:2-53) 
 
               10        20        30        40        50        60 
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                   .:.: .::  ..... :.. .::  ..       ..   .: :  : : 
gi|109            MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK--WLE 
                           10        20        30           40      
 
               70        80                                         
2MEPSP TSVTVTGPPREPFGRKHLKA                                         
       ...:  : :.                                                   
gi|109 AKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKP 
            50        60        70        80        90       100    
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.2  bits: 19.8 E():   48 
Smith-Waterman score: 47; 22.6% identity (59.7% similar) in 62 aa overlap (13-71:222-283) 
 
                                 10        20        30        40   
2MEPSP                   KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
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             200       210       220       230       240       250  
 
                50        60        70        80                    
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA                    
          .... :. . ..  .  ..: .. ::  :                             
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
 
gi|122 HVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
             320       330       340       350       360  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.0  bits: 18.1 E():   49 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (12-33:63-84) 
 
                                  10        20        30        40  
2MEPSP                    KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|185 EADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAP 
             40        50        60        70        80        90   
 
              50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                               
gi|185 EAAKEEEKEESDEDMGFGLFD                   
            100       110                      
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 71.9  bits: 18.1 E():   49 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (19-69:1-49) 
 
               10        20        30        40        50        60 
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                         .:..:.:  ...:  : ..:.   .  ..:   ..  . ... 
gi|506                   MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVR 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP TSVTVTGPPREPFGRKHLKA                                         
       .. .:  ::                                                    
gi|506 NGGAV--PPACCNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVN 
               50        60        70        80        90       100 
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 71.9  bits: 18.1 E():   49 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (2-41:20-60) 
 
                                 10        20        30         40  
2MEPSP                   KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQG 
                          :  .: . :...:.     : . .::.:    : :  ...: 
gi|384 MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTING 
               10        20        30        40        50        60 
 
              50        60        70        80                 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA                 
                                                               
gi|384 LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.9  bits: 19.3 E():   49 
Smith-Waterman score: 46; 26.5% identity (55.9% similar) in 34 aa overlap (36-69:114-147) 
 
          10        20        30        40        50        60      
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
          70        80                                              
2MEPSP TGPPREPFGRKHLKA                                              
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          :                                                         
gi|144 IILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDR 
           150       160       170       180       190       200    
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.2  bits: 18.5 E():   54 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (20-41:150-172) 
 
                          10        20         30        40         
2MEPSP            KSPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
       50        60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (24-48:20-42) 
 
               10        20        30        40        50        60 
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                              : :..: .. :     .::. :.::             
gi|333     QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSML 
                   10        20         30         40        50     
 
               70        80                                         
2MEPSP TSVTVTGPPREPFGRKHLKA                                         
                                                                    
gi|333 VERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEAL 
           60        70        80        90       100       110     
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (24-48:20-42) 
 
               10        20        30        40        50        60 
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                              : :..: .. :     .::. :.::             
gi|333     QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSML 
                   10        20         30         40        50     
 
               70        80                                         
2MEPSP TSVTVTGPPREPFGRKHLKA                                         
                                                                    
gi|333 VERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEAL 
           60        70        80        90       100       110     
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (24-48:20-42) 
 
               10        20        30        40        50        60 
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                              : :..: .. :   . .::. :.::             
gi|333     WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSML 
                   10        20          30        40        50     
 
               70        80                                         
2MEPSP TSVTVTGPPREPFGRKHLKA                                         
                                                                    
gi|333 VERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEAL 
           60        70        80        90       100       110     
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (24-48:21-43) 
 
               10        20        30        40        50        60 
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
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                              : :..: .. :   . .::. :.::             
gi|333    IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSML 
                  10        20         30         40        50      
 
               70        80                                         
2MEPSP TSVTVTGPPREPFGRKHLKA                                         
                                                                    
gi|333 VERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEAL 
          60        70        80        90       100       110      
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (24-48:21-43) 
 
               10        20        30        40        50        60 
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                              : :..: .. :   . .::. :.::             
gi|333    ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSML 
                  10        20         30         40        50      
 
               70        80                                         
2MEPSP TSVTVTGPPREPFGRKHLKA                                         
                                                                    
gi|333 VERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEAL 
          60        70        80        90       100       110      
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (24-48:21-43) 
 
               10        20        30        40        50        60 
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                              : :..: .. :   . .::. :.::             
gi|375    IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSML 
                  10        20         30         40        50      
 
               70        80                                         
2MEPSP TSVTVTGPPREPFGRKHLKA                                         
                                                                    
gi|375 VERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEAL 
          60        70        80        90       100       110      
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (24-48:21-43) 
 
               10        20        30        40        50        60 
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                              : :..: .. :   . .::. :.::             
gi|333    IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSML 
                  10        20         30         40        50      
 
               70        80                                         
2MEPSP TSVTVTGPPREPFGRKHLKA                                         
                                                                    
gi|333 VERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEAL 
          60        70        80        90       100       110      
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.0 E():   56 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (2-24:32-54) 
 
                                            10        20        30  
2MEPSP                              KSPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     :: .:  .   .:::.: .:. .        
gi|225 IILCTPLIILAIILNATRNIPLGIVGGSNASPGDAVYQIALQSASHFCGGSILDEYWILT 
              10        20        30        40        50        60  
 
              40        50        60        70        80            
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA            
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gi|225 AAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNARV 
              70        80        90       100       110       120  
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.9  bits: 18.1 E():   56 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (8-53:86-130) 
 
                                      10        20        30        
2MEPSP                        KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
        40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
       . ..  : :.: . .:                            
gi|136 KKEALPKCAQVYNKLGMYPPNM                      
          120       130                            
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (67-75:14-22) 
 
         40        50        60        70        80                 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA                 
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (24-48:29-51) 
 
                    10        20        30        40        50      
2MEPSP      KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
          60        70        80                                    
2MEPSP VTWTETSVTVTGPPREPFGRKHLKA                                    
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (24-48:29-51) 
 
                    10        20        30        40        50      
2MEPSP      KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
          60        70        80                                    
2MEPSP VTWTETSVTVTGPPREPFGRKHLKA                                    
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 46; 24.5% identity (57.1% similar) in 49 aa overlap (4-49:85-131) 
 
                                          10        20           30 
2MEPSP                            KSPKNAYVEGDASSASYFLAGAAITGG---TVT 
                                     :  :.     ....: .:.:.  :   ..: 
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gi|170 DSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLT 
           60        70        80        90       100       110     
 
               40        50        60        70        80           
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA           
       . .  :.  : :. .:. :                                          
gi|170 ISNLTTS--QQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEENLIAP 
          120         130       140       150       160       170   
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (67-75:25-33) 
 
         40        50        60        70        80                 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA                 
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (24-48:35-57) 
 
                      10        20        30        40        50    
2MEPSP        KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
            60        70        80                                  
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKA                                  
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 17.7 E():   60 
Smith-Waterman score: 42; 31.8% identity (63.6% similar) in 22 aa overlap (11-32:80-101) 
 
                                   10        20        30        40 
2MEPSP                     KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   :.. ::         
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
               50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (67-75:31-39) 
 
         40        50        60        70        80                 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA                 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (67-75:31-39) 
 
         40        50        60        70        80                 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA                 
                                     :::. : :.                      
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gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (23-67:204-252) 
 
                       10        20        30           40          
2MEPSP         KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
      50         60        70        80      
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKA      
       .  :: : :  ..:  . :                   
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (23-67:204-252) 
 
                       10        20        30           40          
2MEPSP         KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
      50         60        70        80      
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKA      
       .  :: : :  ..:  . :                   
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (67-75:32-40) 
 
         40        50        60        70        80                 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA                 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.2  bits: 19.8 E():   61 
Smith-Waterman score: 47; 57.1% identity (71.4% similar) in 14 aa overlap (67-79:202-215) 
 
         40        50        60        70         80                
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF-GRKHLKA                
                                     : :. :  :::::.                 
gi|424 SLPEFKNFLNFLQTNGLNAIEFLNNIHDLLGIPHIPVTGRKHLRRGVGITGLIDDIIAIL 
             180       190       200       210       220       230  
 
gi|424 PVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVETLKAMPEYQSLIQKLKDKGVDVDH 
             240       250       260       270       280       290  
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.2  bits: 19.4 E():   61 
Smith-Waterman score: 47; 47.1% identity (76.5% similar) in 17 aa overlap (31-47:144-159) 
 
               10        20        30        40        50        60 
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ..::.:. : :::  .:              
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gi|151 DGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNTSVL-GDVLVSESIGVEPVHAQDGD 
           120       130       140       150        160       170   
 
               70        80                                         
2MEPSP TSVTVTGPPREPFGRKHLKA                                         
                                                                    
gi|151 AITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITISNNHFFNHHKVMLLGHDDTYDNDK 
            180       190       200       210       220       230   
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (4-53:40-93) 
 
                                          10        20              
2MEPSP                            KSPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
      30        40        50        60        70        80          
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA          
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.1  bits: 19.4 E():   63 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (29-47:97-115) 
 
                 10        20        30        40        50         
2MEPSP   KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
       60        70        80                                       
2MEPSP TETSVTVTGPPREPFGRKHLKA                                       
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (42-67:175-201) 
 
              20        30        40         50        60        70 
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
               80                                                   
2MEPSP EPFGRKHLKA                                                   
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (42-67:175-201) 
 
              20        30        40         50        60        70 
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
               80                                                   
2MEPSP EPFGRKHLKA                                                   
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
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          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (21-62:216-260) 
 
                         10        20        30        40           
2MEPSP           KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
        50        60        70        80        
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA        
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.9 E():   63 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (60-77:288-305) 
 
      30        40        50        60        70        80          
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA          
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (10-47:93-131) 
 
                                    10         20        30         
2MEPSP                      KSPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
       40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
        .::... :                                  
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN     
            130       140       150       160     
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 18.6 E():   64 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (38-68:98-127) 
 
        10        20        30        40        50        60        
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
        70        80                                                
2MEPSP PPREPFGRKHLKA                                                
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 18.6 E():   64 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (38-68:99-128) 
 
        10        20        30        40        50        60        
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
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       70        80        90       100        110       120        
 
        70        80                                                
2MEPSP PPREPFGRKHLKA                                                
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (10-32:145-167) 
 
                                    10        20        30          
2MEPSP                      KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
      40        50        60        70        80                    
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA                    
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.7  bits: 18.2 E():   66 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (35-60:38-62) 
 
           10        20        30        40        50        60     
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
           70        80                                             
2MEPSP VTGPPREPFGRKHLKA                                             
                                                                    
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.6  bits: 17.7 E():   66 
Smith-Waterman score: 42; 35.3% identity (64.7% similar) in 17 aa overlap (64-79:20-36) 
 
            40        50        60         70        80             
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKA             
                                     .. : ::  : .:.: .              
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
                          10        20        30        40          
 
gi|301 AILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVD 
      50        60        70        80        90       100          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 19.5 E():   71 
Smith-Waterman score: 46; 36.4% identity (68.2% similar) in 22 aa overlap (49-70:312-333) 
 
       20        30        40        50        60        70         
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
                                     .: .: :.  .  ..:::.: :         
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
       80                                                           
2MEPSP KA                                                           
                                                                    
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.4 E():   75 
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Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (4-32:73-101) 
 
                                          10        20        30    
2MEPSP                            KSPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
            40        50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                                       
gi|193 FNHLVKH                                         
                                                       
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (2-27:59-83) 
 
                                             10        20        30 
2MEPSP                              KSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
               40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                                          
gi|215 AAPEAERAEEEKEESDDDMGFGLFD                          
         90       100       110                           
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (2-26:59-84) 
 
                                             10        20        30 
2MEPSP                              KSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
               40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                                          
gi|668 AAKEKNEEEKEESDEDMGFGLFD                            
       90       100       110                             
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (2-26:59-84) 
 
                                             10        20        30 
2MEPSP                              KSPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
               40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                                          
gi|833 AAEEKKEEEKEESDEDMGFGLFD                            
       90       100       110                             
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (13-38:103-127) 
 
                                 10        20        30        40   
2MEPSP                   KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
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             50        60        70        80                       
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA                       
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (64-77:292-305) 
 
            40        50        60        70        80              
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA              
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 42; 28.6% identity (55.1% similar) in 49 aa overlap (4-47:83-130) 
 
                                          10             20         
2MEPSP                            KSPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
       30        40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
       : ... .    ..::.. :                                  
gi|131 V-IKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN     
             120       130       140       150              
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 45; 29.2% identity (58.3% similar) in 48 aa overlap (10-57:317-364) 
 
                                    10        20        30          
2MEPSP                      KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     :. ::.:   . .. ::.. :  : :. :  
gi|855 SASSTSSKTPSTSTLATSTKATPTPSGTSSGSNSSSSAEPTTTGGTGSSNTGSGSGSGSG 
        290       300       310       320       330       340       
 
      40        50        60        70        80         
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA         
       .:. . .      ::..:                                
gi|855 SGSSSSTGSSTSAGASATPELSQGAAGSIKGSVTACALVFGAVAAVLAF 
        350       360       370       380       390      
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (38-52:53-67) 
 
        10        20        30        40        50        60        
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
        70        80                                                
2MEPSP PPREPFGRKHLKA                                                
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.8  bits: 20.0 E():   83 
Smith-Waterman score: 56; 30.2% identity (58.1% similar) in 43 aa overlap (1-43:113-154) 
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                                             10        20        30 
2MEPSP                               KSPKNAYVEGDASSASYFLAGAAITGGTVT 
                                     :.  :::  :....:   :   : .:  .. 
gi|581 ITWLGDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKSGDKIN 
             90       100       110       120       130        140  
 
               40        50        60        70        80           
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA           
         : : .. .::.                                                
gi|581 FVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGTLTKSGDKY 
             150       160       170       180       190       200  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (33-52:285-304) 
 
             10        20        30        40        50        60   
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
             70        80 
2MEPSP VTVTGPPREPFGRKHLKA 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.8 E():   86 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (22-35:13-26) 
 
               10        20        30        40        50        60 
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                            ::...  : :. ::                          
gi|156          MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLVY 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP TSVTVTGPPREPFGRKHLKA                                         
                                                                    
gi|156 IHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDV 
              60        70        80        90       100       110  
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.3 E():   88 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (22-41:218-237) 
 
                        10        20        30        40        50  
2MEPSP          KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
              60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKA 
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.2  bits: 18.7 E():   89 
Smith-Waterman score: 44; 24.5% identity (55.1% similar) in 49 aa overlap (4-49:65-111) 
 
                                          10        20           30 
2MEPSP                            KSPKNAYVEGDASSASYFLAGAAITGG---TVT 
                                     :  :.     ....: .:.:.  :   ..: 
gi|627 DSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLT 
           40        50        60        70        80        90     
 
               40        50        60        70        80           
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA           
       .    :.  : :. .:. :                                          
gi|627 ISQLTTS--QQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEENLIAP 
          100         110       120       130       140       150   
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>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.1  bits: 18.3 E():   90 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (40-68:189-216) 
 
      10        20        30        40        50         60         
2MEPSP GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
       70        80                     
2MEPSP PREPFGRKHLKA                     
                                        
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 41; 22.2% identity (52.8% similar) in 36 aa overlap (18-53:8-39) 
 
               10        20        30        40        50        60 
2MEPSP KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                        :  .:. ..: .  . ::    .:.:   .. .  :        
gi|344           MMKFIVLFALNAVASAGKMKFKDCG----KGEVTELDITDCSGDFCVLHR 
                         10        20            30        40       
 
               70        80                                         
2MEPSP TSVTVTGPPREPFGRKHLKA                                         
                                                                    
gi|344 GKSVTLDAKFVANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYS 
         50        60        70        80        90       100       
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 48; 30.0% identity (65.0% similar) in 40 aa overlap (9-48:103-140) 
 
                                     10        20        30         
2MEPSP                       KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 KYTDSKGKNRTTIRGRTKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
             80        90       100       110       120        130  
 
       40        50        60        70        80                   
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA                   
        .: : ....                                                   
gi|194 -NGHVIYVQLRLTLRSFHPEQGDKEALQHYTVHQVNQHKKAIEEDLKHFNLKYEDLHSTC 
              140       150       160       170       180       190 
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.8  bits: 18.7 E():   94 
Smith-Waterman score: 44; 24.5% identity (57.1% similar) in 49 aa overlap (4-49:85-131) 
 
                                          10        20           30 
2MEPSP                            KSPKNAYVEGDASSASYFLAGAAITGG---TVT 
                                     :  :.     ....: .:.:.  :   ..: 
gi|145 DSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRGIEDSLT 
           60        70        80        90       100       110     
 
               40        50        60        70        80           
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA           
       .   . :. : :. .:. :                                          
gi|145 I--FNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEENLIAP 
            120       130       140       150       160       170   
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (11-32:80-101) 
 
                                   10        20        30        40 
2MEPSP                     KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7957

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|209 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
               50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (11-32:80-101) 
 
                                   10        20        30        40 
2MEPSP                     KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|249 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
               50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (33-78:85-134) 
 
             10        20        30        40         50            
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
       60        70        80                                       
2MEPSP TETSVTVTGPPREPFGRKHLKA                                       
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   97 
Smith-Waterman score: 40; 28.0% identity (56.0% similar) in 25 aa overlap (11-35:79-103) 
 
                                   10        20        30        40 
2MEPSP                     KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   : . :.  :      
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
               50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                                
gi|131 WGAKG                                    
      110                                       
 
>>gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 [Ch  (86 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 16.6 E():   99 
Smith-Waterman score: 39; 42.9% identity (66.7% similar) in 21 aa overlap (10-30:24-44) 
 
                             10        20        30        40       
2MEPSP               KSPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                              ::.. .:  :. :  : :.::                 
gi|294 MAAEDTPQDIADRERIFKRFDTNGDGKISSSELGDALKTLGSVTPDEVRRMMAEIDTDGD 
               10        20        30        40        50        60 
 
         50        60        70        80 
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                          
gi|294 GFISFDEFTDFARANRGLVKDVSKIF         
               70        80               
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
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 Scomplib [35.04] 
 start: Tue Apr 19 10:57:52 2011 done: Tue Apr 19 10:57:52 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 244  - 323 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     1     0:= 
  30    14     2:*==== 
  32    17     8:==*=== 
  34    27    22:=======*= 
  36    38    44:============= * 
  38    38    73:=============           * 
  40   116   102:=================================*===== 
  42   118   125:======================================== * 
  44   133   138:=============================================* 
  46   160   140:==============================================*======= 
  48   147   134:============================================*==== 
  50   139   122:========================================*====== 
  52    99   108:=================================  * 
  54    87    92:============================= * 
  56    57    77:===================      * 
  58    56    63:=================== * 
  60    36    51:============    * 
  62    31    41:===========  * 
  64    27    33:========= * 
  66    22    26:========* 
  68    13    20:===== * 
  70    36    16:=====*====== 
  72    16    12:===*== 
  74     6    10:== * 
  76     9     8:==* 
  78    11     6:=*== 
  80     5     5:=* 
  82     4     3:*= 
  84     2     3:* 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     9     0:===       *========= 
 100     3     0:=         *=== 
 102     1     0:=         *= 
 104     3     0:=         *=== 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.39660.00296; mu= 15.0131 0.154 
 mean_var=29.3637 7.875, 0's: 2 Z-trim: 3  B-trim: 117 in 1/43 
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 Lambda= 0.236684 
 Kolmogorov-Smirnov  statistic: 0.0286 (N=29) at  68 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   67 26.3    0.22 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   62 24.6     0.7 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   62 24.6     0.7 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   62 24.6     0.7 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   60 23.9     1.1 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   60 23.9     1.1 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   59 23.6     1.4 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   59 23.6     1.4 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   58 23.2     1.7 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   58 23.2     1.7 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 23.3     1.8 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 23.3     1.8 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 23.3     1.8 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 23.3     1.8 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 23.3     1.8 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   58 23.3     1.8 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 23.3     1.8 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   57 22.9     2.3 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   59 23.9     3.7 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   54 21.9     4.7 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.6     6.4 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.6     6.9 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.2     7.8 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   50 20.4     9.2 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   51 20.9     9.5 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.3      11 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 20.5      12 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   53 21.9      14 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.2      15 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.7      15 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   48 19.8      15 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   49 20.2      15 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 20.2      16 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.8      17 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.9      20 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   53 22.0      21 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   53 22.0      21 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.5      22 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.3      23 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.5      23 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.3      24 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.3      24 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.3      24 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.5      24 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.5      24 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 19.1      24 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.4      25 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.4      27 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   50 20.8      28 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.4      29 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 18.7      30 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.2      31 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.7      31 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.0      32 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.2      32 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.2      32 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.2      32 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   51 21.3      33 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.2      35 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   45 18.8      40 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   45 18.8      40 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.8      40 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   46 19.3      42 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7960

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   46 19.3      43 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.4      43 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.3      44 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.4      45 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.5      47 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.3      48 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.3      48 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   47 19.7      48 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 18.0      49 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 18.1      50 
gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus ( 115)   43 18.1      50 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   46 19.3      50 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   46 19.4      53 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.5      55 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.1      55 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.1      55 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.1      55 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.1      55 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.1      55 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.1      55 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.1      55 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   46 19.4      56 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   45 18.9      56 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.1      57 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      58 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.1      58 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.1      58 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   46 19.4      60 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      60 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.1      60 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   42 17.7      60 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.0      61 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.0      61 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 19.0      61 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.0      61 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 19.0      61 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 19.8      62 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.4      62 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 18.1      62 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.4      63 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.0      64 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.0      64 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 19.0      64 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.8      64 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 18.1      64 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.6      65 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.6      65 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.4      65 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 18.2      66 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 17.7      66 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.5      71 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.4      76 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   41 17.4      77 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   41 17.4      77 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.4      77 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.2      77 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   42 17.8      81 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.5      81 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.1      82 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.8      83 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 19.9      84 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.7      85 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.8      87 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.3      88 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   44 18.7      90 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.3      91 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   41 17.4      92 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   42 17.9      93 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   44 18.7      95 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   40 17.0      95 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   40 17.0      95 
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gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      97 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   40 17.0      98 
gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 (  86)   39 16.6      99 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  67  Z-score: 114.2  bits: 26.3 E(): 0.22 
Smith-Waterman score: 67; 29.3% identity (53.4% similar) in 58 aa overlap (10-66:73-130) 
 
                                    10        20        30          
2MEPSP                      SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS-L 
                                     :::.     .:.: . :.  : :  :.. . 
gi|583 TKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVI 
             50        60        70        80        90       100   
 
       40        50        60        70        80                
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI                
         : :  .:..  :    :...: :  :                              
gi|583 YTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP 
            110       120       130       140       150          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  62  Z-score: 105.2  bits: 24.6 E():  0.7 
Smith-Waterman score: 62; 26.5% identity (57.4% similar) in 68 aa overlap (13-76:4-70) 
 
               10        20         30        40        50          
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTW-- 
                   ... : .. ..:: .  : :: : :.. :...  .   . : .:     
gi|160          MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALG 
                        10        20        30         40        50 
 
         60        70        80                                     
2MEPSP -TETSVTVTGPPREPFGRKHLKAI                                     
        : ..   :::  .: :..:                                         
gi|160 DTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHS 
               60        70        80        90       100       110 
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  62  Z-score: 105.2  bits: 24.6 E():  0.7 
Smith-Waterman score: 62; 32.7% identity (60.0% similar) in 55 aa overlap (26-76:16-70) 
 
               10        20          30        40         50        
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTW 
                                :::  : :: : :.. :... .   :. . :..   
gi|160           MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALG 
                         10        20        30        40        50 
 
        60         70        80                                     
2MEPSP TETSVTV-TGPPREPFGRKHLKAI                                     
         :.  . :::  .: :..:                                         
gi|160 DTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHS 
               60        70        80        90       100       110 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.2  bits: 24.6 E():  0.7 
Smith-Waterman score: 62; 32.1% identity (57.1% similar) in 56 aa overlap (26-76:16-70) 
 
               10        20          30        40        50         
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW- 
                                :::  : :: : :.. :...  .   . : .:.   
gi|160           MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNAL 
                         10        20        30         40          
 
          60        70        80                                    
2MEPSP --TETSVTVTGPPREPFGRKHLKAI                                    
         : ..   :::  .: :..:                                        
gi|160 GATTNGCMSTGPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPH 
      50        60        70        80        90       100          
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  60  Z-score: 101.5  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 30.9% identity (60.0% similar) in 55 aa overlap (26-76:16-70) 
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               10        20          30        40         50        
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTW 
                                :::  : :: : :.. :... .   :. . ...   
gi|160           MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALG 
                         10        20        30        40        50 
 
        60         70        80                                     
2MEPSP TETSVTV-TGPPREPFGRKHLKAI                                     
         :.  . :::  .: :..:                                         
gi|160 DTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHS 
               60        70        80        90       100       110 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  60  Z-score: 101.5  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 32.1% identity (57.1% similar) in 56 aa overlap (26-76:16-70) 
 
               10        20          30        40        50         
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW- 
                                :::  : :: : :.. :...  .   . : .:.   
gi|160           MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNAL 
                         10        20        30         40          
 
          60        70        80                                    
2MEPSP --TETSVTVTGPPREPFGRKHLKAI                                    
         : ..   :::  .: :..:                                        
gi|160 GDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPH 
      50        60        70        80        90       100          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 99.7  bits: 23.6 E():  1.4 
Smith-Waterman score: 59; 32.1% identity (55.4% similar) in 56 aa overlap (26-76:16-70) 
 
               10        20          30        40        50         
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW- 
                                :::  : :: : :.. :...  .   . : .:    
gi|160           MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHAL 
                         10        20        30         40          
 
          60        70        80                                    
2MEPSP --TETSVTVTGPPREPFGRKHLKAI                                    
         : ..   :::  .: :..:                                        
gi|160 GDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPH 
      50        60        70        80        90       100          
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 99.7  bits: 23.6 E():  1.4 
Smith-Waterman score: 59; 32.1% identity (55.4% similar) in 56 aa overlap (26-76:16-70) 
 
               10        20          30        40        50         
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW- 
                                :::  : :: : :.. :...  .   . : .:    
gi|160           MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHAL 
                         10        20        30         40          
 
          60        70        80                                    
2MEPSP --TETSVTVTGPPREPFGRKHLKAI                                    
         : ..   :::  .: :..:                                        
gi|160 GDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPH 
      50        60        70        80        90       100          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 98.2  bits: 23.2 E():  1.7 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (26-76:16-70) 
 
               10        20          30        40        50         
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW- 
                                :::  : :: : :.. :...  .   . : .:    
gi|160           MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHAL 
                         10        20        30         40          
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          60        70        80                                    
2MEPSP --TETSVTVTGPPREPFGRKHLKAI                                    
         : ..   :::  .: :..:                                        
gi|160 GDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVV 
      50        60        70        80        90       100          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 98.2  bits: 23.2 E():  1.7 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (26-76:16-70) 
 
               10        20          30        40        50         
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW- 
                                :::  : :: : :.. :...  .   . : .:    
gi|160           MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHAL 
                         10        20        30         40          
 
          60        70        80                                    
2MEPSP --TETSVTVTGPPREPFGRKHLKAI                                    
         : ..   :::  .: :..:                                        
gi|160 GDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVV 
      50        60        70        80        90       100          
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.8  bits: 23.3 E():  1.8 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (26-76:16-70) 
 
               10        20          30        40        50         
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW- 
                                :::  : :: : :.. :...  .   . : .:    
gi|160           MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHAL 
                         10        20        30         40          
 
          60        70        80                                    
2MEPSP --TETSVTVTGPPREPFGRKHLKAI                                    
         : ..   :::  .: :..:                                        
gi|160 GDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPH 
      50        60        70        80        90       100          
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.8  bits: 23.3 E():  1.8 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (26-76:16-70) 
 
               10        20          30        40        50         
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW- 
                                :::  : :: : :.. :...  .   . : .:    
gi|160           MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHAL 
                         10        20        30         40          
 
          60        70        80                                    
2MEPSP --TETSVTVTGPPREPFGRKHLKAI                                    
         : ..   :::  .: :..:                                        
gi|160 GDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPH 
      50        60        70        80        90       100          
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.8  bits: 23.3 E():  1.8 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (26-76:16-70) 
 
               10        20          30        40        50         
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW- 
                                :::  : :: : :.. :...  .   . : .:    
gi|145           MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHAL 
                         10        20        30         40          
 
          60        70        80                                    
2MEPSP --TETSVTVTGPPREPFGRKHLKAI                                    
         : ..   :::  .: :..:                                        
gi|145 GDTTNGCMSTGPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPH 
      50        60        70        80        90       100          
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
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 initn:  49 init1:  49 opt:  58  Z-score: 97.8  bits: 23.3 E():  1.8 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (26-76:16-70) 
 
               10        20          30        40        50         
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW- 
                                :::  : :: : :.. :...  .   . : .:    
gi|160           MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHAL 
                         10        20        30         40          
 
          60        70        80                                    
2MEPSP --TETSVTVTGPPREPFGRKHLKAI                                    
         : ..   :::  .: :..:                                        
gi|160 GDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPH 
      50        60        70        80        90       100          
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.8  bits: 23.3 E():  1.8 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (26-76:16-70) 
 
               10        20          30        40        50         
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW- 
                                :::  : :: : :.. :...  .   . : .:    
gi|160           MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHAL 
                         10        20        30         40          
 
          60        70        80                                    
2MEPSP --TETSVTVTGPPREPFGRKHLKAI                                    
         : ..   :::  .: :..:                                        
gi|160 GDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPH 
      50        60        70        80        90       100          
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.8  bits: 23.3 E():  1.8 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (26-76:16-70) 
 
               10        20          30        40        50         
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW- 
                                :::  : :: : :.. :...  .   . : .:    
gi|160           MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHAL 
                         10        20        30         40          
 
          60        70        80                                    
2MEPSP --TETSVTVTGPPREPFGRKHLKAI                                    
         : ..   :::  .: :..:                                        
gi|160 GDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPH 
      50        60        70        80        90       100          
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.8  bits: 23.3 E():  1.8 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (26-76:16-70) 
 
               10        20          30        40        50         
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW- 
                                :::  : :: : :.. :...  .   . : .:    
gi|160           MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHAL 
                         10        20        30         40          
 
          60        70        80                                    
2MEPSP --TETSVTVTGPPREPFGRKHLKAI                                    
         : ..   :::  .: :..:                                        
gi|160 GDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPH 
      50        60        70        80        90       100          
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 96.0  bits: 22.9 E():  2.3 
Smith-Waterman score: 57; 30.9% identity (60.0% similar) in 55 aa overlap (26-76:16-70) 
 
               10        20          30        40         50        
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTW 
                                :::  : :: : :.. :... .   :. . ...   
gi|160           MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALG 
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                         10        20        30        40        50 
 
        60         70        80                                     
2MEPSP TETSVTV-TGPPREPFGRKHLKAI                                     
         :.  . :::  .: :..:                                         
gi|160 DATNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHS 
               60        70        80        90       100       110 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  50 init1:  50 opt:  59  Z-score: 92.2  bits: 23.9 E():  3.7 
Smith-Waterman score: 63; 30.1% identity (47.0% similar) in 83 aa overlap (1-73:17-97) 
 
                               10         20          30            
2MEPSP                 SPKNAYVEGDASSAS-YFLAGA--AITGGTVTV-------EGCG 
                       .:  : . .:  : : :::     : : :..:.       . :: 
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI               
        :  :: .   . .. ::  . :  : ::.  :    .:                      
gi|947 GT-WQGIIDKLDYIQGMGFTAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTA 
                70        80         90       100       110         
 
gi|947 DDLKALSSALHERGMYLMVDVVANHMGYDGAGSSVDYSVFKPFSSQDYFHPFCFIQNYED 
      120       130       140       150       160       170         
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 90.5  bits: 21.9 E():  4.7 
Smith-Waterman score: 54; 30.9% identity (60.0% similar) in 55 aa overlap (26-76:16-70) 
 
               10        20          30        40         50        
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTW 
                                :::  : :: : :.. :... .   :. . ...   
gi|160           MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALG 
                         10        20        30        40        50 
 
        60         70        80                                     
2MEPSP TETSVTV-TGPPREPFGRKHLKAI                                     
         :.  . :::  .: :..:                                         
gi|160 DITNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHS 
               60        70        80        90       100       110 
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 88.0  bits: 21.6 E():  6.4 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (5-33:86-113) 
 
                                         10        20        30     
2MEPSP                           SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
           40        50        60        70        80        
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI        
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 87.4  bits: 21.6 E():  6.9 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (5-33:102-129) 
 
                                         10        20        30     
2MEPSP                           SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
           40        50        60        70        80        
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI        

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7966

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 86.5  bits: 21.2 E():  7.8 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (3-46:83-130) 
 
                                           10             20        
2MEPSP                             SPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
        30        40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
       : ... .    .:::.. :                                   
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN      
             120       130       140       150               
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.2  bits: 20.4 E():  9.2 
Smith-Waterman score: 50; 32.1% identity (64.3% similar) in 28 aa overlap (4-31:74-101) 
 
                                          10        20        30    
2MEPSP                            SPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     .: : .:: ..... :: .   : . ::   
gi|207 AKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEF 
            50        60        70        80        90       100    
 
            40        50        60        70        80 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                                       
gi|207 QALVKA                                          
                                                       
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 84.9  bits: 20.9 E():  9.5 
Smith-Waterman score: 51; 30.4% identity (53.6% similar) in 56 aa overlap (26-76:16-70) 
 
               10        20          30        40        50         
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW- 
                                :::  : .: : :.. :...  .   . : .:    
gi|160           MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHAL 
                         10        20        30         40          
 
          60        70        80                                    
2MEPSP --TETSVTVTGPPREPFGRKHLKAI                                    
         : ..   :::   : :..:                                        
gi|160 GDTTNGCMSTGPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPH 
      50        60        70        80        90       100          
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.6  bits: 21.3 E():   11 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (23-42:208-227) 
 
                       10        20        30        40        50   
2MEPSP         SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
             60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAI 
                                    
gi|111 KPEFIDIINAAAVKSA             
       240       250                
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 82.8  bits: 20.5 E():   12 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (3-46:83-130) 
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                                           10             20        
2MEPSP                             SPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
        30        40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
       : ... .    .:::.. :                                   
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN      
             120       130       140       150               
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.9  bits: 21.9 E():   14 
Smith-Waterman score: 53; 38.5% identity (73.1% similar) in 26 aa overlap (4-29:19-44) 
 
                              10        20        30        40      
2MEPSP                SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                         :  ::.:.. .. .:: ::. .:. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI                          
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.5  bits: 20.2 E():   15 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (23-47:35-57) 
 
                       10        20        30        40        50   
2MEPSP         SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
             60        70        80                                 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAI                                 
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 81.5  bits: 19.7 E():   15 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (2-31:73-101) 
 
                                            10        20        30  
2MEPSP                              SPKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
              40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                                         
gi|288 EFAVWVKQ                                          
                                                         
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 19.8 E():   15 
Smith-Waterman score: 48; 42.3% identity (65.4% similar) in 26 aa overlap (1-26:59-84) 
 
                                             10        20        30 
2MEPSP                               SPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .:.:.   .::: .::     
gi|117 SVGIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEA 
       30        40        50        60        70        80         
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               40        50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                                          
gi|117 APEAAKEEEKEESDDDMGFGLFD                            
       90       100       110                             
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 81.2  bits: 20.2 E():   15 
Smith-Waterman score: 49; 30.4% identity (55.4% similar) in 56 aa overlap (26-76:16-70) 
 
               10        20          30        40        50         
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW- 
                                :::  : :: : :.. :...  .   . : .:    
gi|160           MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHAL 
                         10        20        30         40          
 
          60        70        80                                    
2MEPSP --TETSVTVTGPPREPFGRKHLKAI                                    
         : ..   :::  .: :...                                        
gi|160 GDTTNGCMSTGPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPH 
      50        60        70        80        90       100          
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 80.8  bits: 20.2 E():   16 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (5-33:84-111) 
 
                                         10        20        30     
2MEPSP                           SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
           40        50        60        70        80      
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI      
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.2  bits: 19.8 E():   17 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (48-74:9-37) 
 
        20        30        40        50        60         70       
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
          80                                                        
2MEPSP HLKAI                                                        
                                                                    
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.1  bits: 19.9 E():   20 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (51-69:1-18) 
 
               30        40        50        60        70        80 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 78.8  bits: 22.0 E():   21 
Smith-Waterman score: 53; 30.8% identity (59.0% similar) in 39 aa overlap (4-42:117-154) 
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                                          10        20        30    
2MEPSP                            SPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     :::  :....:   :  :  .:  ..  :  
gi|238 GDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAK-AGDKINFVGY 
         90       100       110       120       130        140      
 
            40        50        60        70        80              
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI              
       : .. .::.                                                    
gi|238 GQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKYSFDG 
         150       160       170       180       190       200      
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 78.8  bits: 22.0 E():   21 
Smith-Waterman score: 53; 30.8% identity (59.0% similar) in 39 aa overlap (4-42:117-154) 
 
                                          10        20        30    
2MEPSP                            SPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     :::  :....:   :  :  .:  ..  :  
gi|238 GDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAK-AGDKINFVGY 
         90       100       110       120       130        140      
 
            40        50        60        70        80              
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI              
       : .. .::.                                                    
gi|238 GQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKYSFDG 
         150       160       170       180       190       200      
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 78.2  bits: 19.5 E():   22 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (7-52:86-130) 
 
                                       10        20        30       
2MEPSP                         SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
         40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
       . ..  : :.: . .:                             
gi|136 KKEALPKCAQVYNKLGMYPPNM                       
          120       130                             
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.1  bits: 20.3 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (32-77:68-117) 
 
              10        20        30        40         50           
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
        60        70        80                                      
2MEPSP TETSVTVTGPPREPFGRKHLKAI                                      
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 78.1  bits: 19.5 E():   23 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (7-52:90-134) 
 
                                       10        20        30       
2MEPSP                         SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
         40        50        60        70        80 
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2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
       . ..  : :.: . .:                             
gi|145 KKEALPKCAQVYNKLGMYPPNM                       
      120       130       140                       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.8  bits: 20.3 E():   24 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (32-77:79-128) 
 
              10        20        30        40         50           
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
        60        70        80                                      
2MEPSP TETSVTVTGPPREPFGRKHLKAI                                      
         ..::.:   .::..  :.                                         
gi|752 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGT 
      110       120       130       140       150       160         
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.8  bits: 20.3 E():   24 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (32-77:79-128) 
 
              10        20        30        40         50           
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
        60        70        80                                      
2MEPSP TETSVTVTGPPREPFGRKHLKAI                                      
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.8  bits: 20.3 E():   24 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (32-77:79-128) 
 
              10        20        30        40         50           
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
        60        70        80                                      
2MEPSP TETSVTVTGPPREPFGRKHLKAI                                      
         ..::.:   .::..  :.                                         
gi|126 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.8  bits: 19.5 E():   24 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (7-52:96-140) 
 
                                       10        20        30       
2MEPSP                         SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
         40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
       . ..  : :.: . .:                             
gi|246 KKEALPKCAQVYNKLGMYPPNM                       
          130       140                             
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 77.7  bits: 19.5 E():   24 
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Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (13-39:9-38) 
 
               10           20        30        40        50        
2MEPSP SPKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                   ::  ::   :.:.:  .:: ::: . .: :                   
gi|110     MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKHCQMY 
                   10        20        30        40        50       
 
        60        70        80                                      
2MEPSP TETSVTVTGPPREPFGRKHLKAI                                      
                                                                    
gi|110 VQQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGE 
         60        70        80        90       100       110       
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.6  bits: 19.1 E():   24 
Smith-Waterman score: 46; 32.3% identity (67.7% similar) in 31 aa overlap (1-31:59-89) 
 
                                             10        20        30 
2MEPSP                               SPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     : : : : . .....   .::: .::.. . 
gi|117 SVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQA 
       30        40        50        60        70        80         
 
               40        50        60        70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
       :                                                  
gi|117 EAAPEAAKEEEKEESDEDMGFGLFD                          
       90       100       110                             
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (14-41:133-160) 
 
                                10        20        30        40    
2MEPSP                  SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
            50        60        70        80                        
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI                        
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.8  bits: 20.4 E():   27 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (31-55:282-306) 
 
               10        20        30        40        50        60 
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
               70        80 
2MEPSP SVTVTGPPREPFGRKHLKAI 
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.3  bits: 20.8 E():   28 
Smith-Waterman score: 50; 38.5% identity (69.2% similar) in 26 aa overlap (4-29:19-44) 
 
                              10        20        30        40      
2MEPSP                SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                         :  ::.:.. .. .:: ::.  :. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI                          
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gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 76.1  bits: 20.4 E():   29 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (10-58:53-100) 
 
                                    10        20        30          
2MEPSP                      SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
      40        50        60        70        80                    
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI                    
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.9  bits: 18.7 E():   30 
Smith-Waterman score: 45; 28.6% identity (64.3% similar) in 28 aa overlap (4-31:74-101) 
 
                                          10        20        30    
2MEPSP                            SPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     .: . .:: ..... :: .   : . ::   
gi|207 AKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEF 
            50        60        70        80        90       100    
 
            40        50        60        70        80 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                                       
gi|207 QALVKA                                          
                                                       
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (36-51:135-150) 
 
          10        20        30        40        50        60      
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
          70        80 
2MEPSP GPPREPFGRKHLKAI 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (18-68:1-49) 
 
               10        20        30        40        50        60 
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                        .:..:.:  ...:  : ..:.   .  ..:   ..  . .... 
gi|144                  MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRS 
                                10        20        30        40    
 
               70        80                                         
2MEPSP SVTVTGPPREPFGRKHLKAI                                         
       . .:  ::                                                     
gi|144 GGAV--PPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNV 
              50        60        70        80        90       100  
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.5  bits: 20.0 E():   32 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (41-66:175-201) 
 
               20        30        40         50        60          
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
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                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
      70        80                                                  
2MEPSP EPFGRKHLKAI                                                  
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (44-76:82-109) 
 
            20        30        40        50        60        70    
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
            80                                              
2MEPSP RKHLKAI                                              
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (7-46:87-131) 
 
                                       10             20        30  
2MEPSP                         SPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
              40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
       . ..    :::.. :                                   
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN      
        120       130       140       150       160      
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (7-46:87-131) 
 
                                       10             20        30  
2MEPSP                         SPKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
              40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
       . ..    :::.. :                                   
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN      
        120       130       140       150       160      
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.1  bits: 21.3 E():   33 
Smith-Waterman score: 55; 30.8% identity (59.0% similar) in 39 aa overlap (4-42:117-154) 
 
                                          10        20        30    
2MEPSP                            SPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     :::  :....:   :  :  .:  ..  :  
gi|219 GDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAK-SGDKINFVGY 
         90       100       110       120       130        140      
 
            40        50        60        70        80              
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI              
       : .. .::.                                                    
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gi|219 GQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGALTKSGDKYSFDG 
         150       160       170       180       190       200      
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 19.2 E():   35 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (42-68:4-30) 
 
              20        30        40        50        60        70  
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
              80                                                    
2MEPSP FGRKHLKAI                                                    
                                                                    
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (35-69:30-64) 
 
           10        20        30        40        50        60     
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|374  MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
           70        80                                             
2MEPSP TGPPREPFGRKHLKAI                                             
        :  .                                                        
gi|374 DGETKFILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLKY 
      60        70        80        90       100       110          
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 45; 25.7% identity (57.1% similar) in 35 aa overlap (35-69:30-64) 
 
           10        20        30        40        50        60     
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|169  MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
           70        80                                             
2MEPSP TGPPREPFGRKHLKAI                                             
        :  .                                                        
gi|169 DGETKFILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVKF 
      60        70        80        90       100       110          
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (7-46:87-131) 
 
                                       10             20        30  
2MEPSP                         SPKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
              40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
       . .  . .:: : .:                                   
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC       
        120       130       140       150                
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 73.2  bits: 19.3 E():   42 
Smith-Waterman score: 46; 27.1% identity (52.1% similar) in 48 aa overlap (36-78:93-140) 
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          10        20        30        40           50          60 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
               70        80                                         
2MEPSP SVTVTGPPREPFGRKHLKAI                                         
          .  ::  : .:.: .                                           
gi|289 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAI 
            130       140       150       160       170       180   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 73.1  bits: 19.3 E():   43 
Smith-Waterman score: 46; 27.1% identity (52.1% similar) in 48 aa overlap (36-78:96-143) 
 
          10        20        30        40           50          60 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
               70        80                                         
2MEPSP SVTVTGPPREPFGRKHLKAI                                         
          .  ::  : .:.: .                                           
gi|424 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAI 
         130       140       150       160       170       180      
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.0  bits: 18.4 E():   43 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (23-47:19-41) 
 
               10        20        30        40        50        60 
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                             : :..: .. :   . .::. :.::              
gi|131     QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLV 
                   10        20         30         40        50     
 
               70        80                                         
2MEPSP SVTVTGPPREPFGRKHLKAI                                         
                                                                    
gi|131 ERDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALP 
           60        70        80        90       100       110     
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 19.3 E():   44 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (63-76:15-28) 
 
             40        50        60        70        80             
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI             
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (23-47:25-47) 
 
                 10        20        30        40        50         
2MEPSP   SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
       60        70        80                                       
2MEPSP ETSVTVTGPPREPFGRKHLKAI                                       
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
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       60        70        80        90       100       110         
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 72.3  bits: 18.5 E():   47 
Smith-Waterman score: 44; 28.9% identity (60.0% similar) in 45 aa overlap (8-52:97-140) 
 
                                      10        20        30        
2MEPSP                        SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: :. .  :.  ....: : ::.  :  . 
gi|246 SMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFIL-STVNGTTRTVNPLGFYK 
         70        80        90       100        110       120      
 
        40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
        ..  : :.: . .:                             
gi|246 KEALPKCAQVYNKLGMYPPNM                       
         130       140                             
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (50-73:7-30) 
 
      20        30        40        50        60        70          
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
      80                                                            
2MEPSP I                                                            
                                                                    
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 53; 24.1% identity (58.6% similar) in 58 aa overlap (12-69:2-53) 
 
               10        20        30        40        50        60 
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                  .:.: .::  ..... :.. .::  ..       ..   .: :  : :. 
gi|109           MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK--WLEA 
                          10        20        30           40       
 
               70        80                                         
2MEPSP SVTVTGPPREPFGRKHLKAI                                         
       ..:  : :.                                                    
gi|109 KATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPE 
           50        60        70        80        90       100     
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.1  bits: 19.7 E():   48 
Smith-Waterman score: 47; 22.6% identity (59.7% similar) in 62 aa overlap (12-70:222-283) 
 
                                  10        20        30        40  
2MEPSP                    SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
                 50        60        70        80                   
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI                   
          .... :. . ..  .  ..: .. ::  :                             
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
 
gi|122 HVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
             320       330       340       350       360  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.0  bits: 18.0 E():   49 
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Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (11-32:63-84) 
 
                                   10        20        30        40 
2MEPSP                     SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|185 EADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAP 
             40        50        60        70        80        90   
 
               50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                                
gi|185 EAAKEEEKEESDEDMGFGLFD                    
            100       110                       
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 71.9  bits: 18.1 E():   50 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (18-68:1-49) 
 
               10        20        30        40        50        60 
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                        .:..:.:  ...:  : ..:.   .  ..:   ..  . .... 
gi|506                  MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRN 
                                10        20        30        40    
 
               70        80                                         
2MEPSP SVTVTGPPREPFGRKHLKAI                                         
       . .:  ::                                                     
gi|506 GGAV--PPACCNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNV 
              50        60        70        80        90       100  
 
>>gi|38492338|gb|AAR22488.1| allergen Mal d 3 [Malus x d  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 71.9  bits: 18.1 E():   50 
Smith-Waterman score: 43; 26.8% identity (56.1% similar) in 41 aa overlap (1-40:20-60) 
 
                                  10        20        30         40 
2MEPSP                    SPKNAYVEGDASSASYFLAGAAITGGTVTVEGC-GTTSLQG 
                          :  .: . :...:.     : . .::.:    : :  ...: 
gi|384 MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTING 
               10        20        30        40        50        60 
 
               50        60        70        80                
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI                
                                                               
gi|384 LARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.9  bits: 19.3 E():   50 
Smith-Waterman score: 46; 26.5% identity (55.9% similar) in 34 aa overlap (35-68:114-147) 
 
           10        20        30        40        50        60     
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
           70        80                                             
2MEPSP TGPPREPFGRKHLKAI                                             
          :                                                         
gi|144 IILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDR 
           150       160       170       180       190       200    
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.3  bits: 19.4 E():   53 
Smith-Waterman score: 46; 19.5% identity (53.7% similar) in 41 aa overlap (40-80:228-268) 
 
      10        20        30        40        50        60          
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
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      70        80                                     
2MEPSP EPFGRKHLKAI                                     
       .:    ::.:.                                     
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.1  bits: 18.5 E():   55 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (19-40:150-172) 
 
                           10        20         30        40        
2MEPSP             SPKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
        50        60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (23-47:20-42) 
 
               10        20        30        40        50        60 
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                             : :..: .. :     .::. :.::              
gi|333    QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLV 
                  10        20         30         40        50      
 
               70        80                                         
2MEPSP SVTVTGPPREPFGRKHLKAI                                         
                                                                    
gi|333 ERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALP 
          60        70        80        90       100       110      
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (23-47:20-42) 
 
               10        20        30        40        50        60 
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                             : :..: .. :   . .::. :.::              
gi|333    WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLV 
                  10        20          30        40        50      
 
               70        80                                         
2MEPSP SVTVTGPPREPFGRKHLKAI                                         
                                                                    
gi|333 ERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALP 
          60        70        80        90       100       110      
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (23-47:20-42) 
 
               10        20        30        40        50        60 
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                             : :..: .. :     .::. :.::              
gi|333    QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLV 
                  10        20         30         40        50      
 
               70        80                                         
2MEPSP SVTVTGPPREPFGRKHLKAI                                         
                                                                    
gi|333 ERDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALP 
          60        70        80        90       100       110      
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (23-47:21-43) 
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               10        20        30        40        50        60 
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                             : :..: .. :   . .::. :.::              
gi|333   ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLV 
                 10        20         30         40        50       
 
               70        80                                         
2MEPSP SVTVTGPPREPFGRKHLKAI                                         
                                                                    
gi|333 ERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALP 
         60        70        80        90       100       110       
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (23-47:21-43) 
 
               10        20        30        40        50        60 
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                             : :..: .. :   . .::. :.::              
gi|333   IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLV 
                 10        20         30         40        50       
 
               70        80                                         
2MEPSP SVTVTGPPREPFGRKHLKAI                                         
                                                                    
gi|333 ERDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALP 
         60        70        80        90       100       110       
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (23-47:21-43) 
 
               10        20        30        40        50        60 
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                             : :..: .. :   . .::. :.::              
gi|375   IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLV 
                 10        20         30         40        50       
 
               70        80                                         
2MEPSP SVTVTGPPREPFGRKHLKAI                                         
                                                                    
gi|375 ERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALP 
         60        70        80        90       100       110       
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (23-47:21-43) 
 
               10        20        30        40        50        60 
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                             : :..: .. :   . .::. :.::              
gi|333   IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLV 
                 10        20         30         40        50       
 
               70        80                                         
2MEPSP SVTVTGPPREPFGRKHLKAI                                         
                                                                    
gi|333 ERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALP 
         60        70        80        90       100       110       
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 19.4 E():   56 
Smith-Waterman score: 46; 19.5% identity (53.7% similar) in 41 aa overlap (40-80:247-287) 
 
      10        20        30        40        50        60          
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
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      70        80                                     
2MEPSP EPFGRKHLKAI                                     
       .:    ::.:.                                     
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 45; 34.8% identity (65.2% similar) in 23 aa overlap (1-23:32-54) 
 
                                             10        20        30 
2MEPSP                               SPKNAYVEGDASSASYFLAGAAITGGTVTV 
                                     :: .:  .   .:::.: .:. .        
gi|225 IILCTPLIILAIILNATRNIPLGIVGGSNASPGDAVYQIALQSASHFCGGSILDEYWILT 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI           
                                                                    
gi|225 AAHCVDGQTVSKLIRSKVLGEKISVSKIFAHEKYDSRLLDNDIALIKLKSPRLNSKNARV 
              70        80        90       100       110       120  
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.9  bits: 18.1 E():   57 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (7-52:86-130) 
 
                                       10        20        30       
2MEPSP                         SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
         40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
       . ..  : :.: . .:                             
gi|136 KKEALPKCAQVYNKLGMYPPNM                       
          120       130                             
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (66-74:14-22) 
 
          40        50        60        70        80                
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI                
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (23-47:29-51) 
 
                     10        20        30        40        50     
2MEPSP       SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
           60        70        80                                   
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAI                                   
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (23-47:29-51) 
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                     10        20        30        40        50     
2MEPSP       SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
           60        70        80                                   
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAI                                   
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 70.4  bits: 19.4 E():   60 
Smith-Waterman score: 46; 24.5% identity (57.1% similar) in 49 aa overlap (3-48:85-131) 
 
                                           10        20             
2MEPSP                             SPKNAYVEGDASSASYFLAGAAITGG---TVT 
                                     :  :.     ....: .:.:.  :   ..: 
gi|170 DSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLT 
           60        70        80        90       100       110     
 
      30        40        50        60        70        80          
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI          
       . .  :.  : :. .:. :                                          
gi|170 ISNLTTS--QQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEENLIAP 
          120         130       140       150       160       170   
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (66-74:25-33) 
 
          40        50        60        70        80                
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI                
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (23-47:35-57) 
 
                       10        20        30        40        50   
2MEPSP         SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
             60        70        80                                 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAI                                 
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 17.7 E():   60 
Smith-Waterman score: 42; 31.8% identity (63.6% similar) in 22 aa overlap (10-31:80-101) 
 
                                    10        20        30          
2MEPSP                      SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   :.. ::         
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
      40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (66-74:31-39) 
 
          40        50        60        70        80                
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI                
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (66-74:31-39) 
 
          40        50        60        70        80                
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI                
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (22-66:204-252) 
 
                        10        20        30           40         
2MEPSP          SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
       50         60        70        80     
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAI     
       .  :: : :  ..:  . :                   
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (66-74:32-40) 
 
          40        50        60        70        80                
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI                
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (22-66:204-252) 
 
                        10        20        30           40         
2MEPSP          SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
       50         60        70        80     
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAI     
       .  :: : :  ..:  . :                   
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
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 initn:  39 init1:  39 opt:  47  Z-score: 70.2  bits: 19.8 E():   62 
Smith-Waterman score: 47; 57.1% identity (71.4% similar) in 14 aa overlap (66-78:202-215) 
 
          40        50        60        70         80               
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF-GRKHLKAI               
                                     : :. :  :::::.                 
gi|424 SLPEFKNFLNFLQTNGLNAIEFLNNIHDLLGIPHIPVTGRKHLRRGVGITGLIDDIIAIL 
             180       190       200       210       220       230  
 
gi|424 PVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVETLKAMPEYQSLIQKLKDKGVDVDH 
             240       250       260       270       280       290  
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.2  bits: 19.4 E():   62 
Smith-Waterman score: 47; 47.1% identity (76.5% similar) in 17 aa overlap (30-46:144-159) 
 
                10        20        30        40        50          
2MEPSP  SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ..::.:. : :::  .:              
gi|151 DGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNTSVL-GDVLVSESIGVEPVHAQDGD 
           120       130       140       150        160       170   
 
      60        70        80                                        
2MEPSP TSVTVTGPPREPFGRKHLKAI                                        
                                                                    
gi|151 AITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITISNNHFFNHHKVMLLGHDDTYDNDK 
            180       190       200       210       220       230   
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (3-52:40-93) 
 
                                           10            20         
2MEPSP                             SPKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
       30        40        50        60        70        80         
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI         
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (28-46:97-115) 
 
                  10        20        30        40        50        
2MEPSP    SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
        60        70        80                                      
2MEPSP TETSVTVTGPPREPFGRKHLKAI                                      
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (41-66:175-201) 
 
               20        30        40         50        60          
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
      70        80                                                  
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2MEPSP EPFGRKHLKAI                                                  
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (41-66:175-201) 
 
               20        30        40         50        60          
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
      70        80                                                  
2MEPSP EPFGRKHLKAI                                                  
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (20-61:216-260) 
 
                          10        20        30           40       
2MEPSP            SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
         50        60        70        80       
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI       
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (59-76:288-305) 
 
       30        40        50        60        70        80         
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI         
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.8  bits: 18.1 E():   64 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (9-46:93-131) 
 
                                     10         20        30        
2MEPSP                       SPKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
        40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
        .::... :                                   
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN      
            130       140       150       160      
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 18.6 E():   65 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (37-67:98-127) 
 
         10        20        30        40        50        60       
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2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
         70        80                                               
2MEPSP PPREPFGRKHLKAI                                               
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 18.6 E():   65 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (37-67:99-128) 
 
         10        20        30        40        50        60       
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
         70        80                                               
2MEPSP PPREPFGRKHLKAI                                               
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (9-31:145-167) 
 
                                     10        20        30         
2MEPSP                       SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
       40        50        60        70        80                   
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI                   
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.6  bits: 18.2 E():   66 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (34-59:38-62) 
 
            10        20        30        40        50        60    
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
            70        80                                            
2MEPSP VTGPPREPFGRKHLKAI                                            
                                                                    
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.6  bits: 17.7 E():   66 
Smith-Waterman score: 42; 35.3% identity (64.7% similar) in 17 aa overlap (63-78:20-36) 
 
             40        50        60         70        80            
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAI            
                                     .. : ::  : .:.: .              
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
                          10        20        30        40          
 
gi|301 AILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVD 
      50        60        70        80        90       100          
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>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 19.5 E():   71 
Smith-Waterman score: 46; 36.4% identity (68.2% similar) in 22 aa overlap (48-69:312-333) 
 
        20        30        40        50        60        70        
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
                                     .: .: :.  .  ..:::.: :         
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
        80                                                          
2MEPSP KAI                                                          
                                                                    
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.4 E():   76 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (3-31:73-101) 
 
                                           10        20        30   
2MEPSP                             SPKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
             40        50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                                        
gi|193 FNHLVKH                                          
                                                        
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (1-25:59-84) 
 
                                              10        20          
2MEPSP                               SPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|668 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
      30        40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                                           
gi|668 AAKEKNEEEKEESDEDMGFGLFD                             
       90       100       110                              
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 41; 46.2% identity (57.7% similar) in 26 aa overlap (1-25:59-84) 
 
                                              10        20          
2MEPSP                               SPKNAYVE-GDASSASYFLAGAAITGGTVT 
                                     : : : :  : :..:.   ::::  :     
gi|833 SVGIDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAP 
       30        40        50        60        70        80         
 
      30        40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                                           
gi|833 AAEEKKEEEKEESDEDMGFGLFD                             
       90       100       110                              
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 41; 48.1% identity (63.0% similar) in 27 aa overlap (1-26:59-83) 
 
                                              10        20          
2MEPSP                               SPKNAYVE-GDASSASYFLAGAAITGGTVT 
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                                     : : : :  : :..::   .::: .::    
gi|215 SVGIDADEERLSSLLKELEGKDINELISSGSEKLASVPSGGAGAASA--GGAAAAGGAAE 
       30        40        50        60        70          80       
 
      30        40        50        60        70        80 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                                           
gi|215 AAPEAERAEEEKEESDDDMGFGLFD                           
         90       100       110                            
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (12-37:103-127) 
 
                                  10        20        30        40  
2MEPSP                    SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
              50        60        70        80                      
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI                      
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 42; 28.6% identity (55.1% similar) in 49 aa overlap (3-46:83-130) 
 
                                           10             20        
2MEPSP                             SPKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
        30        40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
       : ... .    ..::.. :                                   
gi|131 V-IKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN      
             120       130       140       150               
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 19.5 E():   81 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (63-76:292-305) 
 
             40        50        60        70        80             
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI             
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 45; 29.2% identity (58.3% similar) in 48 aa overlap (9-56:317-364) 
 
                                     10        20        30         
2MEPSP                       SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     :. ::.:   . .. ::.. :  : :. :  
gi|855 SASSTSSKTPSTSTLATSTKATPTPSGTSSGSNSSSSAEPTTTGGTGSSNTGSGSGSGSG 
        290       300       310       320       330       340       
 
       40        50        60        70        80        
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI        
       .:. . .      ::..:                                
gi|855 SGSSSSTGSSTSAGASATPELSQGAAGSIKGSVTACALVFGAVAAVLAF 
        350       360       370       380       390      
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7988

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (37-51:53-67) 
 
         10        20        30        40        50        60       
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
         70        80                                               
2MEPSP PPREPFGRKHLKAI                                               
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 19.9 E():   84 
Smith-Waterman score: 55; 30.8% identity (59.0% similar) in 39 aa overlap (4-42:117-154) 
 
                                          10        20        30    
2MEPSP                            SPKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     :::  :....:   :  :  .:  ..  :  
gi|581 GDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAK-SGDKINFVGY 
         90       100       110       120       130        140      
 
            40        50        60        70        80              
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI              
       : .. .::.                                                    
gi|581 GQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGTLTKSGDKYSFDG 
         150       160       170       180       190       200      
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (32-51:285-304) 
 
              10        20        30        40        50        60  
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
              70        80 
2MEPSP VTVTGPPREPFGRKHLKAI 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.8 E():   87 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (21-34:13-26) 
 
               10        20        30        40        50        60 
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                           ::...  : :. ::                           
gi|156         MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLVYI 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP SVTVTGPPREPFGRKHLKAI                                         
                                                                    
gi|156 HIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVP 
             60        70        80        90       100       110   
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.3 E():   88 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (21-40:218-237) 
 
                         10        20        30        40        50 
2MEPSP           SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
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               60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAI 
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.1  bits: 18.7 E():   90 
Smith-Waterman score: 44; 24.5% identity (55.1% similar) in 49 aa overlap (3-48:65-111) 
 
                                           10        20             
2MEPSP                             SPKNAYVEGDASSASYFLAGAAITGG---TVT 
                                     :  :.     ....: .:.:.  :   ..: 
gi|627 DSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLT 
           40        50        60        70        80        90     
 
      30        40        50        60        70        80          
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI          
       .    :.  : :. .:. :                                          
gi|627 ISQLTTS--QQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEENLIAP 
          100         110       120       130       140       150   
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.1  bits: 18.3 E():   91 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (39-67:189-216) 
 
       10        20        30        40        50         60        
2MEPSP GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
        70        80                    
2MEPSP PREPFGRKHLKAI                    
                                        
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.9  bits: 17.4 E():   92 
Smith-Waterman score: 41; 22.2% identity (52.8% similar) in 36 aa overlap (17-52:8-39) 
 
               10        20        30        40        50        60 
2MEPSP SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                       :  .:. ..: .  . ::    .:.:   .. .  :         
gi|344          MMKFIVLFALNAVASAGKMKFKDCG----KGEVTELDITDCSGDFCVLHRG 
                        10        20            30        40        
 
               70        80                                         
2MEPSP SVTVTGPPREPFGRKHLKAI                                         
                                                                    
gi|344 KSVTLDAKFVANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSG 
        50        60        70        80        90       100        
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 48; 30.0% identity (65.0% similar) in 40 aa overlap (8-47:103-140) 
 
                                      10        20        30        
2MEPSP                        SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 KYTDSKGKNRTTIRGRTKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
             80        90       100       110       120        130  
 
        40        50        60        70        80                  
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI                  
        .: : ....                                                   
gi|194 -NGHVIYVQLRLTLRSFHPEQGDKEALQHYTVHQVNQHKKAIEEDLKHFNLKYEDLHSTC 
              140       150       160       170       180       190 
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.7  bits: 18.7 E():   95 
Smith-Waterman score: 44; 24.5% identity (57.1% similar) in 49 aa overlap (3-48:85-131) 
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                                           10        20             
2MEPSP                             SPKNAYVEGDASSASYFLAGAAITGG---TVT 
                                     :  :.     ....: .:.:.  :   ..: 
gi|145 DSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRGIEDSLT 
           60        70        80        90       100       110     
 
      30        40        50        60        70        80          
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI          
       .   . :. : :. .:. :                                          
gi|145 I--FNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEENLIAP 
            120       130       140       150       160       170   
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (10-31:80-101) 
 
                                    10        20        30          
2MEPSP                      SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|209 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
      40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (10-31:80-101) 
 
                                    10        20        30          
2MEPSP                      SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|249 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
      40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.6  bits: 18.3 E():   97 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (32-77:85-134) 
 
              10        20        30        40         50           
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
        60        70        80                                      
2MEPSP TETSVTVTGPPREPFGRKHLKAI                                      
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 40; 28.0% identity (56.0% similar) in 25 aa overlap (10-34:79-103) 
 
                                    10        20        30          
2MEPSP                      SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   : . :.  :      
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
      40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                                 
gi|131 WGAKG                                     
      110                                        
 
>>gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 [Ch  (86 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 16.6 E():   99 
Smith-Waterman score: 39; 42.9% identity (66.7% similar) in 21 aa overlap (9-29:24-44) 
 
                              10        20        30        40      
2MEPSP                SPKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                              ::.. .:  :. :  : :.::                 
gi|294 MAAEDTPQDIADRERIFKRFDTNGDGKISSSELGDALKTLGSVTPDEVRRMMAEIDTDGD 
               10        20        30        40        50        60 
 
          50        60        70        80 
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                           
gi|294 GFISFDEFTDFARANRGLVKDVSKIF          
               70        80                
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:52 2011 done: Tue Apr 19 10:57:52 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 245  - 324 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     1     0:= 
  30    12     2:*=== 
  32    14     8:==*== 
  34    29    22:=======*== 
  36    37    44:============= * 
  38    46    73:================        * 
  40   131   102:=================================*========== 
  42   117   125:=======================================  * 
  44   128   138:===========================================  * 
  46   163   140:==============================================*======== 
  48   145   134:============================================*==== 
  50   116   122:======================================= * 
  52   101   108:================================== * 
  54    93    92:==============================* 
  56    55    77:===================      * 
  58    58    63:====================* 
  60    36    51:============    * 
  62    34    41:============ * 
  64    30    33:==========* 
  66    19    26:======= * 
  68    20    20:======* 
  70    28    16:=====*==== 
  72    16    12:===*== 
  74     7    10:===* 
  76     9     8:==* 
  78     8     6:=*= 
  80     6     5:=* 
  82     3     3:* 
  84     3     3:* 
  86     3     2:* 
  88     0     2:*          inset = represents 1 library sequences 
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  90     1     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     8     1:*==       :*======= 
  98     3     0:=         *=== 
 100     2     0:=         *== 
 102     0     0:          * 
 104     3     0:=         *=== 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.33220.00301; mu= 15.3526 0.157 
 mean_var=30.1747 8.135, 0's: 2 Z-trim: 3  B-trim: 117 in 1/43 
 Lambda= 0.233482 
 Kolmogorov-Smirnov  statistic: 0.0245 (N=28) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   67 26.2    0.25 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   62 24.5    0.78 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   62 24.5    0.78 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   62 24.5    0.78 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   60 23.8     1.2 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   60 23.8     1.2 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   59 23.5     1.6 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   59 23.5     1.6 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   58 23.1     1.9 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   58 23.1     1.9 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 23.1       2 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 23.1       2 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 23.1       2 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 23.1       2 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   57 22.8     2.5 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   59 23.8     3.9 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   54 21.8       5 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.5     6.8 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.5     7.3 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.1     8.2 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.1     8.3 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   50 20.3     9.9 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   51 20.8      10 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   50 20.4      12 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.3      12 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 20.4      13 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   53 21.8      15 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.1      16 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   48 19.7      16 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   49 20.1      16 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 20.1      17 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.7      18 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.8      21 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.8      21 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   53 21.9      21 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   53 21.9      21 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.4      23 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.3      24 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.4      24 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.3      25 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.3      25 
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gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.3      25 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.4      25 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.4      25 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.3      26 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.3      28 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   50 20.8      29 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.4      30 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 18.6      31 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.1      32 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.7      33 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.0      33 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.1      33 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.1      34 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.1      34 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.1      37 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.3      40 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.8      42 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   46 19.2      44 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   46 19.2      44 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.4      45 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.2      46 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.4      47 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.4      49 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.3      50 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.3      50 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   47 19.7      50 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.0      51 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 18.0      51 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   46 19.3      51 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 18.0      52 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   46 19.3      55 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.5      57 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.0      57 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.0      57 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.0      57 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   46 19.3      57 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.0      58 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.0      58 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.0      58 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.0      58 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.0      59 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.9      60 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.1      60 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.1      60 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   46 19.4      61 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.9      62 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.1      62 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   42 17.6      63 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.9      63 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.9      63 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 19.8      63 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.9      63 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 18.9      63 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 18.9      63 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   46 19.4      63 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.4      65 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 18.1      65 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.8      65 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.0      65 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.0      65 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 19.0      66 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 18.1      67 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.5      67 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.4      67 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.5      67 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.3      67 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 18.1      68 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 17.7      69 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.4      73 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.3      79 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.2      79 
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gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.2      80 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.3      80 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.2      80 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.5      82 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   42 17.8      83 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.1      84 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 19.9      85 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.8      86 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.6      87 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.8      90 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.2      91 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   44 18.7      92 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.2      93 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   41 17.4      95 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   42 17.8      96 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   44 18.7      97 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   40 17.0      99 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   40 17.0      99 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      99 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.0   1e 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.0   1e 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  67  Z-score: 113.3  bits: 26.2 E(): 0.25 
Smith-Waterman score: 67; 29.3% identity (53.4% similar) in 58 aa overlap (9-65:73-130) 
 
                                     10        20        30         
2MEPSP                       PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS-L 
                                     :::.     .:.: . :.  : :  :.. . 
gi|583 TKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVI 
             50        60        70        80        90       100   
 
        40        50        60        70        80               
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID               
         : :  .:..  :    :...: :  :                              
gi|583 YTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP 
            110       120       130       140       150          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  62  Z-score: 104.4  bits: 24.5 E(): 0.78 
Smith-Waterman score: 62; 26.5% identity (57.4% similar) in 68 aa overlap (12-75:4-70) 
 
               10        20         30        40        50          
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTW--- 
                  ... : .. ..:: .  : :: : :.. :...  .   . : .:      
gi|160         MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGD 
                       10        20        30         40        50  
 
         60        70        80                                     
2MEPSP TETSVTVTGPPREPFGRKHLKAID                                     
       : ..   :::  .: :..:                                          
gi|160 TTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSI 
              60        70        80        90       100       110  
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  62  Z-score: 104.4  bits: 24.5 E(): 0.78 
Smith-Waterman score: 62; 32.7% identity (60.0% similar) in 55 aa overlap (25-75:16-70) 
 
               10        20          30        40         50        
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWT 
                               :::  : :: : :.. :... .   :. . :..    
gi|160          MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGD 
                        10        20        30        40        50  
 
        60         70        80                                     
2MEPSP ETSVTV-TGPPREPFGRKHLKAID                                     
        :.  . :::  .: :..:                                          
gi|160 TTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSI 
              60        70        80        90       100       110  
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
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 initn:  51 init1:  51 opt:  62  Z-score: 104.4  bits: 24.5 E(): 0.78 
Smith-Waterman score: 62; 32.1% identity (57.1% similar) in 56 aa overlap (25-75:16-70) 
 
               10        20          30        40        50         
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW-- 
                               :::  : :: : :.. :...  .   . : .:.    
gi|160          MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALG 
                        10        20        30         40        50 
 
          60        70        80                                    
2MEPSP -TETSVTVTGPPREPFGRKHLKAID                                    
        : ..   :::  .: :..:                                         
gi|160 ATTNGCMSTGPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHS 
               60        70        80        90       100       110 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  60  Z-score: 100.8  bits: 23.8 E():  1.2 
Smith-Waterman score: 60; 30.9% identity (60.0% similar) in 55 aa overlap (25-75:16-70) 
 
               10        20          30        40         50        
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWT 
                               :::  : :: : :.. :... .   :. . ...    
gi|160          MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGD 
                        10        20        30        40        50  
 
        60         70        80                                     
2MEPSP ETSVTV-TGPPREPFGRKHLKAID                                     
        :.  . :::  .: :..:                                          
gi|160 TTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSI 
              60        70        80        90       100       110  
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  60  Z-score: 100.8  bits: 23.8 E():  1.2 
Smith-Waterman score: 60; 32.1% identity (57.1% similar) in 56 aa overlap (25-75:16-70) 
 
               10        20          30        40        50         
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW-- 
                               :::  : :: : :.. :...  .   . : .:.    
gi|160          MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALG 
                        10        20        30         40        50 
 
          60        70        80                                    
2MEPSP -TETSVTVTGPPREPFGRKHLKAID                                    
        : ..   :::  .: :..:                                         
gi|160 DTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHS 
               60        70        80        90       100       110 
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 99.0  bits: 23.5 E():  1.6 
Smith-Waterman score: 59; 32.1% identity (55.4% similar) in 56 aa overlap (25-75:16-70) 
 
               10        20          30        40        50         
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW-- 
                               :::  : :: : :.. :...  .   . : .:     
gi|160          MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALG 
                        10        20        30         40        50 
 
          60        70        80                                    
2MEPSP -TETSVTVTGPPREPFGRKHLKAID                                    
        : ..   :::  .: :..:                                         
gi|160 DTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHS 
               60        70        80        90       100       110 
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 99.0  bits: 23.5 E():  1.6 
Smith-Waterman score: 59; 32.1% identity (55.4% similar) in 56 aa overlap (25-75:16-70) 
 
               10        20          30        40        50         
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW-- 
                               :::  : :: : :.. :...  .   . : .:     
gi|160          MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALG 
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                        10        20        30         40        50 
 
          60        70        80                                    
2MEPSP -TETSVTVTGPPREPFGRKHLKAID                                    
        : ..   :::  .: :..:                                         
gi|160 DTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHS 
               60        70        80        90       100       110 
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.5  bits: 23.1 E():  1.9 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (25-75:16-70) 
 
               10        20          30        40        50         
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW-- 
                               :::  : :: : :.. :...  .   . : .:     
gi|160          MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALG 
                        10        20        30         40        50 
 
          60        70        80                                    
2MEPSP -TETSVTVTGPPREPFGRKHLKAID                                    
        : ..   :::  .: :..:                                         
gi|160 DTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVV 
               60        70        80        90       100       110 
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.5  bits: 23.1 E():  1.9 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (25-75:16-70) 
 
               10        20          30        40        50         
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW-- 
                               :::  : :: : :.. :...  .   . : .:     
gi|160          MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALG 
                        10        20        30         40        50 
 
          60        70        80                                    
2MEPSP -TETSVTVTGPPREPFGRKHLKAID                                    
        : ..   :::  .: :..:                                         
gi|160 DTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVV 
               60        70        80        90       100       110 
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.2  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (25-75:16-70) 
 
               10        20          30        40        50         
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW-- 
                               :::  : :: : :.. :...  .   . : .:     
gi|160          MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALG 
                        10        20        30         40        50 
 
          60        70        80                                    
2MEPSP -TETSVTVTGPPREPFGRKHLKAID                                    
        : ..   :::  .: :..:                                         
gi|160 DTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHS 
               60        70        80        90       100       110 
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.2  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (25-75:16-70) 
 
               10        20          30        40        50         
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW-- 
                               :::  : :: : :.. :...  .   . : .:     
gi|160          MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALG 
                        10        20        30         40        50 
 
          60        70        80                                    
2MEPSP -TETSVTVTGPPREPFGRKHLKAID                                    
        : ..   :::  .: :..:                                         
gi|160 DTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHS 
               60        70        80        90       100       110 
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>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.2  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (25-75:16-70) 
 
               10        20          30        40        50         
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW-- 
                               :::  : :: : :.. :...  .   . : .:     
gi|145          MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALG 
                        10        20        30         40        50 
 
          60        70        80                                    
2MEPSP -TETSVTVTGPPREPFGRKHLKAID                                    
        : ..   :::  .: :..:                                         
gi|145 DTTNGCMSTGPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHS 
               60        70        80        90       100       110 
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.2  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (25-75:16-70) 
 
               10        20          30        40        50         
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW-- 
                               :::  : :: : :.. :...  .   . : .:     
gi|160          MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALG 
                        10        20        30         40        50 
 
          60        70        80                                    
2MEPSP -TETSVTVTGPPREPFGRKHLKAID                                    
        : ..   :::  .: :..:                                         
gi|160 DTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHS 
               60        70        80        90       100       110 
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.2  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (25-75:16-70) 
 
               10        20          30        40        50         
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW-- 
                               :::  : :: : :.. :...  .   . : .:     
gi|160          MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALG 
                        10        20        30         40        50 
 
          60        70        80                                    
2MEPSP -TETSVTVTGPPREPFGRKHLKAID                                    
        : ..   :::  .: :..:                                         
gi|160 DTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHS 
               60        70        80        90       100       110 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.2  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (25-75:16-70) 
 
               10        20          30        40        50         
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW-- 
                               :::  : :: : :.. :...  .   . : .:     
gi|160          MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALG 
                        10        20        30         40        50 
 
          60        70        80                                    
2MEPSP -TETSVTVTGPPREPFGRKHLKAID                                    
        : ..   :::  .: :..:                                         
gi|160 DTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHS 
               60        70        80        90       100       110 
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.2  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (25-75:16-70) 
 
               10        20          30        40        50         
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW-- 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 7998

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                               :::  : :: : :.. :...  .   . : .:     
gi|160          MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALG 
                        10        20        30         40        50 
 
          60        70        80                                    
2MEPSP -TETSVTVTGPPREPFGRKHLKAID                                    
        : ..   :::  .: :..:                                         
gi|160 DTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHS 
               60        70        80        90       100       110 
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 57; 30.9% identity (60.0% similar) in 55 aa overlap (25-75:16-70) 
 
               10        20          30        40         50        
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWT 
                               :::  : :: : :.. :... .   :. . ...    
gi|160          MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGD 
                        10        20        30        40        50  
 
        60         70        80                                     
2MEPSP ETSVTV-TGPPREPFGRKHLKAID                                     
        :.  . :::  .: :..:                                          
gi|160 ATNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSI 
              60        70        80        90       100       110  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  50 init1:  50 opt:  59  Z-score: 91.8  bits: 23.8 E():  3.9 
Smith-Waterman score: 62; 30.5% identity (46.3% similar) in 82 aa overlap (1-72:18-97) 
 
                                10         20                 30    
2MEPSP                  PKNAYVEGDASSAS-YFLAGA--AITGGTVTV-------EGCG 
                        :  : . .:  : : :::     : : :..:.       . :: 
gi|947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID              
        :  :: .   . .. ::  . :  : ::.  :    .:                      
gi|947 GT-WQGIIDKLDYIQGMGFTAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTA 
                70        80         90       100       110         
 
gi|947 DDLKALSSALHERGMYLMVDVVANHMGYDGAGSSVDYSVFKPFSSQDYFHPFCFIQNYED 
      120       130       140       150       160       170         
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 89.9  bits: 21.8 E():    5 
Smith-Waterman score: 54; 30.9% identity (60.0% similar) in 55 aa overlap (25-75:16-70) 
 
               10        20          30        40         50        
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWT 
                               :::  : :: : :.. :... .   :. . ...    
gi|160          MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGD 
                        10        20        30        40        50  
 
        60         70        80                                     
2MEPSP ETSVTV-TGPPREPFGRKHLKAID                                     
        :.  . :::  .: :..:                                          
gi|160 ITNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSI 
              60        70        80        90       100       110  
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 87.5  bits: 21.5 E():  6.8 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (4-32:86-113) 
 
                                          10        20        30    
2MEPSP                            PKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
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            40        50        60        70        80       
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID       
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 86.9  bits: 21.5 E():  7.3 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (4-32:102-129) 
 
                                          10        20        30    
2MEPSP                            PKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
            40        50        60        70        80       
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID       
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.0  bits: 21.1 E():  8.2 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (34-80:30-74) 
 
            10        20        30        40        50        60    
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|169  MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
            70        80                                            
2MEPSP TGPPREPFGRKHLKAID                                            
        :  .  :  ....:::                                            
gi|169 DGETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSV 
      60          70        80        90       100       110        
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 86.0  bits: 21.1 E():  8.3 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (2-45:83-130) 
 
                                            10             20       
2MEPSP                              PKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
         30        40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
       : ... .    .:::.. :                                    
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN       
             120       130       140       150                
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.6  bits: 20.3 E():  9.9 
Smith-Waterman score: 50; 32.1% identity (64.3% similar) in 28 aa overlap (3-30:74-101) 
 
                                           10        20        30   
2MEPSP                             PKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     .: : .:: ..... :: .   : . ::   
gi|207 AKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEF 
            50        60        70        80        90       100    
 
             40        50        60        70        80 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                                        
gi|207 QALVKA                                           
                                                        
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
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 initn:  46 init1:  46 opt:  51  Z-score: 84.4  bits: 20.8 E():   10 
Smith-Waterman score: 51; 30.4% identity (53.6% similar) in 56 aa overlap (25-75:16-70) 
 
               10        20          30        40        50         
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW-- 
                               :::  : .: : :.. :...  .   . : .:     
gi|160          MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALG 
                        10        20        30         40        50 
 
          60        70        80                                    
2MEPSP -TETSVTVTGPPREPFGRKHLKAID                                    
        : ..   :::   : :..:                                         
gi|160 DTTNGCMSTGPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHS 
               60        70        80        90       100       110 
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 83.2  bits: 20.4 E():   12 
Smith-Waterman score: 50; 52.6% identity (68.4% similar) in 19 aa overlap (63-80:85-103) 
 
             40        50        60         70        80            
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAID            
                                     .::: :::  : ..::  :            
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.1  bits: 21.3 E():   12 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (22-41:208-227) 
 
                        10        20        30        40        50  
2MEPSP          PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
              60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     
gi|111 KPEFIDIINAAAVKSA              
       240       250                 
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 82.3  bits: 20.4 E():   13 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (2-45:83-130) 
 
                                            10             20       
2MEPSP                              PKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
         30        40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
       : ... .    .:::.. :                                    
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN       
             120       130       140       150                
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.5  bits: 21.8 E():   15 
Smith-Waterman score: 53; 38.5% identity (73.1% similar) in 26 aa overlap (3-28:19-44) 
 
                               10        20        30        40     
2MEPSP                 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                         :  ::.:.. .. .:: ::. .:. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
           50        60        70        80                         
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2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID                         
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.0  bits: 20.1 E():   16 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (22-46:35-57) 
 
                        10        20        30        40        50  
2MEPSP          PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
              60        70        80                                
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAID                                
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 81.0  bits: 19.7 E():   16 
Smith-Waterman score: 48; 33.3% identity (56.7% similar) in 30 aa overlap (1-30:73-101) 
 
                                             10        20        30 
2MEPSP                               PKNAYVEGDASSASYFLAGAAITGGTVTVE 
                                     :: : :  :: . ... :: :   : . .. 
gi|288 DVKKAFKVIDQDASGFIEVEELKLFLQNFCPK-ARVLTDAETKAFLKAGDADGDGMIGID 
             50        60        70         80        90       100  
 
               40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                                          
gi|288 EFAVWVKQ                                           
                                                          
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 80.8  bits: 20.1 E():   16 
Smith-Waterman score: 49; 30.4% identity (55.4% similar) in 56 aa overlap (25-75:16-70) 
 
               10        20          30        40        50         
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW-- 
                               :::  : :: : :.. :...  .   . : .:     
gi|160          MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALG 
                        10        20        30         40        50 
 
          60        70        80                                    
2MEPSP -TETSVTVTGPPREPFGRKHLKAID                                    
        : ..   :::  .: :...                                         
gi|160 DTTNGCMSTGPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHS 
               60        70        80        90       100       110 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (4-32:84-111) 
 
                                          10        20        30    
2MEPSP                            PKNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
            40        50        60        70        80     
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID     
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 79.8  bits: 19.7 E():   18 
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Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (47-73:9-37) 
 
         20        30        40        50        60          70     
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
           80                                                       
2MEPSP HLKAID                                                       
                                                                    
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (34-80:30-74) 
 
            10        20        30        40        50        60    
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|374  MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
            70        80                                            
2MEPSP TGPPREPFGRKHLKAID                                            
        :  .  :  .....::                                            
gi|374 DGETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTL 
      60          70        80        90       100       110        
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (50-68:1-18) 
 
      20        30        40        50        60        70          
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
      80                                                            
2MEPSP D                                                            
                                                                    
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 78.6  bits: 21.9 E():   21 
Smith-Waterman score: 53; 30.8% identity (59.0% similar) in 39 aa overlap (3-41:117-154) 
 
                                           10        20        30   
2MEPSP                             PKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     :::  :....:   :  :  .:  ..  :  
gi|238 GDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAK-AGDKINFVGY 
         90       100       110       120       130        140      
 
             40        50        60        70        80             
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID             
       : .. .::.                                                    
gi|238 GQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKYSFDG 
         150       160       170       180       190       200      
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 78.6  bits: 21.9 E():   21 
Smith-Waterman score: 53; 30.8% identity (59.0% similar) in 39 aa overlap (3-41:117-154) 
 
                                           10        20        30   
2MEPSP                             PKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     :::  :....:   :  :  .:  ..  :  
gi|238 GDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAK-AGDKINFVGY 
         90       100       110       120       130        140      
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             40        50        60        70        80             
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID             
       : .. .::.                                                    
gi|238 GQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKYSFDG 
         150       160       170       180       190       200      
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.8  bits: 19.4 E():   23 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (6-51:86-130) 
 
                                        10        20        30      
2MEPSP                          PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
          40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
       . ..  : :.: . .:                              
gi|136 KKEALPKCAQVYNKLGMYPPNM                        
          120       130                              
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.7  bits: 20.3 E():   24 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (31-76:68-117) 
 
               10        20        30        40         50          
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
         60        70        80                                     
2MEPSP TETSVTVTGPPREPFGRKHLKAID                                     
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.6  bits: 19.4 E():   24 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (6-51:90-134) 
 
                                        10        20        30      
2MEPSP                          PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
          40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
       . ..  : :.: . .:                              
gi|145 KKEALPKCAQVYNKLGMYPPNM                        
      120       130       140                        
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.5  bits: 20.3 E():   25 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (31-76:79-128) 
 
               10        20        30        40         50          
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
         60        70        80                                     
2MEPSP TETSVTVTGPPREPFGRKHLKAID                                     
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
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>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.5  bits: 20.3 E():   25 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (31-76:79-128) 
 
               10        20        30        40         50          
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
         60        70        80                                     
2MEPSP TETSVTVTGPPREPFGRKHLKAID                                     
         ..::.:   .::..  :.                                         
gi|752 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGT 
      110       120       130       140       150       160         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.5  bits: 20.3 E():   25 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (31-76:79-128) 
 
               10        20        30        40         50          
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
         60        70        80                                     
2MEPSP TETSVTVTGPPREPFGRKHLKAID                                     
         ..::.:   .::..  :.                                         
gi|126 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.4  bits: 19.4 E():   25 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (6-51:96-140) 
 
                                        10        20        30      
2MEPSP                          PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
          40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
       . ..  : :.: . .:                              
gi|246 KKEALPKCAQVYNKLGMYPPNM                        
          130       140                              
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 77.3  bits: 19.4 E():   25 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (12-38:9-38) 
 
               10           20        30        40        50        
2MEPSP PKNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                  ::  ::   :.:.:  .:: ::: . .: :                    
gi|110    MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKHCQMYV 
                  10        20        30        40        50        
 
        60        70        80                                      
2MEPSP ETSVTVTGPPREPFGRKHLKAID                                      
                                                                    
gi|110 QQEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEK 
        60        70        80        90       100       110        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.1  bits: 20.3 E():   26 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (13-40:133-160) 
 
                                 10        20        30        40   
2MEPSP                   PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
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gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
             50        60        70        80                       
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID                       
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.5  bits: 20.3 E():   28 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (30-54:282-306) 
 
                10        20        30        40        50          
2MEPSP  PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
      60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAID 
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.1  bits: 20.8 E():   29 
Smith-Waterman score: 50; 38.5% identity (69.2% similar) in 26 aa overlap (3-28:19-44) 
 
                               10        20        30        40     
2MEPSP                 PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                         :  ::.:.. .. .:: ::.  :. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID                         
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.9  bits: 20.4 E():   30 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (9-57:53-100) 
 
                                     10        20        30         
2MEPSP                       PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
       40        50        60        70        80                   
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID                   
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.5  bits: 18.6 E():   31 
Smith-Waterman score: 45; 28.6% identity (64.3% similar) in 28 aa overlap (3-30:74-101) 
 
                                           10        20        30   
2MEPSP                             PKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     .: . .:: ..... :: .   : . ::   
gi|207 AKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEF 
            50        60        70        80        90       100    
 
             40        50        60        70        80 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                                        
gi|207 QALVKA                                           
                                                        
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (35-50:135-150) 
 
           10        20        30        40        50        60     
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
           70        80 
2MEPSP GPPREPFGRKHLKAID 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.2  bits: 18.7 E():   33 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (17-67:1-49) 
 
               10        20        30        40        50        60 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                       .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... 
gi|144                 MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSG 
                               10        20        30        40     
 
               70        80                                         
2MEPSP VTVTGPPREPFGRKHLKAID                                         
        .:  ::                                                      
gi|144 GAV--PPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVP 
             50        60        70        80        90       100   
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.2  bits: 20.0 E():   33 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (40-65:175-201) 
 
      10        20        30        40         50        60         
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
       70        80                                                 
2MEPSP EPFGRKHLKAID                                                 
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (43-75:82-109) 
 
             20        30        40        50        60        70   
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
             80                                             
2MEPSP RKHLKAID                                             
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (6-45:87-131) 
 
                                        10             20        30 
2MEPSP                          PKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
               40        50        60        70        80 
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2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
       . ..    :::.. :                                    
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN       
        120       130       140       150       160       
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (6-45:87-131) 
 
                                        10             20        30 
2MEPSP                          PKNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
               40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
       . ..    :::.. :                                    
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN       
        120       130       140       150       160       
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 19.1 E():   37 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (41-67:4-30) 
 
               20        30        40        50        60        70 
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
               80                                                   
2MEPSP FGRKHLKAID                                                   
                                                                    
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 18.3 E():   40 
Smith-Waterman score: 44; 41.7% identity (66.7% similar) in 24 aa overlap (2-25:61-84) 
 
                                            10        20        30  
2MEPSP                              PKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     : : : . .:.:.   .::: .::       
gi|117 GIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAP 
               40        50        60        70        80        90 
 
              40        50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                                         
gi|117 EAAKEEEKEESDDDMGFGLFD                             
              100       110                              
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (6-45:87-131) 
 
                                        10             20        30 
2MEPSP                          PKNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
               40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
       . .  . .:: : .:                                    
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC        
        120       130       140       150                 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 72.9  bits: 19.2 E():   44 
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Smith-Waterman score: 46; 27.1% identity (52.1% similar) in 48 aa overlap (35-77:93-140) 
 
           10        20        30        40           50            
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
      60        70        80                                        
2MEPSP SVTVTGPPREPFGRKHLKAID                                        
          .  ::  : .:.: .                                           
gi|289 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAI 
            130       140       150       160       170       180   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 72.8  bits: 19.2 E():   44 
Smith-Waterman score: 46; 27.1% identity (52.1% similar) in 48 aa overlap (35-77:96-143) 
 
           10        20        30        40           50            
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
      60        70        80                                        
2MEPSP SVTVTGPPREPFGRKHLKAID                                        
          .  ::  : .:.: .                                           
gi|424 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAI 
         130       140       150       160       170       180      
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.6  bits: 18.4 E():   45 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (22-46:19-41) 
 
               10        20        30        40        50        60 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                            : :..: .. :   . .::. :.::               
gi|131    QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVE 
                  10        20         30         40        50      
 
               70        80                                         
2MEPSP VTVTGPPREPFGRKHLKAID                                         
                                                                    
gi|131 RDHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPK 
          60        70        80        90       100       110      
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.2 E():   46 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (62-75:15-28) 
 
              40        50        60        70        80            
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID            
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.4  bits: 18.4 E():   47 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (22-46:25-47) 
 
                  10        20        30        40        50        
2MEPSP    PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
        60        70        80                                      
2MEPSP ETSVTVTGPPREPFGRKHLKAID                                      
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gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.9  bits: 18.4 E():   49 
Smith-Waterman score: 44; 28.9% identity (60.0% similar) in 45 aa overlap (7-51:97-140) 
 
                                       10        20        30       
2MEPSP                         PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: :. .  :.  ....: : ::.  :  . 
gi|246 SMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFIL-STVNGTTRTVNPLGFYK 
         70        80        90       100        110       120      
 
         40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
        ..  : :.: . .:                              
gi|246 KEALPKCAQVYNKLGMYPPNM                        
         130       140                              
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.9  bits: 19.3 E():   50 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (49-72:7-30) 
 
       20        30        40        50        60        70         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
       80                                                           
2MEPSP ID                                                           
                                                                    
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.9  bits: 19.3 E():   50 
Smith-Waterman score: 53; 24.1% identity (58.6% similar) in 58 aa overlap (11-68:2-53) 
 
               10        20        30        40        50        60 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                 .:.: .::  ..... :.. .::  ..       ..   .: :  : :.. 
gi|109          MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK--WLEAK 
                         10        20        30           40        
 
               70        80                                         
2MEPSP VTVTGPPREPFGRKHLKAID                                         
       .:  : :.                                                     
gi|109 ATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEA 
          50        60        70        80        90       100      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.9  bits: 19.7 E():   50 
Smith-Waterman score: 47; 22.6% identity (59.7% similar) in 62 aa overlap (11-69:222-283) 
 
                                   10        20        30           
2MEPSP                     PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
        40        50        60        70        80                  
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID                  
          .... :. . ..  .  ..: .. ::  :                             
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
 
gi|122 HVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
             320       330       340       350       360  
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>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 18.0 E():   51 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (10-31:63-84) 
 
                                    10        20        30          
2MEPSP                      PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|117 EADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAP 
             40        50        60        70        80        90   
 
      40        50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                                 
gi|117 EAAKEEEKEESDEDMGFGLFD                     
            100       110                        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 18.0 E():   51 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (10-31:63-84) 
 
                                    10        20        30          
2MEPSP                      PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|185 EADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAP 
             40        50        60        70        80        90   
 
      40        50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                                 
gi|185 EAAKEEEKEESDEDMGFGLFD                     
            100       110                        
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 19.3 E():   51 
Smith-Waterman score: 46; 26.5% identity (55.9% similar) in 34 aa overlap (34-67:114-147) 
 
            10        20        30        40        50        60    
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
            70        80                                            
2MEPSP TGPPREPFGRKHLKAID                                            
          :                                                         
gi|144 IILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDR 
           150       160       170       180       190       200    
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 71.5  bits: 18.0 E():   52 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (17-67:1-49) 
 
               10        20        30        40        50        60 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                       .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... 
gi|506                 MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRNG 
                               10        20        30        40     
 
               70        80                                         
2MEPSP VTVTGPPREPFGRKHLKAID                                         
        .:  ::                                                      
gi|506 GAV--PPACCNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVP 
             50        60        70        80        90       100   
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.3 E():   55 
Smith-Waterman score: 46; 19.5% identity (53.7% similar) in 41 aa overlap (39-79:228-268) 
 
       10        20        30        40        50        60         
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
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gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
       70        80                                    
2MEPSP EPFGRKHLKAID                                    
       .:    ::.:.                                     
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.8  bits: 18.5 E():   57 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (18-39:150-172) 
 
                            10        20         30        40       
2MEPSP              PKNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
         50        60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (22-46:20-42) 
 
               10        20        30        40        50        60 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                            : :..: .. :     .::. :.::               
gi|333   QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVE 
                 10        20         30         40        50       
 
               70        80                                         
2MEPSP VTVTGPPREPFGRKHLKAID                                         
                                                                    
gi|333 RDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPK 
         60        70        80        90       100       110       
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (22-46:20-42) 
 
               10        20        30        40        50        60 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                            : :..: .. :   . .::. :.::               
gi|333   WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVE 
                 10        20          30        40        50       
 
               70        80                                         
2MEPSP VTVTGPPREPFGRKHLKAID                                         
                                                                    
gi|333 RDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPK 
         60        70        80        90       100       110       
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (22-46:20-42) 
 
               10        20        30        40        50        60 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                            : :..: .. :     .::. :.::               
gi|333   QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVE 
                 10        20         30         40        50       
 
               70        80                                         
2MEPSP VTVTGPPREPFGRKHLKAID                                         
                                                                    
gi|333 RDHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPK 
         60        70        80        90       100       110       
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8012

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 19.3 E():   57 
Smith-Waterman score: 46; 19.5% identity (53.7% similar) in 41 aa overlap (39-79:247-287) 
 
       10        20        30        40        50        60         
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
       70        80                                    
2MEPSP EPFGRKHLKAID                                    
       .:    ::.:.                                     
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.0 E():   58 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (22-46:21-43) 
 
               10        20        30        40        50        60 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                            : :..: .. :   . .::. :.::               
gi|333  IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVE 
                10        20         30         40        50        
 
               70        80                                         
2MEPSP VTVTGPPREPFGRKHLKAID                                         
                                                                    
gi|333 RDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPK 
        60        70        80        90       100       110        
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.0 E():   58 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (22-46:21-43) 
 
               10        20        30        40        50        60 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                            : :..: .. :   . .::. :.::               
gi|333  IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVE 
                10        20         30         40        50        
 
               70        80                                         
2MEPSP VTVTGPPREPFGRKHLKAID                                         
                                                                    
gi|333 RDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPK 
        60        70        80        90       100       110        
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.0 E():   58 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (22-46:21-43) 
 
               10        20        30        40        50        60 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                            : :..: .. :   . .::. :.::               
gi|333  ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVE 
                10        20         30         40        50        
 
               70        80                                         
2MEPSP VTVTGPPREPFGRKHLKAID                                         
                                                                    
gi|333 RDHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPK 
        60        70        80        90       100       110        
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.0 E():   58 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (22-46:21-43) 
 
               10        20        30        40        50        60 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                            : :..: .. :   . .::. :.::               
gi|375  IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVE 
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                10        20         30         40        50        
 
               70        80                                         
2MEPSP VTVTGPPREPFGRKHLKAID                                         
                                                                    
gi|375 RDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPK 
        60        70        80        90       100       110        
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (6-51:86-130) 
 
                                        10        20        30      
2MEPSP                          PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
          40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
       . ..  : :.: . .:                              
gi|136 KKEALPKCAQVYNKLGMYPPNM                        
          120       130                              
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 18.9 E():   60 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (65-73:14-22) 
 
           40        50        60        70        80               
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID               
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (22-46:29-51) 
 
                      10        20        30        40        50    
2MEPSP        PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
            60        70        80                                  
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAID                                  
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (22-46:29-51) 
 
                      10        20        30        40        50    
2MEPSP        PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
            60        70        80                                  
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAID                                  
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 70.2  bits: 19.4 E():   61 
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Smith-Waterman score: 46; 24.5% identity (57.1% similar) in 49 aa overlap (2-47:85-131) 
 
                                            10        20            
2MEPSP                              PKNAYVEGDASSASYFLAGAAITGG---TVT 
                                     :  :.     ....: .:.:.  :   ..: 
gi|170 DSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLT 
           60        70        80        90       100       110     
 
       30        40        50        60        70        80         
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID         
       . .  :.  : :. .:. :                                          
gi|170 ISNLTTS--QQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEENLIAP 
          120         130       140       150       160       170   
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (65-73:25-33) 
 
           40        50        60        70        80               
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID               
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (22-46:35-57) 
 
                        10        20        30        40        50  
2MEPSP          PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
              60        70        80                                
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAID                                
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 17.6 E():   63 
Smith-Waterman score: 42; 31.8% identity (63.6% similar) in 22 aa overlap (9-30:80-101) 
 
                                     10        20        30         
2MEPSP                       PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   :.. ::         
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
       40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (65-73:31-39) 
 
           40        50        60        70        80               
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID               
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
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Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (65-73:31-39) 
 
           40        50        60        70        80               
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID               
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 47; 57.1% identity (71.4% similar) in 14 aa overlap (65-77:202-215) 
 
           40        50        60        70         80              
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF-GRKHLKAID              
                                     : :. :  :::::.                 
gi|424 SLPEFKNFLNFLQTNGLNAIEFLNNIHDLLGIPHIPVTGRKHLRRGVGITGLIDDIIAIL 
             180       190       200       210       220       230  
 
gi|424 PVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVETLKAMPEYQSLIQKLKDKGVDVDH 
             240       250       260       270       280       290  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (65-73:32-40) 
 
           40        50        60        70        80               
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID               
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (21-65:204-252) 
 
                         10        20        30           40        
2MEPSP           PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
         50        60        70        80    
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAID    
       .  :: : :  ..:  . :                   
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (21-65:204-252) 
 
                         10        20        30           40        
2MEPSP           PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
         50        60        70        80    
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAID    
       .  :: : :  ..:  . :                   
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.0  bits: 19.4 E():   63 
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Smith-Waterman score: 47; 47.1% identity (76.5% similar) in 17 aa overlap (29-45:144-159) 
 
                 10        20        30        40        50         
2MEPSP   PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ..::.:. : :::  .:              
gi|151 DGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNTSVL-GDVLVSESIGVEPVHAQDGD 
           120       130       140       150        160       170   
 
       60        70        80                                       
2MEPSP TSVTVTGPPREPFGRKHLKAID                                       
                                                                    
gi|151 AITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITISNNHFFNHHKVMLLGHDDTYDNDK 
            180       190       200       210       220       230   
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (27-45:97-115) 
 
                   10        20        30        40        50       
2MEPSP     PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
         60        70        80                                     
2MEPSP TETSVTVTGPPREPFGRKHLKAID                                     
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (2-51:40-93) 
 
                                            10            20        
2MEPSP                              PKNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
        30        40        50        60        70        80        
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID        
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.8 E():   65 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (58-75:288-305) 
 
        30        40        50        60        70        80        
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID        
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (40-65:175-201) 
 
      10        20        30        40         50        60         
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
       70        80                                                 
2MEPSP EPFGRKHLKAID                                                 
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gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (40-65:175-201) 
 
      10        20        30        40         50        60         
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
       70        80                                                 
2MEPSP EPFGRKHLKAID                                                 
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.7  bits: 19.0 E():   66 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (19-60:216-260) 
 
                           10        20        30           40      
2MEPSP             PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
          50        60        70        80      
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID      
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (8-45:93-131) 
 
                                      10         20        30       
2MEPSP                        PKNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
         40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
        .::... :                                    
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN       
            130       140       150       160       
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.5  bits: 18.5 E():   67 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (36-66:98-127) 
 
          10        20        30        40        50        60      
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
          70        80                                              
2MEPSP PPREPFGRKHLKAID                                              
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 19.4 E():   67 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (8-30:145-167) 
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                                      10        20        30        
2MEPSP                        PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
        40        50        60        70        80                  
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID                  
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.5  bits: 18.5 E():   67 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (36-66:99-128) 
 
          10        20        30        40        50        60      
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
          70        80                                              
2MEPSP PPREPFGRKHLKAID                                              
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.5  bits: 20.3 E():   67 
Smith-Waterman score: 55; 30.8% identity (59.0% similar) in 39 aa overlap (3-41:117-154) 
 
                                           10        20        30   
2MEPSP                             PKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     :::  :....:   :  :  .:  ..  :  
gi|219 GDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAK-SGDKINFVGY 
         90       100       110       120       130        140      
 
             40        50        60        70        80             
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID             
       : .. .::.                                                    
gi|219 GQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGALTKSGDKYSFDG 
         150       160       170       180       190       200      
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (33-58:38-62) 
 
             10        20        30        40        50        60   
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
             70        80                                           
2MEPSP VTGPPREPFGRKHLKAID                                           
                                                                    
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.3  bits: 17.7 E():   69 
Smith-Waterman score: 42; 35.3% identity (64.7% similar) in 17 aa overlap (62-77:20-36) 
 
              40        50        60         70        80           
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAID           
                                     .. : ::  : .:.: .              
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
                          10        20        30        40          
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gi|301 AILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVD 
      50        60        70        80        90       100          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 19.4 E():   73 
Smith-Waterman score: 46; 36.4% identity (68.2% similar) in 22 aa overlap (47-68:312-333) 
 
         20        30        40        50        60        70       
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
                                     .: .: :.  .  ..:::.: :         
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
         80                                                         
2MEPSP KAID                                                         
                                                                    
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (2-30:73-101) 
 
                                            10        20        30  
2MEPSP                              PKNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
              40        50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                                         
gi|193 FNHLVKH                                           
                                                         
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (67-80:41-54) 
 
         40        50        60        70        80                 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID                 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (11-36:103-127) 
 
                                   10        20        30        40 
2MEPSP                     PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
               50        60        70        80                     
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID                     
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 41; 50.0% identity (85.7% similar) in 14 aa overlap (18-31:70-83) 
 
                            10        20        30        40        
2MEPSP              PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :::: .::.... :                 
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gi|215 SSLLKELEGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKE 
      40        50        60        70        80        90          
 
        50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                         
gi|215 ESDDDMGFGLFD                      
     100       110                       
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (67-80:45-58) 
 
         40        50        60        70        80                 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID                 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 19.5 E():   82 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (62-75:292-305) 
 
              40        50        60        70        80            
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID            
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 42; 28.6% identity (55.1% similar) in 49 aa overlap (2-45:83-130) 
 
                                            10             20       
2MEPSP                              PKNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
         30        40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
       : ... .    ..::.. :                                    
gi|131 V-IKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN       
             120       130       140       150                
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 19.1 E():   84 
Smith-Waterman score: 45; 29.2% identity (58.3% similar) in 48 aa overlap (8-55:317-364) 
 
                                      10        20        30        
2MEPSP                        PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     :. ::.:   . .. ::.. :  : :. :  
gi|855 SASSTSSKTPSTSTLATSTKATPTPSGTSSGSNSSSSAEPTTTGGTGSSNTGSGSGSGSG 
        290       300       310       320       330       340       
 
        40        50        60        70        80       
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID       
       .:. . .      ::..:                                
gi|855 SGSSSSTGSSTSAGASATPELSQGAAGSIKGSVTACALVFGAVAAVLAF 
        350       360       370       380       390      
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 19.9 E():   85 
Smith-Waterman score: 55; 30.8% identity (59.0% similar) in 39 aa overlap (3-41:117-154) 
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                                           10        20        30   
2MEPSP                             PKNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     :::  :....:   :  :  .:  ..  :  
gi|581 GDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAK-SGDKINFVGY 
         90       100       110       120       130        140      
 
             40        50        60        70        80             
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID             
       : .. .::.                                                    
gi|581 GQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGTLTKSGDKYSFDG 
         150       160       170       180       190       200      
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.8 E():   86 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (36-50:53-67) 
 
          10        20        30        40        50        60      
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
          70        80                                              
2MEPSP PPREPFGRKHLKAID                                              
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.6 E():   87 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (31-50:285-304) 
 
               10        20        30        40        50        60 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
               70        80 
2MEPSP VTVTGPPREPFGRKHLKAID 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.8 E():   90 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (20-33:13-26) 
 
               10        20        30        40        50        60 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                          ::...  : :. ::                            
gi|156        MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLVYIH 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP VTVTGPPREPFGRKHLKAID                                         
                                                                    
gi|156 IANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPG 
            60        70        80        90       100       110    
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.2 E():   91 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (20-39:218-237) 
 
                          10        20        30        40          
2MEPSP            PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
      50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAID 
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
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 initn:  38 init1:  38 opt:  44  Z-score: 67.0  bits: 18.7 E():   92 
Smith-Waterman score: 44; 24.5% identity (55.1% similar) in 49 aa overlap (2-47:65-111) 
 
                                            10        20            
2MEPSP                              PKNAYVEGDASSASYFLAGAAITGG---TVT 
                                     :  :.     ....: .:.:.  :   ..: 
gi|627 DSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLT 
           40        50        60        70        80        90     
 
       30        40        50        60        70        80         
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID         
       .    :.  : :. .:. :                                          
gi|627 ISQLTTS--QQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEENLIAP 
          100         110       120       130       140       150   
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.9  bits: 18.2 E():   93 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (38-66:189-216) 
 
        10        20        30        40        50         60       
2MEPSP GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
         70        80                   
2MEPSP PREPFGRKHLKAID                   
                                        
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 41; 22.2% identity (52.8% similar) in 36 aa overlap (16-51:8-39) 
 
               10        20        30        40        50        60 
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                      :  .:. ..: .  . ::    .:.:   .. .  :          
gi|344         MMKFIVLFALNAVASAGKMKFKDCG----KGEVTELDITDCSGDFCVLHRGK 
                       10        20            30        40         
 
               70        80                                         
2MEPSP VTVTGPPREPFGRKHLKAID                                         
                                                                    
gi|344 SVTLDAKFVANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGT 
       50        60        70        80        90       100         
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.6  bits: 17.8 E():   96 
Smith-Waterman score: 48; 30.0% identity (65.0% similar) in 40 aa overlap (7-46:103-140) 
 
                                       10        20        30       
2MEPSP                         PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 KYTDSKGKNRTTIRGRTKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
             80        90       100       110       120        130  
 
         40        50        60        70        80                 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID                 
        .: : ....                                                   
gi|194 -NGHVIYVQLRLTLRSFHPEQGDKEALQHYTVHQVNQHKKAIEEDLKHFNLKYEDLHSTC 
              140       150       160       170       180       190 
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.6  bits: 18.7 E():   97 
Smith-Waterman score: 44; 24.5% identity (57.1% similar) in 49 aa overlap (2-47:85-131) 
 
                                            10        20            
2MEPSP                              PKNAYVEGDASSASYFLAGAAITGG---TVT 
                                     :  :.     ....: .:.:.  :   ..: 
gi|145 DSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRGIEDSLT 
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           60        70        80        90       100       110     
 
       30        40        50        60        70        80         
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID         
       .   . :. : :. .:. :                                          
gi|145 I--FNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEENLIAP 
            120       130       140       150       160       170   
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (9-30:80-101) 
 
                                     10        20        30         
2MEPSP                       PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|209 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
       40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (9-30:80-101) 
 
                                     10        20        30         
2MEPSP                       PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|249 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
       40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (31-76:85-134) 
 
               10        20        30        40         50          
2MEPSP PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
         60        70        80                                     
2MEPSP TETSVTVTGPPREPFGRKHLKAID                                     
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 17.0 E(): 1e 
Smith-Waterman score: 40; 47.1% identity (64.7% similar) in 17 aa overlap (8-24:68-84) 
 
                                      10        20        30        
2MEPSP                        PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     : :..:.   ::::  :              
gi|833 RLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEE 
        40        50        60        70        80        90        
 
        40        50        60        70        80 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                                   
gi|833 KEESDEDMGFGLFD                              
       100       110                               
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 17.0 E(): 1e 
Smith-Waterman score: 40; 47.1% identity (64.7% similar) in 17 aa overlap (8-24:68-84) 
 
                                      10        20        30        
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2MEPSP                        PKNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     : :..:.   ::::  :              
gi|668 RLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEE 
        40        50        60        70        80        90        
 
        40        50        60        70        80 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                                   
gi|668 KEESDEDMGFGLFD                              
       100       110                               
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:53 2011 done: Tue Apr 19 10:57:53 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 246  - 325 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     2     0:= 
  30    11     2:*=== 
  32    15     8:==*== 
  34    26    22:=======*= 
  36    33    44:===========   * 
  38    48    73:================        * 
  40   132   102:=================================*========== 
  42   120   125:======================================== * 
  44   126   138:==========================================   * 
  46   171   140:==============================================*========== 
  48   140   134:============================================*== 
  50   121   122:========================================* 
  52   102   108:================================== * 
  54    83    92:============================  * 
  56    66    77:======================   * 
  58    57    63:=================== * 
  60    31    51:===========     * 
  62    31    41:===========  * 
  64    26    33:========= * 
  66    24    26:========* 
  68    13    20:===== * 
  70    35    16:=====*====== 
  72    16    12:===*== 
  74     5    10:== * 
  76     8     8:==* 
  78    12     6:=*== 
  80     3     5:=* 
  82     4     3:*= 
  84     3     3:* 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     2     1:*         :*= 
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  98     8     0:===       *======== 
 100     3     0:=         *=== 
 102     1     0:=         *= 
 104     3     0:=         *=== 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.30260.00299; mu= 15.4557 0.156 
 mean_var=29.6547 8.047, 0's: 2 Z-trim: 3  B-trim: 117 in 1/43 
 Lambda= 0.235520 
 Kolmogorov-Smirnov  statistic: 0.0272 (N=29) at  68 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   67 26.3    0.23 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   62 24.6    0.72 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   62 24.6    0.72 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   62 24.6    0.72 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   60 23.9     1.2 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   60 23.9     1.2 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   59 23.6     1.5 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   59 23.6     1.5 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   58 23.2     1.8 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   58 23.2     1.8 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 23.2     1.9 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 23.2     1.9 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 23.2     1.9 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 23.2     1.9 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 23.2     1.9 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   58 23.2     1.9 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 23.2     1.9 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   57 22.9     2.3 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   59 23.9     3.7 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   54 21.9     4.8 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.6     6.5 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.6       7 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.2     7.8 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.2     7.9 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   50 20.4     9.4 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   51 20.8     9.6 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   50 20.5      11 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.3      11 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   50 20.5      13 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   53 21.9      14 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.1      15 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   49 20.2      15 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 20.2      16 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.8      18 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.8      20 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   53 22.0      20 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   53 22.0      20 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.8      20 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.4      23 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.3      23 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.5      23 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.3      23 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.3      23 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.3      23 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.5      24 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.5      24 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.4      25 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.4      26 
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gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   50 20.8      28 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.4      29 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 18.7      30 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.1      31 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.0      31 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.7      32 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.2      32 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.2      32 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.2      32 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.2      35 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   44 18.4      38 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.4      39 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.8      40 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   46 19.3      42 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   46 19.3      43 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.4      44 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.3      44 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.4      45 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   47 19.8      48 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.3      48 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.3      48 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.5      48 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   46 19.3      49 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.0      50 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 18.0      50 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 18.0      50 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   46 19.4      53 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.5      55 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   46 19.4      55 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.1      55 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.1      55 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.1      55 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.1      56 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.1      56 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.1      56 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.1      56 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.1      57 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      58 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.1      58 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.1      58 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   46 19.4      59 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      59 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.1      60 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 19.9      60 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.0      61 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.0      61 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 19.0      61 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.0      61 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 19.0      61 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   42 17.7      61 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.4      62 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.9      63 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   43 18.1      63 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.0      63 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.0      63 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 19.0      63 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.4      64 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.6      64 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.3      65 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 18.1      65 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.6      65 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   43 18.2      66 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   42 17.7      67 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.5      70 
gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinop ( 109)   41 17.3      76 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.2      77 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.2      77 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.3      78 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.2      78 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.5      79 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   42 17.8      81 
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gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.1      81 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   47 20.0      81 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.8      83 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.7      84 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.8      87 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.3      88 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   44 18.7      89 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.3      90 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   41 17.4      93 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   42 17.9      93 
gi|145105726|gb|ABP35603.1| Bla g 2 allergen varia ( 352)   44 18.7      93 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      96 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   40 17.0      96 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   40 17.0      96 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.0      97 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.0      97 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   40 17.0      99 
gi|113200131|gb|ABI32184.1| allergenic protein [Fa ( 515)   45 19.2      99 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   44 18.8   1e 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  67  Z-score: 113.9  bits: 26.3 E(): 0.23 
Smith-Waterman score: 67; 29.3% identity (53.4% similar) in 58 aa overlap (8-64:73-130) 
 
                                      10        20        30        
2MEPSP                        KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS-L 
                                     :::.     .:.: . :.  : :  :.. . 
gi|583 TKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVI 
             50        60        70        80        90       100   
 
         40        50        60        70        80              
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV              
         : :  .:..  :    :...: :  :                              
gi|583 YTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP 
            110       120       130       140       150          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  62  Z-score: 105.0  bits: 24.6 E(): 0.72 
Smith-Waterman score: 62; 26.5% identity (57.4% similar) in 68 aa overlap (11-74:4-70) 
 
               10        20         30        40        50          
2MEPSP KNAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---T 
                 ... : .. ..:: .  : :: : :.. :...  .   . : .:     : 
gi|160        MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDT 
                      10        20        30         40        50   
 
         60        70        80                                     
2MEPSP ETSVTVTGPPREPFGRKHLKAIDV                                     
        ..   :::  .: :..:                                           
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSII 
             60        70        80        90       100       110   
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  62  Z-score: 105.0  bits: 24.6 E(): 0.72 
Smith-Waterman score: 62; 32.7% identity (60.0% similar) in 55 aa overlap (24-74:16-70) 
 
               10        20          30        40         50        
2MEPSP KNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTE 
                              :::  : :: : :.. :... .   :. . :..     
gi|160         MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDT 
                       10        20        30        40        50   
 
        60         70        80                                     
2MEPSP TSVTV-TGPPREPFGRKHLKAIDV                                     
       :.  . :::  .: :..:                                           
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSII 
             60        70        80        90       100       110   
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.0  bits: 24.6 E(): 0.72 
Smith-Waterman score: 62; 32.1% identity (57.1% similar) in 56 aa overlap (24-74:16-70) 
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               10        20          30        40        50         
2MEPSP KNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW--- 
                              :::  : :: : :.. :...  .   . : .:.     
gi|160         MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGA 
                       10        20        30         40        50  
 
          60        70        80                                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDV                                    
       : ..   :::  .: :..:                                          
gi|160 TTNGCMSTGPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSI 
              60        70        80        90       100       110  
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  60  Z-score: 101.3  bits: 23.9 E():  1.2 
Smith-Waterman score: 60; 30.9% identity (60.0% similar) in 55 aa overlap (24-74:16-70) 
 
               10        20          30        40         50        
2MEPSP KNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTE 
                              :::  : :: : :.. :... .   :. . ...     
gi|160         MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDT 
                       10        20        30        40        50   
 
        60         70        80                                     
2MEPSP TSVTV-TGPPREPFGRKHLKAIDV                                     
       :.  . :::  .: :..:                                           
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSII 
             60        70        80        90       100       110   
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  60  Z-score: 101.3  bits: 23.9 E():  1.2 
Smith-Waterman score: 60; 32.1% identity (57.1% similar) in 56 aa overlap (24-74:16-70) 
 
               10        20          30        40        50         
2MEPSP KNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW--- 
                              :::  : :: : :.. :...  .   . : .:.     
gi|160         MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGD 
                       10        20        30         40        50  
 
          60        70        80                                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDV                                    
       : ..   :::  .: :..:                                          
gi|160 TTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSI 
              60        70        80        90       100       110  
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 99.5  bits: 23.6 E():  1.5 
Smith-Waterman score: 59; 32.1% identity (55.4% similar) in 56 aa overlap (24-74:16-70) 
 
               10        20          30        40        50         
2MEPSP KNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW--- 
                              :::  : :: : :.. :...  .   . : .:      
gi|160         MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGD 
                       10        20        30         40        50  
 
          60        70        80                                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDV                                    
       : ..   :::  .: :..:                                          
gi|160 TTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSI 
              60        70        80        90       100       110  
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 99.5  bits: 23.6 E():  1.5 
Smith-Waterman score: 59; 32.1% identity (55.4% similar) in 56 aa overlap (24-74:16-70) 
 
               10        20          30        40        50         
2MEPSP KNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW--- 
                              :::  : :: : :.. :...  .   . : .:      
gi|160         MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGD 
                       10        20        30         40        50  
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          60        70        80                                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDV                                    
       : ..   :::  .: :..:                                          
gi|160 TTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSI 
              60        70        80        90       100       110  
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 98.0  bits: 23.2 E():  1.8 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (24-74:16-70) 
 
               10        20          30        40        50         
2MEPSP KNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW--- 
                              :::  : :: : :.. :...  .   . : .:      
gi|160         MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGD 
                       10        20        30         40        50  
 
          60        70        80                                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDV                                    
       : ..   :::  .: :..:                                          
gi|160 TTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVH 
              60        70        80        90       100       110  
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 98.0  bits: 23.2 E():  1.8 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (24-74:16-70) 
 
               10        20          30        40        50         
2MEPSP KNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW--- 
                              :::  : :: : :.. :...  .   . : .:      
gi|160         MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGD 
                       10        20        30         40        50  
 
          60        70        80                                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDV                                    
       : ..   :::  .: :..:                                          
gi|160 TTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVH 
              60        70        80        90       100       110  
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.7  bits: 23.2 E():  1.9 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (24-74:16-70) 
 
               10        20          30        40        50         
2MEPSP KNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW--- 
                              :::  : :: : :.. :...  .   . : .:      
gi|160         MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGD 
                       10        20        30         40        50  
 
          60        70        80                                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDV                                    
       : ..   :::  .: :..:                                          
gi|160 TTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSI 
              60        70        80        90       100       110  
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.7  bits: 23.2 E():  1.9 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (24-74:16-70) 
 
               10        20          30        40        50         
2MEPSP KNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW--- 
                              :::  : :: : :.. :...  .   . : .:      
gi|160         MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGD 
                       10        20        30         40        50  
 
          60        70        80                                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDV                                    
       : ..   :::  .: :..:                                          
gi|160 TTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSI 
              60        70        80        90       100       110  
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
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 initn:  49 init1:  49 opt:  58  Z-score: 97.7  bits: 23.2 E():  1.9 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (24-74:16-70) 
 
               10        20          30        40        50         
2MEPSP KNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW--- 
                              :::  : :: : :.. :...  .   . : .:      
gi|145         MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGD 
                       10        20        30         40        50  
 
          60        70        80                                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDV                                    
       : ..   :::  .: :..:                                          
gi|145 TTNGCMSTGPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSI 
              60        70        80        90       100       110  
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.7  bits: 23.2 E():  1.9 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (24-74:16-70) 
 
               10        20          30        40        50         
2MEPSP KNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW--- 
                              :::  : :: : :.. :...  .   . : .:      
gi|160         MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGD 
                       10        20        30         40        50  
 
          60        70        80                                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDV                                    
       : ..   :::  .: :..:                                          
gi|160 TTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSI 
              60        70        80        90       100       110  
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.7  bits: 23.2 E():  1.9 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (24-74:16-70) 
 
               10        20          30        40        50         
2MEPSP KNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW--- 
                              :::  : :: : :.. :...  .   . : .:      
gi|160         MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGD 
                       10        20        30         40        50  
 
          60        70        80                                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDV                                    
       : ..   :::  .: :..:                                          
gi|160 TTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSI 
              60        70        80        90       100       110  
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.7  bits: 23.2 E():  1.9 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (24-74:16-70) 
 
               10        20          30        40        50         
2MEPSP KNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW--- 
                              :::  : :: : :.. :...  .   . : .:      
gi|160         MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGD 
                       10        20        30         40        50  
 
          60        70        80                                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDV                                    
       : ..   :::  .: :..:                                          
gi|160 TTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHSI 
              60        70        80        90       100       110  
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 97.7  bits: 23.2 E():  1.9 
Smith-Waterman score: 58; 32.1% identity (55.4% similar) in 56 aa overlap (24-74:16-70) 
 
               10        20          30        40        50         
2MEPSP KNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW--- 
                              :::  : :: : :.. :...  .   . : .:      
gi|160         MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGD 
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                       10        20        30         40        50  
 
          60        70        80                                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDV                                    
       : ..   :::  .: :..:                                          
gi|160 TTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSI 
              60        70        80        90       100       110  
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 95.8  bits: 22.9 E():  2.3 
Smith-Waterman score: 57; 30.9% identity (60.0% similar) in 55 aa overlap (24-74:16-70) 
 
               10        20          30        40         50        
2MEPSP KNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTE 
                              :::  : :: : :.. :... .   :. . ...     
gi|160         MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDA 
                       10        20        30        40        50   
 
        60         70        80                                     
2MEPSP TSVTV-TGPPREPFGRKHLKAIDV                                     
       :.  . :::  .: :..:                                           
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSII 
             60        70        80        90       100       110   
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  50 init1:  50 opt:  59  Z-score: 92.3  bits: 23.9 E():  3.7 
Smith-Waterman score: 60; 30.0% identity (50.0% similar) in 50 aa overlap (22-71:50-97) 
 
                        10        20        30        40        50  
2MEPSP          KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                     : .:.  . :: :  :: .   . .. ::  
gi|947 LAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCGGT-WQGIIDKLDYIQGMGF 
      20        30        40        50        60         70         
 
              60        70        80                                
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDV                                
        . :  : ::.  :    .:                                         
gi|947 TAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTADDLKALSSALHERGMYLMV 
       80         90       100       110       120       130        
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 90.3  bits: 21.9 E():  4.8 
Smith-Waterman score: 54; 30.9% identity (60.0% similar) in 55 aa overlap (24-74:16-70) 
 
               10        20          30        40         50        
2MEPSP KNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTE 
                              :::  : :: : :.. :... .   :. . ...     
gi|160         MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDI 
                       10        20        30        40        50   
 
        60         70        80                                     
2MEPSP TSVTV-TGPPREPFGRKHLKAIDV                                     
       :.  . :::  .: :..:                                           
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSII 
             60        70        80        90       100       110   
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 87.9  bits: 21.6 E():  6.5 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (3-31:86-113) 
 
                                           10        20        30   
2MEPSP                             KNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
             40        50        60        70        80      
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV      
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
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>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 87.4  bits: 21.6 E():    7 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (3-31:102-129) 
 
                                           10        20        30   
2MEPSP                             KNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
             40        50        60        70        80      
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV      
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.4  bits: 21.2 E():  7.8 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (33-79:30-74) 
 
             10        20        30        40        50        60   
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|169  MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
             70        80                                           
2MEPSP TGPPREPFGRKHLKAIDV                                           
        :  .  :  ....:::                                            
gi|169 DGETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSV 
      60          70        80        90       100       110        
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 86.4  bits: 21.2 E():  7.9 
Smith-Waterman score: 52; 30.6% identity (55.1% similar) in 49 aa overlap (1-44:83-130) 
 
                                             10             20      
2MEPSP                               KNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|602 TIKKINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGS 
             60        70        80        90       100       110   
 
          30        40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
       : ... .    .:::.. :                                     
gi|602 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHQDAYN        
             120       130       140       150                 
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.0  bits: 20.4 E():  9.4 
Smith-Waterman score: 50; 32.1% identity (64.3% similar) in 28 aa overlap (2-29:74-101) 
 
                                            10        20        30  
2MEPSP                              KNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     .: : .:: ..... :: .   : . ::   
gi|207 AKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEF 
            50        60        70        80        90       100    
 
              40        50        60        70        80 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
                                                         
gi|207 QALVKA                                            
                                                         
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 84.8  bits: 20.8 E():  9.6 
Smith-Waterman score: 51; 30.4% identity (53.6% similar) in 56 aa overlap (24-74:16-70) 
 
               10        20          30        40        50         
2MEPSP KNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW--- 
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                              :::  : .: : :.. :...  .   . : .:      
gi|160         MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGD 
                       10        20        30         40        50  
 
          60        70        80                                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDV                                    
       : ..   :::   : :..:                                          
gi|160 TTNGCMSTGPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSI 
              60        70        80        90       100       110  
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 83.6  bits: 20.5 E():   11 
Smith-Waterman score: 50; 52.6% identity (68.4% similar) in 19 aa overlap (62-79:85-103) 
 
              40        50        60         70        80           
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDV           
                                     .::: :::  : ..::  :            
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.5  bits: 21.3 E():   11 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (21-40:208-227) 
 
                         10        20        30        40        50 
2MEPSP           KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
               60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDV 
                                      
gi|111 KPEFIDIINAAAVKSA               
       240       250                  
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 82.7  bits: 20.5 E():   13 
Smith-Waterman score: 50; 30.6% identity (55.1% similar) in 49 aa overlap (1-44:83-130) 
 
                                             10             20      
2MEPSP                               KNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|279 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
          30        40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
       : ... .    .:::.. :                                     
gi|279 V-IKSTSHYHTKGDVEIKEEHVKAGKEKASHLFKLIENYLLEHPDAYN        
             120       130       140       150                 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.0  bits: 21.9 E():   14 
Smith-Waterman score: 53; 38.5% identity (73.1% similar) in 26 aa overlap (2-27:19-44) 
 
                                10        20        30        40    
2MEPSP                  KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                         :  ::.:.. .. .:: ::. .:. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV                        
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
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>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.4  bits: 20.1 E():   15 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (21-45:35-57) 
 
                         10        20        30        40        50 
2MEPSP           KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
               60        70        80                               
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDV                               
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 81.1  bits: 20.2 E():   15 
Smith-Waterman score: 49; 30.4% identity (55.4% similar) in 56 aa overlap (24-74:16-70) 
 
               10        20          30        40        50         
2MEPSP KNAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW--- 
                              :::  : :: : :.. :...  .   . : .:      
gi|160         MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGD 
                       10        20        30         40        50  
 
          60        70        80                                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDV                                    
       : ..   :::  .: :...                                          
gi|160 TTNGCMSTGPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSI 
              60        70        80        90       100       110  
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 80.7  bits: 20.2 E():   16 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (3-31:84-111) 
 
                                           10        20        30   
2MEPSP                             KNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
             40        50        60        70        80    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV    
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.1  bits: 19.8 E():   18 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (46-72:9-37) 
 
          20        30        40        50        60          70    
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
            80                                                      
2MEPSP HLKAIDV                                                      
                                                                    
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.1  bits: 19.8 E():   20 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (33-79:30-74) 
 
             10        20        30        40        50        60   
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
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gi|374  MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
             70        80                                           
2MEPSP TGPPREPFGRKHLKAIDV                                           
        :  .  :  .....::                                            
gi|374 DGETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTL 
      60          70        80        90       100       110        
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 79.0  bits: 22.0 E():   20 
Smith-Waterman score: 53; 30.8% identity (59.0% similar) in 39 aa overlap (2-40:117-154) 
 
                                            10        20        30  
2MEPSP                              KNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     :::  :....:   :  :  .:  ..  :  
gi|238 GDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAK-AGDKINFVGY 
         90       100       110       120       130        140      
 
              40        50        60        70        80            
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV            
       : .. .::.                                                    
gi|238 GQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKYSFDG 
         150       160       170       180       190       200      
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 79.0  bits: 22.0 E():   20 
Smith-Waterman score: 53; 30.8% identity (59.0% similar) in 39 aa overlap (2-40:117-154) 
 
                                            10        20        30  
2MEPSP                              KNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     :::  :....:   :  :  .:  ..  :  
gi|238 GDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAK-AGDKINFVGY 
         90       100       110       120       130        140      
 
              40        50        60        70        80            
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV            
       : .. .::.                                                    
gi|238 GQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKYSFDG 
         150       160       170       180       190       200      
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (49-67:1-18) 
 
       20        30        40        50        60        70         
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
       80                                                           
2MEPSP DV                                                           
                                                                    
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (5-50:86-130) 
 
                                         10        20        30     
2MEPSP                           KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
           40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
       . ..  : :.: . .:                               
gi|136 KKEALPKCAQVYNKLGMYPPNM                         
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          120       130                               
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.1  bits: 20.3 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (30-75:68-117) 
 
                10        20        30        40         50         
2MEPSP  KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
          60        70        80                                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDV                                    
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 78.0  bits: 19.5 E():   23 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (5-50:90-134) 
 
                                         10        20        30     
2MEPSP                           KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
           40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
       . ..  : :.: . .:                               
gi|145 KKEALPKCAQVYNKLGMYPPNM                         
      120       130       140                         
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.8  bits: 20.3 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (30-75:79-128) 
 
                10        20        30        40         50         
2MEPSP  KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
          60        70        80                                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDV                                    
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.8  bits: 20.3 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (30-75:79-128) 
 
                10        20        30        40         50         
2MEPSP  KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
          60        70        80                                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDV                                    
         ..::.:   .::..  :.                                         
gi|752 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGT 
      110       120       130       140       150       160         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.8  bits: 20.3 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (30-75:79-128) 
 
                10        20        30        40         50         
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2MEPSP  KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
          60        70        80                                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDV                                    
         ..::.:   .::..  :.                                         
gi|126 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.7  bits: 19.5 E():   24 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (5-50:96-140) 
 
                                         10        20        30     
2MEPSP                           KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
           40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
       . ..  : :.: . .:                               
gi|246 KKEALPKCAQVYNKLGMYPPNM                         
          130       140                               
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 77.6  bits: 19.5 E():   24 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (11-37:9-38) 
 
               10           20        30        40        50        
2MEPSP KNAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                 ::  ::   :.:.:  .:: ::: . .: :                     
gi|110   MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKHCQMYVQ 
                 10        20        30        40        50         
 
        60        70        80                                      
2MEPSP TSVTVTGPPREPFGRKHLKAIDV                                      
                                                                    
gi|110 QEVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKL 
       60        70        80        90       100       110         
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (12-39:133-160) 
 
                                  10        20        30        40  
2MEPSP                    KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
              50        60        70        80                      
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV                      
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 20.4 E():   26 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (29-53:282-306) 
 
                 10        20        30        40        50         
2MEPSP   KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
       60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDV 
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>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.5  bits: 20.8 E():   28 
Smith-Waterman score: 50; 38.5% identity (69.2% similar) in 26 aa overlap (2-27:19-44) 
 
                                10        20        30        40    
2MEPSP                  KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                         :  ::.:.. .. .:: ::.  :. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV                        
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 76.2  bits: 20.4 E():   29 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (8-56:53-100) 
 
                                      10        20        30        
2MEPSP                        KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
        40        50        60        70        80                  
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV                  
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 45; 28.6% identity (64.3% similar) in 28 aa overlap (2-29:74-101) 
 
                                            10        20        30  
2MEPSP                              KNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     .: . .:: ..... :: .   : . ::   
gi|207 AKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEF 
            50        60        70        80        90       100    
 
              40        50        60        70        80 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
                                                         
gi|207 QALVKA                                            
                                                         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.6  bits: 19.1 E():   31 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (34-49:135-150) 
 
            10        20        30        40        50        60    
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
            70        80 
2MEPSP GPPREPFGRKHLKAIDV 
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (39-64:175-201) 
 
       10        20        30        40         50        60        
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
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        70        80                                                
2MEPSP EPFGRKHLKAIDV                                                
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.5  bits: 18.7 E():   32 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (16-66:1-49) 
 
               10        20        30        40        50        60 
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                      .:..:.:  ...:  : ..:.   .  ..:   ..  . .....  
gi|144                MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGG 
                              10        20        30        40      
 
               70        80                                         
2MEPSP TVTGPPREPFGRKHLKAIDV                                         
       .:  ::                                                       
gi|144 AV--PPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPY 
            50        60        70        80        90       100    
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (42-74:82-109) 
 
              20        30        40        50        60        70  
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
              80                                            
2MEPSP RKHLKAIDV                                            
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (5-44:87-131) 
 
                                         10             20          
2MEPSP                           KNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
      30        40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
       . ..    :::.. :                                     
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN        
        120       130       140       150       160        
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (5-44:87-131) 
 
                                         10             20          
2MEPSP                           KNAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
      30        40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
       . ..    :::.. :                                     
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN        
        120       130       140       150       160        
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>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 19.2 E():   35 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (40-66:4-30) 
 
      10        20        30        40        50        60          
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
      70        80                                                  
2MEPSP FGRKHLKAIDV                                                  
                                                                    
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 44; 29.6% identity (55.6% similar) in 27 aa overlap (3-29:75-101) 
 
                                           10        20        30   
2MEPSP                             KNAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     : :  :: . ... :: :   : . ..    
gi|288 KKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFA 
           50        60        70        80        90       100     
 
             40        50        60        70        80 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
                                                        
gi|288 VWVKQ                                            
                                                        
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.4 E():   39 
Smith-Waterman score: 44; 41.7% identity (66.7% similar) in 24 aa overlap (1-24:61-84) 
 
                                             10        20        30 
2MEPSP                               KNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     : : : . .:.:.   .::: .::       
gi|117 GIDADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAP 
               40        50        60        70        80        90 
 
               40        50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
                                                          
gi|117 EAAKEEEKEESDDDMGFGLFD                              
              100       110                               
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 73.5  bits: 18.8 E():   40 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (5-44:87-131) 
 
                                              10        20          
2MEPSP                           KNAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
      30        40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
       . .  . .:: : .:                                     
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC         
        120       130       140       150                  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 73.2  bits: 19.3 E():   42 
Smith-Waterman score: 46; 27.1% identity (52.1% similar) in 48 aa overlap (34-76:93-140) 
 
            10        20        30        40           50           
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
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gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
       60        70        80                                       
2MEPSP SVTVTGPPREPFGRKHLKAIDV                                       
          .  ::  : .:.: .                                           
gi|289 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAI 
            130       140       150       160       170       180   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 73.1  bits: 19.3 E():   43 
Smith-Waterman score: 46; 27.1% identity (52.1% similar) in 48 aa overlap (34-76:96-143) 
 
            10        20        30        40           50           
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
       60        70        80                                       
2MEPSP SVTVTGPPREPFGRKHLKAIDV                                       
          .  ::  : .:.: .                                           
gi|424 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAI 
         130       140       150       160       170       180      
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.9  bits: 18.4 E():   44 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (21-45:19-41) 
 
               10        20        30        40        50        60 
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|131   QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVER 
                 10        20         30         40        50       
 
               70        80                                         
2MEPSP TVTGPPREPFGRKHLKAIDV                                         
                                                                    
gi|131 DHKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
         60        70        80        90       100       110       
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.9  bits: 19.3 E():   44 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (61-74:15-28) 
 
               40        50        60        70        80           
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV           
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.6  bits: 18.4 E():   45 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (21-45:25-47) 
 
                   10        20        30        40        50       
2MEPSP     KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
         60        70        80                                     
2MEPSP ETSVTVTGPPREPFGRKHLKAIDV                                     
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
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 initn:  37 init1:  37 opt:  47  Z-score: 72.2  bits: 19.8 E():   48 
Smith-Waterman score: 47; 22.6% identity (59.7% similar) in 62 aa overlap (10-68:222-283) 
 
                                    10        20        30          
2MEPSP                      KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
         40        50        60        70        80                 
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV                 
          .... :. . ..  .  ..: .. ::  :                             
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
 
gi|122 HVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
             320       330       340       350       360  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (48-71:7-30) 
 
        20        30        40        50        60        70        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
        80                                                          
2MEPSP IDV                                                          
                                                                    
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 53; 24.1% identity (58.6% similar) in 58 aa overlap (10-67:2-53) 
 
               10        20        30        40        50        60 
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                .:.: .::  ..... :.. .::  ..       ..   .: :  : :... 
gi|109         MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK--WLEAKA 
                        10        20        30           40         
 
               70        80                                         
2MEPSP TVTGPPREPFGRKHLKAIDV                                         
       :  : :.                                                      
gi|109 TWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEAC 
         50        60        70        80        90       100       
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 72.2  bits: 18.5 E():   48 
Smith-Waterman score: 44; 28.9% identity (60.0% similar) in 45 aa overlap (6-50:97-140) 
 
                                        10        20        30      
2MEPSP                          KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: :. .  :.  ....: : ::.  :  . 
gi|246 SMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFIL-STVNGTTRTVNPLGFYK 
         70        80        90       100        110       120      
 
          40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
        ..  : :.: . .:                               
gi|246 KEALPKCAQVYNKLGMYPPNM                         
         130       140                               
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.9  bits: 19.3 E():   49 
Smith-Waterman score: 46; 26.5% identity (55.9% similar) in 34 aa overlap (33-66:114-147) 
 
             10        20        30        40        50        60   
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2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
             70        80                                           
2MEPSP TGPPREPFGRKHLKAIDV                                           
          :                                                         
gi|144 IILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDR 
           150       160       170       180       190       200    
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.9  bits: 18.0 E():   50 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (9-30:63-84) 
 
                                     10        20        30         
2MEPSP                       KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|117 EADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAP 
             40        50        60        70        80        90   
 
       40        50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
                                                  
gi|117 EAAKEEEKEESDEDMGFGLFD                      
            100       110                         
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.9  bits: 18.0 E():   50 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (9-30:63-84) 
 
                                     10        20        30         
2MEPSP                       KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|185 EADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAP 
             40        50        60        70        80        90   
 
       40        50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
                                                  
gi|185 EAAKEEEKEESDEDMGFGLFD                      
            100       110                         
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (16-66:1-49) 
 
               10        20        30        40        50        60 
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                      .:..:.:  ...:  : ..:.   .  ..:   ..  . .....  
gi|506                MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRNGG 
                              10        20        30        40      
 
               70        80                                         
2MEPSP TVTGPPREPFGRKHLKAIDV                                         
       .:  ::                                                       
gi|506 AV--PPACCNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPY 
            50        60        70        80        90       100    
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 19.4 E():   53 
Smith-Waterman score: 46; 19.5% identity (53.7% similar) in 41 aa overlap (38-78:228-268) 
 
        10        20        30        40        50        60        
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
        70        80                                   
2MEPSP EPFGRKHLKAIDV                                   
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       .:    ::.:.                                     
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.1  bits: 18.5 E():   55 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (17-38:150-172) 
 
                             10        20         30        40      
2MEPSP               KNAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
          50        60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.4 E():   55 
Smith-Waterman score: 46; 19.5% identity (53.7% similar) in 41 aa overlap (38-78:247-287) 
 
        10        20        30        40        50        60        
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
        70        80                                   
2MEPSP EPFGRKHLKAIDV                                   
       .:    ::.:.                                     
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (21-45:20-42) 
 
               10        20        30        40        50        60 
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :     .::. :.::                
gi|333  QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVER 
                10        20         30         40        50        
 
               70        80                                         
2MEPSP TVTGPPREPFGRKHLKAIDV                                         
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
        60        70        80        90       100       110        
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (21-45:20-42) 
 
               10        20        30        40        50        60 
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333  WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
                10        20          30        40        50        
 
               70        80                                         
2MEPSP TVTGPPREPFGRKHLKAIDV                                         
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
        60        70        80        90       100       110        
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (21-45:20-42) 
 
               10        20        30        40        50        60 
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
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                           : :..: .. :     .::. :.::                
gi|333  QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVER 
                10        20         30         40        50        
 
               70        80                                         
2MEPSP TVTGPPREPFGRKHLKAIDV                                         
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
        60        70        80        90       100       110        
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.1 E():   56 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (21-45:21-43) 
 
               10        20        30        40        50        60 
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
               70        80                                         
2MEPSP TVTGPPREPFGRKHLKAIDV                                         
                                                                    
gi|333 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.1 E():   56 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (21-45:21-43) 
 
               10        20        30        40        50        60 
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
               70        80                                         
2MEPSP TVTGPPREPFGRKHLKAIDV                                         
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.1 E():   56 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (21-45:21-43) 
 
               10        20        30        40        50        60 
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
               70        80                                         
2MEPSP TVTGPPREPFGRKHLKAIDV                                         
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.1 E():   56 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (21-45:21-43) 
 
               10        20        30        40        50        60 
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|375 IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
               70        80                                         
2MEPSP TVTGPPREPFGRKHLKAIDV                                         
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gi|375 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (5-50:86-130) 
 
                                         10        20        30     
2MEPSP                           KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
           40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
       . ..  : :.: . .:                               
gi|136 KKEALPKCAQVYNKLGMYPPNM                         
          120       130                               
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (64-72:14-22) 
 
            40        50        60        70        80              
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV              
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.1 E():   58 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (21-45:29-51) 
 
                       10        20        30        40        50   
2MEPSP         KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
             60        70        80                                 
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDV                                 
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.1 E():   58 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (21-45:29-51) 
 
                       10        20        30        40        50   
2MEPSP         KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
             60        70        80                                 
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDV                                 
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 46; 24.5% identity (57.1% similar) in 49 aa overlap (1-46:85-131) 
 
                                             10        20           
2MEPSP                               KNAYVEGDASSASYFLAGAAITGG---TVT 
                                     :  :.     ....: .:.:.  :   ..: 
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gi|170 DSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLT 
           60        70        80        90       100       110     
 
        30        40        50        60        70        80        
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV        
       . .  :.  : :. .:. :                                          
gi|170 ISNLTTS--QQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEENLIAP 
          120         130       140       150       160       170   
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (64-72:25-33) 
 
            40        50        60        70        80              
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV              
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (21-45:35-57) 
 
                         10        20        30        40        50 
2MEPSP           KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
               60        70        80                               
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDV                               
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.3  bits: 19.9 E():   60 
Smith-Waterman score: 47; 57.1% identity (71.4% similar) in 14 aa overlap (64-76:202-215) 
 
            40        50        60        70         80             
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF-GRKHLKAIDV             
                                     : :. :  :::::.                 
gi|424 SLPEFKNFLNFLQTNGLNAIEFLNNIHDLLGIPHIPVTGRKHLRRGVGITGLIDDIIAIL 
             180       190       200       210       220       230  
 
gi|424 PVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVETLKAMPEYQSLIQKLKDKGVDVDH 
             240       250       260       270       280       290  
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (64-72:31-39) 
 
            40        50        60        70        80              
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV              
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (64-72:31-39) 
 
            40        50        60        70        80              
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV              
                                     :::. : :.                      
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gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (20-64:204-252) 
 
                          10        20        30           40       
2MEPSP            KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
          50        60        70        80   
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDV   
       .  :: : :  ..:  . :                   
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (64-72:32-40) 
 
            40        50        60        70        80              
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV              
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (20-64:204-252) 
 
                          10        20        30           40       
2MEPSP            KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
          50        60        70        80   
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDV   
       .  :: : :  ..:  . :                   
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 17.7 E():   61 
Smith-Waterman score: 42; 31.8% identity (63.6% similar) in 22 aa overlap (8-29:80-101) 
 
                                      10        20        30        
2MEPSP                        KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   :.. ::         
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
        40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.1  bits: 19.4 E():   62 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (26-44:97-115) 
 
                    10        20        30        40        50      
2MEPSP      KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8049

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
          60        70        80                                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDV                                    
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.9 E():   63 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (57-74:288-305) 
 
         30        40        50        60        70        80       
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV       
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.1 E():   63 
Smith-Waterman score: 43; 20.4% identity (55.6% similar) in 54 aa overlap (1-50:40-93) 
 
                                             10            20       
2MEPSP                               KNAYVEGDASSASYFLA----GAAITGGTV 
                                     :.. ..::.. ..  .     :. ::  :. 
gi|134 LTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTL 
      10        20        30        40        50        60          
 
         30        40        50        60        70        80       
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV       
        ..: .  .:  : .  .   ..:                                     
gi|134 RIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIFHTKGDAVVP 
      70        80        90       100       110       120          
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (39-64:175-201) 
 
       10        20        30        40         50        60        
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
        70        80                                                
2MEPSP EPFGRKHLKAIDV                                                
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (39-64:175-201) 
 
       10        20        30        40         50        60        
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
        70        80                                                
2MEPSP EPFGRKHLKAIDV                                                
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
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 initn:  42 init1:  42 opt:  45  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (18-59:216-260) 
 
                            10        20        30           40     
2MEPSP              KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
           50        60        70        80     
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV     
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 19.4 E():   64 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (7-29:145-167) 
 
                                       10        20        30       
2MEPSP                         KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
         40        50        60        70        80                 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV                 
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 18.6 E():   64 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (35-65:98-127) 
 
           10        20        30        40        50        60     
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
           70        80                                             
2MEPSP PPREPFGRKHLKAIDV                                             
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.8  bits: 20.3 E():   65 
Smith-Waterman score: 55; 30.8% identity (59.0% similar) in 39 aa overlap (2-40:117-154) 
 
                                            10        20        30  
2MEPSP                              KNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     :::  :....:   :  :  .:  ..  :  
gi|219 GDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAK-SGDKINFVGY 
         90       100       110       120       130        140      
 
              40        50        60        70        80            
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV            
       : .. .::.                                                    
gi|219 GQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGALTKSGDKYSFDG 
         150       160       170       180       190       200      
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (7-44:93-131) 
 
                                        10        20        30      
2MEPSP                         KNAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
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             70        80        90       100       110       120   
 
          40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
        .::... :                                     
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN        
            130       140       150       160        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 18.6 E():   65 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (35-65:99-128) 
 
           10        20        30        40        50        60     
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
           70        80                                             
2MEPSP PPREPFGRKHLKAIDV                                             
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.6  bits: 18.2 E():   66 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (32-57:38-62) 
 
              10        20        30        40        50        60  
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:     
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
              70        80                                          
2MEPSP VTGPPREPFGRKHLKAIDV                                          
                                                                    
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.5  bits: 17.7 E():   67 
Smith-Waterman score: 42; 35.3% identity (64.7% similar) in 17 aa overlap (61-76:20-36) 
 
               40        50        60         70        80          
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDV          
                                     .. : ::  : .:.: .              
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
                          10        20        30        40          
 
gi|301 AILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVD 
      50        60        70        80        90       100          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 19.5 E():   70 
Smith-Waterman score: 46; 36.4% identity (68.2% similar) in 22 aa overlap (46-67:312-333) 
 
          20        30        40        50        60        70      
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
                                     .: .: :.  .  ..:::.: :         
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
          80                                                        
2MEPSP KAIDV                                                        
                                                                    
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|193247972|emb|CAQ68366.1| parvalbumin [Sardinops sa  (109 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.3 E():   76 
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Smith-Waterman score: 41; 20.7% identity (58.6% similar) in 29 aa overlap (1-29:73-101) 
 
                                             10        20        30 
2MEPSP                               KNAYVEGDASSASYFLAGAAITGGTVTVEG 
                                     :.: .  :. . ... ::  .  : . ..  
gi|193 ELKKAFAIIDQDKSGFIEEEELKLFLQNFCKKARALTDGETKKFLKAGDNVGDGKIGIDE 
             50        60        70        80        90       100   
 
               40        50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
                                                          
gi|193 FNHLVKH                                            
                                                          
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (66-79:41-54) 
 
          40        50        60        70        80                
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV                
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (10-35:103-127) 
 
                                    10        20        30          
2MEPSP                      KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
      40        50        60        70        80                    
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV                    
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.3 E():   78 
Smith-Waterman score: 41; 50.0% identity (85.7% similar) in 14 aa overlap (17-30:70-83) 
 
                             10        20        30        40       
2MEPSP               KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :::: .::.... :                 
gi|215 SSLLKELEGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKE 
      40        50        60        70        80        90          
 
         50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
                                          
gi|215 ESDDDMGFGLFD                       
     100       110                        
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.2 E():   78 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (66-79:45-58) 
 
          40        50        60        70        80                
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV                
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
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>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (61-74:292-305) 
 
               40        50        60        70        80           
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV           
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 42; 28.6% identity (55.1% similar) in 49 aa overlap (1-44:83-130) 
 
                                             10             20      
2MEPSP                               KNAYVEGDASSA-----SYFLAGAAITGGT 
                                     : . .:::: :      ::    .:  .:. 
gi|131 TIKKINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGS 
             60        70        80        90       100       110   
 
          30        40        50        60        70        80 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
       : ... .    ..::.. :                                     
gi|131 V-IKSTSHYHTKSDVEIKEEHVKAGKEKASHLFKLIENYLLAHSDAYN        
             120       130       140       150                 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 45; 29.2% identity (58.3% similar) in 48 aa overlap (7-54:317-364) 
 
                                       10        20        30       
2MEPSP                         KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     :. ::.:   . .. ::.. :  : :. :  
gi|855 SASSTSSKTPSTSTLATSTKATPTPSGTSSGSNSSSSAEPTTTGGTGSSNTGSGSGSGSG 
        290       300       310       320       330       340       
 
         40        50        60        70        80      
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV      
       .:. . .      ::..:                                
gi|855 SGSSSSTGSSTSAGASATPELSQGAAGSIKGSVTACALVFGAVAAVLAF 
        350       360       370       380       390      
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.0  bits: 20.0 E():   81 
Smith-Waterman score: 55; 30.8% identity (59.0% similar) in 39 aa overlap (2-40:117-154) 
 
                                            10        20        30  
2MEPSP                              KNAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     :::  :....:   :  :  .:  ..  :  
gi|581 GDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAK-SGDKINFVGY 
         90       100       110       120       130        140      
 
              40        50        60        70        80            
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV            
       : .. .::.                                                    
gi|581 GQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGTLTKSGDKYSFDG 
         150       160       170       180       190       200      
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (35-49:53-67) 
 
           10        20        30        40        50        60     
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
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           70        80                                             
2MEPSP PPREPFGRKHLKAIDV                                             
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.7 E():   84 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (30-49:285-304) 
 
                10        20        30        40        50          
2MEPSP  KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
      60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDV 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.8 E():   87 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (19-32:13-26) 
 
               10        20        30        40        50        60 
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                         ::...  : :. ::                             
gi|156       MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLVYIHI 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP TVTGPPREPFGRKHLKAIDV                                         
                                                                    
gi|156 ANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGI 
           60        70        80        90       100       110     
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.3 E():   88 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (19-38:218-237) 
 
                           10        20        30        40         
2MEPSP             KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
       50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.2  bits: 18.7 E():   89 
Smith-Waterman score: 44; 24.5% identity (55.1% similar) in 49 aa overlap (1-46:65-111) 
 
                                             10        20           
2MEPSP                               KNAYVEGDASSASYFLAGAAITGG---TVT 
                                     :  :.     ....: .:.:.  :   ..: 
gi|627 DSTSCNVVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLT 
           40        50        60        70        80        90     
 
        30        40        50        60        70        80        
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV        
       .    :.  : :. .:. :                                          
gi|627 ISQLTTS--QQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEENLIAP 
          100         110       120       130       140       150   
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.1  bits: 18.3 E():   90 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (37-65:189-216) 
 
         10        20        30        40        50         60      
2MEPSP GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
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                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
          70        80                  
2MEPSP PREPFGRKHLKAIDV                  
                                        
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.9  bits: 17.4 E():   93 
Smith-Waterman score: 41; 22.2% identity (52.8% similar) in 36 aa overlap (15-50:8-39) 
 
               10        20        30        40        50        60 
2MEPSP KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                     :  .:. ..: .  . ::    .:.:   .. .  :           
gi|344        MMKFIVLFALNAVASAGKMKFKDCG----KGEVTELDITDCSGDFCVLHRGKS 
                      10        20            30        40          
 
               70        80                                         
2MEPSP TVTGPPREPFGRKHLKAIDV                                         
                                                                    
gi|344 VTLDAKFVANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTI 
      50        60        70        80        90       100          
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 48; 30.0% identity (65.0% similar) in 40 aa overlap (6-45:103-140) 
 
                                        10        20        30      
2MEPSP                          KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 KYTDSKGKNRTTIRGRTKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
             80        90       100       110       120        130  
 
          40        50        60        70        80                
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV                
        .: : ....                                                   
gi|194 -NGHVIYVQLRLTLRSFHPEQGDKEALQHYTVHQVNQHKKAIEEDLKHFNLKYEDLHSTC 
              140       150       160       170       180       190 
 
>>gi|145105726|gb|ABP35603.1| Bla g 2 allergen variant [  (352 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.9  bits: 18.7 E():   93 
Smith-Waterman score: 44; 24.5% identity (57.1% similar) in 49 aa overlap (1-46:85-131) 
 
                                             10        20           
2MEPSP                               KNAYVEGDASSASYFLAGAAITGG---TVT 
                                     :  :.     ....: .:.:.  :   ..: 
gi|145 DSTSCNVVVASQECVGGACVCPNLQKYEKLKPRYISDGNVQVKFFDTGSAVGRGIEDSLT 
           60        70        80        90       100       110     
 
        30        40        50        60        70        80        
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV        
       .   . :. : :. .:. :                                          
gi|145 I--FNLTTSQQDIVLADELSQEVCILSADGVVGIAAPGCPNALKGKTVLENFVEENLIAP 
            120       130       140       150       160       170   
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.7  bits: 18.3 E():   96 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (30-75:85-134) 
 
                10        20        30        40         50         
2MEPSP  KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
          60        70        80                                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDV                                    
          .: .:   .::..  :.                                         
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gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.0 E():   96 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (8-29:80-101) 
 
                                      10        20        30        
2MEPSP                        KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|209 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
        40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.0 E():   96 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (8-29:80-101) 
 
                                      10        20        30        
2MEPSP                        KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|249 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
        40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   97 
Smith-Waterman score: 40; 47.1% identity (64.7% similar) in 17 aa overlap (7-23:68-84) 
 
                                       10        20        30       
2MEPSP                         KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     : :..:.   ::::  :              
gi|833 RLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEE 
        40        50        60        70        80        90        
 
         40        50        60        70        80 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
                                                    
gi|833 KEESDEDMGFGLFD                               
       100       110                                
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   97 
Smith-Waterman score: 40; 47.1% identity (64.7% similar) in 17 aa overlap (7-23:68-84) 
 
                                       10        20        30       
2MEPSP                         KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     : :..:.   ::::  :              
gi|668 RLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEE 
        40        50        60        70        80        90        
 
         40        50        60        70        80 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
                                                    
gi|668 KEESDEDMGFGLFD                               
       100       110                                
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 40; 28.0% identity (56.0% similar) in 25 aa overlap (8-32:79-103) 
 
                                      10        20        30        
2MEPSP                        KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   : . :.  :      
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
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        40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
                                                   
gi|131 WGAKG                                       
      110                                          
 
>>gi|113200131|gb|ABI32184.1| allergenic protein [Fagopy  (515 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.4  bits: 19.2 E():   99 
Smith-Waterman score: 46; 24.3% identity (56.8% similar) in 37 aa overlap (8-44:102-135) 
 
                                      10        20        30        
2MEPSP                        KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:   ..   : .. :  :.. ::  : .: 
gi|113 DHNTPEFRCTGFVAVRYVIQPGGLLLPSYSNAPYITFVEQGRGVQG--VVIPGCPET-FQ 
              80        90       100       110         120          
 
        40        50        60        70        80                  
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV                  
       .: .. .                                                      
gi|113 SDSEYPQSQRGQHSRESESQESSRGDQHQKIFRVREGDVIPSPAGVVQWTHNDGDQDLIS 
      130       140       150       160       170       180         
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.3  bits: 18.8 E(): 1e 
Smith-Waterman score: 44; 30.3% identity (60.6% similar) in 33 aa overlap (20-51:264-296) 
 
                          10        20        30        40          
2MEPSP            KNAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEM 
                                     : .::  ..   ::. : : .. .:..    
gi|118 YTGSLNWVPVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSD 
           240       250       260       270       280       290    
 
       50        60        70        80                             
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDV                             
       .::                                                          
gi|118 IGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGMDVPTS 
           300       310       320       330       340       350    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:53 2011 done: Tue Apr 19 10:57:53 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 247  - 326 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     2     0:= 
  30     9     2:*== 
  32    13     8:==*== 
  34    28    22:=======*== 
  36    37    44:============= * 
  38    46    73:================        * 
  40   122   102:=================================*======= 
  42   127   125:=========================================*= 
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  44   130   138:============================================ * 
  46   158   140:==============================================*====== 
  48   148   134:============================================*===== 
  50   131   122:========================================*=== 
  52   103   108:===================================* 
  54    76    92:==========================    * 
  56    60    77:====================     * 
  58    54    63:==================  * 
  60    38    51:=============   * 
  62    31    41:===========  * 
  64    32    33:==========* 
  66    24    26:========* 
  68    10    20:====  * 
  70    33    16:=====*===== 
  72    14    12:===*= 
  74     4    10:== * 
  76    10     8:==*= 
  78    13     6:=*=== 
  80     4     5:=* 
  82     3     3:* 
  84     4     3:*= 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     5     0:==        *===== 
 102     7     0:===       *======= 
 104     2     0:=         *== 
 106     0     0:          * 
 108     3     0:=         *=== 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.20460.00302; mu= 15.9022 0.157 
 mean_var=29.6785 7.870, 0's: 2 Z-trim: 3  B-trim: 117 in 1/43 
 Lambda= 0.235425 
 Kolmogorov-Smirnov  statistic: 0.0283 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   67 26.3    0.23 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   64 25.3    0.45 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.3    0.45 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.3    0.45 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.6    0.72 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.6    0.72 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.3    0.91 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.3    0.91 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 23.9     1.1 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 23.9     1.1 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 23.9     1.1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 23.9     1.1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 23.9     1.1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 23.9     1.1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 23.9     1.1 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   60 23.9     1.1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 23.9     1.1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.6     1.5 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.6     2.9 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   59 24.0     3.6 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.5       6 
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gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.6     6.4 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.6     6.9 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.2     7.7 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   50 20.4     9.4 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 20.9     9.6 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.4      11 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   50 20.5      11 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   55 22.8      12 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   55 22.8      12 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   53 21.9      13 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.2      15 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 20.2      16 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.8      17 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   53 22.1      19 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   53 22.1      19 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.8      20 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.9      20 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   48 19.9      20 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      22 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.5      22 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.5      23 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.4      23 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.4      23 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.4      23 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.5      24 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.5      24 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.4      24 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.4      26 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   48 20.0      26 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   48 20.0      26 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   50 20.9      27 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.5      28 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   45 18.7      30 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.1      31 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.2      31 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.7      31 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.2      32 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.2      32 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.2      32 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.2      35 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   44 18.4      38 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.8      40 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   44 18.4      42 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.3      43 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.4      43 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.4      45 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   47 19.8      46 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      47 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      47 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.5      47 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   46 19.4      48 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 18.0      49 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.0      49 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 18.0      50 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   46 19.4      51 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   46 19.4      54 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.5      54 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.1      55 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.1      55 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.1      55 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.1      55 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.1      55 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.1      55 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.1      55 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      56 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.1      57 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.1      58 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.1      58 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      58 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 19.9      58 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.0      59 
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gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.0      59 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 19.0      59 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 19.0      59 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.0      59 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.1      60 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.5      60 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.9      60 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   42 17.7      61 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 17.7      61 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.0      62 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.0      62 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 19.0      62 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.5      62 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.6      63 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.6      64 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 18.2      64 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.5      68 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.2      75 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   44 18.7      75 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.2      76 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.6      76 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.2      76 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.3      77 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.2      79 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.8      82 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.7      82 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.8      86 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.3      86 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.3      88 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   42 17.9      92 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   41 17.4      92 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      94 
gi|113200131|gb|ABI32184.1| allergenic protein [Fa ( 515)   45 19.2      95 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   40 17.0      96 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   40 17.0      96 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   44 18.8      97 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.0      97 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.0      97 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   40 17.0      98 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 18.8      99 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   44 18.8      99 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  67  Z-score: 114.0  bits: 26.3 E(): 0.23 
Smith-Waterman score: 67; 29.3% identity (53.4% similar) in 58 aa overlap (7-63:73-130) 
 
                                       10        20        30       
2MEPSP                         NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS-L 
                                     :::.     .:.: . :.  : :  :.. . 
gi|583 TKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVI 
             50        60        70        80        90       100   
 
          40        50        60        70        80             
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN             
         : :  .:..  :    :...: :  :                              
gi|583 YTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP 
            110       120       130       140       150          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 108.7  bits: 25.3 E(): 0.45 
Smith-Waterman score: 64; 26.7% identity (54.7% similar) in 75 aa overlap (10-80:4-77) 
 
               10        20         30        40        50          
2MEPSP NAYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TE 
                ... : .. ..:: .  : :: : :.. :...  .   . : .:     :  
gi|160       MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTT 
                     10        20        30         40        50    
 
         60        70        80                                     
2MEPSP TSVTVTGPPREPFGRKHLKAIDVN                                     
       ..   :::  .: :..:    : :                                     
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gi|160 NGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIG 
            60        70        80        90       100       110    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 108.7  bits: 25.3 E(): 0.45 
Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (23-80:16-77) 
 
               10        20          30        40         50        
2MEPSP NAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTET 
                             :::  : :: : :.. :... .   :. . :..    : 
gi|160        MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTT 
                      10        20        30        40        50    
 
        60         70        80                                     
2MEPSP SVTV-TGPPREPFGRKHLKAIDVN                                     
       .  . :::  .: :..:    : :                                     
gi|160 NGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIG 
            60        70        80        90       100       110    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 108.7  bits: 25.3 E(): 0.45 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (23-80:16-77) 
 
               10        20          30        40        50         
2MEPSP NAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---T 
                             :::  : :: : :.. :...  .   . : .:.    : 
gi|160        MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGAT 
                      10        20        30         40        50   
 
          60        70        80                                    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVN                                    
        ..   :::  .: :..:    : :                                    
gi|160 TNGCMSTGPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSII 
             60        70        80        90       100       110   
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.1  bits: 24.6 E(): 0.72 
Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (23-80:16-77) 
 
               10        20          30        40         50        
2MEPSP NAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTET 
                             :::  : :: : :.. :... .   :. . ...    : 
gi|160        MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTT 
                      10        20        30        40        50    
 
        60         70        80                                     
2MEPSP SVTV-TGPPREPFGRKHLKAIDVN                                     
       .  . :::  .: :..:    : :                                     
gi|160 NGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIG 
            60        70        80        90       100       110    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.1  bits: 24.6 E(): 0.72 
Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (23-80:16-77) 
 
               10        20          30        40        50         
2MEPSP NAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---T 
                             :::  : :: : :.. :...  .   . : .:.    : 
gi|160        MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDT 
                      10        20        30         40        50   
 
          60        70        80                                    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVN                                    
        ..   :::  .: :..:    : :                                    
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSII 
             60        70        80        90       100       110   
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.2  bits: 24.3 E(): 0.91 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (23-80:16-77) 
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               10        20          30        40        50         
2MEPSP NAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---T 
                             :::  : :: : :.. :...  .   . : .:     : 
gi|160        MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDT 
                      10        20        30         40        50   
 
          60        70        80                                    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVN                                    
        ..   :::  .: :..:    : :                                    
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSII 
             60        70        80        90       100       110   
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.2  bits: 24.3 E(): 0.91 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (23-80:16-77) 
 
               10        20          30        40        50         
2MEPSP NAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---T 
                             :::  : :: : :.. :...  .   . : .:     : 
gi|160        MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDT 
                      10        20        30         40        50   
 
          60        70        80                                    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVN                                    
        ..   :::  .: :..:    : :                                    
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSII 
             60        70        80        90       100       110   
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.7  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (23-80:16-77) 
 
               10        20          30        40        50         
2MEPSP NAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---T 
                             :::  : :: : :.. :...  .   . : .:     : 
gi|160        MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDT 
                      10        20        30         40        50   
 
          60        70        80                                    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVN                                    
        ..   :::  .: :..:    : :                                    
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.7  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (23-80:16-77) 
 
               10        20          30        40        50         
2MEPSP NAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---T 
                             :::  : :: : :.. :...  .   . : .:     : 
gi|160        MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDT 
                      10        20        30         40        50   
 
          60        70        80                                    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVN                                    
        ..   :::  .: :..:    : :                                    
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
             60        70        80        90       100       110   
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.4  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (23-80:16-77) 
 
               10        20          30        40        50         
2MEPSP NAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---T 
                             :::  : :: : :.. :...  .   . : .:     : 
gi|160        MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDT 
                      10        20        30         40        50   
 
          60        70        80                                    
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2MEPSP ETSVTVTGPPREPFGRKHLKAIDVN                                    
        ..   :::  .: :..:    : :                                    
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSII 
             60        70        80        90       100       110   
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.4  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (23-80:16-77) 
 
               10        20          30        40        50         
2MEPSP NAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---T 
                             :::  : :: : :.. :...  .   . : .:     : 
gi|160        MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDT 
                      10        20        30         40        50   
 
          60        70        80                                    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVN                                    
        ..   :::  .: :..:    : :                                    
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSII 
             60        70        80        90       100       110   
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.4  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (23-80:16-77) 
 
               10        20          30        40        50         
2MEPSP NAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---T 
                             :::  : :: : :.. :...  .   . : .:     : 
gi|145        MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDT 
                      10        20        30         40        50   
 
          60        70        80                                    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVN                                    
        ..   :::  .: :..:    : :                                    
gi|145 TNGCMSTGPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSII 
             60        70        80        90       100       110   
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.4  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (23-80:16-77) 
 
               10        20          30        40        50         
2MEPSP NAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---T 
                             :::  : :: : :.. :...  .   . : .:     : 
gi|160        MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDT 
                      10        20        30         40        50   
 
          60        70        80                                    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVN                                    
        ..   :::  .: :..:    : :                                    
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSII 
             60        70        80        90       100       110   
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.4  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (23-80:16-77) 
 
               10        20          30        40        50         
2MEPSP NAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---T 
                             :::  : :: : :.. :...  .   . : .:     : 
gi|160        MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDT 
                      10        20        30         40        50   
 
          60        70        80                                    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVN                                    
        ..   :::  .: :..:    : :                                    
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSII 
             60        70        80        90       100       110   
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.4  bits: 23.9 E():  1.1 
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Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (23-80:16-77) 
 
               10        20          30        40        50         
2MEPSP NAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---T 
                             :::  : :: : :.. :...  .   . : .:     : 
gi|160        MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDT 
                      10        20        30         40        50   
 
          60        70        80                                    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVN                                    
        ..   :::  .: :..:    : :                                    
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHSII 
             60        70        80        90       100       110   
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.4  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (23-80:16-77) 
 
               10        20          30        40        50         
2MEPSP NAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---T 
                             :::  : :: : :.. :...  .   . : .:     : 
gi|160        MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDT 
                      10        20        30         40        50   
 
          60        70        80                                    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVN                                    
        ..   :::  .: :..:    : :                                    
gi|160 TNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSII 
             60        70        80        90       100       110   
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 99.6  bits: 23.6 E():  1.5 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (23-80:16-77) 
 
               10        20          30        40         50        
2MEPSP NAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTET 
                             :::  : :: : :.. :... .   :. . ...    : 
gi|160        MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDAT 
                      10        20        30        40        50    
 
        60         70        80                                     
2MEPSP SVTV-TGPPREPFGRKHLKAIDVN                                     
       .  . :::  .: :..:    : :                                     
gi|160 NGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIG 
            60        70        80        90       100       110    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 94.1  bits: 22.6 E():  2.9 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (23-80:16-77) 
 
               10        20          30        40         50        
2MEPSP NAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTET 
                             :::  : :: : :.. :... .   :. . ...    : 
gi|160        MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDIT 
                      10        20        30        40        50    
 
        60         70        80                                     
2MEPSP SVTV-TGPPREPFGRKHLKAIDVN                                     
       .  . :::  .: :..:    : :                                     
gi|160 NGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIG 
            60        70        80        90       100       110    
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  50 init1:  50 opt:  59  Z-score: 92.6  bits: 24.0 E():  3.6 
Smith-Waterman score: 60; 30.0% identity (50.0% similar) in 50 aa overlap (21-70:50-97) 
 
                         10        20        30        40        50 
2MEPSP           NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                     : .:.  . :: :  :: .   . .. ::  
gi|947 LAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCGGT-WQGIIDKLDYIQGMGF 
      20        30        40        50        60         70         
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               60        70        80                               
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVN                               
        . :  : ::.  :    .:                                         
gi|947 TAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTADDLKALSSALHERGMYLMV 
       80         90       100       110       120       130        
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 88.5  bits: 21.5 E():    6 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (23-80:16-77) 
 
               10        20          30        40        50         
2MEPSP NAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---T 
                             :::  : .: : :.. :...  .   . : .:     : 
gi|160        MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDT 
                      10        20        30         40        50   
 
          60        70        80                                    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVN                                    
        ..   :::   : :..:    : :                                    
gi|160 TNGCMSTGPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSII 
             60        70        80        90       100       110   
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 88.0  bits: 21.6 E():  6.4 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (2-30:86-113) 
 
                                            10        20        30  
2MEPSP                              NAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
              40        50        60        70        80     
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN     
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 87.5  bits: 21.6 E():  6.9 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (2-30:102-129) 
 
                                            10        20        30  
2MEPSP                              NAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
              40        50        60        70        80     
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN     
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
              140       150       160       170       180    
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.5  bits: 21.2 E():  7.7 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (32-78:30-74) 
 
              10        20        30        40        50        60  
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|169  MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
              70        80                                          
2MEPSP TGPPREPFGRKHLKAIDVN                                          
        :  .  :  ....:::                                            
gi|169 DGETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSV 
      60          70        80        90       100       110        
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>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.0  bits: 20.4 E():  9.4 
Smith-Waterman score: 50; 32.1% identity (64.3% similar) in 28 aa overlap (1-28:74-101) 
 
                                             10        20        30 
2MEPSP                               NAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     .: : .:: ..... :: .   : . ::   
gi|207 AKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEF 
            50        60        70        80        90       100    
 
               40        50        60        70        80 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
                                                          
gi|207 QALVKA                                             
                                                          
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 84.9  bits: 20.9 E():  9.6 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (23-80:16-77) 
 
               10        20          30        40        50         
2MEPSP NAYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---T 
                             :::  : :: : :.. :...  .   . : .:     : 
gi|160        MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDT 
                      10        20        30         40        50   
 
          60        70        80                                    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVN                                    
        ..   :::  .: :...    : :                                    
gi|160 TNGCMSTGPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSII 
             60        70        80        90       100       110   
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.7  bits: 21.4 E():   11 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (20-39:208-227) 
 
                          10        20        30        40          
2MEPSP            NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
      50        60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
                                       
gi|111 KPEFIDIINAAAVKSA                
       240       250                   
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 83.6  bits: 20.5 E():   11 
Smith-Waterman score: 50; 52.6% identity (68.4% similar) in 19 aa overlap (61-78:85-103) 
 
               40        50        60         70        80          
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVN          
                                     .::: :::  : ..::  :            
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 83.0  bits: 22.8 E():   12 
Smith-Waterman score: 55; 30.8% identity (59.0% similar) in 39 aa overlap (1-39:117-154) 
 
                                             10        20        30 
2MEPSP                               NAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     :::  :....:   :  :  .:  ..  :  
gi|581 GDGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAK-SGDKINFVGY 
         90       100       110       120       130        140      
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               40        50        60        70        80           
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN           
       : .. .::.                                                    
gi|581 GQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGTLTKSGDKYSFDG 
         150       160       170       180       190       200      
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 83.0  bits: 22.8 E():   12 
Smith-Waterman score: 55; 30.8% identity (59.0% similar) in 39 aa overlap (1-39:117-154) 
 
                                             10        20        30 
2MEPSP                               NAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     :::  :....:   :  :  .:  ..  :  
gi|219 GDGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAK-SGDKINFVGY 
         90       100       110       120       130        140      
 
               40        50        60        70        80           
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN           
       : .. .::.                                                    
gi|219 GQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGALTKSGDKYSFDG 
         150       160       170       180       190       200      
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.2  bits: 21.9 E():   13 
Smith-Waterman score: 53; 38.5% identity (73.1% similar) in 26 aa overlap (1-26:19-44) 
 
                                 10        20        30        40   
2MEPSP                   NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                         :  ::.:.. .. .:: ::. .:. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN                       
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.4  bits: 20.2 E():   15 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (20-44:35-57) 
 
                          10        20        30        40          
2MEPSP            NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
      50        60        70        80                              
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVN                              
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 80.8  bits: 20.2 E():   16 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (2-30:84-111) 
 
                                            10        20        30  
2MEPSP                              NAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
              40        50        60        70        80   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN   
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
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 initn:  40 init1:  40 opt:  48  Z-score: 80.2  bits: 19.8 E():   17 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (45-71:9-37) 
 
           20        30        40        50        60          70   
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
             80                                                     
2MEPSP HLKAIDVN                                                     
                                                                    
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 79.3  bits: 22.1 E():   19 
Smith-Waterman score: 53; 30.8% identity (59.0% similar) in 39 aa overlap (1-39:117-154) 
 
                                             10        20        30 
2MEPSP                               NAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     :::  :....:   :  :  .:  ..  :  
gi|238 GDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAK-AGDKINFVGY 
         90       100       110       120       130        140      
 
               40        50        60        70        80           
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN           
       : .. .::.                                                    
gi|238 GQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKYSFDG 
         150       160       170       180       190       200      
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 79.3  bits: 22.1 E():   19 
Smith-Waterman score: 53; 30.8% identity (59.0% similar) in 39 aa overlap (1-39:117-154) 
 
                                             10        20        30 
2MEPSP                               NAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     :::  :....:   :  :  .:  ..  :  
gi|238 GDGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLKLAK-AGDKINFVGY 
         90       100       110       120       130        140      
 
               40        50        60        70        80           
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN           
       : .. .::.                                                    
gi|238 GQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKYSFDG 
         150       160       170       180       190       200      
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.2  bits: 19.8 E():   20 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (32-78:30-74) 
 
              10        20        30        40        50        60  
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|374  MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
              70        80                                          
2MEPSP TGPPREPFGRKHLKAIDVN                                          
        :  .  :  .....::                                            
gi|374 DGETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTL 
      60          70        80        90       100       110        
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.1  bits: 19.9 E():   20 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (48-66:1-18) 
 
        20        30        40        50        60        70        
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
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                                              10        20          
 
        80                                                          
2MEPSP DVN                                                          
                                                                    
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 78.9  bits: 19.9 E():   20 
Smith-Waterman score: 48; 23.5% identity (62.7% similar) in 51 aa overlap (31-80:38-87) 
 
               10        20        30        40        50        60 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
               70         80                                        
2MEPSP VTGPPREPFGRKHLKA-IDVN                                        
       .     .  :   :.  .:.:                                        
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (29-74:68-117) 
 
                 10        20        30        40         50        
2MEPSP   NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
           60        70        80                                   
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVN                                   
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 78.2  bits: 19.5 E():   22 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (4-49:86-130) 
 
                                          10        20        30    
2MEPSP                            NAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
            40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
       . ..  : :.: . .:                                
gi|136 KKEALPKCAQVYNKLGMYPPNM                          
          120       130                                
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 78.0  bits: 19.5 E():   23 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (4-49:90-134) 
 
                                          10        20        30    
2MEPSP                            NAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
            40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
       . ..  : :.: . .:                                
gi|145 KKEALPKCAQVYNKLGMYPPNM                          
      120       130       140                          
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>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (29-74:79-128) 
 
                 10        20        30        40         50        
2MEPSP   NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
           60        70        80                                   
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVN                                   
         ..::.:   .::..  :.                                         
gi|752 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGT 
      110       120       130       140       150       160         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (29-74:79-128) 
 
                 10        20        30        40         50        
2MEPSP   NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
           60        70        80                                   
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVN                                   
         ..::.:   .::..  :.                                         
gi|126 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (29-74:79-128) 
 
                 10        20        30        40         50        
2MEPSP   NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
           60        70        80                                   
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVN                                   
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 77.8  bits: 19.5 E():   24 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (4-49:96-140) 
 
                                          10        20        30    
2MEPSP                            NAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
            40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
       . ..  : :.: . .:                                
gi|246 KKEALPKCAQVYNKLGMYPPNM                          
          130       140                                
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 77.6  bits: 19.5 E():   24 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (10-36:9-38) 
 
               10           20        30        40        50        
2MEPSP NAYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
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                ::  ::   :.:.:  .:: ::: . .: :                      
gi|110  MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKHCQMYVQQ 
                10        20        30        40        50          
 
        60        70        80                                      
2MEPSP SVTVTGPPREPFGRKHLKAIDVN                                      
                                                                    
gi|110 EVQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQ 
      60        70        80        90       100       110          
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (11-38:133-160) 
 
                                   10        20        30        40 
2MEPSP                     NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
               50        60        70        80                     
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN                     
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.1  bits: 20.4 E():   26 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (28-52:282-306) 
 
                  10        20        30        40        50        
2MEPSP    NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
        60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVN 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.0  bits: 20.0 E():   26 
Smith-Waterman score: 48; 25.9% identity (53.7% similar) in 54 aa overlap (33-80:93-146) 
 
             10        20        30        40           50          
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
        60        70         80                                     
2MEPSP SVTVTGPPREPFGRKHLK-AIDVN                                     
          .  ::  : .:.: . .. .:                                     
gi|289 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAI 
            130       140       150       160       170       180   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.9  bits: 20.0 E():   26 
Smith-Waterman score: 48; 25.9% identity (53.7% similar) in 54 aa overlap (33-80:96-149) 
 
             10        20        30        40           50          
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
        60        70         80                                     
2MEPSP SVTVTGPPREPFGRKHLK-AIDVN                                     
          .  ::  : .:.: . .. .:                                     
gi|424 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAI 
         130       140       150       160       170       180      
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>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.7  bits: 20.9 E():   27 
Smith-Waterman score: 50; 38.5% identity (69.2% similar) in 26 aa overlap (1-26:19-44) 
 
                                 10        20        30        40   
2MEPSP                   NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                         :  ::.:.. .. .:: ::.  :. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN                       
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 76.4  bits: 20.5 E():   28 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (7-55:53-100) 
 
                                       10        20        30       
2MEPSP                         NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
         40        50        60        70        80                 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN                 
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 45; 28.6% identity (64.3% similar) in 28 aa overlap (1-28:74-101) 
 
                                             10        20        30 
2MEPSP                               NAYVEGDASSASYFLAGAAITGGTVTVEGC 
                                     .: . .:: ..... :: .   : . ::   
gi|207 AKKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEF 
            50        60        70        80        90       100    
 
               40        50        60        70        80 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
                                                          
gi|207 QALVKA                                             
                                                          
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (38-63:175-201) 
 
        10        20        30        40         50        60       
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
         70        80                                               
2MEPSP EPFGRKHLKAIDVN                                               
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (33-48:135-150) 
 
             10        20        30        40        50        60   
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8073

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
             70        80 
2MEPSP GPPREPFGRKHLKAIDVN 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.5  bits: 18.7 E():   31 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (15-65:1-49) 
 
               10        20        30        40        50        60 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                     .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... . 
gi|144               MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGA 
                             10        20        30        40       
 
               70        80                                         
2MEPSP VTGPPREPFGRKHLKAIDVN                                         
       :  ::                                                        
gi|144 V--PPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYK 
           50        60        70        80        90       100     
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (41-73:82-109) 
 
               20        30        40        50        60        70 
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
               80                                           
2MEPSP RKHLKAIDVN                                           
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (4-43:87-131) 
 
                                          10             20         
2MEPSP                            NAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
       30        40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
       . ..    :::.. :                                      
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN         
        120       130       140       150       160         
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (4-43:87-131) 
 
                                          10             20         
2MEPSP                            NAYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
       30        40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
       . ..    :::.. :                                      
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN         
        120       130       140       150       160         
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 19.2 E():   35 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (39-65:4-30) 
 
       10        20        30        40        50        60         
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
       70        80                                                 
2MEPSP FGRKHLKAIDVN                                                 
                                                                    
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 44; 29.6% identity (55.6% similar) in 27 aa overlap (2-28:75-101) 
 
                                            10        20        30  
2MEPSP                              NAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     : :  :: . ... :: :   : . ..    
gi|288 KKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFA 
           50        60        70        80        90       100     
 
              40        50        60        70        80 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
                                                         
gi|288 VWVKQ                                             
                                                         
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (4-43:87-131) 
 
                                               10        20         
2MEPSP                            NAYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
       30        40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
       . .  . .:: : .:                                      
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC          
        120       130       140       150                   
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 73.2  bits: 18.4 E():   42 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (60-80:20-42) 
 
      30        40        50        60         70         80        
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVN        
                                     .. : ::  : .:.: . .. .:        
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
                          10        20        30        40          
 
gi|301 AILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVD 
      50        60        70        80        90       100          
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.0  bits: 19.3 E():   43 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (60-73:15-28) 
 
      30        40        50        60        70        80          
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN          
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
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           50        60        70        80        90       100     
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.9  bits: 18.4 E():   43 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (20-44:19-41) 
 
               10        20        30        40        50        60 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :   . .::. :.::                 
gi|131  QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVERD 
                10        20         30         40        50        
 
               70        80                                         
2MEPSP VTGPPREPFGRKHLKAIDVN                                         
                                                                    
gi|131 HKNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
        60        70        80        90       100       110        
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (20-44:25-47) 
 
                    10        20        30        40        50      
2MEPSP      NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
          60        70        80                                    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVN                                    
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.4  bits: 19.8 E():   46 
Smith-Waterman score: 47; 22.6% identity (59.7% similar) in 62 aa overlap (9-67:222-283) 
 
                                     10        20        30         
2MEPSP                       NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
          40        50        60        70        80                
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN                
          .... :. . ..  .  ..: .. ::  :                             
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
 
gi|122 HVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
             320       330       340       350       360  
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 53; 24.1% identity (58.6% similar) in 58 aa overlap (9-66:2-53) 
 
               10        20        30        40        50        60 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
               .:.: .::  ..... :.. .::  ..       ..   .: :  : :...: 
gi|109        MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK--WLEAKAT 
                       10        20        30           40          
 
               70        80                                         
2MEPSP VTGPPREPFGRKHLKAIDVN                                         
         : :.                                                       
gi|109 WYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACS 
        50        60        70        80        90       100        
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.4 E():   47 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8076

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (47-70:7-30) 
 
         20        30        40        50        60        70       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
         80                                                         
2MEPSP IDVN                                                         
                                                                    
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 72.3  bits: 18.5 E():   47 
Smith-Waterman score: 44; 28.9% identity (60.0% similar) in 45 aa overlap (5-49:97-140) 
 
                                         10        20        30     
2MEPSP                           NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: :. .  :.  ....: : ::.  :  . 
gi|246 SMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFIL-STVNGTTRTVNPLGFYK 
         70        80        90       100        110       120      
 
           40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
        ..  : :.: . .:                                
gi|246 KEALPKCAQVYNKLGMYPPNM                          
         130       140                                
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 19.4 E():   48 
Smith-Waterman score: 46; 26.5% identity (55.9% similar) in 34 aa overlap (32-65:114-147) 
 
              10        20        30        40        50        60  
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
              70        80                                          
2MEPSP TGPPREPFGRKHLKAIDVN                                          
          :                                                         
gi|144 IILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDR 
           150       160       170       180       190       200    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.9  bits: 18.0 E():   49 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (8-29:63-84) 
 
                                      10        20        30        
2MEPSP                        NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|185 EADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAP 
             40        50        60        70        80        90   
 
        40        50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
                                                   
gi|185 EAAKEEEKEESDEDMGFGLFD                       
            100       110                          
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.9  bits: 18.0 E():   49 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (8-29:63-84) 
 
                                      10        20        30        
2MEPSP                        NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|117 EADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAP 
             40        50        60        70        80        90   
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        40        50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
                                                   
gi|117 EAAKEEEKEESDEDMGFGLFD                       
            100       110                          
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (15-65:1-49) 
 
               10        20        30        40        50        60 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                     .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... . 
gi|506               MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRNGGA 
                             10        20        30        40       
 
               70        80                                         
2MEPSP VTGPPREPFGRKHLKAIDVN                                         
       :  ::                                                        
gi|506 V--PPACCNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYK 
           50        60        70        80        90       100     
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 19.4 E():   51 
Smith-Waterman score: 46; 19.5% identity (53.7% similar) in 41 aa overlap (37-77:228-268) 
 
         10        20        30        40        50        60       
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
         70        80                                  
2MEPSP EPFGRKHLKAIDVN                                  
       .:    ::.:.                                     
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.3  bits: 19.4 E():   54 
Smith-Waterman score: 46; 19.5% identity (53.7% similar) in 41 aa overlap (37-77:247-287) 
 
         10        20        30        40        50        60       
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
         70        80                                  
2MEPSP EPFGRKHLKAIDVN                                  
       .:    ::.:.                                     
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.2  bits: 18.5 E():   54 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (16-37:150-172) 
 
                              10        20         30        40     
2MEPSP                NAYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
           50        60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (20-44:20-42) 
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               10        20        30        40        50        60 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
               70        80                                         
2MEPSP VTGPPREPFGRKHLKAIDVN                                         
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (20-44:20-42) 
 
               10        20        30        40        50        60 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :   . .::. :.::                 
gi|333 WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVERD 
               10        20          30        40        50         
 
               70        80                                         
2MEPSP VTGPPREPFGRKHLKAIDVN                                         
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (20-44:20-42) 
 
               10        20        30        40        50        60 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
               70        80                                         
2MEPSP VTGPPREPFGRKHLKAIDVN                                         
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (20-44:21-43) 
 
                10        20        30        40        50          
2MEPSP  NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
      60        70        80                                        
2MEPSP TVTGPPREPFGRKHLKAIDVN                                        
                                                                    
gi|333 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (20-44:21-43) 
 
                10        20        30        40        50          
2MEPSP  NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
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      60        70        80                                        
2MEPSP TVTGPPREPFGRKHLKAIDVN                                        
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (20-44:21-43) 
 
                10        20        30        40        50          
2MEPSP  NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|375 IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
      60        70        80                                        
2MEPSP TVTGPPREPFGRKHLKAIDVN                                        
                                                                    
gi|375 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (20-44:21-43) 
 
                10        20        30        40        50          
2MEPSP  NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
      60        70        80                                        
2MEPSP TVTGPPREPFGRKHLKAIDVN                                        
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.0 E():   56 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (63-71:14-22) 
 
             40        50        60        70        80             
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN             
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (4-49:86-130) 
 
                                          10        20        30    
2MEPSP                            NAYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
            40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
       . ..  : :.: . .:                                
gi|136 KKEALPKCAQVYNKLGMYPPNM                          
          120       130                                
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (20-44:29-51) 
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                        10        20        30        40        50  
2MEPSP          NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
              60        70        80                                
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVN                                
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (20-44:29-51) 
 
                        10        20        30        40        50  
2MEPSP          NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
              60        70        80                                
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVN                                
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (63-71:25-33) 
 
             40        50        60        70        80             
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN             
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.6  bits: 19.9 E():   58 
Smith-Waterman score: 47; 57.1% identity (71.4% similar) in 14 aa overlap (63-75:202-215) 
 
             40        50        60         70        80            
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF-GRKHLKAIDVN            
                                     : :. :  :::::.                 
gi|424 SLPEFKNFLNFLQTNGLNAIEFLNNIHDLLGIPHIPVTGRKHLRRGVGITGLIDDIIAIL 
             180       190       200       210       220       230  
 
gi|424 PVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVETLKAMPEYQSLIQKLKDKGVDVDH 
             240       250       260       270       280       290  
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (63-71:31-39) 
 
             40        50        60        70        80             
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN             
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (63-71:31-39) 
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             40        50        60        70        80             
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN             
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (19-63:204-252) 
 
                           10        20        30           40      
2MEPSP             NAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
           50        60        70        80  
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN  
       .  :: : :  ..:  . :                   
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (19-63:204-252) 
 
                           10        20        30           40      
2MEPSP             NAYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
           50        60        70        80  
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN  
       .  :: : :  ..:  . :                   
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (63-71:32-40) 
 
             40        50        60        70        80             
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN             
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (20-44:35-57) 
 
                          10        20        30        40          
2MEPSP            NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
      50        60        70        80                              
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVN                              
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
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 initn:  45 init1:  45 opt:  46  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (25-43:97-115) 
 
                     10        20        30        40        50     
2MEPSP       NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
           60        70        80                                   
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVN                                   
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.9 E():   60 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (56-73:288-305) 
 
          30        40        50        60        70        80      
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN      
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 17.7 E():   61 
Smith-Waterman score: 42; 31.8% identity (63.6% similar) in 22 aa overlap (7-28:80-101) 
 
                                       10        20        30       
2MEPSP                         NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   :.. ::         
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
         40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 17.7 E():   61 
Smith-Waterman score: 42; 40.9% identity (68.2% similar) in 22 aa overlap (2-23:63-84) 
 
                                            10        20        30  
2MEPSP                              NAYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     : : . .:.:.   .::: .::         
gi|117 DADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEA 
             40        50        60        70        80        90   
 
              40        50        60        70        80 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
                                                         
gi|117 AKEEEKEESDDDMGFGLFD                               
            100       110                                
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.2  bits: 19.0 E():   62 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (38-63:175-201) 
 
        10        20        30        40         50        60       
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
         70        80                                               
2MEPSP EPFGRKHLKAIDVN                                               
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8083

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.2  bits: 19.0 E():   62 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (38-63:175-201) 
 
        10        20        30        40         50        60       
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
         70        80                                               
2MEPSP EPFGRKHLKAIDVN                                               
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.2  bits: 19.0 E():   62 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (17-58:216-260) 
 
                             10        20        30           40    
2MEPSP               NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
            50        60        70        80    
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN    
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (6-28:145-167) 
 
                                        10        20        30      
2MEPSP                          NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
          40        50        60        70        80                
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN                
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.0  bits: 18.6 E():   63 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (34-64:98-127) 
 
            10        20        30        40        50        60    
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
            70        80                                            
2MEPSP PPREPFGRKHLKAIDVN                                            
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.9  bits: 18.6 E():   64 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (34-64:99-128) 
 
            10        20        30        40        50        60    
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2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
            70        80                                            
2MEPSP PPREPFGRKHLKAIDVN                                            
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (6-43:93-131) 
 
                                         10        20        30     
2MEPSP                          NAYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
           40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
        .::... :                                      
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN         
            130       140       150       160         
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 19.5 E():   68 
Smith-Waterman score: 46; 36.4% identity (68.2% similar) in 22 aa overlap (45-66:312-333) 
 
           20        30        40        50        60        70     
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
                                     .: .: :.  .  ..:::.: :         
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
           80                                                       
2MEPSP KAIDVN                                                       
                                                                    
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.2 E():   75 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (65-78:41-54) 
 
           40        50        60        70        80               
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN               
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (60-80:170-192) 
 
      30        40        50        60         70         80        
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVN        
                                     .. : ::  : .:.: . .. .:        
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
     140       150       160       170       180       190          
 
gi|225 AILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVD 
     200       210       220       230       240       250          
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.5  bits: 18.2 E():   76 
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Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (9-34:103-127) 
 
                                     10        20        30         
2MEPSP                       NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
       40        50        60        70        80                   
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN                   
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (60-73:292-305) 
 
      30        40        50        60        70        80          
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN          
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.2 E():   76 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (65-78:45-58) 
 
           40        50        60        70        80               
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN               
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.3 E():   77 
Smith-Waterman score: 41; 50.0% identity (85.7% similar) in 14 aa overlap (16-29:70-83) 
 
                              10        20        30        40      
2MEPSP                NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :::: .::.... :                 
gi|215 SSLLKELEGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKE 
      40        50        60        70        80        90          
 
          50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
                                           
gi|215 ESDDDMGFGLFD                        
     100       110                         
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 19.2 E():   79 
Smith-Waterman score: 45; 29.2% identity (58.3% similar) in 48 aa overlap (6-53:317-364) 
 
                                        10        20        30      
2MEPSP                          NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     :. ::.:   . .. ::.. :  : :. :  
gi|855 SASSTSSKTPSTSTLATSTKATPTPSGTSSGSNSSSSAEPTTTGGTGSSNTGSGSGSGSG 
        290       300       310       320       330       340       
 
          40        50        60        70        80     
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN     
       .:. . .      ::..:                                
gi|855 SGSSSSTGSSTSAGASATPELSQGAAGSIKGSVTACALVFGAVAAVLAF 
        350       360       370       380       390      
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>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (34-48:53-67) 
 
            10        20        30        40        50        60    
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
            70        80                                            
2MEPSP PPREPFGRKHLKAIDVN                                            
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (29-48:285-304) 
 
                 10        20        30        40        50         
2MEPSP   NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
       60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVN 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.8 E():   86 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (18-31:13-26) 
 
               10        20        30        40        50        60 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                        ::...  : :. ::                              
gi|156      MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLVYIHIA 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP VTGPPREPFGRKHLKAIDVN                                         
                                                                    
gi|156 NNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGID 
          60        70        80        90       100       110      
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.3 E():   86 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (18-37:218-237) 
 
                            10        20        30        40        
2MEPSP              NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
        50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.3  bits: 18.3 E():   88 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (36-64:189-216) 
 
          10        20        30        40        50         60     
2MEPSP GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
           70        80                 
2MEPSP PREPFGRKHLKAIDVN                 
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gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 67.0  bits: 17.9 E():   92 
Smith-Waterman score: 48; 30.0% identity (65.0% similar) in 40 aa overlap (5-44:103-140) 
 
                                         10        20        30     
2MEPSP                           NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 KYTDSKGKNRTTIRGRTKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
             80        90       100       110       120        130  
 
           40        50        60        70        80               
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN               
        .: : ....                                                   
gi|194 -NGHVIYVQLRLTLRSFHPEQGDKEALQHYTVHQVNQHKKAIEEDLKHFNLKYEDLHSTC 
              140       150       160       170       180       190 
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 41; 22.2% identity (52.8% similar) in 36 aa overlap (14-49:8-39) 
 
               10        20        30        40        50        60 
2MEPSP NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                    :  .:. ..: .  . ::    .:.:   .. .  :            
gi|344       MMKFIVLFALNAVASAGKMKFKDCG----KGEVTELDITDCSGDFCVLHRGKSV 
                     10        20            30        40        50 
 
               70        80                                         
2MEPSP VTGPPREPFGRKHLKAIDVN                                         
                                                                    
gi|344 TLDAKFVANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIP 
               60        70        80        90       100       110 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (29-74:85-134) 
 
                 10        20        30        40         50        
2MEPSP   NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
           60        70        80                                   
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVN                                   
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|113200131|gb|ABI32184.1| allergenic protein [Fagopy  (515 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.7  bits: 19.2 E():   95 
Smith-Waterman score: 46; 24.3% identity (56.8% similar) in 37 aa overlap (7-43:102-135) 
 
                                       10        20        30       
2MEPSP                         NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:   ..   : .. :  :.. ::  : .: 
gi|113 DHNTPEFRCTGFVAVRYVIQPGGLLLPSYSNAPYITFVEQGRGVQG--VVIPGCPET-FQ 
              80        90       100       110         120          
 
         40        50        60        70        80                 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN                 
       .: .. .                                                      
gi|113 SDSEYPQSQRGQHSRESESQESSRGDQHQKIFRVREGDVIPSPAGVVQWTHNDGDQDLIS 
      130       140       150       160       170       180         
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.0 E():   96 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (7-28:80-101) 
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                                       10        20        30       
2MEPSP                         NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|209 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
         40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.0 E():   96 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (7-28:80-101) 
 
                                       10        20        30       
2MEPSP                         NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|249 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
         40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.6  bits: 18.8 E():   97 
Smith-Waterman score: 44; 30.3% identity (60.6% similar) in 33 aa overlap (19-50:264-296) 
 
                           10        20        30        40         
2MEPSP             NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEM 
                                     : .::  ..   ::. : : .. .:..    
gi|118 YTGSLNWVPVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSD 
           240       250       260       270       280       290    
 
        50        60        70        80                            
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN                            
       .::                                                          
gi|118 IGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGMDVPTS 
           300       310       320       330       340       350    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   97 
Smith-Waterman score: 40; 47.1% identity (64.7% similar) in 17 aa overlap (6-22:68-84) 
 
                                        10        20        30      
2MEPSP                          NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     : :..:.   ::::  :              
gi|668 RLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEE 
        40        50        60        70        80        90        
 
          40        50        60        70        80 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
                                                     
gi|668 KEESDEDMGFGLFD                                
       100       110                                 
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   97 
Smith-Waterman score: 40; 47.1% identity (64.7% similar) in 17 aa overlap (6-22:68-84) 
 
                                        10        20        30      
2MEPSP                          NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     : :..:.   ::::  :              
gi|833 RLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEE 
        40        50        60        70        80        90        
 
          40        50        60        70        80 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
                                                     
gi|833 KEESDEDMGFGLFD                                
       100       110                                 
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>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.0 E():   98 
Smith-Waterman score: 40; 28.0% identity (56.0% similar) in 25 aa overlap (7-31:79-103) 
 
                                       10        20        30       
2MEPSP                         NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   : . :.  :      
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
         40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
                                                    
gi|131 WGAKG                                        
      110                                           
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 46; 30.8% identity (48.7% similar) in 78 aa overlap (3-75:47-119) 
 
                                             10        20        30 
2MEPSP                             NAYVEGDA--SSASYFLAGAAITGGTVTVEGC 
                                     :. .::  . :  .: :  .   . ::::  
gi|258 KSLPNRNLQDDLNDFLALLPVDEITAIVMDYLANDAEVQEAVAYLQGEEFHKIVFTVEG- 
         20        30        40        50        60        70       
 
               40        50         60         70         80        
2MEPSP GTTSLQGDVKFAEVLEMMGAK-VTWTETSVTVTG-PPREPFG-RKHLKAIDVN        
           ::   .:.. ::  :   : . .   .: :  :  : . ::: .             
gi|258 ----LQEFGNFVQFLEDHGLDAVGYINRLHSVFGWDPYVPSSKRKHTRRGVGVDGLIDDI 
              80        90       100       110       120       130  
 
gi|258 IAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGV 
             140       150       160       170       180       190  
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.3  bits: 18.8 E():   99 
Smith-Waterman score: 44; 26.2% identity (50.8% similar) in 61 aa overlap (9-69:47-101) 
 
                                     10        20        30         
2MEPSP                       NAYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     :. : . :::. .     :   ::  ..:  
gi|188 TRFALRLASTISSNPKSAASNAAFSPVSLHSALSLLAAGAGSATRDQLVATLGTGEVEGG 
         20        30        40        50        60        70       
 
       40        50        60        70        80                   
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN                   
         .:: .      : .. .... .: ::  :                              
gi|188 HALAEQV------VQFVLADASSAGGPRVAFANGVFVDASLLLKPSFQELAVCKYKAETQ 
         80              90       100       110       120       130 
 
gi|188 SVDFQTKAAEVTTQVNSWVEKVTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDS 
              140       150       160       170       180       190 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:53 2011 done: Tue Apr 19 10:57:53 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
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  1>>>2MEPSPS: 248  - 327 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     1     0:= 
  30    13     2:*==== 
  32    13     8:==*== 
  34    26    22:=======*= 
  36    42    44:==============* 
  38    47    73:================        * 
  40   132   102:=================================*========== 
  42   117   125:=======================================  * 
  44   126   138:==========================================   * 
  46   158   140:==============================================*====== 
  48   137   134:============================================*= 
  50   137   122:========================================*===== 
  52   104   108:===================================* 
  54    77    92:==========================    * 
  56    61    77:=====================    * 
  58    51    63:=================   * 
  60    39    51:=============   * 
  62    32    41:===========  * 
  64    28    33:==========* 
  66    29    26:========*= 
  68    11    20:====  * 
  70    33    16:=====*===== 
  72    16    12:===*== 
  74     4    10:== * 
  76     9     8:==* 
  78    11     6:=*== 
  80     4     5:=* 
  82     1     3:* 
  84     3     3:* 
  86     2     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     9     0:===       *========= 
 104     3     0:=         *=== 
 106     1     0:=         *= 
 108     2     0:=         *== 
 110     1     0:=         *= 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.19110.00297; mu= 16.0214 0.155 
 mean_var=28.9247 7.774, 0's: 2 Z-trim: 3  B-trim: 117 in 1/43 
 Lambda= 0.238473 
 Kolmogorov-Smirnov  statistic: 0.0276 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   67 26.4    0.21 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   64 25.4    0.41 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.4    0.41 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.4    0.41 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.66 
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gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.66 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.4    0.84 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.4    0.84 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 24.0       1 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 24.0       1 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 24.0     1.1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.7     1.4 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.6     2.8 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   57 23.4     5.4 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.6     5.7 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   53 21.6     6.1 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   53 21.7     6.5 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.3     7.4 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 20.9     9.1 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.4      11 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   50 20.5      11 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   49 20.1      11 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.6      12 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.2      14 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   49 20.3      15 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.8      17 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.9      19 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.9      19 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      21 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.5      22 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.5      22 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.4      22 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.4      22 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.4      22 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.5      23 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.5      23 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.4      23 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.5      25 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   48 20.0      25 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   48 20.0      25 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.5      27 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.1      30 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.2      30 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.8      31 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.2      31 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.2      31 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.2      31 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   49 20.6      33 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.3      34 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   44 18.4      37 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   44 18.4      37 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.9      39 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   44 18.4      41 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.4      42 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.5      42 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.5      44 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   47 19.8      45 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      45 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      45 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.5      46 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   46 19.4      47 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 18.1      48 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.1      48 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 18.1      49 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   46 19.4      50 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   46 19.5      52 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.6      53 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.1      54 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.1      54 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.1      54 
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gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.1      54 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.1      54 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.1      54 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.1      54 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      55 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.1      55 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.1      57 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.1      57 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 20.0      57 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      57 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.1      58 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.1      58 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 19.1      58 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 19.1      58 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.1      58 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.2      58 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.5      59 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 20.0      59 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   42 17.7      59 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   48 20.4      60 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   48 20.4      60 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.1      60 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.1      60 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   42 17.7      60 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 19.1      60 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.5      61 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.6      62 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.6      62 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 18.2      63 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.6      66 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   46 19.6      67 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      74 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   44 18.7      74 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.6      74 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.3      74 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      75 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.4      76 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.2      77 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.8      81 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.9      81 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.9      84 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.3      85 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.3      87 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   42 17.9      90 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   41 17.5      91 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.4      92 
gi|113200131|gb|ABI32184.1| allergenic protein [Fa ( 515)   45 19.3      94 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   40 17.0      95 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   40 17.0      95 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   44 18.8      95 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   46 19.7      96 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   46 19.7      96 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.0      96 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.0      96 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 18.8      97 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   40 17.0      97 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   44 18.8      98 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.5      99 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   43 18.4   1e 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  67  Z-score: 114.7  bits: 26.4 E(): 0.21 
Smith-Waterman score: 67; 29.3% identity (53.4% similar) in 58 aa overlap (6-62:73-130) 
 
                                        10        20        30      
2MEPSP                          AYVEGDASSASYFLAGAAITGGTVTVEGCGTTS-L 
                                     :::.     .:.: . :.  : :  :.. . 
gi|583 TKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVI 
             50        60        70        80        90       100   
 
           40        50        60        70        80            
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2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM            
         : :  .:..  :    :...: :  :                              
gi|583 YTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP 
            110       120       130       140       150          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.4  bits: 25.4 E(): 0.41 
Smith-Waterman score: 64; 26.7% identity (54.7% similar) in 75 aa overlap (9-79:4-77) 
 
               10        20         30        40        50          
2MEPSP AYVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TET 
               ... : .. ..:: .  : :: : :.. :...  .   . : .:     : . 
gi|160      MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTN 
                    10        20        30         40        50     
 
         60        70        80                                     
2MEPSP SVTVTGPPREPFGRKHLKAIDVNM                                     
       .   :::  .: :..:    : :                                      
gi|160 GCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
           60        70        80        90       100       110     
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.4  bits: 25.4 E(): 0.41 
Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (22-79:16-77) 
 
               10        20          30         40        50        
2MEPSP AYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETS 
                            :::  : :: : :.. :... .   :. . :..    :. 
gi|160       MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTN 
                     10        20        30        40        50     
 
        60         70        80                                     
2MEPSP VTV-TGPPREPFGRKHLKAIDVNM                                     
         . :::  .: :..:    : :                                      
gi|160 GCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
           60        70        80        90       100       110     
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 109.4  bits: 25.4 E(): 0.41 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (22-79:16-77) 
 
               10        20          30        40        50         
2MEPSP AYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TE 
                            :::  : :: : :.. :...  .   . : .:.    :  
gi|160       MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATT 
                     10        20        30         40        50    
 
          60        70        80                                    
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNM                                    
       ..   :::  .: :..:    : :                                     
gi|160 NGCMSTGPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIG 
            60        70        80        90       100       110    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.7  bits: 24.7 E(): 0.66 
Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (22-79:16-77) 
 
               10        20          30         40        50        
2MEPSP AYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETS 
                            :::  : :: : :.. :... .   :. . ...    :. 
gi|160       MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTN 
                     10        20        30        40        50     
 
        60         70        80                                     
2MEPSP VTV-TGPPREPFGRKHLKAIDVNM                                     
         . :::  .: :..:    : :                                      
gi|160 GCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
           60        70        80        90       100       110     
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.7  bits: 24.7 E(): 0.66 
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Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (22-79:16-77) 
 
               10        20          30        40        50         
2MEPSP AYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TE 
                            :::  : :: : :.. :...  .   . : .:.    :  
gi|160       MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTT 
                     10        20        30         40        50    
 
          60        70        80                                    
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNM                                    
       ..   :::  .: :..:    : :                                     
gi|160 NGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIG 
            60        70        80        90       100       110    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.8  bits: 24.4 E(): 0.84 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (22-79:16-77) 
 
               10        20          30        40        50         
2MEPSP AYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TE 
                            :::  : :: : :.. :...  .   . : .:     :  
gi|160       MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTT 
                     10        20        30         40        50    
 
          60        70        80                                    
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNM                                    
       ..   :::  .: :..:    : :                                     
gi|160 NGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIG 
            60        70        80        90       100       110    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.8  bits: 24.4 E(): 0.84 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (22-79:16-77) 
 
               10        20          30        40        50         
2MEPSP AYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TE 
                            :::  : :: : :.. :...  .   . : .:     :  
gi|160       MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTT 
                     10        20        30         40        50    
 
          60        70        80                                    
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNM                                    
       ..   :::  .: :..:    : :                                     
gi|160 NGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIG 
            60        70        80        90       100       110    
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.3  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (22-79:16-77) 
 
               10        20          30        40        50         
2MEPSP AYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TE 
                            :::  : :: : :.. :...  .   . : .:     :  
gi|160       MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTT 
                     10        20        30         40        50    
 
          60        70        80                                    
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNM                                    
       ..   :::  .: :..:    : :                                     
gi|160 NGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSD 
            60        70        80        90       100       110    
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.3  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (22-79:16-77) 
 
               10        20          30        40        50         
2MEPSP AYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TE 
                            :::  : :: : :.. :...  .   . : .:     :  
gi|160       MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTT 
                     10        20        30         40        50    
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          60        70        80                                    
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNM                                    
       ..   :::  .: :..:    : :                                     
gi|160 NGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSD 
            60        70        80        90       100       110    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (22-79:16-77) 
 
               10        20          30        40        50         
2MEPSP AYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TE 
                            :::  : :: : :.. :...  .   . : .:     :  
gi|160       MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTT 
                     10        20        30         40        50    
 
          60        70        80                                    
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNM                                    
       ..   :::  .: :..:    : :                                     
gi|160 NGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIG 
            60        70        80        90       100       110    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (22-79:16-77) 
 
               10        20          30        40        50         
2MEPSP AYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TE 
                            :::  : :: : :.. :...  .   . : .:     :  
gi|160       MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTT 
                     10        20        30         40        50    
 
          60        70        80                                    
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNM                                    
       ..   :::  .: :..:    : :                                     
gi|160 NGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIG 
            60        70        80        90       100       110    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (22-79:16-77) 
 
               10        20          30        40        50         
2MEPSP AYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TE 
                            :::  : :: : :.. :...  .   . : .:     :  
gi|145       MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTT 
                     10        20        30         40        50    
 
          60        70        80                                    
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNM                                    
       ..   :::  .: :..:    : :                                     
gi|145 NGCMSTGPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIG 
            60        70        80        90       100       110    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (22-79:16-77) 
 
               10        20          30        40        50         
2MEPSP AYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TE 
                            :::  : :: : :.. :...  .   . : .:     :  
gi|160       MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTT 
                     10        20        30         40        50    
 
          60        70        80                                    
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNM                                    
       ..   :::  .: :..:    : :                                     
gi|160 NGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIG 
            60        70        80        90       100       110    
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>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (22-79:16-77) 
 
               10        20          30        40        50         
2MEPSP AYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TE 
                            :::  : :: : :.. :...  .   . : .:     :  
gi|160       MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTT 
                     10        20        30         40        50    
 
          60        70        80                                    
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNM                                    
       ..   :::  .: :..:    : :                                     
gi|160 NGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIG 
            60        70        80        90       100       110    
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (22-79:16-77) 
 
               10        20          30        40        50         
2MEPSP AYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TE 
                            :::  : :: : :.. :...  .   . : .:     :  
gi|160       MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTT 
                     10        20        30         40        50    
 
          60        70        80                                    
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNM                                    
       ..   :::  .: :..:    : :                                     
gi|160 NGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIG 
            60        70        80        90       100       110    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (22-79:16-77) 
 
               10        20          30        40        50         
2MEPSP AYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TE 
                            :::  : :: : :.. :...  .   . : .:     :  
gi|160       MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTT 
                     10        20        30         40        50    
 
          60        70        80                                    
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNM                                    
       ..   :::  .: :..:    : :                                     
gi|160 NGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIG 
            60        70        80        90       100       110    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 100.1  bits: 23.7 E():  1.4 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (22-79:16-77) 
 
               10        20          30         40        50        
2MEPSP AYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETS 
                            :::  : :: : :.. :... .   :. . ...    :. 
gi|160       MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATN 
                     10        20        30        40        50     
 
        60         70        80                                     
2MEPSP VTV-TGPPREPFGRKHLKAIDVNM                                     
         . :::  .: :..:    : :                                      
gi|160 GCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
           60        70        80        90       100       110     
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 94.5  bits: 22.6 E():  2.8 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (22-79:16-77) 
 
               10        20          30         40        50        
2MEPSP AYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETS 
                            :::  : :: : :.. :... .   :. . ...    :. 
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gi|160       MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITN 
                     10        20        30        40        50     
 
        60         70        80                                     
2MEPSP VTV-TGPPREPFGRKHLKAIDVNM                                     
         . :::  .: :..:    : :                                      
gi|160 GCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
           60        70        80        90       100       110     
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 89.3  bits: 23.4 E():  5.4 
Smith-Waterman score: 60; 30.0% identity (50.0% similar) in 50 aa overlap (20-69:50-97) 
 
                          10        20        30        40          
2MEPSP            AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                     : .:.  . :: :  :: .   . .. ::  
gi|947 LAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCGGT-WQGIIDKLDYIQGMGF 
      20        30        40        50        60         70         
 
      50        60        70        80                              
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNM                              
        . :  : ::.  :    .:                                         
gi|947 TAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTADDLKALSSALHERGMYLMV 
       80         90       100       110       120       130        
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 88.9  bits: 21.6 E():  5.7 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (22-79:16-77) 
 
               10        20          30        40        50         
2MEPSP AYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TE 
                            :::  : .: : :.. :...  .   . : .:     :  
gi|160       MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTT 
                     10        20        30         40        50    
 
          60        70        80                                    
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNM                                    
       ..   :::   : :..:    : :                                     
gi|160 NGCMSTGPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIG 
            60        70        80        90       100       110    
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 88.4  bits: 21.6 E():  6.1 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (1-29:86-113) 
 
                                             10        20        30 
2MEPSP                               AYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..::..:.     .. : ::  
gi|212 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCL 
          60        70        80        90       100        110     
 
               40        50        60        70        80    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM    
                                                             
gi|212 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
          120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 87.8  bits: 21.7 E():  6.5 
Smith-Waterman score: 53; 31.0% identity (65.5% similar) in 29 aa overlap (1-29:102-129) 
 
                                             10        20        30 
2MEPSP                               AYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: .... :..::. :.     .. : ::  
gi|606 VTSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCL 
              80        90       100       110       120        130 
 
               40        50        60        70        80    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM    
                                                             
gi|606 DNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
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              140       150       160       170       180    
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.9  bits: 21.3 E():  7.4 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (31-77:30-74) 
 
               10        20        30        40        50        60 
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|169  MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP TGPPREPFGRKHLKAIDVNM                                         
        :  .  :  ....:::                                            
gi|169 DGETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSV 
      60          70        80        90       100       110        
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 85.2  bits: 20.9 E():  9.1 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (22-79:16-77) 
 
               10        20          30        40        50         
2MEPSP AYVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TE 
                            :::  : :: : :.. :...  .   . : .:     :  
gi|160       MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTT 
                     10        20        30         40        50    
 
          60        70        80                                    
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNM                                    
       ..   :::  .: :...    : :                                     
gi|160 NGCMSTGPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIG 
            60        70        80        90       100       110    
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.1  bits: 21.4 E():   11 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (19-38:208-227) 
 
                           10        20        30        40         
2MEPSP             AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
       50        60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                                        
gi|111 KPEFIDIINAAAVKSA                 
       240       250                    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 84.0  bits: 20.5 E():   11 
Smith-Waterman score: 50; 52.6% identity (68.4% similar) in 19 aa overlap (60-77:85-103) 
 
      30        40        50        60         70        80         
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNM         
                                     .::: :::  : ..::  :            
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.5  bits: 20.1 E():   11 
Smith-Waterman score: 49; 33.3% identity (63.0% similar) in 27 aa overlap (1-27:75-101) 
 
                                             10        20        30 
2MEPSP                               AYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     : : .:: ..... :: .   : . ::    
gi|207 KKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQ 
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           50        60        70        80        90       100     
 
               40        50        60        70        80 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                                                          
gi|207 ALVKA                                              
                                                          
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 82.9  bits: 20.6 E():   12 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (30-80:38-88) 
 
                10        20        30        40        50          
2MEPSP  AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
      60        70         80                                       
2MEPSP VTGPPREPFGRKHLKA-IDVNM                                       
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.7  bits: 20.2 E():   14 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (19-43:35-57) 
 
                           10        20        30        40         
2MEPSP             AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
       50        60        70        80                             
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNM                             
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 81.1  bits: 20.3 E():   15 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (1-29:84-111) 
 
                                             10        20        30 
2MEPSP                               AYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     :: . .. :..:: .:.     .. : ::  
gi|215 VTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFXVGTDYQTYSI-VAGCL 
            60        70        80        90       100        110   
 
               40        50        60        70        80  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM  
                                                           
gi|215 DNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYCVQY 
            120       130       140       150       160    
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.4  bits: 19.8 E():   17 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (44-70:9-37) 
 
            20        30        40        50        60          70  
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
              80                                                    
2MEPSP HLKAIDVNM                                                    
                                                                    
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
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>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (31-77:30-74) 
 
               10        20        30        40        50        60 
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     : ..  ::: .:..:  :.  :  . ...  
gi|374  MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVE 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP TGPPREPFGRKHLKAIDVNM                                         
        :  .  :  .....::                                            
gi|374 DGETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTL 
      60          70        80        90       100       110        
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (47-65:1-18) 
 
         20        30        40        50        60        70       
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
         80                                                         
2MEPSP DVNM                                                         
                                                                    
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.5  bits: 20.4 E():   21 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (28-73:68-117) 
 
                  10        20        30         40        50       
2MEPSP    AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
            60        70        80                                  
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNM                                  
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 78.5  bits: 19.5 E():   22 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (3-48:86-130) 
 
                                           10        20        30   
2MEPSP                             AYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
             40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
       . ..  : :.: . .:                                 
gi|136 KKEALPKCAQVYNKLGMYPPNM                           
          120       130                                 
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 78.3  bits: 19.5 E():   22 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (3-48:90-134) 
 
                                           10        20        30   
2MEPSP                             AYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
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                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
             40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
       . ..  : :.: . .:                                 
gi|145 KKEALPKCAQVYNKLGMYPPNM                           
      120       130       140                           
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.3  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (28-73:79-128) 
 
                  10        20        30         40        50       
2MEPSP    AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
            60        70        80                                  
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNM                                  
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.3  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (28-73:79-128) 
 
                  10        20        30         40        50       
2MEPSP    AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
            60        70        80                                  
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNM                                  
         ..::.:   .::..  :.                                         
gi|126 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.3  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (28-73:79-128) 
 
                  10        20        30         40        50       
2MEPSP    AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
            60        70        80                                  
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNM                                  
         ..::.:   .::..  :.                                         
gi|752 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGT 
      110       120       130       140       150       160         
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 78.0  bits: 19.5 E():   23 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (3-48:96-140) 
 
                                           10        20        30   
2MEPSP                             AYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
             40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
       . ..  : :.: . .:                                 
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gi|246 KKEALPKCAQVYNKLGMYPPNM                           
          130       140                                 
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 77.9  bits: 19.5 E():   23 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (9-35:9-38) 
 
               10           20        30        40        50        
2MEPSP AYVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
               ::  ::   :.:.:  .:: ::: . .: :                       
gi|110 MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKHCQMYVQQE 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP VTVTGPPREPFGRKHLKAIDVNM                                      
                                                                    
gi|110 VQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQE 
               70        80        90       100       110       120 
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (10-37:133-160) 
 
                                    10        20        30          
2MEPSP                      AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
      40        50        60        70        80                    
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM                    
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.4  bits: 20.5 E():   25 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (27-51:282-306) 
 
                   10        20        30        40        50       
2MEPSP     AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
         60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNM 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.2  bits: 20.0 E():   25 
Smith-Waterman score: 48; 25.9% identity (53.7% similar) in 54 aa overlap (32-79:93-146) 
 
              10        20        30        40           50         
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
         60        70         80                                    
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNM                                    
          .  ::  : .:.: . .. .:                                     
gi|289 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAI 
            130       140       150       160       170       180   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.2  bits: 20.0 E():   25 
Smith-Waterman score: 48; 25.9% identity (53.7% similar) in 54 aa overlap (32-79:96-149) 
 
              10        20        30        40           50         
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
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gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
         60        70         80                                    
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNM                                    
          .  ::  : .:.: . .. .:                                     
gi|424 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAI 
         130       140       150       160       170       180      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 76.7  bits: 20.5 E():   27 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (6-54:53-100) 
 
                                        10        20        30      
2MEPSP                          AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
          40        50        60        70        80                
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM                
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (37-62:175-201) 
 
         10        20        30        40         50        60      
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
          70        80                                              
2MEPSP EPFGRKHLKAIDVNM                                              
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.2 E():   30 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (32-47:135-150) 
 
              10        20        30        40        50        60  
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
              70        80 
2MEPSP GPPREPFGRKHLKAIDVNM 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.7  bits: 18.8 E():   31 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (14-64:1-49) 
 
               10        20        30        40        50        60 
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                    .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .: 
gi|144              MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAV 
                            10        20        30        40        
 
               70        80                                         
2MEPSP TGPPREPFGRKHLKAIDVNM                                         
         ::                                                         
gi|144 --PPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKI 
          50        60        70        80        90       100      
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
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 initn:  39 init1:  39 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (40-72:82-109) 
 
      10        20        30        40        50        60          
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
      70        80                                          
2MEPSP RKHLKAIDVNM                                          
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (3-42:87-131) 
 
                                                10        20        
2MEPSP                             AYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
        30        40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
       . ..    :::.. :                                       
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN          
        120       130       140       150       160          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (3-42:87-131) 
 
                                                10        20        
2MEPSP                             AYVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
        30        40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
       . ..    :::.. :                                       
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN          
        120       130       140       150       160          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.1  bits: 20.6 E():   33 
Smith-Waterman score: 49; 39.1% identity (78.3% similar) in 23 aa overlap (3-25:22-44) 
 
                                  10        20        30        40  
2MEPSP                    AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                            ::.:.. .. .:: ::. .:. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM                      
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 19.3 E():   34 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (38-64:4-30) 
 
        10        20        30        40        50        60        
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
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                                          10        20        30    
 
        70        80                                                
2MEPSP FGRKHLKAIDVNM                                                
                                                                    
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.2  bits: 18.4 E():   37 
Smith-Waterman score: 44; 29.6% identity (63.0% similar) in 27 aa overlap (1-27:75-101) 
 
                                             10        20        30 
2MEPSP                               AYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     : . .:: ..... :: .   : . ::    
gi|207 KKVFEILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQ 
           50        60        70        80        90       100     
 
               40        50        60        70        80 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                                                          
gi|207 ALVKA                                              
                                                          
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.2  bits: 18.4 E():   37 
Smith-Waterman score: 44; 29.6% identity (55.6% similar) in 27 aa overlap (1-27:75-101) 
 
                                             10        20        30 
2MEPSP                               AYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     : :  :: . ... :: :   : . ..    
gi|288 KKAFKVIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFA 
           50        60        70        80        90       100     
 
               40        50        60        70        80 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                                                          
gi|288 VWVKQ                                              
                                                          
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (3-42:87-131) 
 
                                                10        20        
2MEPSP                             AYVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
        30        40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
       . .  . .:: : .:                                       
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC           
        120       130       140       150                    
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 73.4  bits: 18.4 E():   41 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (59-79:20-42) 
 
       30        40        50        60         70         80       
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNM       
                                     .. : ::  : .:.: . .. .:        
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
                          10        20        30        40          
 
gi|301 AILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVD 
      50        60        70        80        90       100          
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 19.4 E():   42 
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Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (59-72:15-28) 
 
       30        40        50        60        70        80         
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM         
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.1  bits: 18.5 E():   42 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (19-43:19-41) 
 
               10        20        30        40        50        60 
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                         : :..: .. :   . .::. :.::                  
gi|131 QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVERDH 
               10        20         30         40        50         
 
               70        80                                         
2MEPSP TGPPREPFGRKHLKAIDVNM                                         
                                                                    
gi|131 KNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.9  bits: 18.5 E():   44 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (19-43:25-47) 
 
                     10        20        30        40        50     
2MEPSP       AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
           60        70        80                                   
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNM                                   
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.7  bits: 19.8 E():   45 
Smith-Waterman score: 47; 22.6% identity (59.7% similar) in 62 aa overlap (8-66:222-283) 
 
                                      10        20        30        
2MEPSP                        AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
           40        50        60        70        80               
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM               
          .... :. . ..  .  ..: .. ::  :                             
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
 
gi|122 HVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
             320       330       340       350       360  
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 53; 24.1% identity (58.6% similar) in 58 aa overlap (8-65:2-53) 
 
               10        20        30        40        50        60 
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
              .:.: .::  ..... :.. .::  ..       ..   .: :  : :...:  
gi|109       MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK--WLEAKATW 
                      10        20        30           40           
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               70        80                                         
2MEPSP TGPPREPFGRKHLKAIDVNM                                         
        : :.                                                        
gi|109 YGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSD 
       50        60        70        80        90       100         
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (46-69:7-30) 
 
          20        30        40        50        60        70      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
          80                                                        
2MEPSP IDVNM                                                        
                                                                    
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 72.5  bits: 18.5 E():   46 
Smith-Waterman score: 44; 28.9% identity (60.0% similar) in 45 aa overlap (4-48:97-140) 
 
                                          10        20        30    
2MEPSP                            AYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: :. .  :.  ....: : ::.  :  . 
gi|246 SMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFIL-STVNGTTRTVNPLGFYK 
         70        80        90       100        110       120      
 
            40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
        ..  : :.: . .:                                 
gi|246 KEALPKCAQVYNKLGMYPPNM                           
         130       140                                 
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 46; 26.5% identity (55.9% similar) in 34 aa overlap (31-64:114-147) 
 
               10        20        30        40        50        60 
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
               70        80                                         
2MEPSP TGPPREPFGRKHLKAIDVNM                                         
          :                                                         
gi|144 IILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDR 
           150       160       170       180       190       200    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.1  bits: 18.1 E():   48 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (7-28:63-84) 
 
                                       10        20        30       
2MEPSP                         AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|185 EADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAP 
             40        50        60        70        80        90   
 
         40        50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                                                    
gi|185 EAAKEEEKEESDEDMGFGLFD                        
            100       110                           
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>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.1  bits: 18.1 E():   48 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (7-28:63-84) 
 
                                       10        20        30       
2MEPSP                         AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|117 EADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAP 
             40        50        60        70        80        90   
 
         40        50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                                                    
gi|117 EAAKEEEKEESDEDMGFGLFD                        
            100       110                           
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 72.0  bits: 18.1 E():   49 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (14-64:1-49) 
 
               10        20        30        40        50        60 
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                    .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .: 
gi|506              MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRNGGAV 
                            10        20        30        40        
 
               70        80                                         
2MEPSP TGPPREPFGRKHLKAIDVNM                                         
         ::                                                         
gi|506 --PPACCNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKI 
          50        60        70        80        90       100      
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 46; 19.5% identity (53.7% similar) in 41 aa overlap (36-76:228-268) 
 
          10        20        30        40        50        60      
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
          70        80                                 
2MEPSP EPFGRKHLKAIDVNM                                 
       .:    ::.:.                                     
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 19.5 E():   52 
Smith-Waterman score: 46; 19.5% identity (53.7% similar) in 41 aa overlap (36-76:247-287) 
 
          10        20        30        40        50        60      
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
          70        80                                 
2MEPSP EPFGRKHLKAIDVNM                                 
       .:    ::.:.                                     
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.4  bits: 18.6 E():   53 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (15-36:150-172) 
 
                               10        20         30        40    
2MEPSP                 AYVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
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gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
            50        60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (19-43:20-42) 
 
                10        20        30        40        50          
2MEPSP  AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
      60        70        80                                        
2MEPSP VTGPPREPFGRKHLKAIDVNM                                        
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (19-43:20-42) 
 
                10        20        30        40        50          
2MEPSP  AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
      60        70        80                                        
2MEPSP VTGPPREPFGRKHLKAIDVNM                                        
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (19-43:20-42) 
 
                10        20        30        40        50          
2MEPSP  AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :   . .::. :.::                 
gi|333 WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVERD 
               10        20          30        40        50         
 
      60        70        80                                        
2MEPSP VTGPPREPFGRKHLKAIDVNM                                        
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (19-43:21-43) 
 
                 10        20        30        40        50         
2MEPSP   AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
       60        70        80                                       
2MEPSP TVTGPPREPFGRKHLKAIDVNM                                       
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
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 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (19-43:21-43) 
 
                 10        20        30        40        50         
2MEPSP   AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|375 IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
       60        70        80                                       
2MEPSP TVTGPPREPFGRKHLKAIDVNM                                       
                                                                    
gi|375 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (19-43:21-43) 
 
                 10        20        30        40        50         
2MEPSP   AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
       60        70        80                                       
2MEPSP TVTGPPREPFGRKHLKAIDVNM                                       
                                                                    
gi|333 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (19-43:21-43) 
 
                 10        20        30        40        50         
2MEPSP   AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
       60        70        80                                       
2MEPSP TVTGPPREPFGRKHLKAIDVNM                                       
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 19.0 E():   55 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (62-70:14-22) 
 
              40        50        60        70        80            
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM            
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.1 E():   55 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (3-48:86-130) 
 
                                           10        20        30   
2MEPSP                             AYVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
             40        50        60        70        80 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8111

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
       . ..  : :.: . .:                                 
gi|136 KKEALPKCAQVYNKLGMYPPNM                           
          120       130                                 
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (19-43:29-51) 
 
                         10        20        30        40        50 
2MEPSP           AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
               60        70        80                               
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNM                               
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (19-43:29-51) 
 
                         10        20        30        40        50 
2MEPSP           AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
               60        70        80                               
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNM                               
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 47; 57.1% identity (71.4% similar) in 14 aa overlap (62-74:202-215) 
 
              40        50        60         70        80           
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF-GRKHLKAIDVNM           
                                     : :. :  :::::.                 
gi|424 SLPEFKNFLNFLQTNGLNAIEFLNNIHDLLGIPHIPVTGRKHLRRGVGITGLIDDIIAIL 
             180       190       200       210       220       230  
 
gi|424 PVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVETLKAMPEYQSLIQKLKDKGVDVDH 
             240       250       260       270       280       290  
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.0 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (62-70:25-33) 
 
              40        50        60        70        80            
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM            
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (62-70:31-39) 
 
              40        50        60        70        80            
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM            
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
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               10        20        30        40        50        60 
 
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (62-70:31-39) 
 
              40        50        60        70        80            
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM            
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (18-62:204-252) 
 
                            10        20        30           40     
2MEPSP              AYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
            50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
       .  :: : :  ..:  . :                   
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (18-62:204-252) 
 
                            10        20        30           40     
2MEPSP              AYVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
            50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
       .  :: : :  ..:  . :                   
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN 
           240       250       260       270 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (62-70:32-40) 
 
              40        50        60        70        80            
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM            
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.2 E():   58 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (19-43:35-57) 
 
                           10        20        30        40         
2MEPSP             AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
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           10        20        30        40          50        60   
 
       50        60        70        80                             
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNM                             
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (24-42:97-115) 
 
                      10        20        30        40        50    
2MEPSP        AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
            60        70        80                                  
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNM                                  
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 20.0 E():   59 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (55-72:288-305) 
 
           30        40        50        60        70        80     
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM     
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 17.7 E():   59 
Smith-Waterman score: 42; 31.8% identity (63.6% similar) in 22 aa overlap (6-27:80-101) 
 
                                        10        20        30      
2MEPSP                          AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   :.. ::         
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
          40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.4  bits: 20.4 E():   60 
Smith-Waterman score: 48; 28.9% identity (57.9% similar) in 38 aa overlap (1-38:118-154) 
 
                                             10        20        30 
2MEPSP                               AYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     ::  :....:   :   : .:  ..  : : 
gi|581 DGTKVVYINGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKSGDKINFVGYG 
        90       100       110       120       130        140       
 
               40        50        60        70        80           
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM           
        .. .::.                                                     
gi|581 QSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGTLTKSGDKYSFDGK 
        150       160       170       180       190       200       
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.4  bits: 20.4 E():   60 
Smith-Waterman score: 48; 28.9% identity (57.9% similar) in 38 aa overlap (1-38:118-154) 
 
                                             10        20        30 
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2MEPSP                               AYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     ::  :....:   :   : .:  ..  : : 
gi|219 DGTKIVYVNGTDSVKGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKSGDKINFVGYG 
        90       100       110       120       130        140       
 
               40        50        60        70        80           
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM           
        .. .::.                                                     
gi|219 QSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDTYVGTQFNAVFSGALTKSGDKYSFDGK 
        150       160       170       180       190       200       
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (37-62:175-201) 
 
         10        20        30        40         50        60      
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
          70        80                                              
2MEPSP EPFGRKHLKAIDVNM                                              
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (37-62:175-201) 
 
         10        20        30        40         50        60      
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
          70        80                                              
2MEPSP EPFGRKHLKAIDVNM                                              
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 17.7 E():   60 
Smith-Waterman score: 42; 40.9% identity (68.2% similar) in 22 aa overlap (1-22:63-84) 
 
                                             10        20        30 
2MEPSP                               AYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     : : . .:.:.   .::: .::         
gi|117 DADEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEA 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                                                          
gi|117 AKEEEKEESDDDMGFGLFD                                
            100       110                                 
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (16-57:216-260) 
 
                              10        20        30           40   
2MEPSP                AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
             50        60        70        80   
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM   
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       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (5-27:145-167) 
 
                                         10        20        30     
2MEPSP                           AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
           40        50        60        70        80               
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM               
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.1  bits: 18.6 E():   62 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (33-63:98-127) 
 
             10        20        30        40        50        60   
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
             70        80                                           
2MEPSP PPREPFGRKHLKAIDVNM                                           
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.1  bits: 18.6 E():   62 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (33-63:99-128) 
 
             10        20        30        40        50        60   
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
             70        80                                           
2MEPSP PPREPFGRKHLKAIDVNM                                           
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (5-42:93-131) 
 
                                          10        20        30    
2MEPSP                           AYVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
            40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
        .::... :                                       
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN          
            130       140       150       160          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 46; 36.4% identity (68.2% similar) in 22 aa overlap (44-65:312-333) 
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            20        30        40        50        60        70    
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
                                     .: .: :.  .  ..:::.: :         
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
            80                                                      
2MEPSP KAIDVNM                                                      
                                                                    
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 19.6 E():   67 
Smith-Waterman score: 46; 39.1% identity (73.9% similar) in 23 aa overlap (3-25:22-44) 
 
                                  10        20        30        40  
2MEPSP                    AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                            ::.:.. .. .:: ::.  :. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM                      
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (64-77:41-54) 
 
            40        50        60        70        80              
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM              
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (59-79:170-192) 
 
       30        40        50        60         70         80       
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNM       
                                     .. : ::  : .:.: . .. .:        
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
     140       150       160       170       180       190          
 
gi|225 AILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVD 
     200       210       220       230       240       250          
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 19.6 E():   74 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (59-72:292-305) 
 
       30        40        50        60        70        80         
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM         
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (8-33:103-127) 
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                                      10        20        30        
2MEPSP                        AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
        40        50        60        70        80                  
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM                  
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (64-77:45-58) 
 
            40        50        60        70        80              
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM              
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 41; 50.0% identity (85.7% similar) in 14 aa overlap (15-28:70-83) 
 
                               10        20        30        40     
2MEPSP                 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :::: .::.... :                 
gi|215 SSLLKELEGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKE 
      40        50        60        70        80        90          
 
           50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                                            
gi|215 ESDDDMGFGLFD                         
     100       110                          
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 45; 29.2% identity (58.3% similar) in 48 aa overlap (5-52:317-364) 
 
                                         10        20        30     
2MEPSP                           AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     :. ::.:   . .. ::.. :  : :. :  
gi|855 SASSTSSKTPSTSTLATSTKATPTPSGTSSGSNSSSSAEPTTTGGTGSSNTGSGSGSGSG 
        290       300       310       320       330       340       
 
           40        50        60        70        80    
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM    
       .:. . .      ::..:                                
gi|855 SGSSSSTGSSTSAGASATPELSQGAAGSIKGSVTACALVFGAVAAVLAF 
        350       360       370       380       390      
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (28-47:285-304) 
 
                  10        20        30        40        50        
2MEPSP    AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
        60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNM 
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>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (33-47:53-67) 
 
             10        20        30        40        50        60   
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
             70        80                                           
2MEPSP PPREPFGRKHLKAIDVNM                                           
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 17.9 E():   84 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (17-30:13-26) 
 
               10        20        30        40        50        60 
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                       ::...  : :. ::                               
gi|156     MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLVYIHIAN 
                   10        20        30        40        50       
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.3 E():   85 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (17-36:218-237) 
 
                             10        20        30        40       
2MEPSP               AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
         50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.4  bits: 18.3 E():   87 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (35-63:189-216) 
 
           10        20        30        40        50         60    
2MEPSP GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
            70        80                
2MEPSP PREPFGRKHLKAIDVNM                
                                        
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 67.1  bits: 17.9 E():   90 
Smith-Waterman score: 48; 30.0% identity (65.0% similar) in 40 aa overlap (4-43:103-140) 
 
                                          10        20        30    
2MEPSP                            AYVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 KYTDSKGKNRTTIRGRTKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
             80        90       100       110       120        130  
 
            40        50        60        70        80              
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM              
        .: : ....                                                   
gi|194 -NGHVIYVQLRLTLRSFHPEQGDKEALQHYTVHQVNQHKKAIEEDLKHFNLKYEDLHSTC 
              140       150       160       170       180       190 
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>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 41; 22.2% identity (52.8% similar) in 36 aa overlap (13-48:8-39) 
 
               10        20        30        40        50        60 
2MEPSP AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                   :  .:. ..: .  . ::    .:.:   .. .  :             
gi|344      MMKFIVLFALNAVASAGKMKFKDCG----KGEVTELDITDCSGDFCVLHRGKSVT 
                    10        20            30        40        50  
 
               70        80                                         
2MEPSP TGPPREPFGRKHLKAIDVNM                                         
                                                                    
gi|344 LDAKFVANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPA 
              60        70        80        90       100       110  
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (28-73:85-134) 
 
                  10        20        30         40        50       
2MEPSP    AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
            60        70        80                                  
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNM                                  
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|113200131|gb|ABI32184.1| allergenic protein [Fagopy  (515 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 46; 24.3% identity (56.8% similar) in 37 aa overlap (6-42:102-135) 
 
                                        10        20        30      
2MEPSP                          AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:   ..   : .. :  :.. ::  : .: 
gi|113 DHNTPEFRCTGFVAVRYVIQPGGLLLPSYSNAPYITFVEQGRGVQG--VVIPGCPET-FQ 
              80        90       100       110         120          
 
          40        50        60        70        80                
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM                
       .: .. .                                                      
gi|113 SDSEYPQSQRGQHSRESESQESSRGDQHQKIFRVREGDVIPSPAGVVQWTHNDGDQDLIS 
      130       140       150       160       170       180         
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (6-27:80-101) 
 
                                        10        20        30      
2MEPSP                          AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|209 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
          40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (6-27:80-101) 
 
                                        10        20        30      
2MEPSP                          AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|249 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
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          40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 44; 30.3% identity (60.6% similar) in 33 aa overlap (18-49:264-296) 
 
                            10        20        30         40       
2MEPSP              AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEM 
                                     : .::  ..   ::. : : .. .:..    
gi|118 YTGSLNWVPVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSD 
           240       250       260       270       280       290    
 
         50        60        70        80                           
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM                           
       .::                                                          
gi|118 IGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGMDVPTS 
           300       310       320       330       340       350    
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.7  bits: 19.7 E():   96 
Smith-Waterman score: 46; 28.9% identity (57.9% similar) in 38 aa overlap (1-38:118-154) 
 
                                             10        20        30 
2MEPSP                               AYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     ::  :....:   :   : .:  ..  : : 
gi|238 DGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKINFVGYG 
        90       100       110       120       130        140       
 
               40        50        60        70        80           
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM           
        .. .::.                                                     
gi|238 QSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKYSFDGK 
        150       160       170       180       190       200       
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 66.7  bits: 19.7 E():   96 
Smith-Waterman score: 46; 28.9% identity (57.9% similar) in 38 aa overlap (1-38:118-154) 
 
                                             10        20        30 
2MEPSP                               AYVEGDASSASYFLAGAAITGGTVTVEGCG 
                                     ::  :....:   :   : .:  ..  : : 
gi|238 DGTKVVYVNGTDSVEGGVGIWISDAKNFGNAYKAGSVNGAFSGLK-LAKAGDKINFVGYG 
        90       100       110       120       130        140       
 
               40        50        60        70        80           
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM           
        .. .::.                                                     
gi|238 QSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDTYVGTQFNAVFSGSLTKNGDKYSFDGK 
        150       160       170       180       190       200       
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.0 E():   96 
Smith-Waterman score: 40; 47.1% identity (64.7% similar) in 17 aa overlap (5-21:68-84) 
 
                                         10        20        30     
2MEPSP                           AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     : :..:.   ::::  :              
gi|668 RLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEE 
        40        50        60        70        80        90        
 
           40        50        60        70        80 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                                                      
gi|668 KEESDEDMGFGLFD                                 
       100       110                                  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.0 E():   96 
Smith-Waterman score: 40; 47.1% identity (64.7% similar) in 17 aa overlap (5-21:68-84) 
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                                         10        20        30     
2MEPSP                           AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     : :..:.   ::::  :              
gi|833 RLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEE 
        40        50        60        70        80        90        
 
           40        50        60        70        80 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                                                      
gi|833 KEESDEDMGFGLFD                                 
       100       110                                  
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 46; 30.8% identity (48.7% similar) in 78 aa overlap (2-74:47-119) 
 
                                              10        20          
2MEPSP                              AYVEGDA--SSASYFLAGAAITGGTVTVEGC 
                                     :. .::  . :  .: :  .   . ::::  
gi|258 KSLPNRNLQDDLNDFLALLPVDEITAIVMDYLANDAEVQEAVAYLQGEEFHKIVFTVEG- 
         20        30        40        50        60        70       
 
      30        40        50         60          70        80       
2MEPSP GTTSLQGDVKFAEVLEMMGAK-VTWTETSVTVTG-PPREPFG-RKHLKAIDVNM       
           ::   .:.. ::  :   : . .   .: :  :  : . ::: .             
gi|258 ----LQEFGNFVQFLEDHGLDAVGYINRLHSVFGWDPYVPSSKRKHTRRGVGVDGLIDDI 
              80        90       100       110       120       130  
 
gi|258 IAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGV 
             140       150       160       170       180       190  
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   97 
Smith-Waterman score: 40; 28.0% identity (56.0% similar) in 25 aa overlap (6-30:79-103) 
 
                                        10        20        30      
2MEPSP                          AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   : . :.  :      
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
          40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                                                     
gi|131 WGAKG                                         
      110                                            
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.5  bits: 18.8 E():   98 
Smith-Waterman score: 44; 26.2% identity (50.8% similar) in 61 aa overlap (8-68:47-101) 
 
                                      10        20        30        
2MEPSP                        AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     :. : . :::. .     :   ::  ..:  
gi|188 TRFALRLASTISSNPKSAASNAAFSPVSLHSALSLLAAGAGSATRDQLVATLGTGEVEGG 
         20        30        40        50        60        70       
 
        40        50        60        70        80                  
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM                  
         .:: .      : .. .... .: ::  :                              
gi|188 HALAEQV------VQFVLADASSAGGPRVAFANGVFVDASLLLKPSFQELAVCKYKAETQ 
         80              90       100       110       120       130 
 
gi|188 SVDFQTKAAEVTTQVNSWVEKVTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDS 
              140       150       160       170       180       190 
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 48; 22.7% identity (56.8% similar) in 44 aa overlap (3-42:87-130) 
 
                                           10            20         
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2MEPSP                             AYVEGDASSASY----FLAGAAITGGTVTVEG 
                                     .:::: . .     . :  . .:.  :... 
gi|304 ITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKS 
         60        70        80        90       100       110       
 
       30        40        50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
        .    .::... :                                       
gi|304 ISHYHTKGDIEIKEEHVKAGKEKAHGLFKLIESYLKDHPDAYN          
        120       130       140       150                   
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.4 E(): 1e 
Smith-Waterman score: 43; 36.4% identity (77.3% similar) in 22 aa overlap (15-36:270-291) 
 
                               10        20        30        40     
2MEPSP                 AYVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :.:: ::..... : .:..  :         
gi|663 AAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATGAATAAAGGATAAAGGY 
     240       250       260       270       280       290          
 
           50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                                            
gi|663 KA                                   
     300                                    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:53 2011 done: Tue Apr 19 10:57:53 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 249  - 328 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     1     0:= 
  30    15     2:*==== 
  32    16     8:==*=== 
  34    23    22:=======* 
  36    41    44:==============* 
  38    47    73:================        * 
  40   134   102:=================================*=========== 
  42   115   125:=======================================  * 
  44   128   138:===========================================  * 
  46   153   140:==============================================*==== 
  48   135   134:============================================* 
  50   140   122:========================================*====== 
  52   104   108:===================================* 
  54    79    92:===========================   * 
  56    59    77:====================     * 
  58    54    63:==================  * 
  60    43    51:=============== * 
  62    30    41:==========   * 
  64    27    33:========= * 
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  66    25    26:========* 
  68    11    20:====  * 
  70    27    16:=====*=== 
  72    24    12:===*==== 
  74     3    10:=  * 
  76    10     8:==*= 
  78    13     6:=*=== 
  80     3     5:=* 
  82     1     3:* 
  84     1     3:* 
  86     3     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     9     0:===       *========= 
 104     3     0:=         *=== 
 106     1     0:=         *= 
 108     2     0:=         *== 
 110     1     0:=         *= 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.24450.00303; mu= 15.7403 0.158 
 mean_var=28.8834 7.734, 0's: 2 Z-trim: 3  B-trim: 117 in 1/43 
 Lambda= 0.238644 
 Kolmogorov-Smirnov  statistic: 0.0269 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   67 26.5    0.21 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   64 25.4    0.41 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.4    0.41 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.4    0.41 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.66 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.66 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.4    0.83 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.4    0.83 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 24.0       1 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 24.0       1 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 24.0     1.1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.7     1.3 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.7     2.8 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   55 22.3     3.2 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   57 23.4     5.4 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.6     5.6 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   55 22.6     7.3 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.3     7.3 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 20.9     9.1 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.4      11 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.6      12 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.2      14 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.9      17 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.9      19 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.9      19 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   48 19.9      20 
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gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   48 20.0      21 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.5      21 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      21 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.5      22 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.4      22 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.4      22 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.4      22 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.5      23 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.5      23 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.4      23 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.5      25 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   48 20.0      25 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   48 20.0      25 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.5      27 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 18.8      29 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.2      30 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.1      30 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.8      30 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.2      31 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.2      31 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.2      31 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   49 20.6      33 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.3      34 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   48 20.2      36 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.9      39 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   44 18.5      41 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.4      42 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.5      42 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.5      44 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      46 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      46 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.5      46 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   48 20.3      46 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   43 18.1      47 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   48 20.3      47 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   48 20.3      47 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   46 19.4      47 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 18.1      48 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.1      48 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   48 20.3      48 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   48 20.3      48 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 18.1      49 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   46 19.4      50 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   46 19.5      53 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.6      53 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.1      54 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.1      54 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.1      54 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.1      54 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.1      54 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.1      54 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.1      54 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.1      55 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      55 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.1      56 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.1      56 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      57 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 19.9      57 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.1      58 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.1      58 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 19.1      58 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 19.1      58 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.1      58 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.2      58 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   42 17.7      59 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.5      59 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 20.0      59 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.1      60 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.1      60 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 19.1      61 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.5      61 
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gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.6      62 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.6      62 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 18.2      62 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.6      67 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   46 19.6      67 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      74 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   44 18.7      74 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.3      74 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      75 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.6      75 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.4      75 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.2      77 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.9      81 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.8      81 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.9      84 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.3      85 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.3      87 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   42 17.9      90 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   41 17.5      90 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.4      92 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   40 17.0      94 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   40 17.0      94 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   40 17.0      94 
gi|113200131|gb|ABI32184.1| allergenic protein [Fa ( 515)   45 19.3      95 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.0      95 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.0      95 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   44 18.8      96 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   40 17.0      96 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 18.8      98 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   44 18.8      98 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.5      99 
gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 (  86)   39 16.6      99 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  67  Z-score: 114.8  bits: 26.5 E(): 0.21 
Smith-Waterman score: 67; 29.3% identity (53.4% similar) in 58 aa overlap (5-61:73-130) 
 
                                         10        20        30     
2MEPSP                           YVEGDASSASYFLAGAAITGGTVTVEGCGTTS-L 
                                     :::.     .:.: . :.  : :  :.. . 
gi|583 TKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVI 
             50        60        70        80        90       100   
 
            40        50        60        70        80           
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN           
         : :  .:..  :    :...: :  :                              
gi|583 YTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP 
            110       120       130       140       150          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.5  bits: 25.4 E(): 0.41 
Smith-Waterman score: 64; 26.7% identity (54.7% similar) in 75 aa overlap (8-78:4-77) 
 
               10        20         30        40        50          
2MEPSP YVEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETS 
              ... : .. ..:: .  : :: : :.. :...  .   . : .:     : .. 
gi|160     MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNG 
                   10        20        30         40        50      
 
         60        70        80                                     
2MEPSP VTVTGPPREPFGRKHLKAIDVNMN                                     
          :::  .: :..:    : :                                       
gi|160 CMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
          60        70        80        90       100       110      
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.5  bits: 25.4 E(): 0.41 
Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (21-78:16-77) 
 
               10        20          30         40        50        
2MEPSP YVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSV 
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                           :::  : :: : :.. :... .   :. . :..    :.  
gi|160      MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNG 
                    10        20        30        40        50      
 
         60        70        80                                     
2MEPSP TV-TGPPREPFGRKHLKAIDVNMN                                     
        . :::  .: :..:    : :                                       
gi|160 CMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
          60        70        80        90       100       110      
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 109.5  bits: 25.4 E(): 0.41 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (21-78:16-77) 
 
               10        20          30        40        50         
2MEPSP YVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TET 
                           :::  : :: : :.. :...  .   . : .:.    : . 
gi|160      MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTN 
                    10        20        30         40        50     
 
          60        70        80                                    
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMN                                    
       .   :::  .: :..:    : :                                      
gi|160 GCMSTGPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
           60        70        80        90       100       110     
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.7  bits: 24.7 E(): 0.66 
Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (21-78:16-77) 
 
               10        20          30         40        50        
2MEPSP YVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSV 
                           :::  : :: : :.. :... .   :. . ...    :.  
gi|160      MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNG 
                    10        20        30        40        50      
 
         60        70        80                                     
2MEPSP TV-TGPPREPFGRKHLKAIDVNMN                                     
        . :::  .: :..:    : :                                       
gi|160 CMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
          60        70        80        90       100       110      
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.7  bits: 24.7 E(): 0.66 
Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (21-78:16-77) 
 
               10        20          30        40        50         
2MEPSP YVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TET 
                           :::  : :: : :.. :...  .   . : .:.    : . 
gi|160      MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTN 
                    10        20        30         40        50     
 
          60        70        80                                    
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMN                                    
       .   :::  .: :..:    : :                                      
gi|160 GCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
           60        70        80        90       100       110     
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.9  bits: 24.4 E(): 0.83 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (21-78:16-77) 
 
               10        20          30        40        50         
2MEPSP YVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TET 
                           :::  : :: : :.. :...  .   . : .:     : . 
gi|160      MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTN 
                    10        20        30         40        50     
 
          60        70        80                                    
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMN                                    
       .   :::  .: :..:    : :                                      
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gi|160 GCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
           60        70        80        90       100       110     
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.9  bits: 24.4 E(): 0.83 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (21-78:16-77) 
 
               10        20          30        40        50         
2MEPSP YVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TET 
                           :::  : :: : :.. :...  .   . : .:     : . 
gi|160      MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTN 
                    10        20        30         40        50     
 
          60        70        80                                    
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMN                                    
       .   :::  .: :..:    : :                                      
gi|160 GCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
           60        70        80        90       100       110     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (21-78:16-77) 
 
               10        20          30        40        50         
2MEPSP YVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TET 
                           :::  : :: : :.. :...  .   . : .:     : . 
gi|160      MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTN 
                    10        20        30         40        50     
 
          60        70        80                                    
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMN                                    
       .   :::  .: :..:    : :                                      
gi|160 GCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDP 
           60        70        80        90       100       110     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (21-78:16-77) 
 
               10        20          30        40        50         
2MEPSP YVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TET 
                           :::  : :: : :.. :...  .   . : .:     : . 
gi|160      MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTN 
                    10        20        30         40        50     
 
          60        70        80                                    
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMN                                    
       .   :::  .: :..:    : :                                      
gi|160 GCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDP 
           60        70        80        90       100       110     
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (21-78:16-77) 
 
               10        20          30        40        50         
2MEPSP YVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TET 
                           :::  : :: : :.. :...  .   . : .:     : . 
gi|160      MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTN 
                    10        20        30         40        50     
 
          60        70        80                                    
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMN                                    
       .   :::  .: :..:    : :                                      
gi|160 GCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
           60        70        80        90       100       110     
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (21-78:16-77) 
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               10        20          30        40        50         
2MEPSP YVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TET 
                           :::  : :: : :.. :...  .   . : .:     : . 
gi|160      MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTN 
                    10        20        30         40        50     
 
          60        70        80                                    
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMN                                    
       .   :::  .: :..:    : :                                      
gi|160 GCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
           60        70        80        90       100       110     
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (21-78:16-77) 
 
               10        20          30        40        50         
2MEPSP YVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TET 
                           :::  : :: : :.. :...  .   . : .:     : . 
gi|145      MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTN 
                    10        20        30         40        50     
 
          60        70        80                                    
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMN                                    
       .   :::  .: :..:    : :                                      
gi|145 GCMSTGPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
           60        70        80        90       100       110     
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (21-78:16-77) 
 
               10        20          30        40        50         
2MEPSP YVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TET 
                           :::  : :: : :.. :...  .   . : .:     : . 
gi|160      MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTN 
                    10        20        30         40        50     
 
          60        70        80                                    
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMN                                    
       .   :::  .: :..:    : :                                      
gi|160 GCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGR 
           60        70        80        90       100       110     
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (21-78:16-77) 
 
               10        20          30        40        50         
2MEPSP YVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TET 
                           :::  : :: : :.. :...  .   . : .:     : . 
gi|160      MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTN 
                    10        20        30         40        50     
 
          60        70        80                                    
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMN                                    
       .   :::  .: :..:    : :                                      
gi|160 GCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
           60        70        80        90       100       110     
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (21-78:16-77) 
 
               10        20          30        40        50         
2MEPSP YVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TET 
                           :::  : :: : :.. :...  .   . : .:     : . 
gi|160      MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTN 
                    10        20        30         40        50     
 
          60        70        80                                    
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2MEPSP SVTVTGPPREPFGRKHLKAIDVNMN                                    
       .   :::  .: :..:    : :                                      
gi|160 GCMSTGPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGR 
           60        70        80        90       100       110     
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (21-78:16-77) 
 
               10        20          30        40        50         
2MEPSP YVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TET 
                           :::  : :: : :.. :...  .   . : .:     : . 
gi|160      MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTN 
                    10        20        30         40        50     
 
          60        70        80                                    
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMN                                    
       .   :::  .: :..:    : :                                      
gi|160 GCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
           60        70        80        90       100       110     
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 100.2  bits: 23.7 E():  1.3 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (21-78:16-77) 
 
               10        20          30         40        50        
2MEPSP YVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSV 
                           :::  : :: : :.. :... .   :. . ...    :.  
gi|160      MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNG 
                    10        20        30        40        50      
 
         60        70        80                                     
2MEPSP TV-TGPPREPFGRKHLKAIDVNMN                                     
        . :::  .: :..:    : :                                       
gi|160 CMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
          60        70        80        90       100       110      
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 94.6  bits: 22.7 E():  2.8 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (21-78:16-77) 
 
               10        20          30         40        50        
2MEPSP YVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSV 
                           :::  : :: : :.. :... .   :. . ...    :.  
gi|160      MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNG 
                    10        20        30        40        50      
 
         60        70        80                                     
2MEPSP TV-TGPPREPFGRKHLKAIDVNMN                                     
        . :::  .: :..:    : :                                       
gi|160 CMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
          60        70        80        90       100       110      
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 93.3  bits: 22.3 E():  3.2 
Smith-Waterman score: 55; 47.8% identity (65.2% similar) in 23 aa overlap (59-80:85-107) 
 
       30        40        50        60         70        80        
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMN        
                                     .::: :::  : ..::  : . :        
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 89.3  bits: 23.4 E():  5.4 
Smith-Waterman score: 60; 30.0% identity (50.0% similar) in 50 aa overlap (19-68:50-97) 
 
                           10        20        30        40         
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2MEPSP             YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                     : .:.  . :: :  :: .   . .. ::  
gi|947 LAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCGGT-WQGIIDKLDYIQGMGF 
      20        30        40        50        60         70         
 
       50        60        70        80                             
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMN                             
        . :  : ::.  :    .:                                         
gi|947 TAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTADDLKALSSALHERGMYLMV 
       80         90       100       110       120       130        
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 89.0  bits: 21.6 E():  5.6 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (21-78:16-77) 
 
               10        20          30        40        50         
2MEPSP YVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TET 
                           :::  : .: : :.. :...  .   . : .:     : . 
gi|160      MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTN 
                    10        20        30         40        50     
 
          60        70        80                                    
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMN                                    
       .   :::   : :..:    : :                                      
gi|160 GCMSTGPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
           60        70        80        90       100       110     
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 87.0  bits: 22.6 E():  7.3 
Smith-Waterman score: 55; 23.0% identity (59.5% similar) in 74 aa overlap (9-80:105-178) 
 
                                     10        20        30         
2MEPSP                       YVEGDASSASYFLAGAAITGGTVTVEGCGTTS-LQGDV 
                                     :..  ::..:   :. . . :  : .  :: 
gi|513 RLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDV 
           80        90       100       110       120       130     
 
        40        50         60        70        80                 
2MEPSP KFAEVLEMMGAKVTWTETS-VTVTGPPREPFGRKHLKAIDVNMN                 
       ....  ...  .    ::. . .   :.: . .: : ..:...:                 
gi|513 QYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNA 
          140       150       160       170       180       190     
 
gi|513 TVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVA 
          200       210       220       230       240       250     
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.9  bits: 21.3 E():  7.3 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (30-76:30-74) 
 
               10        20        30        40        50        60 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP GPPREPFGRKHLKAIDVNMN                                         
       :  .  :  ....:::                                             
gi|169 GETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
                 70        80        90       100       110         
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 85.3  bits: 20.9 E():  9.1 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (21-78:16-77) 
 
               10        20          30        40        50         
2MEPSP YVEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TET 
                           :::  : :: : :.. :...  .   . : .:     : . 
gi|160      MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTN 
                    10        20        30         40        50     
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          60        70        80                                    
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMN                                    
       .   :::  .: :...    : :                                      
gi|160 GCMSTGPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
           60        70        80        90       100       110     
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.1  bits: 21.4 E():   11 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (18-37:208-227) 
 
                            10        20        30        40        
2MEPSP              YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
        50        60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
                                         
gi|111 KPEFIDIINAAAVKSA                  
       240       250                     
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 82.9  bits: 20.6 E():   12 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (29-79:38-88) 
 
                 10        20        30        40        50         
2MEPSP   YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
       60        70         80                                      
2MEPSP VTGPPREPFGRKHLKA-IDVNMN                                      
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.8  bits: 20.2 E():   14 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (18-42:35-57) 
 
                            10        20        30        40        
2MEPSP              YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
        50        60        70        80                            
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN                            
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (43-69:9-37) 
 
             20        30        40        50        60          70 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
               80                                                   
2MEPSP HLKAIDVNMN                                                   
                                                                    
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
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>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (30-76:30-74) 
 
               10        20        30        40        50        60 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP GPPREPFGRKHLKAIDVNMN                                         
       :  .  :  .....::                                             
gi|374 GETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
                 70        80        90       100       110         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (46-64:1-18) 
 
          20        30        40        50        60        70      
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
          80                                                        
2MEPSP DVNMN                                                        
                                                                    
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 79.1  bits: 19.9 E():   20 
Smith-Waterman score: 48; 28.6% identity (64.3% similar) in 28 aa overlap (1-28:87-113) 
 
                                             10        20        30 
2MEPSP                               YVEGDASSASYFLAGAAITGGTVTVEGCGT 
                                     : . .. :..::..:.     .. : ::   
gi|212 TSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETWSSTYFMVGTDYQTYSI-VAGCLD 
         60        70        80        90       100        110      
 
               40        50        60        70        80   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN   
                                                            
gi|212 NDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
         120       130       140       150       160        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 78.6  bits: 20.0 E():   21 
Smith-Waterman score: 48; 28.6% identity (64.3% similar) in 28 aa overlap (1-28:103-129) 
 
                                             10        20        30 
2MEPSP                               YVEGDASSASYFLAGAAITGGTVTVEGCGT 
                                     : .... :..::. :.     .. : ::   
gi|606 TSVAYTNSTRGFITSTGTVPSWTENTFDIAYGDNETWSSTYFMIGTDYQTYSI-VAGCLD 
             80        90       100       110       120        130  
 
               40        50        60        70        80   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN   
                                                            
gi|606 NDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYCVQYKS 
             140       150       160       170       180    
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 78.5  bits: 19.5 E():   21 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (2-47:86-130) 
 
                                            10        20        30  
2MEPSP                              YVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
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gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
              40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
       . ..  : :.: . .:                                  
gi|136 KKEALPKCAQVYNKLGMYPPNM                            
          120       130                                  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.5  bits: 20.4 E():   21 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (27-72:68-117) 
 
                   10        20        30         40           50   
2MEPSP     YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
             60        70        80                                 
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMN                                 
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 78.3  bits: 19.5 E():   22 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (2-47:90-134) 
 
                                            10        20        30  
2MEPSP                              YVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
              40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
       . ..  : :.: . .:                                  
gi|145 KKEALPKCAQVYNKLGMYPPNM                            
      120       130       140                            
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (27-72:79-128) 
 
                   10        20        30         40           50   
2MEPSP     YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
             60        70        80                                 
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMN                                 
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (27-72:79-128) 
 
                   10        20        30         40           50   
2MEPSP     YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
             60        70        80                                 
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMN                                 
         ..::.:   .::..  :.                                         
gi|126 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
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      110       120       130       140       150       160         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (27-72:79-128) 
 
                   10        20        30         40           50   
2MEPSP     YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
             60        70        80                                 
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMN                                 
         ..::.:   .::..  :.                                         
gi|752 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGT 
      110       120       130       140       150       160         
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 78.1  bits: 19.5 E():   23 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (2-47:96-140) 
 
                                            10        20        30  
2MEPSP                              YVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
              40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
       . ..  : :.: . .:                                  
gi|246 KKEALPKCAQVYNKLGMYPPNM                            
          130       140                                  
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 78.0  bits: 19.5 E():   23 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (8-34:9-38) 
 
                10           20        30        40        50       
2MEPSP  YVEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
               ::  ::   :.:.:  .:: ::: . .: :                       
gi|110 MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKHCQMYVQQE 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP VTVTGPPREPFGRKHLKAIDVNMN                                     
                                                                    
gi|110 VQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQE 
               70        80        90       100       110       120 
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.8  bits: 20.4 E():   23 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (9-36:133-160) 
 
                                     10        20        30         
2MEPSP                       YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
       40        50        60        70        80                   
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN                   
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 20.5 E():   25 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (26-50:282-306) 
 
                    10        20        30        40        50      
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2MEPSP      YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
          60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMN 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.2  bits: 20.0 E():   25 
Smith-Waterman score: 48; 25.9% identity (53.7% similar) in 54 aa overlap (31-78:93-146) 
 
               10        20        30        40           50        
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
          60        70         80                                   
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMN                                   
          .  ::  : .:.: . .. .:                                     
gi|289 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAI 
            130       140       150       160       170       180   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.2  bits: 20.0 E():   25 
Smith-Waterman score: 48; 25.9% identity (53.7% similar) in 54 aa overlap (31-78:96-149) 
 
               10        20        30        40           50        
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
          60        70         80                                   
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMN                                   
          .  ::  : .:.: . .. .:                                     
gi|424 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAI 
         130       140       150       160       170       180      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 76.7  bits: 20.5 E():   27 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (5-53:53-100) 
 
                                         10        20        30     
2MEPSP                           YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
           40        50        60        70        80               
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN               
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 45; 32.0% identity (64.0% similar) in 25 aa overlap (2-26:77-101) 
 
                                            10        20        30  
2MEPSP                              YVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     : .:: ..... :: .   : . ::      
gi|207 VFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQAL 
         50        60        70        80        90       100       
 
              40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
                                                         
gi|207 VKA                                               
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>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.2 E():   30 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (31-46:135-150) 
 
               10        20        30        40        50        60 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
               70        80 
2MEPSP GPPREPFGRKHLKAIDVNMN 
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (36-61:175-201) 
 
          10        20        30        40         50        60     
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
           70        80                                             
2MEPSP EPFGRKHLKAIDVNMN                                             
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.8  bits: 18.8 E():   30 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (13-63:1-49) 
 
               10        20        30        40        50        60 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                   .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  
gi|144             MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAV- 
                           10        20        30        40         
 
               70        80                                         
2MEPSP GPPREPFGRKHLKAIDVNMN                                         
        ::                                                          
gi|144 -PPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKIS 
         50        60        70        80        90       100       
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (39-71:82-109) 
 
       10        20        30        40        50        60         
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
       70        80                                         
2MEPSP RKHLKAIDVNMN                                         
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (2-41:87-131) 
 
                                                 10        20       
2MEPSP                              YVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
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         30        40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
       . ..    :::.. :                                        
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN           
        120       130       140       150       160           
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (2-41:87-131) 
 
                                                 10        20       
2MEPSP                              YVEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
         30        40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
       . ..    :::.. :                                        
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN           
        120       130       140       150       160           
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.1  bits: 20.6 E():   33 
Smith-Waterman score: 49; 39.1% identity (78.3% similar) in 23 aa overlap (2-24:22-44) 
 
                                   10        20        30        40 
2MEPSP                     YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                            ::.:.. .. .:: ::. .:. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN                     
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 19.3 E():   34 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (37-63:4-30) 
 
         10        20        30        40        50        60       
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
         70        80                                               
2MEPSP FGRKHLKAIDVNMN                                               
                                                                    
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 74.5  bits: 20.2 E():   36 
Smith-Waterman score: 48; 23.4% identity (57.1% similar) in 77 aa overlap (7-80:222-292) 
 
                                       10        20        30       
2MEPSP                         YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
            40        50        60        70        80              
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN              
          .... :. . ..  .  ..: .. ::  :      ..:  ::.:              
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIE------ISAPGVNVNSTYTGNRYVSLSG 
             260       270       280             290       300      
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gi|122 TSMATPHVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
         310       320       330       340       350       360  
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (2-41:87-131) 
 
                                                 10        20       
2MEPSP                              YVEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
         30        40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
       . .  . .:: : .:                                        
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC            
        120       130       140       150                     
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 73.5  bits: 18.5 E():   41 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (58-78:20-42) 
 
        30        40        50        60         70         80      
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMN      
                                     .. : ::  : .:.: . .. .:        
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
                          10        20        30        40          
 
gi|301 AILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVD 
      50        60        70        80        90       100          
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 19.4 E():   42 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (58-71:15-28) 
 
        30        40        50        60        70        80        
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN        
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (18-42:19-41) 
 
                10        20        30        40        50          
2MEPSP  YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                         : :..: .. :   . .::. :.::                  
gi|131 QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVERDH 
               10        20         30         40        50         
 
      60        70        80                                        
2MEPSP TGPPREPFGRKHLKAIDVNMN                                        
                                                                    
gi|131 KNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.9  bits: 18.5 E():   44 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (18-42:25-47) 
 
                      10        20        30        40        50    
2MEPSP        YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
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            60        70        80                                  
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMN                                  
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.4 E():   46 
Smith-Waterman score: 53; 24.1% identity (58.6% similar) in 58 aa overlap (7-64:2-53) 
 
               10        20        30        40        50        60 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
             .:.: .::  ..... :.. .::  ..       ..   .: :  : :...:   
gi|109      MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK--WLEAKATWY 
                     10        20        30           40            
 
               70        80                                         
2MEPSP GPPREPFGRKHLKAIDVNMN                                         
       : :.                                                         
gi|109 GAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDK 
      50        60        70        80        90       100          
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.4 E():   46 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (45-68:7-30) 
 
           20        30        40        50        60        70     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
           80                                                       
2MEPSP IDVNMN                                                       
                                                                    
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 72.5  bits: 18.5 E():   46 
Smith-Waterman score: 44; 28.9% identity (60.0% similar) in 45 aa overlap (3-47:97-140) 
 
                                           10        20        30   
2MEPSP                             YVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: :. .  :.  ....: : ::.  :  . 
gi|246 SMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFIL-STVNGTTRTVNPLGFYK 
         70        80        90       100        110       120      
 
             40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
        ..  : :.: . .:                                  
gi|246 KEALPKCAQVYNKLGMYPPNM                            
         130       140                                  
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.4  bits: 20.3 E():   46 
Smith-Waterman score: 48; 46.2% identity (76.9% similar) in 13 aa overlap (68-80:399-411) 
 
        40        50        60        70        80                  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN                  
                                     :: :....: : :                  
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 43; 31.8% identity (63.6% similar) in 22 aa overlap (5-26:80-101) 
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                                         10        20        30     
2MEPSP                           YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: ..... :: .   : . ::         
gi|207 ILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
      50        60        70        80        90       100          
 
           40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 48; 46.2% identity (76.9% similar) in 13 aa overlap (68-80:402-414) 
 
        40        50        60        70        80                  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN                  
                                     :: :....: : :                  
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 48; 46.2% identity (76.9% similar) in 13 aa overlap (68-80:403-415) 
 
        40        50        60        70        80                  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN                  
                                     :: :....: : :                  
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 46; 26.5% identity (55.9% similar) in 34 aa overlap (30-63:114-147) 
 
                10        20        30        40        50          
2MEPSP  YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
      60        70        80                                        
2MEPSP TGPPREPFGRKHLKAIDVNMN                                        
          :                                                         
gi|144 IILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIVGNDR 
           150       160       170       180       190       200    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (6-27:63-84) 
 
                                        10        20        30      
2MEPSP                          YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|185 EADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAP 
             40        50        60        70        80        90   
 
          40        50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
                                                     
gi|185 EAAKEEEKEESDEDMGFGLFD                         
            100       110                            
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (6-27:63-84) 
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                                        10        20        30      
2MEPSP                          YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|117 EADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAP 
             40        50        60        70        80        90   
 
          40        50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
                                                     
gi|117 EAAKEEEKEESDEDMGFGLFD                         
            100       110                            
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 48; 46.2% identity (76.9% similar) in 13 aa overlap (68-80:422-434) 
 
        40        50        60        70        80                  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN                  
                                     :: :....: : :                  
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 48; 46.2% identity (76.9% similar) in 13 aa overlap (68-80:422-434) 
 
        40        50        60        70        80                  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN                  
                                     :: :....: : :                  
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 72.1  bits: 18.1 E():   49 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (13-63:1-49) 
 
               10        20        30        40        50        60 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                   .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  
gi|506             MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRNGGAV- 
                           10        20        30        40         
 
               70        80                                         
2MEPSP GPPREPFGRKHLKAIDVNMN                                         
        ::                                                          
gi|506 -PPACCNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKIS 
         50        60        70        80        90       100       
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 46; 19.5% identity (53.7% similar) in 41 aa overlap (35-75:228-268) 
 
           10        20        30        40        50        60     
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
           70        80                                
2MEPSP EPFGRKHLKAIDVNMN                                
       .:    ::.:.                                     
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 19.5 E():   53 
Smith-Waterman score: 46; 19.5% identity (53.7% similar) in 41 aa overlap (35-75:247-287) 
 
           10        20        30        40        50        60     
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
           70        80                                
2MEPSP EPFGRKHLKAIDVNMN                                
       .:    ::.:.                                     
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.4  bits: 18.6 E():   53 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (14-35:150-172) 
 
                                10         20        30        40   
2MEPSP                  YVEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
             50        60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.3  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (18-42:20-42) 
 
                 10        20        30        40        50         
2MEPSP   YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
       60        70        80                                       
2MEPSP VTGPPREPFGRKHLKAIDVNMN                                       
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.3  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (18-42:20-42) 
 
                 10        20        30        40        50         
2MEPSP   YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
       60        70        80                                       
2MEPSP VTGPPREPFGRKHLKAIDVNMN                                       
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.3  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (18-42:20-42) 
 
                 10        20        30        40        50         
2MEPSP   YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :   . .::. :.::                 
gi|333 WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVERD 
               10        20          30        40        50         
 
       60        70        80                                       
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2MEPSP VTGPPREPFGRKHLKAIDVNMN                                       
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (18-42:21-43) 
 
                  10        20        30        40        50        
2MEPSP    YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
        60        70        80                                      
2MEPSP TVTGPPREPFGRKHLKAIDVNMN                                      
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (18-42:21-43) 
 
                  10        20        30        40        50        
2MEPSP    YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
        60        70        80                                      
2MEPSP TVTGPPREPFGRKHLKAIDVNMN                                      
                                                                    
gi|333 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (18-42:21-43) 
 
                  10        20        30        40        50        
2MEPSP    YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|375 IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
        60        70        80                                      
2MEPSP TVTGPPREPFGRKHLKAIDVNMN                                      
                                                                    
gi|375 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (18-42:21-43) 
 
                  10        20        30        40        50        
2MEPSP    YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
        60        70        80                                      
2MEPSP TVTGPPREPFGRKHLKAIDVNMN                                      
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.1 E():   55 
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Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (2-47:86-130) 
 
                                            10        20        30  
2MEPSP                              YVEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
          60        70        80        90       100        110     
 
              40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
       . ..  : :.: . .:                                  
gi|136 KKEALPKCAQVYNKLGMYPPNM                            
          120       130                                  
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 19.0 E():   55 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (61-69:14-22) 
 
               40        50        60        70        80           
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN           
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.9  bits: 18.1 E():   56 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (18-42:29-51) 
 
                          10        20        30        40          
2MEPSP            YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
      50        60        70        80                              
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMN                              
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.9  bits: 18.1 E():   56 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (18-42:29-51) 
 
                          10        20        30        40          
2MEPSP            YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
      50        60        70        80                              
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMN                              
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.0 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (61-69:25-33) 
 
               40        50        60        70        80           
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN           
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
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>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.7  bits: 19.9 E():   57 
Smith-Waterman score: 47; 57.1% identity (71.4% similar) in 14 aa overlap (61-73:202-215) 
 
               40        50        60         70        80          
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF-GRKHLKAIDVNMN          
                                     : :. :  :::::.                 
gi|424 SLPEFKNFLNFLQTNGLNAIEFLNNIHDLLGIPHIPVTGRKHLRRGVGITGLIDDIIAIL 
             180       190       200       210       220       230  
 
gi|424 PVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVETLKAMPEYQSLIQKLKDKGVDVDH 
             240       250       260       270       280       290  
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (61-69:31-39) 
 
               40        50        60        70        80           
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN           
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (61-69:31-39) 
 
               40        50        60        70        80           
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN           
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (17-61:204-252) 
 
                             10        20        30           40    
2MEPSP               YVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
             50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
       .  :: : :  ..:  . :                    
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN  
           240       250       260       270  
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (17-61:204-252) 
 
                             10        20        30           40    
2MEPSP               YVEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
             50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
       .  :: : :  ..:  . :                    
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN  
           240       250       260       270  

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8146

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (61-69:32-40) 
 
               40        50        60        70        80           
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN           
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.2 E():   58 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (18-42:35-57) 
 
                            10        20        30        40        
2MEPSP              YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
        50        60        70        80                            
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN                            
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 17.7 E():   59 
Smith-Waterman score: 42; 31.8% identity (63.6% similar) in 22 aa overlap (5-26:80-101) 
 
                                         10        20        30     
2MEPSP                           YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   :.. ::         
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
           40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (23-41:97-115) 
 
                       10        20        30        40        50   
2MEPSP         YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
             60        70        80                                 
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMN                                 
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 20.0 E():   59 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (54-71:288-305) 
 
            30        40        50        60        70        80    
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN    
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
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>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (36-61:175-201) 
 
          10        20        30        40         50        60     
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
           70        80                                             
2MEPSP EPFGRKHLKAIDVNMN                                             
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (36-61:175-201) 
 
          10        20        30        40         50        60     
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
           70        80                                             
2MEPSP EPFGRKHLKAIDVNMN                                             
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (15-56:216-260) 
 
                               10        20        30           40  
2MEPSP                 YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
              50        60        70        80  
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN  
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.2  bits: 19.5 E():   61 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (4-26:145-167) 
 
                                          10        20        30    
2MEPSP                            YVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
            40        50        60        70        80              
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN              
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.1  bits: 18.6 E():   62 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (32-62:98-127) 
 
              10        20        30        40        50        60  
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
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                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
              70        80                                          
2MEPSP PPREPFGRKHLKAIDVNMN                                          
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.1  bits: 18.6 E():   62 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (32-62:99-128) 
 
              10        20        30        40        50        60  
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
              70        80                                          
2MEPSP PPREPFGRKHLKAIDVNMN                                          
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (4-41:93-131) 
 
                                           10        20        30   
2MEPSP                            YVEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
             40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
        .::... :                                        
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN           
            130       140       150       160           
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 19.6 E():   67 
Smith-Waterman score: 46; 36.4% identity (68.2% similar) in 22 aa overlap (43-64:312-333) 
 
             20        30        40        50        60        70   
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
                                     .: .: :.  .  ..:::.: :         
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
             80                                                     
2MEPSP KAIDVNMN                                                     
                                                                    
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 19.6 E():   67 
Smith-Waterman score: 46; 39.1% identity (73.9% similar) in 23 aa overlap (2-24:22-44) 
 
                                   10        20        30        40 
2MEPSP                     YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                            ::.:.. .. .:: ::.  :. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN                     
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gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (63-76:41-54) 
 
             40        50        60        70        80             
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN             
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (58-78:170-192) 
 
        30        40        50        60         70         80      
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMN      
                                     .. : ::  : .:.: . .. .:        
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
     140       150       160       170       180       190          
 
gi|225 AILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVD 
     200       210       220       230       240       250          
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (7-32:103-127) 
 
                                       10        20        30       
2MEPSP                         YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
         40        50        60        70        80                 
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN                 
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (63-76:45-58) 
 
             40        50        60        70        80             
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN             
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.6 E():   75 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (58-71:292-305) 
 
        30        40        50        60        70        80        
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN        
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
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>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.4 E():   75 
Smith-Waterman score: 41; 50.0% identity (85.7% similar) in 14 aa overlap (14-27:70-83) 
 
                                10        20        30        40    
2MEPSP                  YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :::: .::.... :                 
gi|215 SSLLKELEGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKE 
      40        50        60        70        80        90          
 
            50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
                                             
gi|215 ESDDDMGFGLFD                          
     100       110                           
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.3  bits: 19.2 E():   77 
Smith-Waterman score: 45; 29.2% identity (58.3% similar) in 48 aa overlap (4-51:317-364) 
 
                                          10        20        30    
2MEPSP                            YVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     :. ::.:   . .. ::.. :  : :. :  
gi|855 SASSTSSKTPSTSTLATSTKATPTPSGTSSGSNSSSSAEPTTTGGTGSSNTGSGSGSGSG 
        290       300       310       320       330       340       
 
            40        50        60        70        80   
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN   
       .:. . .      ::..:                                
gi|855 SGSSSSTGSSTSAGASATPELSQGAAGSIKGSVTACALVFGAVAAVLAF 
        350       360       370       380       390      
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (32-46:53-67) 
 
              10        20        30        40        50        60  
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
              70        80                                          
2MEPSP PPREPFGRKHLKAIDVNMN                                          
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (27-46:285-304) 
 
                   10        20        30        40        50       
2MEPSP     YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
         60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMN 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 17.9 E():   84 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (16-29:13-26) 
 
               10        20        30        40        50        60 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                      ::...  : :. ::                                
gi|156    MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANN 
                  10        20        30        40        50        
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>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.3 E():   85 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (16-35:218-237) 
 
                              10        20        30        40      
2MEPSP                YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
          50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.4  bits: 18.3 E():   87 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (34-62:189-216) 
 
            10        20        30        40        50         60   
2MEPSP GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
             70        80               
2MEPSP PREPFGRKHLKAIDVNMN               
                                        
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 67.2  bits: 17.9 E():   90 
Smith-Waterman score: 48; 30.0% identity (65.0% similar) in 40 aa overlap (3-42:103-140) 
 
                                           10        20        30   
2MEPSP                             YVEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 KYTDSKGKNRTTIRGRTKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
             80        90       100       110       120        130  
 
             40        50        60        70        80             
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN             
        .: : ....                                                   
gi|194 -NGHVIYVQLRLTLRSFHPEQGDKEALQHYTVHQVNQHKKAIEEDLKHFNLKYEDLHSTC 
              140       150       160       170       180       190 
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.1  bits: 17.5 E():   90 
Smith-Waterman score: 41; 22.2% identity (52.8% similar) in 36 aa overlap (12-47:8-39) 
 
               10        20        30        40        50        60 
2MEPSP YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                  :  .:. ..: .  . ::    .:.:   .. .  :              
gi|344     MMKFIVLFALNAVASAGKMKFKDCG----KGEVTELDITDCSGDFCVLHRGKSVTL 
                   10        20            30        40        50   
 
               70        80                                         
2MEPSP GPPREPFGRKHLKAIDVNMN                                         
                                                                    
gi|344 DAKFVANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAI 
             60        70        80        90       100       110   
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.9  bits: 18.4 E():   92 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (27-72:85-134) 
 
                   10        20        30         40           50   
2MEPSP     YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
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             60        70        80                                 
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMN                                 
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.0 E():   94 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (5-26:80-101) 
 
                                         10        20        30     
2MEPSP                           YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|288 VIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
      50        60        70        80        90       100          
 
           40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.0 E():   94 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (5-26:80-101) 
 
                                         10        20        30     
2MEPSP                           YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|209 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
           40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.0 E():   94 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (5-26:80-101) 
 
                                         10        20        30     
2MEPSP                           YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|249 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
           40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
 
>>gi|113200131|gb|ABI32184.1| allergenic protein [Fagopy  (515 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 46; 24.3% identity (56.8% similar) in 37 aa overlap (5-41:102-135) 
 
                                         10        20        30     
2MEPSP                           YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:   ..   : .. :  :.. ::  : .: 
gi|113 DHNTPEFRCTGFVAVRYVIQPGGLLLPSYSNAPYITFVEQGRGVQG--VVIPGCPET-FQ 
              80        90       100       110         120          
 
           40        50        60        70        80               
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN               
       .: .. .                                                      
gi|113 SDSEYPQSQRGQHSRESESQESSRGDQHQKIFRVREGDVIPSPAGVVQWTHNDGDQDLIS 
      130       140       150       160       170       180         
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 40; 47.1% identity (64.7% similar) in 17 aa overlap (4-20:68-84) 
 
                                          10        20        30    
2MEPSP                            YVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     : :..:.   ::::  :              
gi|833 RLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEE 
        40        50        60        70        80        90        
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            40        50        60        70        80 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
                                                       
gi|833 KEESDEDMGFGLFD                                  
       100       110                                   
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 40; 47.1% identity (64.7% similar) in 17 aa overlap (4-20:68-84) 
 
                                          10        20        30    
2MEPSP                            YVEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     : :..:.   ::::  :              
gi|668 RLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEE 
        40        50        60        70        80        90        
 
            40        50        60        70        80 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
                                                       
gi|668 KEESDEDMGFGLFD                                  
       100       110                                   
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 44; 30.3% identity (60.6% similar) in 33 aa overlap (17-48:264-296) 
 
                             10        20        30         40      
2MEPSP               YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEM 
                                     : .::  ..   ::. : : .. .:..    
gi|118 YTGSLNWVPVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSD 
           240       250       260       270       280       290    
 
          50        60        70        80                          
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN                          
       .::                                                          
gi|118 IGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGMDVPTS 
           300       310       320       330       340       350    
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.0 E():   96 
Smith-Waterman score: 40; 28.0% identity (56.0% similar) in 25 aa overlap (5-29:79-103) 
 
                                         10        20        30     
2MEPSP                           YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   : . :.  :      
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
           40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
                                                      
gi|131 WGAKG                                          
      110                                             
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.5  bits: 18.8 E():   98 
Smith-Waterman score: 46; 30.8% identity (48.7% similar) in 78 aa overlap (1-73:47-119) 
 
                                               10        20         
2MEPSP                               YVEGDA--SSASYFLAGAAITGGTVTVEGC 
                                     :. .::  . :  .: :  .   . ::::  
gi|258 KSLPNRNLQDDLNDFLALLPVDEITAIVMDYLANDAEVQEAVAYLQGEEFHKIVFTVEG- 
         20        30        40        50        60        70       
 
       30        40         50        60          70        80      
2MEPSP GTTSLQGDVKFAEVLEMMGAK-VTWTETSVTVTG-PPREPFG-RKHLKAIDVNMN      
           ::   .:.. ::  :   : . .   .: :  :  : . ::: .             
gi|258 ----LQEFGNFVQFLEDHGLDAVGYINRLHSVFGWDPYVPSSKRKHTRRGVGVDGLIDDI 
              80        90       100       110       120       130  
 
gi|258 IAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEYQDLLQKLRDKGV 
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             140       150       160       170       180       190  
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.4  bits: 18.8 E():   98 
Smith-Waterman score: 44; 26.2% identity (50.8% similar) in 61 aa overlap (7-67:47-101) 
 
                                       10        20        30       
2MEPSP                         YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     :. : . :::. .     :   ::  ..:  
gi|188 TRFALRLASTISSNPKSAASNAAFSPVSLHSALSLLAAGAGSATRDQLVATLGTGEVEGG 
         20        30        40        50        60        70       
 
         40        50        60        70        80                 
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN                 
         .:: .      : .. .... .: ::  :                              
gi|188 HALAEQV------VQFVLADASSAGGPRVAFANGVFVDASLLLKPSFQELAVCKYKAETQ 
         80              90       100       110       120       130 
 
gi|188 SVDFQTKAAEVTTQVNSWVEKVTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDS 
              140       150       160       170       180       190 
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 48; 22.7% identity (56.8% similar) in 44 aa overlap (2-41:87-130) 
 
                                            10            20        
2MEPSP                              YVEGDASSASY----FLAGAAITGGTVTVEG 
                                     .:::: . .     . :  . .:.  :... 
gi|304 ITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKS 
         60        70        80        90       100       110       
 
        30        40        50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
        .    .::... :                                        
gi|304 ISHYHTKGDIEIKEEHVKAGKEKAHGLFKLIESYLKDHPDAYN           
        120       130       140       150                    
 
>>gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 [Ch  (86 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 16.6 E():   99 
Smith-Waterman score: 39; 42.9% identity (66.7% similar) in 21 aa overlap (4-24:24-44) 
 
                                   10        20        30        40 
2MEPSP                     YVEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                              ::.. .:  :. :  : :.::                 
gi|294 MAAEDTPQDIADRERIFKRFDTNGDGKISSSELGDALKTLGSVTPDEVRRMMAEIDTDGD 
               10        20        30        40        50        60 
 
               50        60        70        80 
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
                                                
gi|294 GFISFDEFTDFARANRGLVKDVSKIF               
               70        80                     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:53 2011 done: Tue Apr 19 10:57:53 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 250  - 329 - 80 aa 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8155

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     1     0:= 
  30    14     2:*==== 
  32    16     8:==*=== 
  34    25    22:=======*= 
  36    41    44:==============* 
  38    43    73:===============         * 
  40   129   102:=================================*========= 
  42   112   125:======================================   * 
  44   123   138:=========================================    * 
  46   161   140:==============================================*======= 
  48   141   134:============================================*== 
  50   141   122:========================================*====== 
  52   106   108:===================================* 
  54    77    92:==========================    * 
  56    58    77:====================     * 
  58    51    63:=================   * 
  60    47    51:================* 
  62    32    41:===========  * 
  64    25    33:========= * 
  66    26    26:========* 
  68    13    20:===== * 
  70    27    16:=====*=== 
  72    18    12:===*== 
  74     4    10:== * 
  76     9     8:==* 
  78    17     6:=*==== 
  80     2     5:=* 
  82     2     3:* 
  84     1     3:* 
  86     3     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     9     0:===       *========= 
 104     2     0:=         *== 
 106     2     0:=         *== 
 108     0     0:          * 
 110     3     0:=         *=== 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.28780.00304; mu= 15.5032 0.158 
 mean_var=28.6221 7.693, 0's: 2 Z-trim: 3  B-trim: 117 in 1/43 
 Lambda= 0.239731 
 Kolmogorov-Smirnov  statistic: 0.0263 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   67 26.5     0.2 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   64 25.5    0.39 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.5    0.39 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.5    0.39 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.8    0.63 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.8    0.63 
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gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.4     0.8 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.4     0.8 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 24.1    0.98 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 24.1    0.98 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 24.1       1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 24.1       1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 24.1       1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 24.1       1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.7     1.3 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.7     2.7 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   55 22.3     3.1 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   57 23.4     5.4 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.7     5.5 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   55 22.6     7.1 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.3     7.1 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 21.0     8.8 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.5      10 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.6      12 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.3      14 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.9      16 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.9      19 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.9      19 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   47 19.5      21 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      21 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   47 19.6      21 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.4      22 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.4      22 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.4      22 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   47 19.6      22 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.6      23 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   51 21.3      23 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   51 21.3      23 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   51 21.3      23 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.5      23 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   51 21.3      23 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   51 21.3      23 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.5      25 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   48 20.1      25 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   48 20.1      25 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.5      27 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 18.8      28 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.2      29 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.1      29 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.8      30 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.2      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.3      30 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.3      30 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   49 20.6      33 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.3      33 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   48 20.2      35 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   47 19.8      37 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   45 18.9      38 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   44 18.5      40 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.5      41 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.4      41 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.5      43 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      45 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      45 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.5      45 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   43 18.1      46 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 18.1      47 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.1      47 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 18.1      48 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   46 19.4      50 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.6      52 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   46 19.5      52 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.2      53 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.2      53 
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gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.2      53 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.2      53 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.2      53 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.2      53 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.2      53 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.2      54 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      55 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.2      55 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.2      55 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.1      56 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 19.9      57 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.2      57 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.1      57 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.1      57 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 19.1      57 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.1      57 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 19.1      57 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   42 17.8      58 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.5      59 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 20.0      59 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.1      60 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.1      60 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 19.1      60 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.5      61 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.7      61 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 18.2      61 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.7      61 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   46 19.6      66 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   46 19.6      67 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      73 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.3      73 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   44 18.7      74 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.4      74 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      74 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.6      75 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.2      77 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   46 19.6      77 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.9      79 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.8      80 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.9      83 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.3      84 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.3      86 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   42 17.9      89 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   41 17.5      89 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.4      91 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   40 17.1      92 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   40 17.1      92 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   40 17.1      92 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.1      93 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.1      93 
gi|113200131|gb|ABI32184.1| allergenic protein [Fa ( 515)   45 19.3      94 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   40 17.1      95 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   44 18.8      95 
gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 (  86)   39 16.6      97 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 18.8      97 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.5      97 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   44 18.8      98 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   43 18.4   1e 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  67  Z-score: 115.1  bits: 26.5 E():  0.2 
Smith-Waterman score: 67; 29.3% identity (53.4% similar) in 58 aa overlap (4-60:73-130) 
 
                                          10        20        30    
2MEPSP                            VEGDASSASYFLAGAAITGGTVTVEGCGTTS-L 
                                     :::.     .:.: . :.  : :  :.. . 
gi|583 TKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVI 
             50        60        70        80        90       100   
 
             40        50        60        70        80          
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK          
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         : :  .:..  :    :...: :  :                              
gi|583 YTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP 
            110       120       130       140       150          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.8  bits: 25.5 E(): 0.39 
Smith-Waterman score: 64; 26.7% identity (54.7% similar) in 75 aa overlap (7-77:4-77) 
 
               10        20         30        40        50          
2MEPSP VEGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSV 
             ... : .. ..:: .  : :: : :.. :...  .   . : .:     : ..  
gi|160    MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGC 
                  10        20        30         40        50       
 
         60        70        80                                     
2MEPSP TVTGPPREPFGRKHLKAIDVNMNK                                     
         :::  .: :..:    : :                                        
gi|160 MSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAV 
         60        70        80        90       100       110       
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.8  bits: 25.5 E(): 0.39 
Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (20-77:16-77) 
 
               10        20          30         40        50        
2MEPSP VEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVT 
                          :::  : :: : :.. :... .   :. . :..    :.   
gi|160     MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGC 
                   10        20        30        40        50       
 
         60        70        80                                     
2MEPSP V-TGPPREPFGRKHLKAIDVNMNK                                     
       . :::  .: :..:    : :                                        
gi|160 MSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAV 
         60        70        80        90       100       110       
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 109.8  bits: 25.5 E(): 0.39 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (20-77:16-77) 
 
               10        20          30        40        50         
2MEPSP VEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETS 
                          :::  : :: : :.. :...  .   . : .:.    : .. 
gi|160     MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNG 
                   10        20        30         40        50      
 
          60        70        80                                    
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNK                                    
          :::  .: :..:    : :                                       
gi|160 CMSTGPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
          60        70        80        90       100       110      
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 106.0  bits: 24.8 E(): 0.63 
Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (20-77:16-77) 
 
               10        20          30         40        50        
2MEPSP VEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVT 
                          :::  : :: : :.. :... .   :. . ...    :.   
gi|160     MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGC 
                   10        20        30        40        50       
 
         60        70        80                                     
2MEPSP V-TGPPREPFGRKHLKAIDVNMNK                                     
       . :::  .: :..:    : :                                        
gi|160 MSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAV 
         60        70        80        90       100       110       
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 106.0  bits: 24.8 E(): 0.63 
Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (20-77:16-77) 
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               10        20          30        40        50         
2MEPSP VEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETS 
                          :::  : :: : :.. :...  .   . : .:.    : .. 
gi|160     MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNG 
                   10        20        30         40        50      
 
          60        70        80                                    
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNK                                    
          :::  .: :..:    : :                                       
gi|160 CMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
          60        70        80        90       100       110      
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 104.2  bits: 24.4 E():  0.8 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (20-77:16-77) 
 
               10        20          30        40        50         
2MEPSP VEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETS 
                          :::  : :: : :.. :...  .   . : .:     : .. 
gi|160     MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNG 
                   10        20        30         40        50      
 
          60        70        80                                    
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNK                                    
          :::  .: :..:    : :                                       
gi|160 CMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
          60        70        80        90       100       110      
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 104.2  bits: 24.4 E():  0.8 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (20-77:16-77) 
 
               10        20          30        40        50         
2MEPSP VEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETS 
                          :::  : :: : :.. :...  .   . : .:     : .. 
gi|160     MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNG 
                   10        20        30         40        50      
 
          60        70        80                                    
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNK                                    
          :::  .: :..:    : :                                       
gi|160 CMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
          60        70        80        90       100       110      
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.6  bits: 24.1 E(): 0.98 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (20-77:16-77) 
 
               10        20          30        40        50         
2MEPSP VEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETS 
                          :::  : :: : :.. :...  .   . : .:     : .. 
gi|160     MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNG 
                   10        20        30         40        50      
 
          60        70        80                                    
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNK                                    
          :::  .: :..:    : :                                       
gi|160 CMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPD 
          60        70        80        90       100       110      
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.6  bits: 24.1 E(): 0.98 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (20-77:16-77) 
 
               10        20          30        40        50         
2MEPSP VEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETS 
                          :::  : :: : :.. :...  .   . : .:     : .. 
gi|160     MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNG 
                   10        20        30         40        50      
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          60        70        80                                    
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNK                                    
          :::  .: :..:    : :                                       
gi|160 CMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPD 
          60        70        80        90       100       110      
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.3  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (20-77:16-77) 
 
               10        20          30        40        50         
2MEPSP VEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETS 
                          :::  : :: : :.. :...  .   . : .:     : .. 
gi|160     MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNG 
                   10        20        30         40        50      
 
          60        70        80                                    
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNK                                    
          :::  .: :..:    : :                                       
gi|160 CMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
          60        70        80        90       100       110      
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.3  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (20-77:16-77) 
 
               10        20          30        40        50         
2MEPSP VEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETS 
                          :::  : :: : :.. :...  .   . : .:     : .. 
gi|160     MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNG 
                   10        20        30         40        50      
 
          60        70        80                                    
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNK                                    
          :::  .: :..:    : :                                       
gi|160 CMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
          60        70        80        90       100       110      
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.3  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (20-77:16-77) 
 
               10        20          30        40        50         
2MEPSP VEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETS 
                          :::  : :: : :.. :...  .   . : .:     : .. 
gi|145     MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNG 
                   10        20        30         40        50      
 
          60        70        80                                    
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNK                                    
          :::  .: :..:    : :                                       
gi|145 CMSTGPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
          60        70        80        90       100       110      
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.3  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (20-77:16-77) 
 
               10        20          30        40        50         
2MEPSP VEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETS 
                          :::  : :: : :.. :...  .   . : .:     : .. 
gi|160     MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNG 
                   10        20        30         40        50      
 
          60        70        80                                    
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNK                                    
          :::  .: :..:    : :                                       
gi|160 CMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGRA 
          60        70        80        90       100       110      
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
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 initn:  51 init1:  51 opt:  60  Z-score: 102.3  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (20-77:16-77) 
 
               10        20          30        40        50         
2MEPSP VEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETS 
                          :::  : :: : :.. :...  .   . : .:     : .. 
gi|160     MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNG 
                   10        20        30         40        50      
 
          60        70        80                                    
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNK                                    
          :::  .: :..:    : :                                       
gi|160 CMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
          60        70        80        90       100       110      
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.3  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (20-77:16-77) 
 
               10        20          30        40        50         
2MEPSP VEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETS 
                          :::  : :: : :.. :...  .   . : .:     : .. 
gi|160     MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNG 
                   10        20        30         40        50      
 
          60        70        80                                    
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNK                                    
          :::  .: :..:    : :                                       
gi|160 CMSTGPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGRA 
          60        70        80        90       100       110      
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.3  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (20-77:16-77) 
 
               10        20          30        40        50         
2MEPSP VEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETS 
                          :::  : :: : :.. :...  .   . : .:     : .. 
gi|160     MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNG 
                   10        20        30         40        50      
 
          60        70        80                                    
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNK                                    
          :::  .: :..:    : :                                       
gi|160 CMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
          60        70        80        90       100       110      
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 100.4  bits: 23.7 E():  1.3 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (20-77:16-77) 
 
               10        20          30         40        50        
2MEPSP VEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVT 
                          :::  : :: : :.. :... .   :. . ...    :.   
gi|160     MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGC 
                   10        20        30        40        50       
 
         60        70        80                                     
2MEPSP V-TGPPREPFGRKHLKAIDVNMNK                                     
       . :::  .: :..:    : :                                        
gi|160 MSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAV 
         60        70        80        90       100       110       
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 94.8  bits: 22.7 E():  2.7 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (20-77:16-77) 
 
               10        20          30         40        50        
2MEPSP VEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVT 
                          :::  : :: : :.. :... .   :. . ...    :.   
gi|160     MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGC 
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                   10        20        30        40        50       
 
         60        70        80                                     
2MEPSP V-TGPPREPFGRKHLKAIDVNMNK                                     
       . :::  .: :..:    : :                                        
gi|160 MSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAV 
         60        70        80        90       100       110       
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 93.6  bits: 22.3 E():  3.1 
Smith-Waterman score: 55; 47.8% identity (65.2% similar) in 23 aa overlap (58-79:85-107) 
 
        30        40        50        60         70        80       
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNK       
                                     .::: :::  : ..::  : . :        
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 89.4  bits: 23.4 E():  5.4 
Smith-Waterman score: 60; 30.0% identity (50.0% similar) in 50 aa overlap (18-67:50-97) 
 
                            10        20        30        40        
2MEPSP              VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                     : .:.  . :: :  :: .   . .. ::  
gi|947 LAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCGGT-WQGIIDKLDYIQGMGF 
      20        30        40        50        60         70         
 
        50        60        70        80                            
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK                            
        . :  : ::.  :    .:                                         
gi|947 TAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTADDLKALSSALHERGMYLMV 
       80         90       100       110       120       130        
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 89.2  bits: 21.7 E():  5.5 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (20-77:16-77) 
 
               10        20          30        40        50         
2MEPSP VEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETS 
                          :::  : .: : :.. :...  .   . : .:     : .. 
gi|160     MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNG 
                   10        20        30         40        50      
 
          60        70        80                                    
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNK                                    
          :::   : :..:    : :                                       
gi|160 CMSTGPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
          60        70        80        90       100       110      
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 87.1  bits: 22.6 E():  7.1 
Smith-Waterman score: 55; 23.0% identity (59.5% similar) in 74 aa overlap (8-79:105-178) 
 
                                      10        20        30        
2MEPSP                        VEGDASSASYFLAGAAITGGTVTVEGCGTTS-LQGDV 
                                     :..  ::..:   :. . . :  : .  :: 
gi|513 RLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDV 
           80        90       100       110       120       130     
 
         40        50         60        70        80                
2MEPSP KFAEVLEMMGAKVTWTETS-VTVTGPPREPFGRKHLKAIDVNMNK                
       ....  ...  .    ::. . .   :.: . .: : ..:...:                 
gi|513 QYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNA 
          140       150       160       170       180       190     
 
gi|513 TVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVA 
          200       210       220       230       240       250     
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>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 87.1  bits: 21.3 E():  7.1 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (29-75:30-74) 
 
                10        20        30        40        50          
2MEPSP  VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP GPPREPFGRKHLKAIDVNMNK                                        
       :  .  :  ....:::                                             
gi|169 GETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
                 70        80        90       100       110         
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 85.5  bits: 21.0 E():  8.8 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (20-77:16-77) 
 
               10        20          30        40        50         
2MEPSP VEGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETS 
                          :::  : :: : :.. :...  .   . : .:     : .. 
gi|160     MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNG 
                   10        20        30         40        50      
 
          60        70        80                                    
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNK                                    
          :::  .: :...    : :                                       
gi|160 CMSTGPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
          60        70        80        90       100       110      
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.2  bits: 21.5 E():   10 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (17-36:208-227) 
 
                             10        20        30        40       
2MEPSP               VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
         50        60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
                                          
gi|111 KPEFIDIINAAAVKSA                   
       240       250                      
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.1  bits: 20.6 E():   12 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (28-78:38-88) 
 
                  10        20        30        40        50        
2MEPSP    VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
        60        70         80                                     
2MEPSP VTGPPREPFGRKHLKA-IDVNMNK                                     
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 82.0  bits: 20.3 E():   14 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (17-41:35-57) 
 
                             10        20        30        40       
2MEPSP               VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
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                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
         50        60        70        80                           
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK                           
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.7  bits: 19.9 E():   16 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (42-68:9-37) 
 
              20        30        40        50        60            
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
      70        80                                                  
2MEPSP HLKAIDVNMNK                                                  
                                                                    
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.7  bits: 19.9 E():   19 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (29-75:30-74) 
 
                10        20        30        40        50          
2MEPSP  VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP GPPREPFGRKHLKAIDVNMNK                                        
       :  .  :  .....::                                             
gi|374 GETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
                 70        80        90       100       110         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (45-63:1-18) 
 
           20        30        40        50        60        70     
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
           80                                                       
2MEPSP DVNMNK                                                       
                                                                    
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 78.7  bits: 19.5 E():   21 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (1-46:86-130) 
 
                                             10        20        30 
2MEPSP                               VEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          60        70        80        90       100        110     
 
               40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
       . ..  : :.: . .:                                   

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8165

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|136 KKEALPKCAQVYNKLGMYPPNM                             
          120       130                                   
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.6  bits: 20.4 E():   21 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (26-71:68-117) 
 
                    10        20        30         40           50  
2MEPSP      VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
              60        70        80                                
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNK                                
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (1-46:90-134) 
 
                                             10        20        30 
2MEPSP                               VEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|145 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
      60        70        80        90       100        110         
 
               40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
       . ..  : :.: . .:                                   
gi|145 KKEALPKCAQVYNKLGMYPPNM                             
      120       130       140                             
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.4  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (26-71:79-128) 
 
                    10        20        30         40           50  
2MEPSP      VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
              60        70        80                                
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNK                                
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.4  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (26-71:79-128) 
 
                    10        20        30         40           50  
2MEPSP      VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
              60        70        80                                
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNK                                
         ..::.:   .::..  :.                                         
gi|752 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGT 
      110       120       130       140       150       160         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.4  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (26-71:79-128) 
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                    10        20        30         40           50  
2MEPSP      VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
              60        70        80                                
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNK                                
         ..::.:   .::..  :.                                         
gi|126 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 47; 28.3% identity (60.9% similar) in 46 aa overlap (1-46:96-140) 
 
                                             10        20        30 
2MEPSP                               VEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : ::.  :   
gi|246 YSMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFF 
          70        80        90       100       110        120     
 
               40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
       . ..  : :.: . .:                                   
gi|246 KKEALPKCAQVYNKLGMYPPNM                             
          130       140                                   
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 78.1  bits: 19.6 E():   23 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (7-33:9-38) 
 
                 10           20        30        40        50      
2MEPSP   VEGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
               ::  ::   :.:.:  .:: ::: . .: :                       
gi|110 MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKHCQMYVQQE 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNK                                    
                                                                    
gi|110 VQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQE 
               70        80        90       100       110       120 
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.1  bits: 21.3 E():   23 
Smith-Waterman score: 51; 42.9% identity (78.6% similar) in 14 aa overlap (67-80:399-412) 
 
         40        50        60        70        80                 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK                 
                                     :: :....: : :.                 
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 51; 42.9% identity (78.6% similar) in 14 aa overlap (67-80:402-415) 
 
         40        50        60        70        80                 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK                 
                                     :: :....: : :.                 
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 51; 42.9% identity (78.6% similar) in 14 aa overlap (67-80:403-416) 
 
         40        50        60        70        80                 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK                 
                                     :: :....: : :.                 
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 20.5 E():   23 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (8-35:133-160) 
 
                                      10        20        30        
2MEPSP                        VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
        40        50        60        70        80                  
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK                  
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 51; 42.9% identity (78.6% similar) in 14 aa overlap (67-80:422-435) 
 
         40        50        60        70        80                 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK                 
                                     :: :....: : :.                 
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 51; 42.9% identity (78.6% similar) in 14 aa overlap (67-80:422-435) 
 
         40        50        60        70        80                 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK                 
                                     :: :....: : :.                 
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.4  bits: 20.5 E():   25 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (25-49:282-306) 
 
                     10        20        30        40        50     
2MEPSP       VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
           60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNK 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.4  bits: 20.1 E():   25 
Smith-Waterman score: 48; 25.9% identity (53.7% similar) in 54 aa overlap (30-77:93-146) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8168

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                10        20        30        40           50       
2MEPSP  VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
           60        70         80                                  
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNK                                  
          .  ::  : .:.: . .. .:                                     
gi|289 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAI 
            130       140       150       160       170       180   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.3  bits: 20.1 E():   25 
Smith-Waterman score: 48; 25.9% identity (53.7% similar) in 54 aa overlap (30-77:96-149) 
 
                10        20        30        40           50       
2MEPSP  VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
           60        70         80                                  
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNK                                  
          .  ::  : .:.: . .. .:                                     
gi|424 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAI 
         130       140       150       160       170       180      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 76.8  bits: 20.5 E():   27 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (4-52:53-100) 
 
                                          10        20        30    
2MEPSP                            VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
            40        50        60        70        80              
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK              
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.3  bits: 18.8 E():   28 
Smith-Waterman score: 45; 32.0% identity (64.0% similar) in 25 aa overlap (1-25:77-101) 
 
                                             10        20        30 
2MEPSP                               VEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     : .:: ..... :: .   : . ::      
gi|207 VFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQAL 
         50        60        70        80        90       100       
 
               40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
                                                          
gi|207 VKA                                                
                                                          
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.1  bits: 19.2 E():   29 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (30-45:135-150) 
 
                10        20        30        40        50          
2MEPSP  VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
      60        70        80 
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2MEPSP GPPREPFGRKHLKAIDVNMNK 
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.0  bits: 20.1 E():   29 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (35-60:175-201) 
 
           10        20        30        40         50        60    
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
            70        80                                            
2MEPSP EPFGRKHLKAIDVNMNK                                            
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 76.0  bits: 18.8 E():   30 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (12-62:1-49) 
 
               10        20        30        40        50        60 
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                  .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:   
gi|144            MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAV-- 
                          10        20        30        40          
 
               70        80                                         
2MEPSP PPREPFGRKHLKAIDVNMNK                                         
       ::                                                           
gi|144 PPACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKIST 
        50        60        70        80        90       100        
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.9  bits: 19.2 E():   30 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (38-70:82-109) 
 
        10        20        30        40        50        60        
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
        70        80                                        
2MEPSP RKHLKAIDVNMNK                                        
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (1-40:87-131) 
 
                                                  10        20      
2MEPSP                               VEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
          30        40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
       . ..    :::.. :                                         
gi|444 STSNYHTTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN            
        120       130       140       150       160            
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 50; 31.1% identity (53.3% similar) in 45 aa overlap (1-40:87-131) 
 
                                                  10        20      
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2MEPSP                               VEGDASS-----ASYFLAGAAITGGTVTVE 
                                     ::::: :      :: .  .: . :   .. 
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
          30        40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
       . ..    :::.. :                                         
gi|444 STSNYHTTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN            
        120       130       140       150       160            
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.1  bits: 20.6 E():   33 
Smith-Waterman score: 49; 39.1% identity (78.3% similar) in 23 aa overlap (1-23:22-44) 
 
                                    10        20        30          
2MEPSP                      VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                            ::.:.. .. .:: ::. .:. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK                    
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.3 E():   33 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (36-62:4-30) 
 
          10        20        30        40        50        60      
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
          70        80                                              
2MEPSP FGRKHLKAIDVNMNK                                              
                                                                    
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 74.6  bits: 20.2 E():   35 
Smith-Waterman score: 48; 23.4% identity (57.1% similar) in 77 aa overlap (6-79:222-292) 
 
                                        10        20        30      
2MEPSP                          VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
             40        50        60        70        80             
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK             
          .... :. . ..  .  ..: .. ::  :      ..:  ::.:              
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIE------ISAPGVNVNSTYTGNRYVSLSG 
             260       270       280             290       300      
 
gi|122 TSMATPHVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
         310       320       330       340       350       360  
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 47; 25.0% identity (55.8% similar) in 52 aa overlap (29-80:114-160) 
 
                 10        20        30        40        50         
2MEPSP   VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
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       60        70        80                                       
2MEPSP TGPPREPFGRKHLKAIDVNMNK                                       
          : .:     . . .:.::.                                       
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 45; 26.7% identity (48.9% similar) in 45 aa overlap (1-40:87-131) 
 
                                                  10        20      
2MEPSP                               VEGDA-----SSASYFLAGAAITGGTVTVE 
                                     .:::.      : :: .  .:   :    . 
gi|281 VTFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICK 
         60        70        80        90       100       110       
 
          30        40        50        60        70        80 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
       . .  . .:: : .:                                         
gi|281 NRSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC             
        120       130       140       150                      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 73.6  bits: 18.5 E():   40 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (57-77:20-42) 
 
         30        40        50        60         70         80     
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNK     
                                     .. : ::  : .:.: . .. .:        
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
                          10        20        30        40          
 
gi|301 AILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVD 
      50        60        70        80        90       100          
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.4  bits: 18.5 E():   41 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (17-41:19-41) 
 
                 10        20        30        40        50         
2MEPSP   VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                         : :..: .. :   . .::. :.::                  
gi|131 QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVERDH 
               10        20         30         40        50         
 
       60        70        80                                       
2MEPSP TGPPREPFGRKHLKAIDVNMNK                                       
                                                                    
gi|131 KNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.4 E():   41 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (57-70:15-28) 
 
         30        40        50        60        70        80       
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK       
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.1  bits: 18.5 E():   43 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (17-41:25-47) 
 
                       10        20        30        40        50   
2MEPSP         VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
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                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
             60        70        80                                 
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNK                                 
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 53; 24.1% identity (58.6% similar) in 58 aa overlap (6-63:2-53) 
 
               10        20        30        40        50        60 
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
            .:.: .::  ..... :.. .::  ..       ..   .: :  : :...:  : 
gi|109     MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK--WLEAKATWYG 
                    10        20        30           40          50 
 
               70        80                                         
2MEPSP PPREPFGRKHLKAIDVNMNK                                         
        :.                                                          
gi|109 APKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKP 
               60        70        80        90       100       110 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (44-67:7-30) 
 
            20        30        40        50        60        70    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
            80                                                      
2MEPSP IDVNMNK                                                      
                                                                    
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 72.6  bits: 18.5 E():   45 
Smith-Waterman score: 44; 28.9% identity (60.0% similar) in 45 aa overlap (2-46:97-140) 
 
                                            10        20        30  
2MEPSP                              VEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: :. .  :.  ....: : ::.  :  . 
gi|246 SMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFIL-STVNGTTRTVNPLGFYK 
         70        80        90       100        110       120      
 
              40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
        ..  : :.: . .:                                   
gi|246 KEALPKCAQVYNKLGMYPPNM                             
         130       140                                   
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 18.1 E():   46 
Smith-Waterman score: 43; 31.8% identity (63.6% similar) in 22 aa overlap (4-25:80-101) 
 
                                          10        20        30    
2MEPSP                            VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: ..... :: .   : . ::         
gi|207 ILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
      50        60        70        80        90       100          
 
            40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
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>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (5-26:63-84) 
 
                                         10        20        30     
2MEPSP                           VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|185 EADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAP 
             40        50        60        70        80        90   
 
           40        50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
                                                      
gi|185 EAAKEEEKEESDEDMGFGLFD                          
            100       110                             
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (5-26:63-84) 
 
                                         10        20        30     
2MEPSP                           VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|117 EADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAP 
             40        50        60        70        80        90   
 
           40        50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
                                                      
gi|117 EAAKEEEKEESDEDMGFGLFD                          
            100       110                             
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (12-62:1-49) 
 
               10        20        30        40        50        60 
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                  .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:   
gi|506            MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRNGGAV-- 
                          10        20        30        40          
 
               70        80                                         
2MEPSP PPREPFGRKHLKAIDVNMNK                                         
       ::                                                           
gi|506 PPACCNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKIST 
        50        60        70        80        90       100        
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.9  bits: 19.4 E():   50 
Smith-Waterman score: 46; 19.5% identity (53.7% similar) in 41 aa overlap (34-74:228-268) 
 
            10        20        30        40        50        60    
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
            70        80                               
2MEPSP EPFGRKHLKAIDVNMNK                               
       .:    ::.:.                                     
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.5  bits: 18.6 E():   52 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (13-34:150-172) 
 
                                 10         20        30        40  
2MEPSP                   VEGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
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gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
              50        60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 19.5 E():   52 
Smith-Waterman score: 46; 19.5% identity (53.7% similar) in 41 aa overlap (34-74:247-287) 
 
            10        20        30        40        50        60    
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
            70        80                               
2MEPSP EPFGRKHLKAIDVNMNK                               
       .:    ::.:.                                     
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (17-41:20-42) 
 
                  10        20        30        40        50        
2MEPSP    VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
        60        70        80                                      
2MEPSP VTGPPREPFGRKHLKAIDVNMNK                                      
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (17-41:20-42) 
 
                  10        20        30        40        50        
2MEPSP    VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
        60        70        80                                      
2MEPSP VTGPPREPFGRKHLKAIDVNMNK                                      
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (17-41:20-42) 
 
                  10        20        30        40        50        
2MEPSP    VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :   . .::. :.::                 
gi|333 WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVERD 
               10        20          30        40        50         
 
        60        70        80                                      
2MEPSP VTGPPREPFGRKHLKAIDVNMNK                                      
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
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 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (17-41:21-43) 
 
                   10        20        30        40        50       
2MEPSP     VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
         60        70        80                                     
2MEPSP TVTGPPREPFGRKHLKAIDVNMNK                                     
                                                                    
gi|333 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (17-41:21-43) 
 
                   10        20        30        40        50       
2MEPSP     VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
         60        70        80                                     
2MEPSP TVTGPPREPFGRKHLKAIDVNMNK                                     
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (17-41:21-43) 
 
                   10        20        30        40        50       
2MEPSP     VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|375 IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
         60        70        80                                     
2MEPSP TVTGPPREPFGRKHLKAIDVNMNK                                     
                                                                    
gi|375 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (17-41:21-43) 
 
                   10        20        30        40        50       
2MEPSP     VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
         60        70        80                                     
2MEPSP TVTGPPREPFGRKHLKAIDVNMNK                                     
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 46; 26.1% identity (60.9% similar) in 46 aa overlap (1-46:86-130) 
 
                                             10        20        30 
2MEPSP                               VEGDASSASYFLAGAAITGGTVTVEGCGTT 
                                     .:: :. .  :. .. ..: : :..  :   
gi|136 YSMLVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNT-VNGTTRTINPLGFY 
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          60        70        80        90       100        110     
 
               40        50        60        70        80 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
       . ..  : :.: . .:                                   
gi|136 KKEALPKCAQVYNKLGMYPPNM                             
          120       130                                   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 19.0 E():   55 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (60-68:14-22) 
 
      30        40        50        60        70        80          
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK          
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (17-41:29-51) 
 
                           10        20        30        40         
2MEPSP             VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
       50        60        70        80                             
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNK                             
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (17-41:29-51) 
 
                           10        20        30        40         
2MEPSP             VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
       50        60        70        80                             
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNK                             
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (60-68:25-33) 
 
      30        40        50        60        70        80          
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK          
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.8  bits: 19.9 E():   57 
Smith-Waterman score: 47; 57.1% identity (71.4% similar) in 14 aa overlap (60-72:202-215) 
 
      30        40        50        60         70        80         
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2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF-GRKHLKAIDVNMNK         
                                     : :. :  :::::.                 
gi|424 SLPEFKNFLNFLQTNGLNAIEFLNNIHDLLGIPHIPVTGRKHLRRGVGITGLIDDIIAIL 
             180       190       200       210       220       230  
 
gi|424 PVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVETLKAMPEYQSLIQKLKDKGVDVDH 
             240       250       260       270       280       290  
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (17-41:35-57) 
 
                             10        20        30        40       
2MEPSP               VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
         50        60        70        80                           
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK                           
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (60-68:31-39) 
 
      30        40        50        60        70        80          
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK          
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (60-68:31-39) 
 
      30        40        50        60        70        80          
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK          
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.7  bits: 19.1 E():   57 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (16-60:204-252) 
 
                              10        20        30           40   
2MEPSP                VEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
              50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
       .  :: : :  ..:  . :                     
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN   
           240       250       260       270   
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (60-68:32-40) 
 
      30        40        50        60        70        80          
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2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK          
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.7  bits: 19.1 E():   57 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (16-60:204-252) 
 
                              10        20        30           40   
2MEPSP                VEGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
              50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
       .  :: : :  ..:  . :                     
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN   
           240       250       260       270   
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 17.8 E():   58 
Smith-Waterman score: 42; 31.8% identity (63.6% similar) in 22 aa overlap (4-25:80-101) 
 
                                          10        20        30    
2MEPSP                            VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   :.. ::         
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
            40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (22-40:97-115) 
 
                        10        20        30        40        50  
2MEPSP          VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
              60        70        80                                
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNK                                
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 20.0 E():   59 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (53-70:288-305) 
 
             30        40        50        60        70        80   
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK   
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (35-60:175-201) 
 
           10        20        30        40         50        60    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8179

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
            70        80                                            
2MEPSP EPFGRKHLKAIDVNMNK                                            
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (35-60:175-201) 
 
           10        20        30        40         50        60    
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
            70        80                                            
2MEPSP EPFGRKHLKAIDVNMNK                                            
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (14-55:216-260) 
 
                                10        20        30           40 
2MEPSP                  VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
               50        60        70        80 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
       :   ..  . : : :                          
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW 
         250       260       270       280      
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (3-25:145-167) 
 
                                           10        20        30   
2MEPSP                             VEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
             40        50        60        70        80             
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK             
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.2  bits: 18.7 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (31-61:98-127) 
 
               10        20        30        40        50        60 
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
               70        80                                         
2MEPSP PPREPFGRKHLKAIDVNMNK                                         
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       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (3-40:93-131) 
 
                                            10        20        30  
2MEPSP                             VEGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
              40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
        .::... :                                         
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN            
            130       140       150       160            
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.2  bits: 18.7 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (31-61:99-128) 
 
               10        20        30        40        50        60 
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
               70        80                                         
2MEPSP PPREPFGRKHLKAIDVNMNK                                         
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 46; 36.4% identity (68.2% similar) in 22 aa overlap (42-63:312-333) 
 
              20        30        40        50        60        70  
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
                                     .: .: :.  .  ..:::.: :         
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
              80                                                    
2MEPSP KAIDVNMNK                                                    
                                                                    
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 19.6 E():   67 
Smith-Waterman score: 46; 39.1% identity (73.9% similar) in 23 aa overlap (1-23:22-44) 
 
                                    10        20        30          
2MEPSP                      VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                            ::.:.. .. .:: ::.  :. :                 
gi|144 MAITIVSVRARQIFDSRGNPTVEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYL 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK                    
                                                                    
gi|144 GKGVSKAVENVNIIIGPALVGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAV 
               70        80        90       100       110       120 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (62-75:41-54) 
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              40        50        60        70        80            
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK            
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (6-31:103-127) 
 
                                        10        20        30      
2MEPSP                          VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
          40        50        60        70        80                
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK                
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 68.8  bits: 18.7 E():   74 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (57-77:170-192) 
 
         30        40        50        60         70         80     
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNK     
                                     .. : ::  : .:.: . .. .:        
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
     140       150       160       170       180       190          
 
gi|225 AILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVD 
     200       210       220       230       240       250          
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 41; 50.0% identity (85.7% similar) in 14 aa overlap (13-26:70-83) 
 
                                 10        20        30        40   
2MEPSP                   VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :::: .::.... :                 
gi|215 SSLLKELEGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKE 
      40        50        60        70        80        90          
 
             50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
                                              
gi|215 ESDDDMGFGLFD                           
     100       110                            
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (62-75:45-58) 
 
              40        50        60        70        80            
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK            
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.6 E():   75 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (57-70:292-305) 
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         30        40        50        60        70        80       
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK       
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 45; 29.2% identity (58.3% similar) in 48 aa overlap (3-50:317-364) 
 
                                           10        20        30   
2MEPSP                             VEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     :. ::.:   . .. ::.. :  : :. :  
gi|855 SASSTSSKTPSTSTLATSTKATPTPSGTSSGSNSSSSAEPTTTGGTGSSNTGSGSGSGSG 
        290       300       310       320       330       340       
 
             40        50        60        70        80  
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK  
       .:. . .      ::..:                                
gi|855 SGSSSSTGSSTSAGASATPELSQGAAGSIKGSVTACALVFGAVAAVLAF 
        350       360       370       380       390      
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 46; 35.7% identity (78.6% similar) in 14 aa overlap (67-80:430-443) 
 
         40        50        60        70        80                 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK                 
                                     :: :....: : ..                 
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.9 E():   79 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (31-45:53-67) 
 
               10        20        30        40        50        60 
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
               70        80                                         
2MEPSP PPREPFGRKHLKAIDVNMNK                                         
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (26-45:285-304) 
 
                    10        20        30        40        50      
2MEPSP      VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
          60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNK 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.9 E():   83 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (15-28:13-26) 
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               10        20        30        40        50        60 
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                     ::...  : :. ::                                 
gi|156   MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNE 
                 10        20        30        40        50         
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.3 E():   84 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (15-34:218-237) 
 
                               10        20        30        40     
2MEPSP                 VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
           50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.5  bits: 18.3 E():   86 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (33-61:189-216) 
 
             10        20        30        40        50         60  
2MEPSP GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
              70        80              
2MEPSP PREPFGRKHLKAIDVNMNK              
                                        
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 67.2  bits: 17.9 E():   89 
Smith-Waterman score: 48; 30.0% identity (65.0% similar) in 40 aa overlap (2-41:103-140) 
 
                                            10        20        30  
2MEPSP                              VEGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 KYTDSKGKNRTTIRGRTKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
             80        90       100       110       120        130  
 
              40        50        60        70        80            
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK            
        .: : ....                                                   
gi|194 -NGHVIYVQLRLTLRSFHPEQGDKEALQHYTVHQVNQHKKAIEEDLKHFNLKYEDLHSTC 
              140       150       160       170       180       190 
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.2  bits: 17.5 E():   89 
Smith-Waterman score: 41; 22.2% identity (52.8% similar) in 36 aa overlap (11-46:8-39) 
 
               10        20        30        40        50        60 
2MEPSP VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                 :  .:. ..: .  . ::    .:.:   .. .  :               
gi|344    MMKFIVLFALNAVASAGKMKFKDCG----KGEVTELDITDCSGDFCVLHRGKSVTLD 
                  10        20            30        40        50    
 
               70        80                                         
2MEPSP PPREPFGRKHLKAIDVNMNK                                         
                                                                    
gi|344 AKFVANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAIT 
            60        70        80        90       100       110    
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.0  bits: 18.4 E():   91 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (26-71:85-134) 
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                    10        20        30         40           50  
2MEPSP      VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
              60        70        80                                
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNK                                
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (4-25:80-101) 
 
                                          10        20        30    
2MEPSP                            VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|249 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
            40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (4-25:80-101) 
 
                                          10        20        30    
2MEPSP                            VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|288 VIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
      50        60        70        80        90       100          
 
            40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (4-25:80-101) 
 
                                          10        20        30    
2MEPSP                            VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|209 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
            40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.1 E():   93 
Smith-Waterman score: 40; 47.1% identity (64.7% similar) in 17 aa overlap (3-19:68-84) 
 
                                           10        20        30   
2MEPSP                             VEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     : :..:.   ::::  :              
gi|833 RLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEE 
        40        50        60        70        80        90        
 
             40        50        60        70        80 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
                                                        
gi|833 KEESDEDMGFGLFD                                   
       100       110                                    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.1 E():   93 
Smith-Waterman score: 40; 47.1% identity (64.7% similar) in 17 aa overlap (3-19:68-84) 
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                                           10        20        30   
2MEPSP                             VEGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     : :..:.   ::::  :              
gi|668 RLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEE 
        40        50        60        70        80        90        
 
             40        50        60        70        80 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
                                                        
gi|668 KEESDEDMGFGLFD                                   
       100       110                                    
 
>>gi|113200131|gb|ABI32184.1| allergenic protein [Fagopy  (515 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 46; 24.3% identity (56.8% similar) in 37 aa overlap (4-40:102-135) 
 
                                          10        20        30    
2MEPSP                            VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:   ..   : .. :  :.. ::  : .: 
gi|113 DHNTPEFRCTGFVAVRYVIQPGGLLLPSYSNAPYITFVEQGRGVQG--VVIPGCPET-FQ 
              80        90       100       110         120          
 
            40        50        60        70        80              
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK              
       .: .. .                                                      
gi|113 SDSEYPQSQRGQHSRESESQESSRGDQHQKIFRVREGDVIPSPAGVVQWTHNDGDQDLIS 
      130       140       150       160       170       180         
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.1 E():   95 
Smith-Waterman score: 40; 28.0% identity (56.0% similar) in 25 aa overlap (4-28:79-103) 
 
                                          10        20        30    
2MEPSP                            VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   : . :.  :      
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
            40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
                                                       
gi|131 WGAKG                                           
      110                                              
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 44; 30.3% identity (60.6% similar) in 33 aa overlap (16-47:264-296) 
 
                              10        20        30         40     
2MEPSP                VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEM 
                                     : .::  ..   ::. : : .. .:..    
gi|118 YTGSLNWVPVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSD 
           240       250       260       270       280       290    
 
           50        60        70        80                         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK                         
       .::                                                          
gi|118 IGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGMDVPTS 
           300       310       320       330       340       350    
 
>>gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 [Ch  (86 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 16.6 E():   97 
Smith-Waterman score: 39; 42.9% identity (66.7% similar) in 21 aa overlap (3-23:24-44) 
 
                                    10        20        30          
2MEPSP                      VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                              ::.. .:  :. :  : :.::                 
gi|294 MAAEDTPQDIADRERIFKRFDTNGDGKISSSELGDALKTLGSVTPDEVRRMMAEIDTDGD 
               10        20        30        40        50        60 
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      40        50        60        70        80 
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
                                                 
gi|294 GFISFDEFTDFARANRGLVKDVSKIF                
               70        80                      
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (57-77:291-313) 
 
         30        40        50        60         70         80     
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNK     
                                     .. : ::  : .:.: . .. .:        
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
              270       280       290       300       310       320 
 
gi|258 AILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAVD 
              330       340       350       360       370       380 
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 48; 22.7% identity (56.8% similar) in 44 aa overlap (1-40:87-130) 
 
                                             10            20       
2MEPSP                               VEGDASSASY----FLAGAAITGGTVTVEG 
                                     .:::: . .     . :  . .:.  :... 
gi|304 ITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKS 
         60        70        80        90       100       110       
 
         30        40        50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
        .    .::... :                                         
gi|304 ISHYHTKGDIEIKEEHVKAGKEKAHGLFKLIESYLKDHPDAYN            
        120       130       140       150                     
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.5  bits: 18.8 E():   98 
Smith-Waterman score: 44; 26.2% identity (50.8% similar) in 61 aa overlap (6-66:47-101) 
 
                                        10        20        30      
2MEPSP                          VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     :. : . :::. .     :   ::  ..:  
gi|188 TRFALRLASTISSNPKSAASNAAFSPVSLHSALSLLAAGAGSATRDQLVATLGTGEVEGG 
         20        30        40        50        60        70       
 
          40        50        60        70        80                
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK                
         .:: .      : .. .... .: ::  :                              
gi|188 HALAEQV------VQFVLADASSAGGPRVAFANGVFVDASLLLKPSFQELAVCKYKAETQ 
         80              90       100       110       120       130 
 
gi|188 SVDFQTKAAEVTTQVNSWVEKVTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDS 
              140       150       160       170       180       190 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.4 E(): 1e 
Smith-Waterman score: 43; 36.4% identity (77.3% similar) in 22 aa overlap (13-34:270-291) 
 
                                 10        20        30        40   
2MEPSP                   VEGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :.:: ::..... : .:..  :         
gi|663 AAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATGAATAAAGGATAAAGGY 
     240       250       260       270       280       290          
 
             50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
                                              
gi|663 KA                                     
     300                                      
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:53 2011 done: Tue Apr 19 10:57:53 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 251  - 330 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     1     0:= 
  30    14     2:*==== 
  32    16     8:==*=== 
  34    23    22:=======* 
  36    40    44:==============* 
  38    45    73:===============         * 
  40   126   102:=================================*======== 
  42   116   125:=======================================  * 
  44   127   138:===========================================  * 
  46   154   140:==============================================*===== 
  48   141   134:============================================*== 
  50   136   122:========================================*===== 
  52   113   108:===================================*== 
  54    77    92:==========================    * 
  56    60    77:====================     * 
  58    51    63:=================   * 
  60    47    51:================* 
  62    31    41:===========  * 
  64    24    33:========  * 
  66    28    26:========*= 
  68    11    20:====  * 
  70    30    16:=====*==== 
  72    20    12:===*=== 
  74     3    10:=  * 
  76     8     8:==* 
  78    11     6:=*== 
  80     6     5:=* 
  82     2     3:* 
  84     1     3:* 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     9     0:===       *========= 
 104     2     0:=         *== 
 106     2     0:=         *== 
 108     0     0:          * 
 110     3     0:=         *=== 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
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 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.33630.00305; mu= 15.2368 0.159 
 mean_var=28.7862 7.676, 0's: 2 Z-trim: 3  B-trim: 117 in 1/43 
 Lambda= 0.239046 
 Kolmogorov-Smirnov  statistic: 0.0246 (N=29) at  68 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   67 26.5     0.2 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   64 25.4     0.4 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.4     0.4 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.4     0.4 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.64 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.64 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.4    0.82 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.4    0.82 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 24.0    0.99 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 24.0    0.99 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 24.1       1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 24.1       1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 24.1       1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 24.1       1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.7     1.3 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.3     1.5 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.7     2.7 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   57 23.3     4.5 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   57 23.4     5.5 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.6     5.5 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.3     7.2 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 21.0     8.9 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.4      11 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.6      12 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.3      14 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.9      16 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   52 21.7      18 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   52 21.7      18 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   52 21.7      18 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.9      19 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   52 21.7      19 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   52 21.7      19 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.9      19 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      21 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.4      22 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.4      22 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.4      22 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.6      23 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.4      23 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.4      23 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.5      25 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   48 20.0      25 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   48 20.0      25 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.5      27 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.2      29 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.8      30 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.1      30 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.2      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.2      30 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.2      30 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.3      33 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   49 20.6      33 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   48 20.2      36 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   44 18.5      40 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.5      41 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.4      42 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.2      42 
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gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   48 20.2      42 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.5      43 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   44 18.5      45 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      45 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      45 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   43 18.1      46 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   43 18.1      46 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 18.1      47 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.1      47 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 18.1      48 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   46 19.4      50 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.6      52 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.2      53 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.2      53 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.2      53 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   46 19.5      53 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.2      53 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.2      53 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.2      53 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.2      53 
gi|1362129|pir||E53806 major allergen OLE17 - comm ( 136)   43 18.2      54 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.2      54 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      55 
gi|145313982|gb|ABP58632.1| major pollen allergen  ( 140)   43 18.2      55 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.2      55 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.2      55 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      57 
gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea e ( 146)   43 18.2      57 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.2      57 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   42 17.8      58 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.1      58 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.1      58 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 19.1      58 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 19.1      58 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.1      58 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 19.9      58 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.5      60 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.9      60 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.1      60 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.1      60 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 19.1      61 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 18.2      62 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.6      62 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.5      62 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.6      62 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   47 19.9      62 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      73 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.3      74 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.4      74 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   44 18.7      74 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      74 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.6      76 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.2      78 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.9      80 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.7      81 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.9      83 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.3      84 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.2      85 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.3      87 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   41 17.5      89 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   42 17.9      89 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   40 17.1      92 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   40 17.1      92 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   40 17.1      92 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.4      92 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.1      93 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.1      93 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   40 17.1      94 
gi|113200131|gb|ABI32184.1| allergenic protein [Fa ( 515)   45 19.2      96 
gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 (  86)   39 16.7      96 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   44 18.8      96 
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gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.5      98 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   41 17.5      98 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 18.8      98 
gi|1885350|emb|CAA72273.1| serpin [Triticum aestiv ( 399)   44 18.8      99 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  67  Z-score: 115.0  bits: 26.5 E():  0.2 
Smith-Waterman score: 67; 29.3% identity (53.4% similar) in 58 aa overlap (3-59:73-130) 
 
                                           10        20        30   
2MEPSP                             EGDASSASYFLAGAAITGGTVTVEGCGTTS-L 
                                     :::.     .:.: . :.  : :  :.. . 
gi|583 TKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVI 
             50        60        70        80        90       100   
 
              40        50        60        70        80         
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM         
         : :  .:..  :    :...: :  :                              
gi|583 YTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP 
            110       120       130       140       150          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.6  bits: 25.4 E():  0.4 
Smith-Waterman score: 64; 26.7% identity (54.7% similar) in 75 aa overlap (6-76:4-77) 
 
               10        20         30        40        50          
2MEPSP EGDASSASYFLAGAAITGGTV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVT 
            ... : .. ..:: .  : :: : :.. :...  .   . : .:     : ..   
gi|160   MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCM 
                 10        20        30         40        50        
 
         60        70        80                                     
2MEPSP VTGPPREPFGRKHLKAIDVNMNKM                                     
        :::  .: :..:    : :                                         
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.6  bits: 25.4 E():  0.4 
Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (19-76:16-77) 
 
               10        20          30         40        50        
2MEPSP EGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV 
                         :::  : :: : :.. :... .   :. . :..    :.  . 
gi|160    MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCM 
                  10        20        30        40        50        
 
         60        70        80                                     
2MEPSP -TGPPREPFGRKHLKAIDVNMNKM                                     
        :::  .: :..:    : :                                         
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 109.6  bits: 25.4 E():  0.4 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (19-76:16-77) 
 
               10        20          30        40        50         
2MEPSP EGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSV 
                         :::  : :: : :.. :...  .   . : .:.    : ..  
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGC 
                  10        20        30         40        50       
 
          60        70        80                                    
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKM                                    
         :::  .: :..:    : :                                        
gi|160 MSTGPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAV 
         60        70        80        90       100       110       
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.9  bits: 24.7 E(): 0.64 
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Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (19-76:16-77) 
 
               10        20          30         40        50        
2MEPSP EGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV 
                         :::  : :: : :.. :... .   :. . ...    :.  . 
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCM 
                  10        20        30        40        50        
 
         60        70        80                                     
2MEPSP -TGPPREPFGRKHLKAIDVNMNKM                                     
        :::  .: :..:    : :                                         
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.9  bits: 24.7 E(): 0.64 
Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (19-76:16-77) 
 
               10        20          30        40        50         
2MEPSP EGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSV 
                         :::  : :: : :.. :...  .   . : .:.    : ..  
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGC 
                  10        20        30         40        50       
 
          60        70        80                                    
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKM                                    
         :::  .: :..:    : :                                        
gi|160 MSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAV 
         60        70        80        90       100       110       
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 104.1  bits: 24.4 E(): 0.82 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (19-76:16-77) 
 
               10        20          30        40        50         
2MEPSP EGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSV 
                         :::  : :: : :.. :...  .   . : .:     : ..  
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGC 
                  10        20        30         40        50       
 
          60        70        80                                    
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKM                                    
         :::  .: :..:    : :                                        
gi|160 MSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAV 
         60        70        80        90       100       110       
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 104.1  bits: 24.4 E(): 0.82 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (19-76:16-77) 
 
               10        20          30        40        50         
2MEPSP EGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSV 
                         :::  : :: : :.. :...  .   . : .:     : ..  
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGC 
                  10        20        30         40        50       
 
          60        70        80                                    
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKM                                    
         :::  .: :..:    : :                                        
gi|160 MSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAV 
         60        70        80        90       100       110       
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.5  bits: 24.0 E(): 0.99 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (19-76:16-77) 
 
               10        20          30        40        50         
2MEPSP EGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSV 
                         :::  : :: : :.. :...  .   . : .:     : ..  
gi|160    MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGC 
                  10        20        30         40        50       
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          60        70        80                                    
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKM                                    
         :::  .: :..:    : :                                        
gi|160 MSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDD 
         60        70        80        90       100       110       
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.5  bits: 24.0 E(): 0.99 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (19-76:16-77) 
 
               10        20          30        40        50         
2MEPSP EGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSV 
                         :::  : :: : :.. :...  .   . : .:     : ..  
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGC 
                  10        20        30         40        50       
 
          60        70        80                                    
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKM                                    
         :::  .: :..:    : :                                        
gi|160 MSTGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDD 
         60        70        80        90       100       110       
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (19-76:16-77) 
 
               10        20          30        40        50         
2MEPSP EGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSV 
                         :::  : :: : :.. :...  .   . : .:     : ..  
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGC 
                  10        20        30         40        50       
 
          60        70        80                                    
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKM                                    
         :::  .: :..:    : :                                        
gi|160 MSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAV 
         60        70        80        90       100       110       
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (19-76:16-77) 
 
               10        20          30        40        50         
2MEPSP EGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSV 
                         :::  : :: : :.. :...  .   . : .:     : ..  
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGC 
                  10        20        30         40        50       
 
          60        70        80                                    
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKM                                    
         :::  .: :..:    : :                                        
gi|160 MSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAV 
         60        70        80        90       100       110       
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (19-76:16-77) 
 
               10        20          30        40        50         
2MEPSP EGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSV 
                         :::  : :: : :.. :...  .   . : .:     : ..  
gi|145    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGC 
                  10        20        30         40        50       
 
          60        70        80                                    
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKM                                    
         :::  .: :..:    : :                                        
gi|145 MSTGPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAV 
         60        70        80        90       100       110       
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>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (19-76:16-77) 
 
               10        20          30        40        50         
2MEPSP EGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSV 
                         :::  : :: : :.. :...  .   . : .:     : ..  
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGC 
                  10        20        30         40        50       
 
          60        70        80                                    
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKM                                    
         :::  .: :..:    : :                                        
gi|160 MSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGRAV 
         60        70        80        90       100       110       
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (19-76:16-77) 
 
               10        20          30        40        50         
2MEPSP EGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSV 
                         :::  : :: : :.. :...  .   . : .:     : ..  
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGC 
                  10        20        30         40        50       
 
          60        70        80                                    
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKM                                    
         :::  .: :..:    : :                                        
gi|160 MSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAV 
         60        70        80        90       100       110       
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (19-76:16-77) 
 
               10        20          30        40        50         
2MEPSP EGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSV 
                         :::  : :: : :.. :...  .   . : .:     : ..  
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGC 
                  10        20        30         40        50       
 
          60        70        80                                    
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKM                                    
         :::  .: :..:    : :                                        
gi|160 MSTGPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAV 
         60        70        80        90       100       110       
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (19-76:16-77) 
 
               10        20          30        40        50         
2MEPSP EGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSV 
                         :::  : :: : :.. :...  .   . : .:     : ..  
gi|160    MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGC 
                  10        20        30         40        50       
 
          60        70        80                                    
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKM                                    
         :::  .: :..:    : :                                        
gi|160 MSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAV 
         60        70        80        90       100       110       
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 100.3  bits: 23.7 E():  1.3 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (19-76:16-77) 
 
               10        20          30         40        50        
2MEPSP EGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV 
                         :::  : :: : :.. :... .   :. . ...    :.  . 
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gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCM 
                  10        20        30        40        50        
 
         60        70        80                                     
2MEPSP -TGPPREPFGRKHLKAIDVNMNKM                                     
        :::  .: :..:    : :                                         
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.1  bits: 23.3 E():  1.5 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (57-80:85-109) 
 
         30        40        50        60         70        80      
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKM      
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 94.7  bits: 22.7 E():  2.7 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (19-76:16-77) 
 
               10        20          30         40        50        
2MEPSP EGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV 
                         :::  : :: : :.. :... .   :. . ...    :.  . 
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCM 
                  10        20        30        40        50        
 
         60        70        80                                     
2MEPSP -TGPPREPFGRKHLKAIDVNMNKM                                     
        :::  .: :..:    : :                                         
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.7  bits: 23.3 E():  4.5 
Smith-Waterman score: 57; 22.4% identity (59.2% similar) in 76 aa overlap (7-80:105-180) 
 
                                       10        20        30       
2MEPSP                         EGDASSASYFLAGAAITGGTVTVEGCGTTS-LQGDV 
                                     :..  ::..:   :. . . :  : .  :: 
gi|513 RLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDV 
           80        90       100       110       120       130     
 
          40        50         60        70        80               
2MEPSP KFAEVLEMMGAKVTWTETS-VTVTGPPREPFGRKHLKAIDVNMNKM               
       ....  ...  .    ::. . .   :.: . .: : ..:...: .               
gi|513 QYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNA 
          140       150       160       170       180       190     
 
gi|513 TVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVA 
          200       210       220       230       240       250     
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 89.2  bits: 23.4 E():  5.5 
Smith-Waterman score: 60; 30.0% identity (50.0% similar) in 50 aa overlap (17-66:50-97) 
 
                             10        20        30        40       
2MEPSP               EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                     : .:.  . :: :  :: .   . .. ::  
gi|947 LAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCGGT-WQGIIDKLDYIQGMGF 
      20        30        40        50        60         70         
 
         50        60        70        80                           
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM                           
        . :  : ::.  :    .:                                         
gi|947 TAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTADDLKALSSALHERGMYLMV 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8195

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

       80         90       100       110       120       130        
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 89.1  bits: 21.6 E():  5.5 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (19-76:16-77) 
 
               10        20          30        40        50         
2MEPSP EGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSV 
                         :::  : .: : :.. :...  .   . : .:     : ..  
gi|160    MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGC 
                  10        20        30         40        50       
 
          60        70        80                                    
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKM                                    
         :::   : :..:    : :                                        
gi|160 MSTGPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAV 
         60        70        80        90       100       110       
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 87.1  bits: 21.3 E():  7.2 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (28-74:30-74) 
 
                 10        20        30        40        50         
2MEPSP   EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP GPPREPFGRKHLKAIDVNMNKM                                       
       :  .  :  ....:::                                             
gi|169 GETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
                 70        80        90       100       110         
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 85.4  bits: 21.0 E():  8.9 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (19-76:16-77) 
 
               10        20          30        40        50         
2MEPSP EGDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSV 
                         :::  : :: : :.. :...  .   . : .:     : ..  
gi|160    MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGC 
                  10        20        30         40        50       
 
          60        70        80                                    
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKM                                    
         :::  .: :...    : :                                        
gi|160 MSTGPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAV 
         60        70        80        90       100       110       
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.1  bits: 21.4 E():   11 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (16-35:208-227) 
 
                              10        20        30        40      
2MEPSP                EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
          50        60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
                                           
gi|111 KPEFIDIINAAAVKSA                    
       240       250                       
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.0  bits: 20.6 E():   12 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (27-77:38-88) 
 
                   10        20        30        40        50       
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2MEPSP     EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
         60        70         80                                    
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKM                                    
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.9  bits: 20.3 E():   14 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (16-40:35-57) 
 
                              10        20        30        40      
2MEPSP                EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
          50        60        70        80                          
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM                          
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.7  bits: 19.9 E():   16 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (41-67:9-37) 
 
               20        30        40        50        60           
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
       70        80                                                 
2MEPSP HLKAIDVNMNKM                                                 
                                                                    
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 52; 40.0% identity (80.0% similar) in 15 aa overlap (66-80:399-413) 
 
          40        50        60        70        80                
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM                
                                     :: :....: : :..                
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 52; 40.0% identity (80.0% similar) in 15 aa overlap (66-80:402-416) 
 
          40        50        60        70        80                
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM                
                                     :: :....: : :..                
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.7  bits: 21.7 E():   18 
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Smith-Waterman score: 52; 40.0% identity (80.0% similar) in 15 aa overlap (66-80:403-417) 
 
          40        50        60        70        80                
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM                
                                     :: :....: : :..                
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (28-74:30-74) 
 
                 10        20        30        40        50         
2MEPSP   EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP GPPREPFGRKHLKAIDVNMNKM                                       
       :  .  :  .....::                                             
gi|374 GETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
                 70        80        90       100       110         
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.5  bits: 21.7 E():   19 
Smith-Waterman score: 52; 40.0% identity (80.0% similar) in 15 aa overlap (66-80:422-436) 
 
          40        50        60        70        80                
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM                
                                     :: :....: : :..                
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.5  bits: 21.7 E():   19 
Smith-Waterman score: 52; 40.0% identity (80.0% similar) in 15 aa overlap (66-80:422-436) 
 
          40        50        60        70        80                
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM                
                                     :: :....: : :..                
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (44-62:1-18) 
 
            20        30        40        50        60        70    
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
            80                                                      
2MEPSP DVNMNKM                                                      
                                                                    
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.5  bits: 20.4 E():   21 
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Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (25-70:68-117) 
 
                     10        20        30         40           50 
2MEPSP       EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
               60        70        80                               
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKM                               
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.3  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (25-70:79-128) 
 
                     10        20        30         40           50 
2MEPSP       EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
               60        70        80                               
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKM                               
         ..::.:   .::..  :.                                         
gi|752 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGT 
      110       120       130       140       150       160         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.3  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (25-70:79-128) 
 
                     10        20        30         40           50 
2MEPSP       EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
               60        70        80                               
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKM                               
         ..::.:   .::..  :.                                         
gi|126 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.3  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (25-70:79-128) 
 
                     10        20        30         40           50 
2MEPSP       EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
               60        70        80                               
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKM                               
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 78.1  bits: 19.6 E():   23 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (6-32:9-38) 
 
                  10           20        30        40        50     
2MEPSP    EGDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
               ::  ::   :.:.:  .:: ::: . .: :                       
gi|110 MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKHCQMYVQQE 
               10        20        30        40        50        60 
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           60        70        80                                   
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKM                                   
                                                                    
gi|110 VQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQE 
               70        80        90       100       110       120 
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (28-80:114-161) 
 
                  10        20        30        40        50        
2MEPSP    EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
        60        70        80                                      
2MEPSP TGPPREPFGRKHLKAIDVNMNKM                                      
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (7-34:133-160) 
 
                                       10        20        30       
2MEPSP                         EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
         40        50        60        70        80                 
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM                 
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 20.5 E():   25 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (24-48:282-306) 
 
                      10        20        30        40        50    
2MEPSP        EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
            60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKM 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.3  bits: 20.0 E():   25 
Smith-Waterman score: 48; 25.9% identity (53.7% similar) in 54 aa overlap (29-76:93-146) 
 
                 10        20        30        40             50    
2MEPSP   EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
            60        70         80                                 
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKM                                 
          .  ::  : .:.: . .. .:                                     
gi|289 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAI 
            130       140       150       160       170       180   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.2  bits: 20.0 E():   25 
Smith-Waterman score: 48; 25.9% identity (53.7% similar) in 54 aa overlap (29-76:96-149) 
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                 10        20        30        40             50    
2MEPSP   EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
            60        70         80                                 
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKM                                 
          .  ::  : .:.: . .. .:                                     
gi|424 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAI 
         130       140       150       160       170       180      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 76.6  bits: 20.5 E():   27 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (3-51:53-100) 
 
                                           10        20        30   
2MEPSP                             EGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
             40        50        60        70        80             
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM             
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.1  bits: 19.2 E():   29 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (29-44:135-150) 
 
                 10        20        30        40        50         
2MEPSP   EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
       60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKM 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 76.0  bits: 18.8 E():   30 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (11-61:1-49) 
 
               10        20        30        40        50        60 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
                 .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  : 
gi|144           MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAV--P 
                         10        20        30        40           
 
               70        80                                         
2MEPSP PREPFGRKHLKAIDVNMNKM                                         
       :                                                            
gi|144 PACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTS 
       50        60        70        80        90       100         
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (34-59:175-201) 
 
            10        20        30        40         50        60   
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
             70        80                                           
2MEPSP EPFGRKHLKAIDVNMNKM                                           
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gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.9  bits: 19.2 E():   30 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (37-69:82-109) 
 
         10        20        30        40        50        60       
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
         70        80                                       
2MEPSP RKHLKAIDVNMNKM                                       
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (44-62:1-18) 
 
            20        30        40        50        60        70    
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVITPPRLFKALVLEADT 
                                              10        20          
 
            80                                                      
2MEPSP DVNMNKM                                                      
                                                                    
gi|444 LIPKIAPQSVKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (44-62:1-18) 
 
            20        30        40        50        60        70    
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
            80                                                      
2MEPSP DVNMNKM                                                      
                                                                    
gi|444 LIPKIAPQSVKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.3 E():   33 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (35-61:4-30) 
 
           10        20        30        40        50        60     
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
           70        80                                             
2MEPSP FGRKHLKAIDVNMNKM                                             
                                                                    
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 75.0  bits: 20.6 E():   33 
Smith-Waterman score: 49; 25.0% identity (63.5% similar) in 52 aa overlap (32-80:306-357) 
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              10        20        30         40        50        60 
2MEPSP GDASSASYFLAGAAITGGTVTVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
                 70        80                                       
2MEPSP PR--EPFGRKHLKAIDVNMNKM                                       
        :  . . .:  .:. ...:..                                       
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 74.4  bits: 20.2 E():   36 
Smith-Waterman score: 48; 23.4% identity (57.1% similar) in 77 aa overlap (5-78:222-292) 
 
                                         10        20        30     
2MEPSP                           EGDASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
              40        50        60        70        80            
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM            
          .... :. . ..  .  ..: .. ::  :      ..:  ::.:              
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIE------ISAPGVNVNSTYTGNRYVSLSG 
             260       270       280             290       300      
 
gi|122 TSMATPHVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
         310       320       330       340       350       360  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 73.6  bits: 18.5 E():   40 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (56-76:20-42) 
 
          30        40        50         60        70         80    
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKM    
                                     .. : ::  : .:.: . .. .:        
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
                          10        20        30        40          
 
gi|301 AILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVD 
      50        60        70        80        90       100          
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.3  bits: 18.5 E():   41 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (16-40:19-41) 
 
                  10        20        30        40        50        
2MEPSP    EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                         : :..: .. :   . .::. :.::                  
gi|131 QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVERDH 
               10        20         30         40        50         
 
        60        70        80                                      
2MEPSP TGPPREPFGRKHLKAIDVNMNKM                                      
                                                                    
gi|131 KNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.4 E():   42 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (56-69:15-28) 
 
          30        40        50        60        70        80      
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM      
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
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           50        60        70        80        90       100     
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.2  bits: 20.2 E():   42 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (41-80:312-353) 
 
               20        30        40        50        60           
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
       70        80                                                 
2MEPSP HLKAIDVNMNKM                                                 
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.1  bits: 20.2 E():   42 
Smith-Waterman score: 48; 23.9% identity (65.2% similar) in 46 aa overlap (37-80:312-357) 
 
         10        20        30        40        50        60       
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
           70        80                                             
2MEPSP FGRKHLKAIDVNMNKM                                             
       . .:  .:. ...:..                                             
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.1  bits: 18.5 E():   43 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (16-40:25-47) 
 
                        10        20        30        40        50  
2MEPSP          EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
              60        70        80                                
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKM                                
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 72.6  bits: 18.5 E():   45 
Smith-Waterman score: 44; 28.9% identity (60.0% similar) in 45 aa overlap (1-45:97-140) 
 
                                             10        20        30 
2MEPSP                               EGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: :. .  :.  ....: : ::.  :  . 
gi|246 SMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFIL-STVNGTTRTVNPLGFYK 
         70        80        90       100        110       120      
 
               40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
        ..  : :.: . .:                                    
gi|246 KEALPKCAQVYNKLGMYPPNM                              
         130       140                                    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (43-66:7-30) 
 
             20        30        40        50        60        70   

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8204

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
             80                                                     
2MEPSP IDVNMNKM                                                     
                                                                    
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 53; 24.1% identity (58.6% similar) in 58 aa overlap (5-62:2-53) 
 
               10        20        30        40        50        60 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
           .:.: .::  ..... :.. .::  ..       ..   .: :  : :...:  :  
gi|109    MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK--WLEAKATWYGA 
                   10        20        30           40          50  
 
               70        80                                         
2MEPSP PREPFGRKHLKAIDVNMNKM                                         
       :.                                                           
gi|109 PKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPA 
              60        70        80        90       100       110  
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 18.1 E():   46 
Smith-Waterman score: 43; 31.8% identity (63.6% similar) in 22 aa overlap (3-24:80-101) 
 
                                           10        20        30   
2MEPSP                             EGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: ..... :: .   : . ::         
gi|207 ILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
      50        60        70        80        90       100          
 
             40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 18.1 E():   46 
Smith-Waterman score: 43; 31.8% identity (63.6% similar) in 22 aa overlap (3-24:80-101) 
 
                                           10        20        30   
2MEPSP                             EGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: ..... :: .   : . ::         
gi|207 ILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
      50        60        70        80        90       100          
 
             40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (4-25:63-84) 
 
                                          10        20        30    
2MEPSP                            EGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|185 EADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAP 
             40        50        60        70        80        90   
 
            40        50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
                                                       
gi|185 EAAKEEEKEESDEDMGFGLFD                           
            100       110                              
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.3  bits: 18.1 E():   47 
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Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (4-25:63-84) 
 
                                          10        20        30    
2MEPSP                            EGDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|117 EADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAP 
             40        50        60        70        80        90   
 
            40        50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
                                                       
gi|117 EAAKEEEKEESDEDMGFGLFD                           
            100       110                              
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (11-61:1-49) 
 
               10        20        30        40        50        60 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
                 .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  : 
gi|506           MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRNGGAV--P 
                         10        20        30        40           
 
               70        80                                         
2MEPSP PREPFGRKHLKAIDVNMNKM                                         
       :                                                            
gi|506 PACCNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTS 
       50        60        70        80        90       100         
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 46; 19.5% identity (53.7% similar) in 41 aa overlap (33-73:228-268) 
 
             10        20        30        40        50        60   
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
             70        80                              
2MEPSP EPFGRKHLKAIDVNMNKM                              
       .:    ::.:.                                     
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.5  bits: 18.6 E():   52 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (12-33:150-172) 
 
                                  10         20        30        40 
2MEPSP                    EGDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
               50        60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (16-40:20-42) 
 
                   10        20        30        40        50       
2MEPSP     EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
         60        70        80                                     
2MEPSP VTGPPREPFGRKHLKAIDVNMNKM                                     

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8206

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (16-40:20-42) 
 
                   10        20        30        40        50       
2MEPSP     EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :   . .::. :.::                 
gi|333 WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVERD 
               10        20          30        40        50         
 
         60        70        80                                     
2MEPSP VTGPPREPFGRKHLKAIDVNMNKM                                     
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (16-40:20-42) 
 
                   10        20        30        40        50       
2MEPSP     EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
         60        70        80                                     
2MEPSP VTGPPREPFGRKHLKAIDVNMNKM                                     
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 19.5 E():   53 
Smith-Waterman score: 46; 19.5% identity (53.7% similar) in 41 aa overlap (33-73:247-287) 
 
             10        20        30        40        50        60   
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
             70        80                              
2MEPSP EPFGRKHLKAIDVNMNKM                              
       .:    ::.:.                                     
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (16-40:21-43) 
 
                    10        20        30        40        50      
2MEPSP      EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
          60        70        80                                    
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKM                                    
                                                                    
gi|333 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (16-40:21-43) 
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                    10        20        30        40        50      
2MEPSP      EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|375 IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
          60        70        80                                    
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKM                                    
                                                                    
gi|375 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (16-40:21-43) 
 
                    10        20        30        40        50      
2MEPSP      EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
          60        70        80                                    
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKM                                    
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (16-40:21-43) 
 
                    10        20        30        40        50      
2MEPSP      EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
          60        70        80                                    
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKM                                    
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|1362129|pir||E53806 major allergen OLE17 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 43; 28.9% identity (60.0% similar) in 45 aa overlap (1-45:87-130) 
 
                                             10        20        30 
2MEPSP                               EGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: :. .  :. .. ..: : ::.  :  . 
gi|136 SMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFFK 
         60        70        80        90       100        110      
 
               40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
        ..  : :.: . .:                                    
gi|136 KEALPKCAQVYNKLGMYPPNM                              
         120       130                                    
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (16-40:25-47) 
 
                        10        20        30        40        50  
2MEPSP          EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFINELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
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              60        70        80                                
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKM                                
                                                                    
gi|136 LVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRTINPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 19.0 E():   55 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (59-67:14-22) 
 
       30        40        50        60        70        80         
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM         
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|145313982|gb|ABP58632.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 43; 28.9% identity (60.0% similar) in 45 aa overlap (1-45:91-134) 
 
                                             10        20        30 
2MEPSP                               EGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: :. .  :. .. ..: : ::.  :  . 
gi|145 SMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFFK 
               70        80        90       100        110          
 
               40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
        ..  : :.: . .:                                    
gi|145 KEALPKCAQVYNKLGMYPPNM                              
     120       130       140                              
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (16-40:29-51) 
 
                            10        20        30        40        
2MEPSP              EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
        50        60        70        80                            
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM                            
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (16-40:29-51) 
 
                            10        20        30        40        
2MEPSP              EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
        50        60        70        80                            
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM                            
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.0 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (59-67:25-33) 
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       30        40        50        60        70        80         
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM         
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|2465131|emb|CAA73036.1| Ole e 1 protein [Olea europ  (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 43; 28.9% identity (60.0% similar) in 45 aa overlap (1-45:97-140) 
 
                                             10        20        30 
2MEPSP                               EGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: :. .  :. .. ..: : ::.  :  . 
gi|246 SMLVERDHKNEFCEITLISSGRKDCDEIPIEGWAKPSLKFILNT-VNGTTRTVNPLGFFK 
         70        80        90       100       110        120      
 
               40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
        ..  : :.: . .:                                    
gi|246 KEALPKCAQVYNKLGMYPPNM                              
         130       140                                    
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (16-40:35-57) 
 
                              10        20        30        40      
2MEPSP                EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
          50        60        70        80                          
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM                          
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 17.8 E():   58 
Smith-Waterman score: 42; 31.8% identity (63.6% similar) in 22 aa overlap (3-24:80-101) 
 
                                           10        20        30   
2MEPSP                             EGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   :.. ::         
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
             40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (59-67:31-39) 
 
       30        40        50        60        70        80         
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM         
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (59-67:31-39) 
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       30        40        50        60        70        80         
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM         
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (15-59:204-252) 
 
                               10        20           30        40  
2MEPSP                 EGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
               50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
       .  :: : :  ..:  . :                      
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN    
           240       250       260       270    
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (15-59:204-252) 
 
                               10        20           30        40  
2MEPSP                 EGDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
               50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
       .  :: : :  ..:  . :                      
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN    
           240       250       260       270    
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (59-67:32-40) 
 
       30        40        50        60        70        80         
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM         
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.7  bits: 19.9 E():   58 
Smith-Waterman score: 47; 57.1% identity (71.4% similar) in 14 aa overlap (59-71:202-215) 
 
       30        40        50        60         70        80        
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF-GRKHLKAIDVNMNKM        
                                     : :. :  :::::.                 
gi|424 SLPEFKNFLNFLQTNGLNAIEFLNNIHDLLGIPHIPVTGRKHLRRGVGITGLIDDIIAIL 
             180       190       200       210       220       230  
 
gi|424 PVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVETLKAMPEYQSLIQKLKDKGVDVDH 
             240       250       260       270       280       290  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (21-39:97-115) 
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                         10        20        30        40        50 
2MEPSP           EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
               60        70        80                               
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKM                               
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (52-69:288-305) 
 
              30        40        50        60        70        80  
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM  
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (34-59:175-201) 
 
            10        20        30        40         50        60   
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
             70        80                                           
2MEPSP EPFGRKHLKAIDVNMNKM                                           
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (34-59:175-201) 
 
            10        20        30        40         50        60   
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
             70        80                                           
2MEPSP EPFGRKHLKAIDVNMNKM                                           
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (13-54:216-260) 
 
                                 10        20        30             
2MEPSP                   EGDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
      40        50        60        70        80 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
       :   ..  . : : :                           
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW  
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         250       260       270       280       
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (2-39:93-131) 
 
                                             10        20        30 
2MEPSP                              EGDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
               40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
        .::... :                                          
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN             
            130       140       150       160             
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.2  bits: 18.6 E():   62 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (30-60:98-127) 
 
                10        20        30        40        50          
2MEPSP  EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
      60        70        80                                        
2MEPSP PPREPFGRKHLKAIDVNMNKM                                        
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.2  bits: 19.5 E():   62 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (2-24:145-167) 
 
                                            10        20        30  
2MEPSP                              EGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
              40        50        60        70        80            
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM            
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.2  bits: 18.6 E():   62 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (30-60:99-128) 
 
                10        20        30        40        50          
2MEPSP  EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
      60        70        80                                        
2MEPSP PPREPFGRKHLKAIDVNMNKM                                        
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.9 E():   62 
Smith-Waterman score: 47; 33.3% identity (80.0% similar) in 15 aa overlap (66-80:430-444) 
 
          40        50        60        70        80                
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2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM                
                                     :: :....: : ...                
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (61-74:41-54) 
 
               40        50        60        70        80           
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM           
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (5-30:103-127) 
 
                                         10        20        30     
2MEPSP                           EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
           40        50        60        70        80               
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM               
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 41; 50.0% identity (85.7% similar) in 14 aa overlap (12-25:70-83) 
 
                                  10        20        30        40  
2MEPSP                    EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :::: .::.... :                 
gi|215 SSLLKELEGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKE 
      40        50        60        70        80        90          
 
              50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
                                               
gi|215 ESDDDMGFGLFD                            
     100       110                             
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (56-76:170-192) 
 
          30        40        50         60        70         80    
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKM    
                                     .. : ::  : .:.: . .. .:        
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
     140       150       160       170       180       190          
 
gi|225 AILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVD 
     200       210       220       230       240       250          
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (61-74:45-58) 
 
               40        50        60        70        80           
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2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM           
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (56-69:292-305) 
 
          30        40        50        60        70        80      
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM      
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.3  bits: 19.2 E():   78 
Smith-Waterman score: 45; 29.2% identity (58.3% similar) in 48 aa overlap (2-49:317-364) 
 
                                            10        20        30  
2MEPSP                              EGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     :. ::.:   . .. ::.. :  : :. :  
gi|855 SASSTSSKTPSTSTLATSTKATPTPSGTSSGSNSSSSAEPTTTGGTGSSNTGSGSGSGSG 
        290       300       310       320       330       340       
 
              40        50        60        70        80 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
       .:. . .      ::..:                                
gi|855 SGSSSSTGSSTSAGASATPELSQGAAGSIKGSVTACALVFGAVAAVLAF 
        350       360       370       380       390      
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.9 E():   80 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (30-44:53-67) 
 
                10        20        30        40        50          
2MEPSP  EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
      60        70        80                                        
2MEPSP PPREPFGRKHLKAIDVNMNKM                                        
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (25-44:285-304) 
 
                     10        20        30        40        50     
2MEPSP       EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
           60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKM 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.9 E():   83 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (14-27:13-26) 
 
               10        20        30        40        50        60 
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2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
                    ::...  : :. ::                                  
gi|156  MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEI 
                10        20        30        40        50          
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.3 E():   84 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (14-33:218-237) 
 
                                10        20        30        40    
2MEPSP                  EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
            50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.7  bits: 19.2 E():   85 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (45-80:59-97) 
 
           20        30        40        50        60           70  
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
              80                                                    
2MEPSP AIDVNMNKM                                                    
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.5  bits: 18.3 E():   87 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (32-60:189-216) 
 
              10        20        30        40        50         60 
2MEPSP GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
               70        80             
2MEPSP PREPFGRKHLKAIDVNMNKM             
                                        
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.2  bits: 17.5 E():   89 
Smith-Waterman score: 41; 22.2% identity (52.8% similar) in 36 aa overlap (10-45:8-39) 
 
               10        20        30        40        50        60 
2MEPSP EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP 
                :  .:. ..: .  . ::    .:.:   .. .  :                
gi|344   MMKFIVLFALNAVASAGKMKFKDCG----KGEVTELDITDCSGDFCVLHRGKSVTLDA 
                 10        20            30        40        50     
 
               70        80                                         
2MEPSP PREPFGRKHLKAIDVNMNKM                                         
                                                                    
gi|344 KFVANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITP 
           60        70        80        90       100       110     
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 67.2  bits: 17.9 E():   89 
Smith-Waterman score: 48; 30.0% identity (65.0% similar) in 40 aa overlap (1-40:103-140) 
 
                                             10        20        30 
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2MEPSP                               EGDASSASYFLAGAAITGGTVTVEGCGTTS 
                                     :: : :: : . ..   . .. :::: ... 
gi|194 KYTDSKGKNRTTIRGRTKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAI-VEGCPAAA 
             80        90       100       110       120        130  
 
               40        50        60        70        80           
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM           
        .: : ....                                                   
gi|194 -NGHVIYVQLRLTLRSFHPEQGDKEALQHYTVHQVNQHKKAIEEDLKHFNLKYEDLHSTC 
              140       150       160       170       180       190 
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (3-24:80-101) 
 
                                           10        20        30   
2MEPSP                             EGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|249 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
             40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (3-24:80-101) 
 
                                           10        20        30   
2MEPSP                             EGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|288 VIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
      50        60        70        80        90       100          
 
             40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (3-24:80-101) 
 
                                           10        20        30   
2MEPSP                             EGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|209 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
             40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (25-70:85-134) 
 
                     10        20        30         40           50 
2MEPSP       EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
               60        70        80                               
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKM                               
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 40; 47.1% identity (64.7% similar) in 17 aa overlap (2-18:68-84) 
 
                                            10        20        30  
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2MEPSP                              EGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     : :..:.   ::::  :              
gi|833 RLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEE 
        40        50        60        70        80        90        
 
              40        50        60        70        80 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
                                                         
gi|833 KEESDEDMGFGLFD                                    
       100       110                                     
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 40; 47.1% identity (64.7% similar) in 17 aa overlap (2-18:68-84) 
 
                                            10        20        30  
2MEPSP                              EGDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     : :..:.   ::::  :              
gi|668 RLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEE 
        40        50        60        70        80        90        
 
              40        50        60        70        80 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
                                                         
gi|668 KEESDEDMGFGLFD                                    
       100       110                                     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 40; 28.0% identity (56.0% similar) in 25 aa overlap (3-27:79-103) 
 
                                           10        20        30   
2MEPSP                             EGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   : . :.  :      
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
             40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
                                                        
gi|131 WGAKG                                            
      110                                               
 
>>gi|113200131|gb|ABI32184.1| allergenic protein [Fagopy  (515 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 46; 24.3% identity (56.8% similar) in 37 aa overlap (3-39:102-135) 
 
                                           10        20        30   
2MEPSP                             EGDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:   ..   : .. :  :.. ::  : .: 
gi|113 DHNTPEFRCTGFVAVRYVIQPGGLLLPSYSNAPYITFVEQGRGVQG--VVIPGCPET-FQ 
              80        90       100       110         120          
 
             40        50        60        70        80             
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM             
       .: .. .                                                      
gi|113 SDSEYPQSQRGQHSRESESQESSRGDQHQKIFRVREGDVIPSPAGVVQWTHNDGDQDLIS 
      130       140       150       160       170       180         
 
>>gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 [Ch  (86 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 16.7 E():   96 
Smith-Waterman score: 39; 42.9% identity (66.7% similar) in 21 aa overlap (2-22:24-44) 
 
                                     10        20        30         
2MEPSP                       EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                              ::.. .:  :. :  : :.::                 
gi|294 MAAEDTPQDIADRERIFKRFDTNGDGKISSSELGDALKTLGSVTPDEVRRMMAEIDTDGD 
               10        20        30        40        50        60 
 
       40        50        60        70        80 
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
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gi|294 GFISFDEFTDFARANRGLVKDVSKIF                 
               70        80                       
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 44; 30.3% identity (60.6% similar) in 33 aa overlap (15-46:264-296) 
 
                               10        20        30         40    
2MEPSP                 EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEM 
                                     : .::  ..   ::. : : .. .:..    
gi|118 YTGSLNWVPVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSD 
           240       250       260       270       280       290    
 
            50        60        70        80                        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM                        
       .::                                                          
gi|118 IGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGMDVPTS 
           300       310       320       330       340       350    
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 23.3% identity (55.8% similar) in 43 aa overlap (1-39:88-130) 
 
                                                 10        20       
2MEPSP                               EGDASSASY----FLAGAAITGGTVTVEGC 
                                     :::: . .     . :  . .:.  :...  
gi|304 TFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSI 
        60        70        80        90       100       110        
 
         30        40        50        60        70        80 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
       .    .::... :                                          
gi|304 SHYHTKGDIEIKEEHVKAGKEKAHGLFKLIESYLKDHPDAYN             
       120       130       140       150                      
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 41; 27.3% identity (47.7% similar) in 44 aa overlap (1-39:88-131) 
 
                                                  10        20      
2MEPSP                               EGDA-----SSASYFLAGAAITGGTVTVEG 
                                     :::.      : :: .  .:   :    .. 
gi|281 TFGEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVACPDGGSICKN 
        60        70        80        90       100       110        
 
          30        40        50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
        .  . .:: : .:                                          
gi|281 RSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC              
       120       130       140       150                       
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.4  bits: 18.8 E():   98 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (56-76:291-313) 
 
          30        40        50         60        70         80    
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKM    
                                     .. : ::  : .:.: . .. .:        
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
              270       280       290       300       310       320 
 
gi|258 AILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAVD 
              330       340       350       360       370       380 
 
>>gi|1885350|emb|CAA72273.1| serpin [Triticum aestivum]   (399 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 44; 26.2% identity (50.8% similar) in 61 aa overlap (5-65:47-101) 
 
                                         10        20        30     
2MEPSP                           EGDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
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                                     :. : . :::. .     :   ::  ..:  
gi|188 TRFALRLASTISSNPKSAASNAAFSPVSLHSALSLLAAGAGSATRDQLVATLGTGEVEGG 
         20        30        40        50        60        70       
 
           40        50        60        70        80               
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM               
         .:: .      : .. .... .: ::  :                              
gi|188 HALAEQV------VQFVLADASSAGGPRVAFANGVFVDASLLLKPSFQELAVCKYKAETQ 
         80              90       100       110       120       130 
 
gi|188 SVDFQTKAAEVTTQVNSWVEKVTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDS 
              140       150       160       170       180       190 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:53 2011 done: Tue Apr 19 10:57:53 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 252  - 331 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     2     0:= 
  30    16     2:*===== 
  32    13     8:==*== 
  34    26    22:=======*= 
  36    31    44:===========   * 
  38    49    73:=================       * 
  40   125   102:=================================*======== 
  42   120   125:======================================== * 
  44   123   138:=========================================    * 
  46   159   140:==============================================*====== 
  48   138   134:============================================*= 
  50   140   122:========================================*====== 
  52   112   108:===================================*== 
  54    72    92:========================      * 
  56    61    77:=====================    * 
  58    49    63:=================   * 
  60    49    51:================* 
  62    34    41:============ * 
  64    27    33:========= * 
  66    28    26:========*= 
  68    12    20:====  * 
  70    26    16:=====*=== 
  72    18    12:===*== 
  74     3    10:=  * 
  76     9     8:==* 
  78    10     6:=*== 
  80     7     5:=*= 
  82     3     3:* 
  84     1     3:* 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
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  94     1     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     9     0:===       *========= 
 104     2     0:=         *== 
 106     2     0:=         *== 
 108     1     0:=         *= 
 110     2     0:=         *== 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.37570.00305; mu= 15.0268 0.158 
 mean_var=28.8886 7.643, 0's: 2 Z-trim: 3  B-trim: 117 in 1/43 
 Lambda= 0.238622 
 Kolmogorov-Smirnov  statistic: 0.0252 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   67 26.5     0.2 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   64 25.4     0.4 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.4     0.4 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.4     0.4 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.65 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.65 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.4    0.82 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.4    0.82 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 24.0       1 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 24.0       1 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 24.0       1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 24.0       1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 24.0       1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 24.0       1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 24.0       1 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   60 24.0       1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 24.0       1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.7     1.3 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.3     1.6 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.7     2.7 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   57 23.3     4.6 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.6     5.6 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   57 23.3     5.6 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.3     7.2 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 20.9       9 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.4      11 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.6      12 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.2      14 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.1      16 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.2      16 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.9      16 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   52 21.6      19 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   52 21.6      19 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   52 21.6      19 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.9      19 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.9      19 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   52 21.6      19 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   52 21.6      19 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      22 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.4      22 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.4      22 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.4      22 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.6      23 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.4      23 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.4      24 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.5      25 
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gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   48 20.0      25 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   48 20.0      25 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.5      27 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.2      29 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.8      30 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.1      30 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.2      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.2      30 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.2      30 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.3      33 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   49 20.6      34 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   48 20.2      36 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   44 18.5      40 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.5      41 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.4      42 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.2      43 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.5      43 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   48 20.2      43 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   43 18.1      46 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   43 18.1      46 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      46 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      46 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 18.1      47 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.1      47 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 18.1      48 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.6      52 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.2      53 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.2      53 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.2      53 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.2      53 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.2      53 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.2      53 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.2      53 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.2      54 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      55 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.2      56 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.2      56 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      57 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.2      57 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   42 17.8      58 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.0      58 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.0      58 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.0      58 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 19.0      58 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 19.0      58 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 19.9      59 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.5      60 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.1      61 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.1      61 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 19.1      61 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.9      61 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   43 18.2      62 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.6      62 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.6      62 
gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspe ( 395)   46 19.5      62 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   47 19.9      63 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      74 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.4      74 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.3      74 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   44 18.7      75 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      75 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      76 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      76 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.6      77 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.2      79 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.9      80 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.7      82 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.9      84 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.3      85 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.2      85 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.3      87 
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gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   41 17.5      89 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   42 17.9      89 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   40 17.1      92 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   40 17.1      92 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   40 17.1      92 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.4      93 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   40 17.1      93 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   40 17.1      93 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   40 17.1      94 
gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 (  86)   39 16.7      96 
gi|113200131|gb|ABI32184.1| allergenic protein [Fa ( 515)   45 19.2      97 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   44 18.8      97 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.5      98 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 18.8      99 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  67  Z-score: 114.9  bits: 26.5 E():  0.2 
Smith-Waterman score: 67; 29.3% identity (53.4% similar) in 58 aa overlap (2-58:73-130) 
 
                                            10        20         30 
2MEPSP                              GDASSASYFLAGAAITGGTVTVEGCGTTS-L 
                                     :::.     .:.: . :.  : :  :.. . 
gi|583 TKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVI 
             50        60        70        80        90       100   
 
               40        50        60        70        80        
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP        
         : :  .:..  :    :...: :  :                              
gi|583 YTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP 
            110       120       130       140       150          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.6  bits: 25.4 E():  0.4 
Smith-Waterman score: 64; 26.7% identity (54.7% similar) in 75 aa overlap (5-75:4-77) 
 
               10        20         30        40           50       
2MEPSP GDASSASYFLAGAAITGGTV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTV 
           ... : .. ..:: .  : :: : :.. :...  .   . : .:     : ..    
gi|160  MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMS 
                10        20        30         40        50         
 
         60        70        80                                     
2MEPSP TGPPREPFGRKHLKAIDVNMNKMP                                     
       :::  .: :..:    : :                                          
gi|160 TGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVV 
       60        70        80        90       100       110         
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.6  bits: 25.4 E():  0.4 
Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (18-75:16-77) 
 
               10        20          30         40        50        
2MEPSP GDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV- 
                        :::  : :: : :.. :... .   :. . :..    :.  .  
gi|160   MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMS 
                 10        20        30        40        50         
 
         60        70        80                                     
2MEPSP TGPPREPFGRKHLKAIDVNMNKMP                                     
       :::  .: :..:    : :                                          
gi|160 TGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVV 
       60        70        80        90       100       110         
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 109.6  bits: 25.4 E():  0.4 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (18-75:16-77) 
 
               10        20          30        40           50      
2MEPSP GDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVT 
                        :::  : :: : :.. :...  .   . : .:.    : ..   
gi|160   MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCM 
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                 10        20        30         40        50        
 
          60        70        80                                    
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMP                                    
        :::  .: :..:    : :                                         
gi|160 STGPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.8  bits: 24.7 E(): 0.65 
Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (18-75:16-77) 
 
               10        20          30         40        50        
2MEPSP GDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV- 
                        :::  : :: : :.. :... .   :. . ...    :.  .  
gi|160   MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMS 
                 10        20        30        40        50         
 
         60        70        80                                     
2MEPSP TGPPREPFGRKHLKAIDVNMNKMP                                     
       :::  .: :..:    : :                                          
gi|160 TGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVV 
       60        70        80        90       100       110         
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.8  bits: 24.7 E(): 0.65 
Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (18-75:16-77) 
 
               10        20          30        40           50      
2MEPSP GDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVT 
                        :::  : :: : :.. :...  .   . : .:.    : ..   
gi|160   MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCM 
                 10        20        30         40        50        
 
          60        70        80                                    
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMP                                    
        :::  .: :..:    : :                                         
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 104.0  bits: 24.4 E(): 0.82 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (18-75:16-77) 
 
               10        20          30        40           50      
2MEPSP GDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVT 
                        :::  : :: : :.. :...  .   . : .:     : ..   
gi|160   MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCM 
                 10        20        30         40        50        
 
          60        70        80                                    
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMP                                    
        :::  .: :..:    : :                                         
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 104.0  bits: 24.4 E(): 0.82 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (18-75:16-77) 
 
               10        20          30        40           50      
2MEPSP GDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVT 
                        :::  : :: : :.. :...  .   . : .:     : ..   
gi|160   MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCM 
                 10        20        30         40        50        
 
          60        70        80                                    
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMP                                    
        :::  .: :..:    : :                                         
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
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>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.5  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (18-75:16-77) 
 
               10        20          30        40           50      
2MEPSP GDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVT 
                        :::  : :: : :.. :...  .   . : .:     : ..   
gi|160   MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCM 
                 10        20        30         40        50        
 
          60        70        80                                    
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMP                                    
        :::  .: :..:    : :                                         
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDL 
        60        70        80        90       100       110        
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.5  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (18-75:16-77) 
 
               10        20          30        40           50      
2MEPSP GDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVT 
                        :::  : :: : :.. :...  .   . : .:     : ..   
gi|160   MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCM 
                 10        20        30         40        50        
 
          60        70        80                                    
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMP                                    
        :::  .: :..:    : :                                         
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDL 
        60        70        80        90       100       110        
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.1  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (18-75:16-77) 
 
               10        20          30        40           50      
2MEPSP GDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVT 
                        :::  : :: : :.. :...  .   . : .:     : ..   
gi|160   MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCM 
                 10        20        30         40        50        
 
          60        70        80                                    
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMP                                    
        :::  .: :..:    : :                                         
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.1  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (18-75:16-77) 
 
               10        20          30        40           50      
2MEPSP GDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVT 
                        :::  : :: : :.. :...  .   . : .:     : ..   
gi|160   MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCM 
                 10        20        30         40        50        
 
          60        70        80                                    
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMP                                    
        :::  .: :..:    : :                                         
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.1  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (18-75:16-77) 
 
               10        20          30        40           50      
2MEPSP GDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVT 
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                        :::  : :: : :.. :...  .   . : .:     : ..   
gi|145   MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCM 
                 10        20        30         40        50        
 
          60        70        80                                    
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMP                                    
        :::  .: :..:    : :                                         
gi|145 STGPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.1  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (18-75:16-77) 
 
               10        20          30        40           50      
2MEPSP GDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVT 
                        :::  : :: : :.. :...  .   . : .:     : ..   
gi|160   MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCM 
                 10        20        30         40        50        
 
          60        70        80                                    
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMP                                    
        :::  .: :..:    : :                                         
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.1  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (18-75:16-77) 
 
               10        20          30        40           50      
2MEPSP GDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVT 
                        :::  : :: : :.. :...  .   . : .:     : ..   
gi|160   MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCM 
                 10        20        30         40        50        
 
          60        70        80                                    
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMP                                    
        :::  .: :..:    : :                                         
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.1  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (18-75:16-77) 
 
               10        20          30        40           50      
2MEPSP GDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVT 
                        :::  : :: : :.. :...  .   . : .:     : ..   
gi|160   MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCM 
                 10        20        30         40        50        
 
          60        70        80                                    
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMP                                    
        :::  .: :..:    : :                                         
gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.1  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (18-75:16-77) 
 
               10        20          30        40           50      
2MEPSP GDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVT 
                        :::  : :: : :.. :...  .   . : .:     : ..   
gi|160   MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCM 
                 10        20        30         40        50        
 
          60        70        80                                    
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMP                                    
        :::  .: :..:    : :                                         
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gi|160 STGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 100.3  bits: 23.7 E():  1.3 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (18-75:16-77) 
 
               10        20          30         40        50        
2MEPSP GDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV- 
                        :::  : :: : :.. :... .   :. . ...    :.  .  
gi|160   MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMS 
                 10        20        30        40        50         
 
         60        70        80                                     
2MEPSP TGPPREPFGRKHLKAIDVNMNKMP                                     
       :::  .: :..:    : :                                          
gi|160 TGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVV 
       60        70        80        90       100       110         
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.1  bits: 23.3 E():  1.6 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (56-79:85-109) 
 
          30        40        50         60        70        80     
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMP     
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 94.7  bits: 22.7 E():  2.7 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (18-75:16-77) 
 
               10        20          30         40        50        
2MEPSP GDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV- 
                        :::  : :: : :.. :... .   :. . ...    :.  .  
gi|160   MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCMS 
                 10        20        30        40        50         
 
         60        70        80                                     
2MEPSP TGPPREPFGRKHLKAIDVNMNKMP                                     
       :::  .: :..:    : :                                          
gi|160 TGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVV 
       60        70        80        90       100       110         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 90.6  bits: 23.3 E():  4.6 
Smith-Waterman score: 57; 22.4% identity (59.2% similar) in 76 aa overlap (6-79:105-180) 
 
                                        10        20         30     
2MEPSP                          GDASSASYFLAGAAITGGTVTVEGCGTTS-LQGDV 
                                     :..  ::..:   :. . . :  : .  :: 
gi|513 RLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDV 
           80        90       100       110       120       130     
 
           40        50         60        70        80              
2MEPSP KFAEVLEMMGAKVTWTETS-VTVTGPPREPFGRKHLKAIDVNMNKMP              
       ....  ...  .    ::. . .   :.: . .: : ..:...: .               
gi|513 QYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNA 
          140       150       160       170       180       190     
 
gi|513 TVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVA 
          200       210       220       230       240       250     
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 89.1  bits: 21.6 E():  5.6 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (18-75:16-77) 
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               10        20          30        40           50      
2MEPSP GDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVT 
                        :::  : .: : :.. :...  .   . : .:     : ..   
gi|160   MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCM 
                 10        20        30         40        50        
 
          60        70        80                                    
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMP                                    
        :::   : :..:    : :                                         
gi|160 STGPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 89.1  bits: 23.3 E():  5.6 
Smith-Waterman score: 60; 30.0% identity (50.0% similar) in 50 aa overlap (16-65:50-97) 
 
                              10        20        30        40      
2MEPSP                GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                     : .:.  . :: :  :: .   . .. ::  
gi|947 LAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCGGT-WQGIIDKLDYIQGMGF 
      20        30        40        50        60         70         
 
          50        60        70        80                          
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP                          
        . :  : ::.  :    .:                                         
gi|947 TAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTADDLKALSSALHERGMYLMV 
       80         90       100       110       120       130        
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 87.0  bits: 21.3 E():  7.2 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (27-73:30-74) 
 
                  10        20        30        40        50        
2MEPSP    GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP GPPREPFGRKHLKAIDVNMNKMP                                      
       :  .  :  ....:::                                             
gi|169 GETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
                 70        80        90       100       110         
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 85.4  bits: 20.9 E():    9 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (18-75:16-77) 
 
               10        20          30        40           50      
2MEPSP GDASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVT 
                        :::  : :: : :.. :...  .   . : .:     : ..   
gi|160   MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCM 
                 10        20        30         40        50        
 
          60        70        80                                    
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMP                                    
        :::  .: :...    : :                                         
gi|160 STGPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVV 
        60        70        80        90       100       110        
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.0  bits: 21.4 E():   11 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (15-34:208-227) 
 
                               10        20        30        40     
2MEPSP                 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
           50        60        70        80 
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2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                            
gi|111 KPEFIDIINAAAVKSA                     
       240       250                        
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.0  bits: 20.6 E():   12 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (26-76:38-88) 
 
                    10        20        30        40        50      
2MEPSP      GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
          60        70         80                                   
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMP                                   
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.9  bits: 20.2 E():   14 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (15-39:35-57) 
 
                               10        20        30        40     
2MEPSP                 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
           50        60        70        80                         
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP                         
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 81.0  bits: 21.1 E():   16 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (32-80:228-277) 
 
              10        20        30        40        50        60  
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
              70         80                            
2MEPSP EPFGRKHLKAI-DVNMNKMP                            
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.6  bits: 21.2 E():   16 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (32-80:247-296) 
 
              10        20        30        40        50        60  
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
              70         80                            
2MEPSP EPFGRKHLKAI-DVNMNKMP                            
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.6  bits: 19.9 E():   16 
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Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (40-66:9-37) 
 
      10        20        30        40        50         60         
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
        70        80                                                
2MEPSP HLKAIDVNMNKMP                                                
                                                                    
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 52; 40.0% identity (80.0% similar) in 15 aa overlap (65-79:399-413) 
 
           40        50        60        70        80               
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP               
                                     :: :....: : :..                
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.6  bits: 21.6 E():   19 
Smith-Waterman score: 52; 40.0% identity (80.0% similar) in 15 aa overlap (65-79:402-416) 
 
           40        50        60        70        80               
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP               
                                     :: :....: : :..                
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.6  bits: 21.6 E():   19 
Smith-Waterman score: 52; 40.0% identity (80.0% similar) in 15 aa overlap (65-79:403-417) 
 
           40        50        60        70        80               
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP               
                                     :: :....: : :..                
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (27-73:30-74) 
 
                  10        20        30        40        50        
2MEPSP    GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP GPPREPFGRKHLKAIDVNMNKMP                                      
       :  .  :  .....::                                             
gi|374 GETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
                 70        80        90       100       110         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.5  bits: 19.9 E():   19 
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Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (43-61:1-18) 
 
             20        30        40        50        60        70   
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
             80                                                     
2MEPSP DVNMNKMP                                                     
                                                                    
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.4  bits: 21.6 E():   19 
Smith-Waterman score: 52; 40.0% identity (80.0% similar) in 15 aa overlap (65-79:422-436) 
 
           40        50        60        70        80               
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP               
                                     :: :....: : :..                
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.4  bits: 21.6 E():   19 
Smith-Waterman score: 52; 40.0% identity (80.0% similar) in 15 aa overlap (65-79:422-436) 
 
           40        50        60        70        80               
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP               
                                     :: :....: : :..                
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.5  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (24-69:68-117) 
 
                      10        20        30         40             
2MEPSP        GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
      50        60        70        80                              
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMP                              
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (24-69:79-128) 
 
                      10        20        30         40             
2MEPSP        GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
      50        60        70        80                              
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMP                              
         ..::.:   .::..  :.                                         
gi|752 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGT 
      110       120       130       140       150       160         
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>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (24-69:79-128) 
 
                      10        20        30         40             
2MEPSP        GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
      50        60        70        80                              
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMP                              
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (24-69:79-128) 
 
                      10        20        30         40             
2MEPSP        GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
      50        60        70        80                              
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMP                              
         ..::.:   .::..  :.                                         
gi|126 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 78.1  bits: 19.6 E():   23 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (5-31:9-38) 
 
                   10           20        30        40        50    
2MEPSP     GDASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
               ::  ::   :.:.:  .:: ::: . .: :                       
gi|110 MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKHCQMYVQQE 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMP                                  
                                                                    
gi|110 VQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQE 
               70        80        90       100       110       120 
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.8  bits: 20.4 E():   23 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (27-79:114-161) 
 
                   10        20        30        40        50       
2MEPSP     GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
         60        70        80                                     
2MEPSP TGPPREPFGRKHLKAIDVNMNKMP                                     
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.8  bits: 20.4 E():   24 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (6-33:133-160) 
 
                                        10        20        30      
2MEPSP                          GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
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                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
          40        50        60        70        80                
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP                
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 20.5 E():   25 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (23-47:282-306) 
 
                       10        20        30        40        50   
2MEPSP         GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
             60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMP 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.2  bits: 20.0 E():   25 
Smith-Waterman score: 48; 25.9% identity (53.7% similar) in 54 aa overlap (28-75:93-146) 
 
                  10        20        30           40          50   
2MEPSP    GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
             60        70         80                                
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMP                                
          .  ::  : .:.: . .. .:                                     
gi|289 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFDEKLETSPDFKALYDAI 
            130       140       150       160       170       180   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.2  bits: 20.0 E():   25 
Smith-Waterman score: 48; 25.9% identity (53.7% similar) in 54 aa overlap (28-75:96-149) 
 
                  10        20        30           40          50   
2MEPSP    GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
             60        70         80                                
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMP                                
          .  ::  : .:.: . .. .:                                     
gi|424 HSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAI 
         130       140       150       160       170       180      
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 76.6  bits: 20.5 E():   27 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (2-50:53-100) 
 
                                            10        20        30  
2MEPSP                              GDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
              40        50        60        70        80            
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP            
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
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>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.2 E():   29 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (28-43:135-150) 
 
                  10        20        30        40        50        
2MEPSP    GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
        60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMP 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 76.0  bits: 18.8 E():   30 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (10-60:1-49) 
 
               10        20        30        40        50        60 
2MEPSP GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  :: 
gi|144          MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAV--PP 
                        10        20        30        40            
 
               70        80                                         
2MEPSP REPFGRKHLKAIDVNMNKMP                                         
                                                                    
gi|144 ACCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTST 
      50        60        70        80        90       100          
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (33-58:175-201) 
 
             10        20        30         40        50        60  
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
              70        80                                          
2MEPSP EPFGRKHLKAIDVNMNKMP                                          
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (36-68:82-109) 
 
          10        20        30        40        50        60      
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
          70        80                                      
2MEPSP RKHLKAIDVNMNKMP                                      
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (43-61:1-18) 
 
             20        30        40        50        60        70   
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVITPPRLFKALVLEADT 
                                              10        20          
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             80                                                     
2MEPSP DVNMNKMP                                                     
                                                                    
gi|444 LIPKIAPQSVKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (43-61:1-18) 
 
             20        30        40        50        60        70   
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
             80                                                     
2MEPSP DVNMNKMP                                                     
                                                                    
gi|444 LIPKIAPQSVKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 19.3 E():   33 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (34-60:4-30) 
 
            10        20        30        40        50        60    
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
            70        80                                            
2MEPSP FGRKHLKAIDVNMNKMP                                            
                                                                    
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.9  bits: 20.6 E():   34 
Smith-Waterman score: 49; 25.0% identity (63.5% similar) in 52 aa overlap (31-79:306-357) 
 
               10        20        30         40        50          
2MEPSP GDASSASYFLAGAAITGGTVTVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
      60          70        80                                      
2MEPSP PR--EPFGRKHLKAIDVNMNKMP                                      
        :  . . .:  .:. ...:..                                       
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 74.4  bits: 20.2 E():   36 
Smith-Waterman score: 48; 23.4% identity (57.1% similar) in 77 aa overlap (4-77:222-292) 
 
                                          10        20        30    
2MEPSP                            GDASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
               40        50        60        70        80           
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP           
          .... :. . ..  .  ..: .. ::  :      ..:  ::.:              
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIE------ISAPGVNVNSTYTGNRYVSLSG 
             260       270       280             290       300      
 
gi|122 TSMATPHVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
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         310       320       330       340       350       360  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 73.6  bits: 18.5 E():   40 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (55-75:20-42) 
 
           30        40        50         60        70         80   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMP   
                                     .. : ::  : .:.: . .. .:        
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
                          10        20        30        40          
 
gi|301 AILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVD 
      50        60        70        80        90       100          
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.3  bits: 18.5 E():   41 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (15-39:19-41) 
 
                   10        20        30        40        50       
2MEPSP     GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                         : :..: .. :   . .::. :.::                  
gi|131 QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVERDH 
               10        20         30         40        50         
 
         60        70        80                                     
2MEPSP TGPPREPFGRKHLKAIDVNMNKMP                                     
                                                                    
gi|131 KNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 19.4 E():   42 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (55-68:15-28) 
 
           30        40        50        60        70        80     
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP     
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.1  bits: 20.2 E():   43 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (40-79:312-353) 
 
      10        20        30        40        50        60          
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
        70        80                                                
2MEPSP HLKAIDVNMNKMP                                                
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.1  bits: 18.5 E():   43 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (15-39:25-47) 
 
                         10        20        30        40        50 
2MEPSP           GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
               60        70        80                               
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2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMP                               
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.0  bits: 20.2 E():   43 
Smith-Waterman score: 48; 23.9% identity (65.2% similar) in 46 aa overlap (36-79:312-357) 
 
          10        20        30        40        50        60      
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
            70        80                                            
2MEPSP FGRKHLKAIDVNMNKMP                                            
       . .:  .:. ...:..                                             
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 18.1 E():   46 
Smith-Waterman score: 43; 31.8% identity (63.6% similar) in 22 aa overlap (2-23:80-101) 
 
                                            10        20        30  
2MEPSP                              GDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: ..... :: .   : . ::         
gi|207 ILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
      50        60        70        80        90       100          
 
              40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 18.1 E():   46 
Smith-Waterman score: 43; 31.8% identity (63.6% similar) in 22 aa overlap (2-23:80-101) 
 
                                            10        20        30  
2MEPSP                              GDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: ..... :: .   : . ::         
gi|207 ILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
      50        60        70        80        90       100          
 
              40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (42-65:7-30) 
 
              20        30        40        50        60        70  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
              80                                                    
2MEPSP IDVNMNKMP                                                    
                                                                    
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 53; 24.1% identity (58.6% similar) in 58 aa overlap (4-61:2-53) 
 
               10        20        30        40        50        60 
2MEPSP GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
          .:.: .::  ..... :.. .::  ..       ..   .: :  : :...:  : : 
gi|109   MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK--WLEAKATWYGAP 
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                  10        20        30           40          50   
 
               70        80                                         
2MEPSP REPFGRKHLKAIDVNMNKMP                                         
       .                                                            
gi|109 KGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPAL 
             60        70        80        90       100       110   
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (3-24:63-84) 
 
                                           10        20        30   
2MEPSP                             GDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|185 EADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAP 
             40        50        60        70        80        90   
 
             40        50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                                        
gi|185 EAAKEEEKEESDEDMGFGLFD                            
            100       110                               
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (3-24:63-84) 
 
                                           10        20        30   
2MEPSP                             GDASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|117 EADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAP 
             40        50        60        70        80        90   
 
             40        50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                                        
gi|117 EAAKEEEKEESDEDMGFGLFD                            
            100       110                               
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (10-60:1-49) 
 
               10        20        30        40        50        60 
2MEPSP GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  :: 
gi|506          MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRNGGAV--PP 
                        10        20        30        40            
 
               70        80                                         
2MEPSP REPFGRKHLKAIDVNMNKMP                                         
                                                                    
gi|506 ACCNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTST 
      50        60        70        80        90       100          
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.5  bits: 18.6 E():   52 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (11-32:150-172) 
 
                                   10         20        30          
2MEPSP                     GDASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
      40        50        60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
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Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (15-39:20-42) 
 
                    10        20        30        40        50      
2MEPSP      GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
          60        70        80                                    
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMP                                    
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (15-39:20-42) 
 
                    10        20        30        40        50      
2MEPSP      GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :   . .::. :.::                 
gi|333 WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVERD 
               10        20          30        40        50         
 
          60        70        80                                    
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMP                                    
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (15-39:20-42) 
 
                    10        20        30        40        50      
2MEPSP      GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
          60        70        80                                    
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMP                                    
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (15-39:21-43) 
 
                     10        20        30        40        50     
2MEPSP       GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
           60        70        80                                   
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMP                                   
                                                                    
gi|333 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (15-39:21-43) 
 
                     10        20        30        40        50     
2MEPSP       GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|375 IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
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           60        70        80                                   
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMP                                   
                                                                    
gi|375 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (15-39:21-43) 
 
                     10        20        30        40        50     
2MEPSP       GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
           60        70        80                                   
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMP                                   
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (15-39:21-43) 
 
                     10        20        30        40        50     
2MEPSP       GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
           60        70        80                                   
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMP                                   
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (15-39:25-47) 
 
                         10        20        30        40        50 
2MEPSP           GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFINELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
               60        70        80                               
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMP                               
                                                                    
gi|136 LVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRTINPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.0 E():   55 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (58-66:14-22) 
 
        30        40        50        60        70        80        
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP        
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (15-39:29-51) 
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                             10        20        30        40       
2MEPSP               GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
         50        60        70        80                           
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP                           
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (15-39:29-51) 
 
                             10        20        30        40       
2MEPSP               GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
         50        60        70        80                           
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP                           
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.0 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (58-66:25-33) 
 
        30        40        50        60        70        80        
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP        
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.2 E():   57 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (15-39:35-57) 
 
                               10        20        30        40     
2MEPSP                 GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
           50        60        70        80                         
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP                         
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 17.8 E():   58 
Smith-Waterman score: 42; 31.8% identity (63.6% similar) in 22 aa overlap (2-23:80-101) 
 
                                            10        20        30  
2MEPSP                              GDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   :.. ::         
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
              40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
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>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (58-66:31-39) 
 
        30        40        50        60        70        80        
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP        
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (58-66:31-39) 
 
        30        40        50        60        70        80        
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP        
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (58-66:32-40) 
 
        30        40        50        60        70        80        
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP        
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (14-58:204-252) 
 
                                10        20           30        40 
2MEPSP                  GDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
                50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
       .  :: : :  ..:  . :                       
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN     
           240       250       260       270     
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (14-58:204-252) 
 
                                10        20           30        40 
2MEPSP                  GDASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
                50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
       .  :: : :  ..:  . :                       
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN     
           240       250       260       270     
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>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.6  bits: 19.9 E():   59 
Smith-Waterman score: 47; 57.1% identity (71.4% similar) in 14 aa overlap (58-70:202-215) 
 
        30        40        50        60         70        80       
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF-GRKHLKAIDVNMNKMP       
                                     : :. :  :::::.                 
gi|424 SLPEFKNFLNFLQTNGLNAIEFLNNIHDLLGIPHIPVTGRKHLRRGVGITGLIDDIIAIL 
             180       190       200       210       220       230  
 
gi|424 PVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVETLKAMPEYQSLIQKLKDKGVDVDH 
             240       250       260       270       280       290  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (20-38:97-115) 
 
                          10        20        30        40          
2MEPSP            GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
      50        60        70        80                              
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMP                              
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (33-58:175-201) 
 
             10        20        30         40        50        60  
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
              70        80                                          
2MEPSP EPFGRKHLKAIDVNMNKMP                                          
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (33-58:175-201) 
 
             10        20        30         40        50        60  
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
              70        80                                          
2MEPSP EPFGRKHLKAIDVNMNKMP                                          
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (12-53:216-260) 
 
                                  10        20        30            
2MEPSP                    GDASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
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       40        50        60        70        80 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
       :   ..  . : : :                            
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW   
         250       260       270       280        
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.9 E():   61 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (51-68:288-305) 
 
               30        40        50        60        70        80 
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 25.6% identity (53.8% similar) in 39 aa overlap (1-38:93-131) 
 
                                              10        20          
2MEPSP                               GDA-SSASYFLAGAAITGGTVTVEGCGTTS 
                                     ::.  . :: .  .:  ::   ..  .    
gi|534 SHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYH 
             70        80        90       100       110       120   
 
      30        40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
        .::... :                                           
gi|534 TKGDISLNEEEIKAGKEKGAGLFKAVENYLVAHPNAYN              
            130       140       150       160              
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.1  bits: 18.6 E():   62 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (29-59:98-127) 
 
                 10        20        30        40        50         
2MEPSP   GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
       60        70        80                                       
2MEPSP PPREPFGRKHLKAIDVNMNKMP                                       
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.1  bits: 18.6 E():   62 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (29-59:99-128) 
 
                 10        20        30        40        50         
2MEPSP   GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
       60        70        80                                       
2MEPSP PPREPFGRKHLKAIDVNMNKMP                                       
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|963013|emb|CAA59419.1| aspergillopepsin i [Aspergil  (395 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 46; 43.5% identity (69.6% similar) in 23 aa overlap (1-23:145-167) 
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                                             10        20        30 
2MEPSP                               GDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     ::.::::  .   ..: : ::..        
gi|963 LSASQSSGHAIYKPSANAQKLNGYTWKIQYGDGSSASGDVYKDTVTVGGVTAQSQAVEAA 
          120       130       140       150       160       170     
 
               40        50        60        70        80           
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP           
                                                                    
gi|963 SHISSQFVQDKDNDGLLGLAFSSINTVSPRPQTTFFDTVKSQLDSPLFAVTLKYHAPGTY 
          180       190       200       210       220       230     
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.9 E():   63 
Smith-Waterman score: 47; 33.3% identity (80.0% similar) in 15 aa overlap (65-79:430-444) 
 
           40        50        60        70        80               
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP               
                                     :: :....: : ...                
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.3 E():   74 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (60-73:41-54) 
 
      30        40        50        60        70        80          
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP          
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 41; 50.0% identity (85.7% similar) in 14 aa overlap (11-24:70-83) 
 
                                   10        20        30        40 
2MEPSP                     GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :::: .::.... :                 
gi|215 SSLLKELEGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKE 
      40        50        60        70        80        90          
 
               50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                                
gi|215 ESDDDMGFGLFD                             
     100       110                              
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (4-29:103-127) 
 
                                          10        20        30    
2MEPSP                            GDASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
            40        50        60        70        80              
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP              
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
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 initn:  41 init1:  41 opt:  44  Z-score: 68.7  bits: 18.7 E():   75 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (55-75:170-192) 
 
           30        40        50         60        70         80   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMP   
                                     .. : ::  : .:.: . .. .:        
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
     140       150       160       170       180       190          
 
gi|225 AILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVD 
     200       210       220       230       240       250          
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (60-73:45-58) 
 
      30        40        50        60        70        80          
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP          
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (66-80:152-166) 
 
          40        50        60        70        80                
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP                
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (66-80:152-166) 
 
          40        50        60        70        80                
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP                
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (55-68:292-305) 
 
           30        40        50        60        70        80     
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP     
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 19.2 E():   79 
Smith-Waterman score: 45; 29.2% identity (58.3% similar) in 48 aa overlap (1-48:317-364) 
 
                                             10        20        30 
2MEPSP                               GDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     :. ::.:   . .. ::.. :  : :. :  
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gi|855 SASSTSSKTPSTSTLATSTKATPTPSGTSSGSNSSSSAEPTTTGGTGSSNTGSGSGSGSG 
        290       300       310       320       330       340       
 
               40        50        60        70        80 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
       .:. . .      ::..:                                 
gi|855 SGSSSSTGSSTSAGASATPELSQGAAGSIKGSVTACALVFGAVAAVLAF  
        350       360       370       380       390       
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.9 E():   80 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (29-43:53-67) 
 
                 10        20        30        40        50         
2MEPSP   GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
       60        70        80                                       
2MEPSP PPREPFGRKHLKAIDVNMNKMP                                       
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (24-43:285-304) 
 
                      10        20        30        40        50    
2MEPSP        GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
            60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMP 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 17.9 E():   84 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (13-26:13-26) 
 
               10        20        30        40        50        60 
2MEPSP GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                   ::...  : :. ::                                   
gi|156 MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIK 
               10        20        30        40        50        60 
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.3 E():   85 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (13-32:218-237) 
 
                                 10        20        30        40   
2MEPSP                   GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
             50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (44-79:59-97) 
 
            20        30        40        50        60           70 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
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               80                                                   
2MEPSP AIDVNMNKMP                                                   
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.4  bits: 18.3 E():   87 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (31-59:189-216) 
 
               10        20        30        40         50          
2MEPSP GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
      60        70        80            
2MEPSP PREPFGRKHLKAIDVNMNKMP            
                                        
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.2  bits: 17.5 E():   89 
Smith-Waterman score: 41; 22.2% identity (52.8% similar) in 36 aa overlap (9-44:8-39) 
 
               10        20        30        40        50        60 
2MEPSP GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
               :  .:. ..: .  . ::    .:.:   .. .  :                 
gi|344  MMKFIVLFALNAVASAGKMKFKDCG----KGEVTELDITDCSGDFCVLHRGKSVTLDAK 
                10        20            30        40        50      
 
               70        80                                         
2MEPSP REPFGRKHLKAIDVNMNKMP                                         
                                                                    
gi|344 FVANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPK 
          60        70        80        90       100       110      
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 67.2  bits: 17.9 E():   89 
Smith-Waterman score: 42; 27.6% identity (69.0% similar) in 29 aa overlap (8-36:64-91) 
 
                                      10        20        30        
2MEPSP                        GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     .:. .: ..  : . .: . :...: .::  
gi|194 NLDYKKFIGTWVIAAGTSEALTQYKCWNDLFFFNNALVSKYTDS-KGKNRTTIRGRTKFE 
            40        50        60        70         80        90   
 
        40        50        60        70        80                  
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP                  
                                                                    
gi|194 GNKFTIDYDDEGKAFSAPYSVLATDYDNYAIVEGCPAAANGHVIYVQLRLTLRSFHPEQG 
            100       110       120       130       140       150   
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (2-23:80-101) 
 
                                            10        20        30  
2MEPSP                              GDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|249 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
              40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (2-23:80-101) 
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                                            10        20        30  
2MEPSP                              GDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|288 VIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
      50        60        70        80        90       100          
 
              40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (2-23:80-101) 
 
                                            10        20        30  
2MEPSP                              GDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|209 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
              40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (24-69:85-134) 
 
                      10        20        30         40             
2MEPSP        GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
      50        60        70        80                              
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMP                              
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 40; 47.1% identity (64.7% similar) in 17 aa overlap (1-17:68-84) 
 
                                             10        20        30 
2MEPSP                               GDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     : :..:.   ::::  :              
gi|833 RLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEE 
        40        50        60        70        80        90        
 
               40        50        60        70        80 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                                          
gi|833 KEESDEDMGFGLFD                                     
       100       110                                      
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 40; 47.1% identity (64.7% similar) in 17 aa overlap (1-17:68-84) 
 
                                             10        20        30 
2MEPSP                               GDASSASYFLAGAAITGGTVTVEGCGTTSL 
                                     : :..:.   ::::  :              
gi|668 RLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEE 
        40        50        60        70        80        90        
 
               40        50        60        70        80 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                                          
gi|668 KEESDEDMGFGLFD                                     
       100       110                                      
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 40; 28.0% identity (56.0% similar) in 25 aa overlap (2-26:79-103) 
 
                                            10        20        30  
2MEPSP                              GDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   : . :.  :      
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
              40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                                         
gi|131 WGAKG                                             
      110                                                
 
>>gi|29465668|gb|AAL92871.1| pollen allergen Che a 3 [Ch  (86 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 16.7 E():   96 
Smith-Waterman score: 39; 42.9% identity (66.7% similar) in 21 aa overlap (1-21:24-44) 
 
                                      10        20        30        
2MEPSP                        GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                              ::.. .:  :. :  : :.::                 
gi|294 MAAEDTPQDIADRERIFKRFDTNGDGKISSSELGDALKTLGSVTPDEVRRMMAEIDTDGD 
               10        20        30        40        50        60 
 
        40        50        60        70        80 
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                                   
gi|294 GFISFDEFTDFARANRGLVKDVSKIF                  
               70        80                        
 
>>gi|113200131|gb|ABI32184.1| allergenic protein [Fagopy  (515 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.5  bits: 19.2 E():   97 
Smith-Waterman score: 46; 24.3% identity (56.8% similar) in 37 aa overlap (2-38:102-135) 
 
                                            10        20        30  
2MEPSP                              GDASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:   ..   : .. :  :.. ::  : .: 
gi|113 DHNTPEFRCTGFVAVRYVIQPGGLLLPSYSNAPYITFVEQGRGVQG--VVIPGCPET-FQ 
              80        90       100       110         120          
 
              40        50        60        70        80            
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP            
       .: .. .                                                      
gi|113 SDSEYPQSQRGQHSRESESQESSRGDQHQKIFRVREGDVIPSPAGVVQWTHNDGDQDLIS 
      130       140       150       160       170       180         
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 44; 30.3% identity (60.6% similar) in 33 aa overlap (14-45:264-296) 
 
                                10        20        30         40   
2MEPSP                  GDASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEM 
                                     : .::  ..   ::. : : .. .:..    
gi|118 YTGSLNWVPVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSD 
           240       250       260       270       280       290    
 
             50        60        70        80                       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP                       
       .::                                                          
gi|118 IGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGMDVPTS 
           300       310       320       330       340       350    
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (34-53:39-63) 
 
            10        20        30        40             50         
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
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       10        20        30        40        50        60         
 
       60        70        80                                       
2MEPSP PPREPFGRKHLKAIDVNMNKMP                                       
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (55-75:291-313) 
 
           30        40        50         60        70         80   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMP   
                                     .. : ::  : .:.: . .. .:        
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVI 
              270       280       290       300       310       320 
 
gi|258 AILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAVD 
              330       340       350       360       370       380 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:53 2011 done: Tue Apr 19 10:57:53 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 253  - 332 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     2     0:= 
  30    15     2:*==== 
  32    13     8:==*== 
  34    25    22:=======*= 
  36    31    44:===========   * 
  38    44    73:===============         * 
  40   124   102:=================================*======== 
  42   120   125:======================================== * 
  44   122   138:=========================================    * 
  46   174   140:==============================================*=========== 
  48   146   134:============================================*==== 
  50   141   122:========================================*====== 
  52   110   108:===================================*= 
  54    71    92:========================      * 
  56    59    77:====================     * 
  58    52    63:==================  * 
  60    41    51:==============  * 
  62    31    41:===========  * 
  64    28    33:==========* 
  66    24    26:========* 
  68    11    20:====  * 
  70    30    16:=====*==== 
  72    13    12:===*= 
  74     5    10:== * 
  76     9     8:==* 
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  78     9     6:=*= 
  80     4     5:=* 
  82     4     3:*= 
  84     1     3:* 
  86     2     2:* 
  88     6     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     5     0:==        *===== 
 102     7     0:===       *======= 
 104     2     0:=         *== 
 106     0     0:          * 
 108     3     0:=         *=== 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.52310.00306; mu= 14.2587 0.159 
 mean_var=29.7944 7.824, 0's: 2 Z-trim: 3  B-trim: 117 in 1/43 
 Lambda= 0.234967 
 Kolmogorov-Smirnov  statistic: 0.0339 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   67 26.3    0.23 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   64 25.3    0.45 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.3    0.45 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.3    0.45 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.6    0.72 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.6    0.72 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.2    0.91 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.2    0.91 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 23.9     1.1 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 23.9     1.1 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 23.9     1.2 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 23.9     1.2 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 23.9     1.2 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 23.9     1.2 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 23.9     1.2 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   60 23.9     1.2 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 23.9     1.2 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.6     1.5 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.2     1.7 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.6     2.9 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   58 23.5       4 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.5       6 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 23.2     6.3 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.2     6.3 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 23.2     6.4 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.2     6.6 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.2     6.6 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.2     7.7 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   56 22.8     7.9 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 20.9     9.5 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.3      12 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.5      13 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   51 21.0      13 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   51 21.0      13 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.2      15 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.0      17 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.8      17 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.0      18 
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gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.8      20 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.9      20 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   47 19.5      20 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.3      23 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.5      24 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.3      24 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.3      24 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.3      24 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.3      25 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.3      25 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.2      27 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.4      27 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   49 20.4      30 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.8      31 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.2      31 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.2      32 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.2      32 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.2      32 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.0      32 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.2      35 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   49 20.4      37 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   48 20.1      39 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   47 19.6      39 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.4      43 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.5      44 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.3      44 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.1      46 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   48 20.1      46 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   43 18.1      47 
gi|20797085|emb|CAC95153.1| parvalbumin beta prote ( 109)   43 18.1      47 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 18.1      48 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.1      48 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.3      48 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.3      48 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 18.1      49 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.9      50 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   47 19.7      53 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.1      54 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.1      54 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.1      54 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.5      55 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.1      55 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.1      55 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.1      55 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.1      55 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.1      56 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.1      57 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.1      57 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.9      58 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   47 19.8      58 
gi|148356691|emb|CAM56785.1| parvalbumin beta [Gad ( 109)   42 17.7      59 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.1      59 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      60 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.0      61 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.0      61 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 19.0      62 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.0      62 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 19.0      62 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 19.8      63 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.4      64 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.0      64 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.0      64 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 19.0      64 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.6      65 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.6      65 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.8      66 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.2      67 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.4      75 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.2      76 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.2      77 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.2      78 
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gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.2      80 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.2      80 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.8      82 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.5      83 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.1      84 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.1      85 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.7      86 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.8      86 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.3      89 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.3      91 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      91 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   41 17.4      91 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   42 17.9      93 
gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Sa ( 109)   40 17.0      93 
gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=P ( 109)   40 17.0      93 
gi|288557438|emb|CAX32966.1| parvalbumin [Salvelin ( 109)   40 17.0      93 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.3      94 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   40 17.1      96 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      97 
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  67  Z-score: 113.9  bits: 26.3 E(): 0.23 
Smith-Waterman score: 67; 29.3% identity (53.4% similar) in 58 aa overlap (1-57:73-130) 
 
                                             10        20           
2MEPSP                               DASSASYFLAGAAITGGTVTVEGCGTTS-L 
                                     :::.     .:.: . :.  : :  :.. . 
gi|583 TKTGENECTYVKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVI 
             50        60        70        80        90       100   
 
      30        40        50        60        70        80       
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD       
         : :  .:..  :    :...: :  :                              
gi|583 YTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP 
            110       120       130       140       150          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 108.7  bits: 25.3 E(): 0.45 
Smith-Waterman score: 64; 26.7% identity (54.7% similar) in 75 aa overlap (4-74:4-77) 
 
               10         20        30        40           50       
2MEPSP DASSASYFLAGAAITGGTV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
          ... : .. ..:: .  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         60        70        80                                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPD                                     
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 108.7  bits: 25.3 E(): 0.45 
Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (17-74:16-77) 
 
               10          20        30         40        50        
2MEPSP DASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-T 
                       :::  : :: : :.. :... .   :. . :..    :.  . : 
gi|160  MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMST 
                10        20        30        40        50          
 
         60        70        80                                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPD                                     
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 108.7  bits: 25.3 E(): 0.45 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (17-74:16-77) 
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               10          20        30        40           50      
2MEPSP DASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTV 
                       :::  : :: : :.. :...  .   . : .:.    : ..    
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCMS 
                10        20        30         40        50         
 
          60        70        80                                    
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPD                                    
       :::  .: :..:    : :                                          
gi|160 TGPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVV 
       60        70        80        90       100       110         
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.0  bits: 24.6 E(): 0.72 
Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (17-74:16-77) 
 
               10          20        30         40        50        
2MEPSP DASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-T 
                       :::  : :: : :.. :... .   :. . ...    :.  . : 
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMST 
                10        20        30        40        50          
 
         60        70        80                                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPD                                     
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.0  bits: 24.6 E(): 0.72 
Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (17-74:16-77) 
 
               10          20        30        40           50      
2MEPSP DASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTV 
                       :::  : :: : :.. :...  .   . : .:.    : ..    
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCMS 
                10        20        30         40        50         
 
          60        70        80                                    
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPD                                    
       :::  .: :..:    : :                                          
gi|160 TGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVV 
       60        70        80        90       100       110         
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.2  bits: 24.2 E(): 0.91 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (17-74:16-77) 
 
               10          20        30        40           50      
2MEPSP DASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTV 
                       :::  : :: : :.. :...  .   . : .:     : ..    
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMS 
                10        20        30         40        50         
 
          60        70        80                                    
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPD                                    
       :::  .: :..:    : :                                          
gi|160 TGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVV 
       60        70        80        90       100       110         
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.2  bits: 24.2 E(): 0.91 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (17-74:16-77) 
 
               10          20        30        40           50      
2MEPSP DASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTV 
                       :::  : :: : :.. :...  .   . : .:     : ..    
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMS 
                10        20        30         40        50         
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          60        70        80                                    
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPD                                    
       :::  .: :..:    : :                                          
gi|160 TGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVV 
       60        70        80        90       100       110         
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.7  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (17-74:16-77) 
 
               10          20        30        40           50      
2MEPSP DASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTV 
                       :::  : :: : :.. :...  .   . : .:     : ..    
gi|160  MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMS 
                10        20        30         40        50         
 
          60        70        80                                    
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPD                                    
       :::  .: :..:    : :                                          
gi|160 TGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLG 
       60        70        80        90       100       110         
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.7  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (17-74:16-77) 
 
               10          20        30        40           50      
2MEPSP DASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTV 
                       :::  : :: : :.. :...  .   . : .:     : ..    
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMS 
                10        20        30         40        50         
 
          60        70        80                                    
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPD                                    
       :::  .: :..:    : :                                          
gi|160 TGPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLG 
       60        70        80        90       100       110         
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.4  bits: 23.9 E():  1.2 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (17-74:16-77) 
 
               10          20        30        40           50      
2MEPSP DASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTV 
                       :::  : :: : :.. :...  .   . : .:     : ..    
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMS 
                10        20        30         40        50         
 
          60        70        80                                    
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPD                                    
       :::  .: :..:    : :                                          
gi|160 TGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVV 
       60        70        80        90       100       110         
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.4  bits: 23.9 E():  1.2 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (17-74:16-77) 
 
               10          20        30        40           50      
2MEPSP DASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTV 
                       :::  : :: : :.. :...  .   . : .:     : ..    
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMS 
                10        20        30         40        50         
 
          60        70        80                                    
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPD                                    
       :::  .: :..:    : :                                          
gi|160 TGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVV 
       60        70        80        90       100       110         
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8256

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  51 init1:  51 opt:  60  Z-score: 101.4  bits: 23.9 E():  1.2 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (17-74:16-77) 
 
               10          20        30        40           50      
2MEPSP DASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTV 
                       :::  : :: : :.. :...  .   . : .:     : ..    
gi|145  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMS 
                10        20        30         40        50         
 
          60        70        80                                    
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPD                                    
       :::  .: :..:    : :                                          
gi|145 TGPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVV 
       60        70        80        90       100       110         
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.4  bits: 23.9 E():  1.2 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (17-74:16-77) 
 
               10          20        30        40           50      
2MEPSP DASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTV 
                       :::  : :: : :.. :...  .   . : .:     : ..    
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMS 
                10        20        30         40        50         
 
          60        70        80                                    
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPD                                    
       :::  .: :..:    : :                                          
gi|160 TGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVV 
       60        70        80        90       100       110         
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.4  bits: 23.9 E():  1.2 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (17-74:16-77) 
 
               10          20        30        40           50      
2MEPSP DASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTV 
                       :::  : :: : :.. :...  .   . : .:     : ..    
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMS 
                10        20        30         40        50         
 
          60        70        80                                    
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPD                                    
       :::  .: :..:    : :                                          
gi|160 TGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVV 
       60        70        80        90       100       110         
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.4  bits: 23.9 E():  1.2 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (17-74:16-77) 
 
               10          20        30        40           50      
2MEPSP DASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTV 
                       :::  : :: : :.. :...  .   . : .:     : ..    
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMS 
                10        20        30         40        50         
 
          60        70        80                                    
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPD                                    
       :::  .: :..:    : :                                          
gi|160 TGPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVV 
       60        70        80        90       100       110         
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.4  bits: 23.9 E():  1.2 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (17-74:16-77) 
 
               10          20        30        40           50      
2MEPSP DASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTV 
                       :::  : :: : :.. :...  .   . : .:     : ..    
gi|160  MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMS 
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                10        20        30         40        50         
 
          60        70        80                                    
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPD                                    
       :::  .: :..:    : :                                          
gi|160 TGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVV 
       60        70        80        90       100       110         
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 99.5  bits: 23.6 E():  1.5 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (17-74:16-77) 
 
               10          20        30         40        50        
2MEPSP DASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-T 
                       :::  : :: : :.. :... .   :. . ...    :.  . : 
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMST 
                10        20        30        40        50          
 
         60        70        80                                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPD                                     
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.4  bits: 23.2 E():  1.7 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (55-78:85-109) 
 
           30        40        50         60        70        80    
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPD    
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 94.0  bits: 22.6 E():  2.9 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (17-74:16-77) 
 
               10          20        30         40        50        
2MEPSP DASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-T 
                       :::  : :: : :.. :... .   :. . ...    :.  . : 
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCMST 
                10        20        30        40        50          
 
         60        70        80                                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPD                                     
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  42 init1:  42 opt:  58  Z-score: 91.6  bits: 23.5 E():    4 
Smith-Waterman score: 58; 21.8% identity (59.0% similar) in 78 aa overlap (5-80:105-182) 
 
                                         10        20         30    
2MEPSP                           DASSASYFLAGAAITGGTVTVEGCGTTS-LQGDV 
                                     :..  ::..:   :. . . :  : .  :: 
gi|513 RLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDV 
           80        90       100       110       120       130     
 
            40        50         60        70        80             
2MEPSP KFAEVLEMMGAKVTWTETS-VTVTGPPREPFGRKHLKAIDVNMNKMPD             
       ....  ...  .    ::. . .   :.: . .: : ..:...: . .             
gi|513 QYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNA 
          140       150       160       170       180       190     
 
gi|513 TVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVA 
          200       210       220       230       240       250     
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>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 88.5  bits: 21.5 E():    6 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (17-74:16-77) 
 
               10          20        30        40           50      
2MEPSP DASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTV 
                       :::  : .: : :.. :...  .   . : .:     : ..    
gi|160  MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMS 
                10        20        30         40        50         
 
          60        70        80                                    
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPD                                    
       :::   : :..:    : :                                          
gi|160 TGPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVV 
       60        70        80        90       100       110         
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.1  bits: 23.2 E():  6.3 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (64-80:399-415) 
 
            40        50        60        70        80              
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD              
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.1  bits: 23.2 E():  6.3 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (64-80:402-418) 
 
            40        50        60        70        80              
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD              
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.0  bits: 23.2 E():  6.4 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (64-80:403-419) 
 
            40        50        60        70        80              
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD              
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.8  bits: 23.2 E():  6.6 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (64-80:422-438) 
 
            40        50        60        70        80              
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD              
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.8  bits: 23.2 E():  6.6 
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Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (64-80:422-438) 
 
            40        50        60        70        80              
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD              
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.5  bits: 21.2 E():  7.7 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (26-72:30-74) 
 
                   10        20        30        40        50       
2MEPSP     DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPD                                     
       :  .  :  ....:::                                             
gi|169 GETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
                 70        80        90       100       110         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  42 init1:  42 opt:  56  Z-score: 86.4  bits: 22.8 E():  7.9 
Smith-Waterman score: 60; 30.0% identity (50.0% similar) in 50 aa overlap (15-64:50-97) 
 
                               10        20        30        40     
2MEPSP                 DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                     : .:.  . :: :  :: .   . .. ::  
gi|947 LAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCGGT-WQGIIDKLDYIQGMGF 
      20        30        40        50        60         70         
 
           50        60        70        80                         
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD                         
        . :  : ::.  :    .:                                         
gi|947 TAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTADDLKALSSALHERGMYLMV 
       80         90       100       110       120       130        
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 84.9  bits: 20.9 E():  9.5 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (17-74:16-77) 
 
               10          20        30        40           50      
2MEPSP DASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTV 
                       :::  : :: : :.. :...  .   . : .:     : ..    
gi|160  MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMS 
                10        20        30         40        50         
 
          60        70        80                                    
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPD                                    
       :::  .: :...    : :                                          
gi|160 TGPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVV 
       60        70        80        90       100       110         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.4  bits: 21.3 E():   12 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (14-33:208-227) 
 
                                10        20        30        40    
2MEPSP                  DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
            50        60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
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gi|111 KPEFIDIINAAAVKSA                      
       240       250                         
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 82.5  bits: 20.5 E():   13 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (25-75:38-88) 
 
                     10        20        30        40        50     
2MEPSP       DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
           60        70         80                                  
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPD                                  
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.3  bits: 21.0 E():   13 
Smith-Waterman score: 51; 27.1% identity (52.5% similar) in 59 aa overlap (27-80:93-150) 
 
                   10        20        30           40          50  
2MEPSP     DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
              60        70        80                                
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPD                                
          .  ::  : .:.: .   :..: . :                                
gi|289 HSIIGLPPFVPPSRRHARR-GVGINGLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.2  bits: 21.0 E():   13 
Smith-Waterman score: 51; 27.1% identity (52.5% similar) in 59 aa overlap (27-80:96-153) 
 
                   10        20        30           40          50  
2MEPSP     DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
              60        70        80                                
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPD                                
          .  ::  : .:.: .   :..: . :                                
gi|424 HSIIGLPPFVPPSRRHARR-GVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.5  bits: 20.2 E():   15 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (14-38:35-57) 
 
                                10        20        30        40    
2MEPSP                  DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
            50        60        70        80                        
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD                        
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.4  bits: 21.0 E():   17 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (31-79:228-277) 
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               10        20        30        40        50        60 
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
               70         80                           
2MEPSP EPFGRKHLKAI-DVNMNKMPD                           
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (39-65:9-37) 
 
       10        20        30        40        50         60        
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
         70        80                                               
2MEPSP HLKAIDVNMNKMPD                                               
                                                                    
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.0  bits: 21.0 E():   18 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (31-79:247-296) 
 
               10        20        30        40        50        60 
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
               70         80                           
2MEPSP EPFGRKHLKAI-DVNMNKMPD                           
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.2  bits: 19.8 E():   20 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (26-72:30-74) 
 
                   10        20        30        40        50       
2MEPSP     DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPD                                     
       :  .  :  .....::                                             
gi|374 GETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
                 70        80        90       100       110         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.1  bits: 19.9 E():   20 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (42-60:1-18) 
 
              20        30        40        50        60        70  
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
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              80                                                    
2MEPSP DVNMNKMPD                                                    
                                                                    
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 78.9  bits: 19.5 E():   20 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (54-80:20-46) 
 
            30        40        50         60        70        80   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPD   
                                     .. : ::  : .:.: .   :..: . :   
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
                          10        20        30         40         
 
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.0  bits: 20.3 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (23-68:68-117) 
 
                       10        20        30         40            
2MEPSP         DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
       50        60        70        80                             
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPD                             
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 77.7  bits: 19.5 E():   24 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (4-30:9-38) 
 
                       10        20        30        40        50   
2MEPSP      DASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
               ::  ::   :.:.:  .:: ::: . .: :                       
gi|110 MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKHCQMYVQQE 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPD                                 
                                                                    
gi|110 VQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQE 
               70        80        90       100       110       120 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 77.7  bits: 20.3 E():   24 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (23-68:79-128) 
 
                       10        20        30         40            
2MEPSP         DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
       50        60        70        80                             
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPD                             
         ..::.:   .::..  :.                                         
gi|126 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 77.7  bits: 20.3 E():   24 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (23-68:79-128) 
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                       10        20        30         40            
2MEPSP         DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
       50        60        70        80                             
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPD                             
         ..::.:   .::..  :.                                         
gi|752 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGT 
      110       120       130       140       150       160         
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 77.7  bits: 20.3 E():   24 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (23-68:79-128) 
 
                       10        20        30         40            
2MEPSP         DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
       50        60        70        80                             
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPD                             
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.3  bits: 20.3 E():   25 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (26-78:114-161) 
 
                    10        20        30        40        50      
2MEPSP      DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
          60        70        80                                    
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPD                                    
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 20.3 E():   25 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (5-32:133-160) 
 
                                         10        20        30     
2MEPSP                           DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
           40        50        60        70        80               
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD               
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.7  bits: 21.2 E():   27 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (64-80:430-446) 
 
            40        50        60        70        80              
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD              
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8264

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

     460       470       480       490       500       510          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.7  bits: 20.4 E():   27 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (22-46:282-306) 
 
                        10        20        30        40        50  
2MEPSP          DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
              60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPD 
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 76.0  bits: 20.4 E():   30 
Smith-Waterman score: 49; 26.5% identity (67.3% similar) in 49 aa overlap (1-49:53-100) 
 
                                             10        20        30 
2MEPSP                               DASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     .:..:.  .::.: .::. .: . .....  
gi|190 DAPQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVT 
             30        40        50        60        70         80  
 
               40        50        60        70        80           
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD           
       . :. : :   . :  .:.                                          
gi|190 NPVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVD 
              90       100       110       120       130       140  
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.7  bits: 18.8 E():   31 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (9-59:1-49) 
 
               10        20        30        40        50        60 
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
               .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  ::  
gi|144         MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAV--PPA 
                       10        20        30        40          50 
 
               70        80                                         
2MEPSP EPFGRKHLKAIDVNMNKMPD                                         
                                                                    
gi|144 CCNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTN 
               60        70        80        90       100       110 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (27-42:135-150) 
 
                   10        20        30        40        50       
2MEPSP     DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
         60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPD 
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (35-67:82-109) 
 
           10        20        30        40        50        60     
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
           70        80                                     
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2MEPSP RKHLKAIDVNMNKMPD                                     
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (42-60:1-18) 
 
              20        30        40        50        60        70  
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVITPPRLFKALVLEADT 
                                              10        20          
 
              80                                                    
2MEPSP DVNMNKMPD                                                    
                                                                    
gi|444 LIPKIAPQSVKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (42-60:1-18) 
 
              20        30        40        50        60        70  
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
              80                                                    
2MEPSP DVNMNKMPD                                                    
                                                                    
gi|444 LIPKIAPQSVKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (32-57:175-201) 
 
              10        20        30         40        50        60 
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
               70        80                                         
2MEPSP EPFGRKHLKAIDVNMNKMPD                                         
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 19.2 E():   35 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (33-59:4-30) 
 
             10        20        30        40        50        60   
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
             70        80                                           
2MEPSP FGRKHLKAIDVNMNKMPD                                           
                                                                    
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.3  bits: 20.4 E():   37 
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Smith-Waterman score: 49; 25.0% identity (63.5% similar) in 52 aa overlap (30-78:306-357) 
 
                10        20        30         40        50         
2MEPSP  DASSASYFLAGAAITGGTVTVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
       60          70        80                                     
2MEPSP PR--EPFGRKHLKAIDVNMNKMPD                                     
        :  . . .:  .:. ...:..                                       
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 48; 23.4% identity (57.1% similar) in 77 aa overlap (3-76:222-292) 
 
                                           10        20        30   
2MEPSP                             DASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
                40        50        60        70        80          
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD          
          .... :. . ..  .  ..: .. ::  :      ..:  ::.:              
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIE------ISAPGVNVNSTYTGNRYVSLSG 
             260       270       280             290       300      
 
gi|122 TSMATPHVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
         310       320       330       340       350       360  
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.8  bits: 19.6 E():   39 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (54-80:170-196) 
 
            30        40        50         60        70        80   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPD   
                                     .. : ::  : .:.: .   :..: . :   
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
     140       150       160       170       180        190         
 
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.1  bits: 18.4 E():   43 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (14-38:19-41) 
 
                    10        20        30        40        50      
2MEPSP      DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                         : :..: .. :   . .::. :.::                  
gi|131 QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVERDH 
               10        20         30         40        50         
 
          60        70        80                                    
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPD                                    
                                                                    
gi|131 KNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.8  bits: 18.5 E():   44 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (14-38:25-47) 
 
                          10        20        30        40          
2MEPSP            DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
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      50        60        70        80                              
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPD                              
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 19.3 E():   44 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (54-67:15-28) 
 
            30        40        50        60        70        80    
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD    
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.5  bits: 20.1 E():   46 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (39-78:312-353) 
 
       10        20        30        40        50        60         
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
         70        80                                               
2MEPSP HLKAIDVNMNKMPD                                               
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.5  bits: 20.1 E():   46 
Smith-Waterman score: 48; 23.9% identity (65.2% similar) in 46 aa overlap (35-78:312-357) 
 
           10        20        30        40        50        60     
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
             70        80                                           
2MEPSP FGRKHLKAIDVNMNKMPD                                           
       . .:  .:. ...:..                                             
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 43; 31.8% identity (63.6% similar) in 22 aa overlap (1-22:80-101) 
 
                                             10        20        30 
2MEPSP                               DASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: ..... :: .   : . ::         
gi|207 ILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
      50        60        70        80        90       100          
 
               40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
 
>>gi|20797085|emb|CAC95153.1| parvalbumin beta protein [  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 43; 31.8% identity (63.6% similar) in 22 aa overlap (1-22:80-101) 
 
                                             10        20        30 
2MEPSP                               DASSASYFLAGAAITGGTVTVEGCGTTSLQ 
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                                     :: ..... :: .   : . ::         
gi|207 ILDRDKSGYIEKDELCLFLQNFKSSARALNDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
      50        60        70        80        90       100          
 
               40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.1  bits: 18.1 E():   48 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (2-23:63-84) 
 
                                            10        20        30  
2MEPSP                              DASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|185 EADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAP 
             40        50        60        70        80        90   
 
              40        50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
                                                         
gi|185 EAAKEEEKEESDEDMGFGLFD                             
            100       110                                
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.1  bits: 18.1 E():   48 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (2-23:63-84) 
 
                                            10        20        30  
2MEPSP                              DASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|117 EADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAP 
             40        50        60        70        80        90   
 
              40        50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
                                                         
gi|117 EAAKEEEKEESDEDMGFGLFD                             
            100       110                                
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 19.3 E():   48 
Smith-Waterman score: 53; 24.1% identity (58.6% similar) in 58 aa overlap (3-60:2-53) 
 
               10        20        30        40        50        60 
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
         .:.: .::  ..... :.. .::  ..       ..   .: :  : :...:  : :. 
gi|109  MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK--WLEAKATWYGAPK 
                 10        20        30           40          50    
 
               70        80                                         
2MEPSP EPFGRKHLKAIDVNMNKMPD                                         
                                                                    
gi|109 GAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALI 
            60        70        80        90       100       110    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 19.3 E():   48 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (41-64:7-30) 
 
               20        30        40        50        60        70 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
               80                                                   
2MEPSP IDVNMNKMPD                                                   
                                                                    
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
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>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 72.0  bits: 18.1 E():   49 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (9-59:1-49) 
 
               10        20        30        40        50        60 
2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
               .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  ::  
gi|506         MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRNGGAV--PPA 
                       10        20        30        40          50 
 
               70        80                                         
2MEPSP EPFGRKHLKAIDVNMNKMPD                                         
                                                                    
gi|506 CCNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTN 
               60        70        80        90       100       110 
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.9  bits: 18.9 E():   50 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (65-80:152-167) 
 
           40        50        60        70        80               
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD               
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (54-80:291-317) 
 
            30        40        50         60        70        80   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPD   
                                     .. : ::  : .:.: .   :..: . :   
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
              270       280       290       300        310          
 
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (14-38:20-42) 
 
                     10        20        30        40        50     
2MEPSP       DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
           60        70        80                                   
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPD                                   
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (14-38:20-42) 
 
                     10        20        30        40        50     
2MEPSP       DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :   . .::. :.::                 
gi|333 WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVERD 
               10        20          30        40        50         
 
           60        70        80                                   
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPD                                   
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gi|333 HKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (14-38:20-42) 
 
                     10        20        30        40        50     
2MEPSP       DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
           60        70        80                                   
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPD                                   
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.2  bits: 18.5 E():   55 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (10-31:150-172) 
 
                                    10         20        30         
2MEPSP                      DASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
       40        50        60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (14-38:21-43) 
 
                      10        20        30        40        50    
2MEPSP        DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
            60        70        80                                  
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPD                                  
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (14-38:21-43) 
 
                      10        20        30        40        50    
2MEPSP        DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|375 IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
            60        70        80                                  
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPD                                  
                                                                    
gi|375 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (14-38:21-43) 
 
                      10        20        30        40        50    
2MEPSP        DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
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gi|333 IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
            60        70        80                                  
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPD                                  
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (14-38:21-43) 
 
                      10        20        30        40        50    
2MEPSP        DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
            60        70        80                                  
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPD                                  
                                                                    
gi|333 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.9  bits: 18.1 E():   56 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (14-38:25-47) 
 
                          10        20        30        40          
2MEPSP            DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFINELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
      50        60        70        80                              
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPD                              
                                                                    
gi|136 LVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRTINPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (14-38:29-51) 
 
                              10        20        30        40      
2MEPSP                DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
          50        60        70        80                          
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD                          
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (14-38:29-51) 
 
                              10        20        30        40      
2MEPSP                DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
          50        60        70        80                          
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD                          
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
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       60        70        80        90       100       110         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 18.9 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (57-65:14-22) 
 
         30        40        50        60        70        80       
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD       
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.6  bits: 19.8 E():   58 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (54-80:6-32) 
 
            30        40        50         60        70        80   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPD   
                                     .. : ::  : .:.: .   :..: . :   
gi|223                          INEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
                                        10        20         30     
 
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|148356691|emb|CAM56785.1| parvalbumin beta [Gadus m  (109 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 17.7 E():   59 
Smith-Waterman score: 42; 31.8% identity (63.6% similar) in 22 aa overlap (1-22:80-101) 
 
                                             10        20        30 
2MEPSP                               DASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   :.. ::         
gi|148 VIDQDKSGFIEEDELKLFLQVFKAGARALTDAETKAFLKAGDSDGDGAIGVEEWAVLVKA 
      50        60        70        80        90       100          
 
               40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (14-38:35-57) 
 
                                10        20        30        40    
2MEPSP                  DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
            50        60        70        80                        
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD                        
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (57-65:25-33) 
 
         30        40        50        60        70        80       
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD       
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (57-65:31-39) 
 
         30        40        50        60        70        80       
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD       
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (57-65:31-39) 
 
         30        40        50        60        70        80       
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD       
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.2  bits: 19.0 E():   62 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (13-57:204-252) 
 
                                 10        20           30          
2MEPSP                   DASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
      40         50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
       .  :: : :  ..:  . :                        
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN      
           240       250       260       270      
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.0 E():   62 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (57-65:32-40) 
 
         30        40        50        60        70        80       
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD       
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.2  bits: 19.0 E():   62 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (13-57:204-252) 
 
                                 10        20           30          
2MEPSP                   DASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
      40         50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
       .  :: : :  ..:  . :                        
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN      
           240       250       260       270      
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
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 initn:  39 init1:  39 opt:  47  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 47; 57.1% identity (71.4% similar) in 14 aa overlap (57-69:202-215) 
 
         30        40        50        60         70        80      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF-GRKHLKAIDVNMNKMPD      
                                     : :. :  :::::.                 
gi|424 SLPEFKNFLNFLQTNGLNAIEFLNNIHDLLGIPHIPVTGRKHLRRGVGITGLIDDIIAIL 
             180       190       200       210       220       230  
 
gi|424 PVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVETLKAMPEYQSLIQKLKDKGVDVDH 
             240       250       260       270       280       290  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.9  bits: 19.4 E():   64 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (19-37:97-115) 
 
                           10        20        30        40         
2MEPSP             DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
       50        60        70        80                             
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPD                             
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (32-57:175-201) 
 
              10        20        30         40        50        60 
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
               70        80                                         
2MEPSP EPFGRKHLKAIDVNMNKMPD                                         
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (32-57:175-201) 
 
              10        20        30         40        50        60 
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
               70        80                                         
2MEPSP EPFGRKHLKAIDVNMNKMPD                                         
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.8  bits: 19.0 E():   64 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (11-52:216-260) 
 
                                   10        20        30           
2MEPSP                     DASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
        40        50        60        70        80 
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2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
       :   ..  . : : :                             
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW    
         250       260       270       280         
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 18.6 E():   65 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (28-58:98-127) 
 
                  10        20        30        40        50        
2MEPSP    DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
        60        70        80                                      
2MEPSP PPREPFGRKHLKAIDVNMNKMPD                                      
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 18.6 E():   65 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (28-58:99-128) 
 
                  10        20        30        40        50        
2MEPSP    DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
        60        70        80                                      
2MEPSP PPREPFGRKHLKAIDVNMNKMPD                                      
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.8 E():   66 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (50-67:288-305) 
 
      20        30        40        50        60        70          
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
      80                                                            
2MEPSP D                                                            
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.5  bits: 18.2 E():   67 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (65-80:43-58) 
 
           40        50        60        70        80               
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD               
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.4 E():   75 
Smith-Waterman score: 41; 50.0% identity (85.7% similar) in 14 aa overlap (10-23:70-83) 
 
                                    10        20        30          
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2MEPSP                      DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :::: .::.... :                 
gi|215 SSLLKELEGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKE 
      40        50        60        70        80        90          
 
      40        50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
                                                 
gi|215 ESDDDMGFGLFD                              
     100       110                               
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.2 E():   76 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (59-72:41-54) 
 
       30        40        50        60        70        80         
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD         
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (3-28:103-127) 
 
                                           10        20        30   
2MEPSP                             DASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
             40        50        60        70        80             
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD             
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.2 E():   78 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (59-72:45-58) 
 
       30        40        50        60        70        80         
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD         
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (65-79:152-166) 
 
           40        50        60        70        80               
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD               
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (65-79:152-166) 
 
           40        50        60        70        80               
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2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD               
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (28-42:53-67) 
 
                  10        20        30        40        50        
2MEPSP    DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
        60        70        80                                      
2MEPSP PPREPFGRKHLKAIDVNMNKMPD                                      
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.5 E():   83 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (54-67:292-305) 
 
            30        40        50        60        70        80    
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD    
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.7  bits: 19.1 E():   84 
Smith-Waterman score: 49; 29.2% identity (48.6% similar) in 72 aa overlap (1-69:53-119) 
 
                                             10        20        30 
2MEPSP                               DASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     ... :  .: :  .   . ::::     :: 
gi|284 NLQDDLNDFLALVPTDEIVAIVMDYLANDAEVQEAVAYLQGDEFHKIVSTVEG-----LQ 
             30        40        50        60        70             
 
               40         50          60        70        80        
2MEPSP GDVKFAEVLEMMGAK-VTWTETSVTVTG--PPREPFGRKHLKAIDVNMNKMPD        
         ..:.. ::  :   : . .   .: :  :   :  ::: .                   
gi|284 EFTNFVQFLEDHGLDAVGYINQLHSVLGWDPYVPPSQRKHARRGVGVDGLIDDIIAILPI 
        80        90       100       110       120       130        
 
gi|284 DDLKALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDKGVDVDHYI 
       140       150       160       170       180       190        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 67.6  bits: 21.1 E():   85 
Smith-Waterman score: 50; 30.0% identity (53.3% similar) in 30 aa overlap (52-80:1586-1615) 
 
              30        40        50        60         70        80 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG-RKHLKAIDVNMNKMPD 
                                     :. . : ::. :     .  . .:.::  : 
gi|203 LEKHTDLLYEPGVQYKIIGNGKIKDDGSHYSIDIQGKPRKAFKLDADMMNFKLNVNKPED 
        1560      1570      1580      1590      1600      1610      
 
gi|203 SNKAQFSYTFNDYTETEEYEFDPHRAYYINWISSIRKYIQNFIVEDH 
        1620      1630      1640      1650      1660   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 18.7 E():   86 
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Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (23-42:285-304) 
 
                       10        20        30        40        50   
2MEPSP         DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
             60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPD 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.8 E():   86 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (12-25:13-26) 
 
                10        20        30        40        50          
2MEPSP  DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                   ::...  : :. ::                                   
gi|156 MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIK 
               10        20        30        40        50        60 
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.3 E():   89 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (12-31:218-237) 
 
                                  10        20        30        40  
2MEPSP                    DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
              50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.1  bits: 18.3 E():   91 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (30-58:189-216) 
 
                10        20        30        40         50         
2MEPSP  DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
       60        70        80           
2MEPSP PREPFGRKHLKAIDVNMNKMPD           
                                        
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.1  bits: 19.1 E():   91 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (43-78:59-97) 
 
             20        30        40        50           60          
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
      70        80                                                  
2MEPSP AIDVNMNKMPD                                                  
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.0  bits: 17.4 E():   91 
Smith-Waterman score: 41; 22.2% identity (52.8% similar) in 36 aa overlap (8-43:8-39) 
 
               10        20        30        40        50        60 
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2MEPSP DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
              :  .:. ..: .  . ::    .:.:   .. .  :                  
gi|344 MMKFIVLFALNAVASAGKMKFKDCG----KGEVTELDITDCSGDFCVLHRGKSVTLDAKF 
               10        20            30        40        50       
 
               70        80                                         
2MEPSP EPFGRKHLKAIDVNMNKMPD                                         
                                                                    
gi|344 VANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 42; 27.6% identity (69.0% similar) in 29 aa overlap (7-35:64-91) 
 
                                       10        20        30       
2MEPSP                         DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     .:. .: ..  : . .: . :...: .::  
gi|194 NLDYKKFIGTWVIAAGTSEALTQYKCWNDLFFFNNALVSKYTDS-KGKNRTTIRGRTKFE 
            40        50        60        70         80        90   
 
         40        50        60        70        80                 
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD                 
                                                                    
gi|194 GNKFTIDYDDEGKAFSAPYSVLATDYDNYAIVEGCPAAANGHVIYVQLRLTLRSFHPEQG 
            100       110       120       130       140       150   
 
>>gi|209734468|gb|ACI68103.1| Parvalbumin beta 1 [Salmo   (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.0 E():   93 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (1-22:80-101) 
 
                                             10        20        30 
2MEPSP                               DASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|209 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
               40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
 
>>gi|2493445|sp|Q91482.1|PRVB1_SALSA RecName: Full=Parva  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.0 E():   93 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (1-22:80-101) 
 
                                             10        20        30 
2MEPSP                               DASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|249 VIDQDASGFIEVEELKLFLQNFCPKARELTDAETKAFLKAGDADGDGMIGIDEFAVLVKQ 
      50        60        70        80        90       100          
 
               40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
 
>>gi|288557438|emb|CAX32966.1| parvalbumin [Salvelinus f  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.0 E():   93 
Smith-Waterman score: 40; 27.3% identity (59.1% similar) in 22 aa overlap (1-22:80-101) 
 
                                             10        20        30 
2MEPSP                               DASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: :   : . ..         
gi|288 VIDQDASGFIEVEELKLFLQNFCPKARVLTDAETKAFLKAGDADGDGMIGIDEFAVWVKQ 
      50        60        70        80        90       100          
 
               40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (56-80:129-153) 
 
          30        40        50        60        70        80      
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2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD      
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.1 E():   96 
Smith-Waterman score: 40; 28.0% identity (56.0% similar) in 25 aa overlap (1-25:79-103) 
 
                                             10        20        30 
2MEPSP                               DASSASYFLAGAAITGGTVTVEGCGTTSLQ 
                                     :: . ... :: .   : . :.  :      
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
               40        50        60        70        80 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
                                                          
gi|131 WGAKG                                              
      110                                                 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.5  bits: 18.3 E():   97 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (23-68:85-134) 
 
                       10        20        30         40            
2MEPSP         DASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
       50        60        70        80                             
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPD                             
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:54 2011 done: Tue Apr 19 10:57:54 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 254  - 333 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     2     0:= 
  30    17     2:*===== 
  32    11     8:==*= 
  34    24    22:=======* 
  36    33    44:===========   * 
  38    59    73:====================    * 
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  40   114   102:=================================*==== 
  42   123   125:=========================================* 
  44   116   138:=======================================      * 
  46   174   140:==============================================*=========== 
  48   153   134:============================================*====== 
  50   146   122:========================================*======== 
  52   108   108:===================================* 
  54    69    92:=======================       * 
  56    57    77:===================      * 
  58    55    63:=================== * 
  60    41    51:==============  * 
  62    26    41:=========    * 
  64    26    33:========= * 
  66    22    26:========* 
  68    12    20:====  * 
  70    26    16:=====*=== 
  72    13    12:===*= 
  74     4    10:== * 
  76     8     8:==* 
  78    11     6:=*== 
  80     4     5:=* 
  82     4     3:*= 
  84     1     3:* 
  86     3     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     8     0:===       *======== 
 102     5     0:==        *===== 
 104     2     0:=         *== 
 106     0     0:          * 
 108     3     0:=         *=== 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.60480.00307; mu= 13.7501 0.159 
 mean_var=30.1526 7.986, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.233567 
 Kolmogorov-Smirnov  statistic: 0.0427 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.2    0.46 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   64 25.2    0.46 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.2    0.46 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.6    0.73 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.6    0.73 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.2    0.93 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.2    0.93 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 23.9     1.1 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 23.9     1.1 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 23.9     1.2 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 23.9     1.2 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 23.9     1.2 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 23.9     1.2 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 23.9     1.2 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   60 23.9     1.2 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 23.9     1.2 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   60 23.9     1.2 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.5     1.5 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.2     1.7 
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gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.5       3 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   58 23.4     4.1 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.5       6 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 23.1     6.5 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.1     6.5 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 23.2     6.6 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.2     6.8 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.2     6.8 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.2     7.8 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   56 22.8     8.1 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 20.9     9.6 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.3      12 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.5      13 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   51 20.9      13 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   51 20.9      14 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.2      15 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.0      17 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.8      17 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.0      18 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   52 21.4      19 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.8      20 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.9      20 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   47 19.5      20 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.3      23 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   51 21.1      23 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.5      24 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.3      24 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.3      24 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.3      24 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.3      25 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.3      25 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.3      27 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.1      28 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.8      30 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.2      31 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.2      31 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.2      32 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.2      32 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.0      32 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.2      35 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   48 20.0      39 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   47 19.6      40 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.5      42 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.5      44 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.3      45 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.1      46 
gi|19069920|emb|CAA09887.4| allergen [Malassezia s ( 342)   47 19.7      47 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 18.1      48 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   43 18.1      48 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 18.1      48 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.3      49 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.3      49 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.9      50 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   47 19.7      54 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.1      54 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.1      54 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.1      54 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.1      54 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.1      54 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.1      54 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.1      54 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.5      54 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.1      55 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.1      57 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.1      57 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.9      57 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.9      58 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.1      59 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   47 19.7      59 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      60 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.0      62 
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gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.0      62 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.0      62 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 19.0      62 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 19.0      62 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 19.8      64 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.0      64 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.0      64 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 19.0      65 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.6      65 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.4      65 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.6      65 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.2      66 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.8      67 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.4      74 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.2      76 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.2      77 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.2      77 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.2      79 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.2      79 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.8      82 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.4      84 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.0      84 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.9      86 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.7      86 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.1      88 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.3      88 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   41 17.5      90 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.3      91 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      92 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   42 17.9      92 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.3      94 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      97 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.5      99 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   41 17.5   1e 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 108.5  bits: 25.2 E(): 0.46 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (16-73:16-77) 
 
               10          20        30        40           50      
2MEPSP ASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCMST 
               10        20        30         40        50          
 
          60        70        80                                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDV                                    
       ::  .: :..:    : :                                           
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 108.5  bits: 25.2 E(): 0.46 
Smith-Waterman score: 64; 26.7% identity (54.7% similar) in 75 aa overlap (3-73:4-77) 
 
                10         20        30        40           50      
2MEPSP  ASSASYFLAGAAITGGTV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
          ... : .. ..:: .  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          60        70        80                                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDV                                    
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 108.5  bits: 25.2 E(): 0.46 
Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (16-73:16-77) 
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               10          20        30         40        50        
2MEPSP ASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . :..    :.  . :: 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP PPREPFGRKHLKAIDVNMNKMPDV                                     
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 104.9  bits: 24.6 E(): 0.73 
Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (16-73:16-77) 
 
               10          20        30         40        50        
2MEPSP ASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP PPREPFGRKHLKAIDVNMNKMPDV                                     
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 104.9  bits: 24.6 E(): 0.73 
Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (16-73:16-77) 
 
               10          20        30        40           50      
2MEPSP ASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCMST 
               10        20        30         40        50          
 
          60        70        80                                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDV                                    
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.1  bits: 24.2 E(): 0.93 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (16-73:16-77) 
 
               10          20        30        40           50      
2MEPSP ASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          60        70        80                                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDV                                    
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.1  bits: 24.2 E(): 0.93 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (16-73:16-77) 
 
               10          20        30        40           50      
2MEPSP ASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          60        70        80                                    
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2MEPSP GPPREPFGRKHLKAIDVNMNKMPDV                                    
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.6  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (16-73:16-77) 
 
               10          20        30        40           50      
2MEPSP ASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          60        70        80                                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDV                                    
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.6  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (16-73:16-77) 
 
               10          20        30        40           50      
2MEPSP ASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          60        70        80                                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDV                                    
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.2  bits: 23.9 E():  1.2 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (16-73:16-77) 
 
               10          20        30        40           50      
2MEPSP ASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          60        70        80                                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDV                                    
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.2  bits: 23.9 E():  1.2 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (16-73:16-77) 
 
               10          20        30        40           50      
2MEPSP ASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          60        70        80                                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDV                                    
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.2  bits: 23.9 E():  1.2 
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Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (16-73:16-77) 
 
               10          20        30        40           50      
2MEPSP ASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          60        70        80                                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDV                                    
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.2  bits: 23.9 E():  1.2 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (16-73:16-77) 
 
               10          20        30        40           50      
2MEPSP ASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|145 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          60        70        80                                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDV                                    
       ::  .: :..:    : :                                           
gi|145 GPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.2  bits: 23.9 E():  1.2 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (16-73:16-77) 
 
               10          20        30        40           50      
2MEPSP ASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          60        70        80                                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDV                                    
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.2  bits: 23.9 E():  1.2 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (16-73:16-77) 
 
               10          20        30        40           50      
2MEPSP ASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          60        70        80                                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDV                                    
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.2  bits: 23.9 E():  1.2 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (16-73:16-77) 
 
               10          20        30        40           50      
2MEPSP ASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
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          60        70        80                                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDV                                    
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  60  Z-score: 101.0  bits: 23.9 E():  1.2 
Smith-Waterman score: 60; 29.2% identity (54.2% similar) in 48 aa overlap (10-56:83-130) 
 
                                    10        20         30         
2MEPSP                      ASSASYFLAGAAITGGTVTVEGCGTTS-LQGDVKFAEVL 
                                     :.: . :.  : :  :.. .  : :  .:. 
gi|583 VKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVV 
             60        70        80        90       100       110   
 
       40        50        60        70        80      
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV      
       .  :    :...: :  :                              
gi|583 KHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP 
            120       130       140       150          
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 99.4  bits: 23.5 E():  1.5 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (16-73:16-77) 
 
               10          20        30         40        50        
2MEPSP ASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMSTG 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP PPREPFGRKHLKAIDVNMNKMPDV                                     
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.3  bits: 23.2 E():  1.7 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (54-77:85-109) 
 
            30        40        50         60        70        80   
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDV   
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 94.0  bits: 22.5 E():    3 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (16-73:16-77) 
 
               10          20        30         40        50        
2MEPSP ASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCMSTG 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP PPREPFGRKHLKAIDVNMNKMPDV                                     
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  42 init1:  42 opt:  58  Z-score: 91.4  bits: 23.4 E():  4.1 
Smith-Waterman score: 58; 21.8% identity (59.0% similar) in 78 aa overlap (4-79:105-182) 
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                                          10        20         30   
2MEPSP                            ASSASYFLAGAAITGGTVTVEGCGTTS-LQGDV 
                                     :..  ::..:   :. . . :  : .  :: 
gi|513 RLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDV 
           80        90       100       110       120       130     
 
             40        50         60        70        80            
2MEPSP KFAEVLEMMGAKVTWTETS-VTVTGPPREPFGRKHLKAIDVNMNKMPDV            
       ....  ...  .    ::. . .   :.: . .: : ..:...: . .             
gi|513 QYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNA 
          140       150       160       170       180       190     
 
gi|513 TVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVA 
          200       210       220       230       240       250     
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 88.5  bits: 21.5 E():    6 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (16-73:16-77) 
 
               10          20        30        40           50      
2MEPSP ASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : .: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          60        70        80                                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDV                                    
       ::   : :..:    : :                                           
gi|160 GPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.9  bits: 23.1 E():  6.5 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (63-79:399-415) 
 
             40        50        60        70        80             
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV             
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.8  bits: 23.1 E():  6.5 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (63-79:402-418) 
 
             40        50        60        70        80             
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV             
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.8  bits: 23.2 E():  6.6 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (63-79:403-419) 
 
             40        50        60        70        80             
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV             
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
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>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.6  bits: 23.2 E():  6.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (63-79:422-438) 
 
             40        50        60        70        80             
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV             
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.6  bits: 23.2 E():  6.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (63-79:422-438) 
 
             40        50        60        70        80             
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV             
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.5  bits: 21.2 E():  7.8 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (25-71:30-74) 
 
                    10        20        30        40        50      
2MEPSP      ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDV                                    
       :  .  :  ....:::                                             
gi|169 GETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
                 70        80        90       100       110         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  42 init1:  42 opt:  56  Z-score: 86.2  bits: 22.8 E():  8.1 
Smith-Waterman score: 60; 30.0% identity (50.0% similar) in 50 aa overlap (14-63:50-97) 
 
                                10        20        30        40    
2MEPSP                  ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                     : .:.  . :: :  :: .   . .. ::  
gi|947 LAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCGGT-WQGIIDKLDYIQGMGF 
      20        30        40        50        60         70         
 
            50        60        70        80                        
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV                        
        . :  : ::.  :    .:                                         
gi|947 TAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTADDLKALSSALHERGMYLMV 
       80         90       100       110       120       130        
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 84.9  bits: 20.9 E():  9.6 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (16-73:16-77) 
 
               10          20        30        40           50      
2MEPSP ASSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          60        70        80                                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDV                                    
       ::  .: :...    : :                                           
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gi|160 GPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.3  bits: 21.3 E():   12 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (13-32:208-227) 
 
                                 10        20        30        40   
2MEPSP                   ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
             50        60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                              
gi|111 KPEFIDIINAAAVKSA                       
       240       250                          
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 82.5  bits: 20.5 E():   13 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (24-74:38-88) 
 
                      10        20        30        40        50    
2MEPSP        ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
            60         70        80                                 
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDV                                 
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.2  bits: 20.9 E():   13 
Smith-Waterman score: 51; 27.1% identity (52.5% similar) in 59 aa overlap (26-79:93-150) 
 
                    10        20        30           40          50 
2MEPSP      ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
               60        70        80                               
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDV                               
          .  ::  : .:.: .   :..: . :                                
gi|289 HSIIGLPPFVPPSRRHARR-GVGINGLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.1  bits: 20.9 E():   14 
Smith-Waterman score: 51; 27.1% identity (52.5% similar) in 59 aa overlap (26-79:96-153) 
 
                    10        20        30           40          50 
2MEPSP      ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
               60        70        80                               
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDV                               
          .  ::  : .:.: .   :..: . :                                
gi|424 HSIIGLPPFVPPSRRHARR-GVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.5  bits: 20.2 E():   15 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (13-37:35-57) 
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                                 10        20        30        40   
2MEPSP                   ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
             50        60        70        80                       
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV                       
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.3  bits: 21.0 E():   17 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (30-78:228-277) 
 
                10        20        30        40        50          
2MEPSP  ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
      60        70         80                          
2MEPSP EPFGRKHLKAI-DVNMNKMPDV                          
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (38-64:9-37) 
 
        10        20        30        40        50         60       
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
          70        80                                              
2MEPSP HLKAIDVNMNKMPDV                                              
                                                                    
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 79.9  bits: 21.0 E():   18 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (30-78:247-296) 
 
                10        20        30        40        50          
2MEPSP  ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
      60        70         80                          
2MEPSP EPFGRKHLKAI-DVNMNKMPDV                          
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 79.6  bits: 21.4 E():   19 
Smith-Waterman score: 52; 25.5% identity (63.6% similar) in 55 aa overlap (29-80:306-360) 
 
                 10        20        30         40        50        
2MEPSP   ASSASYFLAGAAITGGTVTVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
          60        70        80                                    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8292

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP PR--EPFGRKHLKAIDVNMNKMPDV                                    
        :  . . .:  .:. ...:.. .:                                    
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.2  bits: 19.8 E():   20 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (25-71:30-74) 
 
                    10        20        30        40        50      
2MEPSP      ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDV                                    
       :  .  :  .....::                                             
gi|374 GETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
                 70        80        90       100       110         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.1  bits: 19.9 E():   20 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (41-59:1-18) 
 
               20        30        40        50        60        70 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
               80                                                   
2MEPSP DVNMNKMPDV                                                   
                                                                    
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 78.9  bits: 19.5 E():   20 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (53-79:20-46) 
 
             30        40        50         60        70        80  
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDV  
                                     .. : ::  : .:.: .   :..: . :   
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
                          10        20        30         40         
 
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 77.9  bits: 20.3 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (22-67:68-117) 
 
                        10        20        30         40           
2MEPSP          ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
        50        60        70        80                            
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV                            
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 77.8  bits: 21.1 E():   23 
Smith-Waterman score: 51; 24.5% identity (65.3% similar) in 49 aa overlap (34-80:312-360) 
 
            10        20        30        40        50          60  
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2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
              70        80                                          
2MEPSP FGRKHLKAIDVNMNKMPDV                                          
       . .:  .:. ...:.. .:                                          
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 77.7  bits: 19.5 E():   24 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (3-29:9-38) 
 
                        10        20        30        40        50  
2MEPSP       ASSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
               ::  ::   :.:.:  .:: ::: . .: :                       
gi|110 MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKHCQMYVQQE 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDV                                
                                                                    
gi|110 VQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQE 
               70        80        90       100       110       120 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 77.6  bits: 20.3 E():   24 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (22-67:79-128) 
 
                        10        20        30         40           
2MEPSP          ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
        50        60        70        80                            
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV                            
         ..::.:   .::..  :.                                         
gi|126 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 77.6  bits: 20.3 E():   24 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (22-67:79-128) 
 
                        10        20        30         40           
2MEPSP          ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
        50        60        70        80                            
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV                            
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 77.6  bits: 20.3 E():   24 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (22-67:79-128) 
 
                        10        20        30         40           
2MEPSP          ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
        50        60        70        80                            
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV                            
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         ..::.:   .::..  :.                                         
gi|752 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGT 
      110       120       130       140       150       160         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (25-77:114-161) 
 
                     10        20        30        40        50     
2MEPSP       ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
           60        70        80                                   
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDV                                   
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (4-31:133-160) 
 
                                          10        20        30    
2MEPSP                            ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
            40        50        60        70        80              
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV              
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.6  bits: 20.3 E():   27 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (21-45:282-306) 
 
                         10        20        30        40        50 
2MEPSP           ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
               60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.6  bits: 21.1 E():   28 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (63-79:430-446) 
 
             40        50        60        70        80             
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV             
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.8  bits: 18.8 E():   30 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (8-58:1-49) 
 
               10        20        30        40        50        60 
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
              .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  ::   
gi|144        MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAV--PPAC 
                      10        20        30        40          50  
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               70        80                                         
2MEPSP PFGRKHLKAIDVNMNKMPDV                                         
                                                                    
gi|144 CNGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNC 
              60        70        80        90       100       110  
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (26-41:135-150) 
 
                    10        20        30        40        50      
2MEPSP      ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
          60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDV 
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (34-66:82-109) 
 
            10        20        30        40        50        60    
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
            70        80                                    
2MEPSP RKHLKAIDVNMNKMPDV                                    
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (41-59:1-18) 
 
               20        30        40        50        60        70 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVITPPRLFKALVLEADT 
                                              10        20          
 
               80                                                   
2MEPSP DVNMNKMPDV                                                   
                                                                    
gi|444 LIPKIAPQSVKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (41-59:1-18) 
 
               20        30        40        50        60        70 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
               80                                                   
2MEPSP DVNMNKMPDV                                                   
                                                                    
gi|444 LIPKIAPQSVKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (31-56:175-201) 
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               10        20        30         40        50          
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
      60        70        80                                        
2MEPSP EPFGRKHLKAIDVNMNKMPDV                                        
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 19.2 E():   35 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (32-58:4-30) 
 
              10        20        30        40        50        60  
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
              70        80                                          
2MEPSP FGRKHLKAIDVNMNKMPDV                                          
                                                                    
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 73.7  bits: 20.0 E():   39 
Smith-Waterman score: 48; 23.4% identity (57.1% similar) in 77 aa overlap (2-75:222-292) 
 
                                            10        20        30  
2MEPSP                              ASSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
                 40        50        60        70        80         
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV         
          .... :. . ..  .  ..: .. ::  :      ..:  ::.:              
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIE------ISAPGVNVNSTYTGNRYVSLSG 
             260       270       280             290       300      
 
gi|122 TSMATPHVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
         310       320       330       340       350       360  
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.7  bits: 19.6 E():   40 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (53-79:170-196) 
 
             30        40        50         60        70        80  
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDV  
                                     .. : ::  : .:.: .   :..: . :   
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
     140       150       160       170       180        190         
 
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.1  bits: 18.5 E():   42 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (13-37:19-41) 
 
                     10        20        30        40        50     
2MEPSP       ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                         : :..: .. :   . .::. :.::                  
gi|131 QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVERDH 
               10        20         30         40        50         
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           60        70        80                                   
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDV                                   
                                                                    
gi|131 KNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.8  bits: 18.5 E():   44 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (13-37:25-47) 
 
                           10        20        30        40         
2MEPSP             ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
       50        60        70        80                             
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV                             
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 19.3 E():   45 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (53-66:15-28) 
 
             30        40        50        60        70        80   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV   
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.4  bits: 20.1 E():   46 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (38-77:312-353) 
 
        10        20        30        40        50          60      
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
          70        80                                              
2MEPSP HLKAIDVNMNKMPDV                                              
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|19069920|emb|CAA09887.4| allergen [Malassezia sympo  (342 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 72.2  bits: 19.7 E():   47 
Smith-Waterman score: 47; 27.1% identity (66.7% similar) in 48 aa overlap (1-48:54-100) 
 
                                             10        20        30 
2MEPSP                               ASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     :..:.  .::.: .::. .: . ..... . 
gi|190 APQEAGHKGEGFLHDAKDRLQGFAGHGHHNAQNAASGVAGSAGAGGAPSVPS-ANVDVTN 
            30        40        50        60        70         80   
 
               40        50        60        70        80           
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV           
        :. : :   . :  .:.                                           
gi|190 PVNDASVQGGVEAPRSWSTQLPQSQSVADTTGATSAGRNNLTQTTSTGSGVNVAAGNVDQ 
             90       100       110       120       130       140   
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (1-22:63-84) 
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                                             10        20        30 
2MEPSP                               ASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|185 EADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAP 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                                          
gi|185 EAAKEEEKEESDEDMGFGLFD                              
            100       110                                 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 43; 40.9% identity (68.2% similar) in 22 aa overlap (1-22:63-84) 
 
                                             10        20        30 
2MEPSP                               ASSASYFLAGAAITGGTVTVEGCGTTSLQG 
                                     ::  :   .::: .::.... :         
gi|117 EADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAP 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                                          
gi|117 EAAKEEEKEESDEDMGFGLFD                              
            100       110                                 
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 72.1  bits: 18.1 E():   48 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (8-58:1-49) 
 
               10        20        30        40        50        60 
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
              .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  ::   
gi|506        MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRNGGAV--PPAC 
                      10        20        30        40          50  
 
               70        80                                         
2MEPSP PFGRKHLKAIDVNMNKMPDV                                         
                                                                    
gi|506 CNGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNC 
              60        70        80        90       100       110  
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 19.3 E():   49 
Smith-Waterman score: 53; 24.1% identity (58.6% similar) in 58 aa overlap (2-59:2-53) 
 
               10        20        30        40        50        60 
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
        .:.: .::  ..... :.. .::  ..       ..   .: :  : :...:  : :.  
gi|109 MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK--WLEAKATWYGAPKG 
                10        20        30           40          50     
 
               70        80                                         
2MEPSP PFGRKHLKAIDVNMNKMPDV                                         
                                                                    
gi|109 AGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIH 
           60        70        80        90       100       110     
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 19.3 E():   49 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (40-63:7-30) 
 
      10        20        30        40        50        60          
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
      70        80                                                  
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2MEPSP IDVNMNKMPDV                                                  
                                                                    
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.9  bits: 18.9 E():   50 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (64-79:152-167) 
 
            40        50        60        70        80              
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV              
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.3  bits: 19.7 E():   54 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (53-79:291-317) 
 
             30        40        50         60        70        80  
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDV  
                                     .. : ::  : .:.: .   :..: . :   
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
              270       280       290       300        310          
 
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.3  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (13-37:20-42) 
 
                      10        20        30        40        50    
2MEPSP        ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
            60        70        80                                  
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDV                                  
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.3  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (13-37:20-42) 
 
                      10        20        30        40        50    
2MEPSP        ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
            60        70        80                                  
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDV                                  
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.3  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (13-37:20-42) 
 
                      10        20        30        40        50    
2MEPSP        ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :   . .::. :.::                 
gi|333 WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVERD 
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               10        20          30        40        50         
 
            60        70        80                                  
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDV                                  
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (13-37:21-43) 
 
                       10        20        30        40        50   
2MEPSP         ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
             60        70        80                                 
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDV                                 
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (13-37:21-43) 
 
                       10        20        30        40        50   
2MEPSP         ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
             60        70        80                                 
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDV                                 
                                                                    
gi|333 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (13-37:21-43) 
 
                       10        20        30        40        50   
2MEPSP         ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
             60        70        80                                 
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDV                                 
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (13-37:21-43) 
 
                       10        20        30        40        50   
2MEPSP         ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|375 IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
             60        70        80                                 
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDV                                 
                                                                    
gi|375 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
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>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.2  bits: 18.5 E():   54 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (9-30:150-172) 
 
                                     10         20        30        
2MEPSP                       ASSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
        40        50        60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.1 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (13-37:25-47) 
 
                           10        20        30        40         
2MEPSP             ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFINELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
       50        60        70        80                             
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV                             
                                                                    
gi|136 LVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRTINPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (13-37:29-51) 
 
                               10        20        30        40     
2MEPSP                 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
           50        60        70        80                         
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV                         
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (13-37:29-51) 
 
                               10        20        30        40     
2MEPSP                 ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
           50        60        70        80                         
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV                         
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (48-80:43-76) 
 
        20        30        40        50        60         70       
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
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         80                                                         
2MEPSP MPDV                                                         
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 18.9 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (56-64:14-22) 
 
          30        40        50        60        70        80      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV      
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.1 E():   59 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (13-37:35-57) 
 
                                 10        20        30        40   
2MEPSP                   ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
             50        60        70        80                       
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV                       
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.5  bits: 19.7 E():   59 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (53-79:6-32) 
 
             30        40        50         60        70        80  
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDV  
                                     .. : ::  : .:.: .   :..: . :   
gi|223                          INEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
                                        10        20         30     
 
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   60 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (56-64:25-33) 
 
          30        40        50        60        70        80      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV      
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.0 E():   62 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (56-64:31-39) 
 
          30        40        50        60        70        80      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV      
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
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gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.0 E():   62 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (56-64:31-39) 
 
          30        40        50        60        70        80      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV      
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.0 E():   62 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (56-64:32-40) 
 
          30        40        50        60        70        80      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV      
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.2  bits: 19.0 E():   62 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (12-56:204-252) 
 
                                  10        20           30         
2MEPSP                    ASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
       40         50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
       .  :: : :  ..:  . :                         
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN       
           240       250       260       270       
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.2  bits: 19.0 E():   62 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (12-56:204-252) 
 
                                  10        20           30         
2MEPSP                    ASSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
       40         50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
       .  :: : :  ..:  . :                         
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN       
           240       250       260       270       
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 47; 57.1% identity (71.4% similar) in 14 aa overlap (56-68:202-215) 
 
          30        40        50        60         70        80     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF-GRKHLKAIDVNMNKMPDV     
                                     : :. :  :::::.                 
gi|424 SLPEFKNFLNFLQTNGLNAIEFLNNIHDLLGIPHIPVTGRKHLRRGVGITGLIDDIIAIL 
             180       190       200       210       220       230  
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gi|424 PVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVETLKAMPEYQSLIQKLKDKGVDVDH 
             240       250       260       270       280       290  
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.8  bits: 19.0 E():   64 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (31-56:175-201) 
 
               10        20        30         40        50          
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
      60        70        80                                        
2MEPSP EPFGRKHLKAIDVNMNKMPDV                                        
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.8  bits: 19.0 E():   64 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (31-56:175-201) 
 
               10        20        30         40        50          
2MEPSP ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
      60        70        80                                        
2MEPSP EPFGRKHLKAIDVNMNKMPDV                                        
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.8  bits: 19.0 E():   65 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (10-51:216-260) 
 
                                    10        20           30       
2MEPSP                      ASSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
         40        50        60        70        80 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
       :   ..  . : : :                              
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW     
         250       260       270       280          
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 18.6 E():   65 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (27-57:98-127) 
 
                   10        20        30        40        50       
2MEPSP     ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
         60        70        80                                     
2MEPSP PPREPFGRKHLKAIDVNMNKMPDV                                     
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (18-36:97-115) 
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                            10        20        30        40        
2MEPSP              ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
        50        60        70        80                            
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV                            
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 18.6 E():   65 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (27-57:99-128) 
 
                   10        20        30        40        50       
2MEPSP     ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
         60        70        80                                     
2MEPSP PPREPFGRKHLKAIDVNMNKMPDV                                     
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.6  bits: 18.2 E():   66 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (64-79:43-58) 
 
            40        50        60        70        80              
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV              
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.5  bits: 19.8 E():   67 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (49-66:288-305) 
 
       20        30        40        50        60        70         
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
       80                                                           
2MEPSP DV                                                           
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 41; 50.0% identity (85.7% similar) in 14 aa overlap (9-22:70-83) 
 
                                     10        20        30         
2MEPSP                       ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :::: .::.... :                 
gi|215 SSLLKELEGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKE 
      40        50        60        70        80        90          
 
       40        50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
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gi|215 ESDDDMGFGLFD                               
     100       110                                
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.2 E():   76 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (58-71:41-54) 
 
        30        40        50        60        70        80        
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV        
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (2-27:103-127) 
 
                                            10        20        30  
2MEPSP                              ASSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
              40        50        60        70        80            
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV            
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (58-71:45-58) 
 
        30        40        50        60        70        80        
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV        
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (64-78:152-166) 
 
            40        50        60        70        80              
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV              
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (64-78:152-166) 
 
            40        50        60        70        80              
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV              
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
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>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (27-41:53-67) 
 
                   10        20        30        40        50       
2MEPSP     ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
         60        70        80                                     
2MEPSP PPREPFGRKHLKAIDVNMNKMPDV                                     
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (53-66:292-305) 
 
             30        40        50        60        70        80   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV   
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 48; 30.9% identity (47.1% similar) in 68 aa overlap (4-68:57-119) 
 
                                          10        20        30    
2MEPSP                            ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :  .: :  .   . ::::     ::  .. 
gi|284 DLNDFLALVPTDEIVAIVMDYLANDAEVQEAVAYLQGDEFHKIVSTVEG-----LQEFTN 
         30        40        50        60        70             80  
 
            40         50          60        70        80           
2MEPSP FAEVLEMMGAK-VTWTETSVTVTG--PPREPFGRKHLKAIDVNMNKMPDV           
       :.. ::  :   : . .   .: :  :   :  ::: .                       
gi|284 FVQFLEDHGLDAVGYINQLHSVLGWDPYVPPSQRKHARRGVGVDGLIDDIIAILPIDDLK 
              90       100       110       120       130       140  
 
gi|284 ALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDKGVDVDHYIELIR 
             150       160       170       180       190       200  
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (11-24:13-26) 
 
                 10        20        30        40        50         
2MEPSP   ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                   ::...  : :. ::                                   
gi|156 MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIK 
               10        20        30        40        50        60 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 18.7 E():   86 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (22-41:285-304) 
 
                        10        20        30        40        50  
2MEPSP          ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
              60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDV 
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>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 67.3  bits: 21.1 E():   88 
Smith-Waterman score: 50; 30.0% identity (53.3% similar) in 30 aa overlap (51-79:1586-1615) 
 
               30        40        50        60         70          
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG-RKHLKAIDVNMNKMPD 
                                     :. . : ::. :     .  . .:.::  : 
gi|203 LEKHTDLLYEPGVQYKIIGNGKIKDDGSHYSIDIQGKPRKAFKLDADMMNFKLNVNKPED 
        1560      1570      1580      1590      1600      1610      
 
      80                                               
2MEPSP V                                               
                                                       
gi|203 SNKAQFSYTFNDYTETEEYEFDPHRAYYINWISSIRKYIQNFIVEDH 
        1620      1630      1640      1650      1660   
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.3 E():   88 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (11-30:218-237) 
 
                                   10        20        30        40 
2MEPSP                     ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
               50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.1  bits: 17.5 E():   90 
Smith-Waterman score: 41; 22.2% identity (52.8% similar) in 36 aa overlap (7-42:8-39) 
 
                10        20        30        40        50          
2MEPSP  ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
              :  .:. ..: .  . ::    .:.:   .. .  :                  
gi|344 MMKFIVLFALNAVASAGKMKFKDCG----KGEVTELDITDCSGDFCVLHRGKSVTLDAKF 
               10        20            30        40        50       
 
      60        70        80                                        
2MEPSP EPFGRKHLKAIDVNMNKMPDV                                        
                                                                    
gi|344 VANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.1  bits: 18.3 E():   91 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (29-57:189-216) 
 
                 10        20        30        40         50        
2MEPSP   ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
        60        70        80          
2MEPSP PREPFGRKHLKAIDVNMNKMPDV          
                                        
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.0  bits: 19.1 E():   92 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (42-77:59-97) 
 
              20        30        40        50           60         
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
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       70        80                                                 
2MEPSP AIDVNMNKMPDV                                                 
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 67.0  bits: 17.9 E():   92 
Smith-Waterman score: 42; 27.6% identity (69.0% similar) in 29 aa overlap (6-34:64-91) 
 
                                        10        20        30      
2MEPSP                          ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     .:. .: ..  : . .: . :...: .::  
gi|194 NLDYKKFIGTWVIAAGTSEALTQYKCWNDLFFFNNALVSKYTDS-KGKNRTTIRGRTKFE 
            40        50        60        70         80        90   
 
          40        50        60        70        80                
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV                
                                                                    
gi|194 GNKFTIDYDDEGKAFSAPYSVLATDYDNYAIVEGCPAAANGHVIYVQLRLTLRSFHPEQG 
            100       110       120       130       140       150   
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (55-79:129-153) 
 
           30        40        50        60        70        80     
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV     
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.5  bits: 18.3 E():   97 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (22-67:85-134) 
 
                        10        20        30         40           
2MEPSP          ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
        50        60        70        80                            
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV                            
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.3  bits: 17.5 E():   99 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (32-51:39-63) 
 
              10        20        30        40             50       
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
         60        70        80                                     
2MEPSP PPREPFGRKHLKAIDVNMNKMPDV                                     
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 41; 25.0% identity (53.1% similar) in 32 aa overlap (5-36:100-131) 
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                                         10        20        30     
2MEPSP                           ASSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: .  .:  ::   ..  .    .::... 
gi|534 HRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYHTKGDISL 
      70        80        90       100       110       120          
 
           40        50        60        70        80 
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
        :                                             
gi|534 NEEEIKAGKEKGAGLFKAVENYLVAHPNAYN                
     130       140       150       160                
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:54 2011 done: Tue Apr 19 10:57:54 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 255  - 334 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     2     0:= 
  30    14     2:*==== 
  32    15     8:==*== 
  34    22    22:=======* 
  36    28    44:==========    * 
  38    60    73:====================    * 
  40   120   102:=================================*====== 
  42   129   125:=========================================*= 
  44   122   138:=========================================    * 
  46   170   140:==============================================*========== 
  48   150   134:============================================*===== 
  50   144   122:========================================*======= 
  52   107   108:===================================* 
  54    68    92:=======================       * 
  56    61    77:=====================    * 
  58    47    63:================    * 
  60    43    51:=============== * 
  62    27    41:=========    * 
  64    25    33:========= * 
  66    23    26:========* 
  68    11    20:====  * 
  70    25    16:=====*=== 
  72    14    12:===*= 
  74     3    10:=  * 
  76     8     8:==* 
  78    11     6:=*== 
  80     6     5:=* 
  82     3     3:* 
  84     1     3:* 
  86     2     2:* 
  88     6     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
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  96     0     1:*         :* 
  98     1     0:=         *= 
 100     4     0:==        *==== 
 102     7     0:===       *======= 
 104     3     0:=         *=== 
 106     1     0:=         *= 
 108     3     0:=         *=== 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.50000.00306; mu= 14.2209 0.158 
 mean_var=29.8264 7.900, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.234841 
 Kolmogorov-Smirnov  statistic: 0.0451 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.3    0.44 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   64 25.3    0.44 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.3    0.44 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.6     0.7 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.6     0.7 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.3    0.88 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.3    0.88 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 23.9     1.1 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 23.9     1.1 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 24.0     1.1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   60 24.0     1.2 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.6     1.4 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.3     1.6 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.6     2.9 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   58 23.5     3.9 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.6     5.8 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 23.2     6.1 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.2     6.1 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 23.3     6.1 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.3     6.3 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.3     6.3 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.3     7.5 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 20.9     9.2 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.4      11 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.6      12 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   51 21.0      13 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   51 21.0      13 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.2      14 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.1      16 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.9      17 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.1      17 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   52 21.5      18 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.9      19 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   52 21.6      19 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.9      19 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   47 19.5      20 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   51 21.2      22 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      22 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.4      23 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.4      23 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.4      23 
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gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.5      23 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.4      24 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.4      24 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.2      26 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.4      26 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.2      30 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.8      30 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.2      31 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.2      31 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.2      31 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.1      31 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.3      34 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   48 20.1      38 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   47 19.7      38 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.5      41 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.3      43 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.5      43 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.2      44 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      47 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      47 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 18.1      47 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.0      48 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   47 19.8      51 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.2      52 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.2      52 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.2      52 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.6      53 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.2      53 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.2      53 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.2      53 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.2      53 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.2      54 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.0      55 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.2      55 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.2      55 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   47 19.8      56 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      56 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.2      57 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      58 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.0      59 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.0      59 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 19.0      59 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 19.0      59 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.0      59 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 19.9      61 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.4      62 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.0      62 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.0      62 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 19.0      62 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.6      62 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.6      63 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.9      63 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.2      64 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.4      73 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      74 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   43 18.3      74 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      75 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      77 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      77 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.5      79 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.9      80 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.1      81 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.2      81 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.7      83 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.9      83 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.3      85 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      87 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.3      88 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   41 17.5      88 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   42 17.9      89 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.3      91 
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gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   40 17.1      93 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.1      93 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      93 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.5      97 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   41 17.5      97 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   44 18.8      99 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 109.0  bits: 25.3 E(): 0.44 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (15-72:16-77) 
 
                10          20        30        40           50     
2MEPSP  SSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCMST 
               10        20        30         40        50          
 
           60        70        80                                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVA                                   
       ::  .: :..:    : :                                           
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.0  bits: 25.3 E(): 0.44 
Smith-Waterman score: 64; 26.7% identity (54.7% similar) in 75 aa overlap (2-72:4-77) 
 
                 10         20        30        40           50     
2MEPSP   SSASYFLAGAAITGGTV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
          ... : .. ..:: .  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           60        70        80                                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVA                                   
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.0  bits: 25.3 E(): 0.44 
Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (15-72:16-77) 
 
                10          20        30         40        50       
2MEPSP  SSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . :..    :.  . :: 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVA                                    
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.3  bits: 24.6 E():  0.7 
Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (15-72:16-77) 
 
                10          20        30         40        50       
2MEPSP  SSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVA                                    
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8314

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.3  bits: 24.6 E():  0.7 
Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (15-72:16-77) 
 
                10          20        30        40           50     
2MEPSP  SSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCMST 
               10        20        30         40        50          
 
           60        70        80                                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVA                                   
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.5  bits: 24.3 E(): 0.88 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (15-72:16-77) 
 
                10          20        30        40           50     
2MEPSP  SSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           60        70        80                                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVA                                   
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.5  bits: 24.3 E(): 0.88 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (15-72:16-77) 
 
                10          20        30        40           50     
2MEPSP  SSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           60        70        80                                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVA                                   
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (15-72:16-77) 
 
                10          20        30        40           50     
2MEPSP  SSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           60        70        80                                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVA                                   
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (15-72:16-77) 
 
                10          20        30        40           50     
2MEPSP  SSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
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gi|160 MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           60        70        80                                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVA                                   
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.6  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (15-72:16-77) 
 
                10          20        30        40           50     
2MEPSP  SSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           60        70        80                                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVA                                   
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.6  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (15-72:16-77) 
 
                10          20        30        40           50     
2MEPSP  SSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           60        70        80                                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVA                                   
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.6  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (15-72:16-77) 
 
                10          20        30        40           50     
2MEPSP  SSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           60        70        80                                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVA                                   
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.6  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (15-72:16-77) 
 
                10          20        30        40           50     
2MEPSP  SSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|145 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           60        70        80                                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVA                                   
       ::  .: :..:    : :                                           
gi|145 GPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
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      60        70        80        90       100       110          
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.6  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (15-72:16-77) 
 
                10          20        30        40           50     
2MEPSP  SSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           60        70        80                                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVA                                   
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.6  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (15-72:16-77) 
 
                10          20        30        40           50     
2MEPSP  SSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           60        70        80                                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVA                                   
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.6  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (15-72:16-77) 
 
                10          20        30        40           50     
2MEPSP  SSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           60        70        80                                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVA                                   
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  60  Z-score: 101.3  bits: 24.0 E():  1.2 
Smith-Waterman score: 60; 29.2% identity (54.2% similar) in 48 aa overlap (9-55:83-130) 
 
                                     10        20         30        
2MEPSP                       SSASYFLAGAAITGGTVTVEGCGTTS-LQGDVKFAEVL 
                                     :.: . :.  : :  :.. .  : :  .:. 
gi|583 VKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVV 
             60        70        80        90       100       110   
 
        40        50        60        70        80     
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA     
       .  :    :...: :  :                              
gi|583 KHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP 
            120       130       140       150          
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 99.8  bits: 23.6 E():  1.4 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (15-72:16-77) 
 
                10          20        30         40        50       
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2MEPSP  SSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMSTG 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVA                                    
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.6  bits: 23.3 E():  1.6 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (53-76:85-109) 
 
             30        40        50         60        70        80  
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVA  
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 94.3  bits: 22.6 E():  2.9 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (15-72:16-77) 
 
                10          20        30         40        50       
2MEPSP  SSASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCMSTG 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVA                                    
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  42 init1:  42 opt:  58  Z-score: 91.9  bits: 23.5 E():  3.9 
Smith-Waterman score: 58; 21.8% identity (59.0% similar) in 78 aa overlap (3-78:105-182) 
 
                                           10        20         30  
2MEPSP                             SSASYFLAGAAITGGTVTVEGCGTTS-LQGDV 
                                     :..  ::..:   :. . . :  : .  :: 
gi|513 RLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDV 
           80        90       100       110       120       130     
 
              40        50         60        70        80           
2MEPSP KFAEVLEMMGAKVTWTETS-VTVTGPPREPFGRKHLKAIDVNMNKMPDVA           
       ....  ...  .    ::. . .   :.: . .: : ..:...: . .             
gi|513 QYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNA 
          140       150       160       170       180       190     
 
gi|513 TVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVA 
          200       210       220       230       240       250     
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 88.8  bits: 21.6 E():  5.8 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (15-72:16-77) 
 
                10          20        30        40           50     
2MEPSP  SSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : .: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           60        70        80                                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVA                                   
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       ::   : :..:    : :                                           
gi|160 GPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.4  bits: 23.2 E():  6.1 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (62-78:399-415) 
 
              40        50        60        70        80            
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA            
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.4  bits: 23.2 E():  6.1 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (62-78:402-418) 
 
              40        50        60        70        80            
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA            
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.4  bits: 23.3 E():  6.1 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (62-78:403-419) 
 
              40        50        60        70        80            
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA            
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.1  bits: 23.3 E():  6.3 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (62-78:422-438) 
 
              40        50        60        70        80            
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA            
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.1  bits: 23.3 E():  6.3 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (62-78:422-438) 
 
              40        50        60        70        80            
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA            
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.8  bits: 21.3 E():  7.5 
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Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (24-70:30-74) 
 
                     10        20        30        40        50     
2MEPSP       SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVA                                   
       :  .  :  ....:::                                             
gi|169 GETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
                 70        80        90       100       110         
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 85.1  bits: 20.9 E():  9.2 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (15-72:16-77) 
 
                10          20        30        40           50     
2MEPSP  SSASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           60        70        80                                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVA                                   
       ::  .: :...    : :                                           
gi|160 GPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.7  bits: 21.4 E():   11 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (12-31:208-227) 
 
                                  10        20        30        40  
2MEPSP                    SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
              50        60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 
                                               
gi|111 KPEFIDIINAAAVKSA                        
       240       250                           
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 82.8  bits: 20.6 E():   12 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (23-73:38-88) 
 
                       10        20        30        40        50   
2MEPSP         SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
             60         70        80                                
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVA                                
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.5  bits: 21.0 E():   13 
Smith-Waterman score: 51; 27.1% identity (52.5% similar) in 59 aa overlap (25-78:93-150) 
 
                     10        20        30           40            
2MEPSP       SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8320

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
      50        60        70        80                              
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVA                              
          .  ::  : .:.: .   :..: . :                                
gi|289 HSIIGLPPFVPPSRRHARR-GVGINGLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.5  bits: 21.0 E():   13 
Smith-Waterman score: 51; 27.1% identity (52.5% similar) in 59 aa overlap (25-78:96-153) 
 
                     10        20        30           40            
2MEPSP       SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
      50        60        70        80                              
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVA                              
          .  ::  : .:.: .   :..: . :                                
gi|424 HSIIGLPPFVPPSRRHARR-GVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.7  bits: 20.2 E():   14 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (12-36:35-57) 
 
                                  10        20        30        40  
2MEPSP                    SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
              50        60        70        80                      
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA                      
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.7  bits: 21.1 E():   16 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (29-77:228-277) 
 
                 10        20        30        40        50         
2MEPSP   SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
       60         70        80                         
2MEPSP EPFGRKHLKAI-DVNMNKMPDVA                         
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (37-63:9-37) 
 
         10        20        30        40        50          60     
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
           70        80                                             
2MEPSP HLKAIDVNMNKMPDVA                                             
                                                                    
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
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>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.3  bits: 21.1 E():   17 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (29-77:247-296) 
 
                 10        20        30        40        50         
2MEPSP   SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
       60         70        80                         
2MEPSP EPFGRKHLKAI-DVNMNKMPDVA                         
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 80.1  bits: 21.5 E():   18 
Smith-Waterman score: 52; 25.5% identity (63.6% similar) in 55 aa overlap (28-79:306-360) 
 
                  10        20        30         40        50       
2MEPSP    SSASYFLAGAAITGGTVTVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
           60        70        80                                   
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVA                                   
        :  . . .:  .:. ...:.. .:                                    
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (24-70:30-74) 
 
                     10        20        30        40        50     
2MEPSP       SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVA                                   
       :  .  :  .....::                                             
gi|374 GETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
                 70        80        90       100       110         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 79.4  bits: 21.6 E():   19 
Smith-Waterman score: 60; 30.0% identity (50.0% similar) in 50 aa overlap (13-62:50-97) 
 
                                 10        20        30        40   
2MEPSP                   SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                     : .:.  . :: :  :: .   . .. ::  
gi|947 LAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCGGT-WQGIIDKLDYIQGMGF 
      20        30        40        50        60         70         
 
             50        60        70        80                       
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA                       
        . :  : ::.  :    .:                                         
gi|947 TAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTADDLKALSSALHERGMYLMV 
       80         90       100       110       120       130        
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (40-58:1-18) 
 
      10        20        30        40        50        60          
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
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gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
      70        80                                                  
2MEPSP DVNMNKMPDVA                                                  
                                                                    
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 79.1  bits: 19.5 E():   20 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (52-78:20-46) 
 
              30        40        50         60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDVA 
                                     .. : ::  : .:.: .   :..: . :   
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
                          10        20        30         40         
 
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 78.3  bits: 21.2 E():   22 
Smith-Waterman score: 51; 24.5% identity (65.3% similar) in 49 aa overlap (33-79:312-360) 
 
             10        20        30        40        50          60 
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
               70        80                                         
2MEPSP FGRKHLKAIDVNMNKMPDVA                                         
       . .:  .:. ...:.. .:                                          
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (21-66:68-117) 
 
                         10        20        30         40          
2MEPSP           SSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
         50        60        70        80                           
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA                           
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (21-66:79-128) 
 
                         10        20        30         40          
2MEPSP           SSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
         50        60        70        80                           
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA                           
         ..::.:   .::..  :.                                         
gi|126 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
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 initn:  39 init1:  39 opt:  49  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (21-66:79-128) 
 
                         10        20        30         40          
2MEPSP           SSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
         50        60        70        80                           
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA                           
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (21-66:79-128) 
 
                         10        20        30         40          
2MEPSP           SSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
         50        60        70        80                           
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA                           
         ..::.:   .::..  :.                                         
gi|752 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGT 
      110       120       130       140       150       160         
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 78.0  bits: 19.5 E():   23 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (2-28:9-38) 
 
                         10        20        30        40        50 
2MEPSP        SSASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
               ::  ::   :.:.:  .:: ::: . .: :                       
gi|110 MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKHCQMYVQQE 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVA                               
                                                                    
gi|110 VQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQE 
               70        80        90       100       110       120 
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (24-76:114-161) 
 
                      10        20        30        40        50    
2MEPSP        SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
            60        70        80                                  
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVA                                  
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (3-30:133-160) 
 
                                           10        20        30   
2MEPSP                             SSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
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            110       120       130       140       150       160   
 
             40        50        60        70        80             
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA             
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.0  bits: 21.2 E():   26 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (62-78:430-446) 
 
              40        50        60        70        80            
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA            
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 20.4 E():   26 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (20-44:282-306) 
 
                          10        20        30        40          
2MEPSP            SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
      50        60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.2 E():   30 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (25-40:135-150) 
 
                     10        20        30        40        50     
2MEPSP       SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
           60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVA 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.9  bits: 18.8 E():   30 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (7-57:1-49) 
 
               10        20        30        40        50        60 
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
             .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  ::    
gi|144       MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAV--PPACC 
                     10        20        30        40          50   
 
               70        80                                         
2MEPSP FGRKHLKAIDVNMNKMPDVA                                         
                                                                    
gi|144 NGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCA 
             60        70        80        90       100       110   
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (33-65:82-109) 
 
             10        20        30        40        50        60   
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8325

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

              60        70        80        90           100        
 
             70        80                                   
2MEPSP RKHLKAIDVNMNKMPDVA                                   
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (40-58:1-18) 
 
      10        20        30        40        50        60          
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVITPPRLFKALVLEADT 
                                              10        20          
 
      70        80                                                  
2MEPSP DVNMNKMPDVA                                                  
                                                                    
gi|444 LIPKIAPQSVKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (40-58:1-18) 
 
      10        20        30        40        50        60          
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
      70        80                                                  
2MEPSP DVNMNKMPDVA                                                  
                                                                    
gi|444 LIPKIAPQSVKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.6  bits: 20.1 E():   31 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (30-55:175-201) 
 
                10        20        30         40        50         
2MEPSP  SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
       60        70        80                                       
2MEPSP EPFGRKHLKAIDVNMNKMPDVA                                       
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.9  bits: 19.3 E():   34 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (31-57:4-30) 
 
               10        20        30        40        50        60 
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
                                     .::: :: ...: :  . .:.   . :    
gi|727                            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQ 
                                          10        20        30    
 
               70        80                                         
2MEPSP FGRKHLKAIDVNMNKMPDVA                                         
                                                                    
gi|727 VWVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNY 
            40        50        60        70        80        90    
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>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 74.1  bits: 20.1 E():   38 
Smith-Waterman score: 48; 23.4% identity (57.1% similar) in 77 aa overlap (1-74:222-292) 
 
                                             10        20           
2MEPSP                               SSASYFLAGAAITGGTVTVEGCGTTSLQG- 
                                     ::.  . .. : ..: . : . :.:. ::  
gi|122 GSLASVAQGIEWAINNNMHIINMSLGSTSGSSTLELAVNRANNAGILLVGAAGNTGRQGV 
             200       210       220       230       240       250  
 
        30        40        50        60        70        80        
2MEPSP --DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA        
          .... :. . ..  .  ..: .. ::  :      ..:  ::.:              
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIE------ISAPGVNVNSTYTGNRYVSLSG 
             260       270       280             290       300      
 
gi|122 TSMATPHVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
         310       320       330       340       350       360  
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (52-78:170-196) 
 
              30        40        50         60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDVA 
                                     .. : ::  : .:.: .   :..: . :   
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
     140       150       160       170       180        190         
 
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.3  bits: 18.5 E():   41 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (12-36:19-41) 
 
                      10        20        30        40        50    
2MEPSP        SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                         : :..: .. :   . .::. :.::                  
gi|131 QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVERDH 
               10        20         30         40        50         
 
            60        70        80                                  
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVA                                  
                                                                    
gi|131 KNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 19.3 E():   43 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (52-65:15-28) 
 
              30        40        50        60        70        80  
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA  
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.0  bits: 18.5 E():   43 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (12-36:25-47) 
 
                            10        20        30        40        
2MEPSP              SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
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        50        60        70        80                            
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA                            
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.8  bits: 20.2 E():   44 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (37-76:312-353) 
 
         10        20        30        40        50          60     
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
           70        80                                             
2MEPSP HLKAIDVNMNKMPDVA                                             
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 53; 24.1% identity (58.6% similar) in 58 aa overlap (1-58:2-53) 
 
                10        20        30        40        50          
2MEPSP  SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
        .:.: .::  ..... :.. .::  ..       ..   .: :  : :...:  : :.  
gi|109 MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK--WLEAKATWYGAPKG 
                10        20        30           40          50     
 
      60        70        80                                        
2MEPSP PFGRKHLKAIDVNMNKMPDVA                                        
                                                                    
gi|109 AGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIH 
           60        70        80        90       100       110     
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (39-62:7-30) 
 
       10        20        30        40        50        60         
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
       70        80                                                 
2MEPSP IDVNMNKMPDVA                                                 
                                                                    
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (7-57:1-49) 
 
               10        20        30        40        50        60 
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
             .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  ::    
gi|506       MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRNGGAV--PPACC 
                     10        20        30        40          50   
 
               70        80                                         
2MEPSP FGRKHLKAIDVNMNKMPDVA                                         
                                                                    
gi|506 NGIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCA 
             60        70        80        90       100       110   
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>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.2  bits: 19.0 E():   48 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (63-78:152-167) 
 
             40        50        60        70        80             
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA             
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (52-78:291-317) 
 
              30        40        50         60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDVA 
                                     .. : ::  : .:.: .   :..: . :   
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
              270       280       290       300        310          
 
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (12-36:20-42) 
 
                       10        20        30        40        50   
2MEPSP         SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
             60        70        80                                 
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVA                                 
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (12-36:20-42) 
 
                       10        20        30        40        50   
2MEPSP         SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :   . .::. :.::                 
gi|333 WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVERD 
               10        20          30        40        50         
 
             60        70        80                                 
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVA                                 
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (12-36:20-42) 
 
                       10        20        30        40        50   
2MEPSP         SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
             60        70        80                                 
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVA                                 
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gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.4  bits: 18.6 E():   53 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (8-29:150-172) 
 
                                      10         20        30       
2MEPSP                        SSASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
         40        50        60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (12-36:21-43) 
 
                        10        20        30        40        50  
2MEPSP          SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
              60        70        80                                
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVA                                
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (12-36:21-43) 
 
                        10        20        30        40        50  
2MEPSP          SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|375 IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
              60        70        80                                
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVA                                
                                                                    
gi|375 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (12-36:21-43) 
 
                        10        20        30        40        50  
2MEPSP          SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
              60        70        80                                
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVA                                
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (12-36:21-43) 
 
                        10        20        30        40        50  
2MEPSP          SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
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gi|333 IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
              60        70        80                                
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVA                                
                                                                    
gi|333 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (12-36:25-47) 
 
                            10        20        30        40        
2MEPSP              SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFINELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
        50        60        70        80                            
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA                            
                                                                    
gi|136 LVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRTINPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.1  bits: 19.0 E():   55 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (47-79:43-76) 
 
         20        30        40        50         60        70      
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
          80                                                        
2MEPSP MPDVA                                                        
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (12-36:29-51) 
 
                                10        20        30        40    
2MEPSP                  SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
            50        60        70        80                        
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA                        
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (12-36:29-51) 
 
                                10        20        30        40    
2MEPSP                  SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
            50        60        70        80                        
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA                        
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
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       60        70        80        90       100       110         
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.9  bits: 19.8 E():   56 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (52-78:6-32) 
 
              30        40        50         60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDVA 
                                     .. : ::  : .:.: .   :..: . :   
gi|223                          INEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
                                        10        20         30     
 
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.0 E():   56 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (55-63:14-22) 
 
           30        40        50        60        70        80     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA     
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (12-36:35-57) 
 
                                  10        20        30        40  
2MEPSP                    SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
              50        60        70        80                      
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA                      
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (55-63:25-33) 
 
           30        40        50        60        70        80     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA     
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (55-63:31-39) 
 
           30        40        50        60        70        80     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA     
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (55-63:31-39) 
 
           30        40        50        60        70        80     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA     
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (11-55:204-252) 
 
                                   10        20           30        
2MEPSP                     SSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
         40        50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 
       .  :: : :  ..:  . :                          
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN        
           240       250       260       270        
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (11-55:204-252) 
 
                                   10        20           30        
2MEPSP                     SSASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
         40        50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 
       .  :: : :  ..:  . :                          
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN        
           240       250       260       270        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (55-63:32-40) 
 
           30        40        50        60        70        80     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA     
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.3  bits: 19.9 E():   61 
Smith-Waterman score: 47; 57.1% identity (71.4% similar) in 14 aa overlap (55-67:202-215) 
 
           30        40        50        60         70        80    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF-GRKHLKAIDVNMNKMPDVA    
                                     : :. :  :::::.                 
gi|424 SLPEFKNFLNFLQTNGLNAIEFLNNIHDLLGIPHIPVTGRKHLRRGVGITGLIDDIIAIL 
             180       190       200       210       220       230  
 
gi|424 PVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVETLKAMPEYQSLIQKLKDKGVDVDH 
             240       250       260       270       280       290  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
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 initn:  45 init1:  45 opt:  46  Z-score: 70.2  bits: 19.4 E():   62 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (17-35:97-115) 
 
                             10        20        30        40       
2MEPSP               SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
         50        60        70        80                           
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA                           
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.2  bits: 19.0 E():   62 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (30-55:175-201) 
 
                10        20        30         40        50         
2MEPSP  SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
       60        70        80                                       
2MEPSP EPFGRKHLKAIDVNMNKMPDVA                                       
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.2  bits: 19.0 E():   62 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (30-55:175-201) 
 
                10        20        30         40        50         
2MEPSP  SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
       60        70        80                                       
2MEPSP EPFGRKHLKAIDVNMNKMPDVA                                       
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (9-50:216-260) 
 
                                     10        20           30      
2MEPSP                       SSASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
          40        50        60        70        80 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 
       :   ..  . : : :                               
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW      
         250       260       270       280           
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.1  bits: 18.6 E():   62 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (26-56:98-127) 
 
                    10        20        30        40        50      
2MEPSP      SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
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        70        80        90       100        110       120       
 
          60        70        80                                    
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVA                                    
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.0  bits: 18.6 E():   63 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (26-56:99-128) 
 
                    10        20        30        40        50      
2MEPSP      SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
          60        70        80                                    
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVA                                    
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.9 E():   63 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (48-65:288-305) 
 
        20        30        40        50        60        70        
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
        80                                                          
2MEPSP DVA                                                          
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.8  bits: 18.2 E():   64 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (63-78:43-58) 
 
             40        50        60        70        80             
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA             
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 17.4 E():   73 
Smith-Waterman score: 41; 50.0% identity (85.7% similar) in 14 aa overlap (8-21:70-83) 
 
                                      10        20        30        
2MEPSP                        SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :::: .::.... :                 
gi|215 SSLLKELEGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKE 
      40        50        60        70        80        90          
 
        40        50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 
                                                   
gi|215 ESDDDMGFGLFD                                
     100       110                                 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.3 E():   74 
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Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (57-70:41-54) 
 
         30        40        50        60        70        80       
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA       
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 43; 34.6% identity (76.9% similar) in 26 aa overlap (1-26:103-127) 
 
                                             10        20        30 
2MEPSP                               SSASYFLAGAAITGGTVTVEGCGTTSLQGD 
                                     .::.: . :  :. :..:... :..:     
gi|549 SMNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVK 
             80        90       100        110       120       130  
 
               40        50        60        70        80           
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA           
                                                                    
gi|549 MWEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAG 
             140       150       160       170       180       190  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (57-70:45-58) 
 
         30        40        50        60        70        80       
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA       
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (63-77:152-166) 
 
             40        50        60        70        80             
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA             
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (63-77:152-166) 
 
             40        50        60        70        80             
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA             
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 19.5 E():   79 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (52-65:292-305) 
 
              30        40        50        60        70        80  
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2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA  
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.9 E():   80 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (26-40:53-67) 
 
                    10        20        30        40        50      
2MEPSP      SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
          60        70        80                                    
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVA                                    
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 48; 30.9% identity (47.1% similar) in 68 aa overlap (3-67:57-119) 
 
                                           10        20        30   
2MEPSP                             SSASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :  .: :  .   . ::::     ::  .. 
gi|284 DLNDFLALVPTDEIVAIVMDYLANDAEVQEAVAYLQGDEFHKIVSTVEG-----LQEFTN 
         30        40        50        60        70             80  
 
             40         50          60        70        80          
2MEPSP FAEVLEMMGAK-VTWTETSVTVTG--PPREPFGRKHLKAIDVNMNKMPDVA          
       :.. ::  :   : . .   .: :  :   :  ::: .                       
gi|284 FVQFLEDHGLDAVGYINQLHSVLGWDPYVPPSQRKHARRGVGVDGLIDDIIAILPIDDLK 
              90       100       110       120       130       140  
 
gi|284 ALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDKGVDVDHYIELIR 
             150       160       170       180       190       200  
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 68.0  bits: 21.2 E():   81 
Smith-Waterman score: 50; 30.0% identity (53.3% similar) in 30 aa overlap (50-78:1586-1615) 
 
      20        30        40        50        60         70         
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG-RKHLKAIDVNMNKMPD 
                                     :. . : ::. :     .  . .:.::  : 
gi|203 LEKHTDLLYEPGVQYKIIGNGKIKDDGSHYSIDIQGKPRKAFKLDADMMNFKLNVNKPED 
        1560      1570      1580      1590      1600      1610      
 
       80                                              
2MEPSP VA                                              
                                                       
gi|203 SNKAQFSYTFNDYTETEEYEFDPHRAYYINWISSIRKYIQNFIVEDH 
        1620      1630      1640      1650      1660   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (21-40:285-304) 
 
                         10        20        30        40        50 
2MEPSP           SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
               60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVA 
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>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.9 E():   83 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (10-23:13-26) 
 
                  10        20        30        40        50        
2MEPSP    SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                   ::...  : :. ::                                   
gi|156 MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIK 
               10        20        30        40        50        60 
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.3 E():   85 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (10-29:218-237) 
 
                                    10        20        30          
2MEPSP                      SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
      40        50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.4  bits: 19.1 E():   87 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (41-76:59-97) 
 
               20        30        40        50           60        
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
        70        80                                                
2MEPSP AIDVNMNKMPDVA                                                
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.4  bits: 18.3 E():   88 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (28-56:189-216) 
 
                  10        20        30        40         50       
2MEPSP    SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
         60        70        80         
2MEPSP PREPFGRKHLKAIDVNMNKMPDVA         
                                        
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 41; 22.2% identity (52.8% similar) in 36 aa overlap (6-41:8-39) 
 
                 10        20        30        40        50         
2MEPSP   SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
              :  .:. ..: .  . ::    .:.:   .. .  :                  
gi|344 MMKFIVLFALNAVASAGKMKFKDCG----KGEVTELDITDCSGDFCVLHRGKSVTLDAKF 
               10        20            30        40        50       
 
       60        70        80                                       
2MEPSP EPFGRKHLKAIDVNMNKMPDVA                                       
                                                                    
gi|344 VANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKI 
         60        70        80        90       100       110       

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8338

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 67.2  bits: 17.9 E():   89 
Smith-Waterman score: 42; 27.6% identity (69.0% similar) in 29 aa overlap (5-33:64-91) 
 
                                         10        20        30     
2MEPSP                           SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     .:. .: ..  : . .: . :...: .::  
gi|194 NLDYKKFIGTWVIAAGTSEALTQYKCWNDLFFFNNALVSKYTDS-KGKNRTTIRGRTKFE 
            40        50        60        70         80        90   
 
           40        50        60        70        80               
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA               
                                                                    
gi|194 GNKFTIDYDDEGKAFSAPYSVLATDYDNYAIVEGCPAAANGHVIYVQLRLTLRSFHPEQG 
            100       110       120       130       140       150   
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.3 E():   91 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (54-78:129-153) 
 
            30        40        50        60        70        80    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA    
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 40; 46.2% identity (84.6% similar) in 13 aa overlap (9-21:72-84) 
 
                                     10        20        30         
2MEPSP                       SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     ::: .::.... :                  
gi|185 LISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKE 
              50        60        70        80        90       100  
 
       40        50        60        70        80 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 
                                                  
gi|185 ESDEDMGFGLFD                               
             110                                  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 40; 46.2% identity (84.6% similar) in 13 aa overlap (9-21:72-84) 
 
                                     10        20        30         
2MEPSP                       SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     ::: .::.... :                  
gi|117 LISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKE 
              50        60        70        80        90       100  
 
       40        50        60        70        80 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 
                                                  
gi|117 ESDEDMGFGLFD                               
             110                                  
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.8  bits: 18.3 E():   93 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (21-66:85-134) 
 
                         10        20        30         40          
2MEPSP           SSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
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         50        60        70        80                           
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA                           
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (31-50:39-63) 
 
               10        20        30        40             50      
2MEPSP SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
          60        70        80                                    
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVA                                    
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 41; 25.0% identity (53.1% similar) in 32 aa overlap (4-35:100-131) 
 
                                          10        20        30    
2MEPSP                            SSASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: .  .:  ::   ..  .    .::... 
gi|534 HRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYHTKGDISL 
      70        80        90       100       110       120          
 
            40        50        60        70        80 
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 
        :                                              
gi|534 NEEEIKAGKEKGAGLFKAVENYLVAHPNAYN                 
     130       140       150       160                 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 44; 30.3% identity (60.6% similar) in 33 aa overlap (11-42:264-296) 
 
                                   10        20        30           
2MEPSP                     SSASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEM 
                                     : .::  ..   ::. : : .. .:..    
gi|118 YTGSLNWVPVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSD 
           240       250       260       270       280       290    
 
      40        50        60        70        80                    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA                    
       .::                                                          
gi|118 IGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGMDVPTS 
           300       310       320       330       340       350    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:54 2011 done: Tue Apr 19 10:57:54 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>2MEPSPS: 256  - 335 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     2     0:= 
  30    15     2:*==== 
  32    14     8:==*== 
  34    22    22:=======* 
  36    27    44:=========     * 
  38    55    73:===================     * 
  40   121   102:=================================*======= 
  42   135   125:=========================================*=== 
  44   121   138:=========================================    * 
  46   169   140:==============================================*========== 
  48   150   134:============================================*===== 
  50   150   122:========================================*========= 
  52    99   108:=================================  * 
  54    73    92:=========================     * 
  56    60    77:====================     * 
  58    46    63:================    * 
  60    43    51:=============== * 
  62    27    41:=========    * 
  64    21    33:=======   * 
  66    27    26:========* 
  68    12    20:====  * 
  70    24    16:=====*== 
  72    15    12:===*= 
  74     2    10:=  * 
  76     7     8:==* 
  78    11     6:=*== 
  80     5     5:=* 
  82     5     3:*= 
  84     1     3:* 
  86     2     2:* 
  88     6     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102    10     0:====      *========== 
 104     3     0:=         *=== 
 106     1     0:=         *= 
 108     3     0:=         *=== 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.4157 0.003; mu= 14.6174 0.156 
 mean_var=29.5186 7.873, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.236062 
 Kolmogorov-Smirnov  statistic: 0.0484 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.4    0.42 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   64 25.4    0.42 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.4    0.42 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.67 
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gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.67 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.4    0.85 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.4    0.85 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 24.0       1 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 24.0       1 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 24.0     1.1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   60 24.0     1.1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.7     1.4 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.3     1.6 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.7     2.8 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   58 23.6     3.7 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.6     5.6 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 23.3     5.7 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.3     5.8 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 23.3     5.8 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.3     5.9 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.3     5.9 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.3     7.3 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 20.9       9 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.4      11 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.6      12 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   51 21.1      12 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   51 21.1      13 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.3      14 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.1      16 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.9      16 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.2      16 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   52 21.6      17 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   52 21.6      18 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.9      19 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.9      19 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   47 19.5      19 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   51 21.2      21 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      21 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.4      22 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.4      22 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.4      22 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.6      22 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.4      23 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.4      23 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.3      25 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.5      25 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.2      29 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.8      29 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.3      30 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.1      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.3      30 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.3      30 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.3      33 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   47 19.8      37 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.5      41 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.4      42 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.5      42 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.2      42 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      45 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      45 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 18.1      47 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.0      47 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   47 19.9      49 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.6      51 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.2      52 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.2      52 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.2      52 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.2      52 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.2      52 
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gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.2      52 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.2      52 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.0      53 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.2      53 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   47 19.9      54 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.2      54 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.2      54 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      54 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.2      56 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.1      56 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.1      57 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.1      57 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 19.1      58 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.1      58 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 19.1      58 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 19.9      58 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.5      59 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.1      60 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.1      60 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 19.1      60 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.9      60 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.7      61 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.7      61 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      63 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.5      72 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      72 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      73 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      75 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      75 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.3      76 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.6      76 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.2      78 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.9      78 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.8      80 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.9      82 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.4      83 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.2      84 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.4      85 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   41 17.5      87 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   42 17.9      87 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.4      88 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.4      91 
gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Ven ( 202)   42 18.0      91 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   40 17.1      92 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.1      92 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.6      95 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   44 18.8      96 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   41 17.6      96 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   44 18.8      98 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   43 18.4      99 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 109.3  bits: 25.4 E(): 0.42 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (14-71:16-77) 
 
                 10          20        30        40           50    
2MEPSP   SASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCMST 
               10        20        30         40        50          
 
            60        70        80                                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAM                                  
       ::  .: :..:    : :                                           
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.3  bits: 25.4 E(): 0.42 
Smith-Waterman score: 64; 26.7% identity (54.7% similar) in 75 aa overlap (1-71:4-77) 
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                  10         20        30        40           50    
2MEPSP    SASYFLAGAAITGGTV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
          ... : .. ..:: .  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            60        70        80                                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAM                                  
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.3  bits: 25.4 E(): 0.42 
Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (14-71:16-77) 
 
                 10          20        30         40        50      
2MEPSP   SASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . :..    :.  . :: 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAM                                   
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.6  bits: 24.7 E(): 0.67 
Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (14-71:16-77) 
 
                 10          20        30         40        50      
2MEPSP   SASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAM                                   
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.6  bits: 24.7 E(): 0.67 
Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (14-71:16-77) 
 
                 10          20        30        40           50    
2MEPSP   SASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCMST 
               10        20        30         40        50          
 
            60        70        80                                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAM                                  
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.8  bits: 24.4 E(): 0.85 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (14-71:16-77) 
 
                 10          20        30        40           50    
2MEPSP   SASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            60        70        80                                  
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2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAM                                  
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.8  bits: 24.4 E(): 0.85 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (14-71:16-77) 
 
                 10          20        30        40           50    
2MEPSP   SASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            60        70        80                                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAM                                  
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.3  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (14-71:16-77) 
 
                 10          20        30        40           50    
2MEPSP   SASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            60        70        80                                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAM                                  
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.3  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (14-71:16-77) 
 
                 10          20        30        40           50    
2MEPSP   SASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            60        70        80                                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAM                                  
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.9  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (14-71:16-77) 
 
                 10          20        30        40           50    
2MEPSP   SASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            60        70        80                                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAM                                  
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.9  bits: 24.0 E():  1.1 
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Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (14-71:16-77) 
 
                 10          20        30        40           50    
2MEPSP   SASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            60        70        80                                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAM                                  
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.9  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (14-71:16-77) 
 
                 10          20        30        40           50    
2MEPSP   SASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            60        70        80                                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAM                                  
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.9  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (14-71:16-77) 
 
                 10          20        30        40           50    
2MEPSP   SASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|145 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            60        70        80                                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAM                                  
       ::  .: :..:    : :                                           
gi|145 GPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.9  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (14-71:16-77) 
 
                 10          20        30        40           50    
2MEPSP   SASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            60        70        80                                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAM                                  
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.9  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (14-71:16-77) 
 
                 10          20        30        40           50    
2MEPSP   SASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
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            60        70        80                                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAM                                  
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.9  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (14-71:16-77) 
 
                 10          20        30        40           50    
2MEPSP   SASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            60        70        80                                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAM                                  
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  60  Z-score: 101.7  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 29.2% identity (54.2% similar) in 48 aa overlap (8-54:83-130) 
 
                                      10        20         30       
2MEPSP                        SASYFLAGAAITGGTVTVEGCGTTS-LQGDVKFAEVL 
                                     :.: . :.  : :  :.. .  : :  .:. 
gi|583 VKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVV 
             60        70        80        90       100       110   
 
         40        50        60        70        80    
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM    
       .  :    :...: :  :                              
gi|583 KHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP 
            120       130       140       150          
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 100.1  bits: 23.7 E():  1.4 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (14-71:16-77) 
 
                 10          20        30         40        50      
2MEPSP   SASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMSTG 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAM                                   
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.9  bits: 23.3 E():  1.6 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (52-75:85-109) 
 
              30        40        50         60        70        80 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 94.6  bits: 22.7 E():  2.8 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (14-71:16-77) 
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                 10          20        30         40        50      
2MEPSP   SASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCMSTG 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAM                                   
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  42 init1:  42 opt:  58  Z-score: 92.3  bits: 23.6 E():  3.7 
Smith-Waterman score: 58; 21.8% identity (59.0% similar) in 78 aa overlap (2-77:105-182) 
 
                                            10        20         30 
2MEPSP                              SASYFLAGAAITGGTVTVEGCGTTS-LQGDV 
                                     :..  ::..:   :. . . :  : .  :: 
gi|513 RLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDV 
           80        90       100       110       120       130     
 
               40         50        60        70        80          
2MEPSP KFAEVLEMMGAKVTWTETS-VTVTGPPREPFGRKHLKAIDVNMNKMPDVAM          
       ....  ...  .    ::. . .   :.: . .: : ..:...: . .             
gi|513 QYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNA 
          140       150       160       170       180       190     
 
gi|513 TVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVA 
          200       210       220       230       240       250     
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 89.1  bits: 21.6 E():  5.6 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (14-71:16-77) 
 
                 10          20        30        40           50    
2MEPSP   SASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : .: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            60        70        80                                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAM                                  
       ::   : :..:    : :                                           
gi|160 GPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.9  bits: 23.3 E():  5.7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (61-77:399-415) 
 
               40        50        60        70        80           
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM           
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.8  bits: 23.3 E():  5.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (61-77:402-418) 
 
               40        50        60        70        80           
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM           
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
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gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.8  bits: 23.3 E():  5.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (61-77:403-419) 
 
               40        50        60        70        80           
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM           
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.6  bits: 23.3 E():  5.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (61-77:422-438) 
 
               40        50        60        70        80           
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM           
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.6  bits: 23.3 E():  5.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (61-77:422-438) 
 
               40        50        60        70        80           
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM           
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 87.0  bits: 21.3 E():  7.3 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (23-69:30-74) 
 
                      10        20        30        40        50    
2MEPSP        SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAM                                  
       :  .  :  ....:::                                             
gi|169 GETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
                 70        80        90       100       110         
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 85.4  bits: 20.9 E():    9 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (14-71:16-77) 
 
                 10          20        30        40           50    
2MEPSP   SASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            60        70        80                                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAM                                  
       ::  .: :...    : :                                           
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gi|160 GPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.0  bits: 21.4 E():   11 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (11-30:208-227) 
 
                                   10        20        30        40 
2MEPSP                     SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
               50        60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                                
gi|111 KPEFIDIINAAAVKSA                         
       240       250                            
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.0  bits: 20.6 E():   12 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (22-72:38-88) 
 
                        10        20        30        40        50  
2MEPSP          SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
              60         70        80                               
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVAM                               
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.8  bits: 21.1 E():   12 
Smith-Waterman score: 51; 27.1% identity (52.5% similar) in 59 aa overlap (24-77:93-150) 
 
                      10        20        30           40           
2MEPSP        SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
       50        60        70        80                             
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM                             
          .  ::  : .:.: .   :..: . :                                
gi|289 HSIIGLPPFVPPSRRHARR-GVGINGLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.7  bits: 21.1 E():   13 
Smith-Waterman score: 51; 27.1% identity (52.5% similar) in 59 aa overlap (24-77:96-153) 
 
                      10        20        30           40           
2MEPSP        SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
       50        60        70        80                             
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM                             
          .  ::  : .:.: .   :..: . :                                
gi|424 HSIIGLPPFVPPSRRHARR-GVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 82.0  bits: 20.3 E():   14 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (11-35:35-57) 
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                                   10        20        30        40 
2MEPSP                     SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
               50        60        70        80                     
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM                     
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 81.0  bits: 21.1 E():   16 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (28-76:228-277) 
 
                  10        20        30        40        50        
2MEPSP    SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
        60         70        80                        
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAM                        
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.7  bits: 19.9 E():   16 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (36-62:9-37) 
 
          10        20        30        40        50          60    
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
            70        80                                            
2MEPSP HLKAIDVNMNKMPDVAM                                            
                                                                    
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.6  bits: 21.2 E():   16 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (28-76:247-296) 
 
                  10        20        30        40        50        
2MEPSP    SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
        60         70        80                        
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAM                        
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 80.5  bits: 21.6 E():   17 
Smith-Waterman score: 52; 25.5% identity (63.6% similar) in 55 aa overlap (27-78:306-360) 
 
                   10        20         30        40        50      
2MEPSP     SASYFLAGAAITGGTVTVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
            60        70        80                                  
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2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAM                                  
        :  . . .:  .:. ...:.. .:                                    
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 79.7  bits: 21.6 E():   18 
Smith-Waterman score: 60; 30.0% identity (50.0% similar) in 50 aa overlap (12-61:50-97) 
 
                                  10        20        30        40  
2MEPSP                    SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                     : .:.  . :: :  :: .   . .. ::  
gi|947 LAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCGGT-WQGIIDKLDYIQGMGF 
      20        30        40        50        60         70         
 
              50        60        70        80                      
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM                      
        . :  : ::.  :    .:                                         
gi|947 TAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTADDLKALSSALHERGMYLMV 
       80         90       100       110       120       130        
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.7  bits: 19.9 E():   19 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (23-69:30-74) 
 
                      10        20        30        40        50    
2MEPSP        SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAM                                  
       :  .  :  .....::                                             
gi|374 GETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
                 70        80        90       100       110         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (39-57:1-18) 
 
       10        20        30        40        50        60         
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
       70        80                                                 
2MEPSP DVNMNKMPDVAM                                                 
                                                                    
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 79.3  bits: 19.5 E():   19 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (51-77:20-46) 
 
               30        40        50         60        70          
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDVA 
                                     .. : ::  : .:.: .   :..: . :   
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
                          10        20        30         40         
 
      80                                                            
2MEPSP M                                                            
                                                                    
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 78.6  bits: 21.2 E():   21 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8352

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 51; 24.5% identity (65.3% similar) in 49 aa overlap (32-78:312-360) 
 
              10        20        30        40        50            
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
      60        70        80                                        
2MEPSP FGRKHLKAIDVNMNKMPDVAM                                        
       . .:  .:. ...:.. .:                                          
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.5  bits: 20.4 E():   21 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (20-65:68-117) 
 
                          10        20        30         40         
2MEPSP            SASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
          50        60        70        80                          
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM                          
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.3  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (20-65:79-128) 
 
                          10        20        30         40         
2MEPSP            SASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
          50        60        70        80                          
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM                          
         ..::.:   .::..  :.                                         
gi|126 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.3  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (20-65:79-128) 
 
                          10        20        30         40         
2MEPSP            SASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
          50        60        70        80                          
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM                          
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.3  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (20-65:79-128) 
 
                          10        20        30         40         
2MEPSP            SASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
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          50        60        70        80                          
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM                          
         ..::.:   .::..  :.                                         
gi|752 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGT 
      110       120       130       140       150       160         
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 78.1  bits: 19.6 E():   22 
Smith-Waterman score: 47; 46.7% identity (63.3% similar) in 30 aa overlap (1-27:9-38) 
 
                          10        20        30        40          
2MEPSP         SASYFL---AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
               ::  ::   :.:.:  .:: ::: . .: :                       
gi|110 MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKHCQMYVQQE 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAM                              
                                                                    
gi|110 VQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQE 
               70        80        90       100       110       120 
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (23-75:114-161) 
 
                       10        20        30        40        50   
2MEPSP         SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
             60        70        80                                 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAM                                 
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.8  bits: 20.4 E():   23 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (2-29:133-160) 
 
                                            10        20        30  
2MEPSP                              SASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
              40        50        60        70        80            
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM            
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.4  bits: 21.3 E():   25 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (61-77:430-446) 
 
               40        50        60        70        80           
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM           
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 20.5 E():   25 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (19-43:282-306) 
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                           10        20        30        40         
2MEPSP             SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
       50        60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.1  bits: 19.2 E():   29 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (24-39:135-150) 
 
                      10        20        30        40        50    
2MEPSP        SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
            60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAM 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (6-56:1-49) 
 
               10        20        30        40        50        60 
2MEPSP SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
            .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  ::     
gi|144      MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAV--PPACCN 
                    10        20        30        40          50    
 
               70        80                                         
2MEPSP GRKHLKAIDVNMNKMPDVAM                                         
                                                                    
gi|144 GIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCAT 
            60        70        80        90       100       110    
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (32-64:82-109) 
 
              10        20        30        40        50        60  
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
              70        80                                  
2MEPSP RKHLKAIDVNMNKMPDVAM                                  
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (29-54:175-201) 
 
                 10        20        30         40        50        
2MEPSP   SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
        60        70        80                                      
2MEPSP EPFGRKHLKAIDVNMNKMPDVAM                                      
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
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>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (39-57:1-18) 
 
       10        20        30        40        50        60         
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVITPPRLFKALVLEADT 
                                              10        20          
 
       70        80                                                 
2MEPSP DVNMNKMPDVAM                                                 
                                                                    
gi|444 LIPKIAPQSVKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (39-57:1-18) 
 
       10        20        30        40        50        60         
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
       70        80                                                 
2MEPSP DVNMNKMPDVAM                                                 
                                                                    
gi|444 LIPKIAPQSVKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.3 E():   33 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (30-56:4-30) 
 
               10        20        30        40        50        60 
2MEPSP SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
                                    .::: :: ...: :  . .:.   . :     
gi|727                           MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQV 
                                         10        20        30     
 
               70        80                                         
2MEPSP GRKHLKAIDVNMNKMPDVAM                                         
                                                                    
gi|727 WVTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYV 
           40        50        60        70        80        90     
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (51-77:170-196) 
 
               30        40        50         60        70          
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDVA 
                                     .. : ::  : .:.: .   :..: . :   
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
     140       150       160       170       180        190         
 
      80                                                            
2MEPSP M                                                            
                                                                    
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.5  bits: 18.5 E():   41 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (11-35:19-41) 
 
                       10        20        30        40        50   
2MEPSP         SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                         : :..: .. :   . .::. :.::                  
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gi|131 QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVERDH 
               10        20         30         40        50         
 
             60        70        80                                 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAM                                 
                                                                    
gi|131 KNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.4 E():   42 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (51-64:15-28) 
 
               30        40        50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (11-35:25-47) 
 
                             10        20        30        40       
2MEPSP               SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
         50        60        70        80                           
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM                           
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.2  bits: 20.2 E():   42 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (36-75:312-353) 
 
          10        20        30        40        50          60    
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
            70        80                                            
2MEPSP HLKAIDVNMNKMPDVAM                                            
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (38-61:7-30) 
 
        10        20        30        40        50        60        
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
        70        80                                                
2MEPSP IDVNMNKMPDVAM                                                
                                                                    
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 52; 24.6% identity (57.9% similar) in 57 aa overlap (1-57:3-53) 
 
                 10        20        30        40        50         
2MEPSP   SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
         :.: .::  ..... :.. .::  ..       ..   .: :  : :...:  : :.  
gi|109 MASSSLLLA-CVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK--WLEAKATWYGAPKG 
                10        20        30           40          50     
 
       60        70        80                                       
2MEPSP PFGRKHLKAIDVNMNKMPDVAM                                       
                                                                    
gi|109 AGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIH 
           60        70        80        90       100       110     
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (6-56:1-49) 
 
               10        20        30        40        50        60 
2MEPSP SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
            .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  ::     
gi|506      MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRNGGAV--PPACCN 
                    10        20        30        40          50    
 
               70        80                                         
2MEPSP GRKHLKAIDVNMNKMPDVAM                                         
                                                                    
gi|506 GIRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCAT 
            60        70        80        90       100       110    
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.4  bits: 19.0 E():   47 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (62-77:152-167) 
 
              40        50        60        70        80            
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM            
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.0  bits: 19.9 E():   49 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (51-77:291-317) 
 
               30        40        50         60        70          
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDVA 
                                     .. : ::  : .:.: .   :..: . :   
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
              270       280       290       300        310          
 
      80                                                            
2MEPSP M                                                            
                                                                    
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.6  bits: 18.6 E():   51 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (7-28:150-172) 
 
                                       10         20        30      
2MEPSP                         SASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
          40        50        60        70        80 
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2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.6  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (11-35:20-42) 
 
                        10        20        30        40        50  
2MEPSP          SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
              60        70        80                                
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAM                                
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.6  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (11-35:20-42) 
 
                        10        20        30        40        50  
2MEPSP          SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :   . .::. :.::                 
gi|333 WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVERD 
               10        20          30        40        50         
 
              60        70        80                                
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAM                                
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.6  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (11-35:20-42) 
 
                        10        20        30        40        50  
2MEPSP          SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
              60        70        80                                
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAM                                
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (11-35:21-43) 
 
                         10        20        30        40        50 
2MEPSP           SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
               60        70        80                               
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAM                               
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (11-35:21-43) 
 
                         10        20        30        40        50 
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2MEPSP           SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|375 IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
               60        70        80                               
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAM                               
                                                                    
gi|375 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (11-35:21-43) 
 
                         10        20        30        40        50 
2MEPSP           SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
               60        70        80                               
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAM                               
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (11-35:21-43) 
 
                         10        20        30        40        50 
2MEPSP           SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
               60        70        80                               
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAM                               
                                                                    
gi|333 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.4  bits: 19.0 E():   53 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (46-78:43-76) 
 
          20        30        40        50         60        70     
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
           80                                                       
2MEPSP MPDVAM                                                       
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (11-35:25-47) 
 
                             10        20        30        40       
2MEPSP               SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFINELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
         50        60        70        80                           
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM                           
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gi|136 LVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRTINPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.3  bits: 19.9 E():   54 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (51-77:6-32) 
 
               30        40        50         60        70          
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDVA 
                                     .. : ::  : .:.: .   :..: . :   
gi|223                          INEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
                                        10        20         30     
 
      80                                                            
2MEPSP M                                                            
                                                                    
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (11-35:29-51) 
 
                                 10        20        30        40   
2MEPSP                   SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
             50        60        70        80                       
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM                       
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (11-35:29-51) 
 
                                 10        20        30        40   
2MEPSP                   SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
             50        60        70        80                       
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM                       
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 19.0 E():   54 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (54-62:14-22) 
 
            30        40        50        60        70        80    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM    
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (11-35:35-57) 
 
                                   10        20        30        40 
2MEPSP                     SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
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                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
               50        60        70        80                     
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM                     
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (54-62:25-33) 
 
            30        40        50        60        70        80    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM    
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (54-62:31-39) 
 
            30        40        50        60        70        80    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM    
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (54-62:31-39) 
 
            30        40        50        60        70        80    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM    
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (10-54:204-252) 
 
                                    10        20           30       
2MEPSP                      SASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
          40        50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
       .  :: : :  ..:  . :                           
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN         
           240       250       260       270         
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (54-62:32-40) 
 
            30        40        50        60        70        80    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8362

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (10-54:204-252) 
 
                                    10        20           30       
2MEPSP                      SASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
          40        50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
       .  :: : :  ..:  . :                           
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN         
           240       250       260       270         
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.6  bits: 19.9 E():   58 
Smith-Waterman score: 47; 57.1% identity (71.4% similar) in 14 aa overlap (54-66:202-215) 
 
            30        40        50        60         70        80   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF-GRKHLKAIDVNMNKMPDVAM   
                                     : :. :  :::::.                 
gi|424 SLPEFKNFLNFLQTNGLNAIEFLNNIHDLLGIPHIPVTGRKHLRRGVGITGLIDDIIAIL 
             180       190       200       210       220       230  
 
gi|424 PVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVETLKAMPEYQSLIQKLKDKGVDVDH 
             240       250       260       270       280       290  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (16-34:97-115) 
 
                              10        20        30        40      
2MEPSP                SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
          50        60        70        80                          
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM                          
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (29-54:175-201) 
 
                 10        20        30         40        50        
2MEPSP   SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
        60        70        80                                      
2MEPSP EPFGRKHLKAIDVNMNKMPDVAM                                      
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (29-54:175-201) 
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                 10        20        30         40        50        
2MEPSP   SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
        60        70        80                                      
2MEPSP EPFGRKHLKAIDVNMNKMPDVAM                                      
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (8-49:216-260) 
 
                                      10        20           30     
2MEPSP                        SASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
           40        50        60        70        80 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
       :   ..  . : : :                                
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW       
         250       260       270       280            
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.9 E():   60 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (47-64:288-305) 
 
         20        30        40        50        60        70       
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
         80                                                         
2MEPSP DVAM                                                         
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.3  bits: 18.7 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (25-55:98-127) 
 
                     10        20        30        40        50     
2MEPSP       SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
           60        70        80                                   
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAM                                   
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.3  bits: 18.7 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (25-55:99-128) 
 
                     10        20        30        40        50     
2MEPSP       SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
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           60        70        80                                   
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAM                                   
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.0  bits: 18.3 E():   63 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (62-77:43-58) 
 
              40        50        60        70        80            
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM            
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 17.5 E():   72 
Smith-Waterman score: 41; 50.0% identity (85.7% similar) in 14 aa overlap (7-20:70-83) 
 
                                       10        20        30       
2MEPSP                         SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :::: .::.... :                 
gi|215 SSLLKELEGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKE 
      40        50        60        70        80        90          
 
         40        50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                                    
gi|215 ESDDDMGFGLFD                                 
     100       110                                  
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.3 E():   72 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (56-69:41-54) 
 
          30        40        50        60        70        80      
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM      
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (56-69:45-58) 
 
          30        40        50        60        70        80      
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM      
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (62-76:152-166) 
 
              40        50        60        70        80            
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM            
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
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gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (62-76:152-166) 
 
              40        50        60        70        80            
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM            
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 68.5  bits: 21.3 E():   76 
Smith-Waterman score: 50; 30.0% identity (53.3% similar) in 30 aa overlap (49-77:1586-1615) 
 
       20        30        40        50        60         70        
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG-RKHLKAIDVNMNKMPD 
                                     :. . : ::. :     .  . .:.::  : 
gi|203 LEKHTDLLYEPGVQYKIIGNGKIKDDGSHYSIDIQGKPRKAFKLDADMMNFKLNVNKPED 
        1560      1570      1580      1590      1600      1610      
 
        80                                             
2MEPSP VAM                                             
                                                       
gi|203 SNKAQFSYTFNDYTETEEYEFDPHRAYYINWISSIRKYIQNFIVEDH 
        1620      1630      1640      1650      1660   
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (51-64:292-305) 
 
               30        40        50        60        70        80 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.3  bits: 19.2 E():   78 
Smith-Waterman score: 48; 30.9% identity (47.1% similar) in 68 aa overlap (2-66:57-119) 
 
                                            10        20        30  
2MEPSP                              SASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :  .: :  .   . ::::     ::  .. 
gi|284 DLNDFLALVPTDEIVAIVMDYLANDAEVQEAVAYLQGDEFHKIVSTVEG-----LQEFTN 
         30        40        50        60        70             80  
 
              40         50          60        70        80         
2MEPSP FAEVLEMMGAK-VTWTETSVTVTG--PPREPFGRKHLKAIDVNMNKMPDVAM         
       :.. ::  :   : . .   .: :  :   :  ::: .                       
gi|284 FVQFLEDHGLDAVGYINQLHSVLGWDPYVPPSQRKHARRGVGVDGLIDDIIAILPIDDLK 
              90       100       110       120       130       140  
 
gi|284 ALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDKGVDVDHYIELIR 
             150       160       170       180       190       200  
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (25-39:53-67) 
 
                     10        20        30        40        50     
2MEPSP       SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
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gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
           60        70        80                                   
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAM                                   
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (20-39:285-304) 
 
                          10        20        30        40          
2MEPSP            SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
      50        60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (9-22:13-26) 
 
                   10        20        30        40        50       
2MEPSP     SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                   ::...  : :. ::                                   
gi|156 MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIK 
               10        20        30        40        50        60 
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.4 E():   83 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (9-28:218-237) 
 
                                     10        20        30         
2MEPSP                       SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
       40        50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.7  bits: 19.2 E():   84 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (40-75:59-97) 
 
      10        20        30        40        50           60       
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
         70        80                                               
2MEPSP AIDVNMNKMPDVAM                                               
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (27-55:189-216) 
 
                   10        20        30        40         50      
2MEPSP     SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
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          60        70        80        
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAM        
                                        
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 41; 22.2% identity (52.8% similar) in 36 aa overlap (5-40:8-39) 
 
                  10        20        30        40        50        
2MEPSP    SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
              :  .:. ..: .  . ::    .:.:   .. .  :                  
gi|344 MMKFIVLFALNAVASAGKMKFKDCG----KGEVTELDITDCSGDFCVLHRGKSVTLDAKF 
               10        20            30        40        50       
 
        60        70        80                                      
2MEPSP EPFGRKHLKAIDVNMNKMPDVAM                                      
                                                                    
gi|344 VANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 67.4  bits: 17.9 E():   87 
Smith-Waterman score: 42; 27.6% identity (69.0% similar) in 29 aa overlap (4-32:64-91) 
 
                                          10        20        30    
2MEPSP                            SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     .:. .: ..  : . .: . :...: .::  
gi|194 NLDYKKFIGTWVIAAGTSEALTQYKCWNDLFFFNNALVSKYTDS-KGKNRTTIRGRTKFE 
            40        50        60        70         80        90   
 
            40        50        60        70        80              
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM              
                                                                    
gi|194 GNKFTIDYDDEGKAFSAPYSVLATDYDNYAIVEGCPAAANGHVIYVQLRLTLRSFHPEQG 
            100       110       120       130       140       150   
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (53-77:129-153) 
 
             30        40        50        60        70        80   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM   
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (20-65:85-134) 
 
                          10        20        30         40         
2MEPSP            SASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
          50        60        70        80                          
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM                          
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a  (202 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 67.0  bits: 18.0 E():   91 
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (1-25:104-127) 
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                                             10        20        30 
2MEPSP                               SASYFLAGAAITGGTVTVEGCGTTSLQGDV 
                                     ::.: . :  :. :..:... :..:      
gi|549 MNTLVWNDELAQIAQVWANQCNYGHDNCRNSAKYSV-GQNIAEGSTTADNFGSVSNMVKM 
            80        90       100        110       120       130   
 
               40        50        60        70        80           
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM           
                                                                    
gi|549 WEDEVKDYQYGSPKNKLNKVGHYTQMVWAKTKEIGCGSIKYIENGWHRHYLVCNYGPAGN 
            140       150       160       170       180       190   
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 40; 46.2% identity (84.6% similar) in 13 aa overlap (8-20:72-84) 
 
                                      10        20        30        
2MEPSP                        SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     ::: .::.... :                  
gi|185 LISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKE 
              50        60        70        80        90       100  
 
        40        50        60        70        80 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                                   
gi|185 ESDEDMGFGLFD                                
             110                                   
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 40; 46.2% identity (84.6% similar) in 13 aa overlap (8-20:72-84) 
 
                                      10        20        30        
2MEPSP                        SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     ::: .::.... :                  
gi|117 LISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKE 
              50        60        70        80        90       100  
 
        40        50        60        70        80 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                                   
gi|117 ESDEDMGFGLFD                                
             110                                   
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (30-49:39-63) 
 
                10        20        30        40             50     
2MEPSP  SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
           60        70        80                                   
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAM                                   
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.7  bits: 18.8 E():   96 
Smith-Waterman score: 44; 30.3% identity (60.6% similar) in 33 aa overlap (10-41:264-296) 
 
                                    10        20        30          
2MEPSP                      SASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEM 
                                     : .::  ..   ::. : : .. .:..    
gi|118 YTGSLNWVPVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSD 
           240       250       260       270       280       290    
 
       40        50        60        70        80                   
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2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM                   
       .::                                                          
gi|118 IGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGMDVPTS 
           300       310       320       330       340       350    
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 41; 25.0% identity (53.1% similar) in 32 aa overlap (3-34:100-131) 
 
                                           10        20        30   
2MEPSP                             SASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: .  .:  ::   ..  .    .::... 
gi|534 HRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYHTKGDISL 
      70        80        90       100       110       120          
 
             40        50        60        70        80 
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
        :                                               
gi|534 NEEEIKAGKEKGAGLFKAVENYLVAHPNAYN                  
     130       140       150       160                  
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.8 E():   98 
Smith-Waterman score: 44; 34.6% identity (53.8% similar) in 26 aa overlap (54-79:75-100) 
 
            30        40        50        60        70        80    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM    
                                     :  .  .: ::  .  :. .:  :::     
gi|113 ACEAHNIIDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKE 
           50        60        70        80        90       100     
 
gi|113 GTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSDKTIDGRGVKVNIVNAGLTLMNVKNII 
          110       120       130       140       150       160     
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.4 E():   99 
Smith-Waterman score: 43; 36.4% identity (77.3% similar) in 22 aa overlap (7-28:270-291) 
 
                                       10        20        30       
2MEPSP                         SASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :.:: ::..... : .:..  :         
gi|663 AAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATGAATAAAGGATAAAGGY 
     240       250       260       270       280       290          
 
         40        50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                                    
gi|663 KA                                           
     300                                            
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:54 2011 done: Tue Apr 19 10:57:55 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 257  - 336 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
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< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     2     0:= 
  30    14     2:*==== 
  32    14     8:==*== 
  34    23    22:=======* 
  36    28    44:==========    * 
  38    57    73:===================     * 
  40   114   102:=================================*==== 
  42   144   125:=========================================*====== 
  44   122   138:=========================================    * 
  46   164   140:==============================================*======== 
  48   148   134:============================================*===== 
  50   154   122:========================================*=========== 
  52    96   108:================================   * 
  54    73    92:=========================     * 
  56    62    77:=====================    * 
  58    45    63:===============     * 
  60    42    51:==============  * 
  62    27    41:=========    * 
  64    20    33:=======   * 
  66    27    26:========* 
  68    13    20:===== * 
  70    24    16:=====*== 
  72    15    12:===*= 
  74     3    10:=  * 
  76     7     8:==* 
  78    11     6:=*== 
  80     4     5:=* 
  82     5     3:*= 
  84     1     3:* 
  86     2     2:* 
  88     6     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102    10     0:====      *========== 
 104     3     0:=         *=== 
 106     2     0:=         *== 
 108     2     0:=         *== 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.3894 0.003; mu= 14.7431 0.156 
 mean_var=29.6529 7.899, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.235527 
 Kolmogorov-Smirnov  statistic: 0.0504 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.4    0.42 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.4    0.42 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   63 25.0    0.54 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.68 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.68 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.3    0.86 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.3    0.86 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 24.0       1 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 24.0       1 
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gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 24.0     1.1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   60 24.0     1.1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.7     1.4 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.3     1.6 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.6     2.8 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   58 23.6     3.7 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.6     5.6 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 23.3     5.8 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.3     5.8 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 23.3     5.8 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.3       6 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.3       6 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.3     7.3 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 20.9       9 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.4      11 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.6      12 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   51 21.1      12 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   51 21.1      13 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.2      14 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.1      16 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.9      16 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.2      16 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   52 21.6      17 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.9      19 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.9      19 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   47 19.5      20 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   51 21.2      21 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      22 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.4      22 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.4      22 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.4      22 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   51 21.3      23 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.4      23 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   49 20.4      23 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.3      25 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.5      25 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.2      29 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.8      29 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.1      30 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.2      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.3      30 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.3      30 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.3      33 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   45 18.9      36 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   47 19.7      37 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.5      41 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.4      42 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.2      42 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.5      42 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      45 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      45 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 18.1      47 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.0      47 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   47 19.9      49 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.6      52 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.2      52 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.2      52 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.2      52 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.2      52 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.2      52 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.2      52 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.2      52 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.0      53 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.2      53 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   47 19.9      54 
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gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      55 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.2      55 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.2      55 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.1      56 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.2      56 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.1      57 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.1      57 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   45 19.1      58 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.1      58 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   45 19.1      58 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 19.9      58 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.5      59 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.1      60 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.1      60 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 19.1      60 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.9      60 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.7      61 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.7      61 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.2      63 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      72 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.4      72 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      73 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      75 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      75 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.3      75 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.6      76 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.2      77 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.9      78 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.8      80 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   42 17.9      82 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.9      82 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.4      83 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.2      84 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.4      85 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   41 17.5      87 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   42 17.9      88 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.4      88 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.4      91 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   40 17.1      92 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.1      92 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   44 18.8      95 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.6      96 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   41 17.6      96 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   44 18.8      98 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   42 18.0      99 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   43 18.4      99 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 109.2  bits: 25.4 E(): 0.42 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (13-70:16-77) 
 
                  10          20        30        40           50   
2MEPSP    ASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCMST 
               10        20        30         40        50          
 
             60        70        80                                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMT                                 
       ::  .: :..:    : :                                           
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.2  bits: 25.4 E(): 0.42 
Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (13-70:16-77) 
 
                  10          20        30         40        50     
2MEPSP    ASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . :..    :.  . :: 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG 
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               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMT                                  
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 107.3  bits: 25.0 E(): 0.54 
Smith-Waterman score: 63; 27.4% identity (53.4% similar) in 73 aa overlap (2-70:6-77) 
 
                   10         20        30        40           50   
2MEPSP     ASYFLAGAAITGGTV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
            . : .. ..:: .  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             60        70        80                                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMT                                 
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.5  bits: 24.7 E(): 0.68 
Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (13-70:16-77) 
 
                  10          20        30         40        50     
2MEPSP    ASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMT                                  
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.5  bits: 24.7 E(): 0.68 
Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (13-70:16-77) 
 
                  10          20        30        40           50   
2MEPSP    ASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCMST 
               10        20        30         40        50          
 
             60        70        80                                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMT                                 
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.7  bits: 24.3 E(): 0.86 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (13-70:16-77) 
 
                  10          20        30        40           50   
2MEPSP    ASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             60        70        80                                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMT                                 
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8374

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.7  bits: 24.3 E(): 0.86 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (13-70:16-77) 
 
                  10          20        30        40           50   
2MEPSP    ASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             60        70        80                                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMT                                 
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (13-70:16-77) 
 
                  10          20        30        40           50   
2MEPSP    ASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             60        70        80                                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMT                                 
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (13-70:16-77) 
 
                  10          20        30        40           50   
2MEPSP    ASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             60        70        80                                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMT                                 
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.8  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (13-70:16-77) 
 
                  10          20        30        40           50   
2MEPSP    ASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             60        70        80                                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMT                                 
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.8  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (13-70:16-77) 
 
                  10          20        30        40           50   
2MEPSP    ASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
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                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             60        70        80                                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMT                                 
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.8  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (13-70:16-77) 
 
                  10          20        30        40           50   
2MEPSP    ASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             60        70        80                                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMT                                 
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.8  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (13-70:16-77) 
 
                  10          20        30        40           50   
2MEPSP    ASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|145 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             60        70        80                                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMT                                 
       ::  .: :..:    : :                                           
gi|145 GPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.8  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (13-70:16-77) 
 
                  10          20        30        40           50   
2MEPSP    ASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             60        70        80                                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMT                                 
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.8  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (13-70:16-77) 
 
                  10          20        30        40           50   
2MEPSP    ASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             60        70        80                                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMT                                 
       ::  .: :..:    : :                                           
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gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.8  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (13-70:16-77) 
 
                  10          20        30        40           50   
2MEPSP    ASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             60        70        80                                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMT                                 
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  60  Z-score: 101.6  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 29.2% identity (54.2% similar) in 48 aa overlap (7-53:83-130) 
 
                                       10        20         30      
2MEPSP                         ASYFLAGAAITGGTVTVEGCGTTS-LQGDVKFAEVL 
                                     :.: . :.  : :  :.. .  : :  .:. 
gi|583 VKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVV 
             60        70        80        90       100       110   
 
          40        50        60        70        80   
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT   
       .  :    :...: :  :                              
gi|583 KHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP 
            120       130       140       150          
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 100.0  bits: 23.7 E():  1.4 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (13-70:16-77) 
 
                  10          20        30         40        50     
2MEPSP    ASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMSTG 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMT                                  
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.8  bits: 23.3 E():  1.6 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (51-74:85-109) 
 
               30        40        50         60        70          
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
      80                       
2MEPSP T                       
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 94.5  bits: 22.6 E():  2.8 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (13-70:16-77) 
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                  10          20        30         40        50     
2MEPSP    ASYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCMSTG 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMT                                  
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  42 init1:  42 opt:  58  Z-score: 92.3  bits: 23.6 E():  3.7 
Smith-Waterman score: 58; 21.8% identity (59.0% similar) in 78 aa overlap (1-76:105-182) 
 
                                             10        20           
2MEPSP                               ASYFLAGAAITGGTVTVEGCGTTS-LQGDV 
                                     :..  ::..:   :. . . :  : .  :: 
gi|513 RLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDV 
           80        90       100       110       120       130     
 
      30        40         50        60        70        80         
2MEPSP KFAEVLEMMGAKVTWTETS-VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT         
       ....  ...  .    ::. . .   :.: . .: : ..:...: . .             
gi|513 QYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNA 
          140       150       160       170       180       190     
 
gi|513 TVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVA 
          200       210       220       230       240       250     
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 89.0  bits: 21.6 E():  5.6 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (13-70:16-77) 
 
                  10          20        30        40           50   
2MEPSP    ASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : .: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             60        70        80                                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMT                                 
       ::   : :..:    : :                                           
gi|160 GPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.8  bits: 23.3 E():  5.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (60-76:399-415) 
 
      30        40        50        60        70        80          
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT          
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.8  bits: 23.3 E():  5.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (60-76:402-418) 
 
      30        40        50        60        70        80          
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT          
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
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             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.8  bits: 23.3 E():  5.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (60-76:403-419) 
 
      30        40        50        60        70        80          
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT          
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.6  bits: 23.3 E():    6 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (60-76:422-438) 
 
      30        40        50        60        70        80          
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT          
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.6  bits: 23.3 E():    6 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (60-76:422-438) 
 
      30        40        50        60        70        80          
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT          
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.9  bits: 21.3 E():  7.3 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (22-68:30-74) 
 
                       10        20        30        40        50   
2MEPSP         ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMT                                 
       :  .  :  ....:::                                             
gi|169 GETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
                 70        80        90       100       110         
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 85.3  bits: 20.9 E():    9 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (13-70:16-77) 
 
                  10          20        30        40           50   
2MEPSP    ASYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             60        70        80                                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMT                                 
       ::  .: :...    : :                                           
gi|160 GPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
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      60        70        80        90       100       110          
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.0  bits: 21.4 E():   11 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (10-29:208-227) 
 
                                    10        20        30          
2MEPSP                      ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
      40        50        60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                                 
gi|111 KPEFIDIINAAAVKSA                          
       240       250                             
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.0  bits: 20.6 E():   12 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (21-71:38-88) 
 
                         10        20        30        40        50 
2MEPSP           ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
               60         70        80                              
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVAMT                              
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.8  bits: 21.1 E():   12 
Smith-Waterman score: 51; 27.1% identity (52.5% similar) in 59 aa overlap (23-76:93-150) 
 
                       10        20        30           40          
2MEPSP         ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
        50        60        70        80                            
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                            
          .  ::  : .:.: .   :..: . :                                
gi|289 HSIIGLPPFVPPSRRHARR-GVGINGLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.7  bits: 21.1 E():   13 
Smith-Waterman score: 51; 27.1% identity (52.5% similar) in 59 aa overlap (23-76:96-153) 
 
                       10        20        30           40          
2MEPSP         ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
        50        60        70        80                            
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                            
          .  ::  : .:.: .   :..: . :                                
gi|424 HSIIGLPPFVPPSRRHARR-GVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.9  bits: 20.2 E():   14 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (10-34:35-57) 
 
                                    10        20        30          
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2MEPSP                      ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
      40        50        60        70        80                    
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                    
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 81.0  bits: 21.1 E():   16 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (27-75:228-277) 
 
                   10        20        30        40        50       
2MEPSP     ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
         60         70        80                       
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMT                       
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.6  bits: 19.9 E():   16 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (35-61:9-37) 
 
           10        20        30        40        50          60   
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
             70        80                                           
2MEPSP HLKAIDVNMNKMPDVAMT                                           
                                                                    
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.6  bits: 21.2 E():   16 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (27-75:247-296) 
 
                   10        20        30        40        50       
2MEPSP     ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
         60         70        80                       
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMT                       
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 80.5  bits: 21.6 E():   17 
Smith-Waterman score: 52; 25.5% identity (63.6% similar) in 55 aa overlap (26-77:306-360) 
 
                    10        20         30        40        50     
2MEPSP      ASYFLAGAAITGGTVTVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
             60        70        80                                 
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMT                                 
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        :  . . .:  .:. ...:.. .:                                    
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (22-68:30-74) 
 
                       10        20        30        40        50   
2MEPSP         ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMT                                 
       :  .  :  .....::                                             
gi|374 GETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
                 70        80        90       100       110         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (38-56:1-18) 
 
        10        20        30        40        50        60        
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
        70        80                                                
2MEPSP DVNMNKMPDVAMT                                                
                                                                    
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 79.2  bits: 19.5 E():   20 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (50-76:20-46) 
 
      20        30        40        50         60        70         
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDVA 
                                     .. : ::  : .:.: .   :..: . :   
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
                          10        20        30         40         
 
       80                                                           
2MEPSP MT                                                           
                                                                    
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 78.6  bits: 21.2 E():   21 
Smith-Waterman score: 51; 24.5% identity (65.3% similar) in 49 aa overlap (31-77:312-360) 
 
               10        20        30        40        50           
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
       60        70        80                                       
2MEPSP FGRKHLKAIDVNMNKMPDVAMT                                       
       . .:  .:. ...:.. .:                                          
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.5  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (19-64:68-117) 
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                           10        20        30         40        
2MEPSP             ASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
           50        60        70        80                         
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                         
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (19-64:79-128) 
 
                           10        20        30         40        
2MEPSP             ASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
           50        60        70        80                         
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                         
         ..::.:   .::..  :.                                         
gi|126 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (19-64:79-128) 
 
                           10        20        30         40        
2MEPSP             ASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
           50        60        70        80                         
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                         
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (19-64:79-128) 
 
                           10        20        30         40        
2MEPSP             ASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
           50        60        70        80                         
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                         
         ..::.:   .::..  :.                                         
gi|752 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGT 
      110       120       130       140       150       160         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 60; 30.0% identity (50.0% similar) in 50 aa overlap (11-60:50-97) 
 
                                   10        20        30        40 
2MEPSP                     ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                     : .:.  . :: :  :: .   . .. ::  
gi|947 LAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCGGT-WQGIIDKLDYIQGMGF 
      20        30        40        50        60         70         
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               50        60        70        80                     
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                     
        . :  : ::.  :    .:                                         
gi|947 TAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTADDLKALSSALHERGMYLMV 
       80         90       100       110       120       130        
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (22-74:114-161) 
 
                        10        20        30        40        50  
2MEPSP          ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
              60        70        80                                
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMT                                
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.8  bits: 20.4 E():   23 
Smith-Waterman score: 49; 35.7% identity (57.1% similar) in 28 aa overlap (1-28:133-160) 
 
                                             10        20        30 
2MEPSP                               ASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :..:  .:  :::   .:  . ::.  :   
gi|565 FYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDAS 
            110       120       130       140       150       160   
 
               40        50        60        70        80           
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT           
                                                                    
gi|565 NTQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWM 
            170       180       190       200       210       220   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.4  bits: 21.3 E():   25 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (60-76:430-446) 
 
      30        40        50        60        70        80          
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT          
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 20.5 E():   25 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (18-42:282-306) 
 
                            10        20        30        40        
2MEPSP              ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
        50        60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.1  bits: 19.2 E():   29 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (23-38:135-150) 
 
                       10        20        30        40        50   
2MEPSP         ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
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gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
             60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMT 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 76.0  bits: 18.8 E():   29 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (5-55:1-49) 
 
               10        20        30        40        50        60 
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
           .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  ::      
gi|144     MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAV--PPACCNG 
                   10        20        30        40          50     
 
               70        80                                         
2MEPSP RKHLKAIDVNMNKMPDVAMT                                         
                                                                    
gi|144 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (28-53:175-201) 
 
                  10        20        30         40        50       
2MEPSP    ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
         60        70        80                                     
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMT                                     
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.9  bits: 19.2 E():   30 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (31-63:82-109) 
 
               10        20        30        40        50        60 
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
               70        80                                 
2MEPSP RKHLKAIDVNMNKMPDVAMT                                 
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (38-56:1-18) 
 
        10        20        30        40        50        60        
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVITPPRLFKALVLEADT 
                                              10        20          
 
        70        80                                                
2MEPSP DVNMNKMPDVAMT                                                
                                                                    
gi|444 LIPKIAPQSVKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
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 initn:  44 init1:  44 opt:  46  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (38-56:1-18) 
 
        10        20        30        40        50        60        
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
        70        80                                                
2MEPSP DVNMNKMPDVAMT                                                
                                                                    
gi|444 LIPKIAPQSVKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.3 E():   33 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (29-55:4-30) 
 
               10        20        30        40        50        60 
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                   .::: :: ...: :  . .:.   . :      
gi|727                          MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVW 
                                        10        20        30      
 
               70        80                                         
2MEPSP RKHLKAIDVNMNKMPDVAMT                                         
                                                                    
gi|727 VTSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQ 
          40        50        60        70        80        90      
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.4  bits: 18.9 E():   36 
Smith-Waterman score: 45; 47.6% identity (71.4% similar) in 21 aa overlap (6-26:18-38) 
 
                           10        20        30        40         
2MEPSP             ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                        :.:.:  .:: ::: . .: :                       
gi|110 MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKHCQMYVQQE 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                             
                                                                    
gi|110 VQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQE 
               70        80        90       100       110       120 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (50-76:170-196) 
 
      20        30        40        50         60        70         
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDVA 
                                     .. : ::  : .:.: .   :..: . :   
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
     140       150       160       170       180        190         
 
       80                                                           
2MEPSP MT                                                           
                                                                    
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.4  bits: 18.5 E():   41 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (10-34:19-41) 
 
                        10        20        30        40        50  
2MEPSP          ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                         : :..: .. :   . .::. :.::                  
gi|131 QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVERDH 
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               10        20         30         40        50         
 
              60        70        80                                
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMT                                
                                                                    
gi|131 KNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.4 E():   42 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (50-63:15-28) 
 
      20        30        40        50        60        70          
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.2  bits: 20.2 E():   42 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (35-74:312-353) 
 
           10        20        30        40        50          60   
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
             70        80                                           
2MEPSP HLKAIDVNMNKMPDVAMT                                           
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.1  bits: 18.5 E():   42 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (10-34:25-47) 
 
                              10        20        30        40      
2MEPSP                ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
          50        60        70        80                          
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                          
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (37-60:7-30) 
 
         10        20        30        40        50        60       
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
         70        80                                               
2MEPSP IDVNMNKMPDVAMT                                               
                                                                    
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
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>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 51; 21.4% identity (57.1% similar) in 56 aa overlap (1-56:3-53) 
 
                 10        20        30        40        50         
2MEPSP   ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
         .: .: . ..... :.. .::  ..       ..   .: :  : :...:  : :.   
gi|109 MASSSLLLACVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK--WLEAKATWYGAPKGA 
               10        20        30           40          50      
 
       60        70        80                                       
2MEPSP FGRKHLKAIDVNMNKMPDVAMT                                       
                                                                    
gi|109 GPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHV 
          60        70        80        90       100       110      
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (5-55:1-49) 
 
               10        20        30        40        50        60 
2MEPSP ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
           .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  ::      
gi|506     MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRNGGAV--PPACCNG 
                   10        20        30        40          50     
 
               70        80                                         
2MEPSP RKHLKAIDVNMNKMPDVAMT                                         
                                                                    
gi|506 IRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV 
           60        70        80        90       100       110     
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.3  bits: 19.0 E():   47 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (61-76:152-167) 
 
               40        50        60        70        80           
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT           
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.0  bits: 19.9 E():   49 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (50-76:291-317) 
 
      20        30        40        50         60        70         
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDVA 
                                     .. : ::  : .:.: .   :..: . :   
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
              270       280       290       300        310          
 
       80                                                           
2MEPSP MT                                                           
                                                                    
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.6  bits: 18.6 E():   52 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (6-27:150-172) 
 
                                        10         20        30     
2MEPSP                          ASYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
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           40        50        60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (10-34:20-42) 
 
                         10        20        30        40        50 
2MEPSP           ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
               60        70        80                               
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMT                               
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (10-34:20-42) 
 
                         10        20        30        40        50 
2MEPSP           ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :   . .::. :.::                 
gi|333 WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVERD 
               10        20          30        40        50         
 
               60        70        80                               
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMT                               
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (10-34:20-42) 
 
                         10        20        30        40        50 
2MEPSP           ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
               60        70        80                               
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMT                               
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (10-34:21-43) 
 
                          10        20        30        40          
2MEPSP            ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
      50        60        70        80                              
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                              
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (10-34:21-43) 
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                          10        20        30        40          
2MEPSP            ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|375 IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
      50        60        70        80                              
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                              
                                                                    
gi|375 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (10-34:21-43) 
 
                          10        20        30        40          
2MEPSP            ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
      50        60        70        80                              
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                              
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (10-34:21-43) 
 
                          10        20        30        40          
2MEPSP            ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
      50        60        70        80                              
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                              
                                                                    
gi|333 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.3  bits: 19.0 E():   53 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (45-77:43-76) 
 
           20        30        40        50         60        70    
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
            80                                                      
2MEPSP MPDVAMT                                                      
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.3  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (10-34:25-47) 
 
                              10        20        30        40      
2MEPSP                ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFINELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
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          50        60        70        80                          
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                          
                                                                    
gi|136 LVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRTINPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.3  bits: 19.9 E():   54 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (50-76:6-32) 
 
      20        30        40        50         60        70         
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDVA 
                                     .. : ::  : .:.: .   :..: . :   
gi|223                          INEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
                                        10        20         30     
 
       80                                                           
2MEPSP MT                                                           
                                                                    
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 19.0 E():   55 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (53-61:14-22) 
 
             30        40        50        60        70        80   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT   
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (10-34:29-51) 
 
                                  10        20        30        40  
2MEPSP                    ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
              50        60        70        80                      
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                      
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (10-34:29-51) 
 
                                  10        20        30        40  
2MEPSP                    ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
              50        60        70        80                      
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                      
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (53-61:25-33) 
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             30        40        50        60        70        80   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT   
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (10-34:35-57) 
 
                                    10        20        30          
2MEPSP                      ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
      40        50        60        70        80                    
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                    
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (53-61:31-39) 
 
             30        40        50        60        70        80   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT   
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (53-61:31-39) 
 
             30        40        50        60        70        80   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT   
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (9-53:204-252) 
 
                                     10        20           30      
2MEPSP                       ASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
           40        50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
       .  :: : :  ..:  . :                            
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN          
           240       250       260       270          
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (53-61:32-40) 
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             30        40        50        60        70        80   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT   
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (9-53:204-252) 
 
                                     10        20           30      
2MEPSP                       ASYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
           40        50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
       .  :: : :  ..:  . :                            
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN          
           240       250       260       270          
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.7  bits: 19.9 E():   58 
Smith-Waterman score: 47; 57.1% identity (71.4% similar) in 14 aa overlap (53-65:202-215) 
 
             30        40        50         60        70        80  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF-GRKHLKAIDVNMNKMPDVAMT  
                                     : :. :  :::::.                 
gi|424 SLPEFKNFLNFLQTNGLNAIEFLNNIHDLLGIPHIPVTGRKHLRRGVGITGLIDDIIAIL 
             180       190       200       210       220       230  
 
gi|424 PVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVETLKAMPEYQSLIQKLKDKGVDVDH 
             240       250       260       270       280       290  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (15-33:97-115) 
 
                               10        20        30        40     
2MEPSP                 ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
           50        60        70        80                         
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                         
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (28-53:175-201) 
 
                  10        20        30         40        50       
2MEPSP    ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
         60        70        80                                     
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMT                                     
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8393

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  39 init1:  39 opt:  45  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (28-53:175-201) 
 
                  10        20        30         40        50       
2MEPSP    ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
         60        70        80                                     
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMT                                     
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (7-48:216-260) 
 
                                       10        20           30    
2MEPSP                         ASYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
            40        50        60        70        80 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
       :   ..  . : : :                                 
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW        
         250       260       270       280             
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (46-63:288-305) 
 
          20        30        40        50        60        70      
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
          80                                                        
2MEPSP DVAMT                                                        
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.3  bits: 18.7 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (24-54:98-127) 
 
                      10        20        30        40        50    
2MEPSP        ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
            60        70        80                                  
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMT                                  
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.2  bits: 18.7 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (24-54:99-128) 
 
                      10        20        30        40        50    
2MEPSP        ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8394

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

       70        80        90       100        110       120        
 
            60        70        80                                  
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMT                                  
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (61-76:43-58) 
 
               40        50        60        70        80           
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT           
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.3 E():   72 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (55-68:41-54) 
 
           30        40        50        60        70        80     
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT     
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 17.4 E():   72 
Smith-Waterman score: 41; 50.0% identity (85.7% similar) in 14 aa overlap (6-19:70-83) 
 
                                        10        20        30      
2MEPSP                          ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :::: .::.... :                 
gi|215 SSLLKELEGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKE 
      40        50        60        70        80        90          
 
          40        50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                                     
gi|215 ESDDDMGFGLFD                                  
     100       110                                   
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (55-68:45-58) 
 
           30        40        50        60        70        80     
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT     
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (61-75:152-166) 
 
               40        50        60        70        80           
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT           
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
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             130       140       150       160       170       180  
 
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (61-75:152-166) 
 
               40        50        60        70        80           
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT           
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 68.6  bits: 21.3 E():   75 
Smith-Waterman score: 50; 30.0% identity (53.3% similar) in 30 aa overlap (48-76:1586-1615) 
 
        20        30        40        50        60         70       
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG-RKHLKAIDVNMNKMPD 
                                     :. . : ::. :     .  . .:.::  : 
gi|203 LEKHTDLLYEPGVQYKIIGNGKIKDDGSHYSIDIQGKPRKAFKLDADMMNFKLNVNKPED 
        1560      1570      1580      1590      1600      1610      
 
         80                                            
2MEPSP VAMT                                            
                                                       
gi|203 SNKAQFSYTFNDYTETEEYEFDPHRAYYINWISSIRKYIQNFIVEDH 
        1620      1630      1640      1650      1660   
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (50-63:292-305) 
 
      20        30        40        50        60        70          
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.3  bits: 19.2 E():   77 
Smith-Waterman score: 48; 30.9% identity (47.1% similar) in 68 aa overlap (1-65:57-119) 
 
                                             10        20        30 
2MEPSP                               ASYFLAGAAITGGTVTVEGCGTTSLQGDVK 
                                     :  .: :  .   . ::::     ::  .. 
gi|284 DLNDFLALVPTDEIVAIVMDYLANDAEVQEAVAYLQGDEFHKIVSTVEG-----LQEFTN 
         30        40        50        60        70             80  
 
               40         50          60        70        80        
2MEPSP FAEVLEMMGAK-VTWTETSVTVTG--PPREPFGRKHLKAIDVNMNKMPDVAMT        
       :.. ::  :   : . .   .: :  :   :  ::: .                       
gi|284 FVQFLEDHGLDAVGYINQLHSVLGWDPYVPPSQRKHARRGVGVDGLIDDIIAILPIDDLK 
              90       100       110       120       130       140  
 
gi|284 ALFQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDKGVDVDHYIELIR 
             150       160       170       180       190       200  
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.9 E():   78 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8396

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (24-38:53-67) 
 
                      10        20        30        40        50    
2MEPSP        ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
            60        70        80                                  
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMT                                  
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (19-38:285-304) 
 
                           10        20        30        40         
2MEPSP             ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
       50        60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 42; 58.3% identity (75.0% similar) in 12 aa overlap (69-80:68-79) 
 
       40        50        60        70        80                   
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                   
                                     :: ::.:. : :                   
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKIIDGHVVTINETT 
        40        50        60        70        80        90        
 
gi|944 YTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVES 
       100       110       120       130       140       150        
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (8-21:13-26) 
 
                    10        20        30        40        50      
2MEPSP      ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                   ::...  : :. ::                                   
gi|156 MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIK 
               10        20        30        40        50        60 
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.4 E():   83 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (8-27:218-237) 
 
                                      10        20        30        
2MEPSP                        ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
        40        50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.7  bits: 19.2 E():   84 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (39-74:59-97) 
 
       10        20        30        40        50           60      
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
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       30        40        50        60        70        80         
 
          70        80                                              
2MEPSP AIDVNMNKMPDVAMT                                              
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (26-54:189-216) 
 
                    10        20        30        40         50     
2MEPSP      ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
           60        70        80       
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMT       
                                        
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 41; 22.2% identity (52.8% similar) in 36 aa overlap (4-39:8-39) 
 
                   10        20        30        40        50       
2MEPSP     ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
              :  .:. ..: .  . ::    .:.:   .. .  :                  
gi|344 MMKFIVLFALNAVASAGKMKFKDCG----KGEVTELDITDCSGDFCVLHRGKSVTLDAKF 
               10        20            30        40        50       
 
         60        70        80                                     
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMT                                     
                                                                    
gi|344 VANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 67.4  bits: 17.9 E():   88 
Smith-Waterman score: 42; 27.6% identity (69.0% similar) in 29 aa overlap (3-31:64-91) 
 
                                           10        20        30   
2MEPSP                             ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     .:. .: ..  : . .: . :...: .::  
gi|194 NLDYKKFIGTWVIAAGTSEALTQYKCWNDLFFFNNALVSKYTDS-KGKNRTTIRGRTKFE 
            40        50        60        70         80        90   
 
             40        50        60        70        80             
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT             
                                                                    
gi|194 GNKFTIDYDDEGKAFSAPYSVLATDYDNYAIVEGCPAAANGHVIYVQLRLTLRSFHPEQG 
            100       110       120       130       140       150   
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (52-76:129-153) 
 
              30        40        50        60        70        80  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT  
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.1  bits: 18.4 E():   91 
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Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (19-64:85-134) 
 
                           10        20        30         40        
2MEPSP             ASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
           50        60        70        80                         
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                         
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 40; 46.2% identity (84.6% similar) in 13 aa overlap (7-19:72-84) 
 
                                       10        20        30       
2MEPSP                         ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     ::: .::.... :                  
gi|185 LISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKE 
              50        60        70        80        90       100  
 
         40        50        60        70        80 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                                    
gi|185 ESDEDMGFGLFD                                 
             110                                    
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 40; 46.2% identity (84.6% similar) in 13 aa overlap (7-19:72-84) 
 
                                       10        20        30       
2MEPSP                         ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     ::: .::.... :                  
gi|117 LISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKE 
              50        60        70        80        90       100  
 
         40        50        60        70        80 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                                    
gi|117 ESDEDMGFGLFD                                 
             110                                    
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 44; 30.3% identity (60.6% similar) in 33 aa overlap (9-40:264-296) 
 
                                     10        20        30         
2MEPSP                       ASYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEM 
                                     : .::  ..   ::. : : .. .:..    
gi|118 YTGSLNWVPVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSD 
           240       250       260       270       280       290    
 
        40        50        60        70        80                  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                  
       .::                                                          
gi|118 IGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGMDVPTS 
           300       310       320       330       340       350    
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (29-48:39-63) 
 
                 10        20        30        40             50    
2MEPSP   ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
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            60        70        80                                  
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMT                                  
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 41; 25.0% identity (53.1% similar) in 32 aa overlap (2-33:100-131) 
 
                                            10        20        30  
2MEPSP                              ASYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: .  .:  ::   ..  .    .::... 
gi|534 HRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYHTKGDISL 
      70        80        90       100       110       120          
 
              40        50        60        70        80 
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
        :                                                
gi|534 NEEEIKAGKEKGAGLFKAVENYLVAHPNAYN                   
     130       140       150       160                   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.8 E():   98 
Smith-Waterman score: 44; 34.6% identity (53.8% similar) in 26 aa overlap (53-78:75-100) 
 
             30        40        50        60        70        80   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT   
                                     :  .  .: ::  .  :. .:  :::     
gi|113 ACEAHNIIDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKE 
           50        60        70        80        90       100     
 
gi|113 GTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSDKTIDGRGVKVNIVNAGLTLMNVKNII 
          110       120       130       140       150       160     
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.0 E():   99 
Smith-Waterman score: 42; 58.3% identity (75.0% similar) in 12 aa overlap (69-80:116-127) 
 
       40        50        60        70        80                   
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT                   
                                     :: ::.:. : :                   
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKIIDGHVVTINETT 
          90       100       110       120       130       140      
 
gi|944 YTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVES 
         150       160       170       180       190       200      
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.4 E():   99 
Smith-Waterman score: 43; 36.4% identity (77.3% similar) in 22 aa overlap (6-27:270-291) 
 
                                        10        20        30      
2MEPSP                          ASYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :.:: ::..... : .:..  :         
gi|663 AAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATGAATAAAGGATAAAGGY 
     240       250       260       270       280       290          
 
          40        50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                                     
gi|663 KA                                            
     300                                             
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:55 2011 done: Tue Apr 19 10:57:55 2011 
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 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 258  - 337 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     2     0:= 
  30    15     2:*==== 
  32    14     8:==*== 
  34    23    22:=======* 
  36    29    44:==========    * 
  38    61    73:=====================   * 
  40   106   102:=================================*== 
  42   135   125:=========================================*=== 
  44   122   138:=========================================    * 
  46   169   140:==============================================*========== 
  48   161   134:============================================*========= 
  50   146   122:========================================*======== 
  52   100   108:================================== * 
  54    71    92:========================      * 
  56    62    77:=====================    * 
  58    46    63:================    * 
  60    40    51:==============  * 
  62    25    41:=========    * 
  64    22    33:========  * 
  66    27    26:========* 
  68    16    20:======* 
  70    21    16:=====*= 
  72    16    12:===*== 
  74     3    10:=  * 
  76     7     8:==* 
  78     9     6:=*= 
  80     3     5:=* 
  82     6     3:*= 
  84     3     3:* 
  86     2     2:* 
  88     6     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102    10     0:====      *========== 
 104     2     0:=         *== 
 106     2     0:=         *== 
 108     1     0:=         *= 
 110     2     0:=         *== 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.46310.00297; mu= 14.4220 0.154 
 mean_var=29.1161 7.696, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.237688 
 Kolmogorov-Smirnov  statistic: 0.0498 (N=29) at  50 
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Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.4     0.4 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.4     0.4 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   63 25.1    0.51 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.8    0.64 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.8    0.64 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.4    0.81 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.4    0.81 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 24.1    0.99 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 24.1    0.99 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 24.1       1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 24.1       1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 24.1       1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 24.1       1 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   60 24.1     1.1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.7     1.3 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.4     1.5 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.7     2.7 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.7     5.5 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 23.3     5.7 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.3     5.7 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 23.3     5.7 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.4     5.9 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.4     5.9 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.3     7.1 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 21.0     8.8 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   54 22.2     9.4 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   54 22.3      10 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.5      11 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.7      12 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   51 21.1      12 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   51 21.1      12 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.9      13 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.3      14 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.2      15 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.9      16 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.2      16 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 20.0      18 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 20.0      19 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   47 19.6      19 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      21 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.4      22 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.4      22 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.4      22 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.4      23 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   51 21.3      23 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.3      25 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.5      25 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.3      29 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.9      29 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.3      29 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.1      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.3      30 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.3      30 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.3      33 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   45 18.9      35 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   47 19.8      36 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.5      40 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.4      41 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.6      42 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.2      42 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      45 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      45 
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gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 18.2      46 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.0      47 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   47 19.9      49 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.2      51 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.2      51 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.2      51 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.6      51 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.2      51 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.2      51 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.2      51 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.2      51 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.2      53 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.0      53 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.2      54 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.2      54 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   47 19.9      54 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.1      54 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.2      56 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.1      56 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.1      57 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.1      57 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.1      57 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 19.9      58 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.5      60 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.1      60 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.1      60 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 19.1      60 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.7      61 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.9      61 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.7      61 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      63 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.5      71 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      72 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.7      72 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.7      72 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      73 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      75 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      75 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   44 18.7      75 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.6      77 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.2      78 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.9      78 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.2      78 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.8      81 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   42 17.9      81 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.9      81 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.4      83 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.2      85 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.4      85 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   41 17.5      86 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   42 18.0      87 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.4      88 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   40 17.1      91 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.1      91 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.4      91 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.6      95 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   41 17.6      95 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   44 18.8      96 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   42 18.0      99 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   44 18.8      99 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   43 18.4   1e 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 109.6  bits: 25.4 E():  0.4 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (12-69:16-77) 
 
                   10          20        30        40           50  
2MEPSP     SYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCMST 
               10        20        30         40        50          
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              60        70        80                                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTL                                
       ::  .: :..:    : :                                           
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.6  bits: 25.4 E():  0.4 
Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (12-69:16-77) 
 
                   10          20         30        40        50    
2MEPSP     SYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . :..    :.  . :: 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTL                                 
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 107.8  bits: 25.1 E(): 0.51 
Smith-Waterman score: 63; 27.4% identity (53.4% similar) in 73 aa overlap (1-69:6-77) 
 
                    10         20        30        40           50  
2MEPSP      SYFLAGAAITGGTV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
            . : .. ..:: .  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              60        70        80                                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTL                                
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.9  bits: 24.8 E(): 0.64 
Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (12-69:16-77) 
 
                   10          20         30        40        50    
2MEPSP     SYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTL                                 
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.9  bits: 24.8 E(): 0.64 
Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (12-69:16-77) 
 
                   10          20        30        40           50  
2MEPSP     SYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCMST 
               10        20        30         40        50          
 
              60        70        80                                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTL                                
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
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>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 104.1  bits: 24.4 E(): 0.81 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (12-69:16-77) 
 
                   10          20        30        40           50  
2MEPSP     SYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              60        70        80                                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTL                                
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 104.1  bits: 24.4 E(): 0.81 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (12-69:16-77) 
 
                   10          20        30        40           50  
2MEPSP     SYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              60        70        80                                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTL                                
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.6  bits: 24.1 E(): 0.99 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (12-69:16-77) 
 
                   10          20        30        40           50  
2MEPSP     SYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              60        70        80                                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTL                                
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.6  bits: 24.1 E(): 0.99 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (12-69:16-77) 
 
                   10          20        30        40           50  
2MEPSP     SYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              60        70        80                                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTL                                
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (12-69:16-77) 
 
                   10          20        30        40           50  
2MEPSP     SYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
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gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              60        70        80                                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTL                                
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (12-69:16-77) 
 
                   10          20        30        40           50  
2MEPSP     SYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              60        70        80                                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTL                                
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (12-69:16-77) 
 
                   10          20        30        40           50  
2MEPSP     SYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              60        70        80                                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTL                                
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (12-69:16-77) 
 
                   10          20        30        40           50  
2MEPSP     SYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|145 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              60        70        80                                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTL                                
       ::  .: :..:    : :                                           
gi|145 GPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (12-69:16-77) 
 
                   10          20        30        40           50  
2MEPSP     SYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              60        70        80                                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTL                                
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
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      60        70        80        90       100       110          
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (12-69:16-77) 
 
                   10          20        30        40           50  
2MEPSP     SYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              60        70        80                                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTL                                
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (12-69:16-77) 
 
                   10          20        30        40           50  
2MEPSP     SYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              60        70        80                                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTL                                
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  60  Z-score: 101.9  bits: 24.1 E():  1.1 
Smith-Waterman score: 60; 29.2% identity (54.2% similar) in 48 aa overlap (6-52:83-130) 
 
                                        10        20         30     
2MEPSP                          SYFLAGAAITGGTVTVEGCGTTS-LQGDVKFAEVL 
                                     :.: . :.  : :  :.. .  : :  .:. 
gi|583 VKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVV 
             60        70        80        90       100       110   
 
           40        50        60        70        80  
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL  
       .  :    :...: :  :                              
gi|583 KHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP 
            120       130       140       150          
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 100.4  bits: 23.7 E():  1.3 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (12-69:16-77) 
 
                   10          20         30        40        50    
2MEPSP     SYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMSTG 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTL                                 
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.2  bits: 23.4 E():  1.5 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (50-73:85-109) 
 
      20        30        40        50         60        70         
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2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
       80                      
2MEPSP TL                      
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 94.8  bits: 22.7 E():  2.7 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (12-69:16-77) 
 
                   10          20         30        40        50    
2MEPSP     SYFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCMSTG 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTL                                 
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 89.3  bits: 21.7 E():  5.5 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (12-69:16-77) 
 
                   10          20        30        40           50  
2MEPSP     SYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : .: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              60        70        80                                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTL                                
       ::   : :..:    : :                                           
gi|160 GPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.9  bits: 23.3 E():  5.7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (59-75:399-415) 
 
       30        40        50        60        70        80         
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL         
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.9  bits: 23.3 E():  5.7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (59-75:402-418) 
 
       30        40        50        60        70        80         
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL         
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.9  bits: 23.3 E():  5.7 
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Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (59-75:403-419) 
 
       30        40        50        60        70        80         
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL         
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.6  bits: 23.4 E():  5.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (59-75:422-438) 
 
       30        40        50        60        70        80         
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL         
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.6  bits: 23.4 E():  5.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (59-75:422-438) 
 
       30        40        50        60        70        80         
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL         
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 87.2  bits: 21.3 E():  7.1 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (21-67:30-74) 
 
                        10        20        30        40        50  
2MEPSP          SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTL                                
       :  .  :  ....:::                                             
gi|169 GETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
                 70        80        90       100       110         
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 85.5  bits: 21.0 E():  8.8 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (12-69:16-77) 
 
                   10          20        30        40           50  
2MEPSP     SYFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              60        70        80                                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTL                                
       ::  .: :...    : :                                           
gi|160 GPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 85.0  bits: 22.2 E():  9.4 
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Smith-Waterman score: 54; 21.8% identity (59.0% similar) in 78 aa overlap (5-80:110-187) 
 
                                         10        20         30    
2MEPSP                           SYFLAGAAITGGTVTVEGCGTTS-LQGDVKFAEV 
                                     ::..:   :. . . :  : .  ::....  
gi|513 FIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQF 
      80        90       100       110       120       130          
 
            40         50        60        70        80             
2MEPSP LEMMGAKVTWTETS-VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL             
        ...  .    ::. . .   :.: . .: : ..:...: . .  ..:             
gi|513 RQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDL 
     140       150       160       170       180       190          
 
gi|513 VNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNH 
     200       210       220       230       240       250          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 84.2  bits: 22.3 E():   10 
Smith-Waterman score: 54; 23.7% identity (64.4% similar) in 59 aa overlap (25-80:306-364) 
 
                     10        20         30        40        50    
2MEPSP       SYFLAGAAITGGTVTVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
              60        70        80                                
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTL                                
        :  . . .:  .:. ...:.. .:. ..                                
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.1  bits: 21.5 E():   11 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (9-28:208-227) 
 
                                     10        20        30         
2MEPSP                       SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
       40        50        60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                                  
gi|111 KPEFIDIINAAAVKSA                           
       240       250                              
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.2  bits: 20.7 E():   12 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (20-70:38-88) 
 
                          10        20        30        40          
2MEPSP            SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
      50        60         70        80                             
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVAMTL                             
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.9  bits: 21.1 E():   12 
Smith-Waterman score: 51; 27.1% identity (52.5% similar) in 59 aa overlap (22-75:93-150) 
 
                        10        20        30           40         
2MEPSP          SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
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                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
         50        60        70        80                           
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                           
          .  ::  : .:.: .   :..: . :                                
gi|289 HSIIGLPPFVPPSRRHARR-GVGINGLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.9  bits: 21.1 E():   12 
Smith-Waterman score: 51; 27.1% identity (52.5% similar) in 59 aa overlap (22-75:96-153) 
 
                        10        20        30           40         
2MEPSP          SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
         50        60        70        80                           
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                           
          .  ::  : .:.: .   :..: . :                                
gi|424 HSIIGLPPFVPPSRRHARR-GVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 82.4  bits: 21.9 E():   13 
Smith-Waterman score: 53; 22.6% identity (66.0% similar) in 53 aa overlap (30-80:312-364) 
 
                10        20        30        40        50          
2MEPSP  SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
        60        70        80                                      
2MEPSP FGRKHLKAIDVNMNKMPDVAMTL                                      
       . .:  .:. ...:.. .:. ..                                      
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 82.1  bits: 20.3 E():   14 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (9-33:35-57) 
 
                                     10        20        30         
2MEPSP                       SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
       40        50        60        70        80                   
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                   
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 81.1  bits: 21.2 E():   15 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (26-74:228-277) 
 
                    10        20        30        40        50      
2MEPSP      SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
          60         70        80                      
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTL                      
       .:    ::.:. .. .  .:                            
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gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (34-60:9-37) 
 
            10        20        30        40        50          60  
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
              70        80                                          
2MEPSP HLKAIDVNMNKMPDVAMTL                                          
                                                                    
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.7  bits: 21.2 E():   16 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (26-74:247-296) 
 
                    10        20        30        40        50      
2MEPSP      SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
          60         70        80                      
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTL                      
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (21-67:30-74) 
 
                        10        20        30        40        50  
2MEPSP          SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTL                                
       :  .  :  .....::                                             
gi|374 GETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
                 70        80        90       100       110         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.7  bits: 20.0 E():   19 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (37-55:1-18) 
 
         10        20        30        40        50        60       
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
         70        80                                               
2MEPSP DVNMNKMPDVAMTL                                               
                                                                    
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (49-75:20-46) 
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       20        30        40        50         60        70        
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDVA 
                                     .. : ::  : .:.: .   :..: . :   
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
                          10        20        30         40         
 
        80                                                          
2MEPSP MTL                                                          
                                                                    
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.6  bits: 20.4 E():   21 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (18-63:68-117) 
 
                            10        20         30        40       
2MEPSP              SYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
            50        60        70        80                        
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                        
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.3  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (18-63:79-128) 
 
                            10        20         30        40       
2MEPSP              SYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
            50        60        70        80                        
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                        
         ..::.:   .::..  :.                                         
gi|126 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.3  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (18-63:79-128) 
 
                            10        20         30        40       
2MEPSP              SYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
            50        60        70        80                        
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                        
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.3  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (18-63:79-128) 
 
                            10        20         30        40       
2MEPSP              SYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
            50        60        70        80                        

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8413

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                        
         ..::.:   .::..  :.                                         
gi|752 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGT 
      110       120       130       140       150       160         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (21-73:114-161) 
 
                         10        20        30        40        50 
2MEPSP           SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
               60        70        80                               
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTL                               
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 60; 30.0% identity (50.0% similar) in 50 aa overlap (10-59:50-97) 
 
                                    10        20        30          
2MEPSP                      SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                     : .:.  . :: :  :: .   . .. ::  
gi|947 LAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCGGT-WQGIIDKLDYIQGMGF 
      20        30        40        50        60         70         
 
      40        50        60        70        80                    
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                    
        . :  : ::.  :    .:                                         
gi|947 TAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTADDLKALSSALHERGMYLMV 
       80         90       100       110       120       130        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.4  bits: 21.3 E():   25 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (59-75:430-446) 
 
       30        40        50        60        70        80         
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL         
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 20.5 E():   25 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (17-41:282-306) 
 
                             10        20        30        40       
2MEPSP               SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
         50        60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (22-37:135-150) 
 
                        10        20        30        40        50  
2MEPSP          SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
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          110       120       130       140       150               
 
              60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTL 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 76.2  bits: 18.9 E():   29 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (4-54:1-49) 
 
               10        20        30        40        50        60 
2MEPSP SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
          .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  ::       
gi|144    MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAV--PPACCNGI 
                  10        20        30        40          50      
 
               70        80                                         
2MEPSP KHLKAIDVNMNKMPDVAMTL                                         
                                                                    
gi|144 RTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
          60        70        80        90       100       110      
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (30-62:82-109) 
 
                10        20        30        40        50          
2MEPSP  SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
      60        70        80                                
2MEPSP RKHLKAIDVNMNKMPDVAMTL                                
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.0  bits: 20.1 E():   30 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (27-52:175-201) 
 
                   10        20        30         40        50      
2MEPSP     SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
          60        70        80                                    
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTL                                    
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (37-55:1-18) 
 
         10        20        30        40        50        60       
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVITPPRLFKALVLEADT 
                                              10        20          
 
         70        80                                               
2MEPSP DVNMNKMPDVAMTL                                               
                                                                    
gi|444 LIPKIAPQSVKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
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Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (37-55:1-18) 
 
         10        20        30        40        50        60       
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
         70        80                                               
2MEPSP DVNMNKMPDVAMTL                                               
                                                                    
gi|444 LIPKIAPQSVKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.3 E():   33 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (28-54:4-30) 
 
               10        20        30        40        50        60 
2MEPSP SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                  .::: :: ...: :  . .:.   . :       
gi|727                         MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWV 
                                       10        20        30       
 
               70        80                                         
2MEPSP KHLKAIDVNMNKMPDVAMTL                                         
                                                                    
gi|727 TSASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQL 
         40        50        60        70        80        90       
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.6  bits: 18.9 E():   35 
Smith-Waterman score: 45; 47.6% identity (71.4% similar) in 21 aa overlap (5-25:18-38) 
 
                            10        20        30        40        
2MEPSP              SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                        :.:.:  .:: ::: . .: :                       
gi|110 MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKHCQMYVQQE 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                            
                                                                    
gi|110 VQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQE 
               70        80        90       100       110       120 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (49-75:170-196) 
 
       20        30        40        50         60        70        
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDVA 
                                     .. : ::  : .:.: .   :..: . :   
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
     140       150       160       170       180        190         
 
        80                                                          
2MEPSP MTL                                                          
                                                                    
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.6  bits: 18.5 E():   40 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (9-33:19-41) 
 
                         10        20        30        40        50 
2MEPSP           SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                         : :..: .. :   . .::. :.::                  
gi|131 QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVERDH 
               10        20         30         40        50         
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               60        70        80                               
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTL                               
                                                                    
gi|131 KNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.4 E():   41 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (49-62:15-28) 
 
       20        30        40        50        60        70         
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
       80                                                           
2MEPSP TL                                                           
                                                                    
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (9-33:25-47) 
 
                               10        20        30        40     
2MEPSP                 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
           50        60        70        80                         
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                         
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.2  bits: 20.2 E():   42 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (34-73:312-353) 
 
            10        20        30        40        50          60  
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
              70        80                                          
2MEPSP HLKAIDVNMNKMPDVAMTL                                          
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (36-59:7-30) 
 
          10        20        30        40        50        60      
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
          70        80                                              
2MEPSP IDVNMNKMPDVAMTL                                              
                                                                    
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
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>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 50; 21.8% identity (56.4% similar) in 55 aa overlap (1-55:4-53) 
 
                  10        20        30        40        50        
2MEPSP    SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
          : .: . ..... :.. .::  ..       ..   .: :  : :...:  : :.   
gi|109 MASSSLLLACVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK--WLEAKATWYGAPKGA 
               10        20        30           40          50      
 
        60        70        80                                      
2MEPSP FGRKHLKAIDVNMNKMPDVAMTL                                      
                                                                    
gi|109 GPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHV 
          60        70        80        90       100       110      
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 72.5  bits: 18.2 E():   46 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (4-54:1-49) 
 
               10        20        30        40        50        60 
2MEPSP SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
          .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  ::       
gi|506    MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRNGGAV--PPACCNGI 
                  10        20        30        40          50      
 
               70        80                                         
2MEPSP KHLKAIDVNMNKMPDVAMTL                                         
                                                                    
gi|506 RTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
          60        70        80        90       100       110      
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.4  bits: 19.0 E():   47 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (60-75:152-167) 
 
      30        40        50        60        70        80          
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL          
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.0  bits: 19.9 E():   49 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (49-75:291-317) 
 
       20        30        40        50         60        70        
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDVA 
                                     .. : ::  : .:.: .   :..: . :   
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
              270       280       290       300        310          
 
        80                                                          
2MEPSP MTL                                                          
                                                                    
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (9-33:20-42) 
 
                          10        20        30        40          
2MEPSP            SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
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      50        60        70        80                              
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                              
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (9-33:20-42) 
 
                          10        20        30        40          
2MEPSP            SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
      50        60        70        80                              
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                              
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (9-33:20-42) 
 
                          10        20        30        40          
2MEPSP            SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :   . .::. :.::                 
gi|333 WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVERD 
               10        20          30        40        50         
 
      50        60        70        80                              
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                              
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.7  bits: 18.6 E():   51 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (5-26:150-172) 
 
                                         10         20        30    
2MEPSP                           SYFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
            40        50        60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.6  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (9-33:21-43) 
 
                           10        20        30        40         
2MEPSP             SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|375 IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
       50        60        70        80                             
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                             
                                                                    
gi|375 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.6  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (9-33:21-43) 
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                           10        20        30        40         
2MEPSP             SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
       50        60        70        80                             
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                             
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.6  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (9-33:21-43) 
 
                           10        20        30        40         
2MEPSP             SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
       50        60        70        80                             
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                             
                                                                    
gi|333 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.6  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (9-33:21-43) 
 
                           10        20        30        40         
2MEPSP             SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
       50        60        70        80                             
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                             
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (9-33:25-47) 
 
                               10        20        30        40     
2MEPSP                 SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFINELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
           50        60        70        80                         
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                         
                                                                    
gi|136 LVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRTINPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.4  bits: 19.0 E():   53 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (44-76:43-76) 
 
            20        30        40        50         60        70   
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
             80                                                     
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2MEPSP MPDVAMTL                                                     
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (9-33:29-51) 
 
                                   10        20        30        40 
2MEPSP                     SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
               50        60        70        80                     
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                     
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (9-33:29-51) 
 
                                   10        20        30        40 
2MEPSP                     SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
               50        60        70        80                     
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                     
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.2  bits: 19.9 E():   54 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (49-75:6-32) 
 
       20        30        40        50         60        70        
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDVA 
                                     .. : ::  : .:.: .   :..: . :   
gi|223                          INEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
                                        10        20         30     
 
        80                                                          
2MEPSP MTL                                                          
                                                                    
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (52-60:14-22) 
 
              30        40        50        60        70        80  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL  
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (9-33:35-57) 
 
                                     10        20        30         
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2MEPSP                       SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
       40        50        60        70        80                   
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                   
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (52-60:25-33) 
 
              30        40        50        60        70        80  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL  
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (52-60:31-39) 
 
              30        40        50        60        70        80  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL  
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (52-60:31-39) 
 
              30        40        50        60        70        80  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL  
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (52-60:32-40) 
 
              30        40        50        60        70        80  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL  
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.6  bits: 19.9 E():   58 
Smith-Waterman score: 47; 57.1% identity (71.4% similar) in 14 aa overlap (52-64:202-215) 
 
              30        40        50         60        70        80 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF-GRKHLKAIDVNMNKMPDVAMTL 
                                     : :. :  :::::.                 
gi|424 SLPEFKNFLNFLQTNGLNAIEFLNNIHDLLGIPHIPVTGRKHLRRGVGITGLIDDIIAIL 
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             180       190       200       210       220       230  
 
gi|424 PVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVETLKAMPEYQSLIQKLKDKGVDVDH 
             240       250       260       270       280       290  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (14-32:97-115) 
 
                                10        20        30        40    
2MEPSP                  SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
            50        60        70        80                        
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                        
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (27-52:175-201) 
 
                   10        20        30         40        50      
2MEPSP     SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
          60        70        80                                    
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTL                                    
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (27-52:175-201) 
 
                   10        20        30         40        50      
2MEPSP     SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
          60        70        80                                    
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTL                                    
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (6-47:216-260) 
 
                                        10        20           30   
2MEPSP                          SYFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
             40        50        60        70        80 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
       :   ..  . : : :                                  
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW         
         250       260       270       280              
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.3  bits: 18.7 E():   61 
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Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (23-53:98-127) 
 
                       10        20        30        40        50   
2MEPSP         SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
             60        70        80                                 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTL                                 
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.9 E():   61 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (45-62:288-305) 
 
           20        30        40        50        60        70     
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
           80                                                       
2MEPSP DVAMTL                                                       
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.3  bits: 18.7 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (23-53:99-128) 
 
                       10        20        30        40        50   
2MEPSP         SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
             60        70        80                                 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTL                                 
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.0  bits: 18.3 E():   63 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (60-75:43-58) 
 
      30        40        50        60        70        80          
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL          
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 17.5 E():   71 
Smith-Waterman score: 41; 50.0% identity (85.7% similar) in 14 aa overlap (5-18:70-83) 
 
                                         10        20        30     
2MEPSP                           SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :::: .::.... :                 
gi|215 SSLLKELEGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKE 
      40        50        60        70        80        90          
 
           40        50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
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gi|215 ESDDDMGFGLFD                                   
     100       110                                    
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.3 E():   72 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (54-67:41-54) 
 
            30        40        50        60        70        80    
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL    
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (8-52:204-252) 
 
                                      10        20           30     
2MEPSP                        SYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
            40        50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
       .  :: : :  ..:  . :                             
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN           
           240       250       260       270           
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (8-52:204-252) 
 
                                      10        20           30     
2MEPSP                        SYFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
            40        50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
       .  :: : :  ..:  . :                             
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN           
           240       250       260       270           
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (54-67:45-58) 
 
            30        40        50        60        70        80    
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL    
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (60-74:152-166) 
 
      30        40        50        60        70        80          
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL          
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
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gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (60-74:152-166) 
 
      30        40        50        60        70        80          
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL          
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 44; 33.3% identity (55.6% similar) in 27 aa overlap (1-27:134-160) 
 
                                             10        20        30 
2MEPSP                               SYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     ..:  .:  :::   .:  . ::.  :    
gi|565 YTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDASN 
           110       120       130       140       150       160    
 
               40        50        60        70        80           
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL           
                                                                    
gi|565 TQYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWMV 
           170       180       190       200       210       220    
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (49-62:292-305) 
 
       20        30        40        50        60        70         
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
       80                                                           
2MEPSP TL                                                           
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 68.3  bits: 21.2 E():   78 
Smith-Waterman score: 50; 30.0% identity (53.3% similar) in 30 aa overlap (47-75:1586-1615) 
 
         20        30        40        50         60        70      
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG-RKHLKAIDVNMNKMPD 
                                     :. . : ::. :     .  . .:.::  : 
gi|203 LEKHTDLLYEPGVQYKIIGNGKIKDDGSHYSIDIQGKPRKAFKLDADMMNFKLNVNKPED 
        1560      1570      1580      1590      1600      1610      
 
          80                                           
2MEPSP VAMTL                                           
                                                       
gi|203 SNKAQFSYTFNDYTETEEYEFDPHRAYYINWISSIRKYIQNFIVEDH 
        1620      1630      1640      1650      1660   
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (23-37:53-67) 
 
                       10        20        30        40        50   
2MEPSP         SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
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                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
             60        70        80                                 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTL                                 
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.3  bits: 19.2 E():   78 
Smith-Waterman score: 47; 30.8% identity (47.7% similar) in 65 aa overlap (3-64:60-119) 
 
                                           10        20        30   
2MEPSP                             SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                     .: :  .   . ::::     ::  ..:.. 
gi|284 DFLALVPTDEIVAIVMDYLANDAEVQEAVAYLQGDEFHKIVSTVEG-----LQEFTNFVQ 
      30        40        50        60        70             80     
 
             40         50          60        70        80          
2MEPSP VLEMMGAK-VTWTETSVTVTG--PPREPFGRKHLKAIDVNMNKMPDVAMTL          
        ::  :   : . .   .: :  :   :  ::: .                          
gi|284 FLEDHGLDAVGYINQLHSVLGWDPYVPPSQRKHARRGVGVDGLIDDIIAILPIDDLKALF 
           90       100       110       120       130       140     
 
gi|284 QEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDKGVDVDHYIELIRALF 
          150       160       170       180       190       200     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (18-37:285-304) 
 
                            10        20        30        40        
2MEPSP              SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
        50        60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 42; 58.3% identity (75.0% similar) in 12 aa overlap (68-79:68-79) 
 
        40        50        60        70        80                  
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                  
                                     :: ::.:. : :                   
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKIIDGHVVTINETT 
        40        50        60        70        80        90        
 
gi|944 YTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVES 
       100       110       120       130       140       150        
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (7-20:13-26) 
 
                     10        20        30        40        50     
2MEPSP       SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                   ::...  : :. ::                                   
gi|156 MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIK 
               10        20        30        40        50        60 
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.4 E():   83 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (7-26:218-237) 
 
                                       10        20        30       
2MEPSP                         SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
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                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
         40        50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (38-73:59-97) 
 
        10        20        30        40        50           60     
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
           70        80                                             
2MEPSP AIDVNMNKMPDVAMTL                                             
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (25-53:189-216) 
 
                     10        20        30        40         50    
2MEPSP       SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
            60        70        80      
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL      
                                        
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 41; 22.2% identity (52.8% similar) in 36 aa overlap (3-38:8-39) 
 
                    10        20        30        40        50      
2MEPSP      SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
              :  .:. ..: .  . ::    .:.:   .. .  :                  
gi|344 MMKFIVLFALNAVASAGKMKFKDCG----KGEVTELDITDCSGDFCVLHRGKSVTLDAKF 
               10        20            30        40        50       
 
          60        70        80                                    
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTL                                    
                                                                    
gi|344 VANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 67.4  bits: 18.0 E():   87 
Smith-Waterman score: 42; 27.6% identity (69.0% similar) in 29 aa overlap (2-30:64-91) 
 
                                            10        20        30  
2MEPSP                              SYFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     .:. .: ..  : . .: . :...: .::  
gi|194 NLDYKKFIGTWVIAAGTSEALTQYKCWNDLFFFNNALVSKYTDS-KGKNRTTIRGRTKFE 
            40        50        60        70         80        90   
 
              40        50        60        70        80            
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL            
                                                                    
gi|194 GNKFTIDYDDEGKAFSAPYSVLATDYDNYAIVEGCPAAANGHVIYVQLRLTLRSFHPEQG 
            100       110       120       130       140       150   
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>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (51-75:129-153) 
 
               30        40        50        60        70        80 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 40; 46.2% identity (84.6% similar) in 13 aa overlap (6-18:72-84) 
 
                                        10        20        30      
2MEPSP                          SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     ::: .::.... :                  
gi|185 LISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKE 
              50        60        70        80        90       100  
 
          40        50        60        70        80 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                                     
gi|185 ESDEDMGFGLFD                                  
             110                                     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 40; 46.2% identity (84.6% similar) in 13 aa overlap (6-18:72-84) 
 
                                        10        20        30      
2MEPSP                          SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     ::: .::.... :                  
gi|117 LISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKE 
              50        60        70        80        90       100  
 
          40        50        60        70        80 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                                     
gi|117 ESDEDMGFGLFD                                  
             110                                     
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (18-63:85-134) 
 
                            10        20         30        40       
2MEPSP              SYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
            50        60        70        80                        
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                        
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (28-47:39-63) 
 
                  10        20        30             40        50   
2MEPSP    SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
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             60        70        80                                 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTL                                 
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 41; 25.0% identity (53.1% similar) in 32 aa overlap (1-32:100-131) 
 
                                             10        20        30 
2MEPSP                               SYFLAGAAITGGTVTVEGCGTTSLQGDVKF 
                                     :: .  .:  ::   ..  .    .::... 
gi|534 HRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSKYHTKGDISL 
      70        80        90       100       110       120          
 
               40        50        60        70        80 
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
        :                                                 
gi|534 NEEEIKAGKEKGAGLFKAVENYLVAHPNAYN                    
     130       140       150       160                    
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 44; 30.3% identity (60.6% similar) in 33 aa overlap (8-39:264-296) 
 
                                      10        20         30       
2MEPSP                        SYFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEM 
                                     : .::  ..   ::. : : .. .:..    
gi|118 YTGSLNWVPVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSD 
           240       250       260       270       280       290    
 
         40        50        60        70        80                 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                 
       .::                                                          
gi|118 IGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGMDVPTS 
           300       310       320       330       340       350    
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.0 E():   99 
Smith-Waterman score: 42; 58.3% identity (75.0% similar) in 12 aa overlap (68-79:116-127) 
 
        40        50        60        70        80                  
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL                  
                                     :: ::.:. : :                   
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKIIDGHVVTINETT 
          90       100       110       120       130       140      
 
gi|944 YTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVES 
         150       160       170       180       190       200      
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 44; 34.6% identity (53.8% similar) in 26 aa overlap (52-77:75-100) 
 
              30        40        50        60        70        80  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL  
                                     :  .  .: ::  .  :. .:  :::     
gi|113 ACEAHNIIDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKE 
           50        60        70        80        90       100     
 
gi|113 GTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSDKTIDGRGVKVNIVNAGLTLMNVKNII 
          110       120       130       140       150       160     
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.4 E(): 1e 
Smith-Waterman score: 43; 36.4% identity (77.3% similar) in 22 aa overlap (5-26:270-291) 
 
                                         10        20        30     
2MEPSP                           SYFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :.:: ::..... : .:..  :         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8430

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|663 AAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATGAATAAAGGATAAAGGY 
     240       250       260       270       280       290          
 
           40        50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                                      
gi|663 KA                                             
     300                                              
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:55 2011 done: Tue Apr 19 10:57:55 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 259  - 338 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     2     0:= 
  30    15     2:*==== 
  32    14     8:==*== 
  34    20    22:=======* 
  36    28    44:==========    * 
  38    63    73:=====================   * 
  40   108   102:=================================*== 
  42   137   125:=========================================*==== 
  44   121   138:=========================================    * 
  46   170   140:==============================================*========== 
  48   164   134:============================================*========== 
  50   146   122:========================================*======== 
  52    98   108:=================================  * 
  54    69    92:=======================       * 
  56    62    77:=====================    * 
  58    45    63:===============     * 
  60    41    51:==============  * 
  62    25    41:=========    * 
  64    21    33:=======   * 
  66    26    26:========* 
  68    16    20:======* 
  70    22    16:=====*== 
  72    15    12:===*= 
  74     4    10:== * 
  76     6     8:==* 
  78    10     6:=*== 
  80     3     5:=* 
  82     6     3:*= 
  84     3     3:* 
  86     2     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8431

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 102    10     0:====      *========== 
 104     2     0:=         *== 
 106     3     0:=         *=== 
 108     0     0:          * 
 110     2     0:=         *== 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.44300.00297; mu= 14.5158 0.154 
 mean_var=28.9355 7.629, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.238429 
 Kolmogorov-Smirnov  statistic: 0.0531 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.5    0.39 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.5    0.39 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   62 24.8    0.63 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.8    0.63 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.8    0.63 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.4     0.8 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.4     0.8 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 24.1    0.97 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 24.1    0.97 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 24.1       1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 24.1       1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 24.1       1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 24.1       1 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   60 24.1       1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.8     1.3 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.4     1.5 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.7     2.6 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.7     5.4 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 23.4     5.5 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.4     5.6 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 23.4     5.6 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.4     5.8 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.4     5.8 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.4       7 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 21.0     8.6 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   54 22.3     9.2 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   54 22.3      10 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.5      10 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.7      12 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   51 21.1      12 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   51 21.1      12 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 22.0      13 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.3      13 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.2      15 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.9      16 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.2      16 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 20.0      18 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 20.0      18 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   47 19.6      19 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      21 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.5      22 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.5      22 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.5      22 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.5      23 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   51 21.3      23 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.3      24 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.5      24 
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gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.3      28 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.9      28 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.3      29 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.1      29 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.3      29 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.3      29 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.3      32 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   45 18.9      35 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   47 19.8      36 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.6      40 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.4      41 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.6      41 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.2      42 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      44 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      44 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 18.2      46 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.0      46 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   47 19.9      48 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.6      51 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.2      51 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.2      51 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.2      51 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.2      51 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.2      51 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.2      51 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.2      51 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.2      52 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.1      52 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   47 19.9      53 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.2      53 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.2      53 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.1      54 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.2      55 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.1      56 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.1      57 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.1      57 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.1      57 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 19.9      58 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.5      59 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.1      59 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.1      59 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 19.1      59 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.9      60 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.7      60 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.7      60 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      62 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.5      71 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      71 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.7      72 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.7      72 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      72 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      74 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      74 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.6      76 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.3      76 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.9      77 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   45 19.2      77 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.8      80 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   42 17.9      81 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.9      81 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.4      82 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.2      84 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.4      84 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   41 17.5      85 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   42 18.0      86 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.4      87 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.4      90 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   40 17.1      90 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.1      90 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   43 18.4      93 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.6      94 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8433

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   44 18.8      95 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   44 18.8      98 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   42 18.0      98 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   43 18.4      98 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 109.8  bits: 25.5 E(): 0.39 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (11-68:16-77) 
 
                    10          20        30        40           50 
2MEPSP      YFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCMST 
               10        20        30         40        50          
 
               60        70        80                               
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLA                               
       ::  .: :..:    : :                                           
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.8  bits: 25.5 E(): 0.39 
Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (11-68:16-77) 
 
                    10          20         30        40         50  
2MEPSP      YFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . :..    :.  . :: 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLA                                
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 106.1  bits: 24.8 E(): 0.63 
Smith-Waterman score: 62; 28.2% identity (53.5% similar) in 71 aa overlap (2-68:8-77) 
 
                     10         20        30        40           50 
2MEPSP       YFLAGAAITGGTV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
              : .. ..:: .  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               60        70        80                               
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLA                               
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 106.1  bits: 24.8 E(): 0.63 
Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (11-68:16-77) 
 
                    10          20         30        40         50  
2MEPSP      YFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLA                                
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 106.1  bits: 24.8 E(): 0.63 
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Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (11-68:16-77) 
 
                    10          20        30        40           50 
2MEPSP      YFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCMST 
               10        20        30         40        50          
 
               60        70        80                               
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLA                               
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 104.3  bits: 24.4 E():  0.8 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (11-68:16-77) 
 
                    10          20        30        40           50 
2MEPSP      YFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               60        70        80                               
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLA                               
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 104.3  bits: 24.4 E():  0.8 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (11-68:16-77) 
 
                    10          20        30        40           50 
2MEPSP      YFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               60        70        80                               
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLA                               
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.7  bits: 24.1 E(): 0.97 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (11-68:16-77) 
 
                    10          20        30        40           50 
2MEPSP      YFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               60        70        80                               
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLA                               
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.7  bits: 24.1 E(): 0.97 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (11-68:16-77) 
 
                    10          20        30        40           50 
2MEPSP      YFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
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               60        70        80                               
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLA                               
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (11-68:16-77) 
 
                    10          20        30        40           50 
2MEPSP      YFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               60        70        80                               
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLA                               
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (11-68:16-77) 
 
                    10          20        30        40           50 
2MEPSP      YFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               60        70        80                               
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLA                               
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (11-68:16-77) 
 
                    10          20        30        40           50 
2MEPSP      YFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               60        70        80                               
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLA                               
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (11-68:16-77) 
 
                    10          20        30        40           50 
2MEPSP      YFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|145 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               60        70        80                               
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLA                               
       ::  .: :..:    : :                                           
gi|145 GPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
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>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (11-68:16-77) 
 
                    10          20        30        40           50 
2MEPSP      YFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               60        70        80                               
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLA                               
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (11-68:16-77) 
 
                    10          20        30        40           50 
2MEPSP      YFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               60        70        80                               
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLA                               
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (11-68:16-77) 
 
                    10          20        30        40           50 
2MEPSP      YFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               60        70        80                               
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLA                               
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  60  Z-score: 102.1  bits: 24.1 E():    1 
Smith-Waterman score: 60; 29.2% identity (54.2% similar) in 48 aa overlap (5-51:83-130) 
 
                                         10        20         30    
2MEPSP                           YFLAGAAITGGTVTVEGCGTTS-LQGDVKFAEVL 
                                     :.: . :.  : :  :.. .  : :  .:. 
gi|583 VKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVV 
             60        70        80        90       100       110   
 
            40        50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
       .  :    :...: :  :                              
gi|583 KHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP 
            120       130       140       150          
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 100.5  bits: 23.8 E():  1.3 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (11-68:16-77) 
 
                    10          20         30        40         50  
2MEPSP      YFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
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gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMSTG 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLA                                
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.3  bits: 23.4 E():  1.5 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (49-72:85-109) 
 
       20        30        40        50         60        70        
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
        80                     
2MEPSP TLA                     
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 95.0  bits: 22.7 E():  2.6 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (11-68:16-77) 
 
                    10          20         30        40         50  
2MEPSP      YFLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCMSTG 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLA                                
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 89.4  bits: 21.7 E():  5.4 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (11-68:16-77) 
 
                    10          20        30        40           50 
2MEPSP      YFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : .: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               60        70        80                               
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLA                               
       ::   : :..:    : :                                           
gi|160 GPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.1  bits: 23.4 E():  5.5 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (58-74:399-415) 
 
        30        40        50        60        70        80        
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA        
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
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 initn:  57 init1:  57 opt:  57  Z-score: 89.1  bits: 23.4 E():  5.6 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (58-74:402-418) 
 
        30        40        50        60        70        80        
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA        
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.1  bits: 23.4 E():  5.6 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (58-74:403-419) 
 
        30        40        50        60        70        80        
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA        
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.8  bits: 23.4 E():  5.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (58-74:422-438) 
 
        30        40        50        60        70        80        
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA        
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.8  bits: 23.4 E():  5.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (58-74:422-438) 
 
        30        40        50        60        70        80        
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA        
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 87.3  bits: 21.4 E():    7 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (20-66:30-74) 
 
                         10        20        30        40        50 
2MEPSP           YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLA                               
       :  .  :  ....:::                                             
gi|169 GETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
                 70        80        90       100       110         
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 85.7  bits: 21.0 E():  8.6 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (11-68:16-77) 
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                    10          20        30        40           50 
2MEPSP      YFLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               60        70        80                               
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLA                               
       ::  .: :...    : :                                           
gi|160 GPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 85.2  bits: 22.3 E():  9.2 
Smith-Waterman score: 54; 21.8% identity (59.0% similar) in 78 aa overlap (4-79:110-187) 
 
                                          10        20         30   
2MEPSP                            YFLAGAAITGGTVTVEGCGTTS-LQGDVKFAEV 
                                     ::..:   :. . . :  : .  ::....  
gi|513 FIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQF 
      80        90       100       110       120       130          
 
             40         50        60        70        80            
2MEPSP LEMMGAKVTWTETS-VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA            
        ...  .    ::. . .   :.: . .: : ..:...: . .  ..:             
gi|513 RQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDL 
     140       150       160       170       180       190          
 
gi|513 VNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNH 
     200       210       220       230       240       250          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 84.4  bits: 22.3 E():   10 
Smith-Waterman score: 54; 23.7% identity (64.4% similar) in 59 aa overlap (24-79:306-364) 
 
                      10        20         30        40        50   
2MEPSP        YFLAGAAITGGTVTVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
               60        70        80                               
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLA                               
        :  . . .:  .:. ...:.. .:. ..                                
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.3  bits: 21.5 E():   10 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (8-27:208-227) 
 
                                      10        20        30        
2MEPSP                        YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
        40        50        60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                                   
gi|111 KPEFIDIINAAAVKSA                            
       240       250                               
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.3  bits: 20.7 E():   12 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (19-69:38-88) 
 
                           10        20        30        40         
2MEPSP             YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
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        10        20        30        40         50        60       
 
       50        60         70        80                            
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVAMTLA                            
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 83.1  bits: 21.1 E():   12 
Smith-Waterman score: 51; 27.1% identity (52.5% similar) in 59 aa overlap (21-74:93-150) 
 
                         10        20        30           40        
2MEPSP           YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
          50        60        70        80                          
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                          
          .  ::  : .:.: .   :..: . :                                
gi|289 HSIIGLPPFVPPSRRHARR-GVGINGLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 83.0  bits: 21.1 E():   12 
Smith-Waterman score: 51; 27.1% identity (52.5% similar) in 59 aa overlap (21-74:96-153) 
 
                         10        20        30           40        
2MEPSP           YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
          50        60        70        80                          
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                          
          .  ::  : .:.: .   :..: . :                                
gi|424 HSIIGLPPFVPPSRRHARR-GVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 82.5  bits: 22.0 E():   13 
Smith-Waterman score: 53; 22.6% identity (66.0% similar) in 53 aa overlap (29-79:312-364) 
 
                 10        20        30        40        50         
2MEPSP   YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
         60        70        80                                     
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLA                                     
       . .:  .:. ...:.. .:. ..                                      
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 82.2  bits: 20.3 E():   13 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (8-32:35-57) 
 
                                      10        20        30        
2MEPSP                        YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
        40        50        60        70        80                  
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                  
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
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>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 81.2  bits: 21.2 E():   15 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (25-73:228-277) 
 
                     10        20        30        40        50     
2MEPSP       YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
           60         70        80                     
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLA                     
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (33-59:9-37) 
 
             10        20        30        40        50          60 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
               70        80                                         
2MEPSP HLKAIDVNMNKMPDVAMTLA                                         
                                                                    
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.8  bits: 21.2 E():   16 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (25-73:247-296) 
 
                     10        20        30        40        50     
2MEPSP       YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
           60         70        80                     
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLA                     
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (20-66:30-74) 
 
                         10        20        30        40        50 
2MEPSP           YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLA                               
       :  .  :  .....::                                             
gi|374 GETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
                 70        80        90       100       110         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (36-54:1-18) 
 
          10        20        30        40        50        60      
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
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                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
          70        80                                              
2MEPSP DVNMNKMPDVAMTLA                                              
                                                                    
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 79.5  bits: 19.6 E():   19 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (48-74:20-46) 
 
        20        30        40        50         60        70       
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDVA 
                                     .. : ::  : .:.: .   :..: . :   
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
                          10        20        30         40         
 
         80                                                         
2MEPSP MTLA                                                         
                                                                    
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.7  bits: 20.4 E():   21 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (17-62:68-117) 
 
                             10        20         30           40   
2MEPSP               YFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
             50        60        70        80                       
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                       
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.4  bits: 20.5 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (17-62:79-128) 
 
                             10        20         30           40   
2MEPSP               YFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
             50        60        70        80                       
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                       
         ..::.:   .::..  :.                                         
gi|126 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.4  bits: 20.5 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (17-62:79-128) 
 
                             10        20         30           40   
2MEPSP               YFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
             50        60        70        80                       
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                       
         ..::.:   .::..  :.                                         
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gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.4  bits: 20.5 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (17-62:79-128) 
 
                             10        20         30           40   
2MEPSP               YFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
             50        60        70        80                       
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                       
         ..::.:   .::..  :.                                         
gi|752 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGT 
      110       120       130       140       150       160         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (20-72:114-161) 
 
                          10        20        30        40          
2MEPSP            YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
      50        60        70        80                              
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                              
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 78.1  bits: 21.3 E():   23 
Smith-Waterman score: 60; 30.0% identity (50.0% similar) in 50 aa overlap (9-58:50-97) 
 
                                     10        20        30         
2MEPSP                       YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                     : .:.  . :: :  :: .   . .. ::  
gi|947 LAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCGGT-WQGIIDKLDYIQGMGF 
      20        30        40        50        60         70         
 
       40        50        60        70        80                   
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                   
        . :  : ::.  :    .:                                         
gi|947 TAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTADDLKALSSALHERGMYLMV 
       80         90       100       110       120       130        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.6  bits: 21.3 E():   24 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (58-74:430-446) 
 
        30        40        50        60        70        80        
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA        
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.5  bits: 20.5 E():   24 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (16-40:282-306) 
 
                              10        20        30        40      
2MEPSP                YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
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gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
          50        60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (21-36:135-150) 
 
                         10        20        30        40        50 
2MEPSP           YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
               60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 76.3  bits: 18.9 E():   28 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (3-53:1-49) 
 
               10        20        30        40        50        60 
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
         .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  ::        
gi|144   MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAV--PPACCNGIR 
                 10        20        30        40          50       
 
               70        80                                        
2MEPSP HLKAIDVNMNKMPDVAMTLA                                        
                                                                   
gi|144 TINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
         60        70        80        90       100       110      
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (29-61:82-109) 
 
                 10        20        30        40        50         
2MEPSP   YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
       60        70        80                               
2MEPSP RKHLKAIDVNMNKMPDVAMTLA                               
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (26-51:175-201) 
 
                    10        20        30         40        50     
2MEPSP      YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
           60        70        80                                   
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLA                                   
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (36-54:1-18) 
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          10        20        30        40        50        60      
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVITPPRLFKALVLEADT 
                                              10        20          
 
          70        80                                              
2MEPSP DVNMNKMPDVAMTLA                                              
                                                                    
gi|444 LIPKIAPQSVKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (36-54:1-18) 
 
          10        20        30        40        50        60      
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
          70        80                                              
2MEPSP DVNMNKMPDVAMTLA                                              
                                                                    
gi|444 LIPKIAPQSVKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 19.3 E():   32 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (27-53:4-30) 
 
               10        20        30        40        50        60 
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
                                 .::: :: ...: :  . .:.   . :        
gi|727                        MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVT 
                                      10        20        30        
 
               70        80                                         
2MEPSP HLKAIDVNMNKMPDVAMTLA                                         
                                                                    
gi|727 SASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLT 
        40        50        60        70        80        90        
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.6  bits: 18.9 E():   35 
Smith-Waterman score: 45; 47.6% identity (71.4% similar) in 21 aa overlap (4-24:18-38) 
 
                             10        20        30        40       
2MEPSP               YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                        :.:.:  .:: ::: . .: :                       
gi|110 MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKHCQMYVQQE 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                           
                                                                    
gi|110 VQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQE 
               70        80        90       100       110       120 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (48-74:170-196) 
 
        20        30        40        50         60        70       
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDVA 
                                     .. : ::  : .:.: .   :..: . :   
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
     140       150       160       170       180        190         
 
         80                                                         
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2MEPSP MTLA                                                         
                                                                    
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.7  bits: 18.6 E():   40 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (8-32:19-41) 
 
                          10        20        30        40          
2MEPSP            YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                         : :..: .. :   . .::. :.::                  
gi|131 QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVERDH 
               10        20         30         40        50         
 
      50        60        70        80                              
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                              
                                                                    
gi|131 KNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 19.4 E():   41 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (48-61:15-28) 
 
        20        30        40        50        60        70        
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
        80                                                          
2MEPSP TLA                                                          
                                                                    
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.4  bits: 18.6 E():   41 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (8-32:25-47) 
 
                                10        20        30        40    
2MEPSP                  YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
            50        60        70        80                        
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                        
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.3  bits: 20.2 E():   42 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (33-72:312-353) 
 
             10        20        30        40        50          60 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
               70        80                                         
2MEPSP HLKAIDVNMNKMPDVAMTLA                                         
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 19.4 E():   44 
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Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (35-58:7-30) 
 
           10        20        30        40        50        60     
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
           70        80                                             
2MEPSP IDVNMNKMPDVAMTLA                                             
                                                                    
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 19.4 E():   44 
Smith-Waterman score: 47; 20.8% identity (56.6% similar) in 53 aa overlap (2-54:6-53) 
 
                   10        20        30        40        50       
2MEPSP     YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
            .: . ..... :.. .::  ..       ..   .: :  : :...:  : :.   
gi|109 MASSSLLLACVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK--WLEAKATWYGAPKGA 
               10        20        30           40          50      
 
         60        70        80                                     
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLA                                     
                                                                    
gi|109 GPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHV 
          60        70        80        90       100       110      
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 72.6  bits: 18.2 E():   46 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (3-53:1-49) 
 
               10        20        30        40        50        60 
2MEPSP YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRK 
         .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  ::        
gi|506   MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRNGGAV--PPACCNGIR 
                 10        20        30        40          50       
 
               70        80                                        
2MEPSP HLKAIDVNMNKMPDVAMTLA                                        
                                                                   
gi|506 TINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
         60        70        80        90       100       110      
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.5  bits: 19.0 E():   46 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (59-74:152-167) 
 
       30        40        50        60        70        80         
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA         
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.1  bits: 19.9 E():   48 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (48-74:291-317) 
 
        20        30        40        50         60        70       
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDVA 
                                     .. : ::  : .:.: .   :..: . :   
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
              270       280       290       300        310          
 
         80                                                         
2MEPSP MTLA                                                         
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gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.8  bits: 18.6 E():   51 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (4-25:150-172) 
 
                                           10        20        30   
2MEPSP                            YFLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
             40        50        60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (8-32:20-42) 
 
                           10        20        30        40         
2MEPSP             YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
       50        60        70        80                             
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                             
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (8-32:20-42) 
 
                           10        20        30        40         
2MEPSP             YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
       50        60        70        80                             
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                             
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (8-32:20-42) 
 
                           10        20        30        40         
2MEPSP             YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :   . .::. :.::                 
gi|333 WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVERD 
               10        20          30        40        50         
 
       50        60        70        80                             
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                             
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (8-32:21-43) 
 
                            10        20        30        40        
2MEPSP              YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
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                           : :..: .. :   . .::. :.::                
gi|375 IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
        50        60        70        80                            
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                            
                                                                    
gi|375 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (8-32:21-43) 
 
                            10        20        30        40        
2MEPSP              YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
        50        60        70        80                            
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                            
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (8-32:21-43) 
 
                            10        20        30        40        
2MEPSP              YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
        50        60        70        80                            
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                            
                                                                    
gi|333 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (8-32:21-43) 
 
                            10        20        30        40        
2MEPSP              YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
        50        60        70        80                            
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                            
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (8-32:25-47) 
 
                                10        20        30        40    
2MEPSP                  YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFINELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
            50        60        70        80                        
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                        
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gi|136 LVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRTINPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.5  bits: 19.1 E():   52 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (43-75:43-76) 
 
             20        30        40        50         60        70  
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
              80                                                    
2MEPSP MPDVAMTLA                                                    
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.3  bits: 19.9 E():   53 
Smith-Waterman score: 47; 32.1% identity (60.7% similar) in 28 aa overlap (48-74:6-32) 
 
        20        30        40        50         60        70       
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLKAIDVNMNKMPDVA 
                                     .. : ::  : .:.: .   :..: . :   
gi|223                          INEIHSIIGLPPFVPPSRRHARR-GVGINGLIDDV 
                                        10        20         30     
 
         80                                                         
2MEPSP MTLA                                                         
                                                                    
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.3  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (8-32:29-51) 
 
                                    10        20        30          
2MEPSP                      YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
      40        50        60        70        80                    
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                    
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.3  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (8-32:29-51) 
 
                                    10        20        30          
2MEPSP                      YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
      40        50        60        70        80                    
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                    
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (51-59:14-22) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8451

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

               30        40        50        60        70        80 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (8-32:35-57) 
 
                                      10        20        30        
2MEPSP                        YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
        40        50        60        70        80                  
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                  
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (51-59:25-33) 
 
               30        40        50        60        70        80 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (51-59:31-39) 
 
               30        40        50        60        70        80 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (51-59:31-39) 
 
               30        40        50        60        70        80 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (51-59:32-40) 
 
               30        40        50        60        70        80 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
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gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.7  bits: 19.9 E():   58 
Smith-Waterman score: 47; 57.1% identity (71.4% similar) in 14 aa overlap (51-63:202-215) 
 
               30        40        50         60        70          
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF-GRKHLKAIDVNMNKMPDVAMTL 
                                     : :. :  :::::.                 
gi|424 SLPEFKNFLNFLQTNGLNAIEFLNNIHDLLGIPHIPVTGRKHLRRGVGITGLIDDIIAIL 
             180       190       200       210       220       230  
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|424 PVDDLYALFQEKLETSPEFKALYDAIRSPEFQSIVETLKAMPEYQSLIQKLKDKGVDVDH 
             240       250       260       270       280       290  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.6  bits: 19.5 E():   59 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (13-31:97-115) 
 
                                 10        20        30        40   
2MEPSP                   YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
             50        60        70        80                       
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                       
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (26-51:175-201) 
 
                    10        20        30         40        50     
2MEPSP      YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
           60        70        80                                   
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLA                                   
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (26-51:175-201) 
 
                    10        20        30         40        50     
2MEPSP      YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
           60        70        80                                   
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLA                                   
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
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 initn:  42 init1:  42 opt:  45  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (5-46:216-260) 
 
                                         10        20           30  
2MEPSP                           YFLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
              40        50        60        70        80 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
       :   ..  . : : :                                   
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW          
         250       260       270       280               
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (44-61:288-305) 
 
            20        30        40        50        60        70    
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
            80                                                      
2MEPSP DVAMTLA                                                      
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.4  bits: 18.7 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (22-52:98-127) 
 
                        10        20        30        40        50  
2MEPSP          YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
              60        70        80                                
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLA                                
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.4  bits: 18.7 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (22-52:99-128) 
 
                        10        20        30        40        50  
2MEPSP          YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
              60        70        80                                
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLA                                
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.1  bits: 18.3 E():   62 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (59-74:43-58) 
 
       30        40        50        60        70        80         
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA         
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
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             20        30        40        50        60        70   
 
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 17.5 E():   71 
Smith-Waterman score: 41; 50.0% identity (85.7% similar) in 14 aa overlap (4-17:70-83) 
 
                                          10        20        30    
2MEPSP                            YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :::: .::.... :                 
gi|215 SSLLKELEGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKE 
      40        50        60        70        80        90          
 
            40        50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                                       
gi|215 ESDDDMGFGLFD                                    
     100       110                                     
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.3 E():   71 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (53-66:41-54) 
 
             30        40        50        60        70        80   
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA   
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 18.7 E():   72 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (7-51:204-252) 
 
                                       10        20           30    
2MEPSP                         YFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
             40        50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
       .  :: : :  ..:  . :                              
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN            
           240       250       260       270            
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 18.7 E():   72 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (7-51:204-252) 
 
                                       10        20           30    
2MEPSP                         YFLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
             40        50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
       .  :: : :  ..:  . :                              
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN            
           240       250       260       270            
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.3 E():   72 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (53-66:45-58) 
 
             30        40        50        60        70        80   
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2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA   
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (59-73:152-166) 
 
       30        40        50        60        70        80         
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA         
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (59-73:152-166) 
 
       30        40        50        60        70        80         
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA         
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (48-61:292-305) 
 
        20        30        40        50        60        70        
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
        80                                                          
2MEPSP TLA                                                          
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 68.5  bits: 21.3 E():   76 
Smith-Waterman score: 50; 30.0% identity (53.3% similar) in 30 aa overlap (46-74:1586-1615) 
 
          20        30        40        50         60        70     
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG-RKHLKAIDVNMNKMPD 
                                     :. . : ::. :     .  . .:.::  : 
gi|203 LEKHTDLLYEPGVQYKIIGNGKIKDDGSHYSIDIQGKPRKAFKLDADMMNFKLNVNKPED 
        1560      1570      1580      1590      1600      1610      
 
           80                                          
2MEPSP VAMTLA                                          
                                                       
gi|203 SNKAQFSYTFNDYTETEEYEFDPHRAYYINWISSIRKYIQNFIVEDH 
        1620      1630      1640      1650      1660   
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (22-36:53-67) 
 
                        10        20        30        40        50  
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2MEPSP          YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
              60        70        80                                
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLA                                
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 47; 30.8% identity (47.7% similar) in 65 aa overlap (2-63:60-119) 
 
                                            10        20        30  
2MEPSP                              YFLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                     .: :  .   . ::::     ::  ..:.. 
gi|284 DFLALVPTDEIVAIVMDYLANDAEVQEAVAYLQGDEFHKIVSTVEG-----LQEFTNFVQ 
      30        40        50        60        70             80     
 
               40        50          60        70        80         
2MEPSP VLEMMGAK-VTWTETSVTVTG--PPREPFGRKHLKAIDVNMNKMPDVAMTLA         
        ::  :   : . .   .: :  :   :  ::: .                          
gi|284 FLEDHGLDAVGYINQLHSVLGWDPYVPPSQRKHARRGVGVDGLIDDIIAILPIDDLKALF 
           90       100       110       120       130       140     
 
gi|284 QEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDKGVDVDHYIELIRALF 
          150       160       170       180       190       200     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (17-36:285-304) 
 
                             10        20        30        40       
2MEPSP               YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
         50        60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 42; 58.3% identity (75.0% similar) in 12 aa overlap (67-78:68-79) 
 
         40        50        60        70        80                 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                 
                                     :: ::.:. : :                   
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKIIDGHVVTINETT 
        40        50        60        70        80        90        
 
gi|944 YTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVES 
       100       110       120       130       140       150        
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (6-19:13-26) 
 
                      10        20        30        40        50    
2MEPSP        YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                   ::...  : :. ::                                   
gi|156 MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIK 
               10        20        30        40        50        60 
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.4 E():   82 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (6-25:218-237) 
 
                                        10        20        30      
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2MEPSP                          YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
          40        50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.7  bits: 19.2 E():   84 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (37-72:59-97) 
 
         10        20        30        40        50           60    
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
            70        80                                            
2MEPSP AIDVNMNKMPDVAMTLA                                            
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.7  bits: 18.4 E():   84 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (24-52:189-216) 
 
                      10        20        30        40         50   
2MEPSP        YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
             60        70        80     
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLA     
                                        
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 41; 22.2% identity (52.8% similar) in 36 aa overlap (2-37:8-39) 
 
                     10        20        30        40        50     
2MEPSP       YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
              :  .:. ..: .  . ::    .:.:   .. .  :                  
gi|344 MMKFIVLFALNAVASAGKMKFKDCG----KGEVTELDITDCSGDFCVLHRGKSVTLDAKF 
               10        20            30        40        50       
 
           60        70        80                                   
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLA                                   
                                                                    
gi|344 VANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 67.5  bits: 18.0 E():   86 
Smith-Waterman score: 42; 27.6% identity (69.0% similar) in 29 aa overlap (1-29:64-91) 
 
                                             10        20        30 
2MEPSP                               YFLAGAAITGGTVTVEGCGTTSLQGDVKFA 
                                     .:. .: ..  : . .: . :...: .::  
gi|194 NLDYKKFIGTWVIAAGTSEALTQYKCWNDLFFFNNALVSKYTDS-KGKNRTTIRGRTKFE 
            40        50        60        70         80        90   
 
               40        50        60        70        80           
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA           
                                                                    
gi|194 GNKFTIDYDDEGKAFSAPYSVLATDYDNYAIVEGCPAAANGHVIYVQLRLTLRSFHPEQG 
            100       110       120       130       140       150   
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>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (50-74:129-153) 
 
      20        30        40        50        60        70          
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.1  bits: 18.4 E():   90 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (17-62:85-134) 
 
                             10        20         30           40   
2MEPSP               YFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
             50        60        70        80                       
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                       
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.1 E():   90 
Smith-Waterman score: 40; 46.2% identity (84.6% similar) in 13 aa overlap (5-17:72-84) 
 
                                         10        20        30     
2MEPSP                           YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     ::: .::.... :                  
gi|185 LISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKE 
              50        60        70        80        90       100  
 
           40        50        60        70        80 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                                      
gi|185 ESDEDMGFGLFD                                   
             110                                      
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.1 E():   90 
Smith-Waterman score: 40; 46.2% identity (84.6% similar) in 13 aa overlap (5-17:72-84) 
 
                                         10        20        30     
2MEPSP                           YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     ::: .::.... :                  
gi|117 LISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKE 
              50        60        70        80        90       100  
 
           40        50        60        70        80 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                                      
gi|117 ESDEDMGFGLFD                                   
             110                                      
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 43; 42.3% identity (61.5% similar) in 26 aa overlap (2-26:135-160) 
 
                                             10        20        30 
2MEPSP                              YFLAGAAI-TGGTVTVEGCGTTSLQGDVKFA 
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                                     :.:.::  :::   .:  . ::.  :     
gi|565 TYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDASNT 
          110       120       130       140       150       160     
 
               40        50        60        70        80           
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA           
                                                                    
gi|565 QYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWMVN 
          170       180       190       200       210       220     
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (27-46:39-63) 
 
                   10        20        30             40        50  
2MEPSP     YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
              60        70        80                                
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLA                                
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 44; 30.3% identity (60.6% similar) in 33 aa overlap (7-38:264-296) 
 
                                       10        20         30      
2MEPSP                         YFLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEM 
                                     : .::  ..   ::. : : .. .:..    
gi|118 YTGSLNWVPVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSD 
           240       250       260       270       280       290    
 
          40        50        60        70        80                
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                
       .::                                                          
gi|118 IGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGMDVPTS 
           300       310       320       330       340       350    
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.8 E():   98 
Smith-Waterman score: 44; 34.6% identity (53.8% similar) in 26 aa overlap (51-76:75-100) 
 
               30        40        50        60        70        80 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :  .  .: ::  .  :. .:  :::     
gi|113 ACEAHNIIDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKE 
           50        60        70        80        90       100     
 
gi|113 GTLRFAAAQNRPLWIIFKRNMVIHLNQELVVNSDKTIDGRGVKVNIVNAGLTLMNVKNII 
          110       120       130       140       150       160     
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 42; 58.3% identity (75.0% similar) in 12 aa overlap (67-78:116-127) 
 
         40        50        60        70        80                 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA                 
                                     :: ::.:. : :                   
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKIIDGHVVTINETT 
          90       100       110       120       130       140      
 
gi|944 YTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVES 
         150       160       170       180       190       200      
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.4 E():   98 
Smith-Waterman score: 43; 36.4% identity (77.3% similar) in 22 aa overlap (4-25:270-291) 
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                                          10        20        30    
2MEPSP                            YFLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :.:: ::..... : .:..  :         
gi|663 AAPEVKYAVFEAALTKAITAMSQAQKVAKPAAAAATGAATVATGAATAAAGGATAAAGGY 
     240       250       260       270       280       290          
 
            40        50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                                       
gi|663 KA                                              
     300                                               
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:55 2011 done: Tue Apr 19 10:57:55 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 260  - 339 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     2     0:= 
  30    15     2:*==== 
  32    11     8:==*= 
  34    21    22:=======* 
  36    26    44:=========     * 
  38    64    73:======================  * 
  40   109   102:=================================*=== 
  42   138   125:=========================================*==== 
  44   123   138:=========================================    * 
  46   164   140:==============================================*======== 
  48   164   134:============================================*========== 
  50   146   122:========================================*======== 
  52   104   108:===================================* 
  54    70    92:========================      * 
  56    60    77:====================     * 
  58    48    63:================    * 
  60    40    51:==============  * 
  62    23    41:========     * 
  64    25    33:========= * 
  66    24    26:========* 
  68    14    20:===== * 
  70    21    16:=====*= 
  72    15    12:===*= 
  74     3    10:=  * 
  76     8     8:==* 
  78     9     6:=*= 
  80     3     5:=* 
  82     5     3:*= 
  84     2     3:* 
  86     4     2:*= 
  88     6     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
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  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102    10     0:====      *========== 
 104     3     0:=         *=== 
 106     2     0:=         *== 
 108     2     0:=         *== 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.50790.00301; mu= 14.1651 0.156 
 mean_var=29.4159 7.725, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.236474 
 Kolmogorov-Smirnov  statistic: 0.0498 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.4    0.41 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.4    0.41 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.66 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.66 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.66 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.4    0.84 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.4    0.84 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 24.0       1 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 24.0       1 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 24.0     1.1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   60 24.0     1.1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.7     1.3 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.3     1.6 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.7     2.7 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   59 23.9     2.9 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.6     5.6 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 23.3     5.9 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.3     5.9 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 23.3     5.9 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.3     6.1 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.3     6.1 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.3     7.2 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   53 21.7     7.8 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   53 21.7     7.9 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 21.0     8.9 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   54 22.2      11 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.4      11 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   49 20.2      12 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.6      12 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.9      14 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.3      14 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.1      16 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.9      16 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.1      17 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.9      18 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.9      19 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      22 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.4      22 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.4      22 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.4      22 
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gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.4      23 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.4      23 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   51 21.2      24 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.3      25 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.4      25 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.8      29 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.3      29 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.3      30 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.3      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.3      30 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.1      30 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   49 20.5      31 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.3      33 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   49 20.5      35 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   45 18.9      36 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.5      40 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.4      42 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.5      42 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.2      43 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      46 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      46 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 18.2      46 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.0      47 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   47 19.8      50 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.2      51 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.2      51 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.2      51 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.6      51 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.2      52 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.2      52 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.2      52 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.2      52 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.2      53 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.0      54 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.2      54 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.2      54 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      55 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.2      56 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      57 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.1      58 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.1      58 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.1      58 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 19.9      60 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.5      60 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.1      61 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.1      61 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 19.1      61 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.7      61 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.7      61 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.9      62 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      63 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.5      71 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      72 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.7      73 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.7      73 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      74 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      75 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      75 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.9      78 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.6      78 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.2      80 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.7      81 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   42 17.9      82 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.9      82 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.3      84 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.2      86 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.3      86 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   41 17.5      86 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.4      89 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.1      91 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   40 17.1      91 
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gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.4      92 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   43 18.4      95 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.6      95 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   44 18.8      97 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   42 18.0      99 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 109.4  bits: 25.4 E(): 0.41 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (10-67:16-77) 
 
                     10          20        30        40             
2MEPSP       FLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCMST 
               10        20        30         40        50          
 
      50        60        70        80                              
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                              
       ::  .: :..:    : :                                           
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.4  bits: 25.4 E(): 0.41 
Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (10-67:16-77) 
 
                     10          20         30        40         50 
2MEPSP       FLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . :..    :.  . :: 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAV                               
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.7  bits: 24.7 E(): 0.66 
Smith-Waterman score: 62; 28.2% identity (53.5% similar) in 71 aa overlap (1-67:8-77) 
 
                      10         20        30        40             
2MEPSP        FLAGAAITGGTV-TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
              : .. ..:: .  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      50        60        70        80                              
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                              
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.7  bits: 24.7 E(): 0.66 
Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (10-67:16-77) 
 
                     10          20         30        40         50 
2MEPSP       FLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAV                               
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
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 initn:  51 init1:  51 opt:  62  Z-score: 105.7  bits: 24.7 E(): 0.66 
Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (10-67:16-77) 
 
                     10          20        30        40             
2MEPSP       FLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCMST 
               10        20        30         40        50          
 
      50        60        70        80                              
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                              
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.9  bits: 24.4 E(): 0.84 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (10-67:16-77) 
 
                     10          20        30        40             
2MEPSP       FLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      50        60        70        80                              
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                              
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.9  bits: 24.4 E(): 0.84 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (10-67:16-77) 
 
                     10          20        30        40             
2MEPSP       FLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      50        60        70        80                              
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                              
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (10-67:16-77) 
 
                     10          20        30        40             
2MEPSP       FLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      50        60        70        80                              
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                              
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (10-67:16-77) 
 
                     10          20        30        40             
2MEPSP       FLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
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               10        20        30         40        50          
 
      50        60        70        80                              
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                              
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (10-67:16-77) 
 
                     10          20        30        40             
2MEPSP       FLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      50        60        70        80                              
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                              
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (10-67:16-77) 
 
                     10          20        30        40             
2MEPSP       FLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      50        60        70        80                              
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                              
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (10-67:16-77) 
 
                     10          20        30        40             
2MEPSP       FLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      50        60        70        80                              
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                              
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (10-67:16-77) 
 
                     10          20        30        40             
2MEPSP       FLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|145 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      50        60        70        80                              
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                              
       ::  .: :..:    : :                                           
gi|145 GPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
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>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (10-67:16-77) 
 
                     10          20        30        40             
2MEPSP       FLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      50        60        70        80                              
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                              
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (10-67:16-77) 
 
                     10          20        30        40             
2MEPSP       FLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      50        60        70        80                              
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                              
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (10-67:16-77) 
 
                     10          20        30        40             
2MEPSP       FLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      50        60        70        80                              
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                              
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  60  Z-score: 101.7  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 29.2% identity (54.2% similar) in 48 aa overlap (4-50:83-130) 
 
                                          10        20         30   
2MEPSP                            FLAGAAITGGTVTVEGCGTTS-LQGDVKFAEVL 
                                     :.: . :.  : :  :.. .  : :  .:. 
gi|583 VKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVV 
             60        70        80        90       100       110   
 
             40        50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
       .  :    :...: :  :                               
gi|583 KHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP  
            120       130       140       150           
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 100.2  bits: 23.7 E():  1.3 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (10-67:16-77) 
 
                     10          20         30        40         50 
2MEPSP       FLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
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                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMSTG 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAV                               
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.0  bits: 23.3 E():  1.6 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (48-71:85-109) 
 
        20        30        40        50         60        70       
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
         80                    
2MEPSP TLAV                    
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 94.6  bits: 22.7 E():  2.7 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (10-67:16-77) 
 
                     10          20         30        40         50 
2MEPSP       FLAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCMSTG 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAV                               
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  48 init1:  48 opt:  59  Z-score: 94.1  bits: 23.9 E():  2.9 
Smith-Waterman score: 59; 22.5% identity (60.0% similar) in 80 aa overlap (3-80:110-189) 
 
                                           10        20         30  
2MEPSP                             FLAGAAITGGTVTVEGCGTTS-LQGDVKFAEV 
                                     ::..:   :. . . :  : .  ::....  
gi|513 FIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQF 
      80        90       100       110       120       130          
 
              40         50        60        70        80           
2MEPSP LEMMGAKVTWTETS-VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV           
        ...  .    ::. . .   :.: . .: : ..:...: . .  ..:.:           
gi|513 RQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDL 
     140       150       160       170       180       190          
 
gi|513 VNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNH 
     200       210       220       230       240       250          
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 89.1  bits: 21.6 E():  5.6 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (10-67:16-77) 
 
                     10          20        30        40             
2MEPSP       FLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : .: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
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      50        60        70        80                              
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                              
       ::   : :..:    : :                                           
gi|160 GPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.7  bits: 23.3 E():  5.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (57-73:399-415) 
 
         30        40        50        60        70        80       
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV       
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.7  bits: 23.3 E():  5.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (57-73:402-418) 
 
         30        40        50        60        70        80       
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV       
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.6  bits: 23.3 E():  5.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (57-73:403-419) 
 
         30        40        50        60        70        80       
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV       
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.4  bits: 23.3 E():  6.1 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (57-73:422-438) 
 
         30        40        50        60        70        80       
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV       
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.4  bits: 23.3 E():  6.1 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (57-73:422-438) 
 
         30        40        50        60        70        80       
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV       
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8469

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 87.1  bits: 21.3 E():  7.2 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (19-65:30-74) 
 
                          10        20        30        40          
2MEPSP            FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                              
       :  .  :  ....:::                                             
gi|169 GETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
                 70        80        90       100       110         
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 86.5  bits: 21.7 E():  7.8 
Smith-Waterman score: 53; 26.9% identity (52.2% similar) in 67 aa overlap (20-80:93-158) 
 
                          10        20        30           40       
2MEPSP            FLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
           50        60         70        80                        
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAV                        
          .  ::  : .:.: . .. .: . . ::   : :                        
gi|289 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
gi|289 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 86.4  bits: 21.7 E():  7.9 
Smith-Waterman score: 53; 26.9% identity (52.2% similar) in 67 aa overlap (20-80:96-161) 
 
                          10        20        30           40       
2MEPSP            FLAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
           50        60         70        80                        
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAV                        
          .  ::  : .:.: . .. .: . . ::   : :                        
gi|424 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
gi|424 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          190       200       210       220       230  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 85.4  bits: 21.0 E():  8.9 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (10-67:16-77) 
 
                     10          20        30        40             
2MEPSP       FLAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      50        60        70        80                              
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                              
       ::  .: :...    : :                                           
gi|160 GPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
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 initn:  45 init1:  45 opt:  54  Z-score: 84.0  bits: 22.2 E():   11 
Smith-Waterman score: 54; 23.7% identity (64.4% similar) in 59 aa overlap (23-78:306-364) 
 
                       10        20         30        40        50  
2MEPSP         FLAGAAITGGTVTVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
                60        70        80                              
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAV                              
        :  . . .:  .:. ...:.. .:. ..                                
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.0  bits: 21.4 E():   11 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (7-26:208-227) 
 
                                       10        20        30       
2MEPSP                         FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
         40        50        60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                                    
gi|111 KPEFIDIINAAAVKSA                             
       240       250                                
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 83.1  bits: 20.2 E():   12 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (47-80:20-54) 
 
         20        30        40        50         60         70     
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                          10        20        30        40          
 
           80                                                       
2MEPSP AMTLAV                                                       
          : :                                                       
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.0  bits: 20.6 E():   12 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (18-68:38-88) 
 
                            10        20        30        40        
2MEPSP              FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
        50        60         70        80                           
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVAMTLAV                           
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 82.2  bits: 21.9 E():   14 
Smith-Waterman score: 53; 22.6% identity (66.0% similar) in 53 aa overlap (28-78:312-364) 
 
                  10        20        30        40        50        
2MEPSP    FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
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             290       300       310       320       330       340  
 
          60        70        80                                    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAV                                    
       . .:  .:. ...:.. .:. ..                                      
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 82.0  bits: 20.3 E():   14 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (7-31:35-57) 
 
                                       10        20        30       
2MEPSP                         FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
         40        50        60        70        80                 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                 
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.9  bits: 21.1 E():   16 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (24-72:228-277) 
 
                      10        20        30        40        50    
2MEPSP        FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
            60         70        80                    
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAV                    
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (32-58:9-37) 
 
              10        20        30        40        50            
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
      60        70        80                                        
2MEPSP HLKAIDVNMNKMPDVAMTLAV                                        
                                                                    
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.5  bits: 21.1 E():   17 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (24-72:247-296) 
 
                      10        20        30        40        50    
2MEPSP        FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
            60         70        80                    
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAV                    
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
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>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.7  bits: 19.9 E():   18 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (19-65:30-74) 
 
                          10        20        30        40          
2MEPSP            FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                              
       :  .  :  .....::                                             
gi|374 GETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
                 70        80        90       100       110         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (35-53:1-18) 
 
           10        20        30        40        50        60     
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
           70        80                                             
2MEPSP DVNMNKMPDVAMTLAV                                             
                                                                    
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.5  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (16-61:68-117) 
 
                              10        20         30           40  
2MEPSP                FLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
              50        60        70        80                      
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                      
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (16-61:79-128) 
 
                              10        20         30           40  
2MEPSP                FLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
              50        60        70        80                      
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                      
         ..::.:   .::..  :.                                         
gi|126 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (16-61:79-128) 
 
                              10        20         30           40  
2MEPSP                FLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
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                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
              50        60        70        80                      
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                      
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (16-61:79-128) 
 
                              10        20         30           40  
2MEPSP                FLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
              50        60        70        80                      
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                      
         ..::.:   .::..  :.                                         
gi|752 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGT 
      110       120       130       140       150       160         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (47-80:170-204) 
 
         20        30        40        50         60         70     
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
           80                                                       
2MEPSP AMTLAV                                                       
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.8  bits: 20.4 E():   23 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (19-71:114-161) 
 
                           10        20        30        40         
2MEPSP             FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
       50        60        70        80                             
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                             
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 77.7  bits: 21.2 E():   24 
Smith-Waterman score: 60; 30.0% identity (50.0% similar) in 50 aa overlap (8-57:50-97) 
 
                                      10        20        30        
2MEPSP                        FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                     : .:.  . :: :  :: .   . .. ::  
gi|947 LAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCGGT-WQGIIDKLDYIQGMGF 
      20        30        40        50        60         70         
 
        40        50        60        70        80                  
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                  
        . :  : ::.  :    .:                                         
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gi|947 TAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTADDLKALSSALHERGMYLMV 
       80         90       100       110       120       130        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.2  bits: 21.3 E():   25 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (57-73:430-446) 
 
         30        40        50        60        70        80       
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV       
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (15-39:282-306) 
 
                               10        20        30        40     
2MEPSP                 FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
           50        60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 76.2  bits: 18.8 E():   29 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (2-52:1-49) 
 
               10        20        30        40        50        60 
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
        .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  ::         
gi|144  MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAV--PPACCNGIRT 
                10        20        30        40          50        
 
               70        80                                       
2MEPSP LKAIDVNMNKMPDVAMTLAV                                       
                                                                  
gi|144 INGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
        60        70        80        90       100       110      
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (20-35:135-150) 
 
                          10        20        30        40          
2MEPSP            FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
      50        60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (28-60:82-109) 
 
                  10        20        30        40        50        
2MEPSP    FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
        60        70        80                              
2MEPSP RKHLKAIDVNMNKMPDVAMTLAV                              
       ..:                                                  
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gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (35-53:1-18) 
 
           10        20        30        40        50        60     
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
           70        80                                             
2MEPSP DVNMNKMPDVAMTLAV                                             
                                                                    
gi|444 LIPKIAPQSVKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (35-53:1-18) 
 
           10        20        30        40        50        60     
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVITPPRLFKALVLEADT 
                                              10        20          
 
           70        80                                             
2MEPSP DVNMNKMPDVAMTLAV                                             
                                                                    
gi|444 LIPKIAPQSVKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (25-50:175-201) 
 
                     10        20        30         40        50    
2MEPSP       FLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
            60        70        80                                  
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAV                                  
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 75.6  bits: 20.5 E():   31 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (47-80:291-325) 
 
         20        30        40        50         60         70     
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
           80                                                       
2MEPSP AMTLAV                                                       
          : :                                                       
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.3 E():   33 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (26-52:4-30) 
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               10        20        30        40        50        60 
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
                                .::: :: ...: :  . .:.   . :         
gi|727                       MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTS 
                                     10        20        30         
 
               70        80                                         
2MEPSP LKAIDVNMNKMPDVAMTLAV                                         
                                                                    
gi|727 ASDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTG 
       40        50        60        70        80        90         
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 74.8  bits: 20.5 E():   35 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (47-80:6-40) 
 
         20        30        40        50         60         70     
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|223                          INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                                        10        20         30     
 
           80                                                       
2MEPSP AMTLAV                                                       
          : :                                                       
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.5  bits: 18.9 E():   36 
Smith-Waterman score: 45; 47.6% identity (71.4% similar) in 21 aa overlap (3-23:18-38) 
 
                              10        20        30        40      
2MEPSP                FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                        :.:.:  .:: ::: . .: :                       
gi|110 MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKHCQMYVQQE 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                          
                                                                    
gi|110 VQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQE 
               70        80        90       100       110       120 
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.5  bits: 18.5 E():   40 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (7-31:19-41) 
 
                           10        20        30        40         
2MEPSP             FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                         : :..: .. :   . .::. :.::                  
gi|131 QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVERDH 
               10        20         30         40        50         
 
       50        60        70        80                             
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                             
                                                                    
gi|131 KNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 19.4 E():   42 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (47-60:15-28) 
 
         20        30        40        50        60        70       
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
         80                                                         
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2MEPSP TLAV                                                         
                                                                    
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (7-31:25-47) 
 
                                 10        20        30        40   
2MEPSP                   FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
             50        60        70        80                       
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                       
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.0  bits: 20.2 E():   43 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (32-71:312-353) 
 
              10        20        30        40        50            
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
      60        70        80                                        
2MEPSP HLKAIDVNMNKMPDVAMTLAV                                        
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.4 E():   46 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (34-57:7-30) 
 
            10        20        30        40        50        60    
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
            70        80                                            
2MEPSP IDVNMNKMPDVAMTLAV                                            
                                                                    
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.4 E():   46 
Smith-Waterman score: 47; 20.8% identity (56.6% similar) in 53 aa overlap (1-53:6-53) 
 
                    10        20        30        40        50      
2MEPSP      FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP 
            .: . ..... :.. .::  ..       ..   .: :  : :...:  : :.   
gi|109 MASSSLLLACVVVAAMVSAVSCGPPKVPPG---PNITTSYGDK--WLEAKATWYGAPKGA 
               10        20        30           40          50      
 
          60        70        80                                    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAV                                    
                                                                    
gi|109 GPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHV 
          60        70        80        90       100       110      
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 72.5  bits: 18.2 E():   46 
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Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (2-52:1-49) 
 
               10        20        30        40        50        60 
2MEPSP FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH 
        .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  ::         
gi|506  MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRNGGAV--PPACCNGIRT 
                10        20        30        40          50        
 
               70        80                                       
2MEPSP LKAIDVNMNKMPDVAMTLAV                                       
                                                                  
gi|506 INSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
        60        70        80        90       100       110      
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.3  bits: 19.0 E():   47 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (58-73:152-167) 
 
        30        40        50        60        70        80        
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV        
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.9  bits: 19.8 E():   50 
Smith-Waterman score: 48; 27.4% identity (48.8% similar) in 84 aa overlap (1-80:60-137) 
 
                                             10        20        30 
2MEPSP                               FLAGAAITGGTVTVEGCGTTSLQGDVKFAE 
                                     .: :  .   . ::::     ::  ..:.. 
gi|284 DFLALVPTDEIVAIVMDYLANDAEVQEAVAYLQGDEFHKIVSTVEG-----LQEFTNFVQ 
      30        40        50        60        70             80     
 
                40        50          60         70        80       
2MEPSP VLEMMGAK-VTWTETSVTVTG--PPREPFGRKHLK-AIDVNMNKMPDVAMTLAV       
        ::  :   : . .   .: :  :   :  ::: . .. :. . . :.   : .       
gi|284 FLEDHGLDAVGYINQLHSVLGWDPYVPPSQRKHARRGVGVD-GLIDDIIAILPIDDLKAL 
           90       100       110       120        130       140    
 
gi|284 FQEKLETSPDFKAFYDAIRSPEFQSIVQTLNAMPEYQELLQKLRDKGVDVDHYIELIRAL 
           150       160       170       180       190       200    
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.6  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (7-31:20-42) 
 
                            10        20        30        40        
2MEPSP              FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
        50        60        70        80                            
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                            
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.6  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (7-31:20-42) 
 
                            10        20        30        40        
2MEPSP              FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
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        50        60        70        80                            
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                            
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.6  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (7-31:20-42) 
 
                            10        20        30        40        
2MEPSP              FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :   . .::. :.::                 
gi|333 WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVERD 
               10        20          30        40        50         
 
        50        60        70        80                            
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                            
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.6  bits: 18.6 E():   51 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (3-24:150-172) 
 
                                            10        20        30  
2MEPSP                             FLAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
              40        50        60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.6  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (7-31:21-43) 
 
                             10        20        30        40       
2MEPSP               FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|375 IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
         50        60        70        80                           
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                           
                                                                    
gi|375 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.6  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (7-31:21-43) 
 
                             10        20        30        40       
2MEPSP               FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
         50        60        70        80                           
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                           
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.6  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (7-31:21-43) 
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                             10        20        30        40       
2MEPSP               FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
         50        60        70        80                           
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                           
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.6  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (7-31:21-43) 
 
                             10        20        30        40       
2MEPSP               FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
         50        60        70        80                           
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                           
                                                                    
gi|333 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (7-31:25-47) 
 
                                 10        20        30        40   
2MEPSP                   FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFINELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
             50        60        70        80                       
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                       
                                                                    
gi|136 LVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRTINPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.3  bits: 19.0 E():   54 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (42-74:43-76) 
 
              20        30        40        50         60        70 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
               80                                                   
2MEPSP MPDVAMTLAV                                                   
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (7-31:29-51) 
 
                                     10        20        30         
2MEPSP                       FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
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       40        50        60        70        80                   
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                   
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (7-31:29-51) 
 
                                     10        20        30         
2MEPSP                       FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
       40        50        60        70        80                   
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                   
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 19.0 E():   55 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (50-58:14-22) 
 
      20        30        40        50        60        70          
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
      80                                                            
2MEPSP V                                                            
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (7-31:35-57) 
 
                                       10        20        30       
2MEPSP                         FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
         40        50        60        70        80                 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                 
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.0 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (50-58:25-33) 
 
      20        30        40        50        60        70          
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
      80                                                            
2MEPSP V                                                            
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (50-58:31-39) 
 
      20        30        40        50        60        70          
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
      80                                                            
2MEPSP V                                                            
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (50-58:31-39) 
 
      20        30        40        50        60        70          
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
      80                                                            
2MEPSP V                                                            
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (50-58:32-40) 
 
      20        30        40        50        60        70          
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
      80                                                            
2MEPSP V                                                            
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.5  bits: 19.9 E():   60 
Smith-Waterman score: 49; 36.4% identity (60.6% similar) in 33 aa overlap (50-80:390-421) 
 
      20        30        40        50         60         70        
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
        80                                                          
2MEPSP LAV                                                          
       : :                                                          
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.3  bits: 19.5 E():   60 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (12-30:97-115) 
 
                                  10        20        30        40  
2MEPSP                    FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
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         70        80        90       100       110       120       
 
              50        60        70        80                      
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                      
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (25-50:175-201) 
 
                     10        20        30         40        50    
2MEPSP       FLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
            60        70        80                                  
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAV                                  
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (25-50:175-201) 
 
                     10        20        30         40        50    
2MEPSP       FLAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
            60        70        80                                  
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAV                                  
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (4-45:216-260) 
 
                                          10        20           30 
2MEPSP                            FLAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
               40        50        60        70        80 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
       :   ..  . : : :                                    
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW           
         250       260       270       280                
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.2  bits: 18.7 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (21-51:98-127) 
 
                         10        20        30        40        50 
2MEPSP           FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
               60        70        80                               
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAV                               
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
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>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.2  bits: 18.7 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (21-51:99-128) 
 
                         10        20        30        40        50 
2MEPSP           FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
               60        70        80                               
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAV                               
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.9 E():   62 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (43-60:288-305) 
 
             20        30        40        50        60        70   
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
             80                                                     
2MEPSP DVAMTLAV                                                     
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.0  bits: 18.3 E():   63 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (58-73:43-58) 
 
        30        40        50        60        70        80        
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV        
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 17.5 E():   71 
Smith-Waterman score: 41; 50.0% identity (85.7% similar) in 14 aa overlap (3-16:70-83) 
 
                                           10        20        30   
2MEPSP                             FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :::: .::.... :                 
gi|215 SSLLKELEGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKE 
      40        50        60        70        80        90          
 
             40        50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                                        
gi|215 ESDDDMGFGLFD                                     
     100       110                                      
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.3 E():   72 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (52-65:41-54) 
 
              30        40        50        60        70        80  
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV  
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
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gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (6-50:204-252) 
 
                                        10        20           30   
2MEPSP                          FLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
              40        50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
       .  :: : :  ..:  . :                               
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN             
           240       250       260       270             
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (6-50:204-252) 
 
                                        10        20           30   
2MEPSP                          FLAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
              40        50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
       .  :: : :  ..:  . :                               
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN             
           240       250       260       270             
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.3 E():   74 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (52-65:45-58) 
 
              30        40        50        60        70        80  
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV  
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (58-72:152-166) 
 
        30        40        50        60        70        80        
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV        
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (58-72:152-166) 
 
        30        40        50        60        70        80        
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV        
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
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gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (21-35:53-67) 
 
                         10        20        30        40        50 
2MEPSP           FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
               60        70        80                               
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAV                               
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 19.6 E():   78 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (47-60:292-305) 
 
         20        30        40        50        60        70       
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
         80                                                         
2MEPSP TLAV                                                         
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 68.1  bits: 21.2 E():   80 
Smith-Waterman score: 50; 30.0% identity (53.3% similar) in 30 aa overlap (45-73:1586-1615) 
 
           20        30        40        50         60        70    
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG-RKHLKAIDVNMNKMPD 
                                     :. . : ::. :     .  . .:.::  : 
gi|203 LEKHTDLLYEPGVQYKIIGNGKIKDDGSHYSIDIQGKPRKAFKLDADMMNFKLNVNKPED 
        1560      1570      1580      1590      1600      1610      
 
            80                                         
2MEPSP VAMTLAV                                         
                                                       
gi|203 SNKAQFSYTFNDYTETEEYEFDPHRAYYINWISSIRKYIQNFIVEDH 
        1620      1630      1640      1650      1660   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.7 E():   81 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (16-35:285-304) 
 
                              10        20        30        40      
2MEPSP                FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
          50        60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 42; 58.3% identity (75.0% similar) in 12 aa overlap (66-77:68-79) 
 
          40        50        60        70        80                
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                
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                                     :: ::.:. : :                   
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKIIDGHVVTINETT 
        40        50        60        70        80        90        
 
gi|944 YTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVES 
       100       110       120       130       140       150        
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (5-18:13-26) 
 
                       10        20        30        40        50   
2MEPSP         FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                   ::...  : :. ::                                   
gi|156 MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIK 
               10        20        30        40        50        60 
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.3 E():   84 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (5-24:218-237) 
 
                                         10        20        30     
2MEPSP                           FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
           40        50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (36-71:59-97) 
 
          10        20        30        40        50           60   
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
             70        80                                           
2MEPSP AIDVNMNKMPDVAMTLAV                                           
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.5  bits: 18.3 E():   86 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (23-51:189-216) 
 
                       10        20        30        40         50  
2MEPSP         FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
              60        70        80    
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAV    
                                        
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 41; 22.2% identity (52.8% similar) in 36 aa overlap (1-36:8-39) 
 
                      10        20        30        40        50    
2MEPSP        FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
              :  .:. ..: .  . ::    .:.:   .. .  :                  
gi|344 MMKFIVLFALNAVASAGKMKFKDCG----KGEVTELDITDCSGDFCVLHRGKSVTLDAKF 
               10        20            30        40        50       
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            60        70        80                                  
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAV                                  
                                                                    
gi|344 VANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (49-73:129-153) 
 
       20        30        40        50        60        70         
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
       80                                                           
2MEPSP AV                                                           
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 40; 46.2% identity (84.6% similar) in 13 aa overlap (4-16:72-84) 
 
                                          10        20        30    
2MEPSP                            FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     ::: .::.... :                  
gi|117 LISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKE 
              50        60        70        80        90       100  
 
            40        50        60        70        80 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                                       
gi|117 ESDEDMGFGLFD                                    
             110                                       
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 40; 46.2% identity (84.6% similar) in 13 aa overlap (4-16:72-84) 
 
                                          10        20        30    
2MEPSP                            FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     ::: .::.... :                  
gi|185 LISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKE 
              50        60        70        80        90       100  
 
            40        50        60        70        80 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                                       
gi|185 ESDEDMGFGLFD                                    
             110                                       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (16-61:85-134) 
 
                              10        20         30           40  
2MEPSP                FLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
              50        60        70        80                      
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                      
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
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>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 43; 42.3% identity (61.5% similar) in 26 aa overlap (1-25:135-160) 
 
                                              10        20          
2MEPSP                               FLAGAAI-TGGTVTVEGCGTTSLQGDVKFA 
                                     :.:.::  :::   .:  . ::.  :     
gi|565 TYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDASNT 
          110       120       130       140       150       160     
 
      30        40        50        60        70        80          
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV          
                                                                    
gi|565 QYPCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWMVN 
          170       180       190       200       210       220     
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (26-45:39-63) 
 
                    10        20        30             40        50 
2MEPSP      FLAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
               60        70        80                               
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAV                               
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 44; 30.3% identity (60.6% similar) in 33 aa overlap (6-37:264-296) 
 
                                        10        20         30     
2MEPSP                          FLAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEM 
                                     : .::  ..   ::. : : .. .:..    
gi|118 YTGSLNWVPVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSD 
           240       250       260       270       280       290    
 
           40        50        60        70        80               
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV               
       .::                                                          
gi|118 IGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGMDVPTS 
           300       310       320       330       340       350    
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 18.0 E():   99 
Smith-Waterman score: 42; 58.3% identity (75.0% similar) in 12 aa overlap (66-77:116-127) 
 
          40        50        60        70        80                
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV                
                                     :: ::.:. : :                   
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKIIDGHVVTINETT 
          90       100       110       120       130       140      
 
gi|944 YTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVES 
         150       160       170       180       190       200      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:55 2011 done: Tue Apr 19 10:57:55 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
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# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 261  - 340 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     2     0:= 
  30    12     2:*=== 
  32    10     8:==*= 
  34    23    22:=======* 
  36    31    44:===========   * 
  38    65    73:======================  * 
  40    86   102:=============================    * 
  42   155   125:=========================================*========== 
  44   122   138:=========================================    * 
  46   175   140:==============================================*============ 
  48   151   134:============================================*====== 
  50   151   122:========================================*========== 
  52   102   108:================================== * 
  54    75    92:=========================     * 
  56    61    77:=====================    * 
  58    48    63:================    * 
  60    37    51:=============   * 
  62    25    41:=========    * 
  64    23    33:========  * 
  66    23    26:========* 
  68    14    20:===== * 
  70    21    16:=====*= 
  72    15    12:===*= 
  74     3    10:=  * 
  76     8     8:==* 
  78     9     6:=*= 
  80     3     5:=* 
  82     4     3:*= 
  84     1     3:* 
  86     4     2:*= 
  88     7     2:*==        inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102    11     0:====      *=========== 
 104     2     0:=         *== 
 106     2     0:=         *== 
 108     0     0:          * 
 110     2     0:=         *== 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.5434 0.003; mu= 13.9745 0.156 
 mean_var=29.2733 7.635, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.237049 
 Kolmogorov-Smirnov  statistic: 0.0498 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
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 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.4     0.4 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.4     0.4 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.65 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.65 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.4    0.82 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.4    0.82 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 24.0    0.99 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 24.0    0.99 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 24.1       1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 24.1       1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 24.1       1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 24.1       1 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   60 24.1     1.1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.7     1.3 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.3     1.5 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.7     2.7 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   59 23.9     2.9 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   58 23.6     4.1 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   57 23.3     5.2 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.7     5.5 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 23.3     5.8 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.3     5.9 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 23.3     5.9 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.3       6 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.3       6 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.3     7.1 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   53 21.8     7.7 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   53 21.8     7.8 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 21.0     8.8 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.4      11 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   49 20.2      12 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.7      12 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.3      14 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.1      16 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.9      16 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.2      16 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 20.0      18 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 20.0      19 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      21 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.4      22 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.4      22 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.4      22 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.4      23 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.4      23 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   51 21.3      24 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.3      25 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.5      25 
gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=N ( 115)   45 18.9      29 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.3      29 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.3      29 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.3      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.3      30 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.1      30 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   49 20.5      31 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.3      33 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   49 20.5      34 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   45 18.9      35 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.5      40 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.6      41 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.4      42 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.2      43 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      45 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      45 
gi|50659859|gb|AAT80649.1| lipid transfer protein  ( 115)   43 18.2      46 
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gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.0      47 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   47 19.8      50 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.2      51 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.2      51 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.2      51 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.6      51 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.2      51 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.2      51 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.2      51 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.2      51 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.2      52 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.0      53 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.2      54 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.2      54 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      55 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.2      56 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.1      57 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.1      58 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.1      58 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.1      58 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 19.9      60 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.1      60 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.1      60 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.5      60 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 19.1      61 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.7      61 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.7      61 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.9      62 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      63 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.5      70 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      72 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.7      73 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.7      73 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      73 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      75 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      75 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.9      77 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.5      78 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.2      81 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   42 17.9      81 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.9      81 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.7      81 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.3      83 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.4      86 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.2      86 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.4      89 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.1      90 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   40 17.1      90 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.4      92 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.6      95 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   44 18.8      97 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   42 18.0      99 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 109.6  bits: 25.4 E():  0.4 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (9-66:16-77) 
 
                      10          20        30        40            
2MEPSP        LAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCMST 
               10        20        30         40        50          
 
       50        60        70        80                             
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                             
       ::  .: :..:    : :                                           
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.6  bits: 25.4 E():  0.4 
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Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (9-66:16-77) 
 
                      10          20         30        40           
2MEPSP        LAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . :..    :.  . :: 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                              
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.9  bits: 24.7 E(): 0.65 
Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (9-66:16-77) 
 
                      10          20         30        40           
2MEPSP        LAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                              
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.9  bits: 24.7 E(): 0.65 
Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (9-66:16-77) 
 
                      10          20        30        40            
2MEPSP        LAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCMST 
               10        20        30         40        50          
 
       50        60        70        80                             
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                             
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 104.0  bits: 24.4 E(): 0.82 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (9-66:16-77) 
 
                      10          20        30        40            
2MEPSP        LAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       50        60        70        80                             
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                             
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 104.0  bits: 24.4 E(): 0.82 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (9-66:16-77) 
 
                      10          20        30        40            
2MEPSP        LAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
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       50        60        70        80                             
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                             
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.5  bits: 24.0 E(): 0.99 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (9-66:16-77) 
 
                      10          20        30        40            
2MEPSP        LAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       50        60        70        80                             
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                             
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.5  bits: 24.0 E(): 0.99 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (9-66:16-77) 
 
                      10          20        30        40            
2MEPSP        LAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       50        60        70        80                             
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                             
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (9-66:16-77) 
 
                      10          20        30        40            
2MEPSP        LAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       50        60        70        80                             
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                             
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (9-66:16-77) 
 
                      10          20        30        40            
2MEPSP        LAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       50        60        70        80                             
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                             
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
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>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (9-66:16-77) 
 
                      10          20        30        40            
2MEPSP        LAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       50        60        70        80                             
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                             
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (9-66:16-77) 
 
                      10          20        30        40            
2MEPSP        LAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       50        60        70        80                             
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                             
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (9-66:16-77) 
 
                      10          20        30        40            
2MEPSP        LAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|145 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       50        60        70        80                             
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                             
       ::  .: :..:    : :                                           
gi|145 GPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (9-66:16-77) 
 
                      10          20        30        40            
2MEPSP        LAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       50        60        70        80                             
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                             
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (9-66:16-77) 
 
                      10          20        30        40            
2MEPSP        LAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
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gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       50        60        70        80                             
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                             
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.2  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (9-66:16-77) 
 
                      10          20        30        40            
2MEPSP        LAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       50        60        70        80                             
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                             
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  60  Z-score: 101.9  bits: 24.1 E():  1.1 
Smith-Waterman score: 60; 29.2% identity (54.2% similar) in 48 aa overlap (3-49:83-130) 
 
                                           10        20         30  
2MEPSP                             LAGAAITGGTVTVEGCGTTS-LQGDVKFAEVL 
                                     :.: . :.  : :  :.. .  : :  .:. 
gi|583 VKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVV 
             60        70        80        90       100       110   
 
              40        50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
       .  :    :...: :  :                                
gi|583 KHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP   
            120       130       140       150            
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 100.3  bits: 23.7 E():  1.3 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (9-66:16-77) 
 
                      10          20         30        40           
2MEPSP        LAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMSTG 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                              
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.1  bits: 23.3 E():  1.5 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (47-70:85-109) 
 
         20        30        40        50         60        70      
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
          80                   
2MEPSP TLAVV                   
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
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          120       130        
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 94.8  bits: 22.7 E():  2.7 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (9-66:16-77) 
 
                      10          20         30        40           
2MEPSP        LAGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCMSTG 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                              
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  48 init1:  48 opt:  59  Z-score: 94.1  bits: 23.9 E():  2.9 
Smith-Waterman score: 59; 22.5% identity (60.0% similar) in 80 aa overlap (2-79:110-189) 
 
                                            10        20         30 
2MEPSP                              LAGAAITGGTVTVEGCGTTS-LQGDVKFAEV 
                                     ::..:   :. . . :  : .  ::....  
gi|513 FIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQF 
      80        90       100       110       120       130          
 
               40         50        60        70        80          
2MEPSP LEMMGAKVTWTETS-VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV          
        ...  .    ::. . .   :.: . .: : ..:...: . .  ..:.:           
gi|513 RQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDL 
     140       150       160       170       180       190          
 
gi|513 VNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNH 
     200       210       220       230       240       250          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  58  Z-score: 91.4  bits: 23.6 E():  4.1 
Smith-Waterman score: 58; 24.2% identity (64.5% similar) in 62 aa overlap (22-80:306-367) 
 
                        10        20         30        40        50 
2MEPSP          LAGAAITGGTVTVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
                 60        70        80                             
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAVV                             
        :  . . .:  .:. ...:.. .:. .. .:                             
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
gi|144 VGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
         400       410       420       430       440      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 89.6  bits: 23.3 E():  5.2 
Smith-Waterman score: 57; 23.2% identity (66.1% similar) in 56 aa overlap (27-80:312-367) 
 
                   10        20        30        40        50       
2MEPSP     LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
           60        70        80                                   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVV                                   
       . .:  .:. ...:.. .:. .. .:                                   
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
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>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 89.2  bits: 21.7 E():  5.5 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (9-66:16-77) 
 
                      10          20        30        40            
2MEPSP        LAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : .: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       50        60        70        80                             
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                             
       ::   : :..:    : :                                           
gi|160 GPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.7  bits: 23.3 E():  5.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (56-72:399-415) 
 
          30        40        50        60        70        80      
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV      
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.7  bits: 23.3 E():  5.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (56-72:402-418) 
 
          30        40        50        60        70        80      
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV      
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.7  bits: 23.3 E():  5.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (56-72:403-419) 
 
          30        40        50        60        70        80      
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV      
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.4  bits: 23.3 E():    6 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (56-72:422-438) 
 
          30        40        50        60        70        80      
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV      
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.4  bits: 23.3 E():    6 
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Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (56-72:422-438) 
 
          30        40        50        60        70        80      
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV      
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 87.2  bits: 21.3 E():  7.1 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (18-64:30-74) 
 
                           10        20        30        40         
2MEPSP             LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                             
       :  .  :  ....:::                                             
gi|169 GETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
                 70        80        90       100       110         
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 86.6  bits: 21.8 E():  7.7 
Smith-Waterman score: 53; 26.9% identity (52.2% similar) in 67 aa overlap (19-79:93-158) 
 
                           10        20        30             40    
2MEPSP             LAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
            50        60         70        80                       
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVV                       
          .  ::  : .:.: . .. .: . . ::   : :                        
gi|289 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
gi|289 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 86.5  bits: 21.8 E():  7.8 
Smith-Waterman score: 53; 26.9% identity (52.2% similar) in 67 aa overlap (19-79:96-161) 
 
                           10        20        30             40    
2MEPSP             LAGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
            50        60         70        80                       
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVV                       
          .  ::  : .:.: . .. .: . . ::   : :                        
gi|424 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
gi|424 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          190       200       210       220       230  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 85.5  bits: 21.0 E():  8.8 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (9-66:16-77) 
 
                      10          20        30        40            
2MEPSP        LAGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
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                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       50        60        70        80                             
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                             
       ::  .: :...    : :                                           
gi|160 GPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.0  bits: 21.4 E():   11 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (6-25:208-227) 
 
                                        10        20        30      
2MEPSP                          LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
          40        50        60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                                     
gi|111 KPEFIDIINAAAVKSA                              
       240       250                                 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 83.2  bits: 20.2 E():   12 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (46-79:20-54) 
 
          20        30        40         50        60         70    
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                          10        20        30        40          
 
            80                                                      
2MEPSP AMTLAVV                                                      
          : :                                                       
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.1  bits: 20.7 E():   12 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (17-67:38-88) 
 
                             10        20        30        40       
2MEPSP               LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
         50        60         70        80                          
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVAMTLAVV                          
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 82.1  bits: 20.3 E():   14 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (6-30:35-57) 
 
                                        10        20        30      
2MEPSP                          LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
          40        50        60        70        80                
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                
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gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 81.0  bits: 21.1 E():   16 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (23-71:228-277) 
 
                       10        20        30        40        50   
2MEPSP         LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
             60         70        80                   
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVV                   
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (31-57:9-37) 
 
               10        20        30        40        50           
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRK 
                                     : ...: ..:: ..  ...: : : : :.  
gi|153                       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKV 
                                     10        20        30         
 
       60        70        80                                       
2MEPSP HLKAIDVNMNKMPDVAMTLAVV                                       
                                                                    
gi|153 VHHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNEL 
       40        50        60        70        80        90         
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.6  bits: 21.2 E():   16 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (23-71:247-296) 
 
                       10        20        30        40        50   
2MEPSP         LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
             60         70        80                   
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVV                   
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (18-64:30-74) 
 
                           10        20        30        40         
2MEPSP             LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                             
       :  .  :  .....::                                             
gi|374 GETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
                 70        80        90       100       110         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.6  bits: 20.0 E():   19 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (34-52:1-18) 
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            10        20        30        40        50        60    
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
            70        80                                            
2MEPSP DVNMNKMPDVAMTLAVV                                            
                                                                    
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.5  bits: 20.4 E():   21 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (15-60:68-117) 
 
                               10        20         30           40 
2MEPSP                 LAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
               50        60        70        80                     
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                     
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (15-60:79-128) 
 
                               10        20         30           40 
2MEPSP                 LAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
               50        60        70        80                     
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                     
         ..::.:   .::..  :.                                         
gi|126 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (15-60:79-128) 
 
                               10        20         30           40 
2MEPSP                 LAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
               50        60        70        80                     
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                     
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (15-60:79-128) 
 
                               10        20         30           40 
2MEPSP                 LAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
               50        60        70        80                     
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2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                     
         ..::.:   .::..  :.                                         
gi|752 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGT 
      110       120       130       140       150       160         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (46-79:170-204) 
 
          20        30        40         50        60         70    
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
            80                                                      
2MEPSP AMTLAVV                                                      
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (18-70:114-161) 
 
                            10        20        30        40        
2MEPSP              LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
        50        60        70        80                            
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                            
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 77.7  bits: 21.3 E():   24 
Smith-Waterman score: 60; 30.0% identity (50.0% similar) in 50 aa overlap (7-56:50-97) 
 
                                       10        20        30       
2MEPSP                         LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                     : .:.  . :: :  :: .   . .. ::  
gi|947 LAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCGGT-WQGIIDKLDYIQGMGF 
      20        30        40        50        60         70         
 
         40        50        60        70        80                 
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                 
        . :  : ::.  :    .:                                         
gi|947 TAIWI-TPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTADDLKALSSALHERGMYLMV 
       80         90       100       110       120       130        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.3  bits: 21.3 E():   25 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (56-72:430-446) 
 
          30        40        50        60        70        80      
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV      
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 20.5 E():   25 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (14-38:282-306) 
 
                                10        20        30        40    
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2MEPSP                  LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
            50        60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
 
>>gi|14423814|sp|Q9M5X7.1|NLTP_MALDO RecName: Full=Non-s  (115 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 76.3  bits: 18.9 E():   29 
Smith-Waterman score: 45; 19.6% identity (62.7% similar) in 51 aa overlap (1-51:1-49) 
 
               10        20        30        40        50        60 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
       .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  ::          
gi|144 MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAV--PPACCNGIRTI 
               10        20        30        40          50         
 
               70        80                                      
2MEPSP KAIDVNMNKMPDVAMTLAVV                                      
                                                                 
gi|144 NGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
       60        70        80        90       100       110      
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (19-34:135-150) 
 
                           10        20        30        40         
2MEPSP             LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
       50        60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (27-59:82-109) 
 
                   10        20        30        40        50       
2MEPSP     LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
         60        70        80                             
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVV                             
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (34-52:1-18) 
 
            10        20        30        40        50        60    
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
            70        80                                            
2MEPSP DVNMNKMPDVAMTLAVV                                            
                                                                    
gi|444 LIPKIAPQSVKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
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Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (34-52:1-18) 
 
            10        20        30        40        50        60    
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVITPPRLFKALVLEADT 
                                              10        20          
 
            70        80                                            
2MEPSP DVNMNKMPDVAMTLAVV                                            
                                                                    
gi|444 LIPKIAPQSVKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (24-49:175-201) 
 
                      10        20        30         40        50   
2MEPSP        LAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
             60        70        80                                 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVV                                 
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 75.6  bits: 20.5 E():   31 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (46-79:291-325) 
 
          20        30        40         50        60         70    
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
            80                                                      
2MEPSP AMTLAVV                                                      
          : :                                                       
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.3 E():   33 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (25-51:4-30) 
 
               10        20        30        40        50        60 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
                               .::: :: ...: :  . .:.   . :          
gi|727                      MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSA 
                                    10        20        30          
 
               70        80                                         
2MEPSP KAIDVNMNKMPDVAMTLAVV                                         
                                                                    
gi|727 SDYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGC 
      40        50        60        70        80        90          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 74.8  bits: 20.5 E():   34 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (46-79:6-40) 
 
          20        30        40         50        60         70    
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|223                          INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                                        10        20         30     
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            80                                                      
2MEPSP AMTLAVV                                                      
          : :                                                       
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.6  bits: 18.9 E():   35 
Smith-Waterman score: 45; 47.6% identity (71.4% similar) in 21 aa overlap (2-22:18-38) 
 
                               10        20        30        40     
2MEPSP                 LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                        :.:.:  .:: ::: . .: :                       
gi|110 MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKHCQMYVQQE 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                         
                                                                    
gi|110 VQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQE 
               70        80        90       100       110       120 
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.6  bits: 18.5 E():   40 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (6-30:19-41) 
 
                            10        20        30        40        
2MEPSP              LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                         : :..: .. :   . .::. :.::                  
gi|131 QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVERDH 
               10        20         30         40        50         
 
        50        60        70        80                            
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                            
                                                                    
gi|131 KNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.3  bits: 18.6 E():   41 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (6-30:25-47) 
 
                                  10        20        30        40  
2MEPSP                    LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
              50        60        70        80                      
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                      
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.4 E():   42 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (46-59:15-28) 
 
          20        30        40        50        60        70      
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
          80                                                        
2MEPSP TLAVV                                                        
                                                                    
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
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>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 73.0  bits: 20.2 E():   43 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (31-70:312-353) 
 
               10        20        30        40        50           
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
       60        70        80                                       
2MEPSP HLKAIDVNMNKMPDVAMTLAVV                                       
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (33-56:7-30) 
 
             10        20        30        40        50        60   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
             70        80                                           
2MEPSP IDVNMNKMPDVAMTLAVV                                           
                                                                    
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (33-56:7-30) 
 
             10        20        30        40        50        60   
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|109                         MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTS 
                                       10        20        30       
 
             70        80                                           
2MEPSP IDVNMNKMPDVAMTLAVV                                           
                                                                    
gi|109 YGDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|50659859|gb|AAT80649.1| lipid transfer protein prec  (115 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 72.6  bits: 18.2 E():   46 
Smith-Waterman score: 43; 19.6% identity (62.7% similar) in 51 aa overlap (1-51:1-49) 
 
               10        20        30        40        50        60 
2MEPSP LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHL 
       .:..:.:  ...:  : ..:.   .  ..:   ..  . ..... .:  ::          
gi|506 MASSAVTKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRNGGAV--PPACCNGIRTI 
               10        20        30        40          50         
 
               70        80                                      
2MEPSP KAIDVNMNKMPDVAMTLAVV                                      
                                                                 
gi|506 NSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
       60        70        80        90       100       110      
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.4  bits: 19.0 E():   47 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (57-72:152-167) 
 
         30        40        50        60        70        80       
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV       
                                     ::.: :.: .    ::               
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gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.9  bits: 19.8 E():   50 
Smith-Waterman score: 47; 30.6% identity (55.6% similar) in 36 aa overlap (46-79:291-325) 
 
          20        30        40         50        60         70    
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
            80                                                      
2MEPSP AMTLAVV                                                      
          : :                                                       
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (6-30:20-42) 
 
                             10        20        30        40       
2MEPSP               LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
         50        60        70        80                           
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                           
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (6-30:20-42) 
 
                             10        20        30        40       
2MEPSP               LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
         50        60        70        80                           
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                           
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (6-30:20-42) 
 
                             10        20        30        40       
2MEPSP               LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :   . .::. :.::                 
gi|333 WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVERD 
               10        20          30        40        50         
 
         50        60        70        80                           
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                           
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
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 initn:  38 init1:  38 opt:  44  Z-score: 71.7  bits: 18.6 E():   51 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (2-23:150-172) 
 
                                             10        20        30 
2MEPSP                              LAGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
               40        50        60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (6-30:21-43) 
 
                              10        20        30        40      
2MEPSP                LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|375 IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
          50        60        70        80                          
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                          
                                                                    
gi|375 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (6-30:21-43) 
 
                              10        20        30        40      
2MEPSP                LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
          50        60        70        80                          
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                          
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (6-30:21-43) 
 
                              10        20        30        40      
2MEPSP                LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
          50        60        70        80                          
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                          
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (6-30:21-43) 
 
                              10        20        30        40      
2MEPSP                LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
          50        60        70        80                          
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2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                          
                                                                    
gi|333 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (6-30:25-47) 
 
                                  10        20        30        40  
2MEPSP                    LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFINELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
              50        60        70        80                      
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                      
                                                                    
gi|136 LVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRTINPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.3  bits: 19.0 E():   53 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (41-73:43-76) 
 
               20        30        40        50         60          
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
      70        80                                                  
2MEPSP MPDVAMTLAVV                                                  
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.3  bits: 18.2 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (6-30:29-51) 
 
                                      10        20        30        
2MEPSP                        LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
        40        50        60        70        80                  
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                  
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.3  bits: 18.2 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (6-30:29-51) 
 
                                      10        20        30        
2MEPSP                        LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
        40        50        60        70        80                  
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                  
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 19.0 E():   55 
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Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (49-57:14-22) 
 
       20        30        40        50        60        70         
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
       80                                                           
2MEPSP VV                                                           
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (6-30:35-57) 
 
                                        10        20        30      
2MEPSP                          LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
          40        50        60        70        80                
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (49-57:25-33) 
 
       20        30        40        50        60        70         
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
       80                                                           
2MEPSP VV                                                           
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (49-57:31-39) 
 
       20        30        40        50        60        70         
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
       80                                                           
2MEPSP VV                                                           
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (49-57:31-39) 
 
       20        30        40        50        60        70         
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
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       80                                                           
2MEPSP VV                                                           
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (49-57:32-40) 
 
       20        30        40        50        60        70         
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
       80                                                           
2MEPSP VV                                                           
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 49; 36.4% identity (60.6% similar) in 33 aa overlap (49-79:390-421) 
 
       20        30        40        50         60         70       
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
         80                                                         
2MEPSP LAVV                                                         
       : :                                                          
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (24-49:175-201) 
 
                      10        20        30         40        50   
2MEPSP        LAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
             60        70        80                                 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVV                                 
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (24-49:175-201) 
 
                      10        20        30         40        50   
2MEPSP        LAGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
             60        70        80                                 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVV                                 
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
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>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.3  bits: 19.5 E():   60 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (11-29:97-115) 
 
                                   10        20        30        40 
2MEPSP                     LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
               50        60        70        80                     
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                     
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (3-44:216-260) 
 
                                           10        20             
2MEPSP                             LAGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
      30        40        50        60        70        80 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
       :   ..  . : : :                                     
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW            
         250       260       270       280                 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.3  bits: 18.7 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (20-50:98-127) 
 
                          10        20        30        40          
2MEPSP            LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
      50        60        70        80                              
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                              
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.3  bits: 18.7 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (20-50:99-128) 
 
                          10        20        30        40          
2MEPSP            LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
      50        60        70        80                              
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                              
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.9 E():   62 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (42-59:288-305) 
 
              20        30        40        50        60        70  
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
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gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
              80                                                    
2MEPSP DVAMTLAVV                                                    
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.0  bits: 18.3 E():   63 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (57-72:43-58) 
 
         30        40        50        60        70        80       
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV       
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 17.5 E():   70 
Smith-Waterman score: 41; 50.0% identity (85.7% similar) in 14 aa overlap (2-15:70-83) 
 
                                            10        20        30  
2MEPSP                              LAGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :::: .::.... :                 
gi|215 SSLLKELEGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKE 
      40        50        60        70        80        90          
 
              40        50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                                         
gi|215 ESDDDMGFGLFD                                      
     100       110                                       
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.3 E():   72 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (51-64:41-54) 
 
               30        40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (5-49:204-252) 
 
                                         10           20        30  
2MEPSP                           LAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
               40        50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
       .  :: : :  ..:  . :                                
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN              
           240       250       260       270              
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (5-49:204-252) 
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                                         10           20        30  
2MEPSP                           LAGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
               40        50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
       .  :: : :  ..:  . :                                
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN              
           240       250       260       270              
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (51-64:45-58) 
 
               30        40        50        60        70        80 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (57-71:152-166) 
 
         30        40        50        60        70        80       
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV       
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (57-71:152-166) 
 
         30        40        50        60        70        80       
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV       
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (20-34:53-67) 
 
                          10        20        30        40          
2MEPSP            LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
      50        60        70        80                              
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                              
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 19.5 E():   78 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (46-59:292-305) 
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          20        30        40        50        60        70      
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
          80                                                        
2MEPSP TLAVV                                                        
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 68.0  bits: 21.2 E():   81 
Smith-Waterman score: 50; 30.0% identity (53.3% similar) in 30 aa overlap (44-72:1586-1615) 
 
            20        30        40        50         60        70   
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG-RKHLKAIDVNMNKMPD 
                                     :. . : ::. :     .  . .:.::  : 
gi|203 LEKHTDLLYEPGVQYKIIGNGKIKDDGSHYSIDIQGKPRKAFKLDADMMNFKLNVNKPED 
        1560      1570      1580      1590      1600      1610      
 
             80                                        
2MEPSP VAMTLAVV                                        
                                                       
gi|203 SNKAQFSYTFNDYTETEEYEFDPHRAYYINWISSIRKYIQNFIVEDH 
        1620      1630      1640      1650      1660   
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 42; 58.3% identity (75.0% similar) in 12 aa overlap (65-76:68-79) 
 
           40        50        60        70        80               
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV               
                                     :: ::.:. : :                   
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKIIDGHVVTINETT 
        40        50        60        70        80        90        
 
gi|944 YTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVES 
       100       110       120       130       140       150        
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (4-17:13-26) 
 
                        10        20        30        40        50  
2MEPSP          LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                   ::...  : :. ::                                   
gi|156 MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIK 
               10        20        30        40        50        60 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (15-34:285-304) 
 
                               10        20        30        40     
2MEPSP                 LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
           50        60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.3 E():   83 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (4-23:218-237) 
 
                                          10        20        30    
2MEPSP                            LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
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gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
            40        50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.5  bits: 18.4 E():   86 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (22-50:189-216) 
 
                        10        20        30        40         50 
2MEPSP          LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
               60        70        80   
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVV   
                                        
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (35-70:59-97) 
 
           10        20        30        40        50           60  
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
              70        80                                          
2MEPSP AIDVNMNKMPDVAMTLAVV                                          
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.4 E():   89 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (48-72:129-153) 
 
        20        30        40        50        60        70        
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
        80                                                          
2MEPSP AVV                                                          
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.1 E():   90 
Smith-Waterman score: 40; 46.2% identity (84.6% similar) in 13 aa overlap (3-15:72-84) 
 
                                           10        20        30   
2MEPSP                             LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     ::: .::.... :                  
gi|117 LISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKE 
              50        60        70        80        90       100  
 
             40        50        60        70        80 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                                        
gi|117 ESDEDMGFGLFD                                     
             110                                        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.1 E():   90 
Smith-Waterman score: 40; 46.2% identity (84.6% similar) in 13 aa overlap (3-15:72-84) 
 
                                           10        20        30   
2MEPSP                             LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     ::: .::.... :                  
gi|185 LISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKE 
              50        60        70        80        90       100  
 
             40        50        60        70        80 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                                        
gi|185 ESDEDMGFGLFD                                     
             110                                        
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (15-60:85-134) 
 
                               10        20         30           40 
2MEPSP                 LAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
               50        60        70        80                     
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                     
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.8  bits: 17.6 E():   95 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (25-44:39-63) 
 
                     10        20        30             40          
2MEPSP       LAGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
      50        60        70        80                              
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVV                              
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 44; 30.3% identity (60.6% similar) in 33 aa overlap (5-36:264-296) 
 
                                         10        20         30    
2MEPSP                           LAGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEM 
                                     : .::  ..   ::. : : .. .:..    
gi|118 YTGSLNWVPVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSD 
           240       250       260       270       280       290    
 
            40        50        60        70        80              
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV              
       .::                                                          
gi|118 IGASENSDGEMVISCSSIDSLPDIVFTINGVQYPLSPSAYILQDDDSCTSGFEGMDVPTS 
           300       310       320       330       340       350    
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.0 E():   99 
Smith-Waterman score: 42; 58.3% identity (75.0% similar) in 12 aa overlap (65-76:116-127) 
 
           40        50        60        70        80               
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV               
                                     :: ::.:. : :                   
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKIIDGHVVTINETT 
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          90       100       110       120       130       140      
 
gi|944 YTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVES 
         150       160       170       180       190       200      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:55 2011 done: Tue Apr 19 10:57:55 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 262  - 341 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     0     0: 
  30    13     2:*==== 
  32     8     8:==* 
  34    24    22:=======* 
  36    35    44:============  * 
  38    70    73:========================* 
  40    94   102:================================ * 
  42   146   125:=========================================*======= 
  44   116   138:=======================================      * 
  46   164   140:==============================================*======== 
  48   158   134:============================================*======== 
  50   133   122:========================================*==== 
  52   106   108:===================================* 
  54    72    92:========================      * 
  56    66    77:======================   * 
  58    56    63:=================== * 
  60    40    51:==============  * 
  62    28    41:==========   * 
  64    25    33:========= * 
  66    26    26:========* 
  68    11    20:====  * 
  70    22    16:=====*== 
  72    14    12:===*= 
  74     4    10:== * 
  76     9     8:==* 
  78     7     6:=*= 
  80     4     5:=* 
  82     3     3:* 
  84     1     3:* 
  86     4     2:*= 
  88     7     2:*==        inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     3     0:=         *=== 
 102     9     0:===       *========= 
 104     3     0:=         *=== 
 106     1     0:=         *= 
 108     2     0:=         *== 
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 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.74710.00297; mu= 12.8160 0.154 
 mean_var=30.0105 8.142, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.234120 
 Kolmogorov-Smirnov  statistic: 0.0350 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.3    0.43 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.3    0.43 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.69 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.69 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.3    0.87 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.3    0.87 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 24.0       1 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 24.0       1 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 24.0     1.1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   60 24.0     1.1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.6     1.4 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.3     1.6 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.6     2.8 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   59 23.8     3.2 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   58 23.5     4.5 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.6     5.6 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   57 23.2     5.7 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 23.2     6.4 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.2     6.4 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 23.2     6.4 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.2     6.6 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.2     6.6 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.3     7.3 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   53 21.7       8 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   53 21.7     8.1 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 20.9       9 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.4      11 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   49 20.2      12 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.6      12 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.3      14 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.9      16 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.1      16 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.1      17 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.9      19 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.9      19 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      22 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.4      23 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.4      23 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.4      23 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.4      24 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.4      24 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.4      26 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.2      27 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.3      29 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.3      30 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   46 19.3      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.3      30 
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gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.3      30 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.0      31 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   49 20.4      33 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.3      33 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   45 18.9      36 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   49 20.5      37 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   45 18.9      38 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.5      40 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.6      41 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.3      43 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.1      45 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      47 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      47 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.0      48 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.2      51 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.2      51 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.2      51 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.2      51 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.2      51 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.2      51 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.2      51 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 18.6      52 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   47 19.8      52 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.2      52 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.2      54 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.2      54 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.0      55 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.2      56 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      56 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      58 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.0      59 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.0      59 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.0      60 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.2      60 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.6      62 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.6      62 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.0      62 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.0      62 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 19.0      62 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      63 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 19.8      63 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.4      63 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.8      66 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   41 17.5      69 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      73 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      74 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.7      75 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.7      75 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      76 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      76 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.9      77 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.9      81 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   42 17.9      81 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.5      83 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.7      84 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.3      85 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.3      87 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   40 17.2      88 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.2      88 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.0      90 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      90 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.3      91 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.1      93 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      94 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 13.7      94 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.6      94 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 109.1  bits: 25.3 E(): 0.43 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (8-65:16-77) 
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                       10          20        30           40        
2MEPSP         AGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCMST 
               10        20        30         40        50          
 
        50        60        70        80                            
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                            
       ::  .: :..:    : :                                           
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.1  bits: 25.3 E(): 0.43 
Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (8-65:16-77) 
 
                       10          20         30        40          
2MEPSP         AGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . :..    :.  . :: 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                             
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.4  bits: 24.7 E(): 0.69 
Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (8-65:16-77) 
 
                       10          20         30        40          
2MEPSP         AGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                             
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.4  bits: 24.7 E(): 0.69 
Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (8-65:16-77) 
 
                       10          20        30           40        
2MEPSP         AGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCMST 
               10        20        30         40        50          
 
        50        60        70        80                            
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                            
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.6  bits: 24.3 E(): 0.87 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (8-65:16-77) 
 
                       10          20        30           40        
2MEPSP         AGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        50        60        70        80                            
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2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                            
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.6  bits: 24.3 E(): 0.87 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (8-65:16-77) 
 
                       10          20        30           40        
2MEPSP         AGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        50        60        70        80                            
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                            
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.1  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (8-65:16-77) 
 
                       10          20        30           40        
2MEPSP         AGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        50        60        70        80                            
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                            
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.1  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (8-65:16-77) 
 
                       10          20        30           40        
2MEPSP         AGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        50        60        70        80                            
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                            
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.8  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (8-65:16-77) 
 
                       10          20        30           40        
2MEPSP         AGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        50        60        70        80                            
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                            
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.8  bits: 24.0 E():  1.1 
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Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (8-65:16-77) 
 
                       10          20        30           40        
2MEPSP         AGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        50        60        70        80                            
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                            
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.8  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (8-65:16-77) 
 
                       10          20        30           40        
2MEPSP         AGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        50        60        70        80                            
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                            
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.8  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (8-65:16-77) 
 
                       10          20        30           40        
2MEPSP         AGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        50        60        70        80                            
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                            
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.8  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (8-65:16-77) 
 
                       10          20        30           40        
2MEPSP         AGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|145 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        50        60        70        80                            
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                            
       ::  .: :..:    : :                                           
gi|145 GPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.8  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (8-65:16-77) 
 
                       10          20        30           40        
2MEPSP         AGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
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        50        60        70        80                            
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                            
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.8  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (8-65:16-77) 
 
                       10          20        30           40        
2MEPSP         AGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        50        60        70        80                            
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                            
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.8  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (8-65:16-77) 
 
                       10          20        30           40        
2MEPSP         AGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        50        60        70        80                            
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                            
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  60  Z-score: 101.5  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 29.2% identity (54.2% similar) in 48 aa overlap (2-48:83-130) 
 
                                            10         20        30 
2MEPSP                              AGAAITGGTVTVEGCGTTS-LQGDVKFAEVL 
                                     :.: . :.  : :  :.. .  : :  .:. 
gi|583 VKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVV 
             60        70        80        90       100       110   
 
               40        50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
       .  :    :...: :  :                                 
gi|583 KHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP    
            120       130       140       150             
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 99.9  bits: 23.6 E():  1.4 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (8-65:16-77) 
 
                       10          20         30        40          
2MEPSP         AGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMSTG 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                             
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
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>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.8  bits: 23.3 E():  1.6 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (46-69:85-109) 
 
          20        30        40         50        60        70     
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
           80                  
2MEPSP TLAVVA                  
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 94.5  bits: 22.6 E():  2.8 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (8-65:16-77) 
 
                       10          20         30        40          
2MEPSP         AGAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCMSTG 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                             
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  48 init1:  48 opt:  59  Z-score: 93.5  bits: 23.8 E():  3.2 
Smith-Waterman score: 59; 22.5% identity (60.0% similar) in 80 aa overlap (1-78:110-189) 
 
                                             10         20          
2MEPSP                               AGAAITGGTVTVEGCGTTS-LQGDVKFAEV 
                                     ::..:   :. . . :  : .  ::....  
gi|513 FIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQF 
      80        90       100       110       120       130          
 
      30        40         50        60        70        80         
2MEPSP LEMMGAKVTWTETS-VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA         
        ...  .    ::. . .   :.: . .: : ..:...: . .  ..:.:           
gi|513 RQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDL 
     140       150       160       170       180       190          
 
gi|513 VNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNH 
     200       210       220       230       240       250          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  58  Z-score: 90.8  bits: 23.5 E():  4.5 
Smith-Waterman score: 58; 24.2% identity (64.5% similar) in 62 aa overlap (21-79:306-367) 
 
                         10        20         30        40          
2MEPSP           AGAAITGGTVTVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
      50          60        70        80                            
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAVVA                            
        :  . . .:  .:. ...:.. .:. .. .:                             
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
gi|144 VGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
         400       410       420       430       440      
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
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 initn:  48 init1:  48 opt:  53  Z-score: 89.0  bits: 21.6 E():  5.6 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (8-65:16-77) 
 
                       10          20        30           40        
2MEPSP         AGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : .: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        50        60        70        80                            
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                            
       ::   : :..:    : :                                           
gi|160 GPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 88.9  bits: 23.2 E():  5.7 
Smith-Waterman score: 57; 23.2% identity (66.1% similar) in 56 aa overlap (26-79:312-367) 
 
                    10        20        30        40        50      
2MEPSP      AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
            60        70        80                                  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVA                                  
       . .:  .:. ...:.. .:. .. .:                                   
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.1  bits: 23.2 E():  6.4 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (55-71:399-415) 
 
           30        40        50        60        70        80     
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA     
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.0  bits: 23.2 E():  6.4 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (55-71:402-418) 
 
           30        40        50        60        70        80     
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA     
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.0  bits: 23.2 E():  6.4 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (55-71:403-419) 
 
           30        40        50        60        70        80     
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA     
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
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 initn:  57 init1:  57 opt:  57  Z-score: 87.7  bits: 23.2 E():  6.6 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (55-71:422-438) 
 
           30        40        50        60        70        80     
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA     
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.7  bits: 23.2 E():  6.6 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (55-71:422-438) 
 
           30        40        50        60        70        80     
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA     
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.9  bits: 21.3 E():  7.3 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (17-63:30-74) 
 
                            10        20        30        40        
2MEPSP              AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                            
       :  .  :  ....:::                                             
gi|169 GETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
                 70        80        90       100       110         
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 86.2  bits: 21.7 E():    8 
Smith-Waterman score: 53; 26.9% identity (52.2% similar) in 67 aa overlap (18-78:93-158) 
 
                            10        20           30          40   
2MEPSP              AGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
             50        60         70        80                      
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVA                      
          .  ::  : .:.: . .. .: . . ::   : :                        
gi|289 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
gi|289 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 86.1  bits: 21.7 E():  8.1 
Smith-Waterman score: 53; 26.9% identity (52.2% similar) in 67 aa overlap (18-78:96-161) 
 
                            10        20           30          40   
2MEPSP              AGAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
             50        60         70        80                      
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2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVA                      
          .  ::  : .:.: . .. .: . . ::   : :                        
gi|424 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
gi|424 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          190       200       210       220       230  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 85.3  bits: 20.9 E():    9 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (8-65:16-77) 
 
                       10          20        30           40        
2MEPSP         AGAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        50        60        70        80                            
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                            
       ::  .: :...    : :                                           
gi|160 GPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.7  bits: 21.4 E():   11 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (5-24:208-227) 
 
                                         10        20        30     
2MEPSP                           AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
           40        50        60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
                                                      
gi|111 KPEFIDIINAAAVKSA                               
       240       250                                  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 83.1  bits: 20.2 E():   12 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (45-78:20-54) 
 
           20        30        40         50        60         70   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                          10        20        30        40          
 
             80                                                     
2MEPSP AMTLAVVA                                                     
          : :                                                       
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.0  bits: 20.6 E():   12 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (16-66:38-88) 
 
                              10        20        30        40      
2MEPSP                AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
          50        60         70        80                         
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVAMTLAVVA                         
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
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>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 82.0  bits: 20.3 E():   14 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (5-29:35-57) 
 
                                         10        20        30     
2MEPSP                           AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
           40        50        60        70        80               
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA               
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (30-56:9-37) 
 
               10        20        30        40         50          
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKH 
                                    : ...: ..:: ..  ...: : : : :.   
gi|153                      MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVV 
                                    10        20        30          
 
       60        70        80                                       
2MEPSP LKAIDVNMNKMPDVAMTLAVVA                                       
                                                                    
gi|153 HHIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELV 
      40        50        60        70        80        90          
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.6  bits: 21.1 E():   16 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (22-70:228-277) 
 
                        10        20        30        40        50  
2MEPSP          AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
              60         70        80                  
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVA                  
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.2  bits: 21.1 E():   17 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (22-70:247-296) 
 
                        10        20        30        40        50  
2MEPSP          AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
              60         70        80                  
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVA                  
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (17-63:30-74) 
 
                            10        20        30        40        
2MEPSP              AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
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                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                            
       :  .  :  .....::                                             
gi|374 GETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
                 70        80        90       100       110         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (33-51:1-18) 
 
             10        20        30        40        50        60   
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
             70        80                                           
2MEPSP DVNMNKMPDVAMTLAVVA                                           
                                                                    
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (14-59:68-117) 
 
                                10        20         30             
2MEPSP                  AGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
      40        50        60        70        80                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                    
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (14-59:79-128) 
 
                                10        20         30             
2MEPSP                  AGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
      40        50        60        70        80                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                    
         ..::.:   .::..  :.                                         
gi|126 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (14-59:79-128) 
 
                                10        20         30             
2MEPSP                  AGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
      40        50        60        70        80                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                    
         ..::.:   .::..  :.                                         
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gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (14-59:79-128) 
 
                                10        20         30             
2MEPSP                  AGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
      40        50        60        70        80                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                    
         ..::.:   .::..  :.                                         
gi|752 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGT 
      110       120       130       140       150       160         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (45-78:170-204) 
 
           20        30        40         50        60         70   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
             80                                                     
2MEPSP AMTLAVVA                                                     
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (17-69:114-161) 
 
                             10        20        30        40       
2MEPSP               AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
         50        60        70        80                           
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                           
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 20.4 E():   26 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (13-37:282-306) 
 
                                 10        20        30        40   
2MEPSP                   AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
             50        60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.7  bits: 21.2 E():   27 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (55-71:430-446) 
 
           30        40        50        60        70        80     
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA     
                                     :: :....: : ... :              
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gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (18-33:135-150) 
 
                            10        20        30        40        
2MEPSP              AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
        50        60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (26-58:82-109) 
 
                    10        20        30        40        50      
2MEPSP      AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
          60        70        80                            
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVA                            
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 21.4% identity (52.9% similar) in 70 aa overlap (11-80:41-107) 
 
                                   10        20        30        40 
2MEPSP                     AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                     .::. : ..  : .:  ..    :.   .. 
gi|154 PSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIK--NITFAEGSPFKFV 
               20        30        40        50          60         
 
               50        60        70        80                     
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                     
       .  :  .      :.   ... ::  .:.  :.. :..::                     
gi|154 KERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELTIVAAPGGGSILKISGKFHAKGDH 
       70        80         90       100       110       120        
 
gi|154 EVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (33-51:1-18) 
 
             10        20        30        40        50        60   
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVITPPRLFKALVLEADT 
                                              10        20          
 
             70        80                                           
2MEPSP DVNMNKMPDVAMTLAVVA                                           
                                                                    
gi|444 LIPKIAPQSVKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
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 initn:  44 init1:  44 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (33-51:1-18) 
 
             10        20        30        40        50        60   
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
             70        80                                           
2MEPSP DVNMNKMPDVAMTLAVVA                                           
                                                                    
gi|444 LIPKIAPQSVKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (23-48:175-201) 
 
                       10        20         30        40        50  
2MEPSP         AGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
              60        70        80                                
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVA                                
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 75.2  bits: 20.4 E():   33 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (45-78:291-325) 
 
           20        30        40         50        60         70   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
             80                                                     
2MEPSP AMTLAVVA                                                     
          : :                                                       
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.3 E():   33 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (24-50:4-30) 
 
               10        20        30        40        50        60 
2MEPSP AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLK 
                              .::: :: ...: :  . .:.   . :           
gi|727                     MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSAS 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP AIDVNMNKMPDVAMTLAVVA                                         
                                                                    
gi|727 DYCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCI 
               50        60        70        80        90       100 
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.5  bits: 18.9 E():   36 
Smith-Waterman score: 45; 47.6% identity (71.4% similar) in 21 aa overlap (1-21:18-38) 
 
                                10        20        30        40    
2MEPSP                  AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                        :.:.:  .:: ::: . .: :                       
gi|110 MAKLVLLLSAFAFLILAANASIYRATVEVEGENLSSGQSCQKQFEEQQKFKHCQMYVQQE 
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               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                        
                                                                    
gi|110 VQKSQDGHSLTARINQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQE 
               70        80        90       100       110       120 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 74.3  bits: 20.5 E():   37 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (45-78:6-40) 
 
           20        30        40         50        60         70   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|223                          INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                                        10        20         30     
 
             80                                                     
2MEPSP AMTLAVVA                                                     
          : :                                                       
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 45; 21.4% identity (51.4% similar) in 70 aa overlap (11-80:41-107) 
 
                                   10        20        30        40 
2MEPSP                     AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                     .::. : ..  : .:  ..    :.   .. 
gi|154 PSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIK--NITFAEGSPFKFV 
               20        30        40        50          60         
 
               50        60        70        80                     
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                     
       .  :  .      :.   ... ::  .:.  :.. : .::                     
gi|154 KERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELKIVAAPGGGSILKISGKFHAKGDH 
       70        80         90       100       110       120        
 
gi|154 EVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       130       140       150       160 
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.6  bits: 18.5 E():   40 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (5-29:19-41) 
 
                             10        20        30        40       
2MEPSP               AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                         : :..: .. :   . .::. :.::                  
gi|131 QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVERDH 
               10        20         30         40        50         
 
         50        60        70        80                           
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                           
                                                                    
gi|131 KNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.3  bits: 18.6 E():   41 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (5-29:25-47) 
 
                                   10        20        30        40 
2MEPSP                     AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
               50        60        70        80                     
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                     
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gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 19.3 E():   43 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (45-58:15-28) 
 
           20        30        40        50        60        70     
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
           80                                                       
2MEPSP TLAVVA                                                       
                                                                    
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.6  bits: 20.1 E():   45 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (30-69:312-353) 
 
                10        20        30        40        50          
2MEPSP  AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
        60        70        80                                      
2MEPSP HLKAIDVNMNKMPDVAMTLAVVA                                      
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (32-55:7-30) 
 
              10        20        30        40        50        60  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|109                         MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTS 
                                       10        20        30       
 
              70        80                                          
2MEPSP IDVNMNKMPDVAMTLAVVA                                          
                                                                    
gi|109 YGDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (32-55:7-30) 
 
              10        20        30        40        50        60  
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
 
              70        80                                          
2MEPSP IDVNMNKMPDVAMTLAVVA                                          
                                                                    
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.2  bits: 19.0 E():   48 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (56-71:152-167) 
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          30        40        50        60        70        80      
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA      
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.8  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (5-29:20-42) 
 
                              10        20        30        40      
2MEPSP                AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
          50        60        70        80                          
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                          
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.8  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (5-29:20-42) 
 
                              10        20        30        40      
2MEPSP                AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :   . .::. :.::                 
gi|333 WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVERD 
               10        20          30        40        50         
 
          50        60        70        80                          
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                          
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.8  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (5-29:20-42) 
 
                              10        20        30        40      
2MEPSP                AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
          50        60        70        80                          
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                          
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (5-29:21-43) 
 
                               10        20        30        40     
2MEPSP                 AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
           50        60        70        80                         
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                         
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gi|333 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (5-29:21-43) 
 
                               10        20        30        40     
2MEPSP                 AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
           50        60        70        80                         
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                         
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (5-29:21-43) 
 
                               10        20        30        40     
2MEPSP                 AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
           50        60        70        80                         
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                         
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (5-29:21-43) 
 
                               10        20        30        40     
2MEPSP                 AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|375 IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
           50        60        70        80                         
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                         
                                                                    
gi|375 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.6  bits: 18.6 E():   52 
Smith-Waterman score: 44; 47.8% identity (65.2% similar) in 23 aa overlap (1-22:150-172) 
 
                                              10        20          
2MEPSP                               AGAAIT-GGTVTVEGCGTTSLQGDVKFAEV 
                                     :::: . ::..:: .   ::  :        
gi|249 VFEAGLTKAITAMSEAQKVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
     120       130       140       150       160       170          
 
      30        40        50        60        70        80 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.5  bits: 19.8 E():   52 
Smith-Waterman score: 47; 30.6% identity (55.6% similar) in 36 aa overlap (45-78:291-325) 
 
           20        30        40         50        60         70   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
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gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
             80                                                     
2MEPSP AMTLAVVA                                                     
          : :                                                       
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (5-29:25-47) 
 
                                   10        20        30        40 
2MEPSP                     AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFINELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
               50        60        70        80                     
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                     
                                                                    
gi|136 LVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRTINPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.3  bits: 18.2 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (5-29:29-51) 
 
                                       10        20        30       
2MEPSP                         AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
         40        50        60        70        80                 
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                 
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.3  bits: 18.2 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (5-29:29-51) 
 
                                       10        20        30       
2MEPSP                         AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
         40        50        60        70        80                 
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                 
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.1  bits: 19.0 E():   55 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (40-72:43-76) 
 
      10        20        30        40        50         60         
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
       70        80                                                 
2MEPSP MPDVAMTLAVVA                                                 
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
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             80        90       100       110       120       130   
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (5-29:35-57) 
 
                                         10        20        30     
2MEPSP                           AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
           40        50        60        70        80               
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA               
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.0 E():   56 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (48-56:14-22) 
 
        20        30        40        50        60        70        
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
        80                                                          
2MEPSP VVA                                                          
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (48-56:25-33) 
 
        20        30        40        50        60        70        
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
        80                                                          
2MEPSP VVA                                                          
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (48-56:31-39) 
 
        20        30        40        50        60        70        
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
        80                                                          
2MEPSP VVA                                                          
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (48-56:31-39) 
 
        20        30        40        50        60        70        
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2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
        80                                                          
2MEPSP VVA                                                          
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 19.0 E():   60 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (48-56:32-40) 
 
        20        30        40        50        60        70        
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
        80                                                          
2MEPSP VVA                                                          
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 43; 23.2% identity (46.4% similar) in 69 aa overlap (12-80:45-107) 
 
                                  10        20        30        40  
2MEPSP                    AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ::: :  .    . :.:     :. : ... 
gi|730 PAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFSE-----GSPVKYVK 
           20        30        40        50        60               
 
              50        60        70        80                      
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                      
         :         ..   ... ::  .:.  :.  : .::                      
gi|730 ERVEEIDHTNFKYNYTVIEG-DVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHE 
      70        80         90       100       110       120         
 
gi|730 VNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      130       140       150       160 
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.2  bits: 18.6 E():   62 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (19-49:98-127) 
 
                           10        20        30        40         
2MEPSP             AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
       50        60        70        80                             
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                             
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.1  bits: 18.6 E():   62 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (19-49:99-128) 
 
                           10        20        30        40         
2MEPSP             AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
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       50        60        70        80                             
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                             
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (23-48:175-201) 
 
                       10        20         30        40        50  
2MEPSP         AGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
              60        70        80                                
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVA                                
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (23-48:175-201) 
 
                       10        20         30        40        50  
2MEPSP         AGAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
              60        70        80                                
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVA                                
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (2-43:216-260) 
 
                                            10        20            
2MEPSP                              AGAAITGGTVTVEGCGTTSLQ---GDVKFAE 
                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
       30        40        50        60        70        80 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
       :   ..  . : : :                                      
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW             
         250       260       270       280                  
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.0  bits: 18.3 E():   63 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (56-71:43-58) 
 
          30        40        50        60        70        80      
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA      
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 49; 36.4% identity (60.6% similar) in 33 aa overlap (48-78:390-421) 
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        20        30        40        50         60         70      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
          80                                                        
2MEPSP LAVVA                                                        
       : :                                                          
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (10-28:97-115) 
 
                                    10        20        30          
2MEPSP                      AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
      40        50        60        70        80                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                    
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.8 E():   66 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (41-58:288-305) 
 
               20        30        40        50        60        70 
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
               80                                                   
2MEPSP DVAMTLAVVA                                                   
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 17.5 E():   69 
Smith-Waterman score: 41; 50.0% identity (85.7% similar) in 14 aa overlap (1-14:70-83) 
 
                                             10        20        30 
2MEPSP                               AGAAITGGTVTVEGCGTTSLQGDVKFAEVL 
                                     :::: .::.... :                 
gi|215 SSLLKELEGKDINELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKE 
      40        50        60        70        80        90          
 
               40        50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
                                                          
gi|215 ESDDDMGFGLFD                                       
     100       110                                        
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.3 E():   73 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (50-63:41-54) 
 
      20        30        40        50        60        70          
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
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      80                                                            
2MEPSP A                                                            
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (50-63:45-58) 
 
      20        30        40        50        60        70          
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (4-48:204-252) 
 
                                          10           20        30 
2MEPSP                            AGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
                40        50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
       .  :: : :  ..:  . :                                 
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN               
           240       250       260       270               
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (4-48:204-252) 
 
                                          10           20        30 
2MEPSP                            AGAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
                40        50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
       .  :: : :  ..:  . :                                 
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN               
           240       250       260       270               
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (56-70:152-166) 
 
          30        40        50        60        70        80      
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA      
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (56-70:152-166) 
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          30        40        50        60        70        80      
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA      
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.9 E():   77 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (19-33:53-67) 
 
                           10        20        30        40         
2MEPSP             AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
       50        60        70        80                             
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                             
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.9 E():   81 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (3-16:13-26) 
 
                         10        20        30        40        50 
2MEPSP           AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                   ::...  : :. ::                                   
gi|156 MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIK 
               10        20        30        40        50        60 
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.9 E():   81 
Smith-Waterman score: 42; 58.3% identity (75.0% similar) in 12 aa overlap (64-75:68-79) 
 
            40        50        60        70        80              
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA              
                                     :: ::.:. : :                   
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKIIDGHVVTINETT 
        40        50        60        70        80        90        
 
gi|944 YTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVES 
       100       110       120       130       140       150        
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 19.5 E():   83 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (45-58:292-305) 
 
           20        30        40        50        60        70     
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
           80                                                       
2MEPSP TLAVVA                                                       
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.7 E():   84 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (14-33:285-304) 
 
                                10        20        30        40    
2MEPSP                  AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
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gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
            50        60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.3 E():   85 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (3-22:218-237) 
 
                                           10        20        30   
2MEPSP                             AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
             40        50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.4  bits: 18.3 E():   87 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (21-49:189-216) 
 
                         10        20        30         40          
2MEPSP           AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
      50        60        70        80  
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVA  
                                        
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.2 E():   88 
Smith-Waterman score: 40; 46.2% identity (84.6% similar) in 13 aa overlap (2-14:72-84) 
 
                                            10        20        30  
2MEPSP                              AGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     ::: .::.... :                  
gi|185 LISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKE 
              50        60        70        80        90       100  
 
              40        50        60        70        80 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
                                                         
gi|185 ESDEDMGFGLFD                                      
             110                                         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.2 E():   88 
Smith-Waterman score: 40; 46.2% identity (84.6% similar) in 13 aa overlap (2-14:72-84) 
 
                                            10        20        30  
2MEPSP                              AGAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     ::: .::.... :                  
gi|117 LISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKE 
              50        60        70        80        90       100  
 
              40        50        60        70        80 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
                                                         
gi|117 ESDEDMGFGLFD                                      
             110                                         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 67.2  bits: 21.0 E():   90 
Smith-Waterman score: 50; 30.0% identity (53.3% similar) in 30 aa overlap (43-71:1586-1615) 
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             20        30        40        50         60        70  
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG-RKHLKAIDVNMNKMPD 
                                     :. . : ::. :     .  . .:.::  : 
gi|203 LEKHTDLLYEPGVQYKIIGNGKIKDDGSHYSIDIQGKPRKAFKLDADMMNFKLNVNKPED 
        1560      1570      1580      1590      1600      1610      
 
              80                                       
2MEPSP VAMTLAVVA                                       
                                                       
gi|203 SNKAQFSYTFNDYTETEEYEFDPHRAYYINWISSIRKYIQNFIVEDH 
        1620      1630      1640      1650      1660   
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.1  bits: 19.1 E():   90 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (34-69:59-97) 
 
            10        20        30        40        50           60 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
               70        80                                         
2MEPSP AIDVNMNKMPDVAMTLAVVA                                         
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.3 E():   91 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (47-71:129-153) 
 
         20        30        40        50        60        70       
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
         80                                                         
2MEPSP AVVA                                                         
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 45; 33.3% identity (76.2% similar) in 21 aa overlap (60-80:293-313) 
 
      30        40        50        60        70        80          
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA          
                                     ...:. .:   :..: .::.:          
gi|458 HIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNADACN 
            270       280       290       300       310       320   
 
gi|458 YSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGTSMA 
            330       340       350       360       370       380   
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (14-59:85-134) 
 
                                10        20         30             
2MEPSP                  AGAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
      40        50        60        70        80                    
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                    
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
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          120       130       140       150       160       170     
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 66.8  bits: 13.7 E():   94 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (43-49:2-8) 
 
             20        30        40        50        60        70   
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     ..:. ::                        
gi|250                              PTITIGGPEYR                     
                                            10                      
 
             80 
2MEPSP AMTLAVVA 
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (24-43:39-63) 
 
                      10        20        30             40         
2MEPSP        AGAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
       50        60        70        80                             
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA                             
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:56 2011 done: Tue Apr 19 10:57:56 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 263  - 342 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     0     0: 
  30    12     2:*=== 
  32     9     8:==* 
  34    15    22:=====  * 
  36    44    44:==============* 
  38    88    73:========================*===== 
  40    92   102:===============================  * 
  42   129   125:=========================================*= 
  44   127   138:===========================================  * 
  46   148   140:==============================================*=== 
  48   149   134:============================================*===== 
  50   139   122:========================================*====== 
  52   113   108:===================================*== 
  54    75    92:=========================     * 
  56    60    77:====================     * 
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  58    56    63:=================== * 
  60    45    51:=============== * 
  62    30    41:==========   * 
  64    26    33:========= * 
  66    24    26:========* 
  68    11    20:====  * 
  70    22    16:=====*== 
  72    13    12:===*= 
  74     4    10:== * 
  76    10     8:==*= 
  78     6     6:=* 
  80     4     5:=* 
  82     4     3:*= 
  84     2     3:* 
  86     4     2:*= 
  88     5     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     6     0:==        *====== 
 102     8     0:===       *======== 
 104     1     0:=         *= 
 106     1     0:=         *= 
 108     2     0:=         *== 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.84360.00301; mu= 12.2377 0.156 
 mean_var=30.5046 8.313, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.232216 
 Kolmogorov-Smirnov  statistic: 0.0326 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.3    0.45 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.3    0.45 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.6    0.71 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.6    0.71 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.3     0.9 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.3     0.9 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 23.9     1.1 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 23.9     1.1 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   60 23.9     1.1 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 23.9     1.1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 23.9     1.1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 23.9     1.1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 23.9     1.1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 23.9     1.1 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   60 23.9     1.1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 23.9     1.1 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   60 23.9     1.2 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.6     1.4 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.2     1.6 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.6     2.9 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 24.1     2.9 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.8     3.7 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.6     5.7 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 23.1     6.7 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.1     6.7 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 23.1     6.7 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.1     6.9 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.1     6.9 
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gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.3     7.5 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   53 21.7     8.3 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   53 21.7     8.3 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 20.9     9.1 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   54 22.1      11 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.3      11 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   49 20.2      12 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.6      12 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.2      14 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.9      16 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.0      17 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.0      18 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 19.9      19 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.9      19 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.3      23 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.3      24 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.3      24 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.3      24 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.3      24 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.3      25 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.4      27 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.1      28 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.2      29 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.3      30 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   46 19.3      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.3      30 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.3      30 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.0      32 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.3      33 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   49 20.4      34 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.5      37 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   49 20.4      38 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   45 18.9      38 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.6      40 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.6      41 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.3      43 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.1      47 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.3      47 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.3      47 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.0      48 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.2      50 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.2      50 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.2      50 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.2      51 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.2      51 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.2      51 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.2      51 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.2      52 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   47 19.7      53 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.2      53 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.2      53 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.0      55 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.2      55 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      57 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      59 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.0      60 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.0      60 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.2      60 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.0      60 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.6      62 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.6      62 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.0      63 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.0      63 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      63 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   45 19.0      63 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.4      64 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   47 19.8      65 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   43 18.3      65 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.8      67 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      73 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      74 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8551

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.7      76 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.7      76 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      76 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      76 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.9      77 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   43 18.3      80 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 17.9      81 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.4      85 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.7      85 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.3      86 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.2      88 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   40 17.2      88 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.3      88 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 13.8      88 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.3      91 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      92 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.6      94 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 21.0      94 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      94 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.1      95 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   40 17.2      99 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 108.8  bits: 25.3 E(): 0.45 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (7-64:16-77) 
 
                          10        20        30           40       
2MEPSP          GAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCMST 
               10        20        30         40        50          
 
         50        60        70        80                           
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                           
       ::  .: :..:    : :                                           
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 108.8  bits: 25.3 E(): 0.45 
Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (7-64:16-77) 
 
                          10        20         30        40         
2MEPSP          GAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . :..    :.  . :: 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                            
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.1  bits: 24.6 E(): 0.71 
Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (7-64:16-77) 
 
                          10        20         30        40         
2MEPSP          GAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                            
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
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 initn:  51 init1:  51 opt:  62  Z-score: 105.1  bits: 24.6 E(): 0.71 
Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (7-64:16-77) 
 
                          10        20        30           40       
2MEPSP          GAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCMST 
               10        20        30         40        50          
 
         50        60        70        80                           
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                           
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.3  bits: 24.3 E():  0.9 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (7-64:16-77) 
 
                          10        20        30           40       
2MEPSP          GAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         50        60        70        80                           
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                           
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.3  bits: 24.3 E():  0.9 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (7-64:16-77) 
 
                          10        20        30           40       
2MEPSP          GAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         50        60        70        80                           
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                           
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.9  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (7-64:16-77) 
 
                          10        20        30           40       
2MEPSP          GAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         50        60        70        80                           
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                           
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.9  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (7-64:16-77) 
 
                          10        20        30           40       
2MEPSP          GAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
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               10        20        30         40        50          
 
         50        60        70        80                           
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                           
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.5  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (7-64:16-77) 
 
                          10        20        30           40       
2MEPSP          GAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         50        60        70        80                           
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                           
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.5  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (7-64:16-77) 
 
                          10        20        30           40       
2MEPSP          GAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         50        60        70        80                           
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                           
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.5  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (7-64:16-77) 
 
                          10        20        30           40       
2MEPSP          GAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         50        60        70        80                           
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                           
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.5  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (7-64:16-77) 
 
                          10        20        30           40       
2MEPSP          GAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         50        60        70        80                           
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                           
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
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>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.5  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (7-64:16-77) 
 
                          10        20        30           40       
2MEPSP          GAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|145 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         50        60        70        80                           
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                           
       ::  .: :..:    : :                                           
gi|145 GPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.5  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (7-64:16-77) 
 
                          10        20        30           40       
2MEPSP          GAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         50        60        70        80                           
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                           
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.5  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (7-64:16-77) 
 
                          10        20        30           40       
2MEPSP          GAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         50        60        70        80                           
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                           
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.5  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (7-64:16-77) 
 
                          10        20        30           40       
2MEPSP          GAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         50        60        70        80                           
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                           
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  60  Z-score: 101.2  bits: 23.9 E():  1.2 
Smith-Waterman score: 60; 29.2% identity (54.2% similar) in 48 aa overlap (1-47:83-130) 
 
                                             10         20          
2MEPSP                               GAAITGGTVTVEGCGTTS-LQGDVKFAEVL 
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                                     :.: . :.  : :  :.. .  : :  .:. 
gi|583 VKGTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVV 
             60        70        80        90       100       110   
 
      30        40        50        60        70        80 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
       .  :    :...: :  :                                  
gi|583 KHGGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP     
            120       130       140       150              
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 99.7  bits: 23.6 E():  1.4 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (7-64:16-77) 
 
                          10        20         30        40         
2MEPSP          GAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMSTG 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                            
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.6  bits: 23.2 E():  1.6 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (45-68:85-109) 
 
           20        30        40         50        60        70    
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
            80                 
2MEPSP TLAVVAL                 
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 94.3  bits: 22.6 E():  2.9 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (7-64:16-77) 
 
                          10        20         30        40         
2MEPSP          GAAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCMSTG 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                            
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 94.0  bits: 24.1 E():  2.9 
Smith-Waterman score: 60; 23.4% identity (64.1% similar) in 64 aa overlap (20-80:306-369) 
 
                          10        20         30        40         
2MEPSP            GAAITGGTVTVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
       50          60        70        80                           
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                           
        :  . . .:  .:. ...:.. .:. .. .: .                           
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gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
gi|144 VGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
         400       410       420       430       440      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  59  Z-score: 92.2  bits: 23.8 E():  3.7 
Smith-Waterman score: 59; 22.4% identity (65.5% similar) in 58 aa overlap (25-80:312-369) 
 
                     10        20        30        40        50     
2MEPSP       GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
             60        70        80                                 
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVAL                                 
       . .:  .:. ...:.. .:. .. .: .                                 
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 88.8  bits: 21.6 E():  5.7 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (7-64:16-77) 
 
                          10        20        30           40       
2MEPSP          GAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : .: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         50        60        70        80                           
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                           
       ::   : :..:    : :                                           
gi|160 GPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.7  bits: 23.1 E():  6.7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (54-70:399-415) 
 
            30        40        50        60        70        80    
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL    
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.7  bits: 23.1 E():  6.7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (54-70:402-418) 
 
            30        40        50        60        70        80    
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL    
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.6  bits: 23.1 E():  6.7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (54-70:403-419) 
 
            30        40        50        60        70        80    
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL    
                                     :: :....: : :.. :              
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gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.4  bits: 23.1 E():  6.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (54-70:422-438) 
 
            30        40        50        60        70        80    
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL    
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.4  bits: 23.1 E():  6.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (54-70:422-438) 
 
            30        40        50        60        70        80    
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL    
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.8  bits: 21.3 E():  7.5 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (16-62:30-74) 
 
                             10        20        30        40       
2MEPSP               GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                           
       :  .  :  ....:::                                             
gi|169 GETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
                 70        80        90       100       110         
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 86.0  bits: 21.7 E():  8.3 
Smith-Waterman score: 53; 26.9% identity (52.2% similar) in 67 aa overlap (17-77:93-158) 
 
                             10        20           30          40  
2MEPSP               GAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
              50         60        70        80                     
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVAL                     
          .  ::  : .:.: . .. .: . . ::   : :                        
gi|289 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
gi|289 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 85.9  bits: 21.7 E():  8.3 
Smith-Waterman score: 53; 26.9% identity (52.2% similar) in 67 aa overlap (17-77:96-161) 
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                             10        20           30          40  
2MEPSP               GAAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
              50         60        70        80                     
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVAL                     
          .  ::  : .:.: . .. .: . . ::   : :                        
gi|424 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
gi|424 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          190       200       210       220       230  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 85.2  bits: 20.9 E():  9.1 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (7-64:16-77) 
 
                          10        20        30           40       
2MEPSP          GAAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         50        60        70        80                           
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                           
       ::  .: :...    : :                                           
gi|160 GPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 84.1  bits: 22.1 E():   11 
Smith-Waterman score: 54; 21.5% identity (59.5% similar) in 79 aa overlap (1-77:111-189) 
 
                                             10         20          
2MEPSP                               GAAITGGTVTVEGCGTTS-LQGDVKFAEVL 
                                     :..:   :. . . :  : .  ::....   
gi|513 IAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFR 
               90       100       110       120       130       140 
 
      30        40         50        60        70        80         
2MEPSP EMMGAKVTWTETS-VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL         
       ...  .    ::. . .   :.: . .: : ..:...: . .  ..:.:            
gi|513 QFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDLV 
              150       160       170       180       190       200 
 
gi|513 NSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNHK 
              210       220       230       240       250       260 
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.5  bits: 21.3 E():   11 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (4-23:208-227) 
 
                                          10        20        30    
2MEPSP                            GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
            40        50        60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                                       
gi|111 KPEFIDIINAAAVKSA                                
       240       250                                   
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 83.0  bits: 20.2 E():   12 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (44-77:20-54) 
 
            20        30        40         50         60        70  
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2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                          10        20        30        40          
 
              80                                                    
2MEPSP AMTLAVVAL                                                    
          : :                                                       
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 82.8  bits: 20.6 E():   12 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (15-65:38-88) 
 
                               10        20        30        40     
2MEPSP                 GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
           50        60         70        80                        
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVAMTLAVVAL                        
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.9  bits: 20.2 E():   14 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (4-28:35-57) 
 
                                          10        20        30    
2MEPSP                            GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
            40        50        60        70        80              
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL              
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.7  bits: 19.9 E():   16 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (29-55:9-37) 
 
               10        20        30        40         50          
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHL 
                                   : ...: ..:: ..  ...: : : : :.    
gi|153                     MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVH 
                                   10        20        30        40 
 
       60        70        80                                       
2MEPSP KAIDVNMNKMPDVAMTLAVVAL                                       
                                                                    
gi|153 HIMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.4  bits: 21.0 E():   17 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (21-69:228-277) 
 
                         10        20        30        40        50 
2MEPSP           GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
               60         70        80                 
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVAL                 
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       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.0  bits: 21.0 E():   18 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (21-69:247-296) 
 
                         10        20        30        40        50 
2MEPSP           GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
               60         70        80                 
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVAL                 
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (16-62:30-74) 
 
                             10        20        30        40       
2MEPSP               GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                           
       :  .  :  .....::                                             
gi|374 GETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
                 70        80        90       100       110         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (32-50:1-18) 
 
              10        20        30        40        50        60  
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
              70        80                                          
2MEPSP DVNMNKMPDVAMTLAVVAL                                          
                                                                    
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.1  bits: 20.3 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (13-58:68-117) 
 
                                 10        20         30            
2MEPSP                   GAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
       40        50        60        70        80                   
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                   
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 77.8  bits: 20.3 E():   24 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (13-58:79-128) 
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                                 10        20         30            
2MEPSP                   GAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
       40        50        60        70        80                   
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                   
         ..::.:   .::..  :.                                         
gi|126 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 77.8  bits: 20.3 E():   24 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (13-58:79-128) 
 
                                 10        20         30            
2MEPSP                   GAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
       40        50        60        70        80                   
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                   
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 77.8  bits: 20.3 E():   24 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (13-58:79-128) 
 
                                 10        20         30            
2MEPSP                   GAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
       40        50        60        70        80                   
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                   
         ..::.:   .::..  :.                                         
gi|752 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGT 
      110       120       130       140       150       160         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.5  bits: 20.3 E():   24 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (44-77:170-204) 
 
            20        30        40         50         60        70  
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
              80                                                    
2MEPSP AMTLAVVAL                                                    
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.4  bits: 20.3 E():   25 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (16-68:114-161) 
 
                              10        20        30        40      
2MEPSP                GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
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          50        60        70        80                          
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                          
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.7  bits: 20.4 E():   27 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (12-36:282-306) 
 
                                  10        20        30        40  
2MEPSP                    GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
              50        60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.4  bits: 21.1 E():   28 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (54-70:430-446) 
 
            30        40        50        60        70        80    
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL    
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.1  bits: 19.2 E():   29 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (17-32:135-150) 
 
                             10        20        30        40       
2MEPSP               GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
         50        60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (25-57:82-109) 
 
                     10        20        30        40        50     
2MEPSP       GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
           60        70        80                           
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVAL                           
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 46; 21.4% identity (52.9% similar) in 70 aa overlap (10-79:41-107) 
 
                                    10        20        30          
2MEPSP                      GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                     .::. : ..  : .:  ..    :.   .. 
gi|154 PSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIK--NITFAEGSPFKFV 
               20        30        40        50          60         
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      40        50        60        70        80                    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                    
       .  :  .      :.   ... ::  .:.  :.. :..::                     
gi|154 KERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELTIVAAPGGGSILKISGKFHAKGDH 
       70        80         90       100       110       120        
 
gi|154 EVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (32-50:1-18) 
 
              10        20        30        40        50        60  
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVITPPRLFKALVLEADT 
                                              10        20          
 
              70        80                                          
2MEPSP DVNMNKMPDVAMTLAVVAL                                          
                                                                    
gi|444 LIPKIAPQSVKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (32-50:1-18) 
 
              10        20        30        40        50        60  
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
              70        80                                          
2MEPSP DVNMNKMPDVAMTLAVVAL                                          
                                                                    
gi|444 LIPKIAPQSVKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (22-47:175-201) 
 
                        10        20         30        40        50 
2MEPSP          GAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
               60        70        80                               
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                               
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 19.3 E():   33 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (23-49:4-30) 
 
               10        20        30        40        50        60 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                             .::: :: ...: :  . .:.   . :            
gi|727                    MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASD 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP IDVNMNKMPDVAMTLAVVAL                                         
                                                                    
gi|727 YCLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCIN 
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              50        60        70        80        90       100  
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 75.0  bits: 20.4 E():   34 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (44-77:291-325) 
 
            20        30        40         50         60        70  
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
              80                                                    
2MEPSP AMTLAVVAL                                                    
          : :                                                       
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.1  bits: 18.5 E():   37 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (48-80:38-75) 
 
        20        30        40        50             60        70   
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
             80                                               
2MEPSP MTLAVVAL                                               
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 74.1  bits: 20.4 E():   38 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (44-77:6-40) 
 
            20        30        40         50         60        70  
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|223                          INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                                        10        20         30     
 
              80                                                    
2MEPSP AMTLAVVAL                                                    
          : :                                                       
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 45; 21.4% identity (51.4% similar) in 70 aa overlap (10-79:41-107) 
 
                                    10        20        30          
2MEPSP                      GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                     .::. : ..  : .:  ..    :.   .. 
gi|154 PSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIK--NITFAEGSPFKFV 
               20        30        40        50          60         
 
      40        50        60        70        80                    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                    
       .  :  .      :.   ... ::  .:.  :.. : .::                     
gi|154 KERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELKIVAAPGGGSILKISGKFHAKGDH 
       70        80         90       100       110       120        
 
gi|154 EVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       130       140       150       160 
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.6  bits: 18.6 E():   40 
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Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (4-28:19-41) 
 
                              10        20        30        40      
2MEPSP                GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                         : :..: .. :   . .::. :.::                  
gi|131 QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVERDH 
               10        20         30         40        50         
 
          50        60        70        80                          
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                          
                                                                    
gi|131 KNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.3  bits: 18.6 E():   41 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (4-28:25-47) 
 
                                    10        20        30          
2MEPSP                      GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
      40        50        60        70        80                    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                    
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.0  bits: 19.3 E():   43 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (44-57:15-28) 
 
            20        30        40        50        60        70    
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
            80                                                      
2MEPSP TLAVVAL                                                      
                                                                    
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.4  bits: 20.1 E():   47 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (29-68:312-353) 
 
                 10        20        30        40        50         
2MEPSP   GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
         60        70        80                                     
2MEPSP HLKAIDVNMNKMPDVAMTLAVVAL                                     
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 19.3 E():   47 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (31-54:7-30) 
 
               10        20        30        40        50        60 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|811                         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAA 
                                       10        20        30       
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               70        80                                         
2MEPSP IDVNMNKMPDVAMTLAVVAL                                         
                                                                    
gi|811 YGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 19.3 E():   47 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (31-54:7-30) 
 
               10        20        30        40        50        60 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                                     ...  :. . .:..  :::. : :       
gi|109                         MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTS 
                                       10        20        30       
 
               70        80                                         
2MEPSP IDVNMNKMPDVAMTLAVVAL                                         
                                                                    
gi|109 YGDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCF 
         40        50        60        70        80        90       
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.2  bits: 19.0 E():   48 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (55-70:152-167) 
 
           30        40        50        60        70        80     
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL     
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.8  bits: 18.2 E():   50 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (4-28:20-42) 
 
                               10        20        30        40     
2MEPSP                 GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
           50        60        70        80                         
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                         
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.8  bits: 18.2 E():   50 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (4-28:20-42) 
 
                               10        20        30        40     
2MEPSP                 GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :   . .::. :.::                 
gi|333 WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVERD 
               10        20          30        40        50         
 
           50        60        70        80                         
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                         
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.8  bits: 18.2 E():   50 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (4-28:20-42) 
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                               10        20        30        40     
2MEPSP                 GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
           50        60        70        80                         
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                         
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (4-28:21-43) 
 
                                10        20        30        40    
2MEPSP                  GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|375 IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
            50        60        70        80                        
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                        
                                                                    
gi|375 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (4-28:21-43) 
 
                                10        20        30        40    
2MEPSP                  GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
            50        60        70        80                        
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                        
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (4-28:21-43) 
 
                                10        20        30        40    
2MEPSP                  GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
            50        60        70        80                        
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                        
                                                                    
gi|333 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (4-28:21-43) 
 
                                10        20        30        40    
2MEPSP                  GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
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            50        60        70        80                        
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                        
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (4-28:25-47) 
 
                                    10        20        30          
2MEPSP                      GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFINELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
      40        50        60        70        80                    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                    
                                                                    
gi|136 LVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRTINPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.3  bits: 19.7 E():   53 
Smith-Waterman score: 47; 30.6% identity (55.6% similar) in 36 aa overlap (44-77:291-325) 
 
            20        30        40         50         60        70  
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
              80                                                    
2MEPSP AMTLAVVAL                                                    
          : :                                                       
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.3  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (4-28:29-51) 
 
                                        10        20        30      
2MEPSP                          GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
          40        50        60        70        80                
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.3  bits: 18.2 E():   53 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (4-28:29-51) 
 
                                        10        20        30      
2MEPSP                          GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
          40        50        60        70        80                
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
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 initn:  37 init1:  37 opt:  45  Z-score: 71.1  bits: 19.0 E():   55 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (39-71:43-76) 
 
       10        20        30        40        50         60        
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
        70        80                                                
2MEPSP MPDVAMTLAVVAL                                                
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (4-28:35-57) 
 
                                          10        20        30    
2MEPSP                            GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
            40        50        60        70        80              
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL              
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.0 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (47-55:14-22) 
 
         20        30        40        50        60        70       
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
         80                                                         
2MEPSP VVAL                                                         
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (47-55:25-33) 
 
         20        30        40        50        60        70       
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
         80                                                         
2MEPSP VVAL                                                         
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (47-55:31-39) 
 
         20        30        40        50        60        70       
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
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               10        20        30        40        50        60 
 
         80                                                         
2MEPSP VVAL                                                         
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (47-55:31-39) 
 
         20        30        40        50        60        70       
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
         80                                                         
2MEPSP VVAL                                                         
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 43; 23.2% identity (46.4% similar) in 69 aa overlap (11-79:45-107) 
 
                                   10        20        30        40 
2MEPSP                     GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ::: :  .    . :.:     :. : ... 
gi|730 PAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFSE-----GSPVKYVK 
           20        30        40        50        60               
 
               50        60        70        80                     
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                     
         :         ..   ... ::  .:.  :.  : .::                      
gi|730 ERVEEIDHTNFKYNYTVIEG-DVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHE 
      70        80         90       100       110       120         
 
gi|730 VNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      130       140       150       160 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (47-55:32-40) 
 
         20        30        40        50        60        70       
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
         80                                                         
2MEPSP VVAL                                                         
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.1  bits: 18.6 E():   62 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (18-48:98-127) 
 
                            10        20        30        40        
2MEPSP              GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
        50        60        70        80                            
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                            
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       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.1  bits: 18.6 E():   62 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (18-48:99-128) 
 
                            10        20        30        40        
2MEPSP              GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
        50        60        70        80                            
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                            
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (22-47:175-201) 
 
                        10        20         30        40        50 
2MEPSP          GAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
               60        70        80                               
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                               
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (22-47:175-201) 
 
                        10        20         30        40        50 
2MEPSP          GAAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
               60        70        80                               
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                               
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.0  bits: 18.3 E():   63 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (55-70:43-58) 
 
           30        40        50        60        70        80     
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL     
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 45; 26.7% identity (51.1% similar) in 45 aa overlap (1-42:216-260) 
 
                                             10        20           
2MEPSP                               GAAITGGTVTVEGCGTTSLQ---GDVKFAE 
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                                     : .  :. .. :  :..:.    :: :.   
gi|167 CAEAYTGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPG 
         190       200       210       220       230       240      
 
        30        40        50        60        70        80 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
       :   ..  . : : :                                       
gi|167 VYTRVSQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW              
         250       260       270       280                   
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.8  bits: 19.4 E():   64 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (9-27:97-115) 
 
                                     10        20        30         
2MEPSP                       GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
       40        50        60        70        80                   
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                   
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 69.8  bits: 19.8 E():   65 
Smith-Waterman score: 49; 36.4% identity (60.6% similar) in 33 aa overlap (47-77:390-421) 
 
         20        30        40        50          60        70     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
           80                                                       
2MEPSP LAVVAL                                                       
       : :                                                          
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.3 E():   65 
Smith-Waterman score: 43; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:68-85) 
 
             40        50        60        70        80             
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL             
                                     :: ::.:. : : ... .             
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKIIDGHVVTINETT 
        40        50        60        70        80        90        
 
gi|944 YTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVES 
       100       110       120       130       140       150        
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.5  bits: 19.8 E():   67 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (40-57:288-305) 
 
      10        20        30        40        50        60          
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
      70        80                                                  
2MEPSP DVAMTLAVVAL                                                  
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8573

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (49-62:41-54) 
 
       20        30        40        50        60        70         
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
       80                                                           
2MEPSP AL                                                           
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (49-62:45-58) 
 
       20        30        40        50        60        70         
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
       80                                                           
2MEPSP AL                                                           
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (3-47:204-252) 
 
                                           10           20          
2MEPSP                             GAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
      30         40        50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
       .  :: : :  ..:  . :                                  
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN                
           240       250       260       270                
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (3-47:204-252) 
 
                                           10           20          
2MEPSP                             GAAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
      30         40        50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
       .  :: : :  ..:  . :                                  
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN                
           240       250       260       270                
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (55-69:152-166) 
 
           30        40        50        60        70        80     
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL     
                                     ::.: :..:. ...:                
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gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (55-69:152-166) 
 
           30        40        50        60        70        80     
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL     
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (18-32:53-67) 
 
                            10        20        30        40        
2MEPSP              GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
        50        60        70        80                            
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                            
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.3 E():   80 
Smith-Waterman score: 43; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:116-133) 
 
             40        50        60        70        80             
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL             
                                     :: ::.:. : : ... .             
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKIIDGHVVTINETT 
          90       100       110       120       130       140      
 
gi|944 YTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVES 
         150       160       170       180       190       200      
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.9 E():   81 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (2-15:13-26) 
 
                          10        20        30        40          
2MEPSP            GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                   ::...  : :. ::                                   
gi|156 MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIK 
               10        20        30        40        50        60 
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (44-57:292-305) 
 
            20        30        40        50        60        70    
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
            80                                                      
2MEPSP TLAVVAL                                                      
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gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (13-32:285-304) 
 
                                 10        20        30        40   
2MEPSP                   GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
             50        60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.3 E():   86 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (2-21:218-237) 
 
                                            10        20        30  
2MEPSP                              GAAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
              40        50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.2 E():   88 
Smith-Waterman score: 40; 46.2% identity (84.6% similar) in 13 aa overlap (1-13:72-84) 
 
                                             10        20        30 
2MEPSP                               GAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     ::: .::.... :                  
gi|117 LISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKE 
              50        60        70        80        90       100  
 
               40        50        60        70        80 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                                          
gi|117 ESDEDMGFGLFD                                       
             110                                          
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.2 E():   88 
Smith-Waterman score: 40; 46.2% identity (84.6% similar) in 13 aa overlap (1-13:72-84) 
 
                                             10        20        30 
2MEPSP                               GAAITGGTVTVEGCGTTSLQGDVKFAEVLE 
                                     ::: .::.... :                  
gi|185 LISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKE 
              50        60        70        80        90       100  
 
               40        50        60        70        80 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                                          
gi|185 ESDEDMGFGLFD                                       
             110                                          
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.3  bits: 18.3 E():   88 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (20-48:189-216) 
 
                          10        20        30         40         
2MEPSP            GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
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       50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                        
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
        220       230       240         
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 67.3  bits: 13.8 E():   88 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (42-48:2-8) 
 
              20        30        40        50        60        70  
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     ..:. ::                        
gi|250                              PTITIGGPEYR                     
                                            10                      
 
              80 
2MEPSP AMTLAVVAL 
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.3 E():   91 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (46-70:129-153) 
 
          20        30        40        50        60        70      
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
          80                                                        
2MEPSP AVVAL                                                        
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.0  bits: 19.1 E():   92 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (33-68:59-97) 
 
             10        20        30        40           50          
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
      60        70        80                                        
2MEPSP AIDVNMNKMPDVAMTLAVVAL                                        
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (23-42:39-63) 
 
                       10        20        30             40        
2MEPSP         GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
        50        60        70        80                            
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                            
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 66.8  bits: 21.0 E():   94 
Smith-Waterman score: 50; 30.0% identity (53.3% similar) in 30 aa overlap (42-70:1586-1615) 
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              20        30        40        50         60        70 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG-RKHLKAIDVNMNKMPD 
                                     :. . : ::. :     .  . .:.::  : 
gi|203 LEKHTDLLYEPGVQYKIIGNGKIKDDGSHYSIDIQGKPRKAFKLDADMMNFKLNVNKPED 
        1560      1570      1580      1590      1600      1610      
 
               80                                      
2MEPSP VAMTLAVVAL                                      
                                                       
gi|203 SNKAQFSYTFNDYTETEEYEFDPHRAYYINWISSIRKYIQNFIVEDH 
        1620      1630      1640      1650      1660   
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (13-58:85-134) 
 
                                 10        20         30            
2MEPSP                   GAAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
       40        50        60        70        80                   
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL                   
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 19.1 E():   95 
Smith-Waterman score: 45; 33.3% identity (76.2% similar) in 21 aa overlap (59-79:293-313) 
 
       30        40        50        60        70        80         
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL         
                                     ...:. .:   :..: .::.:          
gi|458 HIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNADACN 
            270       280       290       300       310       320   
 
gi|458 YSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGTSMA 
            330       340       350       360       370       380   
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 17.2 E():   99 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:6-24) 
 
               10        20        30        40        50        60 
2MEPSP GAAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA 
                     :  .:. . :: : :. .:                            
gi|990          MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIF 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP IDVNMNKMPDVAMTLAVVAL                                         
                                                                    
gi|990 RSLSTFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGD 
              60        70        80        90       100       110  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:56 2011 done: Tue Apr 19 10:57:56 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
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 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 264  - 343 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     0     0: 
  30    12     2:*=== 
  32     7     8:==* 
  34    18    22:====== * 
  36    47    44:==============*= 
  38    79    73:========================*== 
  40    94   102:================================ * 
  42   117   125:=======================================  * 
  44   145   138:=============================================*=== 
  46   144   140:==============================================*= 
  48   146   134:============================================*==== 
  50   134   122:========================================*==== 
  52   119   108:===================================*==== 
  54    77    92:==========================    * 
  56    59    77:====================     * 
  58    53    63:==================  * 
  60    50    51:================* 
  62    28    41:==========   * 
  64    26    33:========= * 
  66    25    26:========* 
  68    13    20:===== * 
  70    18    16:=====* 
  72    14    12:===*= 
  74     6    10:== * 
  76     9     8:==* 
  78     7     6:=*= 
  80     4     5:=* 
  82     4     3:*= 
  84     1     3:* 
  86     5     2:*= 
  88     5     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102    10     0:====      *========== 
 104     3     0:=         *=== 
 106     1     0:=         *= 
 108     2     0:=         *== 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.98780.00296; mu= 11.4077 0.153 
 mean_var=30.2849 8.267, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.233056 
 Kolmogorov-Smirnov  statistic: 0.0306 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.3    0.42 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.3    0.42 
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gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.68 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.68 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.3    0.85 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.3    0.85 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 24.0       1 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 24.0       1 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 24.0     1.1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.7     1.4 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.3     1.6 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.7     2.7 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 24.1     2.9 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   55 22.3     3.6 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.8     3.7 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.7     5.5 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 23.1     6.6 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.1     6.7 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 23.1     6.7 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.1     6.9 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.1     6.9 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.3     7.2 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   53 21.7       8 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   53 21.7     8.1 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 21.0     8.8 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.4      11 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   49 20.3      12 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.7      12 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   53 21.7      13 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.3      13 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 20.0      16 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.0      17 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.1      18 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 20.0      18 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 20.0      18 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      22 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   49 20.4      23 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 20.4      23 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   49 20.4      23 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.4      24 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.4      24 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.4      27 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.3      28 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.1      28 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.3      29 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   46 19.3      29 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.3      29 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.3      29 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.0      31 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.3      32 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   49 20.4      34 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.6      36 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   45 19.0      37 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   49 20.4      38 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.6      38 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.6      40 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   49 20.4      41 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.3      42 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.1      47 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      47 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      47 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.0      47 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.3      49 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.3      49 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.3      49 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.3      49 
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gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.3      49 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.3      49 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.3      49 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.3      50 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.3      52 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.3      52 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   47 19.7      53 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.3      54 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.0      54 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      56 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      58 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.3      58 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.0      59 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.0      59 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.0      59 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.7      61 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.7      61 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      61 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.0      62 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.0      62 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   43 18.3      63 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.4      64 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.8      68 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      71 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      73 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      75 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      75 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.7      75 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.7      75 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 18.0      75 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   44 18.7      78 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.0      79 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   43 18.3      79 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   42 18.0      79 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.7      84 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   43 18.3      84 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.4      85 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.3      87 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.3      90 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.6      91 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      92 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      93 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.1      96 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   40 17.3      96 
gi|37724597|gb|AAO22133.1| major pollen allergen O ( 134)   40 17.3      98 
gi|37724593|gb|AAO22132.1| major pollen allergen O ( 135)   40 17.3      99 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   50 20.9      99 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   40 17.3      99 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 109.2  bits: 25.3 E(): 0.42 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (6-63:16-77) 
 
                           10        20        30           40      
2MEPSP           AAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCMST 
               10        20        30         40        50          
 
          50        60        70        80                          
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                          
       ::  .: :..:    : :                                           
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.2  bits: 25.3 E(): 0.42 
Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (6-63:16-77) 
 
                           10        20         30        40        
2MEPSP           AAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
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                      :::  : :: : :.. :... .   :. . :..    :.  . :: 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                           
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.5  bits: 24.7 E(): 0.68 
Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (6-63:16-77) 
 
                           10        20         30        40        
2MEPSP           AAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                           
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.5  bits: 24.7 E(): 0.68 
Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (6-63:16-77) 
 
                           10        20        30           40      
2MEPSP           AAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCMST 
               10        20        30         40        50          
 
          50        60        70        80                          
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                          
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.7  bits: 24.3 E(): 0.85 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (6-63:16-77) 
 
                           10        20        30           40      
2MEPSP           AAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          50        60        70        80                          
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                          
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.7  bits: 24.3 E(): 0.85 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (6-63:16-77) 
 
                           10        20        30           40      
2MEPSP           AAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          50        60        70        80                          
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                          
       ::  .: :..:    : :                                           
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gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.3  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (6-63:16-77) 
 
                           10        20        30           40      
2MEPSP           AAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          50        60        70        80                          
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                          
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.3  bits: 24.0 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (6-63:16-77) 
 
                           10        20        30           40      
2MEPSP           AAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          50        60        70        80                          
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                          
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.9  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (6-63:16-77) 
 
                           10        20        30           40      
2MEPSP           AAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          50        60        70        80                          
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                          
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.9  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (6-63:16-77) 
 
                           10        20        30           40      
2MEPSP           AAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          50        60        70        80                          
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                          
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.9  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (6-63:16-77) 
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                           10        20        30           40      
2MEPSP           AAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          50        60        70        80                          
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                          
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.9  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (6-63:16-77) 
 
                           10        20        30           40      
2MEPSP           AAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          50        60        70        80                          
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                          
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.9  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (6-63:16-77) 
 
                           10        20        30           40      
2MEPSP           AAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|145 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          50        60        70        80                          
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                          
       ::  .: :..:    : :                                           
gi|145 GPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.9  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (6-63:16-77) 
 
                           10        20        30           40      
2MEPSP           AAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          50        60        70        80                          
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                          
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.9  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (6-63:16-77) 
 
                           10        20        30           40      
2MEPSP           AAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          50        60        70        80                          
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2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                          
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.9  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (6-63:16-77) 
 
                           10        20        30           40      
2MEPSP           AAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          50        60        70        80                          
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                          
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 100.1  bits: 23.7 E():  1.4 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (6-63:16-77) 
 
                           10        20         30        40        
2MEPSP           AAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMSTG 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                           
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.0  bits: 23.3 E():  1.6 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (44-67:85-109) 
 
            20        30        40         50        60        70   
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
             80                
2MEPSP TLAVVALF                
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 94.6  bits: 22.7 E():  2.7 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (6-63:16-77) 
 
                           10        20         30        40        
2MEPSP           AAITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCMSTG 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                           
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 94.1  bits: 24.1 E():  2.9 
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Smith-Waterman score: 60; 23.4% identity (64.1% similar) in 64 aa overlap (19-79:306-369) 
 
                           10        20         30        40        
2MEPSP             AAITGGTVTVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
          50        60        70        80                          
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                          
        :  . . .:  .:. ...:.. .:. .. .: .                           
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
gi|144 VGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
         400       410       420       430       440      
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 92.5  bits: 22.3 E():  3.6 
Smith-Waterman score: 55; 26.1% identity (54.3% similar) in 46 aa overlap (1-46:85-130) 
 
                                             10        20        30 
2MEPSP                               AAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :.  :. ..: .  .: .  : :  .:..  
gi|583 GTDFKENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKH 
           60        70        80        90       100       110     
 
               40        50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF 
        :    :...: :  :                                   
gi|583 GGHTELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP      
          120       130       140       150               
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  59  Z-score: 92.3  bits: 23.8 E():  3.7 
Smith-Waterman score: 59; 22.4% identity (65.5% similar) in 58 aa overlap (24-79:312-369) 
 
                      10        20        30        40          50  
2MEPSP        AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
              60        70        80                                
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALF                                
       . .:  .:. ...:.. .:. .. .: .                                 
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 89.2  bits: 21.7 E():  5.5 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (6-63:16-77) 
 
                           10        20        30           40      
2MEPSP           AAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : .: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          50        60        70        80                          
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                          
       ::   : :..:    : :                                           
gi|160 GPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.7  bits: 23.1 E():  6.6 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (53-69:399-415) 
 
             30        40        50        60        70        80   
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF   
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                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.7  bits: 23.1 E():  6.7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (53-69:402-418) 
 
             30        40        50        60        70        80   
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF   
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.6  bits: 23.1 E():  6.7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (53-69:403-419) 
 
             30        40        50        60        70        80   
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF   
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.4  bits: 23.1 E():  6.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (53-69:422-438) 
 
             30        40        50        60        70        80   
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF   
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.4  bits: 23.1 E():  6.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (53-69:422-438) 
 
             30        40        50        60        70        80   
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF   
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 87.1  bits: 21.3 E():  7.2 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (15-61:30-74) 
 
                              10        20        30        40      
2MEPSP                AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                          

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8587

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

       :  .  :  ....:::                                             
gi|169 GETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
                 70        80        90       100       110         
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 86.2  bits: 21.7 E():    8 
Smith-Waterman score: 53; 26.9% identity (52.2% similar) in 67 aa overlap (16-76:93-158) 
 
                              10        20           30          40 
2MEPSP                AAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
               50         60        70        80                    
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALF                    
          .  ::  : .:.: . .. .: . . ::   : :                        
gi|289 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
gi|289 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 86.1  bits: 21.7 E():  8.1 
Smith-Waterman score: 53; 26.9% identity (52.2% similar) in 67 aa overlap (16-76:96-161) 
 
                              10        20           30          40 
2MEPSP                AAITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
               50         60        70        80                    
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALF                    
          .  ::  : .:.: . .. .: . . ::   : :                        
gi|424 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
gi|424 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          190       200       210       220       230  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 85.5  bits: 21.0 E():  8.8 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (6-63:16-77) 
 
                           10        20        30           40      
2MEPSP           AAITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          50        60        70        80                          
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                          
       ::  .: :...    : :                                           
gi|160 GPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.7  bits: 21.4 E():   11 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (3-22:208-227) 
 
                                           10        20        30   
2MEPSP                             AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
             40        50        60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF 
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gi|111 KPEFIDIINAAAVKSA                                 
       240       250                                    
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 83.4  bits: 20.3 E():   12 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (43-76:20-54) 
 
             20        30        40         50         60        70 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                          10        20        30        40          
 
               80                                                   
2MEPSP AMTLAVVALF                                                   
          : :                                                       
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.1  bits: 20.7 E():   12 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (14-64:38-88) 
 
                                10        20        30        40    
2MEPSP                  AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
            50         60        70        80                       
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVAMTLAVVALF                       
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 82.3  bits: 21.7 E():   13 
Smith-Waterman score: 53; 20.3% identity (60.9% similar) in 64 aa overlap (14-76:126-189) 
 
                                10        20        30        40    
2MEPSP                  AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS-V 
                                     : . .  ::....  ...  .    ::. . 
gi|513 SLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGI 
         100       110       120       130       140       150      
 
             50        60        70        80                       
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                       
        .   :.: . .: : ..:...: . .  ..:.:                           
gi|513 FAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDLVNSFSANVKKIYDLGA 
         160       170       180       190       200       210      
 
gi|513 RTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNHKLKEIVAQLRKDLPLA 
         220       230       240       250       260       270      
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 82.2  bits: 20.3 E():   13 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (3-27:35-57) 
 
                                           10        20        30   
2MEPSP                             AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
             40        50        60        70        80             
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF             
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
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 initn:  40 init1:  40 opt:  48  Z-score: 81.1  bits: 20.0 E():   16 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (28-54:9-37) 
 
               10        20        30        40         50          
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLK 
                                  : ...: ..:: ..  ...: : : : :.     
gi|153                    MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHH 
                                  10        20        30        40  
 
       60        70        80                                       
2MEPSP AIDVNMNKMPDVAMTLAVVALF                                       
                                                                    
gi|153 IMPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAE 
              50        60        70        80        90       100  
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (20-68:228-277) 
 
                          10        20        30        40          
2MEPSP            AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
      50        60         70        80                
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALF                
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.1  bits: 21.1 E():   18 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (20-68:247-296) 
 
                          10        20        30        40          
2MEPSP            AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
      50        60         70        80                
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALF                
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (15-61:30-74) 
 
                              10        20        30        40      
2MEPSP                AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                          
       :  .  :  .....::                                             
gi|374 GETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
                 70        80        90       100       110         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.7  bits: 20.0 E():   18 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (31-49:1-18) 
 
               10        20        30        40        50        60 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYSDESTSVIPPPRLFKALVLEADT 
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                                              10        20          
 
               70        80                                         
2MEPSP DVNMNKMPDVAMTLAVVALF                                         
                                                                    
gi|444 LIPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEG 
      30        40        50        60        70        80          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (12-57:68-117) 
 
                                  10        20         30           
2MEPSP                    AAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
        40        50        60        70        80                  
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                  
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (12-57:79-128) 
 
                                  10        20         30           
2MEPSP                    AAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|126 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
        40        50        60        70        80                  
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                  
         ..::.:   .::..  :.                                         
gi|126 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (12-57:79-128) 
 
                                  10        20         30           
2MEPSP                    AAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
        40        50        60        70        80                  
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                  
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
      110       120       130       140       150       160         
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (12-57:79-128) 
 
                                  10        20         30           
2MEPSP                    AAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|752 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
       50        60        70        80        90       100         
 
        40        50        60        70        80                  
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                  
         ..::.:   .::..  :.                                         
gi|752 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGT 
      110       120       130       140       150       160         
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>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (43-76:170-204) 
 
             20        30        40         50         60        70 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
               80                                                   
2MEPSP AMTLAVVALF                                                   
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (15-67:114-161) 
 
                               10        20        30        40     
2MEPSP                 AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
           50        60        70        80                         
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                         
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.8  bits: 20.4 E():   27 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (11-35:282-306) 
 
                                   10        20        30        40 
2MEPSP                     AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
               50        60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.4  bits: 19.3 E():   28 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (16-31:135-150) 
 
                              10        20        30        40      
2MEPSP                AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
          50        60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.4  bits: 21.1 E():   28 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (53-69:430-446) 
 
             30        40        50        60        70        80   
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF   
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
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>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (24-56:82-109) 
 
                      10        20        30        40        50    
2MEPSP        AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
            60        70        80                          
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALF                          
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 21.4% identity (52.9% similar) in 70 aa overlap (9-78:41-107) 
 
                                     10        20        30         
2MEPSP                       AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                     .::. : ..  : .:  ..    :.   .. 
gi|154 PSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIK--NITFAEGSPFKFV 
               20        30        40        50          60         
 
       40        50        60        70        80                   
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                   
       .  :  .      :.   ... ::  .:.  :.. :..::                     
gi|154 KERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELTIVAAPGGGSILKISGKFHAKGDH 
       70        80         90       100       110       120        
 
gi|154 EVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (31-49:1-18) 
 
               10        20        30        40        50        60 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVITPPRLFKALVLEADT 
                                              10        20          
 
               70        80                                         
2MEPSP DVNMNKMPDVAMTLAVVALF                                         
                                                                    
gi|444 LIPKIAPQSVKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (31-49:1-18) 
 
               10        20        30        40        50        60 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                     ::.  :... :..:  :::            
gi|444                               MGV-FTYADESTSVIPPPRLFKALVLEADT 
                                              10        20          
 
               70        80                                         
2MEPSP DVNMNKMPDVAMTLAVVALF                                         
                                                                    
gi|444 LIPKIAPQSVKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEG 
      30        40        50        60        70        80          
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (21-46:175-201) 
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                         10        20         30        40          
2MEPSP           AAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
      50        60        70        80                              
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                              
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 19.3 E():   32 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (22-48:4-30) 
 
               10        20        30        40        50        60 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                            .::: :: ...: :  . .:.   . :             
gi|727                   MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDY 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP DVNMNKMPDVAMTLAVVALF                                         
                                                                    
gi|727 CLILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINP 
             50        60        70        80        90       100   
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 75.0  bits: 20.4 E():   34 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (43-76:291-325) 
 
             20        30        40         50         60        70 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
               80                                                   
2MEPSP AMTLAVVALF                                                   
          : :                                                       
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.5  bits: 18.6 E():   36 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (47-79:38-75) 
 
         20        30        40        50             60        70  
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
              80                                              
2MEPSP MTLAVVALF                                              
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 21.4% identity (51.4% similar) in 70 aa overlap (9-78:41-107) 
 
                                     10        20        30         
2MEPSP                       AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                     .::. : ..  : .:  ..    :.   .. 
gi|154 PSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIK--NITFAEGSPFKFV 
               20        30        40        50          60         
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       40        50        60        70        80                   
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                   
       .  :  .      :.   ... ::  .:.  :.. : .::                     
gi|154 KERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELKIVAAPGGGSILKISGKFHAKGDH 
       70        80         90       100       110       120        
 
gi|154 EVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       130       140       150       160 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 74.1  bits: 20.4 E():   38 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (43-76:6-40) 
 
             20        30        40         50         60        70 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|223                          INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                                        10        20         30     
 
               80                                                   
2MEPSP AMTLAVVALF                                                   
          : :                                                       
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:19-41) 
 
                               10        20        30        40     
2MEPSP                 AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                         : :..: .. :   . .::. :.::                  
gi|131 QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVERDH 
               10        20         30         40        50         
 
           50        60        70        80                         
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                         
                                                                    
gi|131 KNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.6  bits: 18.6 E():   40 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:25-47) 
 
                                     10        20        30         
2MEPSP                       AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
       40        50        60        70        80                   
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                   
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 73.4  bits: 20.4 E():   41 
Smith-Waterman score: 53; 35.1% identity (59.5% similar) in 37 aa overlap (46-80:390-425) 
 
          20        30        40        50          60        70    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
            80                                                      
2MEPSP LAVVALF                                                      
       : :  :.                                                      
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
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      420       430       440       450       460       470         
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 19.3 E():   42 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (43-56:15-28) 
 
             20        30        40        50        60        70   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
             80                                                     
2MEPSP TLAVVALF                                                     
                                                                    
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.4  bits: 20.1 E():   47 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (28-67:312-353) 
 
                  10        20        30        40          50      
2MEPSP    AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
          60        70        80                                    
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALF                                    
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (30-53:7-30) 
 
               10        20        30        40        50        60 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                    ...  :. . .:..  :::. : :        
gi|811                        MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAY 
                                      10        20        30        
 
               70        80                                         
2MEPSP DVNMNKMPDVAMTLAVVALF                                         
                                                                    
gi|811 GKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFE 
        40        50        60        70        80        90        
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (30-53:7-30) 
 
               10        20        30        40        50        60 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                                    ...  :. . .:..  :::. : :        
gi|109                        MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSY 
                                      10        20        30        
 
               70        80                                         
2MEPSP DVNMNKMPDVAMTLAVVALF                                         
                                                                    
gi|109 GDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFE 
        40        50        60        70        80        90        
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.4  bits: 19.0 E():   47 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (54-69:152-167) 
 
            30        40        50        60        70        80    
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2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF    
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.1  bits: 18.3 E():   49 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (3-27:20-42) 
 
                                10        20        30        40    
2MEPSP                  AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
            50        60        70        80                        
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                        
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.1  bits: 18.3 E():   49 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (3-27:20-42) 
 
                                10        20        30        40    
2MEPSP                  AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
            50        60        70        80                        
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                        
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.1  bits: 18.3 E():   49 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:20-42) 
 
                                10        20        30        40    
2MEPSP                  AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :   . .::. :.::                 
gi|333 WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVERD 
               10        20          30        40        50         
 
            50        60        70        80                        
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                        
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.0  bits: 18.3 E():   49 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:21-43) 
 
                                 10        20        30        40   
2MEPSP                   AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|375 IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
             50        60        70        80                       
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                       
                                                                    
gi|375 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
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>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.0  bits: 18.3 E():   49 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:21-43) 
 
                                 10        20        30        40   
2MEPSP                   AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
             50        60        70        80                       
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                       
                                                                    
gi|333 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.0  bits: 18.3 E():   49 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:21-43) 
 
                                 10        20        30        40   
2MEPSP                   AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
             50        60        70        80                       
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                       
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.0  bits: 18.3 E():   49 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:21-43) 
 
                                 10        20        30        40   
2MEPSP                   AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
             50        60        70        80                       
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                       
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.8  bits: 18.3 E():   50 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:25-47) 
 
                                     10        20        30         
2MEPSP                       AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFINELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
       40        50        60        70        80                   
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                   
                                                                    
gi|136 LVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRTINPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.6  bits: 18.3 E():   52 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:29-51) 
 
                                         10        20        30     
2MEPSP                           AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
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                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
           40        50        60        70        80               
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF               
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.6  bits: 18.3 E():   52 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:29-51) 
 
                                         10        20        30     
2MEPSP                           AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
           40        50        60        70        80               
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF               
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 47; 30.6% identity (55.6% similar) in 36 aa overlap (43-76:291-325) 
 
             20        30        40         50         60        70 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
               80                                                   
2MEPSP AMTLAVVALF                                                   
          : :                                                       
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.3  bits: 18.3 E():   54 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:35-57) 
 
                                           10        20        30   
2MEPSP                             AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
             40        50        60        70        80             
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF             
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.2  bits: 19.0 E():   54 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (38-70:43-76) 
 
        10        20        30        40        50         60       
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
         70        80                                               
2MEPSP MPDVAMTLAVVALF                                               
       .: :                                                         
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gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.0 E():   56 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (46-54:14-22) 
 
          20        30        40        50        60        70      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
          80                                                        
2MEPSP VVALF                                                        
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (46-54:25-33) 
 
          20        30        40        50        60        70      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
          80                                                        
2MEPSP VVALF                                                        
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 23.2% identity (46.4% similar) in 69 aa overlap (10-78:45-107) 
 
                                    10        20        30          
2MEPSP                      AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ::: :  .    . :.:     :. : ... 
gi|730 PAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFSE-----GSPVKYVK 
           20        30        40        50        60               
 
      40        50        60        70        80                    
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                    
         :         ..   ... ::  .:.  :.  : .::                      
gi|730 ERVEEIDHTNFKYNYTVIEG-DVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHE 
      70        80         90       100       110       120         
 
gi|730 VNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      130       140       150       160 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (46-54:31-39) 
 
          20        30        40        50        60        70      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
          80                                                        
2MEPSP VVALF                                                        
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (46-54:31-39) 
 
          20        30        40        50        60        70      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
          80                                                        
2MEPSP VVALF                                                        
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (46-54:32-40) 
 
          20        30        40        50        60        70      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
          80                                                        
2MEPSP VVALF                                                        
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.3  bits: 18.7 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (17-47:98-127) 
 
                             10        20        30        40       
2MEPSP               AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
         50        60        70        80                           
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                           
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.2  bits: 18.7 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (17-47:99-128) 
 
                             10        20        30        40       
2MEPSP               AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
         50        60        70        80                           
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                           
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.2  bits: 18.3 E():   61 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (54-69:43-58) 
 
            30        40        50        60        70        80    
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF    
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
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             20        30        40        50        60        70   
 
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (21-46:175-201) 
 
                         10        20         30        40          
2MEPSP           AAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
      50        60        70        80                              
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                              
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (21-46:175-201) 
 
                         10        20         30        40          
2MEPSP           AAITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
      50        60        70        80                              
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                              
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 18.3 E():   63 
Smith-Waterman score: 43; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:68-85) 
 
              40        50        60        70        80            
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF            
                                     :: ::.:. : : ... .             
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKIIDGHVVTINETT 
        40        50        60        70        80        90        
 
gi|944 YTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVES 
       100       110       120       130       140       150        
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.9  bits: 19.4 E():   64 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (8-26:97-115) 
 
                                      10        20        30        
2MEPSP                        AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
        40        50        60        70        80                  
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                  
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.8 E():   68 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (39-56:288-305) 
 
       10        20        30        40        50        60         
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2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
       70        80                                                 
2MEPSP DVAMTLAVVALF                                                 
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.3 E():   71 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (48-61:41-54) 
 
        20        30        40        50        60        70        
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
        80                                                          
2MEPSP ALF                                                          
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.3 E():   73 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (48-61:45-58) 
 
        20        30        40        50        60        70        
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
        80                                                          
2MEPSP ALF                                                          
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.3 E():   75 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (54-68:152-166) 
 
            30        40        50        60        70        80    
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF    
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.3 E():   75 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (54-68:152-166) 
 
            30        40        50        60        70        80    
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF    
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 18.7 E():   75 
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Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (2-46:204-252) 
 
                                            10           20         
2MEPSP                              AAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
       30         40        50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF 
       .  :: : :  ..:  . :                                   
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN                 
           240       250       260       270                 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 18.7 E():   75 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (2-46:204-252) 
 
                                            10           20         
2MEPSP                              AAITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
       30         40        50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF 
       .  :: : :  ..:  . :                                   
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN                 
           240       250       260       270                 
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 18.0 E():   75 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (17-31:53-67) 
 
                             10        20        30        40       
2MEPSP               AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
         50        60        70        80                           
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                           
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 44; 27.5% identity (52.5% similar) in 40 aa overlap (5-41:221-260) 
 
                                         10           20        30  
2MEPSP                           AAITGGTVTVEGCGTTSLQ---GDVKFAEVLEMM 
                                     :. .. :  :..:.    :: :.  :   . 
gi|167 TGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPGVYTRV 
              200       210       220       230       240       250 
 
              40        50        60        70        80 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF 
       .  . : : :                                        
gi|167 SQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW               
              260       270       280                    
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 68.2  bits: 14.0 E():   79 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (41-47:2-8) 
 
               20        30        40        50        60        70 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     ..:. ::                        
gi|250                              PTITIGGPEYR                     
                                            10                      
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               80 
2MEPSP AMTLAVVALF 
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.3 E():   79 
Smith-Waterman score: 43; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:116-133) 
 
              40        50        60        70        80            
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF            
                                     :: ::.:. : : ... .             
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKIIDGHVVTINETT 
          90       100       110       120       130       140      
 
gi|944 YTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVES 
         150       160       170       180       190       200      
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.0 E():   79 
Smith-Waterman score: 42; 42.9% identity (71.4% similar) in 14 aa overlap (1-14:13-26) 
 
                           10        20        30        40         
2MEPSP             AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP 
                   ::...  : :. ::                                   
gi|156 MISKILCLSLLVAAVVADQVDVKDCGKFVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIK 
               10        20        30        40        50        60 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.7 E():   84 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (12-31:285-304) 
 
                                  10        20        30        40  
2MEPSP                    AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
              50        60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF 
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.3 E():   84 
Smith-Waterman score: 43; 40.0% identity (75.0% similar) in 20 aa overlap (1-20:218-237) 
 
                                             10        20        30 
2MEPSP                               AAITGGTVTVEGCGTTSLQGDVKFAEVLEM 
                                     :: ::..... : .::.  :           
gi|226 APEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAGGYKV        
       190       200       210       220       230       240        
 
               40        50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF 
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (43-56:292-305) 
 
             20        30        40        50        60        70   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
             80                                                     
2MEPSP TLAVVALF                                                     
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.5  bits: 18.3 E():   87 
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Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (19-47:189-216) 
 
                           10        20        30         40        
2MEPSP             AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
        50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF 
                                         
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK  
        220       230       240          
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.3 E():   90 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (45-69:129-153) 
 
           20        30        40        50        60        70     
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
           80                                                       
2MEPSP AVVALF                                                       
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (22-41:39-63) 
 
                        10        20        30             40       
2MEPSP          AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
         50        60        70        80                           
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                           
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.0  bits: 19.1 E():   92 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (32-67:59-97) 
 
              10        20        30        40           50         
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
       60        70        80                                       
2MEPSP AIDVNMNKMPDVAMTLAVVALF                                       
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (12-57:85-134) 
 
                                  10        20         30           
2MEPSP                    AAITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
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        40        50        60        70        80                  
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                  
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 19.1 E():   96 
Smith-Waterman score: 45; 33.3% identity (76.2% similar) in 21 aa overlap (58-78:293-313) 
 
        30        40        50        60        70        80        
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF        
                                     ...:. .:   :..: .::.:          
gi|458 HIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNADACN 
            270       280       290       300       310       320   
 
gi|458 YSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGTSMA 
            330       340       350       360       370       380   
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.3 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:6-24) 
 
               10        20        30        40        50        60 
2MEPSP AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAI 
                    :  .:. . :: : :. .:                             
gi|990         MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFR 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP DVNMNKMPDVAMTLAVVALF                                         
                                                                    
gi|990 SLSTFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDE 
             60        70        80        90       100       110   
 
>>gi|37724597|gb|AAO22133.1| major pollen allergen Ole e  (134 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.5  bits: 17.3 E():   98 
Smith-Waterman score: 40; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:19-41) 
 
                               10        20        30        40     
2MEPSP                 AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                         : :... .. :   . .::: :.::                  
gi|377 RTVTGYCRAGFITELSEFIPGASLRLQ-C-KDKENGDVTFTEVGYTRAEGLYSMLVERDH 
               10        20          30        40        50         
 
           50        60        70        80                         
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                         
                                                                    
gi|377 KNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|37724593|gb|AAO22132.1| major pollen allergen Ole e  (135 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 43; 30.8% identity (56.4% similar) in 39 aa overlap (3-40:96-134) 
 
                                           10        20        30   
2MEPSP                             AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     ..: : ::.  :  . ..  : :.: . .: 
gi|377 ITLISSGRKDCNEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQVYNKLG 
          70        80        90       100       110       120      
 
              40        50        60        70        80 
2MEPSP A-KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF 
           ::. :                                         
gi|377 MYPPTWNVTI                                        
         130                                             
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 66.4  bits: 20.9 E():   99 
Smith-Waterman score: 50; 30.0% identity (53.3% similar) in 30 aa overlap (41-69:1586-1615) 
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               20        30        40        50         60          
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG-RKHLKAIDVNMNKMPD 
                                     :. . : ::. :     .  . .:.::  : 
gi|203 LEKHTDLLYEPGVQYKIIGNGKIKDDGSHYSIDIQGKPRKAFKLDADMMNFKLNVNKPED 
        1560      1570      1580      1590      1600      1610      
 
      70        80                                     
2MEPSP VAMTLAVVALF                                     
                                                       
gi|203 SNKAQFSYTFNDYTETEEYEFDPHRAYYINWISSIRKYIQNFIVEDH 
        1620      1630      1640      1650      1660   
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 40; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:25-47) 
 
                                     10        20        30         
2MEPSP                       AAITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :... .. :   . .::: :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASLRLQ-C-KDKENGDVTFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
       40        50        60        70        80                   
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF                   
                                                                    
gi|136 LVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNTLNGTTRTVNPLGFFKKEA 
       60        70        80        90       100       110         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:56 2011 done: Tue Apr 19 10:57:56 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 265  - 344 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     3     0:= 
  30    10     2:*=== 
  32     6     8:==* 
  34    17    22:====== * 
  36    52    44:==============*=== 
  38    77    73:========================*= 
  40    91   102:===============================  * 
  42   116   125:=======================================  * 
  44   143   138:=============================================*== 
  46   149   140:==============================================*=== 
  48   147   134:============================================*==== 
  50   130   122:========================================*=== 
  52   117   108:===================================*=== 
  54    89    92:==============================* 
  56    58    77:====================     * 
  58    56    63:=================== * 
  60    50    51:================* 
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  62    24    41:========     * 
  64    23    33:========  * 
  66    24    26:========* 
  68    12    20:====  * 
  70    15    16:=====* 
  72    18    12:===*== 
  74     5    10:== * 
  76    10     8:==*= 
  78     4     6:=* 
  80     3     5:=* 
  82     4     3:*= 
  84     3     3:* 
  86     5     2:*= 
  88     6     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     2     0:=         *== 
 102    10     0:====      *========== 
 104     2     0:=         *== 
 106     2     0:=         *== 
 108     0     0:          * 
 110     2     0:=         *== 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.24570.00299; mu= 9.9884 0.155 
 mean_var=29.9135 8.079, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.234499 
 Kolmogorov-Smirnov  statistic: 0.0279 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.5    0.39 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.5    0.39 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.8    0.63 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.8    0.63 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.4    0.79 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.4    0.79 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 24.1    0.95 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 24.1    0.95 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 24.1       1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 24.1       1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 24.1       1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 24.1       1 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.8     1.3 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.4     1.4 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.8     2.6 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 24.1     2.9 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.8     3.7 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.7     5.2 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   54 22.1     6.1 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   54 22.1     6.2 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 23.1     6.7 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.4     6.8 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.1     6.8 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 23.1     6.8 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   52 21.4     6.9 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.1       7 
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gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.1       7 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 21.1     8.3 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.7     8.6 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.4      11 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.7      11 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.4      13 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.1      13 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   53 21.7      13 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 20.0      15 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.1      16 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 20.0      17 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.1      17 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 20.0      18 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      22 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.4      24 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.4      24 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.4      26 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.4      27 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.7      27 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.4      28 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.4      28 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   46 19.4      28 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.4      28 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.1      29 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.7      30 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.1      31 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.4      31 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.7      34 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   45 19.0      35 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.7      36 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.7      38 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.4      42 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 20.1      43 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.0      46 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.4      46 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.4      46 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.4      46 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      46 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      46 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.4      46 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.4      46 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.4      46 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.4      46 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.1      47 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.4      48 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.4      49 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.4      49 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   43 18.4      51 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.4      51 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.0      53 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      55 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.4      56 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      57 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.0      59 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.0      59 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.0      59 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.4      59 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.7      59 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.7      60 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   43 18.4      61 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.0      62 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.0      62 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.3      65 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.4      65 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.4      69 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.7      70 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.4      71 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.7      72 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 18.0      72 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.4      73 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.4      73 
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gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.7      74 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.7      74 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   43 18.4      77 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   44 18.7      78 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.7      84 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.4      86 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.7      88 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.4      88 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.4      89 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   40 17.3      91 
AOID|2607|LTP Bra o 3 [Brassica oleracea] Manual E (  20)   32 14.6      92 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   37 16.3      92 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.4      92 
gi|37724597|gb|AAO22133.1| major pollen allergen O ( 134)   40 17.3      93 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.0      94 
gi|37724593|gb|AAO22132.1| major pollen allergen O ( 135)   40 17.3      94 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   40 17.3      95 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.0      98 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 109.8  bits: 25.5 E(): 0.39 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (5-62:16-77) 
 
                            10        20        30           40     
2MEPSP            AITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCMST 
               10        20        30         40        50          
 
           50        60        70        80                         
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                         
       ::  .: :..:    : :                                           
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.8  bits: 25.5 E(): 0.39 
Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (5-62:16-77) 
 
                            10        20         30        40       
2MEPSP            AITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . :..    :.  . :: 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                          
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 106.1  bits: 24.8 E(): 0.63 
Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (5-62:16-77) 
 
                            10        20         30        40       
2MEPSP            AITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                          
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 106.1  bits: 24.8 E(): 0.63 
Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (5-62:16-77) 
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                            10        20        30           40     
2MEPSP            AITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCMST 
               10        20        30         40        50          
 
           50        60        70        80                         
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                         
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 104.3  bits: 24.4 E(): 0.79 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (5-62:16-77) 
 
                            10        20        30           40     
2MEPSP            AITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           50        60        70        80                         
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                         
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 104.3  bits: 24.4 E(): 0.79 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (5-62:16-77) 
 
                            10        20        30           40     
2MEPSP            AITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           50        60        70        80                         
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                         
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.9  bits: 24.1 E(): 0.95 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (5-62:16-77) 
 
                            10        20        30           40     
2MEPSP            AITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           50        60        70        80                         
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                         
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.9  bits: 24.1 E(): 0.95 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (5-62:16-77) 
 
                            10        20        30           40     
2MEPSP            AITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           50        60        70        80                         
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2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                         
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (5-62:16-77) 
 
                            10        20        30           40     
2MEPSP            AITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           50        60        70        80                         
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                         
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (5-62:16-77) 
 
                            10        20        30           40     
2MEPSP            AITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           50        60        70        80                         
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                         
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (5-62:16-77) 
 
                            10        20        30           40     
2MEPSP            AITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           50        60        70        80                         
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                         
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (5-62:16-77) 
 
                            10        20        30           40     
2MEPSP            AITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           50        60        70        80                         
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                         
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
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Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (5-62:16-77) 
 
                            10        20        30           40     
2MEPSP            AITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|145 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           50        60        70        80                         
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                         
       ::  .: :..:    : :                                           
gi|145 GPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (5-62:16-77) 
 
                            10        20        30           40     
2MEPSP            AITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           50        60        70        80                         
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                         
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (5-62:16-77) 
 
                            10        20        30           40     
2MEPSP            AITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           50        60        70        80                         
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                         
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (5-62:16-77) 
 
                            10        20        30           40     
2MEPSP            AITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           50        60        70        80                         
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                         
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 100.6  bits: 23.8 E():  1.3 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (5-62:16-77) 
 
                            10        20         30        40       
2MEPSP            AITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMSTG 
               10        20        30        40        50        60 
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          50        60        70        80                          
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                          
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.6  bits: 23.4 E():  1.4 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (43-66:85-109) 
 
             20        30        40         50        60        70  
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
              80               
2MEPSP TLAVVALFA               
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 95.1  bits: 22.8 E():  2.6 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (5-62:16-77) 
 
                            10        20         30        40       
2MEPSP            AITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCMSTG 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                          
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 94.1  bits: 24.1 E():  2.9 
Smith-Waterman score: 60; 23.4% identity (64.1% similar) in 64 aa overlap (18-78:306-369) 
 
                            10        20         30        40       
2MEPSP              AITGGTVTVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
           50        60        70        80                         
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                         
        :  . . .:  .:. ...:.. .:. .. .: .                           
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
gi|144 VGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
         400       410       420       430       440      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  59  Z-score: 92.3  bits: 23.8 E():  3.7 
Smith-Waterman score: 59; 22.4% identity (65.5% similar) in 58 aa overlap (23-78:312-369) 
 
                       10        20        30        40          50 
2MEPSP         AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
               60        70        80                               
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFA                               
       . .:  .:. ...:.. .:. .. .: .                                 
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gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 89.6  bits: 21.7 E():  5.2 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (5-62:16-77) 
 
                            10        20        30           40     
2MEPSP            AITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : .: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           50        60        70        80                         
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                         
       ::   : :..:    : :                                           
gi|160 GPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 88.3  bits: 22.1 E():  6.1 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (15-80:93-163) 
 
                               10        20           30            
2MEPSP                 AITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
      40        50         60        70        80                   
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA                   
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|289 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
gi|289 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 88.2  bits: 22.1 E():  6.2 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (15-80:96-166) 
 
                               10        20           30            
2MEPSP                 AITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
      40        50         60        70        80                   
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA                   
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|424 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
gi|424 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          190       200       210       220       230  
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.6  bits: 23.1 E():  6.7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (52-68:399-415) 
 
              30        40        50        60        70        80  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA  
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
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 initn:  45 init1:  45 opt:  52  Z-score: 87.6  bits: 21.4 E():  6.8 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (14-60:30-74) 
 
                               10        20        30        40     
2MEPSP                 AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                         
       :  .  :  ....:::                                             
gi|169 GETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
                 70        80        90       100       110         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.6  bits: 23.1 E():  6.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (52-68:402-418) 
 
              30        40        50        60        70        80  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA  
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.5  bits: 23.1 E():  6.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (52-68:403-419) 
 
              30        40        50        60        70        80  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA  
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.5  bits: 21.4 E():  6.9 
Smith-Waterman score: 52; 26.2% identity (54.8% similar) in 42 aa overlap (4-45:89-130) 
 
                                          10        20        30    
2MEPSP                            AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :. ..: .  .: .  : :  .:..  :   
gi|583 KENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHT 
       60        70        80        90       100       110         
 
            40        50        60        70        80 
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
         :...: :  :                                    
gi|583 ELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP       
      120       130       140       150                
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.3  bits: 23.1 E():    7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (52-68:422-438) 
 
              30        40        50        60        70        80  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA  
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
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 initn:  57 init1:  57 opt:  57  Z-score: 87.3  bits: 23.1 E():    7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (52-68:422-438) 
 
              30        40        50        60        70        80  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA  
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 86.0  bits: 21.1 E():  8.3 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (5-62:16-77) 
 
                            10        20        30           40     
2MEPSP            AITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
           50        60        70        80                         
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                         
       ::  .: :...    : :                                           
gi|160 GPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 85.7  bits: 20.7 E():  8.6 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (42-80:20-59) 
 
              20        30        40         50         60          
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                          10        20        30        40          
 
      70        80                                                  
2MEPSP AMTLAVVALFA                                                  
          : :  : :                                                  
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.9  bits: 21.4 E():   11 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (2-21:208-227) 
 
                                            10        20        30  
2MEPSP                              AITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
              40        50        60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                                                         
gi|111 KPEFIDIINAAAVKSA                                  
       240       250                                     
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.5  bits: 20.7 E():   11 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (13-63:38-88) 
 
                                 10        20        30        40   
2MEPSP                   AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
             50         60        70        80                      
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2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVAMTLAVVALFA                      
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 82.6  bits: 20.4 E():   13 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (2-26:35-57) 
 
                                            10        20        30  
2MEPSP                              AITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
              40        50        60        70        80            
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA            
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (45-80:390-426) 
 
           20        30        40        50          60        70   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
             80                                                     
2MEPSP LAVVALFA                                                     
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 82.3  bits: 21.7 E():   13 
Smith-Waterman score: 53; 20.3% identity (60.9% similar) in 64 aa overlap (13-75:126-189) 
 
                                 10        20        30        40   
2MEPSP                   AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS-V 
                                     : . .  ::....  ...  .    ::. . 
gi|513 SLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGI 
         100       110       120       130       140       150      
 
              50        60        70        80                      
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                      
        .   :.: . .: : ..:...: . .  ..:.:                           
gi|513 FAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDLVNSFSANVKKIYDLGA 
         160       170       180       190       200       210      
 
gi|513 RTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNHKLKEIVAQLRKDLPLA 
         220       230       240       250       260       270      
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 81.5  bits: 20.0 E():   15 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (27-53:9-37) 
 
               10        20        30        40          50         
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKA 
                                 : ...: ..:: ..  ...: : : : :.      
gi|153                   MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHI 
                                 10        20        30        40   
 
       60        70        80                                       
2MEPSP IDVNMNKMPDVAMTLAVVALFA                                       
                                                                    
gi|153 MPCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEV 
             50        60        70        80        90       100   
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>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.6  bits: 21.1 E():   16 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (19-67:228-277) 
 
                           10        20        30        40         
2MEPSP             AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
       50         60        70        80               
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFA               
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 80.2  bits: 20.0 E():   17 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (14-60:30-74) 
 
                               10        20        30        40     
2MEPSP                 AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                         
       :  .  :  .....::                                             
gi|374 GETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
                 70        80        90       100       110         
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.1  bits: 21.1 E():   17 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (19-67:247-296) 
 
                           10        20        30        40         
2MEPSP             AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
       50         60        70        80               
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFA               
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 80.1  bits: 20.0 E():   18 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (30-48:1-18) 
 
               10        20        30        40        50        60 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                    ::.  :... :..:  :::             
gi|444                              MGV-FTYSDESTSVIPPPRLFKALVLEADTL 
                                             10        20        30 
 
               70        80                                         
2MEPSP VNMNKMPDVAMTLAVVALFA                                         
                                                                    
gi|444 IPKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGD 
               40        50        60        70        80        90 
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.4  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (11-56:68-117) 
 
                                   10        20         30          
2MEPSP                     AITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
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                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
         40        50        60        70        80                 
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                 
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.8  bits: 20.4 E():   24 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (42-75:170-204) 
 
              20        30        40         50         60          
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
      70        80                                                  
2MEPSP AMTLAVVALFA                                                  
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (14-66:114-161) 
 
                                10        20        30        40    
2MEPSP                  AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
            50        60        70        80                        
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                        
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 20.4 E():   26 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (10-34:282-306) 
 
                                    10        20        30          
2MEPSP                      AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
      40        50        60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (15-30:135-150) 
 
                               10        20        30        40     
2MEPSP                 AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
           50        60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.7  bits: 20.7 E():   27 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (42-80:291-330) 
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              20        30        40         50         60          
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
      70        80                                                  
2MEPSP AMTLAVVALFA                                                  
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (23-55:82-109) 
 
                       10        20        30        40        50   
2MEPSP         AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
             60        70        80                         
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFA                         
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (30-48:1-18) 
 
               10        20        30        40        50        60 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                    ::.  :... :..:  :::             
gi|444                              MGV-FTYADESTSVIPPPRLFKALVLEADTL 
                                             10        20        30 
 
               70        80                                         
2MEPSP VNMNKMPDVAMTLAVVALFA                                         
                                                                    
gi|444 IPKIAPQSVKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGD 
               40        50        60        70        80        90 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 46; 21.4% identity (52.9% similar) in 70 aa overlap (8-77:41-107) 
 
                                      10        20        30        
2MEPSP                        AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                     .::. : ..  : .:  ..    :.   .. 
gi|154 PSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIK--NITFAEGSPFKFV 
               20        30        40        50          60         
 
        40        50        60        70        80                  
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                  
       .  :  .      :.   ... ::  .:.  :.. :..::                     
gi|154 KERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELTIVAAPGGGSILKISGKFHAKGDH 
       70        80         90       100       110       120        
 
gi|154 EVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (30-48:1-18) 
 
               10        20        30        40        50        60 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                    ::.  :... :..:  :::             
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gi|444                              MGV-FTYADESTSVITPPRLFKALVLEADTL 
                                             10        20        30 
 
               70        80                                         
2MEPSP VNMNKMPDVAMTLAVVALFA                                         
                                                                    
gi|444 IPKIAPQSVKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGD 
               40        50        60        70        80        90 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.2  bits: 21.1 E():   29 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (52-68:430-446) 
 
              30        40        50        60        70        80  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA  
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.8  bits: 20.7 E():   30 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (42-80:6-45) 
 
              20        30        40         50         60          
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|223                          INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                                        10        20         30     
 
      70        80                                                  
2MEPSP AMTLAVVALFA                                                  
          : :  : :                                                  
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.6  bits: 20.1 E():   31 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (20-45:175-201) 
 
                          10        20         30        40         
2MEPSP            AITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
       50        60        70        80                             
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                             
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.6  bits: 19.4 E():   31 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (21-47:4-30) 
 
               10        20        30        40        50        60 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                           .::: :: ...: :  . .:.   . :              
gi|727                  MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYC 
                                10        20        30        40    
 
               70        80                                         
2MEPSP VNMNKMPDVAMTLAVVALFA                                         
                                                                    
gi|727 LILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPR 
            50        60        70        80        90       100    
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
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 initn:  38 init1:  38 opt:  44  Z-score: 75.0  bits: 18.7 E():   34 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (46-78:38-75) 
 
          20        30        40        50             60        70 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
               80                                             
2MEPSP MTLAVVALFA                                             
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 45; 21.4% identity (51.4% similar) in 70 aa overlap (8-77:41-107) 
 
                                      10        20        30        
2MEPSP                        AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                     .::. : ..  : .:  ..    :.   .. 
gi|154 PSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIK--NITFAEGSPFKFV 
               20        30        40        50          60         
 
        40        50        60        70        80                  
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                  
       .  :  .      :.   ... ::  .:.  :.. : .::                     
gi|154 KERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELKIVAAPGGGSILKISGKFHAKGDH 
       70        80         90       100       110       120        
 
gi|154 EVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       130       140       150       160 
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:19-41) 
 
                                10        20        30        40    
2MEPSP                  AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                         : :..: .. :   . .::. :.::                  
gi|131 QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVERDH 
               10        20         30         40        50         
 
            50        60        70        80                        
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                        
                                                                    
gi|131 KNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.1  bits: 18.7 E():   38 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:25-47) 
 
                                      10        20        30        
2MEPSP                        AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
        40        50        60        70        80                  
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                  
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.4 E():   42 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (42-55:15-28) 
 
              20        30        40        50        60        70  
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2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
              80                                                    
2MEPSP TLAVVALFA                                                    
                                                                    
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.1  bits: 20.1 E():   43 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (42-80:291-330) 
 
              20        30        40         50         60          
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
      70        80                                                  
2MEPSP AMTLAVVALFA                                                  
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.6  bits: 19.0 E():   46 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (53-68:152-167) 
 
             30        40        50        60        70        80   
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA   
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.5  bits: 18.4 E():   46 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (2-26:20-42) 
 
                                 10        20        30        40   
2MEPSP                   AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
             50        60        70        80                       
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                       
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.5  bits: 18.4 E():   46 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:20-42) 
 
                                 10        20        30        40   
2MEPSP                   AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :   . .::. :.::                 
gi|333 WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVERD 
               10        20          30        40        50         
 
             50        60        70        80                       
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                       
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
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>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.5  bits: 18.4 E():   46 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (2-26:20-42) 
 
                                 10        20        30        40   
2MEPSP                   AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
             50        60        70        80                       
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                       
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (29-52:7-30) 
 
               10        20        30        40        50        60 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                   ...  :. . .:..  :::. : :         
gi|109                       MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYG 
                                     10        20        30         
 
               70        80                                         
2MEPSP VNMNKMPDVAMTLAVVALFA                                         
                                                                    
gi|109 DKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEI 
       40        50        60        70        80        90         
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (29-52:7-30) 
 
               10        20        30        40        50        60 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                   ...  :. . .:..  :::. : :         
gi|811                       MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYG 
                                     10        20        30         
 
               70        80                                         
2MEPSP VNMNKMPDVAMTLAVVALFA                                         
                                                                    
gi|811 KQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEV 
       40        50        60        70        80        90         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.5  bits: 18.4 E():   46 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:21-43) 
 
                                  10        20        30        40  
2MEPSP                    AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
              50        60        70        80                      
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                      
                                                                    
gi|333 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.5  bits: 18.4 E():   46 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:21-43) 
 
                                  10        20        30        40  
2MEPSP                    AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
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                           : :..: .. :   . .::. :.::                
gi|333 IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
              50        60        70        80                      
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                      
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.5  bits: 18.4 E():   46 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:21-43) 
 
                                  10        20        30        40  
2MEPSP                    AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|375 IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
              50        60        70        80                      
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                      
                                                                    
gi|375 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.5  bits: 18.4 E():   46 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:21-43) 
 
                                  10        20        30        40  
2MEPSP                    AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
              50        60        70        80                      
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                      
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.2  bits: 20.1 E():   47 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (27-66:312-353) 
 
                   10        20        30        40          50     
2MEPSP     AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
           60        70        80                                   
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFA                                   
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.2  bits: 18.4 E():   48 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:25-47) 
 
                                      10        20        30        
2MEPSP                        AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFINELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
        40        50        60        70        80                  
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                  
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gi|136 LVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRTINPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:29-51) 
 
                                          10        20        30    
2MEPSP                            AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
            40        50        60        70        80              
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA              
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:29-51) 
 
                                          10        20        30    
2MEPSP                            AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
            40        50        60        70        80              
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA              
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:35-57) 
 
                                            10        20        30  
2MEPSP                              AITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
              40        50        60        70        80            
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA            
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILSTVNGTTRTVNPLG 
             70        80        90       100       110       120   
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:35-57) 
 
                                            10        20        30  
2MEPSP                              AITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
              40        50        60        70        80            
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA            
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.3  bits: 19.0 E():   53 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (37-69:43-76) 
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         10        20        30        40         50        60      
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
          70        80                                              
2MEPSP MPDVAMTLAVVALFA                                              
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 19.0 E():   55 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (45-53:14-22) 
 
           20        30        40        50        60        70     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
           80                                                       
2MEPSP VVALFA                                                       
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 43; 23.2% identity (46.4% similar) in 69 aa overlap (9-77:45-107) 
 
                                     10        20        30         
2MEPSP                       AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ::: :  .    . :.:     :. : ... 
gi|730 PAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFSE-----GSPVKYVK 
           20        30        40        50        60               
 
       40        50        60        70        80                   
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                   
         :         ..   ... ::  .:.  :.  : .::                      
gi|730 ERVEEIDHTNFKYNYTVIEG-DVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHE 
      70        80         90       100       110       120         
 
gi|730 VNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      130       140       150       160 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.0 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (45-53:25-33) 
 
           20        30        40        50        60        70     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
           80                                                       
2MEPSP VVALFA                                                       
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.0 E():   59 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (45-53:31-39) 
 
           20        30        40        50        60        70     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
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               10        20        30        40        50        60 
 
           80                                                       
2MEPSP VVALFA                                                       
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.0 E():   59 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (45-53:31-39) 
 
           20        30        40        50        60        70     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
           80                                                       
2MEPSP VVALFA                                                       
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.0 E():   59 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (45-53:32-40) 
 
           20        30        40        50        60        70     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
           80                                                       
2MEPSP VVALFA                                                       
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.5  bits: 18.4 E():   59 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (53-68:43-58) 
 
             30        40        50        60        70        80   
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA   
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.5  bits: 18.7 E():   59 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (16-46:98-127) 
 
                              10        20        30        40      
2MEPSP                AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
          50        60        70        80                          
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                          
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.4  bits: 18.7 E():   60 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8630

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (16-46:99-128) 
 
                              10        20        30        40      
2MEPSP                AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
          50        60        70        80                          
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                          
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 18.4 E():   61 
Smith-Waterman score: 43; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:68-85) 
 
               40        50        60        70        80           
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA           
                                     :: ::.:. : : ... .             
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKIIDGHVVTINETT 
        40        50        60        70        80        90        
 
gi|944 YTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVES 
       100       110       120       130       140       150        
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.2  bits: 19.0 E():   62 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (20-45:175-201) 
 
                          10        20         30        40         
2MEPSP            AITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
       50        60        70        80                             
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                             
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.2  bits: 19.0 E():   62 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (20-45:175-201) 
 
                          10        20         30        40         
2MEPSP            AITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
       50        60        70        80                             
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                             
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 69.8  bits: 14.3 E():   65 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (40-46:2-8) 
 
      10        20        30        40        50        60          
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     ..:. ::                        
gi|250                              PTITIGGPEYR                     
                                            10                      
 
      70        80 
2MEPSP AMTLAVVALFA 
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>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (7-25:97-115) 
 
                                       10        20        30       
2MEPSP                         AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
         40        50        60        70        80                 
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                 
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.4 E():   69 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (47-60:41-54) 
 
         20        30        40        50        60        70       
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
         80                                                         
2MEPSP ALFA                                                         
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.2  bits: 19.7 E():   70 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (38-55:288-305) 
 
        10        20        30        40        50        60        
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
        70        80                                                
2MEPSP DVAMTLAVVALFA                                                
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.4 E():   71 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (47-60:45-58) 
 
         20        30        40        50        60        70       
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
         80                                                         
2MEPSP ALFA                                                         
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (18-46:204-231) 
 
                            10        20        30         40       
2MEPSP              AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
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                                     .:  :. :. :  ::  .: ..:   .::: 
gi|386 VEKGSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
           180       190       200       210         220       230  
 
         50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                                          
gi|386 FTVRYTTEGGTKVEAEDVIPEGWKADTAYESK   
             240       250       260      
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (16-30:53-67) 
 
                              10        20        30        40      
2MEPSP                AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
          50        60        70        80                          
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                          
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.4 E():   73 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (53-67:152-166) 
 
             30        40        50        60        70        80   
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA   
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.4 E():   73 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (53-67:152-166) 
 
             30        40        50        60        70        80   
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA   
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (1-45:204-252) 
 
                                             10           20        
2MEPSP                               AITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|833 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
         30        40        50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
       .  :: : :  ..:  . :                                    
gi|833 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN                  
           240       250       260       270                  
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 50; 32.7% identity (53.1% similar) in 49 aa overlap (1-45:204-252) 
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                                             10           20        
2MEPSP                               AITGGTVTVEGCGTT---SLQGDVKFAEVL 
                                     :.  : .:   :: :   . .: .: : :. 
gi|668 GQLTYYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVV 
           180       190       200       210       220       230    
 
         30        40        50        60        70        80 
2MEPSP EM-MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
       .  :: : :  ..:  . :                                    
gi|668 DKCMGCKPTDLDASRHLFGELADFSAGRIDGMSWYFN                  
           240       250       260       270                  
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.4 E():   77 
Smith-Waterman score: 43; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:116-133) 
 
               40        50        60        70        80           
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA           
                                     :: ::.:. : : ... .             
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKIIDGHVVTINETT 
          90       100       110       120       130       140      
 
gi|944 YTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVES 
         150       160       170       180       190       200      
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 44; 27.5% identity (52.5% similar) in 40 aa overlap (4-40:221-260) 
 
                                          10           20        30 
2MEPSP                            AITGGTVTVEGCGTTSLQ---GDVKFAEVLEMM 
                                     :. .. :  :..:.    :: :.  :   . 
gi|167 TGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPGVYTRV 
              200       210       220       230       240       250 
 
               40        50        60        70        80 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
       .  . : : :                                         
gi|167 SQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW                
              260       270       280                     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.7 E():   84 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (11-30:285-304) 
 
                                   10        20        30        40 
2MEPSP                     AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
               50        60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.6  bits: 18.4 E():   86 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (18-46:189-216) 
 
                            10        20        30         40       
2MEPSP              AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
      160       170       180       190       200         210       
 
         50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                                          
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK   
        220       230       240           
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>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.4  bits: 17.7 E():   88 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (21-40:39-63) 
 
                         10        20        30             40      
2MEPSP           AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
          50        60        70        80                          
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                          
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 19.4 E():   88 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (42-55:292-305) 
 
              20        30        40        50        60        70  
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
              80                                                    
2MEPSP TLAVVALFA                                                    
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (44-68:129-153) 
 
            20        30        40        50        60        70    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
            80                                                      
2MEPSP AVVALFA                                                      
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.3 E():   91 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:6-24) 
 
               10        20        30        40        50        60 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                   :  .:. . :: : :. .:                              
gi|990        MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRS 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP VNMNKMPDVAMTLAVVALFA                                         
                                                                    
gi|990 LSTFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEV 
            60        70        80        90       100       110    
 
>>AOID|2607|LTP Bra o 3 [Brassica oleracea] Manual Entry  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.0  bits: 14.6 E():   92 
Smith-Waterman score: 32; 75.0% identity (87.5% similar) in 8 aa overlap (1-8:1-8) 
 
               10        20        30        40        50        60 
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
       ::. ::::                                                     
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AOID|2 AISCGTVTSNLAPCAVYLMK                                         
               10        20                                         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.0  bits: 16.3 E():   92 
Smith-Waterman score: 37; 41.2% identity (64.7% similar) in 17 aa overlap (63-79:1-17) 
 
             40        50        60        70        80             
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA             
                                     : :. .::  : . :.:              
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.9  bits: 18.4 E():   92 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (11-56:85-134) 
 
                                   10        20         30          
2MEPSP                     AITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
         40        50        60        70        80                 
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                 
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|37724597|gb|AAO22133.1| major pollen allergen Ole e  (134 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 40; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:19-41) 
 
                                10        20        30        40    
2MEPSP                  AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                         : :... .. :   . .::: :.::                  
gi|377 RTVTGYCRAGFITELSEFIPGASLRLQ-C-KDKENGDVTFTEVGYTRAEGLYSMLVERDH 
               10        20          30        40        50         
 
            50        60        70        80                        
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                        
                                                                    
gi|377 KNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 66.8  bits: 19.0 E():   94 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (31-66:59-97) 
 
               10        20        30        40           50        
2MEPSP AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
        60        70        80                                      
2MEPSP AIDVNMNKMPDVAMTLAVVALFA                                      
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|37724593|gb|AAO22132.1| major pollen allergen Ole e  (135 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 43; 30.8% identity (56.4% similar) in 39 aa overlap (2-39:96-134) 
 
                                            10        20        30  
2MEPSP                              AITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     ..: : ::.  :  . ..  : :.: . .: 
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gi|377 ITLISSGRKDCNEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQVYNKLG 
          70        80        90       100       110       120      
 
               40        50        60        70        80 
2MEPSP A-KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
           ::. :                                          
gi|377 MYPPTWNVTI                                         
         130                                              
 
>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 40; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:25-47) 
 
                                      10        20        30        
2MEPSP                        AITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :... .. :   . .::: :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASLRLQ-C-KDKENGDVTFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
        40        50        60        70        80                  
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA                  
                                                                    
gi|136 LVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNTLNGTTRTVNPLGFFKKEA 
       60        70        80        90       100       110         
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 19.0 E():   98 
Smith-Waterman score: 45; 33.3% identity (76.2% similar) in 21 aa overlap (57-77:293-313) 
 
         30        40        50        60        70        80       
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA       
                                     ...:. .:   :..: .::.:          
gi|458 HIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNADACN 
            270       280       290       300       310       320   
 
gi|458 YSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGTSMA 
            330       340       350       360       370       380   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:56 2011 done: Tue Apr 19 10:57:56 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 266  - 345 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     3     0:= 
  30    11     2:*=== 
  32     6     8:==* 
  34    15    22:=====  * 
  36    59    44:==============*===== 
  38    75    73:========================* 
  40    91   102:===============================  * 
  42   113   125:======================================   * 
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  44   135   138:=============================================* 
  46   153   140:==============================================*==== 
  48   144   134:============================================*=== 
  50   144   122:========================================*======= 
  52   119   108:===================================*==== 
  54    84    92:============================  * 
  56    56    77:===================      * 
  58    52    63:==================  * 
  60    53    51:================*= 
  62    25    41:=========    * 
  64    22    33:========  * 
  66    20    26:======= * 
  68    14    20:===== * 
  70    15    16:=====* 
  72    18    12:===*== 
  74     5    10:== * 
  76    10     8:==*= 
  78     4     6:=* 
  80     3     5:=* 
  82     4     3:*= 
  84     3     3:* 
  86     4     2:*= 
  88     7     2:*==        inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     2     0:=         *== 
 102    10     0:====      *========== 
 104     2     0:=         *== 
 106     2     0:=         *== 
 108     0     0:          * 
 110     2     0:=         *== 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.17570.00297; mu= 10.3715 0.154 
 mean_var=29.8436 8.112, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.234773 
 Kolmogorov-Smirnov  statistic: 0.0346 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.5    0.39 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.5    0.39 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.8    0.63 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.8    0.63 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.4    0.79 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.4    0.79 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 24.1    0.95 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 24.1    0.95 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 24.1       1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 24.1       1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 24.1       1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 24.1       1 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 24.1       1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.8     1.3 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.4     1.4 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.8     2.6 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 24.1     2.9 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.8     3.6 
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gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.7     5.2 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   54 22.1     6.1 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   54 22.1     6.2 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 23.1     6.6 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.1     6.7 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 23.1     6.7 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.4     6.8 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   52 21.4     6.9 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.1     6.9 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.1     6.9 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 21.1     8.3 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.7     8.6 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   52 21.4      11 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.7      11 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   49 20.4      13 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.1      13 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   53 21.8      13 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 20.0      15 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.1      16 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 20.0      17 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.1      17 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 20.0      18 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      22 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.4      23 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.4      24 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.4      26 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.7      27 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.4      27 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.4      28 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.4      28 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   46 19.4      28 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.4      28 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.1      28 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.8      30 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.1      31 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.4      31 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.7      34 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   45 19.0      35 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   44 18.7      36 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   44 18.7      38 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.4      41 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 20.1      42 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.0      45 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      46 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      46 
gi|33329750|gb|AAQ10277.1| major pollen allergen O ( 131)   43 18.3      46 
gi|33329752|gb|AAQ10278.1| major pollen allergen O ( 131)   43 18.3      46 
gi|33329744|gb|AAQ10274.1| major pollen allergen O ( 131)   43 18.3      46 
gi|33325115|gb|AAQ08190.1| major pollen allergen O ( 132)   43 18.3      47 
gi|33329738|gb|AAQ10271.1| major pollen allergen O ( 132)   43 18.3      47 
gi|37548753|gb|AAN18044.1| major pollen allergen O ( 132)   43 18.3      47 
gi|33329732|gb|AAQ10268.1| major pollen allergen O ( 132)   43 18.3      47 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.1      47 
gi|1362130|pir||F53806 major allergen OLE19 - comm ( 136)   43 18.3      48 
gi|145313990|gb|ABP58636.1| major pollen allergen  ( 140)   43 18.3      49 
gi|145313984|gb|ABP58633.1| major pollen allergen  ( 140)   43 18.3      49 
gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [O ( 146)   43 18.3      51 
gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [O ( 146)   43 18.3      51 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.0      53 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      55 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.4      56 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      57 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.0      58 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.0      58 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.0      58 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.4      59 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.7      59 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.7      60 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   43 18.4      61 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.0      61 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.0      61 
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gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.4      64 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.2      68 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.7      69 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.4      69 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.4      71 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.7      72 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 18.0      73 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.4      73 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.4      73 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.7      74 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.7      74 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   43 18.4      77 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   44 18.7      77 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.7      83 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.4      85 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.4      87 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.7      88 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.4      89 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   40 17.3      92 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.4      92 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      93 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   37 16.3      94 
gi|37724597|gb|AAO22133.1| major pollen allergen O ( 134)   40 17.3      94 
gi|37724593|gb|AAO22132.1| major pollen allergen O ( 135)   40 17.3      95 
gi|1362134|pir||D53806 major allergen OLE33/OLE37  ( 136)   40 17.3      95 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.1      97 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 109.8  bits: 25.5 E(): 0.39 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (4-61:16-77) 
 
                             10        20        30           40    
2MEPSP             ITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCMST 
               10        20        30         40        50          
 
            50        60        70        80                        
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                        
       ::  .: :..:    : :                                           
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.8  bits: 25.5 E(): 0.39 
Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (4-61:16-77) 
 
                             10        20         30        40      
2MEPSP             ITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . :..    :.  . :: 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                         
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 106.1  bits: 24.8 E(): 0.63 
Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (4-61:16-77) 
 
                             10        20         30        40      
2MEPSP             ITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                         
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       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 106.1  bits: 24.8 E(): 0.63 
Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (4-61:16-77) 
 
                             10        20        30           40    
2MEPSP             ITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCMST 
               10        20        30         40        50          
 
            50        60        70        80                        
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                        
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 104.3  bits: 24.4 E(): 0.79 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (4-61:16-77) 
 
                             10        20        30           40    
2MEPSP             ITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            50        60        70        80                        
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                        
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 104.3  bits: 24.4 E(): 0.79 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (4-61:16-77) 
 
                             10        20        30           40    
2MEPSP             ITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            50        60        70        80                        
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                        
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.9  bits: 24.1 E(): 0.95 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (4-61:16-77) 
 
                             10        20        30           40    
2MEPSP             ITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            50        60        70        80                        
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                        
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.9  bits: 24.1 E(): 0.95 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (4-61:16-77) 
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                             10        20        30           40    
2MEPSP             ITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            50        60        70        80                        
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                        
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (4-61:16-77) 
 
                             10        20        30           40    
2MEPSP             ITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            50        60        70        80                        
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                        
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (4-61:16-77) 
 
                             10        20        30           40    
2MEPSP             ITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            50        60        70        80                        
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                        
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (4-61:16-77) 
 
                             10        20        30           40    
2MEPSP             ITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            50        60        70        80                        
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                        
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (4-61:16-77) 
 
                             10        20        30           40    
2MEPSP             ITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
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            50        60        70        80                        
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                        
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (4-61:16-77) 
 
                             10        20        30           40    
2MEPSP             ITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|145 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            50        60        70        80                        
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                        
       ::  .: :..:    : :                                           
gi|145 GPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (4-61:16-77) 
 
                             10        20        30           40    
2MEPSP             ITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            50        60        70        80                        
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                        
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (4-61:16-77) 
 
                             10        20        30           40    
2MEPSP             ITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            50        60        70        80                        
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                        
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (4-61:16-77) 
 
                             10        20        30           40    
2MEPSP             ITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            50        60        70        80                        
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                        
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
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 initn:  51 init1:  51 opt:  59  Z-score: 100.6  bits: 23.8 E():  1.3 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (4-61:16-77) 
 
                             10        20         30        40      
2MEPSP             ITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMSTG 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                         
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.6  bits: 23.4 E():  1.4 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (42-65:85-109) 
 
              20        30        40         50        60        70 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
               80              
2MEPSP TLAVVALFAD              
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 95.1  bits: 22.8 E():  2.6 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (4-61:16-77) 
 
                             10        20         30        40      
2MEPSP             ITGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCMSTG 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                         
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 94.2  bits: 24.1 E():  2.9 
Smith-Waterman score: 60; 23.4% identity (64.1% similar) in 64 aa overlap (17-77:306-369) 
 
                             10         20        30        40      
2MEPSP               ITGGTVTVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
            50        60        70        80                        
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                        
        :  . . .:  .:. ...:.. .:. .. .: .                           
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
gi|144 VGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
         400       410       420       430       440      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  59  Z-score: 92.4  bits: 23.8 E():  3.6 
Smith-Waterman score: 59; 22.4% identity (65.5% similar) in 58 aa overlap (22-77:312-369) 
 
                        10        20        30        40            
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2MEPSP          ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
      50        60        70        80                              
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                              
       . .:  .:. ...:.. .:. .. .: .                                 
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 89.6  bits: 21.7 E():  5.2 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (4-61:16-77) 
 
                             10        20        30           40    
2MEPSP             ITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : .: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            50        60        70        80                        
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                        
       ::   : :..:    : :                                           
gi|160 GPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 88.4  bits: 22.1 E():  6.1 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (14-79:93-163) 
 
                                10        20           30           
2MEPSP                  ITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
       40        50         60        70        80                  
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFAD                  
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|289 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
gi|289 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 88.3  bits: 22.1 E():  6.2 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (14-79:96-166) 
 
                                10        20           30           
2MEPSP                  ITGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
       40        50         60        70        80                  
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFAD                  
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|424 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
gi|424 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          190       200       210       220       230  
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.7  bits: 23.1 E():  6.6 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (51-67:399-415) 
 
               30        40        50        60        70        80 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
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                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.7  bits: 23.1 E():  6.7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (51-67:402-418) 
 
               30        40        50        60        70        80 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.7  bits: 23.1 E():  6.7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (51-67:403-419) 
 
               30        40        50        60        70        80 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 87.6  bits: 21.4 E():  6.8 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (13-59:30-74) 
 
                                10        20        30        40    
2MEPSP                  ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                        
       :  .  :  ....:::                                             
gi|169 GETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
                 70        80        90       100       110         
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.5  bits: 21.4 E():  6.9 
Smith-Waterman score: 52; 26.2% identity (54.8% similar) in 42 aa overlap (3-44:89-130) 
 
                                           10        20        30   
2MEPSP                             ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :. ..: .  .: .  : :  .:..  :   
gi|583 KENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHT 
       60        70        80        90       100       110         
 
             40        50        60        70        80 
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
         :...: :  :                                     
gi|583 ELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP        
      120       130       140       150                 
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.4  bits: 23.1 E():  6.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (51-67:422-438) 
 
               30        40        50        60        70        80 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
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                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.4  bits: 23.1 E():  6.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (51-67:422-438) 
 
               30        40        50        60        70        80 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 86.0  bits: 21.1 E():  8.3 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (4-61:16-77) 
 
                             10        20        30           40    
2MEPSP             ITGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
            50        60        70        80                        
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                        
       ::  .: :...    : :                                           
gi|160 GPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 85.7  bits: 20.7 E():  8.6 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (41-79:20-59) 
 
               20        30        40         50         60         
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                          10        20        30        40          
 
       70        80                                                 
2MEPSP AMTLAVVALFAD                                                 
          : :  : :                                                  
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.9  bits: 21.4 E():   11 
Smith-Waterman score: 52; 45.0% identity (60.0% similar) in 20 aa overlap (1-20:208-227) 
 
                                             10        20        30 
2MEPSP                               ITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : ::.::  .:   . : ::           
gi|111 SPAQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASL 
       180       190       200       210       220       230        
 
               40        50        60        70        80 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                                          
gi|111 KPEFIDIINAAAVKSA                                   
       240       250                                      
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.5  bits: 20.7 E():   11 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (12-62:38-88) 
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                                  10        20        30        40  
2MEPSP                    ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
              50         60        70        80                     
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVAMTLAVVALFAD                     
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 82.6  bits: 20.4 E():   13 
Smith-Waterman score: 49; 40.0% identity (72.0% similar) in 25 aa overlap (1-25:35-57) 
 
                                             10        20        30 
2MEPSP                               ITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     :::..: .. :   . .::: :.:.      
gi|349 PQPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRG 
           10        20        30        40          50        60   
 
               40        50        60        70        80           
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD           
                                                                    
gi|349 EGLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLG 
             70        80        90       100       110       120   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 82.5  bits: 22.1 E():   13 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (44-79:390-426) 
 
            20        30        40         50         60        70  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
              80                                                    
2MEPSP LAVVALFAD                                                    
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 82.4  bits: 21.8 E():   13 
Smith-Waterman score: 53; 20.3% identity (60.9% similar) in 64 aa overlap (12-74:126-189) 
 
                                  10        20        30         40 
2MEPSP                    ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS-V 
                                     : . .  ::....  ...  .    ::. . 
gi|513 SLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGI 
         100       110       120       130       140       150      
 
               50        60        70        80                     
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                     
        .   :.: . .: : ..:...: . .  ..:.:                           
gi|513 FAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDLVNSFSANVKKIYDLGA 
         160       170       180       190       200       210      
 
gi|513 RTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNHKLKEIVAQLRKDLPLA 
         220       230       240       250       260       270      
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 81.5  bits: 20.0 E():   15 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (26-52:9-37) 
 
               10        20        30        40          50         
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAI 
                                : ...: ..:: ..  ...: : : : :.       
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gi|153                  MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIM 
                                10        20        30        40    
 
       60        70        80                                       
2MEPSP DVNMNKMPDVAMTLAVVALFAD                                       
                                                                    
gi|153 PCLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVP 
            50        60        70        80        90       100    
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.7  bits: 21.1 E():   16 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (18-66:228-277) 
 
                            10        20        30        40        
2MEPSP              ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
        50         60        70        80              
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFAD              
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 80.2  bits: 20.0 E():   17 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (13-59:30-74) 
 
                                10        20        30        40    
2MEPSP                  ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                        
       :  .  :  .....::                                             
gi|374 GETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
                 70        80        90       100       110         
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.2  bits: 21.1 E():   17 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (18-66:247-296) 
 
                            10        20        30        40        
2MEPSP              ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
        50         60        70        80              
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFAD              
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 80.1  bits: 20.0 E():   18 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (29-47:1-18) 
 
               10        20        30        40        50        60 
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
                                   ::.  :... :..:  :::              
gi|444                             MGV-FTYSDESTSVIPPPRLFKALVLEADTLI 
                                            10        20        30  
 
               70        80                                         
2MEPSP NMNKMPDVAMTLAVVALFAD                                         
                                                                    
gi|444 PKIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDA 
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              40        50        60        70        80        90  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.4  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (10-55:68-117) 
 
                                    10        20         30         
2MEPSP                      ITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
          40        50        60        70        80                
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.8  bits: 20.4 E():   23 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (41-74:170-204) 
 
               20        30        40         50         60         
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
       70        80                                                 
2MEPSP AMTLAVVALFAD                                                 
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (13-65:114-161) 
 
                                 10        20        30        40   
2MEPSP                   ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
             50        60        70        80                       
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                       
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 20.4 E():   26 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (9-33:282-306) 
 
                                     10        20        30         
2MEPSP                       ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
       40        50        60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (41-79:291-330) 
 
               20        30        40         50         60         
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
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              270       280       290       300       310           
 
       70        80                                                 
2MEPSP AMTLAVVALFAD                                                 
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (14-29:135-150) 
 
                                10        20        30        40    
2MEPSP                  ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
            50        60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (22-54:82-109) 
 
                        10        20        30        40        50  
2MEPSP          ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
              60        70        80                        
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFAD                        
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (29-47:1-18) 
 
               10        20        30        40        50        60 
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
                                   ::.  :... :..:  :::              
gi|444                             MGV-FTYADESTSVIPPPRLFKALVLEADTLI 
                                            10        20        30  
 
               70        80                                         
2MEPSP NMNKMPDVAMTLAVVALFAD                                         
                                                                    
gi|444 PKIAPQSVKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDA 
              40        50        60        70        80        90  
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 46; 21.4% identity (52.9% similar) in 70 aa overlap (7-76:41-107) 
 
                                       10        20        30       
2MEPSP                         ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                     .::. : ..  : .:  ..    :.   .. 
gi|154 PSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIK--NITFAEGSPFKFV 
               20        30        40        50          60         
 
         40        50        60        70        80                 
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                 
       .  :  .      :.   ... ::  .:.  :.. :..::                     
gi|154 KERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELTIVAAPGGGSILKISGKFHAKGDH 
       70        80         90       100       110       120        
 
gi|154 EVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       130       140       150       160 
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>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (29-47:1-18) 
 
               10        20        30        40        50        60 
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
                                   ::.  :... :..:  :::              
gi|444                             MGV-FTYADESTSVITPPRLFKALVLEADTLI 
                                            10        20        30  
 
               70        80                                         
2MEPSP NMNKMPDVAMTLAVVALFAD                                         
                                                                    
gi|444 PKIAPQSVKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDA 
              40        50        60        70        80        90  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.3  bits: 21.1 E():   28 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (51-67:430-446) 
 
               30        40        50        60        70        80 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.9  bits: 20.8 E():   30 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (41-79:6-45) 
 
               20        30        40         50         60         
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|223                          INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                                        10        20         30     
 
       70        80                                                 
2MEPSP AMTLAVVALFAD                                                 
          : :  : :                                                  
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (19-44:175-201) 
 
                           10        20         30        40        
2MEPSP             ITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
        50        60        70        80                            
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                            
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.6  bits: 19.4 E():   31 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (20-46:4-30) 
 
               10        20        30        40        50        60 
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
                          .::: :: ...: :  . .:.   . :               
gi|727                 MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCL 
                               10        20        30        40     
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               70        80                                         
2MEPSP NMNKMPDVAMTLAVVALFAD                                         
                                                                    
gi|727 ILPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRV 
           50        60        70        80        90       100     
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.9  bits: 18.7 E():   34 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (45-77:38-75) 
 
           20        30        40        50             60          
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
      70        80                                            
2MEPSP MTLAVVALFAD                                            
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 45; 21.4% identity (51.4% similar) in 70 aa overlap (7-76:41-107) 
 
                                       10        20        30       
2MEPSP                         ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                     .::. : ..  : .:  ..    :.   .. 
gi|154 PSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIK--NITFAEGSPFKFV 
               20        30        40        50          60         
 
         40        50        60        70        80                 
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                 
       .  :  .      :.   ... ::  .:.  :.. : .::                     
gi|154 KERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELKIVAAPGGGSILKISGKFHAKGDH 
       70        80         90       100       110       120        
 
gi|154 EVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       130       140       150       160 
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:19-41) 
 
                                 10        20        30        40   
2MEPSP                   ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                         : :..: .. :   . .::. :.::                  
gi|131 QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVERDH 
               10        20         30         40        50         
 
             50        60        70        80                       
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                       
                                                                    
gi|131 KNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 44; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:25-47) 
 
                                       10        20        30       
2MEPSP                         ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
         40        50        60        70        80                 
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                 
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gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.4 E():   41 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (41-54:15-28) 
 
               20        30        40        50        60        70 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
               80                                                   
2MEPSP TLAVVALFAD                                                   
                                                                    
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.2  bits: 20.1 E():   42 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (41-79:291-330) 
 
               20        30        40         50         60         
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
       70        80                                                 
2MEPSP AMTLAVVALFAD                                                 
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.6  bits: 19.0 E():   45 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (52-67:152-167) 
 
              30        40        50        60        70        80  
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD  
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (28-51:7-30) 
 
               10        20        30        40        50        60 
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
                                  ...  :. . .:..  :::. : :          
gi|109                      MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGD 
                                    10        20        30          
 
               70        80                                         
2MEPSP NMNKMPDVAMTLAVVALFAD                                         
                                                                    
gi|109 KWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIK 
      40        50        60        70        80        90          
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (28-51:7-30) 
 
               10        20        30        40        50        60 
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
                                  ...  :. . .:..  :::. : :          
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gi|811                      MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGK 
                                    10        20        30          
 
               70        80                                         
2MEPSP NMNKMPDVAMTLAVVALFAD                                         
                                                                    
gi|811 QWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVK 
      40        50        60        70        80        90          
 
>>gi|33329750|gb|AAQ10277.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (1-25:20-42) 
 
                                  10        20        30        40  
2MEPSP                    ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QAVYCDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
              50        60        70        80                      
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                      
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329752|gb|AAQ10278.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 43; 36.0% identity (64.0% similar) in 25 aa overlap (1-25:20-42) 
 
                                  10        20        30        40  
2MEPSP                    ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :     .::. :.::                 
gi|333 QDSYRDTCRAGFITELSEFIPGASVRLQ-CKDRE-NGDITFTEVGYTRAEGLYSMLVERD 
               10        20         30         40        50         
 
              50        60        70        80                      
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                      
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33329744|gb|AAQ10274.1| major pollen allergen Ole e  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:20-42) 
 
                                  10        20        30        40  
2MEPSP                    ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                          : :..: .. :   . .::. :.::                 
gi|333 WTVSCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVERD 
               10        20          30        40        50         
 
              50        60        70        80                      
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                      
                                                                    
gi|333 HKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCA 
       60        70        80        90       100       110         
 
>>gi|33325115|gb|AAQ08190.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.4  bits: 18.3 E():   47 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:21-43) 
 
                                   10        20        30        40 
2MEPSP                     ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IRTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
               50        60        70        80                     
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                     
                                                                    
gi|333 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
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       60        70        80        90       100       110         
 
>>gi|33329738|gb|AAQ10271.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.4  bits: 18.3 E():   47 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:21-43) 
 
                                   10        20        30        40 
2MEPSP                     ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 IWTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
               50        60        70        80                     
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                     
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|37548753|gb|AAN18044.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.4  bits: 18.3 E():   47 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:21-43) 
 
                                   10        20        30        40 
2MEPSP                     ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|375 IGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
               50        60        70        80                     
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                     
                                                                    
gi|375 DHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|33329732|gb|AAQ10268.1| major pollen allergen Ole e  (132 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.4  bits: 18.3 E():   47 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:21-43) 
 
                                   10        20        30        40 
2MEPSP                     ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSV 
                           : :..: .. :   . .::. :.::                
gi|333 ILTVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDITFTEVGYTRAEGLYSMLVER 
               10        20         30         40        50         
 
               50        60        70        80                     
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                     
                                                                    
gi|333 DHKNEFCEITLISSGRKDCDEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKC 
       60        70        80        90       100       110         
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.4  bits: 20.1 E():   47 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (26-65:312-353) 
 
                    10        20        30        40          50    
2MEPSP      ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
            60        70        80                                  
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFAD                                  
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|1362130|pir||F53806 major allergen OLE19 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:25-47) 
 
                                       10        20        30       
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2MEPSP                         ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFINELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
         40        50        60        70        80                 
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                 
                                                                    
gi|136 LVERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRTINPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|145313990|gb|ABP58636.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.0  bits: 18.3 E():   49 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:29-51) 
 
                                           10        20        30   
2MEPSP                             ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
             40        50        60        70        80             
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD             
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|145313984|gb|ABP58633.1| major pollen allergen Ole   (140 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.0  bits: 18.3 E():   49 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:29-51) 
 
                                           10        20        30   
2MEPSP                             ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                   : :..: .. :   . .::. :.::        
gi|145 PPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-REKKNGDITFTEVGYTRAEG 
               10        20        30          40        50         
 
             40        50        60        70        80             
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD             
                                                                    
gi|145 LYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTINPLGFY 
       60        70        80        90       100       110         
 
>>gi|2465129|emb|CAA73037.1| Ole e 1.0103 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.6  bits: 18.3 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:35-57) 
 
                                             10        20        30 
2MEPSP                               ITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
               40        50        60        70        80           
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD           
                                                                    
gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILSTVNGTTRTVNPLG 
             70        80        90       100       110       120   
 
>>gi|2465127|emb|CAA73038.1| Ole e 1.0102 protein [Olea   (146 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.6  bits: 18.3 E():   51 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:35-57) 
 
                                             10        20        30 
2MEPSP                               ITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     : :..: .. :   . .::: :.:.      
gi|246 PQPPVSQFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-C-KDKENGDVTFTEIGYTRA 
           10        20        30        40          50        60   
 
               40        50        60        70        80           
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD           
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gi|246 EGLYSMLVERDHKNEFCEITLISSGRKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLR 
             70        80        90       100       110       120   
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.4  bits: 19.0 E():   53 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (36-68:43-76) 
 
          10        20        30        40         50        60     
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
           70        80                                             
2MEPSP MPDVAMTLAVVALFAD                                             
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 19.0 E():   55 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (44-52:14-22) 
 
            20        30        40        50        60        70    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
            80                                                      
2MEPSP VVALFAD                                                      
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.9  bits: 18.4 E():   56 
Smith-Waterman score: 43; 23.2% identity (46.4% similar) in 69 aa overlap (8-76:45-107) 
 
                                      10        20        30        
2MEPSP                        ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ::: :  .    . :.:     :. : ... 
gi|730 PAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFSE-----GSPVKYVK 
           20        30        40        50        60               
 
        40        50        60        70        80                  
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                  
         :         ..   ... ::  .:.  :.  : .::                      
gi|730 ERVEEIDHTNFKYNYTVIEG-DVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHE 
      70        80         90       100       110       120         
 
gi|730 VNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      130       140       150       160 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.0 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (44-52:25-33) 
 
            20        30        40        50        60        70    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
            80                                                      
2MEPSP VVALFAD                                                      
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
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>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (44-52:31-39) 
 
            20        30        40        50        60        70    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
            80                                                      
2MEPSP VVALFAD                                                      
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (44-52:31-39) 
 
            20        30        40        50        60        70    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
            80                                                      
2MEPSP VVALFAD                                                      
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (44-52:32-40) 
 
            20        30        40        50        60        70    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
            80                                                      
2MEPSP VVALFAD                                                      
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.5  bits: 18.4 E():   59 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (52-67:43-58) 
 
              30        40        50        60        70        80  
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD  
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.5  bits: 18.7 E():   59 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (15-45:98-127) 
 
                               10        20        30        40     
2MEPSP                 ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
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           50        60        70        80                         
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                         
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.4  bits: 18.7 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (15-45:99-128) 
 
                               10        20        30        40     
2MEPSP                 ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
           50        60        70        80                         
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                         
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 18.4 E():   61 
Smith-Waterman score: 43; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:68-85) 
 
      30        40        50        60        70        80          
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD          
                                     :: ::.:. : : ... .             
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKIIDGHVVTINETT 
        40        50        60        70        80        90        
 
gi|944 YTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVES 
       100       110       120       130       140       150        
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (19-44:175-201) 
 
                           10        20         30        40        
2MEPSP             ITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
        50        60        70        80                            
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                            
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (19-44:175-201) 
 
                           10        20         30        40        
2MEPSP             ITGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
        50        60        70        80                            
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                            
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.9  bits: 19.4 E():   64 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (6-24:97-115) 
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                                        10        20        30      
2MEPSP                          ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
          40        50        60        70        80                
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 69.4  bits: 14.2 E():   68 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (39-45:2-8) 
 
       10        20        30        40        50        60         
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     ..:. ::                        
gi|250                              PTITIGGPEYR                     
                                            10                      
 
       70        80 
2MEPSP AMTLAVVALFAD 
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.3  bits: 19.7 E():   69 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (37-54:288-305) 
 
         10        20        30        40        50        60       
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
         70        80                                               
2MEPSP DVAMTLAVVALFAD                                               
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.4 E():   69 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (46-59:41-54) 
 
          20        30        40        50        60        70      
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
          80                                                        
2MEPSP ALFAD                                                        
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.4 E():   71 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (46-59:45-58) 
 
          20        30        40        50        60        70      
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
          80                                                        
2MEPSP ALFAD                                                        
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
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           80        90       100       110       120       130     
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 18.7 E():   72 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (17-45:204-231) 
 
                             10        20        30         40      
2MEPSP               ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|386 VEKGSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
           180       190       200       210         220       230  
 
          50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                           
gi|386 FTVRYTTEGGTKVEAEDVIPEGWKADTAYESK    
             240       250       260       
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   73 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (15-29:53-67) 
 
                               10        20        30        40     
2MEPSP                 ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
           50        60        70        80                         
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                         
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.4 E():   73 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (52-66:152-166) 
 
              30        40        50        60        70        80  
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD  
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.4 E():   73 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (52-66:152-166) 
 
              30        40        50        60        70        80  
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD  
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 18.7 E():   74 
Smith-Waterman score: 48; 33.3% identity (53.3% similar) in 45 aa overlap (4-44:208-252) 
 
                                          10           20           
2MEPSP                            ITGGTVTVEGCGTT---SLQGDVKFAEVLEM-M 
                                     : .:   :: :   . .: .: : :..  : 
gi|833 YYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVVDKCM 
       180       190       200       210       220       230        
 
      30        40        50        60        70        80 
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2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
       : : :  ..:  . :                                     
gi|833 GCKPTDLDASRHLFGELADFSAGRIDGMSWYFN                   
       240       250       260       270                   
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 18.7 E():   74 
Smith-Waterman score: 48; 33.3% identity (53.3% similar) in 45 aa overlap (4-44:208-252) 
 
                                          10           20           
2MEPSP                            ITGGTVTVEGCGTT---SLQGDVKFAEVLEM-M 
                                     : .:   :: :   . .: .: : :..  : 
gi|668 YYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVVDKCM 
       180       190       200       210       220       230        
 
      30        40        50        60        70        80 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
       : : :  ..:  . :                                     
gi|668 GCKPTDLDASRHLFGELADFSAGRIDGMSWYFN                   
       240       250       260       270                   
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.4 E():   77 
Smith-Waterman score: 43; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:116-133) 
 
      30        40        50        60        70        80          
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD          
                                     :: ::.:. : : ... .             
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKIIDGHVVTINETT 
          90       100       110       120       130       140      
 
gi|944 YTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVES 
         150       160       170       180       190       200      
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 44; 27.5% identity (52.5% similar) in 40 aa overlap (3-39:221-260) 
 
                                           10           20          
2MEPSP                             ITGGTVTVEGCGTTSLQ---GDVKFAEVLEMM 
                                     :. .. :  :..:.    :: :.  :   . 
gi|167 TGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPGVYTRV 
              200       210       220       230       240       250 
 
      30        40        50        60        70        80 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
       .  . : : :                                          
gi|167 SQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW                 
              260       270       280                      
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (10-29:285-304) 
 
                                    10        20        30          
2MEPSP                      ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
      40        50        60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (17-45:189-216) 
 
                             10        20        30         40      
2MEPSP               ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|116 VEKGSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
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      160       170       180       190       200         210       
 
          50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                           
gi|116 FTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK    
        220       230       240            
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 19.4 E():   87 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (41-54:292-305) 
 
               20        30        40        50        60        70 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
               80                                                   
2MEPSP TLAVVALFAD                                                   
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (20-39:39-63) 
 
                          10        20        30             40     
2MEPSP            ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
           50        60        70        80                         
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                         
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.4 E():   89 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (43-67:129-153) 
 
             20        30        40        50        60        70   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
             80                                                     
2MEPSP AVVALFAD                                                     
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:6-24) 
 
               10        20        30        40        50        60 
2MEPSP ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV 
                  :  .:. . :: : :. .:                               
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (10-55:85-134) 
 
                                    10        20         30         
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2MEPSP                      ITGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
          40        50        60        70        80                
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (30-65:59-97) 
 
                10        20        30        40           50       
2MEPSP  ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
         60        70        80                                     
2MEPSP AIDVNMNKMPDVAMTLAVVALFAD                                     
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.8  bits: 16.3 E():   94 
Smith-Waterman score: 37; 41.2% identity (64.7% similar) in 17 aa overlap (62-78:1-17) 
 
              40        50        60        70        80            
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD            
                                     : :. .::  : . :.:              
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|37724597|gb|AAO22133.1| major pollen allergen Ole e  (134 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 40; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:19-41) 
 
                                 10        20        30        40   
2MEPSP                   ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                         : :... .. :   . .::: :.::                  
gi|377 RTVTGYCRAGFITELSEFIPGASLRLQ-C-KDKENGDVTFTEVGYTRAEGLYSMLVERDH 
               10        20          30        40        50         
 
             50        60        70        80                       
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                       
                                                                    
gi|377 KNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|37724593|gb|AAO22132.1| major pollen allergen Ole e  (135 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 43; 30.8% identity (56.4% similar) in 39 aa overlap (1-38:96-134) 
 
                                             10        20        30 
2MEPSP                               ITGGTVTVEGCGTTSLQGDVKFAEVLEMMG 
                                     ..: : ::.  :  . ..  : :.: . .: 
gi|377 ITLISSGRKDCNEIPTEGWVKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQVYNKLG 
          70        80        90       100       110       120      
 
                40        50        60        70        80 
2MEPSP A-KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
           ::. :                                           
gi|377 MYPPTWNVTI                                          
         130                                               
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>>gi|1362134|pir||D53806 major allergen OLE33/OLE37 - co  (136 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 40; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:25-47) 
 
                                       10        20        30       
2MEPSP                         ITGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                               : :... .. :   . .::: :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASLRLQ-C-KDKENGDVTFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
         40        50        60        70        80                 
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD                 
                                                                    
gi|136 LVERDHKNEFCEITLISSGRKDCNEIPTEGWVKPSLKFILNTLNGTTRTVNPLGFFKKEA 
       60        70        80        90       100       110         
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 19.1 E():   97 
Smith-Waterman score: 45; 33.3% identity (76.2% similar) in 21 aa overlap (56-76:293-313) 
 
          30        40        50        60        70        80      
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD      
                                     ...:. .:   :..: .::.:          
gi|458 HIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNADACN 
            270       280       290       300       310       320   
 
gi|458 YSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGTSMA 
            330       340       350       360       370       380   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:56 2011 done: Tue Apr 19 10:57:56 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 267  - 346 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     3     0:= 
  30    11     2:*=== 
  32     7     8:==* 
  34    23    22:=======* 
  36    54    44:==============*=== 
  38    69    73:======================= * 
  40    96   102:================================ * 
  42   114   125:======================================   * 
  44   123   138:=========================================    * 
  46   158   140:==============================================*====== 
  48   136   134:============================================*= 
  50   162   122:========================================*============= 
  52   114   108:===================================*== 
  54    79    92:===========================   * 
  56    56    77:===================      * 
  58    50    63:=================   * 
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  60    45    51:=============== * 
  62    32    41:===========  * 
  64    37    33:==========*== 
  66    20    26:======= * 
  68    19    20:======* 
  70    12    16:==== * 
  72     8    12:===* 
  74     2    10:=  * 
  76     9     8:==* 
  78     8     6:=*= 
  80     4     5:=* 
  82     3     3:* 
  84     1     3:* 
  86     3     2:* 
  88     8     2:*==        inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     2     0:=         *== 
 102     9     0:===       *========= 
 104     2     0:=         *== 
 106     2     0:=         *== 
 108     1     0:=         *= 
 110     2     0:=         *== 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.11240.00297; mu= 10.7733 0.153 
 mean_var=29.2762 7.649, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.237037 
 Kolmogorov-Smirnov  statistic: 0.0360 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.5    0.37 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.5    0.37 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 25.2    0.47 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.9     0.6 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.9     0.6 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.5    0.76 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.5    0.76 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 24.2    0.91 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 24.2    0.91 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 24.2    0.96 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   60 24.2    0.96 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 24.2    0.96 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 24.2    0.96 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 24.2    0.96 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 24.2    0.96 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 24.2    0.96 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.8     1.2 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.5     1.4 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.8     2.5 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 24.2     2.7 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.9     3.5 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.8       5 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   54 22.1     5.9 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   54 22.1       6 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 23.2     6.3 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.2     6.4 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 23.2     6.4 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.4     6.6 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.2     6.6 
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gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.2     6.6 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   52 21.4     6.7 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 21.1     8.1 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.7     8.4 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.8      11 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.2      13 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   53 21.8      13 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 20.1      14 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.1      16 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.1      17 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 20.1      17 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 20.1      17 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      21 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   49 20.4      21 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   47 19.7      22 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.4      23 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.4      23 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.7      24 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.4      26 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.8      26 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.4      26 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.4      27 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.1      28 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   46 19.4      28 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.4      28 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.4      28 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.8      29 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.1      30 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.7      30 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.4      31 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.7      34 
gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxi ( 146)   44 18.7      40 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.4      41 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 20.1      41 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   44 18.7      44 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.1      45 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      45 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      45 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.1      46 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.1      52 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.1      54 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.1      56 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.1      57 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.1      57 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.1      58 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.4      59 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.7      59 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.7      59 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.1      61 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.1      61 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.4      63 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.8      67 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   42 18.0      68 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.4      69 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.2      70 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.4      70 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.7      71 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.4      72 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.4      72 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 18.0      72 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.7      73 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.7      73 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   39 17.0      74 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.7      74 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.7      74 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   44 18.7      77 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   45 19.1      77 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.7      82 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.4      84 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.4      85 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.7      88 
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gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.4      88 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.4      91 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      91 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   40 17.3      91 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   40 17.3      92 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   37 16.3      95 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.1      95 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   40 17.3      95 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 110.2  bits: 25.5 E(): 0.37 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (3-60:16-77) 
 
                              10        20        30           40   
2MEPSP              TGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCMST 
               10        20        30         40        50          
 
             50        60        70        80                       
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                       
       ::  .: :..:    : :                                           
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 110.2  bits: 25.5 E(): 0.37 
Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (3-60:16-77) 
 
                              10        20         30        40     
2MEPSP              TGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . :..    :.  . :: 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                        
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 108.3  bits: 25.2 E(): 0.47 
Smith-Waterman score: 63; 30.1% identity (50.6% similar) in 83 aa overlap (3-80:16-92) 
 
                              10        20        30           40   
2MEPSP              TGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             50        60        70        80                       
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                       
       ::  .: :..:    : : .     :  :. .:.  ::                       
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 106.5  bits: 24.9 E():  0.6 
Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (3-60:16-77) 
 
                              10        20         30        40     
2MEPSP              TGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
            50        60        70        80                        
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2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                        
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 106.5  bits: 24.9 E():  0.6 
Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (3-60:16-77) 
 
                              10        20        30           40   
2MEPSP              TGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCMST 
               10        20        30         40        50          
 
             50        60        70        80                       
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                       
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 104.6  bits: 24.5 E(): 0.76 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (3-60:16-77) 
 
                              10        20        30           40   
2MEPSP              TGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             50        60        70        80                       
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                       
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 104.6  bits: 24.5 E(): 0.76 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (3-60:16-77) 
 
                              10        20        30           40   
2MEPSP              TGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             50        60        70        80                       
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                       
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 103.2  bits: 24.2 E(): 0.91 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (3-60:16-77) 
 
                              10        20        30           40   
2MEPSP              TGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             50        60        70        80                       
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                       
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 103.2  bits: 24.2 E(): 0.91 
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Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (3-60:16-77) 
 
                              10        20        30           40   
2MEPSP              TGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             50        60        70        80                       
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                       
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.8  bits: 24.2 E(): 0.96 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (3-60:16-77) 
 
                              10        20        30           40   
2MEPSP              TGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             50        60        70        80                       
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                       
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.8  bits: 24.2 E(): 0.96 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (3-60:16-77) 
 
                              10        20        30           40   
2MEPSP              TGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             50        60        70        80                       
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                       
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.8  bits: 24.2 E(): 0.96 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (3-60:16-77) 
 
                              10        20        30           40   
2MEPSP              TGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             50        60        70        80                       
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                       
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.8  bits: 24.2 E(): 0.96 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (3-60:16-77) 
 
                              10        20        30           40   
2MEPSP              TGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|145 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
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             50        60        70        80                       
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                       
       ::  .: :..:    : :                                           
gi|145 GPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.8  bits: 24.2 E(): 0.96 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (3-60:16-77) 
 
                              10        20        30           40   
2MEPSP              TGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             50        60        70        80                       
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                       
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.8  bits: 24.2 E(): 0.96 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (3-60:16-77) 
 
                              10        20        30           40   
2MEPSP              TGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             50        60        70        80                       
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                       
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.8  bits: 24.2 E(): 0.96 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (3-60:16-77) 
 
                              10        20        30           40   
2MEPSP              TGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             50        60        70        80                       
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                       
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 100.9  bits: 23.8 E():  1.2 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (3-60:16-77) 
 
                              10        20         30        40     
2MEPSP              TGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMSTG 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                        
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
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>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.9  bits: 23.5 E():  1.4 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (41-64:85-109) 
 
               20        30        40         50        60          
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
      70        80             
2MEPSP TLAVVALFADG             
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 95.4  bits: 22.8 E():  2.5 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (3-60:16-77) 
 
                              10        20         30        40     
2MEPSP              TGGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCMSTG 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                        
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 94.6  bits: 24.2 E():  2.7 
Smith-Waterman score: 60; 23.4% identity (64.1% similar) in 64 aa overlap (16-76:306-369) 
 
                              10         20        30        40     
2MEPSP                TGGTVTVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
             50        60        70        80                       
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                       
        :  . . .:  .:. ...:.. .:. .. .: .                           
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
gi|144 VGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
         400       410       420       430       440      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  59  Z-score: 92.8  bits: 23.9 E():  3.5 
Smith-Waterman score: 59; 22.4% identity (65.5% similar) in 58 aa overlap (21-76:312-369) 
 
                         10        20        30        40           
2MEPSP           TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
       50        60        70        80                             
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                             
       . .:  .:. ...:.. .:. .. .: .                                 
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 89.9  bits: 21.8 E():    5 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (3-60:16-77) 
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                              10        20        30           40   
2MEPSP              TGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : .: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             50        60        70        80                       
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                       
       ::   : :..:    : :                                           
gi|160 GPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 88.6  bits: 22.1 E():  5.9 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (13-78:93-163) 
 
                                 10        20           30          
2MEPSP                   TGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
        40        50         60        70        80                 
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADG                 
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|289 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
gi|289 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 88.5  bits: 22.1 E():    6 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (13-78:96-166) 
 
                                 10        20           30          
2MEPSP                   TGGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
        40        50         60        70        80                 
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADG                 
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|424 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
gi|424 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          190       200       210       220       230  
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.1  bits: 23.2 E():  6.3 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (50-66:399-415) 
 
      20        30        40        50        60        70          
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.1  bits: 23.2 E():  6.4 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (50-66:402-418) 
 
      20        30        40        50        60        70          
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2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.0  bits: 23.2 E():  6.4 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (50-66:403-419) 
 
      20        30        40        50        60        70          
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 87.8  bits: 21.4 E():  6.6 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (12-58:30-74) 
 
                                 10        20        30        40   
2MEPSP                   TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                       
       :  .  :  ....:::                                             
gi|169 GETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
                 70        80        90       100       110         
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.8  bits: 23.2 E():  6.6 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (50-66:422-438) 
 
      20        30        40        50        60        70          
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.8  bits: 23.2 E():  6.6 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (50-66:422-438) 
 
      20        30        40        50        60        70          
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
      80                                                            
2MEPSP G                                                            
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gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.7  bits: 21.4 E():  6.7 
Smith-Waterman score: 52; 26.2% identity (54.8% similar) in 42 aa overlap (2-43:89-130) 
 
                                            10        20        30  
2MEPSP                              TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :. ..: .  .: .  : :  .:..  :   
gi|583 KENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHT 
       60        70        80        90       100       110         
 
              40        50        60        70        80 
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
         :...: :  :                                      
gi|583 ELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP         
      120       130       140       150                  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 86.2  bits: 21.1 E():  8.1 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (3-60:16-77) 
 
                              10        20        30           40   
2MEPSP              TGGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
             50        60        70        80                       
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                       
       ::  .: :...    : :                                           
gi|160 GPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 85.9  bits: 20.7 E():  8.4 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (40-78:20-59) 
 
      10        20        30        40         50         60        
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                          10        20        30        40          
 
        70        80                                                
2MEPSP AMTLAVVALFADG                                                
          : :  : :                                                  
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.7  bits: 20.8 E():   11 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (11-61:38-88) 
 
                                   10        20        30        40 
2MEPSP                     TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
               50         60        70        80                    
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVAMTLAVVALFADG                    
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 82.8  bits: 22.2 E():   13 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (43-78:390-426) 
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             20        30        40         50         60        70 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
               80                                                   
2MEPSP LAVVALFADG                                                   
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 82.7  bits: 21.8 E():   13 
Smith-Waterman score: 53; 20.3% identity (60.9% similar) in 64 aa overlap (11-73:126-189) 
 
                                   10        20        30           
2MEPSP                     TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS-V 
                                     : . .  ::....  ...  .    ::. . 
gi|513 SLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGI 
         100       110       120       130       140       150      
 
      40        50        60        70        80                    
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                    
        .   :.: . .: : ..:...: . .  ..:.:                           
gi|513 FAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDLVNSFSANVKKIYDLGA 
         160       170       180       190       200       210      
 
gi|513 RTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNHKLKEIVAQLRKDLPLA 
         220       230       240       250       260       270      
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 81.6  bits: 20.1 E():   14 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (25-51:9-37) 
 
               10        20        30        40          50         
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAID 
                               : ...: ..:: ..  ...: : : : :.        
gi|153                 MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMP 
                               10        20        30        40     
 
       60        70        80                                       
2MEPSP VNMNKMPDVAMTLAVVALFADG                                       
                                                                    
gi|153 CLKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPK 
           50        60        70        80        90       100     
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.9  bits: 21.1 E():   16 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (17-65:228-277) 
 
                             10        20        30        40       
2MEPSP               TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
         50         60        70        80             
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADG             
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.4  bits: 21.1 E():   17 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (17-65:247-296) 
 
                             10        20        30        40       
2MEPSP               TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
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gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
         50         60        70        80             
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADG             
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (12-58:30-74) 
 
                                 10        20        30        40   
2MEPSP                   TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                       
       :  .  :  .....::                                             
gi|374 GETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
                 70        80        90       100       110         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (28-46:1-18) 
 
               10        20        30        40        50        60 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
                                  ::.  :... :..:  :::               
gi|444                            MGV-FTYSDESTSVIPPPRLFKALVLEADTLIP 
                                           10        20        30   
 
               70        80                                         
2MEPSP MNKMPDVAMTLAVVALFADG                                         
                                                                    
gi|444 KIAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDAL 
             40        50        60        70        80        90   
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.6  bits: 20.4 E():   21 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (9-54:68-117) 
 
                                     10        20         30        
2MEPSP                       TGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
           40        50        60        70        80               
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG               
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.6  bits: 20.4 E():   21 
Smith-Waterman score: 49; 44.4% identity (61.1% similar) in 18 aa overlap (2-19:210-227) 
 
                                            10        20        30  
2MEPSP                              TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     ::.::  .:   . : ::             
gi|111 AQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASLKP 
     180       190       200       210       220       230          
 
              40        50        60        70        80 
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                                         
gi|111 EFIDIINAAAVKSA                                    
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     240       250                                       
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 47; 24.4% identity (51.3% similar) in 78 aa overlap (6-80:41-112) 
 
                                        10        20           30   
2MEPSP                          TGGTVTVEGCGTTSLQGDVK---FAEVLEMMGAKV 
                                     .::. : ..  : .:   :::     :.   
gi|154 PSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE-----GSPF 
               20        30        40        50        60           
 
             40        50        60        70        80             
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG             
        ...  :  .      :.   ... ::  .:.  :.. :..::  . :             
gi|154 KFVKERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELTIVAAPGGGSILKISGKFHAK 
          70        80         90       100       110       120     
 
gi|154 GDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
          130       140       150       160 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (40-73:170-204) 
 
      10        20        30        40         50         60        
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
        70        80                                                
2MEPSP AMTLAVVALFADG                                                
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (12-64:114-161) 
 
                                  10        20        30        40  
2MEPSP                    TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
              50        60        70        80                      
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                      
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 77.7  bits: 19.7 E():   24 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (59-80:68-88) 
 
       30        40        50        60        70        80         
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG         
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.1  bits: 20.4 E():   26 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (8-32:282-306) 
 
                                      10        20        30        
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2MEPSP                        TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
        40        50        60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 77.1  bits: 20.8 E():   26 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (40-78:291-330) 
 
      10        20        30        40         50         60        
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
        70        80                                                
2MEPSP AMTLAVVALFADG                                                
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (13-28:135-150) 
 
                                 10        20        30        40   
2MEPSP                   TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
             50        60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (21-53:82-109) 
 
                         10        20        30        40        50 
2MEPSP           TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
               60        70        80                       
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADG                       
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.6  bits: 21.1 E():   28 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (50-66:430-446) 
 
      20        30        40        50        60        70          
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
      80                                                            
2MEPSP G                                                            
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.5  bits: 19.4 E():   28 
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Smith-Waterman score: 46; 24.4% identity (50.0% similar) in 78 aa overlap (6-80:41-112) 
 
                                        10        20           30   
2MEPSP                          TGGTVTVEGCGTTSLQGDVK---FAEVLEMMGAKV 
                                     .::. : ..  : .:   :::     :.   
gi|154 PSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE-----GSPF 
               20        30        40        50        60           
 
             40        50        60        70        80             
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG             
        ...  :  .      :.   ... ::  .:.  :.. : .::  . :             
gi|154 KFVKERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELKIVAAPGGGSILKISGKFHAK 
          70        80         90       100       110       120     
 
gi|154 GDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
          130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (28-46:1-18) 
 
               10        20        30        40        50        60 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
                                  ::.  :... :..:  :::               
gi|444                            MGV-FTYADESTSVITPPRLFKALVLEADTLIP 
                                           10        20        30   
 
               70        80                                         
2MEPSP MNKMPDVAMTLAVVALFADG                                         
                                                                    
gi|444 KIAPQSVKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDAL 
             40        50        60        70        80        90   
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (28-46:1-18) 
 
               10        20        30        40        50        60 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
                                  ::.  :... :..:  :::               
gi|444                            MGV-FTYADESTSVIPPPRLFKALVLEADTLIP 
                                           10        20        30   
 
               70        80                                         
2MEPSP MNKMPDVAMTLAVVALFADG                                         
                                                                    
gi|444 KIAPQSVKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDAL 
             40        50        60        70        80        90   
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.1  bits: 20.8 E():   29 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (40-78:6-45) 
 
      10        20        30        40         50         60        
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|223                          INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                                        10        20         30     
 
        70        80                                                
2MEPSP AMTLAVVALFADG                                                
          : :  : :                                                  
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (18-43:175-201) 
 
                            10        20         30        40       
2MEPSP              TGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
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                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
         50        60        70        80                           
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                           
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.9  bits: 19.7 E():   30 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (59-80:116-136) 
 
       30        40        50        60        70        80         
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG         
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.4 E():   31 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (19-45:4-30) 
 
               10        20        30        40        50        60 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
                         .::: :: ...: :  . .:.   . :                
gi|727                MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLI 
                              10        20        30        40      
 
               70        80                                         
2MEPSP MNKMPDVAMTLAVVALFADG                                         
                                                                    
gi|727 LPRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQ 
          50        60        70        80        90       100      
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.0  bits: 18.7 E():   34 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (44-76:38-75) 
 
            20        30        40        50             60         
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
       70        80                                           
2MEPSP MTLAVVALFADG                                           
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|34978692|gb|AAQ83588.1| allergen Fra e 1 [Fraxinus   (146 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.5  bits: 18.7 E():   40 
Smith-Waterman score: 44; 37.5% identity (70.8% similar) in 24 aa overlap (1-24:36-57) 
 
                                             10        20        30 
2MEPSP                               TGGTVTVEGCGTTSLQGDVKFAEVLEMMGA 
                                     ::..: .. :   . .::: :.:.       
gi|349 QPPVSQFHIQGQVYCDTCRARFITKLSEFITGASVRLQ-C-RDKENGDVTFTEIGYTRGE 
          10        20        30        40          50        60    
 
               40        50        60        70        80           
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG           
                                                                    
gi|349 GLYSMFVERDHKNEFCEITLLSSGRKDCNEIPIEGWVKPSLKFILNTVNGTTRTINPLGF 
            70        80        90       100       110       120    
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>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 19.4 E():   41 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (40-53:15-28) 
 
      10        20        30        40        50        60          
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
      70        80                                                  
2MEPSP TLAVVALFADG                                                  
                                                                    
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.4  bits: 20.1 E():   41 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (40-78:291-330) 
 
      10        20        30        40         50         60        
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
        70        80                                                
2MEPSP AMTLAVVALFADG                                                
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 44; 23.0% identity (45.9% similar) in 74 aa overlap (7-80:45-112) 
 
                                       10        20        30       
2MEPSP                         TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ::: :  .    . :.:     :. : ... 
gi|730 PAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFSE-----GSPVKYVK 
           20        30        40        50        60               
 
         40        50        60        70        80                 
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                 
         :         ..   ... ::  .:.  :.  : .::  . :                 
gi|730 ERVEEIDHTNFKYNYTVIEG-DVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHE 
      70        80         90       100       110       120         
 
gi|730 VNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      130       140       150       160 
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.7  bits: 19.1 E():   45 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (51-66:152-167) 
 
               30        40        50        60        70        80 
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (27-50:7-30) 
 
               10        20        30        40        50        60 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
                                 ...  :. . .:..  :::. : :           
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gi|109                     MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDK 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP MNKMPDVAMTLAVVALFADG                                         
                                                                    
gi|109 WLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKC 
               50        60        70        80        90       100 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (27-50:7-30) 
 
               10        20        30        40        50        60 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
                                 ...  :. . .:..  :::. : :           
gi|811                     MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQ 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP MNKMPDVAMTLAVVALFADG                                         
                                                                    
gi|811 WLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKC 
               50        60        70        80        90       100 
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.5  bits: 20.1 E():   46 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (25-64:312-353) 
 
                     10        20        30        40          50   
2MEPSP       TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
             60        70        80                                 
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADG                                 
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.5  bits: 19.1 E():   52 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (35-67:43-76) 
 
           10        20        30        40         50        60    
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
            70        80                                            
2MEPSP MPDVAMTLAVVALFADG                                            
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (43-51:14-22) 
 
             20        30        40        50        60        70   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
             80                                                     
2MEPSP VVALFADG                                                     
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
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            50        60        70        80        90       100    
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (43-51:25-33) 
 
             20        30        40        50        60        70   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
             80                                                     
2MEPSP VVALFADG                                                     
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (43-51:31-39) 
 
             20        30        40        50        60        70   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
             80                                                     
2MEPSP VVALFADG                                                     
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (43-51:31-39) 
 
             20        30        40        50        60        70   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
             80                                                     
2MEPSP VVALFADG                                                     
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (43-51:32-40) 
 
             20        30        40        50        60        70   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
             80                                                     
2MEPSP VVALFADG                                                     
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.6  bits: 18.4 E():   59 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (51-66:43-58) 
 
               30        40        50        60        70        80 
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2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.6  bits: 18.7 E():   59 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (14-44:98-127) 
 
                                10        20        30        40    
2MEPSP                  TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
            50        60        70        80                        
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                        
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.5  bits: 18.7 E():   59 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (14-44:99-128) 
 
                                10        20        30        40    
2MEPSP                  TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
            50        60        70        80                        
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                        
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (18-43:175-201) 
 
                            10        20         30        40       
2MEPSP              TGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
         50        60        70        80                           
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                           
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (18-43:175-201) 
 
                            10        20         30        40       
2MEPSP              TGGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
         50        60        70        80                           
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                           
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
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>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (5-23:97-115) 
 
                                         10        20        30     
2MEPSP                           TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
           40        50        60        70        80               
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG               
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.5  bits: 19.8 E():   67 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (36-53:288-305) 
 
          10        20        30        40        50        60      
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
          70        80                                              
2MEPSP DVAMTLAVVALFADG                                              
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 42; 20.3% identity (55.4% similar) in 74 aa overlap (17-80:36-107) 
 
                             10        20        30        40       
2MEPSP               TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. . .:..:  :.  :  . : .  :  . 
gi|604 FDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDGETK 
          10        20        30        40        50        60      
 
         50         60                 70        80                 
2MEPSP EPFGRKHLKAID-VNMN---------KMPDVAMTLAVVALFADG                 
         :  ......: .:..          .::.:  ... . ..::                 
gi|604 --FVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISYHGK 
            70        80        90       100       110       120    
 
gi|604 GDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
           130       140       150      
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.4 E():   69 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (45-58:41-54) 
 
           20        30        40        50        60        70     
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
           80                                                       
2MEPSP ALFADG                                                       
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 69.2  bits: 14.2 E():   70 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (38-44:2-8) 
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        10        20        30        40        50        60        
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     ..:. ::                        
gi|250                              PTITIGGPEYR                     
                                            10                      
 
        70        80 
2MEPSP AMTLAVVALFADG 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.4 E():   70 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (45-58:45-58) 
 
           20        30        40        50        60        70     
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
           80                                                       
2MEPSP ALFADG                                                       
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 18.7 E():   71 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (16-44:204-231) 
 
                              10        20        30         40     
2MEPSP                TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|386 VEKGSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
           180       190       200       210         220       230  
 
           50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                            
gi|386 FTVRYTTEGGTKVEAEDVIPEGWKADTAYESK     
             240       250       260        
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (51-65:152-166) 
 
               30        40        50        60        70        80 
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (51-65:152-166) 
 
               30        40        50        60        70        80 
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (14-28:53-67) 
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                                10        20        30        40    
2MEPSP                  TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
            50        60        70        80                        
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                        
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 18.7 E():   73 
Smith-Waterman score: 48; 33.3% identity (53.3% similar) in 45 aa overlap (3-43:208-252) 
 
                                           10           20          
2MEPSP                             TGGTVTVEGCGTT---SLQGDVKFAEVLEM-M 
                                     : .:   :: :   . .: .: : :..  : 
gi|668 YYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVVDKCM 
       180       190       200       210       220       230        
 
       30        40        50        60        70        80 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
       : : :  ..:  . :                                      
gi|668 GCKPTDLDASRHLFGELADFSAGRIDGMSWYFN                    
       240       250       260       270                    
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 18.7 E():   73 
Smith-Waterman score: 48; 33.3% identity (53.3% similar) in 45 aa overlap (3-43:208-252) 
 
                                           10           20          
2MEPSP                             TGGTVTVEGCGTT---SLQGDVKFAEVLEM-M 
                                     : .:   :: :   . .: .: : :..  : 
gi|833 YYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVVDKCM 
       180       190       200       210       220       230        
 
       30        40        50        60        70        80 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
       : : :  ..:  . :                                      
gi|833 GCKPTDLDASRHLFGELADFSAGRIDGMSWYFN                    
       240       250       260       270                    
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.8  bits: 17.0 E():   74 
Smith-Waterman score: 39; 25.9% identity (63.0% similar) in 27 aa overlap (54-80:41-67) 
 
            30        40        50        60        70        80    
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG    
                                     :  .:..  .:: . . : .  :...:    
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
gi|453 CSPKWLQLLVP 
               80  
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (27-80:22-71) 
 
               10        20        30        40        50        60 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
                                 . .: ..  . :: . .     . ....:::    
gi|238      MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI--- 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP MNKMPDVAMTLAVVALFADG                                         
        :.. ::  ::: ..::  :                                         
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gi|238 CNEF-DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEP 
              60        70        80        90       100       110  
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (54-80:44-71) 
 
            30        40        50        60         70        80   
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADG   
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 44; 27.5% identity (52.5% similar) in 40 aa overlap (2-38:221-260) 
 
                                            10           20         
2MEPSP                              TGGTVTVEGCGTTSLQ---GDVKFAEVLEMM 
                                     :. .. :  :..:.    :: :.  :   . 
gi|167 TGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPGVYTRV 
              200       210       220       230       240       250 
 
       30        40        50        60        70        80 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
       .  . : : :                                           
gi|167 SQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW                  
              260       270       280                       
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.4  bits: 19.1 E():   77 
Smith-Waterman score: 45; 23.0% identity (55.4% similar) in 74 aa overlap (7-80:144-205) 
 
                                       10        20        30       
2MEPSP                         TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ...:.:. : :::    : : .:.. . .. 
gi|810 DGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNTSVL-GDVL---VSESIGVEPVHAQ 
           120       130       140       150           160          
 
         40        50        60        70        80                 
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                 
        . ..:         ...    .. :..:: .  :  :.: . :                 
gi|810 DGDAIT--------MRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITISNNHFFNHHKVML 
     170               180       190       200       210       220  
 
gi|810 LGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNYDQWNIYAIGGSSNPT 
             230       240       250       260       270       280  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (9-28:285-304) 
 
                                     10        20        30         
2MEPSP                       TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
       40        50        60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.7  bits: 18.4 E():   84 
Smith-Waterman score: 46; 32.1% identity (48.2% similar) in 56 aa overlap (26-80:25-74) 
 
               10        20        30        40        50        60 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
                                : . :: ::     : .:: ..  :    : .:   
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gi|116  VFLGSAHGIAKVPPGPNITATYGDEWLDAKSTWYGKP-TGAGP-KDNGGACGYKDVD-- 
                10        20        30         40         50        
 
               70         80                                        
2MEPSP MNKMPDVAMT-LAVVALFADG                                        
         : :  .::  . . .: ::                                        
gi|116 --KPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNEEPIAPYHF 
            60        70        80        90       100       110    
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (40-53:292-305) 
 
      10        20        30        40        50        60          
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
      70        80                                                  
2MEPSP TLAVVALFADG                                                  
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (19-38:39-63) 
 
                           10        20        30             40    
2MEPSP             TGGTVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
            50        60        70        80                        
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                        
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (42-66:129-153) 
 
              20        30        40        50        60        70  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
              80                                                    
2MEPSP AVVALFADG                                                    
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.0  bits: 18.4 E():   91 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (9-54:85-134) 
 
                                     10        20         30        
2MEPSP                       TGGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
           40        50        60        70        80               
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG               
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
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          120       130       140       150       160       170     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.0  bits: 19.1 E():   91 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (29-64:59-97) 
 
                 10        20        30        40           50      
2MEPSP   TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
          60        70        80                                    
2MEPSP AIDVNMNKMPDVAMTLAVVALFADG                                    
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.0  bits: 17.3 E():   91 
Smith-Waterman score: 40; 34.8% identity (69.6% similar) in 23 aa overlap (2-24:21-41) 
 
                                  10        20        30        40  
2MEPSP                    TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                           :..: .. :   . .::. :.::                  
gi|131 QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVERDH 
               10        20         30         40        50         
 
              50        60        70        80                      
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                      
                                                                    
gi|131 KNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:6-24) 
 
               10        20        30        40        50        60 
2MEPSP TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN 
                 :  .:. . :: : :. .:                                
gi|990      MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLS 
                    10        20        30        40        50      
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 16.3 E():   95 
Smith-Waterman score: 37; 41.2% identity (64.7% similar) in 17 aa overlap (61-77:1-17) 
 
               40        50        60        70        80           
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG           
                                     : :. .::  : . :.:              
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 19.1 E():   95 
Smith-Waterman score: 45; 33.3% identity (76.2% similar) in 21 aa overlap (55-75:293-313) 
 
           30        40        50        60        70        80     
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG     
                                     ...:. .:   :..: .::.:          
gi|458 HIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNADACN 
            270       280       290       300       310       320   
 
gi|458 YSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGTSMA 
            330       340       350       360       370       380   
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
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 initn:  38 init1:  38 opt:  40  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 40; 34.8% identity (69.6% similar) in 23 aa overlap (2-24:27-47) 
 
                                        10        20        30      
2MEPSP                          TGGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                 :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
          40        50        60        70        80                
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG                
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:56 2011 done: Tue Apr 19 10:57:56 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 268  - 347 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     3     0:= 
  30    11     2:*=== 
  32     7     8:==* 
  34    27    22:=======*= 
  36    56    44:==============*==== 
  38    51    73:=================       * 
  40    96   102:================================ * 
  42   127   125:=========================================*= 
  44   123   138:=========================================    * 
  46   147   140:==============================================*== 
  48   140   134:============================================*== 
  50   163   122:========================================*============== 
  52   121   108:===================================*===== 
  54    81    92:===========================   * 
  56    54    77:==================       * 
  58    46    63:================    * 
  60    46    51:================* 
  62    32    41:===========  * 
  64    38    33:==========*== 
  66    20    26:======= * 
  68    18    20:======* 
  70    14    16:=====* 
  72     7    12:===* 
  74     2    10:=  * 
  76     9     8:==* 
  78     8     6:=*= 
  80     4     5:=* 
  82     2     3:* 
  84     1     3:* 
  86     3     2:* 
  88     9     2:*==        inset = represents 1 library sequences 
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  90     1     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     2     0:=         *== 
 102     9     0:===       *========= 
 104     2     0:=         *== 
 106     2     0:=         *== 
 108     1     0:=         *= 
 110     2     0:=         *== 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.18640.00297; mu= 10.3694 0.153 
 mean_var=29.2806 7.625, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.237019 
 Kolmogorov-Smirnov  statistic: 0.0373 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.5    0.37 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.5    0.37 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 25.2    0.47 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.9    0.59 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.9    0.59 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.5    0.75 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.5    0.75 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 24.2     0.9 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 24.2     0.9 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 24.2    0.95 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   60 24.2    0.95 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 24.2    0.95 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 24.2    0.95 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 24.2    0.95 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 24.2    0.95 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 24.2    0.95 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.8     1.2 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.5     1.4 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.8     2.5 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 24.2     2.8 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.9     3.5 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.8       5 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   54 22.1     5.9 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   54 22.1       6 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   56 22.8     6.3 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 23.2     6.4 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.2     6.4 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 23.2     6.5 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   52 21.4     6.6 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   52 21.4     6.6 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.2     6.7 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.2     6.7 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 21.1       8 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.8     8.3 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.8      11 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.1      13 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 20.1      14 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.1      16 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   48 20.1      17 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.1      17 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 20.1      17 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      21 
gi|11124572|emb|CAC14917.1| triosephosphat-isomera ( 253)   49 20.4      21 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   47 19.7      22 
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gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.4      23 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.4      23 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.7      24 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.4      26 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.8      26 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.4      26 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.4      27 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   46 19.4      27 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.4      27 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.4      27 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.1      28 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.8      29 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.7      30 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.1      30 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.4      31 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.7      33 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.4      41 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 20.1      42 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   44 18.7      44 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.1      45 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      45 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      45 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.1      46 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.1      52 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.1      54 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.1      56 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.1      58 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.1      58 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.1      58 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.4      58 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.7      59 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.7      59 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.1      61 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.1      61 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.4      63 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.0      64 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.2      66 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   42 18.0      68 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.8      68 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.4      69 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.4      70 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.7      71 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 18.0      72 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.4      72 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.4      72 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   39 17.0      72 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.7      73 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.7      73 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.7      73 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.7      73 
gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus pu ( 285)   44 18.7      77 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   45 19.1      78 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.7      83 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.4      85 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.4      86 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.7      87 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.4      88 
gi|13195753|gb|AAB32652.2| main olive allergen [Ol ( 130)   40 17.3      91 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   40 17.3      91 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.4      91 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      92 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   37 16.3      93 
gi|1362133|pir||G53806 major allergen OLE26 - comm ( 136)   40 17.3      95 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.1      96 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 110.2  bits: 25.5 E(): 0.37 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (2-59:16-77) 
 
                               10        20        30           40  
2MEPSP               GGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
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                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCMST 
               10        20        30         40        50          
 
              50        60        70        80                      
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                      
       ::  .: :..:    : :                                           
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 110.2  bits: 25.5 E(): 0.37 
Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (2-59:16-77) 
 
                               10         20        30        40    
2MEPSP               GGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . :..    :.  . :: 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                       
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 108.4  bits: 25.2 E(): 0.47 
Smith-Waterman score: 63; 30.1% identity (50.6% similar) in 83 aa overlap (2-79:16-92) 
 
                               10        20        30           40  
2MEPSP               GGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              50        60        70        80                      
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                      
       ::  .: :..:    : : .     :  :. .:.  ::                       
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 106.5  bits: 24.9 E(): 0.59 
Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (2-59:16-77) 
 
                               10         20        30        40    
2MEPSP               GGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                       
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 106.5  bits: 24.9 E(): 0.59 
Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (2-59:16-77) 
 
                               10        20        30           40  
2MEPSP               GGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCMST 
               10        20        30         40        50          
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              50        60        70        80                      
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                      
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 104.7  bits: 24.5 E(): 0.75 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (2-59:16-77) 
 
                               10        20        30           40  
2MEPSP               GGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              50        60        70        80                      
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                      
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 104.7  bits: 24.5 E(): 0.75 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (2-59:16-77) 
 
                               10        20        30           40  
2MEPSP               GGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              50        60        70        80                      
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                      
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 103.3  bits: 24.2 E():  0.9 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (2-59:16-77) 
 
                               10        20        30           40  
2MEPSP               GGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              50        60        70        80                      
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                      
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 103.3  bits: 24.2 E():  0.9 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (2-59:16-77) 
 
                               10        20        30           40  
2MEPSP               GGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              50        60        70        80                      
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                      
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
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 initn:  51 init1:  51 opt:  60  Z-score: 102.9  bits: 24.2 E(): 0.95 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (2-59:16-77) 
 
                               10        20        30           40  
2MEPSP               GGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              50        60        70        80                      
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                      
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.9  bits: 24.2 E(): 0.95 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (2-59:16-77) 
 
                               10        20        30           40  
2MEPSP               GGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              50        60        70        80                      
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                      
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.9  bits: 24.2 E(): 0.95 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (2-59:16-77) 
 
                               10        20        30           40  
2MEPSP               GGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              50        60        70        80                      
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                      
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.9  bits: 24.2 E(): 0.95 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (2-59:16-77) 
 
                               10        20        30           40  
2MEPSP               GGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|145 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              50        60        70        80                      
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                      
       ::  .: :..:    : :                                           
gi|145 GPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.9  bits: 24.2 E(): 0.95 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (2-59:16-77) 
 
                               10        20        30           40  
2MEPSP               GGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
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               10        20        30         40        50          
 
              50        60        70        80                      
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                      
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.9  bits: 24.2 E(): 0.95 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (2-59:16-77) 
 
                               10        20        30           40  
2MEPSP               GGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              50        60        70        80                      
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                      
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.9  bits: 24.2 E(): 0.95 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (2-59:16-77) 
 
                               10        20        30           40  
2MEPSP               GGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              50        60        70        80                      
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                      
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 101.0  bits: 23.8 E():  1.2 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (2-59:16-77) 
 
                               10         20        30        40    
2MEPSP               GGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMSTG 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                       
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 100.0  bits: 23.5 E():  1.4 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (40-63:85-109) 
 
      10        20        30        40         50        60         
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
       70        80            
2MEPSP TLAVVALFADGP            
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
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>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 95.5  bits: 22.8 E():  2.5 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (2-59:16-77) 
 
                               10         20        30        40    
2MEPSP               GGTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCMSTG 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                       
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 94.5  bits: 24.2 E():  2.8 
Smith-Waterman score: 60; 23.4% identity (64.1% similar) in 64 aa overlap (15-75:306-369) 
 
                               10         20        30        40    
2MEPSP                 GGTVTVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
              50        60        70        80                      
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                      
        :  . . .:  .:. ...:.. .:. .. .: .                           
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
gi|144 VGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
         400       410       420       430       440      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  59  Z-score: 92.7  bits: 23.9 E():  3.5 
Smith-Waterman score: 59; 22.4% identity (65.5% similar) in 58 aa overlap (20-75:312-369) 
 
                          10        20        30        40          
2MEPSP            GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
        50        60        70        80                            
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                            
       . .:  .:. ...:.. .:. .. .: .                                 
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 89.9  bits: 21.8 E():    5 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (2-59:16-77) 
 
                               10        20        30           40  
2MEPSP               GGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : .: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              50        60        70        80                      
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                      
       ::   : :..:    : :                                           
gi|160 GPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 88.6  bits: 22.1 E():  5.9 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (12-77:93-163) 
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                                  10        20           30         
2MEPSP                    GGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
         40        50         60        70        80                
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGP                
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|289 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
gi|289 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 88.5  bits: 22.1 E():    6 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (12-77:96-166) 
 
                                  10        20           30         
2MEPSP                    GGTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
         40        50         60        70        80                
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGP                
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|424 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
gi|424 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          190       200       210       220       230  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 88.1  bits: 22.8 E():  6.3 
Smith-Waterman score: 56; 20.8% identity (58.3% similar) in 72 aa overlap (10-80:126-197) 
 
                                    10        20        30          
2MEPSP                      GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS-V 
                                     : . .  ::....  ...  .    ::. . 
gi|513 SLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGI 
         100       110       120       130       140       150      
 
       40        50        60        70        80                   
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                   
        .   :.: . .: : ..:...: . .  ..:.:  . :  :                   
gi|513 FAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDLVNSFSANVKKIYDLGA 
         160       170       180       190       200       210      
 
gi|513 RTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNHKLKEIVAQLRKDLPLA 
         220       230       240       250       260       270      
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.0  bits: 23.2 E():  6.4 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (49-65:399-415) 
 
       20        30        40        50        60        70         
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
       80                                                           
2MEPSP GP                                                           
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
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 initn:  57 init1:  57 opt:  57  Z-score: 87.9  bits: 23.2 E():  6.4 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (49-65:402-418) 
 
       20        30        40        50        60        70         
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
       80                                                           
2MEPSP GP                                                           
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.9  bits: 23.2 E():  6.5 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (49-65:403-419) 
 
       20        30        40        50        60        70         
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
       80                                                           
2MEPSP GP                                                           
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 87.8  bits: 21.4 E():  6.6 
Smith-Waterman score: 52; 27.7% identity (59.6% similar) in 47 aa overlap (11-57:30-74) 
 
                                  10        20        30        40  
2MEPSP                    GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                      
       :  .  :  ....:::                                             
gi|169 GETK--FILHKVEAIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
                 70        80        90       100       110         
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.7  bits: 21.4 E():  6.6 
Smith-Waterman score: 52; 26.2% identity (54.8% similar) in 42 aa overlap (1-42:89-130) 
 
                                             10        20        30 
2MEPSP                               GGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     :. ..: .  .: .  : :  .:..  :   
gi|583 KENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHT 
       60        70        80        90       100       110         
 
               40        50        60        70        80 
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
         :...: :  :                                       
gi|583 ELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP          
      120       130       140       150                   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.6  bits: 23.2 E():  6.7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (49-65:422-438) 
 
       20        30        40        50        60        70         
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
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             400       410       420       430       440       450  
 
       80                                                           
2MEPSP GP                                                           
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.6  bits: 23.2 E():  6.7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (49-65:422-438) 
 
       20        30        40        50        60        70         
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
       80                                                           
2MEPSP GP                                                           
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 86.2  bits: 21.1 E():    8 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (2-59:16-77) 
 
                               10        20        30           40  
2MEPSP               GGTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
              50        60        70        80                      
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                      
       ::  .: :...    : :                                           
gi|160 GPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 85.9  bits: 20.8 E():  8.3 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (39-77:20-59) 
 
       10        20        30        40         50         60       
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                          10        20        30        40          
 
         70        80                                               
2MEPSP AMTLAVVALFADGP                                               
          : :  : :                                                  
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.7  bits: 20.8 E():   11 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (10-60:38-88) 
 
                                    10        20        30          
2MEPSP                      GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
      40        50         60        70        80                   
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVAMTLAVVALFADGP                   
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
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>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 82.7  bits: 22.1 E():   13 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (42-77:390-426) 
 
              20        30        40         50         60          
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
      70        80                                                  
2MEPSP LAVVALFADGP                                                  
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 81.7  bits: 20.1 E():   14 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (24-50:9-37) 
 
               10        20        30        40          50         
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDV 
                              : ...: ..:: ..  ...: : : : :.         
gi|153                MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPC 
                              10        20        30        40      
 
       60        70        80                                       
2MEPSP NMNKMPDVAMTLAVVALFADGP                                       
                                                                    
gi|153 LKFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKK 
          50        60        70        80        90       100      
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.9  bits: 21.1 E():   16 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (16-64:228-277) 
 
                              10        20        30        40      
2MEPSP                GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
          50         60        70        80            
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGP            
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 48; 25.5% identity (59.6% similar) in 47 aa overlap (11-57:30-74) 
 
                                  10        20        30        40  
2MEPSP                    GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                      
       :  .  :  .....::                                             
gi|374 GETK--FILHKVESIDEANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
                 70        80        90       100       110         
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.4  bits: 21.1 E():   17 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (16-64:247-296) 
 
                              10        20        30        40      
2MEPSP                GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8704

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
          50         60        70        80            
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGP            
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 80.3  bits: 20.1 E():   17 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (27-45:1-18) 
 
               10        20        30        40        50        60 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                                 ::.  :... :..:  :::                
gi|444                           MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPK 
                                          10        20        30    
 
               70        80                                         
2MEPSP NKMPDVAMTLAVVALFADGP                                         
                                                                    
gi|444 IAPQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALS 
            40        50        60        70        80        90    
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.6  bits: 20.4 E():   21 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (8-53:68-117) 
 
                                      10         20        30       
2MEPSP                        GGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
            40        50        60        70        80              
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP              
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|11124572|emb|CAC14917.1| triosephosphat-isomerase [  (253 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.6  bits: 20.4 E():   21 
Smith-Waterman score: 49; 44.4% identity (61.1% similar) in 18 aa overlap (1-18:210-227) 
 
                                             10        20        30 
2MEPSP                               GGTVTVEGCGTTSLQGDVKFAEVLEMMGAK 
                                     ::.::  .:   . : ::             
gi|111 AQAQEVHANLRDWLKTNVSPEVAESTRIIYGGSVTGASCKELAAQPDVDGFLVGGASLKP 
     180       190       200       210       220       230          
 
               40        50        60        70        80 
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
                                                          
gi|111 EFIDIINAAAVKSA                                     
     240       250                                        
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 47; 24.4% identity (51.3% similar) in 78 aa overlap (5-79:41-112) 
 
                                         10           20        30  
2MEPSP                           GGTVTVEGCGTTSLQGDVK---FAEVLEMMGAKV 
                                     .::. : ..  : .:   :::     :.   
gi|154 PSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE-----GSPF 
               20        30        40        50        60           
 
              40        50        60        70        80            
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP            
        ...  :  .      :.   ... ::  .:.  :.. :..::  . :             
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gi|154 KFVKERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELTIVAAPGGGSILKISGKFHAK 
          70        80         90       100       110       120     
 
gi|154 GDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
          130       140       150       160 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (39-72:170-204) 
 
       10        20        30        40         50         60       
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
         70        80                                               
2MEPSP AMTLAVVALFADGP                                               
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.8  bits: 20.4 E():   23 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (11-63:114-161) 
 
                                   10        20        30        40 
2MEPSP                     GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
               50        60        70        80                     
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                     
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 77.7  bits: 19.7 E():   24 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (58-79:68-88) 
 
        30        40        50        60        70        80        
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP        
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.1  bits: 20.4 E():   26 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (7-31:282-306) 
 
                                       10        20        30       
2MEPSP                         GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
         40        50        60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 77.0  bits: 20.8 E():   26 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (39-77:291-330) 
 
       10        20        30        40         50         60       
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
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gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
         70        80                                               
2MEPSP AMTLAVVALFADGP                                               
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (12-27:135-150) 
 
                                  10        20        30        40  
2MEPSP                    GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
              50        60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (20-52:82-109) 
 
                          10        20        30        40          
2MEPSP            GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
      50        60        70        80                      
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGP                      
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 46; 24.4% identity (50.0% similar) in 78 aa overlap (5-79:41-112) 
 
                                         10           20        30  
2MEPSP                           GGTVTVEGCGTTSLQGDVK---FAEVLEMMGAKV 
                                     .::. : ..  : .:   :::     :.   
gi|154 PSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE-----GSPF 
               20        30        40        50        60           
 
              40        50        60        70        80            
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP            
        ...  :  .      :.   ... ::  .:.  :.. : .::  . :             
gi|154 KFVKERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELKIVAAPGGGSILKISGKFHAK 
          70        80         90       100       110       120     
 
gi|154 GDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
          130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (27-45:1-18) 
 
               10        20        30        40        50        60 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                                 ::.  :... :..:  :::                
gi|444                           MGV-FTYADESTSVITPPRLFKALVLEADTLIPK 
                                          10        20        30    
 
               70        80                                         
2MEPSP NKMPDVAMTLAVVALFADGP                                         
                                                                    
gi|444 IAPQSVKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALS 
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            40        50        60        70        80        90    
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (27-45:1-18) 
 
               10        20        30        40        50        60 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                                 ::.  :... :..:  :::                
gi|444                           MGV-FTYADESTSVIPPPRLFKALVLEADTLIPK 
                                          10        20        30    
 
               70        80                                         
2MEPSP NKMPDVAMTLAVVALFADGP                                         
                                                                    
gi|444 IAPQSVKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALS 
            40        50        60        70        80        90    
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.4  bits: 21.1 E():   28 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (49-65:430-446) 
 
       20        30        40        50        60        70         
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
       80                                                           
2MEPSP GP                                                           
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.0  bits: 20.8 E():   29 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (39-77:6-45) 
 
       10        20        30        40         50         60       
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|223                          INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                                        10        20         30     
 
         70        80                                               
2MEPSP AMTLAVVALFADGP                                               
          : :  : :                                                  
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.9  bits: 19.7 E():   30 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (58-79:116-136) 
 
        30        40        50        60        70        80        
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP        
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (17-42:175-201) 
 
                             10        20         30        40      
2MEPSP               GGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
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          150       160       170       180       190       200     
 
          50        60        70        80                          
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                          
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.4 E():   31 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (18-44:4-30) 
 
               10        20        30        40        50        60 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                        .::: :: ...: :  . .:.   . :                 
gi|727               MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLIL 
                             10        20        30        40       
 
               70        80                                         
2MEPSP NKMPDVAMTLAVVALFADGP                                         
                                                                    
gi|727 PRHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQS 
         50        60        70        80        90       100       
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.0  bits: 18.7 E():   33 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (43-75:38-75) 
 
             20        30        40        50             60        
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
        70        80                                          
2MEPSP MTLAVVALFADGP                                          
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.4  bits: 19.4 E():   41 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (39-52:15-28) 
 
       10        20        30        40        50        60         
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
       70        80                                                 
2MEPSP TLAVVALFADGP                                                 
                                                                    
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.3  bits: 20.1 E():   42 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (39-77:291-330) 
 
       10        20        30        40         50         60       
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
         70        80                                               
2MEPSP AMTLAVVALFADGP                                               
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
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>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 44; 23.0% identity (45.9% similar) in 74 aa overlap (6-79:45-112) 
 
                                        10        20        30      
2MEPSP                          GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ::: :  .    . :.:     :. : ... 
gi|730 PAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFSE-----GSPVKYVK 
           20        30        40        50        60               
 
          40        50        60        70        80                
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                
         :         ..   ... ::  .:.  :.  : .::  . :                 
gi|730 ERVEEIDHTNFKYNYTVIEG-DVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHE 
      70        80         90       100       110       120         
 
gi|730 VNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      130       140       150       160 
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.7  bits: 19.1 E():   45 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (50-65:152-167) 
 
      20        30        40        50        60        70          
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
      80                           
2MEPSP P                           
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (26-49:7-30) 
 
               10        20        30        40        50        60 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                                ...  :. . .:..  :::. : :            
gi|811                    MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQW 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP NKMPDVAMTLAVVALFADGP                                         
                                                                    
gi|811 LEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCS 
              50        60        70        80        90       100  
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (26-49:7-30) 
 
               10        20        30        40        50        60 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                                ...  :. . .:..  :::. : :            
gi|109                    MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKW 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP NKMPDVAMTLAVVALFADGP                                         
                                                                    
gi|109 LEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCS 
              50        60        70        80        90       100  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.5  bits: 20.1 E():   46 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (24-63:312-353) 
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                      10        20        30        40          50  
2MEPSP        GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
              60        70        80                                
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGP                                
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.5  bits: 19.1 E():   52 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (34-66:43-76) 
 
            10        20        30        40         50        60   
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
             70        80                                           
2MEPSP MPDVAMTLAVVALFADGP                                           
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (42-50:14-22) 
 
              20        30        40        50        60        70  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
              80                                                    
2MEPSP VVALFADGP                                                    
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (42-50:25-33) 
 
              20        30        40        50        60        70  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
              80                                                    
2MEPSP VVALFADGP                                                    
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (42-50:31-39) 
 
              20        30        40        50        60        70  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
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              80                                                    
2MEPSP VVALFADGP                                                    
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (42-50:31-39) 
 
              20        30        40        50        60        70  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
              80                                                    
2MEPSP VVALFADGP                                                    
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (42-50:32-40) 
 
              20        30        40        50        60        70  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
              80                                                    
2MEPSP VVALFADGP                                                    
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.6  bits: 18.4 E():   58 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (50-65:43-58) 
 
      20        30        40        50        60        70          
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
      80                                                            
2MEPSP P                                                            
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.6  bits: 18.7 E():   59 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (13-43:98-127) 
 
                                 10        20        30        40   
2MEPSP                   GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
             50        60        70        80                       
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                       
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
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 initn:  40 init1:  40 opt:  44  Z-score: 70.5  bits: 18.7 E():   59 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (13-43:99-128) 
 
                                 10        20        30        40   
2MEPSP                   GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
             50        60        70        80                       
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                       
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (17-42:175-201) 
 
                             10        20         30        40      
2MEPSP               GGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
          50        60        70        80                          
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                          
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (17-42:175-201) 
 
                             10        20         30        40      
2MEPSP               GGTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
          50        60        70        80                          
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                          
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (4-22:97-115) 
 
                                          10        20        30    
2MEPSP                            GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
            40        50        60        70        80              
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP              
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 18.0 E():   64 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (62-80:2-20) 
 
              40        50        60        70        80            
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP            
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
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                                            10        20        30  
 
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 69.6  bits: 14.2 E():   66 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (37-43:2-8) 
 
         10        20        30        40        50        60       
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     ..:. ::                        
gi|250                              PTITIGGPEYR                     
                                            10                      
 
         70        80 
2MEPSP AMTLAVVALFADGP 
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 42; 20.3% identity (55.4% similar) in 74 aa overlap (16-79:36-107) 
 
                              10        20        30        40      
2MEPSP                GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. . .:..:  :.  :  . : .  :  . 
gi|604 FDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDGETK 
          10        20        30        40        50        60      
 
          50         60                 70        80                
2MEPSP EPFGRKHLKAID-VNMN---------KMPDVAMTLAVVALFADGP                
         :  ......: .:..          .::.:  ... . ..::                 
gi|604 --FVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISYHGK 
            70        80        90       100       110       120    
 
gi|604 GDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
           130       140       150      
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.8 E():   68 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (35-52:288-305) 
 
           10        20        30        40        50        60     
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
           70        80                                             
2MEPSP DVAMTLAVVALFADGP                                             
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.4 E():   69 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (19-80:129-196) 
 
                           10        20             30        40    
2MEPSP             GGTVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|144 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
      100       110       120       130       140       150         
 
            50        60        70         80     
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGP     
         . .... : : . :.. . . .. : :. :  :  :     
gi|144 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
      160       170       180       190       200 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.4 E():   70 
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Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (19-80:133-200) 
 
                           10        20             30        40    
2MEPSP             GGTVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|622 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
            110       120       130       140       150       160   
 
            50        60        70         80     
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGP     
         . .... : : . :.. . . .. : :. :  :  :     
gi|622 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
            170       180       190       200     
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 18.7 E():   71 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (15-43:204-231) 
 
                               10        20        30         40    
2MEPSP                 GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|386 VEKGSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
           180       190       200       210         220       230  
 
            50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
                                             
gi|386 FTVRYTTEGGTKVEAEDVIPEGWKADTAYESK      
             240       250       260         
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (13-27:53-67) 
 
                                 10        20        30        40   
2MEPSP                   GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
             50        60        70        80                       
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                       
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (50-64:152-166) 
 
      20        30        40        50        60        70          
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
      80                             
2MEPSP P                             
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (50-64:152-166) 
 
      20        30        40        50        60        70          
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
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      80                             
2MEPSP P                             
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.9  bits: 17.0 E():   72 
Smith-Waterman score: 39; 25.9% identity (63.0% similar) in 27 aa overlap (53-79:41-67) 
 
             30        40        50        60        70        80   
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP   
                                     :  .:..  .:: . . : .  :...:    
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
gi|453 CSPKWLQLLVP 
               80  
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 48; 33.3% identity (53.3% similar) in 45 aa overlap (2-42:208-252) 
 
                                            10           20         
2MEPSP                              GGTVTVEGCGTT---SLQGDVKFAEVLEM-M 
                                     : .:   :: :   . .: .: : :..  : 
gi|668 YYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVVDKCM 
       180       190       200       210       220       230        
 
        30        40        50        60        70        80 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
       : : :  ..:  . :                                       
gi|668 GCKPTDLDASRHLFGELADFSAGRIDGMSWYFN                     
       240       250       260       270                     
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 48; 33.3% identity (53.3% similar) in 45 aa overlap (2-42:208-252) 
 
                                            10           20         
2MEPSP                              GGTVTVEGCGTT---SLQGDVKFAEVLEM-M 
                                     : .:   :: :   . .: .: : :..  : 
gi|833 YYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVVDKCM 
       180       190       200       210       220       230        
 
        30        40        50        60        70        80 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
       : : :  ..:  . :                                       
gi|833 GCKPTDLDASRHLFGELADFSAGRIDGMSWYFN                     
       240       250       260       270                     
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (26-79:22-71) 
 
               10        20        30        40        50        60 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                                . .: ..  . :: . .     . ....:::     
gi|238     MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---C 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP NKMPDVAMTLAVVALFADGP                                         
       :.. ::  ::: ..::  :                                          
gi|238 NEF-DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPV 
             60        70        80        90       100       110   
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (53-79:44-71) 
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             30        40        50         60        70        80  
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGP  
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|167540622|gb|ABZ81991.1| Tyr p 3 [Tyrophagus putres  (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 44; 27.5% identity (52.5% similar) in 40 aa overlap (1-37:221-260) 
 
                                             10           20        
2MEPSP                               GGTVTVEGCGTTSLQ---GDVKFAEVLEMM 
                                     :. .. :  :..:.    :: :.  :   . 
gi|167 TGIVNITENMFCAGKMGIGGVDSCQGDSGGGAMLNKELVGVVSFGVGCGDPKYPGVYTRV 
              200       210       220       230       240       250 
 
        30        40        50        60        70        80 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
       .  . : : :                                            
gi|167 SQYLDWIELSAKSSATTLVAVNITLFLTLFIGAIW                   
              260       270       280                        
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 45; 23.0% identity (55.4% similar) in 74 aa overlap (6-79:144-205) 
 
                                        10        20        30      
2MEPSP                          GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ...:.:. : :::    : : .:.. . .. 
gi|810 DGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNTSVL-GDVL---VSESIGVEPVHAQ 
           120       130       140       150           160          
 
          40        50        60        70        80                
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                
        . ..:         ...    .. :..:: .  :  :.: . :                 
gi|810 DGDAIT--------MRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITISNNHFFNHHKVML 
     170               180       190       200       210       220  
 
gi|810 LGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNYDQWNIYAIGGSSNPT 
             230       240       250       260       270       280  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (8-27:285-304) 
 
                                      10        20        30        
2MEPSP                        GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
        40        50        60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 46; 32.1% identity (48.2% similar) in 56 aa overlap (25-79:25-74) 
 
               10        20        30        40        50        60 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                               : . :: ::     : .:: ..  :    : .:    
gi|116 VFLGSAHGIAKVPPGPNITATYGDEWLDAKSTWYGKP-TGAGP-KDNGGACGYKDVD--- 
               10        20        30         40         50         
 
                70        80                                        
2MEPSP NKMPDVAMT-LAVVALFADGP                                        
        : :  .::  . . .: ::                                         
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gi|116 -KPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNEEPIAPYHFD 
           60        70        80        90       100       110     
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 19.4 E():   86 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (39-52:292-305) 
 
       10        20        30        40        50        60         
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
       70        80                                                 
2MEPSP TLAVVALFADGP                                                 
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (18-37:39-63) 
 
                            10        20             30        40   
2MEPSP              GGTVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
             50        60        70        80                       
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                       
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (41-65:129-153) 
 
               20        30        40        50        60        70 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
               80                                                   
2MEPSP AVVALFADGP                                                   
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|13195753|gb|AAB32652.2| main olive allergen [Olea e  (130 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.1  bits: 17.3 E():   91 
Smith-Waterman score: 40; 34.8% identity (69.6% similar) in 23 aa overlap (1-23:21-41) 
 
                                   10        20        30        40 
2MEPSP                     GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                           :..: .. :   . .::. :.::                  
gi|131 QVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSMLVERDH 
               10        20         30         40        50         
 
               50        60        70        80                     
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP                     
                                                                    
gi|131 KNEFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQ 
       60        70        80        90       100       110         
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.3 E():   91 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:6-24) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8718

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

               10        20        30        40        50        60 
2MEPSP GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                :  .:. . :: : :. .:                                 
gi|990     MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLST 
                   10        20        30        40        50       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.0  bits: 18.4 E():   91 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (8-53:85-134) 
 
                                      10         20        30       
2MEPSP                        GGTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
            40        50        60        70        80              
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP              
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 66.9  bits: 19.1 E():   92 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (28-63:59-97) 
 
                  10        20        30        40           50     
2MEPSP    GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
           60        70        80                                   
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGP                                   
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.9  bits: 16.3 E():   93 
Smith-Waterman score: 37; 41.2% identity (64.7% similar) in 17 aa overlap (60-76:1-17) 
 
      30        40        50        60        70        80          
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP          
                                     : :. .::  : . :.:              
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|1362133|pir||G53806 major allergen OLE26 - common o  (136 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.8  bits: 17.3 E():   95 
Smith-Waterman score: 40; 34.8% identity (69.6% similar) in 23 aa overlap (1-23:27-47) 
 
                                         10        20        30     
2MEPSP                           GGTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                 :..: .. :   . .::. :.::            
gi|136 QFHIQGQVYCDTCRAGFITELSEFIPGASVRLQ-CKEKK-NGDITFTEVGYTRAEGLYSM 
               10        20        30          40        50         
 
           40        50        60        70        80               
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP               
                                                                    
gi|136 LVERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEA 
       60        70        80        90       100       110         
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 19.1 E():   96 
Smith-Waterman score: 45; 33.3% identity (76.2% similar) in 21 aa overlap (54-74:293-313) 
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            30        40        50        60        70        80    
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP    
                                     ...:. .:   :..: .::.:          
gi|458 HIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNADACN 
            270       280       290       300       310       320   
 
gi|458 YSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGTSMA 
            330       340       350       360       370       380   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:56 2011 done: Tue Apr 19 10:57:56 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 269  - 348 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     3     0:= 
  30    11     2:*=== 
  32     7     8:==* 
  34    28    22:=======*== 
  36    55    44:==============*==== 
  38    56    73:===================     * 
  40    92   102:===============================  * 
  42   130   125:=========================================*== 
  44   122   138:=========================================    * 
  46   154   140:==============================================*===== 
  48   144   134:============================================*=== 
  50   138   122:========================================*===== 
  52   128   108:===================================*======= 
  54    85    92:============================= * 
  56    54    77:==================       * 
  58    46    63:================    * 
  60    47    51:================* 
  62    41    41:=============* 
  64    31    33:==========* 
  66    18    26:======  * 
  68    16    20:======* 
  70    15    16:=====* 
  72     8    12:===* 
  74     2    10:=  * 
  76     9     8:==* 
  78     7     6:=*= 
  80     3     5:=* 
  82     2     3:* 
  84     3     3:* 
  86     3     2:* 
  88     7     2:*==        inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     2     0:=         *== 
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 102     9     0:===       *========= 
 104     2     0:=         *== 
 106     2     0:=         *== 
 108     1     0:=         *= 
 110     2     0:=         *== 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.24470.00296; mu= 9.9771 0.152 
 mean_var=29.5144 7.677, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.236079 
 Kolmogorov-Smirnov  statistic: 0.0346 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   64 25.5    0.37 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   64 25.5    0.37 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 25.2    0.47 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   62 24.9     0.6 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   62 24.9     0.6 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   61 24.5    0.75 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   61 24.5    0.75 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   60 24.2    0.91 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   60 24.2    0.91 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   60 24.2    0.96 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   60 24.2    0.96 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   60 24.2    0.96 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   60 24.2    0.96 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   60 24.2    0.96 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   60 24.2    0.96 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   60 24.2    0.96 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   59 23.8     1.2 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.5     1.4 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   56 22.8     2.5 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 24.2     2.8 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.8     3.6 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   54 22.1     4.1 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   53 21.8       5 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   54 22.1     5.9 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   54 22.1       6 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   56 22.8     6.3 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 23.2     6.5 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.2     6.5 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 23.2     6.6 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.2     6.8 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.2     6.8 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   51 21.1       8 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.8     8.3 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   50 20.8      10 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   50 20.8      11 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.8      11 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.1      13 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 20.1      14 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.1      16 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.1      17 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 20.1      17 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      21 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   47 19.7      22 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.4      23 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.4      23 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.7      24 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.4      26 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.4      26 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.8      26 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.4      27 
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gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.4      27 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   46 19.4      27 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.4      27 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.1      28 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.8      30 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.7      30 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.1      30 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.4      30 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.7      33 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.4      41 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 20.1      42 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   44 18.7      43 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.1      44 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      45 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      45 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.1      46 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   47 19.7      49 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.1      52 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.1      54 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.1      56 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.1      57 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.1      57 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.1      58 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.4      58 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.7      58 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.7      58 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.1      60 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.1      60 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.3      63 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.4      63 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.0      63 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   42 18.0      67 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.4      68 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.7      68 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   42 18.0      69 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.4      69 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.7      71 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   39 17.0      71 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 18.0      71 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.4      71 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.4      71 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.7      72 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.7      72 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.7      72 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.7      72 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.7      82 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.4      84 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.7      86 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.4      86 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.4      88 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   40 17.4      90 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   37 16.3      90 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.4      91 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      92 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.1      96 
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 110.2  bits: 25.5 E(): 0.37 
Smith-Waterman score: 64; 31.7% identity (54.0% similar) in 63 aa overlap (1-58:16-77) 
 
                                10        20        30           40 
2MEPSP                GTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCMST 
               10        20        30         40        50          
 
               50        60        70        80                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                     
       ::  .: :..:    : :                                           
gi|160 GPHFDPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
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>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 110.2  bits: 25.5 E(): 0.37 
Smith-Waterman score: 64; 32.3% identity (56.5% similar) in 62 aa overlap (1-58:16-77) 
 
                                10         20        30         40  
2MEPSP                GTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . :..    :.  . :: 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                      
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 108.3  bits: 25.2 E(): 0.47 
Smith-Waterman score: 63; 30.1% identity (50.6% similar) in 83 aa overlap (1-78:16-92) 
 
                                10        20        30           40 
2MEPSP                GTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               50        60        70        80                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                     
       ::  .: :..:    : : .     :  :. .:.  ::                       
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 106.5  bits: 24.9 E():  0.6 
Smith-Waterman score: 62; 30.6% identity (56.5% similar) in 62 aa overlap (1-58:16-77) 
 
                                10         20        30         40  
2MEPSP                GTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                      
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 106.5  bits: 24.9 E():  0.6 
Smith-Waterman score: 62; 31.7% identity (54.0% similar) in 63 aa overlap (1-58:16-77) 
 
                                10        20        30           40 
2MEPSP                GTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCMST 
               10        20        30         40        50          
 
               50        60        70        80                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                     
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 104.7  bits: 24.5 E(): 0.75 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (1-58:16-77) 
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                                10        20        30           40 
2MEPSP                GTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               50        60        70        80                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                     
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 104.7  bits: 24.5 E(): 0.75 
Smith-Waterman score: 61; 31.7% identity (52.4% similar) in 63 aa overlap (1-58:16-77) 
 
                                10        20        30           40 
2MEPSP                GTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               50        60        70        80                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                     
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 103.2  bits: 24.2 E(): 0.91 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (1-58:16-77) 
 
                                10        20        30           40 
2MEPSP                GTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               50        60        70        80                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                     
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 103.2  bits: 24.2 E(): 0.91 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (1-58:16-77) 
 
                                10        20        30           40 
2MEPSP                GTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               50        60        70        80                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                     
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.8  bits: 24.2 E(): 0.96 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (1-58:16-77) 
 
                                10        20        30           40 
2MEPSP                GTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
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               50        60        70        80                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                     
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.8  bits: 24.2 E(): 0.96 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (1-58:16-77) 
 
                                10        20        30           40 
2MEPSP                GTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               50        60        70        80                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                     
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.8  bits: 24.2 E(): 0.96 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (1-58:16-77) 
 
                                10        20        30           40 
2MEPSP                GTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               50        60        70        80                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                     
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.8  bits: 24.2 E(): 0.96 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (1-58:16-77) 
 
                                10        20        30           40 
2MEPSP                GTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|145 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               50        60        70        80                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                     
       ::  .: :..:    : :                                           
gi|145 GPHFNPVGKEHGTPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.8  bits: 24.2 E(): 0.96 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (1-58:16-77) 
 
                                10        20        30           40 
2MEPSP                GTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               50        60        70        80                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                     
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
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 initn:  51 init1:  51 opt:  60  Z-score: 102.8  bits: 24.2 E(): 0.96 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (1-58:16-77) 
 
                                10        20        30           40 
2MEPSP                GTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               50        60        70        80                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                     
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.8  bits: 24.2 E(): 0.96 
Smith-Waterman score: 60; 31.7% identity (52.4% similar) in 63 aa overlap (1-58:16-77) 
 
                                10        20        30           40 
2MEPSP                GTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               50        60        70        80                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                     
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 101.0  bits: 23.8 E():  1.2 
Smith-Waterman score: 59; 30.6% identity (56.5% similar) in 62 aa overlap (1-58:16-77) 
 
                                10         20        30         40  
2MEPSP                GTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMSTG 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                      
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 100.0  bits: 23.5 E():  1.4 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (39-62:85-109) 
 
       10        20        30        40         50        60        
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
        70        80           
2MEPSP TLAVVALFADGPT           
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 95.5  bits: 22.8 E():  2.5 
Smith-Waterman score: 56; 30.6% identity (56.5% similar) in 62 aa overlap (1-58:16-77) 
 
                                10         20        30         40  
2MEPSP                GTV--TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                      :::  : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCMSTG 
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               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                      
       :  .: :..:    : :                                            
gi|160 PHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHS 
               70        80        90       100       110       120 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 94.4  bits: 24.2 E():  2.8 
Smith-Waterman score: 60; 23.4% identity (64.1% similar) in 64 aa overlap (14-74:306-369) 
 
                                10         20        30        40   
2MEPSP                  GTVTVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
               50        60        70        80                     
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                     
        :  . . .:  .:. ...:.. .:. .. .: .                           
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
gi|144 VGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
         400       410       420       430       440      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  59  Z-score: 92.6  bits: 23.8 E():  3.6 
Smith-Waterman score: 59; 22.4% identity (65.5% similar) in 58 aa overlap (19-74:312-369) 
 
                           10        20        30        40         
2MEPSP             GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
         50        60        70        80                           
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                           
       . .:  .:. ...:.. .:. .. .: .                                 
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 91.5  bits: 22.1 E():  4.1 
Smith-Waterman score: 54; 26.8% identity (54.9% similar) in 71 aa overlap (10-80:30-93) 
 
                                   10        20        30        40 
2MEPSP                     GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                     
       :  .  :  ....:::       . :.. .::.  :  ::                     
gi|169 GETK--FILHKVEAID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIG 
                 70             80        90       100       110    
 
gi|169 KLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
           120       130       140       150        
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 89.9  bits: 21.8 E():    5 
Smith-Waterman score: 53; 30.2% identity (50.8% similar) in 63 aa overlap (1-58:16-77) 
 
                                10        20        30           40 
2MEPSP                GTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : .: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
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               50        60        70        80                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                     
       ::   : :..:    : :                                           
gi|160 GPHFLPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 88.6  bits: 22.1 E():  5.9 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (11-76:93-163) 
 
                                   10        20           30        
2MEPSP                     GTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
          40        50         60        70        80               
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPT               
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|289 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
gi|289 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 88.5  bits: 22.1 E():    6 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (11-76:96-166) 
 
                                   10        20           30        
2MEPSP                     GTVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
          40        50         60        70        80               
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPT               
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|424 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
gi|424 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          190       200       210       220       230  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 88.1  bits: 22.8 E():  6.3 
Smith-Waterman score: 56; 20.8% identity (58.3% similar) in 72 aa overlap (9-79:126-197) 
 
                                     10        20        30         
2MEPSP                       GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS-V 
                                     : . .  ::....  ...  .    ::. . 
gi|513 SLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGI 
         100       110       120       130       140       150      
 
        40        50        60        70        80                  
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                  
        .   :.: . .: : ..:...: . .  ..:.:  . :  :                   
gi|513 FAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDLVNSFSANVKKIYDLGA 
         160       170       180       190       200       210      
 
gi|513 RTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNHKLKEIVAQLRKDLPLA 
         220       230       240       250       260       270      
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.9  bits: 23.2 E():  6.5 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (48-64:399-415) 
 
        20        30        40        50        60        70        
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
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gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
        80                                                          
2MEPSP GPT                                                          
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.8  bits: 23.2 E():  6.5 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (48-64:402-418) 
 
        20        30        40        50        60        70        
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
        80                                                          
2MEPSP GPT                                                          
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.8  bits: 23.2 E():  6.6 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (48-64:403-419) 
 
        20        30        40        50        60        70        
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
        80                                                          
2MEPSP GPT                                                          
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.5  bits: 23.2 E():  6.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (48-64:422-438) 
 
        20        30        40        50        60        70        
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
        80                                                          
2MEPSP GPT                                                          
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.5  bits: 23.2 E():  6.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (48-64:422-438) 
 
        20        30        40        50        60        70        
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
        80                                                          
2MEPSP GPT                                                          
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
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             460       470       480       490       500       510  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 86.3  bits: 21.1 E():    8 
Smith-Waterman score: 51; 30.2% identity (52.4% similar) in 63 aa overlap (1-58:16-77) 
 
                                10        20        30           40 
2MEPSP                GTV--TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                      :::  : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
               50        60        70        80                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                     
       ::  .: :...    : :                                           
gi|160 GPHFNPVGKEQGAPGDENRHAGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVH 
      60        70        80        90       100       110          
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 86.0  bits: 20.8 E():  8.3 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (38-76:20-59) 
 
        10        20        30        40         50         60      
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                          10        20        30        40          
 
          70        80                                              
2MEPSP AMTLAVVALFADGPT                                              
          : :  : :                                                  
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 84.2  bits: 20.8 E():   10 
Smith-Waterman score: 50; 25.4% identity (54.9% similar) in 71 aa overlap (10-80:30-93) 
 
                                   10        20        30        40 
2MEPSP                     GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                     
       :  .  :  .....::       . :.. .::.  :  ::                     
gi|374 GETK--FILHKVESID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIG 
                 70             80        90       100       110    
 
gi|374 KLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
           120       130       140       150        
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 84.1  bits: 20.8 E():   11 
Smith-Waterman score: 50; 28.6% identity (52.4% similar) in 42 aa overlap (1-41:89-130) 
 
                                             10         20          
2MEPSP                               GTVTVEGCGTTS-LQGDVKFAEVLEMMGAK 
                                     :.  : :  :.. .  : :  .:..  :   
gi|583 KENTKTATYTYGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHT 
       60        70        80        90       100       110         
 
      30        40        50        60        70        80 
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 
         :...: :  :                                        
gi|583 ELWVHSSKTSGGYNNCCDKKFTETRGSTPANEVYKKCPGMP           
      120       130       140       150                    
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.8  bits: 20.8 E():   11 
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Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (9-59:38-88) 
 
                                     10        20        30         
2MEPSP                       GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
       40        50         60        70        80                  
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVAMTLAVVALFADGPT                  
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 82.6  bits: 22.1 E():   13 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (41-76:390-426) 
 
               20        30        40         50         60         
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
       70        80                                                 
2MEPSP LAVVALFADGPT                                                 
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 81.8  bits: 20.1 E():   14 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (23-49:9-37) 
 
               10        20        30        40          50         
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVN 
                             : ...: ..:: ..  ...: : : : :.          
gi|153               MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCL 
                             10        20        30        40       
 
       60        70        80                                       
2MEPSP MNKMPDVAMTLAVVALFADGPT                                       
                                                                    
gi|153 KFVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKC 
         50        60        70        80        90       100       
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.8  bits: 21.1 E():   16 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (15-63:228-277) 
 
                               10        20        30        40     
2MEPSP                 GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
           50         60        70        80           
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPT           
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.4  bits: 21.1 E():   17 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (15-63:247-296) 
 
                               10        20        30        40     
2MEPSP                 GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
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           50         60        70        80           
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPT           
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 80.3  bits: 20.1 E():   17 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (26-44:1-18) 
 
               10        20        30        40        50        60 
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
                                ::.  :... :..:  :::                 
gi|444                          MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKI 
                                         10        20        30     
 
               70        80                                         
2MEPSP KMPDVAMTLAVVALFADGPT                                         
                                                                    
gi|444 APQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSD 
           40        50        60        70        80        90     
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.6  bits: 20.4 E():   21 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (7-52:68-117) 
 
                                       10         20           30   
2MEPSP                         GTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
             40        50        60        70        80             
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT             
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 78.5  bits: 19.7 E():   22 
Smith-Waterman score: 47; 24.4% identity (51.3% similar) in 78 aa overlap (4-78:41-112) 
 
                                          10           20        30 
2MEPSP                            GTVTVEGCGTTSLQGDVK---FAEVLEMMGAKV 
                                     .::. : ..  : .:   :::     :.   
gi|154 PSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE-----GSPF 
               20        30        40        50        60           
 
               40        50        60        70        80           
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT           
        ...  :  .      :.   ... ::  .:.  :.. :..::  . :             
gi|154 KFVKERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELTIVAAPGGGSILKISGKFHAK 
          70        80         90       100       110       120     
 
gi|154 GDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
          130       140       150       160 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (38-71:170-204) 
 
        10        20        30        40         50         60      
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
          70        80                                              
2MEPSP AMTLAVVALFADGPT                                              
          : :                                                       
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gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.8  bits: 20.4 E():   23 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (10-62:114-161) 
 
                                    10        20        30          
2MEPSP                      GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
      40        50        60        70        80                    
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                    
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 77.8  bits: 19.7 E():   24 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (57-78:68-88) 
 
         30        40        50        60        70        80       
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT       
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.1  bits: 20.4 E():   26 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (6-30:282-306) 
 
                                        10        20        30      
2MEPSP                          GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
          40        50        60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.0  bits: 19.4 E():   26 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (11-26:135-150) 
 
                                   10        20        30        40 
2MEPSP                     GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
               50        60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 77.0  bits: 20.8 E():   26 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (38-76:291-330) 
 
        10        20        30        40         50         60      
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
          70        80                                              
2MEPSP AMTLAVVALFADGPT                                              
          : :  : :                                                  
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gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (19-51:82-109) 
 
                           10        20        30        40         
2MEPSP             GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
       50        60        70        80                     
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                     
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (26-44:1-18) 
 
               10        20        30        40        50        60 
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
                                ::.  :... :..:  :::                 
gi|444                          MGV-FTYADESTSVITPPRLFKALVLEADTLIPKI 
                                         10        20        30     
 
               70        80                                         
2MEPSP KMPDVAMTLAVVALFADGPT                                         
                                                                    
gi|444 APQSVKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSD 
           40        50        60        70        80        90     
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 24.4% identity (50.0% similar) in 78 aa overlap (4-78:41-112) 
 
                                          10           20        30 
2MEPSP                            GTVTVEGCGTTSLQGDVK---FAEVLEMMGAKV 
                                     .::. : ..  : .:   :::     :.   
gi|154 PSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE-----GSPF 
               20        30        40        50        60           
 
               40        50        60        70        80           
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT           
        ...  :  .      :.   ... ::  .:.  :.. : .::  . :             
gi|154 KFVKERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELKIVAAPGGGSILKISGKFHAK 
          70        80         90       100       110       120     
 
gi|154 GDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
          130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (26-44:1-18) 
 
               10        20        30        40        50        60 
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
                                ::.  :... :..:  :::                 
gi|444                          MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKI 
                                         10        20        30     
 
               70        80                                         
2MEPSP KMPDVAMTLAVVALFADGPT                                         
                                                                    
gi|444 APQSVKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSD 
           40        50        60        70        80        90     
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 76.4  bits: 21.1 E():   28 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (48-64:430-446) 
 
        20        30        40        50        60        70        
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
        80                                                          
2MEPSP GPT                                                          
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.0  bits: 20.8 E():   30 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (38-76:6-45) 
 
        10        20        30        40         50         60      
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|223                          INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                                        10        20         30     
 
          70        80                                              
2MEPSP AMTLAVVALFADGPT                                              
          : :  : :                                                  
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.9  bits: 19.7 E():   30 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (57-78:116-136) 
 
         30        40        50        60        70        80       
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT       
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (16-41:175-201) 
 
                              10        20         30        40     
2MEPSP                GTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
           50        60        70        80                         
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                         
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.8  bits: 19.4 E():   30 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (17-43:4-30) 
 
               10        20        30        40        50        60 
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
                       .::: :: ...: :  . .:.   . :                  
gi|727              MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILP 
                            10        20        30        40        
 
               70        80                                         
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2MEPSP KMPDVAMTLAVVALFADGPT                                         
                                                                    
gi|727 RHRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQST 
        50        60        70        80        90       100        
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.2  bits: 18.7 E():   33 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (42-74:38-75) 
 
              20        30        40        50             60       
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
         70        80                                         
2MEPSP MTLAVVALFADGPT                                         
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 19.4 E():   41 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (38-51:15-28) 
 
        10        20        30        40        50        60        
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
        70        80                                                
2MEPSP TLAVVALFADGPT                                                
                                                                    
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.3  bits: 20.1 E():   42 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (38-76:291-330) 
 
        10        20        30        40         50         60      
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
          70        80                                              
2MEPSP AMTLAVVALFADGPT                                              
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 44; 23.0% identity (45.9% similar) in 74 aa overlap (5-78:45-112) 
 
                                         10        20        30     
2MEPSP                           GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ::: :  .    . :.:     :. : ... 
gi|730 PAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFSE-----GSPVKYVK 
           20        30        40        50        60               
 
           40        50        60        70        80               
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT               
         :         ..   ... ::  .:.  :.  : .::  . :                 
gi|730 ERVEEIDHTNFKYNYTVIEG-DVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHE 
      70        80         90       100       110       120         
 
gi|730 VNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      130       140       150       160 
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>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.8  bits: 19.1 E():   44 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (49-64:152-167) 
 
       20        30        40        50        60        70         
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
       80                          
2MEPSP PT                          
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (25-48:7-30) 
 
               10        20        30        40        50        60 
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
                               ...  :. . .:..  :::. : :             
gi|109                   MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWL 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP KMPDVAMTLAVVALFADGPT                                         
                                                                    
gi|109 EAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSK 
             50        60        70        80        90       100   
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (25-48:7-30) 
 
               10        20        30        40        50        60 
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
                               ...  :. . .:..  :::. : :             
gi|811                   MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWL 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP KMPDVAMTLAVVALFADGPT                                         
                                                                    
gi|811 EARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSK 
             50        60        70        80        90       100   
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.4  bits: 20.1 E():   46 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (23-62:312-353) 
 
                       10        20        30        40          50 
2MEPSP         GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
               60        70        80                               
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPT                               
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 72.0  bits: 19.7 E():   49 
Smith-Waterman score: 47; 23.7% identity (55.3% similar) in 76 aa overlap (5-80:144-207) 
 
                                         10        20        30     
2MEPSP                           GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
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                                     ...:.:. : :::    : : .:.. . .. 
gi|810 DGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNTSVL-GDVL---VSESIGVEPVHAQ 
           120       130       140       150           160          
 
           40        50        60        70        80               
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT               
        . ..:         ...    .. :..:: .  :  :.: . : :               
gi|810 DGDAIT--------MRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITISNNHFFNHHKVML 
     170               180       190       200       210       220  
 
gi|810 LGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNYDQWNIYAIGGSSNPT 
             230       240       250       260       270       280  
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.5  bits: 19.1 E():   52 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (33-65:43-76) 
 
             10        20        30        40         50        60  
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
              70        80                                          
2MEPSP MPDVAMTLAVVALFADGPT                                          
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (41-49:14-22) 
 
               20        30        40        50        60        70 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
               80                                                   
2MEPSP VVALFADGPT                                                   
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (41-49:25-33) 
 
               20        30        40        50        60        70 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
               80                                                   
2MEPSP VVALFADGPT                                                   
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (41-49:31-39) 
 
               20        30        40        50        60        70 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
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               80                                                   
2MEPSP VVALFADGPT                                                   
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (41-49:31-39) 
 
               20        30        40        50        60        70 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
               80                                                   
2MEPSP VVALFADGPT                                                   
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (41-49:32-40) 
 
               20        30        40        50        60        70 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
               80                                                   
2MEPSP VVALFADGPT                                                   
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.7  bits: 18.4 E():   58 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (49-64:43-58) 
 
       20        30        40        50        60        70         
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
       80                                                           
2MEPSP PT                                                           
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.6  bits: 18.7 E():   58 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (12-42:98-127) 
 
                                  10        20        30        40  
2MEPSP                    GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
              50        60        70        80                      
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                      
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
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 initn:  40 init1:  40 opt:  44  Z-score: 70.6  bits: 18.7 E():   58 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (12-42:99-128) 
 
                                  10        20        30        40  
2MEPSP                    GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
              50        60        70        80                      
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                      
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (16-41:175-201) 
 
                              10        20         30        40     
2MEPSP                GTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
           50        60        70        80                         
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                         
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (16-41:175-201) 
 
                              10        20         30        40     
2MEPSP                GTVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
           50        60        70        80                         
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                         
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 70.0  bits: 14.3 E():   63 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (36-42:2-8) 
 
          10        20        30        40        50        60      
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     ..:. ::                        
gi|250                              PTITIGGPEYR                     
                                            10                      
 
          70        80 
2MEPSP AMTLAVVALFADGPT 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (3-21:97-115) 
 
                                           10        20        30   
2MEPSP                             GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
             40        50        60        70        80             
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2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT             
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (61-79:2-20) 
 
               40        50        60        70        80           
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT           
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 42; 20.3% identity (55.4% similar) in 74 aa overlap (15-78:36-107) 
 
                               10        20        30        40     
2MEPSP                 GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. . .:..:  :.  :  . : .  :  . 
gi|604 FDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDGETK 
          10        20        30        40        50        60      
 
           50         60                 70        80               
2MEPSP EPFGRKHLKAID-VNMN---------KMPDVAMTLAVVALFADGPT               
         :  ......: .:..          .::.:  ... . ..::                 
gi|604 --FVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISYHGK 
            70        80        90       100       110       120    
 
gi|604 GDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
           130       140       150      
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (18-79:129-196) 
 
                            10        20             30        40   
2MEPSP              GTVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|144 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
      100       110       120       130       140       150         
 
             50        60         70        80    
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPT    
         . .... : : . :.. . . .. : :. :  :  :     
gi|144 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
      160       170       180       190       200 
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.3  bits: 19.7 E():   68 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (34-51:288-305) 
 
            10        20        30        40        50        60    
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
            70        80                                            
2MEPSP DVAMTLAVVALFADGPT                                            
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
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Smith-Waterman score: 42; 20.8% identity (49.4% similar) in 77 aa overlap (4-80:41-114) 
 
                                          10        20        30    
2MEPSP                            GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                     .::. : ..  : .:  ..    :..  .. 
gi|226 PSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIK--NITFGEGSRYKYV 
               20        30        40        50          60         
 
            40        50        60        70        80              
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT              
       .  :  .      ..   ... ::  .:.  :   : .::  . : :              
gi|226 KERVDEVDNTNFKYSYTVIEG-DVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDH 
       70        80         90       100       110       120        
 
gi|226 EINAEEMKGAKEMAEKLLRAVETYLLAHSAEYN 
       130       140       150       160 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.4 E():   69 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (18-79:133-200) 
 
                            10        20             30        40   
2MEPSP              GTVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|622 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
            110       120       130       140       150       160   
 
             50        60         70        80    
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPT    
         . .... : : . :.. . . .. : :. :  :  :     
gi|622 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
            170       180       190       200     
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 18.7 E():   71 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (14-42:204-231) 
 
                                10        20        30         40   
2MEPSP                  GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|386 VEKGSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
           180       190       200       210         220       230  
 
             50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 
                                              
gi|386 FTVRYTTEGGTKVEAEDVIPEGWKADTAYESK       
             240       250       260          
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.1  bits: 17.0 E():   71 
Smith-Waterman score: 39; 25.9% identity (63.0% similar) in 27 aa overlap (52-78:41-67) 
 
              30        40        50        60        70        80  
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT  
                                     :  .:..  .:: . . : .  :...:    
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
gi|453 CSPKWLQLLVP 
               80  
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (12-26:53-67) 
 
                                  10        20        30        40  
2MEPSP                    GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
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              50        60        70        80                      
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                      
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.4 E():   71 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (49-63:152-166) 
 
       20        30        40        50        60        70         
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
       80                            
2MEPSP PT                            
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.4 E():   71 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (49-63:152-166) 
 
       20        30        40        50        60        70         
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
       80                            
2MEPSP PT                            
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (52-78:44-71) 
 
              30        40        50         60        70        80 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (25-78:22-71) 
 
               10        20        30        40        50        60 
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
                               . .: ..  . :: . .     . ....:::    : 
gi|238    MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CN 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP KMPDVAMTLAVVALFADGPT                                         
       .. ::  ::: ..::  :                                           
gi|238 EF-DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVT 
            60        70        80        90       100       110    
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 48; 33.3% identity (53.3% similar) in 45 aa overlap (1-41:208-252) 
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                                             10           20        
2MEPSP                               GTVTVEGCGTT---SLQGDVKFAEVLEM-M 
                                     : .:   :: :   . .: .: : :..  : 
gi|668 YYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVVDKCM 
       180       190       200       210       220       230        
 
         30        40        50        60        70        80 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 
       : : :  ..:  . :                                        
gi|668 GCKPTDLDASRHLFGELADFSAGRIDGMSWYFN                      
       240       250       260       270                      
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 48; 33.3% identity (53.3% similar) in 45 aa overlap (1-41:208-252) 
 
                                             10           20        
2MEPSP                               GTVTVEGCGTT---SLQGDVKFAEVLEM-M 
                                     : .:   :: :   . .: .: : :..  : 
gi|833 YYDTATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVVDKCM 
       180       190       200       210       220       230        
 
         30        40        50        60        70        80 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 
       : : :  ..:  . :                                        
gi|833 GCKPTDLDASRHLFGELADFSAGRIDGMSWYFN                      
       240       250       260       270                      
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (7-26:285-304) 
 
                                       10        20        30       
2MEPSP                         GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
         40        50        60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.7  bits: 18.4 E():   84 
Smith-Waterman score: 46; 32.1% identity (48.2% similar) in 56 aa overlap (24-78:25-74) 
 
                10        20        30        40        50          
2MEPSP  GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                               : . :: ::     : .:: ..  :    : .:    
gi|116 VFLGSAHGIAKVPPGPNITATYGDEWLDAKSTWYGKP-TGAGP-KDNGGACGYKDVD--- 
               10        20        30         40         50         
 
      60         70        80                                       
2MEPSP NKMPDVAMT-LAVVALFADGPT                                       
        : :  .::  . . .: ::                                         
gi|116 -KPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNEEPIAPYHFD 
           60        70        80        90       100       110     
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (17-36:39-63) 
 
                             10        20             30        40  
2MEPSP               GTVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
              50        60        70        80                      
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT                      
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gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 19.4 E():   86 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (38-51:292-305) 
 
        10        20        30        40        50        60        
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
        70        80                                                
2MEPSP TLAVVALFADGPT                                                
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.4 E():   88 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (40-64:129-153) 
 
      10        20        30        40        50        60          
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
      70        80                                                  
2MEPSP AVVALFADGPT                                                  
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:6-24) 
 
               10        20        30        40        50        60 
2MEPSP GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMN 
               :  .:. . :: : :. .:                                  
gi|990    MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTF 
                  10        20        30        40        50        
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.1  bits: 16.3 E():   90 
Smith-Waterman score: 37; 41.2% identity (64.7% similar) in 17 aa overlap (59-75:1-17) 
 
       30        40        50        60        70        80         
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT         
                                     : :. .::  : . :.:              
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (7-52:85-134) 
 
                                       10         20           30   
2MEPSP                         GTVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
             40        50        60        70        80             
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT             
          .: .:   .::..  :.                                         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8745

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 66.9  bits: 19.1 E():   92 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (27-62:59-97) 
 
                   10        20        30        40           50    
2MEPSP     GTVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
            60        70        80                                  
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPT                                  
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 19.1 E():   96 
Smith-Waterman score: 45; 33.3% identity (76.2% similar) in 21 aa overlap (53-73:293-313) 
 
             30        40        50        60        70        80   
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT   
                                     ...:. .:   :..: .::.:          
gi|458 HIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNADACN 
            270       280       290       300       310       320   
 
gi|458 YSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGTSMA 
            330       340       350       360       370       380   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:56 2011 done: Tue Apr 19 10:57:56 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 270  - 349 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     9     2:*== 
  32     9     8:==* 
  34    15    22:=====  * 
  36    47    44:==============*= 
  38    68    73:======================= * 
  40    90   102:==============================   * 
  42   140   125:=========================================*===== 
  44   119   138:========================================     * 
  46   150   140:==============================================*=== 
  48   163   134:============================================*========== 
  50   135   122:========================================*==== 
  52   124   108:===================================*====== 
  54    78    92:==========================    * 
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  56    53    77:==================       * 
  58    47    63:================    * 
  60    50    51:================* 
  62    37    41:=============* 
  64    35    33:==========*= 
  66    15    26:=====   * 
  68    15    20:===== * 
  70    16    16:=====* 
  72     8    12:===* 
  74     4    10:== * 
  76    15     8:==*== 
  78     5     6:=* 
  80     2     5:=* 
  82     3     3:* 
  84     3     3:* 
  86     5     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     9     0:===       *========= 
 100     2     0:=         *== 
 102     2     0:=         *== 
 104     0     0:          * 
 106     2     0:=         *== 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.28270.00296; mu= 9.6652 0.153 
 mean_var=30.7483 8.181, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.231294 
 Kolmogorov-Smirnov  statistic: 0.0366 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 25.0    0.53 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.67 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.67 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   59 23.7     1.3 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   59 23.7     1.3 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   59 23.7     1.4 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.4     1.5 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 23.4     1.7 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 23.4     1.7 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 23.4     1.7 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 23.4     1.7 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 23.4     1.7 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 23.4     1.7 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 23.4     1.7 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   57 23.0     2.1 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   56 22.7     2.5 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   56 22.7     2.5 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 24.0     3.1 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   55 22.4     3.5 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.7     3.9 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   54 22.0     4.3 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   54 22.0     6.4 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   54 22.0     6.5 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   56 22.7     6.9 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 23.0       7 
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gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.0     7.1 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 23.0     7.1 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.0     7.4 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.0     7.4 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   51 21.0     8.6 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.7     8.8 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.7      11 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.7      12 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.0      14 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 20.0      15 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.0      17 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 20.0      18 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.0      18 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      22 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   47 19.7      23 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.4      24 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.4      25 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.7      25 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.4      27 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.3      27 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.7      27 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 21.0      28 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 21.0      28 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 21.0      28 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.3      28 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 21.0      28 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.3      28 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   46 19.3      28 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.3      28 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.0      30 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.7      31 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.7      31 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.0      31 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.3      32 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.7      34 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   45 19.0      35 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.4      42 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 20.0      43 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   44 18.7      45 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.7      46 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.0      46 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      47 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      47 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.0      48 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   47 19.7      51 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.0      54 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      55 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      58 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.0      59 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.0      59 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      59 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.0      59 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.7      60 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.7      60 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.0      61 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.0      61 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.0      62 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.0      62 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.3      63 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.0      65 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.4      65 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   42 18.0      68 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.4      70 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   42 18.0      70 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.7      71 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.4      71 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.7      72 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 18.0      73 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.4      73 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.4      73 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.7      74 
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gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.7      74 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.7      74 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.7      74 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.7      84 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.4      86 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.7      88 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.4      89 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.4      89 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   37 16.3      91 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   40 17.3      91 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.4      93 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.0      95 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.0      99 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 107.4  bits: 25.0 E(): 0.53 
Smith-Waterman score: 63; 28.4% identity (50.6% similar) in 81 aa overlap (3-80:21-95) 
 
                                 10        20        30             
2MEPSP                   TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      40        50        60        70        80                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                    
       ::  .: :..:    : : .     :  :. .:.  :: .:                    
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  62  Z-score: 105.6  bits: 24.7 E(): 0.67 
Smith-Waterman score: 62; 27.2% identity (51.9% similar) in 81 aa overlap (3-80:21-95) 
 
                                 10        20        30             
2MEPSP                   TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCMST 
               10        20        30         40        50          
 
      40        50        60        70        80                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                    
       ::  .: :..:    : : .     :  :. ...  :: .:                    
gi|160 GPHFDPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.6  bits: 24.7 E(): 0.67 
Smith-Waterman score: 62; 27.5% identity (53.8% similar) in 80 aa overlap (3-80:21-95) 
 
                                 10         20        30         40 
2MEPSP                   TVTVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                           : :: : :.. :... .   :. . :..    :.  . :: 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                     
       :  .: :..:    : : .     :  :. ...  :: .:                     
gi|160 PHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
               70             80        90       100       110      
 
gi|160 VVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
         120       130       140       150   
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>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 26.2% identity (53.8% similar) in 80 aa overlap (3-80:21-95) 
 
                                 10         20        30         40 
2MEPSP                   TVTVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                           : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                     
       :  .: :..:    : : .     :  :. ...  :: .:                     
gi|160 PHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
               70             80        90       100       110      
 
gi|160 VVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
         120       130       140       150   
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 27.2% identity (51.9% similar) in 81 aa overlap (3-80:21-95) 
 
                                 10        20        30             
2MEPSP                   TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCMST 
               10        20        30         40        50          
 
      40        50        60        70        80                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                    
       ::  .: :..:    : : .     :  :. ...  :: .:                    
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 100.2  bits: 23.7 E():  1.3 
Smith-Waterman score: 59; 27.2% identity (50.6% similar) in 81 aa overlap (3-80:21-95) 
 
                                 10        20        30             
2MEPSP                   TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      40        50        60        70        80                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                    
       ::  .: :..:    : : .     :  :. ...  :: .:                    
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 100.2  bits: 23.7 E():  1.3 
Smith-Waterman score: 59; 27.2% identity (50.6% similar) in 81 aa overlap (3-80:21-95) 
 
                                 10        20        30             
2MEPSP                   TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      40        50        60        70        80                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                    
       ::  .: :..:    : : .     :  :. ...  :: .:                    
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
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      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVTCGIIGLQG 
          120       130       140       150   
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  59  Z-score: 99.9  bits: 23.7 E():  1.4 
Smith-Waterman score: 59; 27.8% identity (55.6% similar) in 72 aa overlap (9-80:30-94) 
 
                                    10        20        30          
2MEPSP                      TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                    
       :  .  :  ....:::       . :.. .::.  :  :::                    
gi|169 GETK--FILHKVEAID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIG 
                 70             80        90       100       110    
 
gi|169 KLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
           120       130       140       150        
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.2  bits: 23.4 E():  1.5 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (38-61:85-109) 
 
        10        20        30        40         50        60       
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
         70        80          
2MEPSP TLAVVALFADGPTA          
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.4  bits: 23.4 E():  1.7 
Smith-Waterman score: 58; 27.2% identity (50.6% similar) in 81 aa overlap (3-80:21-95) 
 
                                 10        20        30             
2MEPSP                   TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|145 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      40        50        60        70        80                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                    
       ::  .: :..:    : : .     :  :. ...  :: .:                    
gi|145 GPHFNPVGKEHGTPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|145 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.4  bits: 23.4 E():  1.7 
Smith-Waterman score: 58; 27.2% identity (50.6% similar) in 81 aa overlap (3-80:21-95) 
 
                                 10        20        30             
2MEPSP                   TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      40        50        60        70        80                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8751

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

       ::  .: :..:    : : .     :  :. ...  :: .:                    
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGDAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.4  bits: 23.4 E():  1.7 
Smith-Waterman score: 58; 27.2% identity (50.6% similar) in 81 aa overlap (3-80:21-95) 
 
                                 10        20        30             
2MEPSP                   TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      40        50        60        70        80                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                    
       ::  .: :..:    : : .     :  :. ...  :: .:                    
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHVLSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.4  bits: 23.4 E():  1.7 
Smith-Waterman score: 58; 27.2% identity (50.6% similar) in 81 aa overlap (3-80:21-95) 
 
                                 10        20        30             
2MEPSP                   TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      40        50        60        70        80                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                    
       ::  .: :..:    : : .     :  :. ...  :: .:                    
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.4  bits: 23.4 E():  1.7 
Smith-Waterman score: 58; 27.2% identity (50.6% similar) in 81 aa overlap (3-80:21-95) 
 
                                 10        20        30             
2MEPSP                   TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      40        50        60        70        80                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                    
       ::  .: :..:    : : .     :  :. ...  :: .:                    
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHEQSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.4  bits: 23.4 E():  1.7 
Smith-Waterman score: 58; 27.2% identity (50.6% similar) in 81 aa overlap (3-80:21-95) 
 
                                 10        20        30             
2MEPSP                   TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
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gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      40        50        60        70        80                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                    
       ::  .: :..:    : : .     :  :. ...  :: .:                    
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.4  bits: 23.4 E():  1.7 
Smith-Waterman score: 58; 27.2% identity (50.6% similar) in 81 aa overlap (3-80:21-95) 
 
                                 10        20        30             
2MEPSP                   TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      40        50        60        70        80                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                    
       ::  .: :..:    : : .     :  :. ...  :: .:                    
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDFGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 96.6  bits: 23.0 E():  2.1 
Smith-Waterman score: 57; 26.2% identity (53.8% similar) in 80 aa overlap (3-80:21-95) 
 
                                 10         20        30         40 
2MEPSP                   TVTVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                           : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMSTG 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                     
       :  .: :..:    : : .     :  :. ...  :: .:                     
gi|160 PHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
               70             80        90       100       110      
 
gi|160 VVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
         120       130       140       150   
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 95.2  bits: 22.7 E():  2.5 
Smith-Waterman score: 56; 29.3% identity (51.7% similar) in 58 aa overlap (3-57:21-77) 
 
                                 10        20        30             
2MEPSP                   TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      40        50        60        70        80                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                    
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 95.2  bits: 22.7 E():  2.5 
Smith-Waterman score: 56; 29.3% identity (51.7% similar) in 58 aa overlap (3-57:21-77) 
 
                                 10        20        30             
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2MEPSP                   TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      40        50        60        70        80                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                    
       ::  .: :..:    : :                                           
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 93.7  bits: 24.0 E():  3.1 
Smith-Waterman score: 60; 23.4% identity (64.1% similar) in 64 aa overlap (13-73:306-369) 
 
                                 10         20        30        40  
2MEPSP                   TVTVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
                50        60        70        80                    
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                    
        :  . . .:  .:. ...:.. .:. .. .: .                           
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
gi|144 VGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
         400       410       420       430       440      
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 92.7  bits: 22.4 E():  3.5 
Smith-Waterman score: 55; 26.4% identity (55.6% similar) in 72 aa overlap (9-80:30-94) 
 
                                    10        20        30          
2MEPSP                      TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                    
       :  .  :  .....::       . :.. .::.  :  :::                    
gi|374 GETK--FILHKVESID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIG 
                 70             80        90       100       110    
 
gi|374 KLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
           120       130       140       150        
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  59  Z-score: 91.9  bits: 23.7 E():  3.9 
Smith-Waterman score: 59; 22.4% identity (65.5% similar) in 58 aa overlap (18-73:312-369) 
 
                            10        20        30        40        
2MEPSP              TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
          50        60        70        80                          
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                          
       . .:  .:. ...:.. .:. .. .: .                                 
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  54  Z-score: 91.2  bits: 22.0 E():  4.3 
Smith-Waterman score: 54; 26.2% identity (53.8% similar) in 80 aa overlap (3-80:21-95) 
 
                                 10         20        30         40 
2MEPSP                   TVTVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
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                           : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCMSTG 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                     
       :  .: :..:    : : .     :  :. ...  :: .:                     
gi|160 PHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
               70             80        90       100       110      
 
gi|160 VVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
         120       130       140       150   
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 88.0  bits: 22.0 E():  6.4 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (10-75:93-163) 
 
                                    10        20           30       
2MEPSP                      TVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
           40        50         60        70        80              
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTA              
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|289 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
gi|289 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.9  bits: 22.0 E():  6.5 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (10-75:96-166) 
 
                                    10        20           30       
2MEPSP                      TVTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
           40        50         60        70        80              
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTA              
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|424 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
gi|424 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          190       200       210       220       230  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 87.5  bits: 22.7 E():  6.9 
Smith-Waterman score: 56; 20.8% identity (58.3% similar) in 72 aa overlap (8-78:126-197) 
 
                                      10        20        30        
2MEPSP                        TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS-V 
                                     : . .  ::....  ...  .    ::. . 
gi|513 SLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGI 
         100       110       120       130       140       150      
 
         40        50        60        70        80                 
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                 
        .   :.: . .: : ..:...: . .  ..:.:  . :  :                   
gi|513 FAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDLVNSFSANVKKIYDLGA 
         160       170       180       190       200       210      
 
gi|513 RTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNHKLKEIVAQLRKDLPLA 
         220       230       240       250       260       270      
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
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 initn:  57 init1:  57 opt:  57  Z-score: 87.3  bits: 23.0 E():    7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (47-63:399-415) 
 
         20        30        40        50        60        70       
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
         80                                                         
2MEPSP GPTA                                                         
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.2  bits: 23.0 E():  7.1 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (47-63:402-418) 
 
         20        30        40        50        60        70       
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
         80                                                         
2MEPSP GPTA                                                         
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.2  bits: 23.0 E():  7.1 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (47-63:403-419) 
 
         20        30        40        50        60        70       
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
         80                                                         
2MEPSP GPTA                                                         
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.9  bits: 23.0 E():  7.4 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (47-63:422-438) 
 
         20        30        40        50        60        70       
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
         80                                                         
2MEPSP GPTA                                                         
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.9  bits: 23.0 E():  7.4 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (47-63:422-438) 
 
         20        30        40        50        60        70       
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
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             400       410       420       430       440       450  
 
         80                                                         
2MEPSP GPTA                                                         
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 85.7  bits: 21.0 E():  8.6 
Smith-Waterman score: 51; 25.9% identity (49.4% similar) in 81 aa overlap (3-80:21-95) 
 
                                 10        20        30             
2MEPSP                   TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : .: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      40        50        60        70        80                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                    
       ::   : :..:    : : .     :  :. ...  :: .:                    
gi|160 GPHFLPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 85.5  bits: 20.7 E():  8.8 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (37-75:20-59) 
 
         10        20        30        40         50         60     
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                          10        20        30        40          
 
           70        80                                             
2MEPSP AMTLAVVALFADGPTA                                             
          : :  : :                                                  
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.9  bits: 20.7 E():   11 
Smith-Waterman score: 50; 25.9% identity (51.9% similar) in 81 aa overlap (3-80:21-95) 
 
                                 10        20        30             
2MEPSP                   TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
      40        50        60        70        80                    
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                    
       ::  .: :...    : : .     : .:. ...  :: .:                    
gi|160 GPHFNPVGKEQGAPGDENRH-----AGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.3  bits: 20.7 E():   12 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (8-58:38-88) 
 
                                      10        20        30        
2MEPSP                        TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
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        40        50         60        70        80                 
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVAMTLAVVALFADGPTA                 
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 82.1  bits: 22.0 E():   14 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (40-75:390-426) 
 
      10        20        30        40         50         60        
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
        70        80                                                
2MEPSP LAVVALFADGPTA                                                
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (22-48:9-37) 
 
               10        20        30        40          50         
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNM 
                            : ...: ..:: ..  ...: : : : :.           
gi|153              MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLK 
                            10        20        30        40        
 
       60        70        80                                       
2MEPSP NKMPDVAMTLAVVALFADGPTA                                       
                                                                    
gi|153 FVKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCG 
        50        60        70        80        90       100        
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.4  bits: 21.0 E():   17 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (14-62:228-277) 
 
                                10        20        30        40    
2MEPSP                  TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
            50         60        70        80          
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTA          
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (25-43:1-18) 
 
               10        20        30        40        50        60 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
                               ::.  :... :..:  :::                  
gi|444                         MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIA 
                                        10        20        30      
 
               70        80                                         
2MEPSP MPDVAMTLAVVALFADGPTA                                         
                                                                    
gi|444 PQSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDK 
          40        50        60        70        80        90      
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>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 79.9  bits: 21.0 E():   18 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (14-62:247-296) 
 
                                10        20        30        40    
2MEPSP                  TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
            50         60        70        80          
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTA          
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (6-51:68-117) 
 
                                        10         20           30  
2MEPSP                          TVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
              40        50        60        70        80            
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA            
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 78.1  bits: 19.7 E():   23 
Smith-Waterman score: 47; 24.4% identity (51.3% similar) in 78 aa overlap (3-77:41-112) 
 
                                           10           20          
2MEPSP                             TVTVEGCGTTSLQGDVK---FAEVLEMMGAKV 
                                     .::. : ..  : .:   :::     :.   
gi|154 PSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE-----GSPF 
               20        30        40        50        60           
 
      30        40        50        60        70        80          
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA          
        ...  :  .      :.   ... ::  .:.  :.. :..::  . :             
gi|154 KFVKERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELTIVAAPGGGSILKISGKFHAK 
          70        80         90       100       110       120     
 
gi|154 GDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
          130       140       150       160 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (37-70:170-204) 
 
         10        20        30        40         50         60     
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
           70        80                                             
2MEPSP AMTLAVVALFADGPTA                                             
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (9-61:114-161) 
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                                     10        20        30         
2MEPSP                       TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
       40        50        60        70        80                   
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                   
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 77.4  bits: 19.7 E():   25 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (56-77:68-88) 
 
          30        40        50        60        70        80      
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA      
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.7  bits: 20.4 E():   27 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (5-29:282-306) 
 
                                         10        20        30     
2MEPSP                           TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
           40        50        60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.3 E():   27 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (10-25:135-150) 
 
                                    10        20        30          
2MEPSP                      TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
      40        50        60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.6  bits: 20.7 E():   27 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (37-75:291-330) 
 
         10        20        30        40         50         60     
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
           70        80                                             
2MEPSP AMTLAVVALFADGPTA                                             
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.5  bits: 21.0 E():   28 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (23-80:210-271) 
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                       10        20        30              40       
2MEPSP         TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
         50        60           70        80                        
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTA                        
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.5  bits: 21.0 E():   28 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (23-80:210-271) 
 
                       10        20        30              40       
2MEPSP         TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
         50        60           70        80                        
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTA                        
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
          300       310       320       330       340       350     
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.5  bits: 21.0 E():   28 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (23-80:210-271) 
 
                       10        20        30              40       
2MEPSP         TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
         50        60           70        80                        
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTA                        
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.4  bits: 19.3 E():   28 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (18-50:82-109) 
 
                            10        20        30        40        
2MEPSP              TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
        50        60        70        80                    
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                    
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.4  bits: 21.0 E():   28 
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Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (23-80:218-279) 
 
                       10        20        30              40       
2MEPSP         TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
 
         50        60           70        80                        
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTA                        
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
 
gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (25-43:1-18) 
 
               10        20        30        40        50        60 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
                               ::.  :... :..:  :::                  
gi|444                         MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIA 
                                        10        20        30      
 
               70        80                                         
2MEPSP MPDVAMTLAVVALFADGPTA                                         
                                                                    
gi|444 PQSVKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDK 
          40        50        60        70        80        90      
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 46; 24.4% identity (50.0% similar) in 78 aa overlap (3-77:41-112) 
 
                                           10           20          
2MEPSP                             TVTVEGCGTTSLQGDVK---FAEVLEMMGAKV 
                                     .::. : ..  : .:   :::     :.   
gi|154 PSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE-----GSPF 
               20        30        40        50        60           
 
      30        40        50        60        70        80          
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA          
        ...  :  .      :.   ... ::  .:.  :.. : .::  . :             
gi|154 KFVKERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELKIVAAPGGGSILKISGKFHAK 
          70        80         90       100       110       120     
 
gi|154 GDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
          130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (25-43:1-18) 
 
               10        20        30        40        50        60 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
                               ::.  :... :..:  :::                  
gi|444                         MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIA 
                                        10        20        30      
 
               70        80                                         
2MEPSP MPDVAMTLAVVALFADGPTA                                         
                                                                    
gi|444 PQSVKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDK 
          40        50        60        70        80        90      
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.0  bits: 21.0 E():   30 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (47-63:430-446) 
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         20        30        40        50        60        70       
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
         80                                                         
2MEPSP GPTA                                                         
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.6  bits: 20.7 E():   31 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (37-75:6-45) 
 
         10        20        30        40         50         60     
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|223                          INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                                        10        20         30     
 
           70        80                                             
2MEPSP AMTLAVVALFADGPTA                                             
          : :  : :                                                  
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.6  bits: 19.7 E():   31 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (56-77:116-136) 
 
          30        40        50        60        70        80      
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA      
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (15-40:175-201) 
 
                               10        20         30        40    
2MEPSP                 TVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
            50        60        70        80                        
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                        
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 19.3 E():   32 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (16-42:4-30) 
 
               10        20        30        40        50        60 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
                      .::: :: ...: :  . .:.   . :                   
gi|727             MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPR 
                           10        20        30        40         
 
               70        80                                         
2MEPSP MPDVAMTLAVVALFADGPTA                                         
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gi|727 HRESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTL 
       50        60        70        80        90       100         
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.9  bits: 18.7 E():   34 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (41-73:38-75) 
 
               20        30        40        50             60      
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
          70        80                                        
2MEPSP MTLAVVALFADGPTA                                        
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 45; 28.1% identity (53.1% similar) in 32 aa overlap (9-40:99-130) 
 
                                     10        20        30         
2MEPSP                       TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     .: .  : :  .:..  :    :...: :  
gi|583 YGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTS 
       70        80        90       100       110       120         
 
       40        50        60        70        80 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
        :                                         
gi|583 GGYNNCCDKKFTETRGSTPANEVYKKCPGMP            
      130       140       150                     
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 19.4 E():   42 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (37-50:15-28) 
 
         10        20        30        40        50        60       
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
         70        80                                               
2MEPSP TLAVVALFADGPTA                                               
                                                                    
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (37-75:291-330) 
 
         10        20        30        40         50         60     
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
           70        80                                             
2MEPSP AMTLAVVALFADGPTA                                             
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 44; 23.0% identity (45.9% similar) in 74 aa overlap (4-77:45-112) 
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                                          10        20        30    
2MEPSP                            TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ::: :  .    . :.:     :. : ... 
gi|730 PAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFSE-----GSPVKYVK 
           20        30        40        50        60               
 
            40        50        60        70        80              
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA              
         :         ..   ... ::  .:.  :.  : .::  . :                 
gi|730 ERVEEIDHTNFKYNYTVIEG-DVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHE 
      70        80         90       100       110       120         
 
gi|730 VNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      130       140       150       160 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.6  bits: 17.7 E():   46 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (51-80:41-70) 
 
               30        40        50        60        70        80 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
gi|453 CSPKWLQLLVP 
               80  
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.5  bits: 19.0 E():   46 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (48-63:152-167) 
 
        20        30        40        50        60        70        
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
        80                         
2MEPSP PTA                         
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (24-47:7-30) 
 
               10        20        30        40        50        60 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
                              ...  :. . .:..  :::. : :              
gi|109                  MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLE 
                                10        20        30        40    
 
               70        80                                         
2MEPSP MPDVAMTLAVVALFADGPTA                                         
                                                                    
gi|109 AKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKP 
            50        60        70        80        90       100    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (24-47:7-30) 
 
               10        20        30        40        50        60 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
                              ...  :. . .:..  :::. : :              
gi|811                  MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLE 
                                10        20        30        40    
 
               70        80                                         
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2MEPSP MPDVAMTLAVVALFADGPTA                                         
                                                                    
gi|811 ARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKP 
            50        60        70        80        90       100    
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.1  bits: 20.0 E():   48 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (22-61:312-353) 
 
                        10        20        30        40            
2MEPSP          TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
      50        60        70        80                              
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTA                              
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.7  bits: 19.7 E():   51 
Smith-Waterman score: 47; 23.7% identity (55.3% similar) in 76 aa overlap (4-79:144-207) 
 
                                          10        20        30    
2MEPSP                            TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ...:.:. : :::    : : .:.. . .. 
gi|810 DGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNTSVL-GDVL---VSESIGVEPVHAQ 
           120       130       140       150           160          
 
            40        50        60        70        80              
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA              
        . ..:         ...    .. :..:: .  :  :.: . : :               
gi|810 DGDAIT--------MRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITISNNHFFNHHKVML 
     170               180       190       200       210       220  
 
gi|810 LGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNYDQWNIYAIGGSSNPT 
             230       240       250       260       270       280  
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.3  bits: 19.0 E():   54 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (32-64:43-76) 
 
              10        20        30        40         50        60 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
               70        80                                         
2MEPSP MPDVAMTLAVVALFADGPTA                                         
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.0 E():   55 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (40-48:14-22) 
 
      10        20        30        40        50        60          
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
      70        80                                                  
2MEPSP VVALFADGPTA                                                  
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
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>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (40-48:25-33) 
 
      10        20        30        40        50        60          
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
      70        80                                                  
2MEPSP VVALFADGPTA                                                  
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (40-48:31-39) 
 
      10        20        30        40        50        60          
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
      70        80                                                  
2MEPSP VVALFADGPTA                                                  
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (40-48:31-39) 
 
      10        20        30        40        50        60          
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
      70        80                                                  
2MEPSP VVALFADGPTA                                                  
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (48-63:43-58) 
 
        20        30        40        50        60        70        
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
        80                                                          
2MEPSP PTA                                                          
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (40-48:32-40) 
 
      10        20        30        40        50        60          
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
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                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
      70        80                                                  
2MEPSP VVALFADGPTA                                                  
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.4  bits: 18.7 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (11-41:98-127) 
 
                                   10        20        30        40 
2MEPSP                     TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
               50        60        70        80                     
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                     
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.4  bits: 18.7 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (11-41:99-128) 
 
                                   10        20        30        40 
2MEPSP                     TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
               50        60        70        80                     
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                     
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.3  bits: 18.0 E():   61 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (64-80:8-26) 
 
            40        50        60        70          80            
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTA            
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.3  bits: 18.0 E():   61 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (64-80:8-26) 
 
            40        50        60        70          80            
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTA            
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (15-40:175-201) 
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                               10        20         30        40    
2MEPSP                 TVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
            50        60        70        80                        
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                        
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (15-40:175-201) 
 
                               10        20         30        40    
2MEPSP                 TVTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
            50        60        70        80                        
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                        
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 70.0  bits: 14.3 E():   63 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (35-41:2-8) 
 
           10        20        30        40        50        60     
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     ..:. ::                        
gi|250                              PTITIGGPEYR                     
                                            10                      
 
           70        80 
2MEPSP AMTLAVVALFADGPTA 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (60-78:2-20) 
 
      30        40        50        60        70        80          
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA          
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (2-20:97-115) 
 
                                            10        20        30  
2MEPSP                              TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
              40        50        60        70        80            
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA            
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
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>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 42; 20.3% identity (55.4% similar) in 74 aa overlap (14-77:36-107) 
 
                                10        20        30        40    
2MEPSP                  TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. . .:..:  :.  :  . : .  :  . 
gi|604 FDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDGETK 
          10        20        30        40        50        60      
 
            50                  60        70        80              
2MEPSP EPFGRKHLKAID-VNMN---------KMPDVAMTLAVVALFADGPTA              
         :  ......: .:..          .::.:  ... . ..::                 
gi|604 --FVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISYHGK 
            70        80        90       100       110       120    
 
gi|604 GDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
           130       140       150      
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.4 E():   70 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (17-78:129-196) 
 
                             10        20             30        40  
2MEPSP               TVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|144 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
      100       110       120       130       140       150         
 
              50        60         70        80   
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTA   
         . .... : : . :.. . . .. : :. :  :  :     
gi|144 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
      160       170       180       190       200 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 20.8% identity (49.4% similar) in 77 aa overlap (3-79:41-114) 
 
                                           10        20        30   
2MEPSP                             TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                     .::. : ..  : .:  ..    :..  .. 
gi|226 PSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIK--NITFGEGSRYKYV 
               20        30        40        50          60         
 
             40        50        60        70        80             
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA             
       .  :  .      ..   ... ::  .:.  :   : .::  . : :              
gi|226 KERVDEVDNTNFKYSYTVIEG-DVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDH 
       70        80         90       100       110       120        
 
gi|226 EINAEEMKGAKEMAEKLLRAVETYLLAHSAEYN 
       130       140       150       160 
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.1  bits: 19.7 E():   71 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (33-50:288-305) 
 
             10        20        30        40        50        60   
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
             70        80                                           
2MEPSP DVAMTLAVVALFADGPTA                                           
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.4 E():   71 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (17-78:133-200) 
 
                             10        20             30        40  
2MEPSP               TVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|622 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
            110       120       130       140       150       160   
 
              50        60         70        80   
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTA   
         . .... : : . :.. . . .. : :. :  :  :     
gi|622 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
            170       180       190       200     
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (13-41:204-231) 
 
                                 10        20        30         40  
2MEPSP                   TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|386 VEKGSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
           180       190       200       210         220       230  
 
              50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                               
gi|386 FTVRYTTEGGTKVEAEDVIPEGWKADTAYESK        
             240       250       260           
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   73 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (11-25:53-67) 
 
                                   10        20        30        40 
2MEPSP                     TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
               50        60        70        80                     
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                     
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.4 E():   73 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (48-62:152-166) 
 
        20        30        40        50        60        70        
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
        80                           
2MEPSP PTA                           
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.4 E():   73 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (48-62:152-166) 
 
        20        30        40        50        60        70        
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
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             130       140       150       160       170       180  
 
        80                           
2MEPSP PTA                           
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (24-77:22-71) 
 
               10        20        30        40        50        60 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
                              . .: ..  . :: . .     . ....:::    :. 
gi|238   MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNE 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP MPDVAMTLAVVALFADGPTA                                         
       . ::  ::: ..::  :                                            
gi|238 F-DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTP 
           60        70        80        90       100       110     
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (51-77:44-71) 
 
               30        40        50         60        70          
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (15-42:27-54) 
 
                           10        20        30        40         
2MEPSP             TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                             
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (15-42:27-54) 
 
                           10        20        30        40         
2MEPSP             TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                             
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
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>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.7 E():   84 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (6-25:285-304) 
 
                                        10        20        30      
2MEPSP                          TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
          40        50        60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.5  bits: 18.4 E():   86 
Smith-Waterman score: 46; 32.1% identity (48.2% similar) in 56 aa overlap (23-77:25-74) 
 
                 10        20        30        40        50         
2MEPSP   TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                               : . :: ::     : .:: ..  :    : .:    
gi|116 VFLGSAHGIAKVPPGPNITATYGDEWLDAKSTWYGKP-TGAGP-KDNGGACGYKDVD--- 
               10        20        30         40         50         
 
       60         70        80                                      
2MEPSP NKMPDVAMT-LAVVALFADGPTA                                      
        : :  .::  . . .: ::                                         
gi|116 -KPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNEEPIAPYHFD 
           60        70        80        90       100       110     
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.4  bits: 17.7 E():   88 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (16-35:39-63) 
 
                              10        20             30        40 
2MEPSP                TVTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
               50        60        70        80                     
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA                     
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 19.4 E():   89 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (37-50:292-305) 
 
         10        20        30        40        50        60       
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
         70        80                                               
2MEPSP TLAVVALFADGPTA                                               
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (39-63:129-153) 
 
       10        20        30        40        50        60         
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
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       70        80                                                 
2MEPSP AVVALFADGPTA                                                 
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.1  bits: 16.3 E():   91 
Smith-Waterman score: 37; 41.2% identity (64.7% similar) in 17 aa overlap (58-74:1-17) 
 
        30        40        50        60        70        80        
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA        
                                     : :. .::  : . :.:              
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.3 E():   91 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:6-24) 
 
               10        20        30        40        50        60 
2MEPSP TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK 
              :  .:. . :: : :. .:                                   
gi|990   MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFK 
                 10        20        30        40        50         
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (6-51:85-134) 
 
                                        10         20           30  
2MEPSP                          TVTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
              40        50        60        70        80            
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA            
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 66.7  bits: 19.0 E():   95 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (26-61:59-97) 
 
                    10        20        30        40           50   
2MEPSP      TVTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
             60        70        80                                 
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTA                                 
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 19.0 E():   99 
Smith-Waterman score: 45; 33.3% identity (76.2% similar) in 21 aa overlap (52-72:293-313) 
 
              30        40        50        60        70        80  
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA  
                                     ...:. .:   :..: .::.:          
gi|458 HIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNADACN 
            270       280       290       300       310       320   
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gi|458 YSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGTSMA 
            330       340       350       360       370       380   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:56 2011 done: Tue Apr 19 10:57:57 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 271  - 350 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     8     2:*== 
  32     7     8:==* 
  34    15    22:=====  * 
  36    51    44:==============*== 
  38    67    73:======================= * 
  40    86   102:=============================    * 
  42   135   125:=========================================*=== 
  44   126   138:==========================================   * 
  46   146   140:==============================================*== 
  48   173   134:============================================*============= 
  50   132   122:========================================*=== 
  52   123   108:===================================*===== 
  54    81    92:===========================   * 
  56    49    77:=================        * 
  58    48    63:================    * 
  60    46    51:================* 
  62    37    41:=============* 
  64    38    33:==========*== 
  66    14    26:=====   * 
  68    16    20:======* 
  70    16    16:=====* 
  72     8    12:===* 
  74     5    10:== * 
  76    15     8:==*== 
  78     5     6:=* 
  80     2     5:=* 
  82     3     3:* 
  84     1     3:* 
  86     4     2:*= 
  88     4     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     4     1:*=        :*=== 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     4     0:==        *==== 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     7     0:===       *======= 
 108     3     0:=         *=== 
 110     2     0:=         *== 
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 112     0     0:          * 
 114     2     0:=         *== 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.34490.00297; mu= 9.3345 0.153 
 mean_var=30.8702 8.200, 0's: 2 Z-trim: 5  B-trim: 114 in 1/43 
 Lambda= 0.230836 
 Kolmogorov-Smirnov  statistic: 0.0366 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   68 26.7    0.17 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   67 26.3    0.21 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   67 26.3    0.21 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   65 25.7    0.34 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   65 25.7    0.34 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   64 25.3    0.43 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   64 25.3    0.43 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   63 25.0    0.54 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   63 25.0    0.54 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   63 25.0    0.54 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   63 25.0    0.54 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   63 25.0    0.54 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   63 25.0    0.54 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   63 25.0    0.54 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   62 24.7    0.68 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   59 23.7     1.4 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   59 23.7     1.4 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.3     1.5 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   58 23.3     1.6 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   58 23.3     1.6 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   56 22.7     2.7 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 24.0     3.2 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   55 22.3     3.4 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   55 22.3     3.5 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.7       4 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   57 23.0     5.5 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   54 22.0     6.5 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   54 22.0     6.5 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 23.0     7.2 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.0     7.2 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 23.0     7.3 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.0     7.5 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.0     7.5 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.7     8.8 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.7      12 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.0      14 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 20.0      15 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.0      17 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 20.0      18 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.0      18 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.3      22 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   47 19.7      23 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.3      24 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.7      25 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.3      25 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.3      27 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.3      27 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.7      28 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.3      28 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 21.0      28 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 21.0      28 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 21.0      28 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.3      28 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   46 19.3      28 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.3      28 
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gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 21.0      29 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.0      30 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.7      31 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.7      32 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.3      32 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.0      32 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.7      34 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   45 19.0      35 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.7      36 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.3      42 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 20.0      44 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   44 18.7      45 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.7      45 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.0      46 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.3      47 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.3      47 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.0      49 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   47 19.7      51 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.0      54 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      56 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      58 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      59 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.0      60 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.0      60 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.0      60 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.7      60 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.7      61 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.0      61 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.0      61 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.4      61 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.0      63 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.0      63 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.0      65 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.3      66 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.7      66 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   42 18.0      68 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      70 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   42 18.0      71 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      71 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.7      72 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 18.0      73 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.7      73 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      73 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      73 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.7      74 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.7      74 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.7      75 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.7      75 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.7      85 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.3      86 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.7      88 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   41 17.7      88 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.3      89 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.3      90 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.3      90 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   40 17.3      91 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      93 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.0      96 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  68  Z-score: 116.3  bits: 26.7 E(): 0.17 
Smith-Waterman score: 68; 29.3% identity (51.2% similar) in 82 aa overlap (2-80:21-96) 
 
                                  10        20        30            
2MEPSP                    VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       40        50        60        70        80                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                   
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       ::  .: :..:    : : .     :  :. .:.  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  67  Z-score: 114.5  bits: 26.3 E(): 0.21 
Smith-Waterman score: 67; 28.0% identity (52.4% similar) in 82 aa overlap (2-80:21-96) 
 
                                  10        20        30            
2MEPSP                    VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCMST 
               10        20        30         40        50          
 
       40        50        60        70        80                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                   
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFDPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  67  Z-score: 114.5  bits: 26.3 E(): 0.21 
Smith-Waterman score: 67; 28.4% identity (54.3% similar) in 81 aa overlap (2-80:21-96) 
 
                                  10         20        30           
2MEPSP                    VTVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                           : :: : :.. :... .   :. . :..    :.  . :: 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                    
       :  .: :..:    : : .     :  :. ...  :: .::                    
gi|160 PHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
               70             80        90       100       110      
 
gi|160 VVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
         120       130       140       150   
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  65  Z-score: 110.9  bits: 25.7 E(): 0.34 
Smith-Waterman score: 65; 27.2% identity (54.3% similar) in 81 aa overlap (2-80:21-96) 
 
                                  10         20        30           
2MEPSP                    VTVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                           : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                    
       :  .: :..:    : : .     :  :. ...  :: .::                    
gi|160 PHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
               70             80        90       100       110      
 
gi|160 VVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
         120       130       140       150   
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  65  Z-score: 110.9  bits: 25.7 E(): 0.34 
Smith-Waterman score: 65; 28.0% identity (52.4% similar) in 82 aa overlap (2-80:21-96) 
 
                                  10        20        30            
2MEPSP                    VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:.    : ..   : 
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gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCMST 
               10        20        30         40        50          
 
       40        50        60        70        80                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                   
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.1  bits: 25.3 E(): 0.43 
Smith-Waterman score: 64; 28.0% identity (51.2% similar) in 82 aa overlap (2-80:21-96) 
 
                                  10        20        30            
2MEPSP                    VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       40        50        60        70        80                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                   
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.1  bits: 25.3 E(): 0.43 
Smith-Waterman score: 64; 28.0% identity (51.2% similar) in 82 aa overlap (2-80:21-96) 
 
                                  10        20        30            
2MEPSP                    VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       40        50        60        70        80                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                   
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVTCGIIGLQG 
          120       130       140       150   
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 107.3  bits: 25.0 E(): 0.54 
Smith-Waterman score: 63; 28.0% identity (51.2% similar) in 82 aa overlap (2-80:21-96) 
 
                                  10        20        30            
2MEPSP                    VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       40        50        60        70        80                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                   
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGDAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 107.3  bits: 25.0 E(): 0.54 
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Smith-Waterman score: 63; 28.0% identity (51.2% similar) in 82 aa overlap (2-80:21-96) 
 
                                  10        20        30            
2MEPSP                    VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       40        50        60        70        80                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                   
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 107.3  bits: 25.0 E(): 0.54 
Smith-Waterman score: 63; 28.0% identity (51.2% similar) in 82 aa overlap (2-80:21-96) 
 
                                  10        20        30            
2MEPSP                    VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|145 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       40        50        60        70        80                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                   
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|145 GPHFNPVGKEHGTPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|145 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 107.3  bits: 25.0 E(): 0.54 
Smith-Waterman score: 63; 28.0% identity (51.2% similar) in 82 aa overlap (2-80:21-96) 
 
                                  10        20        30            
2MEPSP                    VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       40        50        60        70        80                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                   
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 107.3  bits: 25.0 E(): 0.54 
Smith-Waterman score: 63; 28.0% identity (51.2% similar) in 82 aa overlap (2-80:21-96) 
 
                                  10        20        30            
2MEPSP                    VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       40        50        60        70        80                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                   
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
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gi|160 AVVVHSDPDDLGRGGHVLSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 107.3  bits: 25.0 E(): 0.54 
Smith-Waterman score: 63; 28.0% identity (51.2% similar) in 82 aa overlap (2-80:21-96) 
 
                                  10        20        30            
2MEPSP                    VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       40        50        60        70        80                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                   
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDFGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 107.3  bits: 25.0 E(): 0.54 
Smith-Waterman score: 63; 28.0% identity (51.2% similar) in 82 aa overlap (2-80:21-96) 
 
                                  10        20        30            
2MEPSP                    VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       40        50        60        70        80                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                   
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHEQSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.5  bits: 24.7 E(): 0.68 
Smith-Waterman score: 62; 27.2% identity (54.3% similar) in 81 aa overlap (2-80:21-96) 
 
                                  10         20        30           
2MEPSP                    VTVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                           : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMSTG 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                    
       :  .: :..:    : : .     :  :. ...  :: .::                    
gi|160 PHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
               70             80        90       100       110      
 
gi|160 VVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
         120       130       140       150   
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 100.1  bits: 23.7 E():  1.4 
Smith-Waterman score: 59; 27.2% identity (54.3% similar) in 81 aa overlap (2-80:21-96) 
 
                                  10         20        30           
2MEPSP                    VTVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                           : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCMSTG 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
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2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                    
       :  .: :..:    : : .     :  :. ...  :: .::                    
gi|160 PHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
               70             80        90       100       110      
 
gi|160 VVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
         120       130       140       150   
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  59  Z-score: 99.8  bits: 23.7 E():  1.4 
Smith-Waterman score: 59; 27.8% identity (55.6% similar) in 72 aa overlap (8-79:30-94) 
 
                                     10        20        30         
2MEPSP                       VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                   
       :  .  :  ....:::       . :.. .::.  :  :::                    
gi|169 GETK--FILHKVEAID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIG 
                 70             80        90       100       110    
 
gi|169 KLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
           120       130       140       150        
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.1  bits: 23.3 E():  1.5 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (37-60:85-109) 
 
         10        20        30        40         50        60      
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
          70        80         
2MEPSP TLAVVALFADGPTAI         
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.7  bits: 23.3 E():  1.6 
Smith-Waterman score: 58; 25.0% identity (51.2% similar) in 84 aa overlap (2-80:21-103) 
 
                                  10        20        30            
2MEPSP                    VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       40        50          60        70        80                 
2MEPSP GPPREPFGRKHLKAIDVNMNK--MPDVAMTLAVVALFADGPTAI                 
       ::  .: :..:    : : .   .  .:....   .   :: .:                 
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
gi|160 GGHELSKSTGNAGGRVACGIIGLQG 
     120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.7  bits: 23.3 E():  1.6 
Smith-Waterman score: 58; 25.0% identity (51.2% similar) in 84 aa overlap (2-80:21-103) 
 
                                  10        20        30            
2MEPSP                    VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
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       40        50          60        70        80                 
2MEPSP GPPREPFGRKHLKAIDVNMNK--MPDVAMTLAVVALFADGPTAI                 
       ::  .: :..:    : : .   .  .:....   .   :: .:                 
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
gi|160 GCHELSKSTGNAGGRVACGIIGLQG 
     120       130       140     
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  56  Z-score: 94.7  bits: 22.7 E():  2.7 
Smith-Waterman score: 56; 26.8% identity (50.0% similar) in 82 aa overlap (2-80:21-96) 
 
                                  10        20        30            
2MEPSP                    VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : .: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       40        50        60        70        80                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                   
       ::   : :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFLPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 93.5  bits: 24.0 E():  3.2 
Smith-Waterman score: 60; 23.4% identity (64.1% similar) in 64 aa overlap (12-72:306-369) 
 
                                  10         20        30        40 
2MEPSP                    VTVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
                 50        60        70        80                   
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                   
        :  . . .:  .:. ...:.. .:. .. .: .                           
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
gi|144 VGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
         400       410       420       430       440      
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 92.9  bits: 22.3 E():  3.4 
Smith-Waterman score: 55; 26.8% identity (52.4% similar) in 82 aa overlap (2-80:21-96) 
 
                                  10        20        30            
2MEPSP                    VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
       40        50        60        70        80                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                   
       ::  .: :...    : : .     : .:. ...  :: .::                   
gi|160 GPHFNPVGKEQGAPGDENRH-----AGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 92.6  bits: 22.3 E():  3.5 
Smith-Waterman score: 55; 26.4% identity (55.6% similar) in 72 aa overlap (8-79:30-94) 
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                                     10        20        30         
2MEPSP                       VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                   
       :  .  :  .....::       . :.. .::.  :  :::                    
gi|374 GETK--FILHKVESID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIG 
                 70             80        90       100       110    
 
gi|374 KLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
           120       130       140       150        
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  59  Z-score: 91.7  bits: 23.7 E():    4 
Smith-Waterman score: 59; 22.4% identity (65.5% similar) in 58 aa overlap (17-72:312-369) 
 
                             10        20        30        40       
2MEPSP               VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
           50        60        70        80                         
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                         
       . .:  .:. ...:.. .:. .. .: .                                 
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 89.1  bits: 23.0 E():  5.5 
Smith-Waterman score: 57; 20.0% identity (57.3% similar) in 75 aa overlap (7-80:126-200) 
 
                                       10        20        30       
2MEPSP                         VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS-V 
                                     : . .  ::....  ...  .    ::. . 
gi|513 SLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGI 
         100       110       120       130       140       150      
 
          40        50        60        70        80                
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                
        .   :.: . .: : ..:...: . .  ..:.:  . :  :  .                
gi|513 FAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDLVNSFSANVKKIYDLGA 
         160       170       180       190       200       210      
 
gi|513 RTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNHKLKEIVAQLRKDLPLA 
         220       230       240       250       260       270      
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.9  bits: 22.0 E():  6.5 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (9-74:93-163) 
 
                                     10        20             30    
2MEPSP                       VTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
            40        50         60        70        80             
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAI             
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|289 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
gi|289 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.8  bits: 22.0 E():  6.5 
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Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (9-74:96-166) 
 
                                     10        20             30    
2MEPSP                       VTVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
            40        50         60        70        80             
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAI             
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|424 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
gi|424 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          190       200       210       220       230  
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.1  bits: 23.0 E():  7.2 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (46-62:399-415) 
 
          20        30        40        50        60        70      
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
          80                                                        
2MEPSP GPTAI                                                        
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.0  bits: 23.0 E():  7.2 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (46-62:402-418) 
 
          20        30        40        50        60        70      
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
          80                                                        
2MEPSP GPTAI                                                        
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.0  bits: 23.0 E():  7.3 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (46-62:403-419) 
 
          20        30        40        50        60        70      
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
          80                                                        
2MEPSP GPTAI                                                        
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.7  bits: 23.0 E():  7.5 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (46-62:422-438) 
 
          20        30        40        50        60        70      
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
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                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
          80                                                        
2MEPSP GPTAI                                                        
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.7  bits: 23.0 E():  7.5 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (46-62:422-438) 
 
          20        30        40        50        60        70      
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
          80                                                        
2MEPSP GPTAI                                                        
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 85.5  bits: 20.7 E():  8.8 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (36-74:20-59) 
 
          10        20        30         40        50         60    
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                          10        20        30        40          
 
            70        80                                            
2MEPSP AMTLAVVALFADGPTAI                                            
          : :  : :                                                  
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.3  bits: 20.7 E():   12 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (7-57:38-88) 
 
                                       10        20        30       
2MEPSP                         VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
         40        50         60        70        80                
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVAMTLAVVALFADGPTAI                
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 81.9  bits: 22.0 E():   14 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (39-74:390-426) 
 
       10        20        30        40         50         60       
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
         70        80                                               
2MEPSP LAVVALFADGPTAI                                               
       : :  :.:                                                     
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gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (21-47:9-37) 
 
               10        20        30        40          50         
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMN 
                           : ...: ..:: ..  ...: : : : :.            
gi|153             MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKF 
                           10        20        30        40         
 
       60        70        80                                       
2MEPSP KMPDVAMTLAVVALFADGPTAI                                       
                                                                    
gi|153 VKGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGI 
       50        60        70        80        90       100         
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.3  bits: 21.0 E():   17 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (13-61:228-277) 
 
                                 10        20        30        40   
2MEPSP                   VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
             50         60        70        80         
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAI         
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (24-42:1-18) 
 
               10        20        30        40        50        60 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
                              ::.  :... :..:  :::                   
gi|444                        MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAP 
                                       10        20        30       
 
               70        80                                         
2MEPSP PDVAMTLAVVALFADGPTAI                                         
                                                                    
gi|444 QSVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKI 
         40        50        60        70        80        90       
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 79.8  bits: 21.0 E():   18 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (13-61:247-296) 
 
                                 10        20        30        40   
2MEPSP                   VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
             50         60        70        80         
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAI         
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.1  bits: 20.3 E():   22 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (5-50:68-117) 
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                                         10         20           30 
2MEPSP                           VTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
               40        50        60        70        80           
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI           
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 78.1  bits: 19.7 E():   23 
Smith-Waterman score: 47; 24.4% identity (51.3% similar) in 78 aa overlap (2-76:41-112) 
 
                                            10           20         
2MEPSP                              VTVEGCGTTSLQGDVK---FAEVLEMMGAKV 
                                     .::. : ..  : .:   :::     :.   
gi|154 PSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE-----GSPF 
               20        30        40        50        60           
 
       30        40        50        60        70        80         
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI         
        ...  :  .      :.   ... ::  .:.  :.. :..::  . :             
gi|154 KFVKERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELTIVAAPGGGSILKISGKFHAK 
          70        80         90       100       110       120     
 
gi|154 GDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
          130       140       150       160 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.5  bits: 20.3 E():   24 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (36-69:170-204) 
 
          10        20        30         40        50         60    
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
            70        80                                            
2MEPSP AMTLAVVALFADGPTAI                                            
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 77.4  bits: 19.7 E():   25 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (55-76:68-88) 
 
           30        40        50        60        70        80     
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI     
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.4  bits: 20.3 E():   25 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (8-60:114-161) 
 
                                      10        20        30        
2MEPSP                        VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
        40        50        60        70        80                  
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2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                  
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.3 E():   27 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (9-24:135-150) 
 
                                     10        20        30         
2MEPSP                       VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
       40        50        60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.6  bits: 20.3 E():   27 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (4-28:282-306) 
 
                                          10        20        30    
2MEPSP                            VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
            40        50        60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.4  bits: 20.7 E():   28 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (36-74:291-330) 
 
          10        20        30         40        50         60    
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
            70        80                                            
2MEPSP AMTLAVVALFADGPTAI                                            
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.4  bits: 19.3 E():   28 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (17-49:82-109) 
 
                             10        20        30        40       
2MEPSP               VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
         50        60        70        80                   
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                   
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (22-79:210-271) 
 
                        10        20        30              40      
2MEPSP          VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
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     180       190       200       210       220       230          
 
          50        60           70        80                       
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAI                       
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (22-79:210-271) 
 
                        10        20        30              40      
2MEPSP          VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
          50        60           70        80                       
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAI                       
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
          300       310       320       330       340       350     
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.4  bits: 21.0 E():   28 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (22-79:210-271) 
 
                        10        20        30              40      
2MEPSP          VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
          50        60           70        80                       
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAI                       
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (24-42:1-18) 
 
               10        20        30        40        50        60 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
                              ::.  :... :..:  :::                   
gi|444                        MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAP 
                                       10        20        30       
 
               70        80                                         
2MEPSP PDVAMTLAVVALFADGPTAI                                         
                                                                    
gi|444 QSVKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKV 
         40        50        60        70        80        90       
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 46; 24.4% identity (50.0% similar) in 78 aa overlap (2-76:41-112) 
 
                                            10           20         
2MEPSP                              VTVEGCGTTSLQGDVK---FAEVLEMMGAKV 
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                                     .::. : ..  : .:   :::     :.   
gi|154 PSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE-----GSPF 
               20        30        40        50        60           
 
       30        40        50        60        70        80         
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI         
        ...  :  .      :.   ... ::  .:.  :.. : .::  . :             
gi|154 KFVKERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELKIVAAPGGGSILKISGKFHAK 
          70        80         90       100       110       120     
 
gi|154 GDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
          130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (24-42:1-18) 
 
               10        20        30        40        50        60 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
                              ::.  :... :..:  :::                   
gi|444                        MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAP 
                                       10        20        30       
 
               70        80                                         
2MEPSP PDVAMTLAVVALFADGPTAI                                         
                                                                    
gi|444 QSVKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKV 
         40        50        60        70        80        90       
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.3  bits: 21.0 E():   29 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (22-79:218-279) 
 
                        10        20        30              40      
2MEPSP          VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
 
          50        60           70        80                       
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAI                       
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
 
gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.8  bits: 21.0 E():   30 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (46-62:430-446) 
 
          20        30        40        50        60        70      
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
          80                                                        
2MEPSP GPTAI                                                        
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.5  bits: 19.7 E():   31 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (55-76:116-136) 
 
           30        40        50        60        70        80     
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI     
                                     :: ::.:. : : ... .. ::         
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gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.5  bits: 20.7 E():   32 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (36-74:6-45) 
 
          10        20        30         40        50         60    
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|223                          INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                                        10        20         30     
 
            70        80                                            
2MEPSP AMTLAVVALFADGPTAI                                            
          : :  : :                                                  
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 19.3 E():   32 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (15-41:4-30) 
 
               10        20        30        40        50        60 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
                     .::: :: ...: :  . .:.   . :                    
gi|727            MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRH 
                          10        20        30        40          
 
               70        80                                         
2MEPSP PDVAMTLAVVALFADGPTAI                                         
                                                                    
gi|727 RESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLL 
      50        60        70        80        90       100          
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (14-39:175-201) 
 
                                10        20         30        40   
2MEPSP                  VTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
             50        60        70        80                       
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                       
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.9  bits: 18.7 E():   34 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (40-72:38-75) 
 
      10        20        30        40             50        60     
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
           70        80                                       
2MEPSP MTLAVVALFADGPTAI                                       
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8792

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  45 init1:  45 opt:  45  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 45; 28.1% identity (53.1% similar) in 32 aa overlap (8-39:99-130) 
 
                                      10        20        30        
2MEPSP                        VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     .: .  : :  .:..  :    :...: :  
gi|583 YGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTS 
       70        80        90       100       110       120         
 
        40        50        60        70        80 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 
        :                                          
gi|583 GGYNNCCDKKFTETRGSTPANEVYKKCPGMP             
      130       140       150                      
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.3  bits: 17.7 E():   36 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (57-80:1-24) 
 
         30        40        50        60        70        80       
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI       
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 19.3 E():   42 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (36-49:15-28) 
 
          10        20        30        40        50        60      
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
          70        80                                              
2MEPSP TLAVVALFADGPTAI                                              
                                                                    
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (36-74:291-330) 
 
          10        20        30         40        50         60    
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
            70        80                                            
2MEPSP AMTLAVVALFADGPTAI                                            
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 44; 23.0% identity (45.9% similar) in 74 aa overlap (3-76:45-112) 
 
                                           10        20        30   
2MEPSP                             VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ::: :  .    . :.:     :. : ... 
gi|730 PAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFSE-----GSPVKYVK 
           20        30        40        50        60               
 
             40        50        60        70        80             

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8793

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI             
         :         ..   ... ::  .:.  :.  : .::  . :                 
gi|730 ERVEEIDHTNFKYNYTVIEG-DVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHE 
      70        80         90       100       110       120         
 
gi|730 VNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      130       140       150       160 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.6  bits: 17.7 E():   45 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (50-79:41-70) 
 
      20        30        40        50        60        70          
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
      80           
2MEPSP I           
                   
gi|453 CSPKWLQLLVP 
               80  
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.5  bits: 19.0 E():   46 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (47-62:152-167) 
 
         20        30        40        50        60        70       
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
         80                        
2MEPSP PTAI                        
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 19.3 E():   47 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (23-46:7-30) 
 
               10        20        30        40        50        60 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
                             ...  :. . .:..  :::. : :               
gi|109                 MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEA 
                               10        20        30        40     
 
               70        80                                         
2MEPSP PDVAMTLAVVALFADGPTAI                                         
                                                                    
gi|109 KATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPE 
           50        60        70        80        90       100     
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 19.3 E():   47 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (23-46:7-30) 
 
               10        20        30        40        50        60 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
                             ...  :. . .:..  :::. : :               
gi|811                 MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEA 
                               10        20        30        40     
 
               70        80                                         
2MEPSP PDVAMTLAVVALFADGPTAI                                         
                                                                    
gi|811 RGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPE 
           50        60        70        80        90       100     
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>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.0  bits: 20.0 E():   49 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (21-60:312-353) 
 
                         10        20        30        40           
2MEPSP           VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
       50        60        70        80                             
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                             
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.6  bits: 19.7 E():   51 
Smith-Waterman score: 47; 23.7% identity (55.3% similar) in 76 aa overlap (3-78:144-207) 
 
                                           10        20        30   
2MEPSP                             VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ...:.:. : :::    : : .:.. . .. 
gi|810 DGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNTSVL-GDVL---VSESIGVEPVHAQ 
           120       130       140       150           160          
 
             40        50        60        70        80             
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI             
        . ..:         ...    .. :..:: .  :  :.: . : :               
gi|810 DGDAIT--------MRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITISNNHFFNHHKVML 
     170               180       190       200       210       220  
 
gi|810 LGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNYDQWNIYAIGGSSNPT 
             230       240       250       260       270       280  
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.2  bits: 19.0 E():   54 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (31-63:43-76) 
 
               10        20        30        40         50          
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
      60        70        80                                        
2MEPSP MPDVAMTLAVVALFADGPTAI                                        
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.0 E():   56 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (39-47:14-22) 
 
       10        20        30        40        50        60         
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
       70        80                                                 
2MEPSP VVALFADGPTAI                                                 
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (39-47:25-33) 
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       10        20        30        40        50        60         
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
       70        80                                                 
2MEPSP VVALFADGPTAI                                                 
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (47-62:43-58) 
 
         20        30        40        50        60        70       
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
         80                                                         
2MEPSP PTAI                                                         
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (39-47:31-39) 
 
       10        20        30        40        50        60         
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
       70        80                                                 
2MEPSP VVALFADGPTAI                                                 
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (39-47:31-39) 
 
       10        20        30        40        50        60         
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
       70        80                                                 
2MEPSP VVALFADGPTAI                                                 
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (39-47:32-40) 
 
       10        20        30        40        50        60         
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
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       70        80                                                 
2MEPSP VVALFADGPTAI                                                 
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.4  bits: 18.7 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (10-40:98-127) 
 
                                    10        20        30          
2MEPSP                      VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
      40        50        60        70        80                    
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                    
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.3  bits: 18.7 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (10-40:99-128) 
 
                                    10        20        30          
2MEPSP                      VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
      40        50        60        70        80                    
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                    
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.3  bits: 18.0 E():   61 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (63-79:8-26) 
 
             40        50        60        70          80           
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAI           
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.3  bits: 18.0 E():   61 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (63-79:8-26) 
 
             40        50        60        70          80           
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAI           
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 70.2  bits: 14.4 E():   61 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (34-40:2-8) 
 
            10        20        30        40        50        60    
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     ..:. ::                        
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gi|250                              PTITIGGPEYR                     
                                            10                      
 
            70        80 
2MEPSP AMTLAVVALFADGPTAI 
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (14-39:175-201) 
 
                                10        20         30        40   
2MEPSP                  VTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
             50        60        70        80                       
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                       
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (14-39:175-201) 
 
                                10        20         30        40   
2MEPSP                  VTVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
             50        60        70        80                       
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                       
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (59-77:2-20) 
 
       30        40        50        60        70        80         
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI         
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.6  bits: 19.3 E():   66 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (1-19:97-115) 
 
                                             10        20        30 
2MEPSP                               VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW 
                                     .:: : :: . ::.. .:.            
gi|495 GFQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKH 
         70        80        90       100       110       120       
 
               40        50        60        70        80           
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI           
                                                                    
gi|495 AAMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGIS 
        130       140       150       160       170       180       
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.6  bits: 15.7 E():   66 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (50-80:2-30) 
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      20        30        40        50         60        70         
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPT 
                                     .::. : : .. :     ..  :  .:::: 
gi|122                              MVKAVTVLNSSEGP---HGIVYFAQEGDGPT 
                                            10           20         
 
       80 
2MEPSP AI 
       .. 
gi|122 TV 
       30 
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 42; 20.3% identity (55.4% similar) in 74 aa overlap (13-76:36-107) 
 
                                 10        20        30        40   
2MEPSP                   VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. . .:..:  :.  :  . : .  :  . 
gi|604 FDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDGETK 
          10        20        30        40        50        60      
 
             50                  60        70        80             
2MEPSP EPFGRKHLKAID-VNMN---------KMPDVAMTLAVVALFADGPTAI             
         :  ......: .:..          .::.:  ... . ..::                 
gi|604 --FVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISYHGK 
            70        80        90       100       110       120    
 
gi|604 GDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
           130       140       150      
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.3 E():   70 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (16-77:129-196) 
 
                              10        20             30        40 
2MEPSP                VTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|144 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
      100       110       120       130       140       150         
 
               50        60         70        80  
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAI  
         . .... : : . :.. . . .. : :. :  :  :     
gi|144 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
      160       170       180       190       200 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 20.8% identity (49.4% similar) in 77 aa overlap (2-78:41-114) 
 
                                            10        20        30  
2MEPSP                              VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                     .::. : ..  : .:  ..    :..  .. 
gi|226 PSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIK--NITFGEGSRYKYV 
               20        30        40        50          60         
 
              40        50        60        70        80            
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI            
       .  :  .      ..   ... ::  .:.  :   : .::  . : :              
gi|226 KERVDEVDNTNFKYSYTVIEG-DVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDH 
       70        80         90       100       110       120        
 
gi|226 EINAEEMKGAKEMAEKLLRAVETYLLAHSAEYN 
       130       140       150       160 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.3 E():   71 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (16-77:133-200) 
 
                              10        20             30        40 
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2MEPSP                VTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|622 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
            110       120       130       140       150       160   
 
               50        60         70        80  
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAI  
         . .... : : . :.. . . .. : :. :  :  :     
gi|622 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
            170       180       190       200     
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.9  bits: 19.7 E():   72 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (32-49:288-305) 
 
              10        20        30        40        50        60  
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
              70        80                                          
2MEPSP DVAMTLAVVALFADGPTAI                                          
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   73 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (10-24:53-67) 
 
                                    10        20        30          
2MEPSP                      VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
      40        50        60        70        80                    
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                    
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (12-40:204-231) 
 
                                  10        20        30         40 
2MEPSP                    VTVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|386 VEKGSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
           180       190       200       210         220       230  
 
               50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 
                                                
gi|386 FTVRYTTEGGTKVEAEDVIPEGWKADTAYESK         
             240       250       260            
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (47-61:152-166) 
 
         20        30        40        50        60        70       
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
         80                          
2MEPSP PTAI                          
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gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (47-61:152-166) 
 
         20        30        40        50        60        70       
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
         80                          
2MEPSP PTAI                          
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (23-76:22-71) 
 
               10        20        30        40        50        60 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
                             . .: ..  . :: . .     . ....:::    :.. 
gi|238  MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP PDVAMTLAVVALFADGPTAI                                         
        ::  ::: ..::  :                                             
gi|238 -DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPG 
          60        70        80        90       100       110      
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (50-76:44-71) 
 
      20        30        40        50         60        70         
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
       80                                                           
2MEPSP AI                                                           
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (14-41:27-54) 
 
                            10        20        30        40        
2MEPSP              VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                            
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (14-41:27-54) 
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                            10        20        30        40        
2MEPSP              VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                            
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (5-24:285-304) 
 
                                         10        20        30     
2MEPSP                           VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
           40        50        60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.5  bits: 18.3 E():   86 
Smith-Waterman score: 46; 32.1% identity (48.2% similar) in 56 aa overlap (22-76:25-74) 
 
                  10        20        30        40        50        
2MEPSP    VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                               : . :: ::     : .:: ..  :    : .:    
gi|116 VFLGSAHGIAKVPPGPNITATYGDEWLDAKSTWYGKP-TGAGP-KDNGGACGYKDVD--- 
               10        20        30         40         50         
 
        60         70        80                                     
2MEPSP NKMPDVAMT-LAVVALFADGPTAI                                     
        : :  .::  . . .: ::                                         
gi|116 -KPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNEEPIAPYHFD 
           60        70        80        90       100       110     
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.4  bits: 17.7 E():   88 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (15-34:39-63) 
 
                               10        20             30          
2MEPSP                 VTVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
      40        50        60        70        80                    
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI                    
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 24.5% identity (51.0% similar) in 49 aa overlap (32-80:7-54) 
 
              10        20        30        40        50        60  
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     :: .: . :: . : :  : . ..  .  : 
gi|132                         MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAP 
                                       10        20        30       
 
              70        80                                          
2MEPSP DVAMTLAVVALFADGPTAI                                          
        .  .. ..     :: .:                                          
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gi|132 KAIKSIEIIEG-NGGPGTIKKICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDK 
         40         50        60        70        80        90      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.3 E():   89 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (53-80:36-63) 
 
             30        40        50        60        70        80   
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI   
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.3 E():   90 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (38-62:129-153) 
 
        10        20        30        40        50        60        
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
        70        80                                                
2MEPSP AVVALFADGPTAI                                                
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 19.3 E():   90 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (36-49:292-305) 
 
          10        20        30        40        50        60      
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
          70        80                                              
2MEPSP TLAVVALFADGPTAI                                              
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.3 E():   91 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:6-24) 
 
               10        20        30        40        50        60 
2MEPSP VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKM 
             :  .:. . :: : :. .:                                    
gi|990  MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKN 
                10        20        30        40        50          
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.8  bits: 18.3 E():   93 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (5-50:85-134) 
 
                                         10         20           30 
2MEPSP                           VTVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
               40        50        60        70        80           
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI           
          .: .:   .::..  :.                                         
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gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 66.6  bits: 19.0 E():   96 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (25-60:59-97) 
 
                     10        20        30        40           50  
2MEPSP       VTVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
              60        70        80                                
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAI                                
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:57 2011 done: Tue Apr 19 10:57:57 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 272  - 351 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     7     2:*== 
  32     8     8:==* 
  34    13    22:=====  * 
  36    56    44:==============*==== 
  38    67    73:======================= * 
  40    89   102:==============================   * 
  42   122   125:=========================================* 
  44   142   138:=============================================*== 
  46   146   140:==============================================*== 
  48   166   134:============================================*=========== 
  50   138   122:========================================*===== 
  52   112   108:===================================*== 
  54    86    92:============================= * 
  56    49    77:=================        * 
  58    53    63:==================  * 
  60    38    51:=============   * 
  62    36    41:============ * 
  64    39    33:==========*== 
  66    13    26:=====   * 
  68    17    20:======* 
  70    16    16:=====* 
  72     9    12:===* 
  74     7    10:===* 
  76    14     8:==*== 
  78     5     6:=* 
  80     2     5:=* 
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  82     2     3:* 
  84     1     3:* 
  86     6     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     4     0:==        *==== 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     7     0:===       *======= 
 108     2     0:=         *== 
 110     2     0:=         *== 
 112     0     0:          * 
 114     2     0:=         *== 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.39110.00299; mu= 9.0775 0.154 
 mean_var=31.3814 8.304, 0's: 2 Z-trim: 5  B-trim: 114 in 1/43 
 Lambda= 0.228949 
 Kolmogorov-Smirnov  statistic: 0.0346 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   68 26.6    0.18 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   67 26.2    0.23 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   67 26.2    0.23 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   65 25.6    0.36 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   65 25.6    0.36 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   64 25.3    0.45 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   64 25.3    0.45 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   63 24.9    0.57 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   63 24.9    0.57 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   63 24.9    0.57 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   63 24.9    0.57 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   63 24.9    0.57 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   63 24.9    0.57 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   63 24.9    0.57 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   62 24.6    0.71 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   59 23.6     1.4 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   59 23.6     1.5 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.3     1.6 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   58 23.3     1.7 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   58 23.3     1.7 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   56 22.6     2.8 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 23.9     3.3 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   55 22.3     3.5 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   55 22.3     3.7 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.6     4.2 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   57 22.9     5.8 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   54 22.0     6.7 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   54 22.0     6.8 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.9     7.5 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.9     7.6 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.9     7.6 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.9     7.9 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.9     7.9 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.6     9.1 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.6      12 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.9      15 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 20.0      15 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.0      18 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 20.0      18 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.0      19 
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gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.3      23 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   47 19.6      23 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.3      25 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.6      25 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.3      26 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.3      28 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.3      28 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.3      29 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.6      29 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.3      29 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   46 19.3      29 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.3      29 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 21.0      29 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 21.0      29 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 21.0      29 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 21.0      30 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.0      31 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.6      32 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.3      32 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.6      33 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.0      33 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.7      35 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   45 19.0      36 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.7      37 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.3      43 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 20.0      45 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   44 18.7      46 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   44 18.7      46 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.7      46 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.0      47 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.3      48 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.3      48 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.0      50 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   47 19.6      53 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.0      55 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      57 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      60 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      60 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.4      60 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.0      61 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.0      61 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.0      61 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.6      61 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.6      62 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.0      62 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.0      62 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.3      63 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.0      64 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.0      64 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.0      66 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.7      66 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   42 18.0      69 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.3      71 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      71 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   42 18.0      72 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      73 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 18.0      74 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.6      74 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.6      75 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.7      75 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.7      75 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      75 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      75 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.6      76 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.6      76 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   45 19.0      85 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.6      87 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.3      88 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.7      89 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.3      90 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.3      92 
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gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   40 17.3      92 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.3      92 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      95 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.0      98 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  68  Z-score: 115.8  bits: 26.6 E(): 0.18 
Smith-Waterman score: 68; 29.3% identity (51.2% similar) in 82 aa overlap (1-79:21-96) 
 
                                   10        20           30        
2MEPSP                     TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        40        50        60        70        80                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                  
       ::  .: :..:    : : .     :  :. .:.  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  67  Z-score: 114.0  bits: 26.2 E(): 0.23 
Smith-Waterman score: 67; 28.0% identity (52.4% similar) in 82 aa overlap (1-79:21-96) 
 
                                   10        20           30        
2MEPSP                     TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCMST 
               10        20        30         40        50          
 
        40        50        60        70        80                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                  
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFDPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  67  Z-score: 114.0  bits: 26.2 E(): 0.23 
Smith-Waterman score: 67; 28.4% identity (54.3% similar) in 81 aa overlap (1-79:21-96) 
 
                                   10         20        30          
2MEPSP                     TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                           : :: : :.. :... .   :. . :..    :.  . :: 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                   
       :  .: :..:    : : .     :  :. ...  :: .::                    
gi|160 PHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
               70             80        90       100       110      
 
gi|160 VVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
         120       130       140       150   
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  65  Z-score: 110.4  bits: 25.6 E(): 0.36 
Smith-Waterman score: 65; 27.2% identity (54.3% similar) in 81 aa overlap (1-79:21-96) 
 
                                   10         20        30          
2MEPSP                     TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                           : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
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       40        50        60        70        80                   
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                   
       :  .: :..:    : : .     :  :. ...  :: .::                    
gi|160 PHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
               70             80        90       100       110      
 
gi|160 VVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
         120       130       140       150   
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  65  Z-score: 110.4  bits: 25.6 E(): 0.36 
Smith-Waterman score: 65; 28.0% identity (52.4% similar) in 82 aa overlap (1-79:21-96) 
 
                                   10        20           30        
2MEPSP                     TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCMST 
               10        20        30         40        50          
 
        40        50        60        70        80                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                  
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 108.7  bits: 25.3 E(): 0.45 
Smith-Waterman score: 64; 28.0% identity (51.2% similar) in 82 aa overlap (1-79:21-96) 
 
                                   10        20           30        
2MEPSP                     TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        40        50        60        70        80                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                  
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 108.7  bits: 25.3 E(): 0.45 
Smith-Waterman score: 64; 28.0% identity (51.2% similar) in 82 aa overlap (1-79:21-96) 
 
                                   10        20           30        
2MEPSP                     TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        40        50        60        70        80                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                  
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVTCGIIGLQG 
          120       130       140       150   
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 106.9  bits: 24.9 E(): 0.57 
Smith-Waterman score: 63; 28.0% identity (51.2% similar) in 82 aa overlap (1-79:21-96) 
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                                   10        20           30        
2MEPSP                     TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        40        50        60        70        80                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                  
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGDAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 106.9  bits: 24.9 E(): 0.57 
Smith-Waterman score: 63; 28.0% identity (51.2% similar) in 82 aa overlap (1-79:21-96) 
 
                                   10        20           30        
2MEPSP                     TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        40        50        60        70        80                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                  
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 106.9  bits: 24.9 E(): 0.57 
Smith-Waterman score: 63; 28.0% identity (51.2% similar) in 82 aa overlap (1-79:21-96) 
 
                                   10        20           30        
2MEPSP                     TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|145 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        40        50        60        70        80                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                  
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|145 GPHFNPVGKEHGTPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|145 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 106.9  bits: 24.9 E(): 0.57 
Smith-Waterman score: 63; 28.0% identity (51.2% similar) in 82 aa overlap (1-79:21-96) 
 
                                   10        20           30        
2MEPSP                     TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        40        50        60        70        80                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                  
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
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>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 106.9  bits: 24.9 E(): 0.57 
Smith-Waterman score: 63; 28.0% identity (51.2% similar) in 82 aa overlap (1-79:21-96) 
 
                                   10        20           30        
2MEPSP                     TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        40        50        60        70        80                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                  
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHVLSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 106.9  bits: 24.9 E(): 0.57 
Smith-Waterman score: 63; 28.0% identity (51.2% similar) in 82 aa overlap (1-79:21-96) 
 
                                   10        20           30        
2MEPSP                     TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        40        50        60        70        80                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                  
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDFGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 106.9  bits: 24.9 E(): 0.57 
Smith-Waterman score: 63; 28.0% identity (51.2% similar) in 82 aa overlap (1-79:21-96) 
 
                                   10        20           30        
2MEPSP                     TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        40        50        60        70        80                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                  
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHEQSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.1  bits: 24.6 E(): 0.71 
Smith-Waterman score: 62; 27.2% identity (54.3% similar) in 81 aa overlap (1-79:21-96) 
 
                                   10         20        30          
2MEPSP                     TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                           : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMSTG 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                   
       :  .: :..:    : : .     :  :. ...  :: .::                    
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gi|160 PHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
               70             80        90       100       110      
 
gi|160 VVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
         120       130       140       150   
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 99.7  bits: 23.6 E():  1.4 
Smith-Waterman score: 59; 27.2% identity (54.3% similar) in 81 aa overlap (1-79:21-96) 
 
                                   10         20        30          
2MEPSP                     TVEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                           : :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDITNGCMSTG 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                   
       :  .: :..:    : : .     :  :. ...  :: .::                    
gi|160 PHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
               70             80        90       100       110      
 
gi|160 VVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
         120       130       140       150   
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  59  Z-score: 99.5  bits: 23.6 E():  1.5 
Smith-Waterman score: 59; 27.8% identity (55.6% similar) in 72 aa overlap (7-78:30-94) 
 
                                      10        20        30        
2MEPSP                        TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                  
       :  .  :  ....:::       . :.. .::.  :  :::                    
gi|169 GETK--FILHKVEAID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIG 
                 70             80        90       100       110    
 
gi|169 KLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
           120       130       140       150        
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.8  bits: 23.3 E():  1.6 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (36-59:85-109) 
 
          10        20        30         40        50        60     
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
           70        80        
2MEPSP TLAVVALFADGPTAIR        
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.4  bits: 23.3 E():  1.7 
Smith-Waterman score: 58; 25.0% identity (51.2% similar) in 84 aa overlap (1-79:21-103) 
 
                                   10        20           30        
2MEPSP                     TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        40        50          60        70        80                
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2MEPSP GPPREPFGRKHLKAIDVNMNK--MPDVAMTLAVVALFADGPTAIR                
       ::  .: :..:    : : .   .  .:....   .   :: .:                 
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
gi|160 GGHELSKSTGNAGGRVACGIIGLQG 
     120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.4  bits: 23.3 E():  1.7 
Smith-Waterman score: 58; 25.0% identity (51.2% similar) in 84 aa overlap (1-79:21-103) 
 
                                   10        20           30        
2MEPSP                     TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        40        50          60        70        80                
2MEPSP GPPREPFGRKHLKAIDVNMNK--MPDVAMTLAVVALFADGPTAIR                
       ::  .: :..:    : : .   .  .:....   .   :: .:                 
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
gi|160 GCHELSKSTGNAGGRVACGIIGLQG 
     120       130       140     
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  56  Z-score: 94.4  bits: 22.6 E():  2.8 
Smith-Waterman score: 56; 26.8% identity (50.0% similar) in 82 aa overlap (1-79:21-96) 
 
                                   10        20           30        
2MEPSP                     TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                           : .: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQKGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        40        50        60        70        80                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                  
       ::   : :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFLPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 93.1  bits: 23.9 E():  3.3 
Smith-Waterman score: 60; 23.4% identity (64.1% similar) in 64 aa overlap (11-71:306-369) 
 
                                   10         20        30          
2MEPSP                     TVEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
      40          50        60        70        80                  
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                  
        :  . . .:  .:. ...:.. .:. .. .: .                           
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
gi|144 VGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
         400       410       420       430       440      
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 92.6  bits: 22.3 E():  3.5 
Smith-Waterman score: 55; 26.8% identity (52.4% similar) in 82 aa overlap (1-79:21-96) 
 
                                   10        20           30        
2MEPSP                     TVEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
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                           : :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
        40        50        60        70        80                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                  
       ::  .: :...    : : .     : .:. ...  :: .::                   
gi|160 GPHFNPVGKEQGAPGDENRH-----AGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 92.3  bits: 22.3 E():  3.7 
Smith-Waterman score: 55; 26.4% identity (55.6% similar) in 72 aa overlap (7-78:30-94) 
 
                                      10        20        30        
2MEPSP                        TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                  
       :  .  :  .....::       . :.. .::.  :  :::                    
gi|374 GETK--FILHKVESID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIG 
                 70             80        90       100       110    
 
gi|374 KLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
           120       130       140       150        
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  59  Z-score: 91.3  bits: 23.6 E():  4.2 
Smith-Waterman score: 59; 22.4% identity (65.5% similar) in 58 aa overlap (16-71:312-369) 
 
                              10        20        30        40      
2MEPSP                TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
            50        60        70        80                        
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                        
       . .:  .:. ...:.. .:. .. .: .                                 
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 88.8  bits: 22.9 E():  5.8 
Smith-Waterman score: 57; 20.0% identity (57.3% similar) in 75 aa overlap (6-79:126-200) 
 
                                        10        20        30      
2MEPSP                          TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS-V 
                                     : . .  ::....  ...  .    ::. . 
gi|513 SLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGI 
         100       110       120       130       140       150      
 
           40        50        60        70        80               
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR               
        .   :.: . .: : ..:...: . .  ..:.:  . :  :  .                
gi|513 FAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDLVNSFSANVKKIYDLGA 
         160       170       180       190       200       210      
 
gi|513 RTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNHKLKEIVAQLRKDLPLA 
         220       230       240       250       260       270      
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.6  bits: 22.0 E():  6.7 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (8-73:93-163) 
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                                      10           20          30   
2MEPSP                        TVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
             40        50         60        70        80            
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIR            
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|289 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
gi|289 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.5  bits: 22.0 E():  6.8 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (8-73:96-166) 
 
                                      10           20          30   
2MEPSP                        TVEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
             40        50         60        70        80            
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIR            
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|424 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
gi|424 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          190       200       210       220       230  
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.7  bits: 22.9 E():  7.5 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (45-61:399-415) 
 
           20        30        40        50        60        70     
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
           80                                                       
2MEPSP GPTAIR                                                       
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.7  bits: 22.9 E():  7.6 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (45-61:402-418) 
 
           20        30        40        50        60        70     
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
           80                                                       
2MEPSP GPTAIR                                                       
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.6  bits: 22.9 E():  7.6 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (45-61:403-419) 
 
           20        30        40        50        60        70     
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2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
           80                                                       
2MEPSP GPTAIR                                                       
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.4  bits: 22.9 E():  7.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (45-61:422-438) 
 
           20        30        40        50        60        70     
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
           80                                                       
2MEPSP GPTAIR                                                       
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.4  bits: 22.9 E():  7.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (45-61:422-438) 
 
           20        30        40        50        60        70     
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
           80                                                       
2MEPSP GPTAIR                                                       
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 85.3  bits: 20.6 E():  9.1 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (35-73:20-59) 
 
           10        20        30         40        50         60   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                          10        20        30        40          
 
             70        80                                           
2MEPSP AMTLAVVALFADGPTAIR                                           
          : :  : :                                                  
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.0  bits: 20.6 E():   12 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (6-56:38-88) 
 
                                        10        20        30      
2MEPSP                          TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
          40        50         60        70        80               
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVAMTLAVVALFADGPTAIR               
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       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 81.6  bits: 21.9 E():   15 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (38-73:390-426) 
 
        10        20        30        40         50         60      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
          70        80                                              
2MEPSP LAVVALFADGPTAIR                                              
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (20-46:9-37) 
 
               10        20        30         40         50         
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNK 
                          : ...: ..:: ..  ...: : : : :.             
gi|153            MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFV 
                          10        20        30        40          
 
       60        70        80                                       
2MEPSP MPDVAMTLAVVALFADGPTAIR                                       
                                                                    
gi|153 KGEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGIT 
      50        60        70        80        90       100          
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.0  bits: 21.0 E():   18 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (12-60:228-277) 
 
                                  10        20        30        40  
2MEPSP                    TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
              50         60        70        80        
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIR        
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.7  bits: 20.0 E():   18 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (23-41:1-18) 
 
               10        20        30        40        50        60 
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                             ::.  :... :..:  :::                    
gi|444                       MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQ 
                                      10        20        30        
 
               70        80                                         
2MEPSP DVAMTLAVVALFADGPTAIR                                         
                                                                    
gi|444 SVKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIE 
        40        50        60        70        80        90        
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 79.5  bits: 21.0 E():   19 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (12-60:247-296) 
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                                  10        20        30        40  
2MEPSP                    TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
              50         60        70        80        
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIR        
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 77.9  bits: 20.3 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (4-49:68-117) 
 
                                          10         20             
2MEPSP                            TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
      30        40        50        60        70        80          
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR          
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 47; 24.4% identity (51.3% similar) in 78 aa overlap (1-75:41-112) 
 
                                             10           20        
2MEPSP                               TVEGCGTTSLQGDVK---FAEVLEMMGAKV 
                                     .::. : ..  : .:   :::     :.   
gi|154 PSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE-----GSPF 
               20        30        40        50        60           
 
        30        40        50        60        70        80        
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR        
        ...  :  .      :.   ... ::  .:.  :.. :..::  . :             
gi|154 KFVKERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELTIVAAPGGGSILKISGKFHAK 
          70        80         90       100       110       120     
 
gi|154 GDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
          130       140       150       160 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.3  bits: 20.3 E():   25 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (35-68:170-204) 
 
           10        20        30         40        50         60   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
             70        80                                           
2MEPSP AMTLAVVALFADGPTAIR                                           
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 77.2  bits: 19.6 E():   25 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (54-75:68-88) 
 
            30        40        50        60        70        80    
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR    
                                     :: ::.:. : : ... .. ::         
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gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.1  bits: 20.3 E():   26 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (7-59:114-161) 
 
                                       10        20        30       
2MEPSP                         TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
         40        50        60        70        80                 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                 
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.5  bits: 19.3 E():   28 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (8-23:135-150) 
 
                                      10        20        30        
2MEPSP                        TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
        40        50        60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.4  bits: 20.3 E():   28 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (3-27:282-306) 
 
                                           10        20        30   
2MEPSP                             TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
             40        50        60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (16-48:82-109) 
 
                              10        20        30        40      
2MEPSP                TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
          50        60        70        80                  
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                  
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.2  bits: 20.6 E():   29 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (35-73:291-330) 
 
           10        20        30         40        50         60   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
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gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
             70        80                                           
2MEPSP AMTLAVVALFADGPTAIR                                           
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (23-41:1-18) 
 
               10        20        30        40        50        60 
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                             ::.  :... :..:  :::                    
gi|444                       MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQ 
                                      10        20        30        
 
               70        80                                         
2MEPSP DVAMTLAVVALFADGPTAIR                                         
                                                                    
gi|444 SVKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVE 
        40        50        60        70        80        90        
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 24.4% identity (50.0% similar) in 78 aa overlap (1-75:41-112) 
 
                                             10           20        
2MEPSP                               TVEGCGTTSLQGDVK---FAEVLEMMGAKV 
                                     .::. : ..  : .:   :::     :.   
gi|154 PSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE-----GSPF 
               20        30        40        50        60           
 
        30        40        50        60        70        80        
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR        
        ...  :  .      :.   ... ::  .:.  :.. : .::  . :             
gi|154 KFVKERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELKIVAAPGGGSILKISGKFHAK 
          70        80         90       100       110       120     
 
gi|154 GDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
          130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (23-41:1-18) 
 
               10        20        30        40        50        60 
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                             ::.  :... :..:  :::                    
gi|444                       MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQ 
                                      10        20        30        
 
               70        80                                         
2MEPSP DVAMTLAVVALFADGPTAIR                                         
                                                                    
gi|444 SVKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVE 
        40        50        60        70        80        90        
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (21-78:210-271) 
 
                         10        20              30        40     
2MEPSP           TVEGCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
           50        60           70        80                      
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2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIR                      
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
          300       310       320       330       340       350     
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (21-78:210-271) 
 
                         10        20              30        40     
2MEPSP           TVEGCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
           50        60           70        80                      
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIR                      
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.1  bits: 21.0 E():   29 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (21-78:210-271) 
 
                         10        20              30        40     
2MEPSP           TVEGCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
           50        60           70        80                      
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIR                      
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.0  bits: 21.0 E():   30 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (21-78:218-279) 
 
                         10        20              30        40     
2MEPSP           TVEGCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
 
           50        60           70        80                      
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIR                      
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
 
gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.5  bits: 21.0 E():   31 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (45-61:430-446) 
 
           20        30        40        50        60        70     
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
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                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
           80                                                       
2MEPSP GPTAIR                                                       
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.3  bits: 19.6 E():   32 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (54-75:116-136) 
 
            30        40        50        60        70        80    
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR    
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.3 E():   32 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (14-40:4-30) 
 
               10        20        30        40        50        60 
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                    .::: :: ...: :  . .:.   . :                     
gi|727           MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHR 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP DVAMTLAVVALFADGPTAIR                                         
                                                                    
gi|727 ESIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLS 
               60        70        80        90       100       110 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.2  bits: 20.6 E():   33 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (35-73:6-45) 
 
           10        20        30         40        50         60   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|223                          INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                                        10        20         30     
 
             70        80                                           
2MEPSP AMTLAVVALFADGPTAIR                                           
          : :  : :                                                  
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.2  bits: 20.0 E():   33 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (13-38:175-201) 
 
                                 10         20        30        40  
2MEPSP                   TVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
              50        60        70        80                      
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                      
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
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>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (39-71:38-75) 
 
       10        20        30        40             50        60    
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
            70        80                                      
2MEPSP MTLAVVALFADGPTAIR                                      
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 28.1% identity (53.1% similar) in 32 aa overlap (7-38:99-130) 
 
                                       10        20        30       
2MEPSP                         TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     .: .  : :  .:..  :    :...: :  
gi|583 YGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTS 
       70        80        90       100       110       120         
 
         40        50        60        70        80 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
        :                                           
gi|583 GGYNNCCDKKFTETRGSTPANEVYKKCPGMP              
      130       140       150                       
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.3  bits: 17.7 E():   37 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (56-79:1-24) 
 
          30        40        50        60        70        80      
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR      
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.0  bits: 19.3 E():   43 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (35-48:15-28) 
 
           10        20        30        40        50        60     
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
           70        80                                             
2MEPSP TLAVVALFADGPTAIR                                             
                                                                    
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.6  bits: 20.0 E():   45 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (35-73:291-330) 
 
           10        20        30         40        50         60   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
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             70        80                                           
2MEPSP AMTLAVVALFADGPTAIR                                           
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (31-80:7-55) 
 
               10        20        30        40        50        60 
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     :: .: . :: . : :  : . ..  .  : 
gi|132                         MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAP 
                                       10        20        30       
 
               70        80                                         
2MEPSP DVAMTLAVVALFADGPTAIR                                         
        .  .. ..     :: .:.                                         
gi|132 KAIKSIEIIEG-NGGPGTIKKICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDK 
         40         50        60        70        80        90      
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 44; 23.0% identity (45.9% similar) in 74 aa overlap (2-75:45-112) 
 
                                            10        20        30  
2MEPSP                              TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ::: :  .    . :.:     :. : ... 
gi|730 PAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFSE-----GSPVKYVK 
           20        30        40        50        60               
 
              40        50        60        70        80            
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR            
         :         ..   ... ::  .:.  :.  : .::  . :                 
gi|730 ERVEEIDHTNFKYNYTVIEG-DVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHE 
      70        80         90       100       110       120         
 
gi|730 VNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      130       140       150       160 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 17.7 E():   46 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (49-78:41-70) 
 
       20        30        40        50        60        70         
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
       80          
2MEPSP IR          
                   
gi|453 CSPKWLQLLVP 
               80  
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.3  bits: 19.0 E():   47 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (46-61:152-167) 
 
          20        30        40        50        60        70      
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
          80                       
2MEPSP PTAIR                       
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
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             190       200         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 19.3 E():   48 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (22-45:7-30) 
 
               10        20        30        40        50        60 
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            ...  :. . .:..  :::. : :                
gi|109                MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAK 
                              10        20        30        40      
 
               70        80                                         
2MEPSP DVAMTLAVVALFADGPTAIR                                         
                                                                    
gi|109 ATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEA 
          50        60        70        80        90       100      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 19.3 E():   48 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (22-45:7-30) 
 
               10        20        30        40        50        60 
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            ...  :. . .:..  :::. : :                
gi|811                MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEAR 
                              10        20        30        40      
 
               70        80                                         
2MEPSP DVAMTLAVVALFADGPTAIR                                         
                                                                    
gi|811 GTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEA 
          50        60        70        80        90       100      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.8  bits: 20.0 E():   50 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (20-59:312-353) 
 
                          10        20        30        40          
2MEPSP            TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
        50        60        70        80                            
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                            
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.4  bits: 19.6 E():   53 
Smith-Waterman score: 47; 23.7% identity (55.3% similar) in 76 aa overlap (2-77:144-207) 
 
                                            10        20        30  
2MEPSP                              TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ...:.:. : :::    : : .:.. . .. 
gi|810 DGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNTSVL-GDVL---VSESIGVEPVHAQ 
           120       130       140       150           160          
 
              40        50        60        70        80            
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR            
        . ..:         ...    .. :..:: .  :  :.: . : :               
gi|810 DGDAIT--------MRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITISNNHFFNHHKVML 
     170               180       190       200       210       220  
 
gi|810 LGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNYDQWNIYAIGGSSNPT 
             230       240       250       260       270       280  
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.0  bits: 19.0 E():   55 
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Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (30-62:43-76) 
 
                10        20        30        40         50         
2MEPSP  TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
       60        70        80                                       
2MEPSP MPDVAMTLAVVALFADGPTAIR                                       
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.0 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (38-46:14-22) 
 
        10        20        30        40        50        60        
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
        70        80                                                
2MEPSP VVALFADGPTAIR                                                
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (38-46:25-33) 
 
        10        20        30        40        50        60        
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
        70        80                                                
2MEPSP VVALFADGPTAIR                                                
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.3  bits: 18.3 E():   60 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (46-61:43-58) 
 
          20        30        40        50        60        70      
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
          80                                                        
2MEPSP PTAIR                                                        
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 70.3  bits: 14.4 E():   60 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (33-39:2-8) 
 
             10        20        30        40        50        60   
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     ..:. ::                        
gi|250                              PTITIGGPEYR                     
                                            10                      
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             70        80 
2MEPSP AMTLAVVALFADGPTAIR 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (38-46:31-39) 
 
        10        20        30        40        50        60        
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
        70        80                                                
2MEPSP VVALFADGPTAIR                                                
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (38-46:31-39) 
 
        10        20        30        40        50        60        
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
        70        80                                                
2MEPSP VVALFADGPTAIR                                                
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (38-46:32-40) 
 
        10        20        30        40        50        60        
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
        70        80                                                
2MEPSP VVALFADGPTAIR                                                
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.2  bits: 18.6 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (9-39:98-127) 
 
                                     10        20        30         
2MEPSP                       TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
       40        50        60        70        80                   
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                   
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.2  bits: 18.6 E():   62 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (9-39:99-128) 
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                                     10        20        30         
2MEPSP                       TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
       40        50        60        70        80                   
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                   
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (62-78:8-26) 
 
              40        50        60        70          80          
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIR          
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (62-78:8-26) 
 
              40        50        60        70          80          
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIR          
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.0  bits: 18.3 E():   63 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (47-80:110-145) 
 
         20        30        40        50        60             70  
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
              80                                
2MEPSP FADGPTAIR                                
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.8  bits: 19.0 E():   64 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (13-38:175-201) 
 
                                 10         20        30        40  
2MEPSP                   TVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
              50        60        70        80                      
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                      
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
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>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.8  bits: 19.0 E():   64 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (13-38:175-201) 
 
                                 10         20        30        40  
2MEPSP                   TVEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
              50        60        70        80                      
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                      
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (58-76:2-20) 
 
        30        40        50        60        70        80        
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR        
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.6  bits: 15.7 E():   66 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (49-79:2-30) 
 
       20        30        40        50         60        70        
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPT 
                                     .::. : : .. :     ..  :  .:::: 
gi|122                              MVKAVTVLNSSEGP---HGIVYFAQEGDGPT 
                                            10           20         
 
        80 
2MEPSP AIR 
       ..  
gi|122 TV  
       30  
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 42; 20.3% identity (55.4% similar) in 74 aa overlap (12-75:36-107) 
 
                                  10        20        30        40  
2MEPSP                    TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. . .:..:  :.  :  . : .  :  . 
gi|604 FDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDGETK 
          10        20        30        40        50        60      
 
              50                  60        70        80            
2MEPSP EPFGRKHLKAID-VNMN---------KMPDVAMTLAVVALFADGPTAIR            
         :  ......: .:..          .::.:  ... . ..::                 
gi|604 --FVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISYHGK 
            70        80        90       100       110       120    
 
gi|604 GDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
           130       140       150      
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.0  bits: 19.3 E():   71 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (24-80:143-189) 
 
                      10        20        30        40        50    
2MEPSP        TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
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gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
            60        70        80                                  
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIR                                  
       ..  .: :: .. . .    :::.: :                                  
gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.3 E():   71 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (15-76:129-196) 
 
                               10        20             30          
2MEPSP                 TVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|144 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
      100       110       120       130       140       150         
 
      40        50        60         70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIR 
         . .... : : . :.. . . .. : :. :  :  :     
gi|144 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
      160       170       180       190       200 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 20.8% identity (49.4% similar) in 77 aa overlap (1-77:41-114) 
 
                                             10        20        30 
2MEPSP                               TVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                     .::. : ..  : .:  ..    :..  .. 
gi|226 PSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIK--NITFGEGSRYKYV 
               20        30        40        50          60         
 
               40        50        60        70        80           
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR           
       .  :  .      ..   ... ::  .:.  :   : .::  . : :              
gi|226 KERVDEVDNTNFKYSYTVIEG-DVLGDKLEKVCSELKIVAAPGGGSTLKISSKFHAKGDH 
       70        80         90       100       110       120        
 
gi|226 EINAEEMKGAKEMAEKLLRAVETYLLAHSAEYN 
       130       140       150       160 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.3 E():   73 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (15-76:133-200) 
 
                               10        20             30          
2MEPSP                 TVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|622 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
            110       120       130       140       150       160   
 
      40        50        60         70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIR 
         . .... : : . :.. . . .. : :. :  :  :     
gi|622 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
            170       180       190       200     
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 18.0 E():   74 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (9-23:53-67) 
 
                                     10        20        30         
2MEPSP                       TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
       40        50        60        70        80                   
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2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                   
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.7  bits: 19.6 E():   74 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (31-48:288-305) 
 
               10        20        30        40        50        60 
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
               70        80                                         
2MEPSP DVAMTLAVVALFADGPTAIR                                         
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 18.6 E():   75 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (11-39:204-231) 
 
                                   10        20         30          
2MEPSP                     TVEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|386 VEKGSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
           180       190       200       210         220       230  
 
      40        50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                                                 
gi|386 FTVRYTTEGGTKVEAEDVIPEGWKADTAYESK          
             240       250       260             
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.7  bits: 17.7 E():   75 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (49-75:44-71) 
 
       20        30        40        50         60        70        
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
        80                                                          
2MEPSP AIR                                                          
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.7  bits: 17.7 E():   75 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (22-75:22-71) 
 
               10        20        30        40        50        60 
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            . .: ..  . :: . .     . ....:::    :..  
gi|238 MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF- 
               10        20        30        40        50           
 
               70        80                                         
2MEPSP DVAMTLAVVALFADGPTAIR                                         
       ::  ::: ..::  :                                              
gi|238 DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
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Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (46-60:152-166) 
 
          20        30        40        50        60        70      
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
          80                         
2MEPSP PTAIR                         
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (46-60:152-166) 
 
          20        30        40        50        60        70      
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
          80                         
2MEPSP PTAIR                         
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.5  bits: 18.6 E():   76 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (13-40:27-54) 
 
                             10        20        30        40       
2MEPSP               TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                           
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.5  bits: 18.6 E():   76 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (13-40:27-54) 
 
                             10        20        30        40       
2MEPSP               TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                           
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 45; 44.4% identity (72.2% similar) in 18 aa overlap (1-18:98-115) 
 
                                             10        20        30 
2MEPSP                               TVEGCGTTSLQGDVKFAEVLEMMGAKVTWT 
                                     :: : :: . ::.. .:.             
gi|495 FQIDGVVKAPADPSKFKSDGWVSFYRIDGLTVSGTGTLDGQGQTAWAKNNCDKNPNCKHA 
        70        80        90       100       110       120        
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               40        50        60        70        80           
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR           
                                                                    
gi|495 AMNLRFDFLKHAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVGISK 
       130       140       150       160       170       180        
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.6 E():   87 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (4-23:285-304) 
 
                                          10        20        30    
2MEPSP                            TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
            40        50        60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.3  bits: 18.3 E():   88 
Smith-Waterman score: 46; 32.1% identity (48.2% similar) in 56 aa overlap (21-75:25-74) 
 
                   10        20        30        40        50       
2MEPSP     TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                               : . :: ::     : .:: ..  :    : .:    
gi|116 VFLGSAHGIAKVPPGPNITATYGDEWLDAKSTWYGKP-TGAGP-KDNGGACGYKDVD--- 
               10        20        30         40         50         
 
         60         70        80                                    
2MEPSP NKMPDVAMT-LAVVALFADGPTAIR                                    
        : :  .::  . . .: ::                                         
gi|116 -KPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNEEPIAPYHFD 
           60        70        80        90       100       110     
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (14-33:39-63) 
 
                                10        20             30         
2MEPSP                  TVEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
       40        50        60        70        80                   
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR                   
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.3 E():   90 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (52-79:36-63) 
 
              30        40        50        60        70        80  
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR  
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.3 E():   92 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (37-61:129-153) 
 
         10        20        30        40        50        60       
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
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                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
         70        80                                               
2MEPSP AVVALFADGPTAIR                                               
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:6-24) 
 
               10        20        30        40        50        60 
2MEPSP TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
            :  .:. . :: : :. .:                                     
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 19.3 E():   92 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (35-48:292-305) 
 
           10        20        30        40        50        60     
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
           70        80                                             
2MEPSP TLAVVALFADGPTAIR                                             
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.7  bits: 18.3 E():   95 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (4-49:85-134) 
 
                                          10         20             
2MEPSP                            TVEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
      30        40        50        60        70        80          
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR          
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 66.4  bits: 19.0 E():   98 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (24-59:59-97) 
 
                      10        20        30        40           50 
2MEPSP        TVEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
               60        70        80                               
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIR                               
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
 
 
80 residues in 1 query   sequences 
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339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:57 2011 done: Tue Apr 19 10:57:57 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 273  - 352 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     8     2:*== 
  32    10     8:==*= 
  34    17    22:====== * 
  36    56    44:==============*==== 
  38    61    73:=====================   * 
  40    88   102:==============================   * 
  42   124   125:=========================================* 
  44   135   138:=============================================* 
  46   147   140:==============================================*== 
  48   166   134:============================================*=========== 
  50   139   122:========================================*====== 
  52   111   108:===================================*= 
  54    84    92:============================  * 
  56    53    77:==================       * 
  58    57    63:=================== * 
  60    37    51:=============   * 
  62    38    41:=============* 
  64    39    33:==========*== 
  66    12    26:====    * 
  68    16    20:======* 
  70    15    16:=====* 
  72    10    12:===* 
  74    10    10:===* 
  76    11     8:==*= 
  78     4     6:=* 
  80     2     5:=* 
  82     2     3:* 
  84     1     3:* 
  86     6     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     3     0:=         *=== 
 100     0     0:          * 
 102     7     0:===       *======= 
 104     3     0:=         *=== 
 106     2     0:=         *== 
 108     0     0:          * 
 110     2     0:=         *== 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.39550.00297; mu= 9.0897 0.154 
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 mean_var=31.2998 8.279, 0's: 2 Z-trim: 3  B-trim: 116 in 1/43 
 Lambda= 0.229247 
 Kolmogorov-Smirnov  statistic: 0.0319 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   66 25.9    0.29 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   65 25.6    0.36 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   65 25.6    0.36 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   63 24.9    0.57 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   63 24.9    0.57 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   62 24.6    0.71 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   62 24.6    0.71 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   61 24.3     0.9 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   61 24.3     0.9 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   61 24.3     0.9 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   61 24.3     0.9 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   61 24.3     0.9 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   61 24.3     0.9 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   61 24.3     0.9 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   60 23.9     1.1 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   59 23.6     1.5 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.3     1.6 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 23.3     1.8 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   56 22.6     2.7 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   56 22.6     2.7 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 23.9     3.3 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 22.3     3.6 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   55 22.3     3.7 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.6     4.2 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   53 21.6     5.6 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   57 22.9     5.8 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   54 21.9     6.7 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   54 21.9     6.8 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.9     7.6 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.9     7.6 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.9     7.6 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.9     7.9 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.9     7.9 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.6     9.1 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.6      12 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.9      15 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 20.0      15 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.0      18 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 20.0      18 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.0      19 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.3      23 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.3      25 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.6      25 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.3      26 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.3      28 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.3      28 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.3      29 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.6      29 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.3      29 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.3      29 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 20.9      29 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 20.9      29 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 20.9      29 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 20.9      30 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.9      31 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.6      32 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.3      33 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.6      33 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.0      33 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.6      35 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   45 19.0      36 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   45 19.0      37 
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gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.7      37 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.3      44 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 20.0      46 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   44 18.6      46 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   44 18.6      46 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   44 18.6      46 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.7      46 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.0      47 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.3      49 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.3      49 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.0      51 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   47 19.6      53 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.0      56 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      57 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      60 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.4      61 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      61 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.0      61 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.0      61 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.0      61 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.6      62 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.6      62 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.0      62 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.0      62 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.3      63 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.0      65 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.0      65 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.0      66 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.7      66 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   42 18.0      70 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      72 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.3      72 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      73 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 18.0      74 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.6      74 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.6      75 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.7      75 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.7      75 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      75 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      75 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.6      77 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.6      77 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.6      87 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.3      88 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.7      89 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.3      90 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.3      92 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   40 17.3      92 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.3      93 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.3      96 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.0      99 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  66  Z-score: 112.3  bits: 25.9 E(): 0.29 
Smith-Waterman score: 66; 28.8% identity (51.2% similar) in 80 aa overlap (2-78:23-96) 
 
                                    10        20           30       
2MEPSP                      VEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         40        50        60        70        80                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                 
       ::  .: :..:    : : .     :  :. .:.  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
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>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  65  Z-score: 110.5  bits: 25.6 E(): 0.36 
Smith-Waterman score: 65; 27.5% identity (52.5% similar) in 80 aa overlap (2-78:23-96) 
 
                                    10        20           30       
2MEPSP                      VEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCMST 
               10        20        30         40        50          
 
         40        50        60        70        80                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                 
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFDPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  65  Z-score: 110.5  bits: 25.6 E(): 0.36 
Smith-Waterman score: 65; 27.8% identity (54.4% similar) in 79 aa overlap (2-78:23-96) 
 
                                    10         20        30         
2MEPSP                      VEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                             :: : :.. :... .   :. . :..    :.  . :: 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                  
       :  .: :..:    : : .     :  :. ...  :: .::                    
gi|160 PHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
               70             80        90       100       110      
 
gi|160 VVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
         120       130       140       150   
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 106.9  bits: 24.9 E(): 0.57 
Smith-Waterman score: 63; 26.6% identity (54.4% similar) in 79 aa overlap (2-78:23-96) 
 
                                    10         20        30         
2MEPSP                      VEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                             :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                  
       :  .: :..:    : : .     :  :. ...  :: .::                    
gi|160 PHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
               70             80        90       100       110      
 
gi|160 VVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
         120       130       140       150   
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 106.9  bits: 24.9 E(): 0.57 
Smith-Waterman score: 63; 27.5% identity (52.5% similar) in 80 aa overlap (2-78:23-96) 
 
                                    10        20           30       
2MEPSP                      VEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCMST 
               10        20        30         40        50          
 
         40        50        60        70        80                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                 
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
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      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.1  bits: 24.6 E(): 0.71 
Smith-Waterman score: 62; 27.5% identity (51.2% similar) in 80 aa overlap (2-78:23-96) 
 
                                    10        20           30       
2MEPSP                      VEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         40        50        60        70        80                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                 
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.1  bits: 24.6 E(): 0.71 
Smith-Waterman score: 62; 27.5% identity (51.2% similar) in 80 aa overlap (2-78:23-96) 
 
                                    10        20           30       
2MEPSP                      VEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         40        50        60        70        80                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                 
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVTCGIIGLQG 
          120       130       140       150   
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.3  bits: 24.3 E():  0.9 
Smith-Waterman score: 61; 27.5% identity (51.2% similar) in 80 aa overlap (2-78:23-96) 
 
                                    10        20           30       
2MEPSP                      VEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         40        50        60        70        80                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                 
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGDAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.3  bits: 24.3 E():  0.9 
Smith-Waterman score: 61; 27.5% identity (51.2% similar) in 80 aa overlap (2-78:23-96) 
 
                                    10        20           30       
2MEPSP                      VEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
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         40        50        60        70        80                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                 
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.3  bits: 24.3 E():  0.9 
Smith-Waterman score: 61; 27.5% identity (51.2% similar) in 80 aa overlap (2-78:23-96) 
 
                                    10        20           30       
2MEPSP                      VEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|145 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         40        50        60        70        80                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                 
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|145 GPHFNPVGKEHGTPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|145 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.3  bits: 24.3 E():  0.9 
Smith-Waterman score: 61; 27.5% identity (51.2% similar) in 80 aa overlap (2-78:23-96) 
 
                                    10        20           30       
2MEPSP                      VEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         40        50        60        70        80                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                 
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.3  bits: 24.3 E():  0.9 
Smith-Waterman score: 61; 27.5% identity (51.2% similar) in 80 aa overlap (2-78:23-96) 
 
                                    10        20           30       
2MEPSP                      VEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         40        50        60        70        80                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                 
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHVLSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.3  bits: 24.3 E():  0.9 
Smith-Waterman score: 61; 27.5% identity (51.2% similar) in 80 aa overlap (2-78:23-96) 
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                                    10        20           30       
2MEPSP                      VEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         40        50        60        70        80                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                 
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDFGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.3  bits: 24.3 E():  0.9 
Smith-Waterman score: 61; 27.5% identity (51.2% similar) in 80 aa overlap (2-78:23-96) 
 
                                    10        20           30       
2MEPSP                      VEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         40        50        60        70        80                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                 
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHEQSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 101.5  bits: 23.9 E():  1.1 
Smith-Waterman score: 60; 26.6% identity (54.4% similar) in 79 aa overlap (2-78:23-96) 
 
                                    10         20        30         
2MEPSP                      VEGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                             :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMSTG 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                  
       :  .: :..:    : : .     :  :. ...  :: .::                    
gi|160 PHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
               70             80        90       100       110      
 
gi|160 VVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
         120       130       140       150   
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  59  Z-score: 99.5  bits: 23.6 E():  1.5 
Smith-Waterman score: 59; 27.8% identity (55.6% similar) in 72 aa overlap (6-77:30-94) 
 
                                       10        20        30       
2MEPSP                         VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                 
       :  .  :  ....:::       . :.. .::.  :  :::                    
gi|169 GETK--FILHKVEAID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIG 
                 70             80        90       100       110    
 
gi|169 KLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
           120       130       140       150        
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>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.8  bits: 23.3 E():  1.6 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (35-58:85-109) 
 
           10        20        30         40        50        60    
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
            70        80       
2MEPSP TLAVVALFADGPTAIRD       
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.0  bits: 23.3 E():  1.8 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (36-78:59-96) 
 
          10        20        30        40        50        60      
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          70        80                                              
2MEPSP AVVALFADGPTAIRD                                              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 94.8  bits: 22.6 E():  2.7 
Smith-Waterman score: 56; 24.4% identity (51.2% similar) in 82 aa overlap (2-78:23-103) 
 
                                    10        20           30       
2MEPSP                      VEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         40        50          60        70        80               
2MEPSP GPPREPFGRKHLKAIDVNMNK--MPDVAMTLAVVALFADGPTAIRD               
       ::  .: :..:    : : .   .  .:....   .   :: .:                 
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
gi|160 GGHELSKSTGNAGGRVACGIIGLQG 
     120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 94.8  bits: 22.6 E():  2.7 
Smith-Waterman score: 56; 24.4% identity (51.2% similar) in 82 aa overlap (2-78:23-103) 
 
                                    10        20           30       
2MEPSP                      VEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         40        50          60        70        80               
2MEPSP GPPREPFGRKHLKAIDVNMNK--MPDVAMTLAVVALFADGPTAIRD               
       ::  .: :..:    : : .   .  .:....   .   :: .:                 
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
gi|160 GCHELSKSTGNAGGRVACGIIGLQG 
     120       130       140     
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>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 93.1  bits: 23.9 E():  3.3 
Smith-Waterman score: 60; 23.4% identity (64.1% similar) in 64 aa overlap (10-70:306-369) 
 
                                    10         20        30         
2MEPSP                      VEGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
       40          50        60        70        80                 
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                 
        :  . . .:  .:. ...:.. .:. .. .: .                           
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
gi|144 VGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
         400       410       420       430       440      
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 92.6  bits: 22.3 E():  3.6 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (36-78:59-96) 
 
          10        20        30        40        50        60      
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          70        80                                              
2MEPSP AVVALFADGPTAIRD                                              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 92.3  bits: 22.3 E():  3.7 
Smith-Waterman score: 55; 26.4% identity (55.6% similar) in 72 aa overlap (6-77:30-94) 
 
                                       10        20        30       
2MEPSP                         VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                 
       :  .  :  .....::       . :.. .::.  :  :::                    
gi|374 GETK--FILHKVESID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIG 
                 70             80        90       100       110    
 
gi|374 KLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
           120       130       140       150        
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  59  Z-score: 91.3  bits: 23.6 E():  4.2 
Smith-Waterman score: 59; 22.4% identity (65.5% similar) in 58 aa overlap (15-70:312-369) 
 
                               10        20        30        40     
2MEPSP                 VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
             50        60        70        80                       
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                       
       . .:  .:. ...:.. .:. .. .: .                                 
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
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 initn:  42 init1:  42 opt:  53  Z-score: 89.0  bits: 21.6 E():  5.6 
Smith-Waterman score: 53; 26.2% identity (52.5% similar) in 80 aa overlap (2-78:23-96) 
 
                                    10        20           30       
2MEPSP                      VEGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
         40        50        60        70        80                 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                 
       ::  .: :...    : : .     : .:. ...  :: .::                   
gi|160 GPHFNPVGKEQGAPGDENRH-----AGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 88.7  bits: 22.9 E():  5.8 
Smith-Waterman score: 57; 20.0% identity (57.3% similar) in 75 aa overlap (5-78:126-200) 
 
                                         10        20        30     
2MEPSP                           VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS-V 
                                     : . .  ::....  ...  .    ::. . 
gi|513 SLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGI 
         100       110       120       130       140       150      
 
            40        50        60        70        80              
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD              
        .   :.: . .: : ..:...: . .  ..:.:  . :  :  .                
gi|513 FAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDLVNSFSANVKKIYDLGA 
         160       170       180       190       200       210      
 
gi|513 RTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNHKLKEIVAQLRKDLPLA 
         220       230       240       250       260       270      
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.6  bits: 21.9 E():  6.7 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (7-72:93-163) 
 
                                       10           20          30  
2MEPSP                         VEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
              40         50        60        70        80           
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRD           
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|289 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
gi|289 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.5  bits: 21.9 E():  6.8 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (7-72:96-166) 
 
                                       10           20          30  
2MEPSP                         VEGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
              40         50        60        70        80           
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRD           
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|424 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
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gi|424 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          190       200       210       220       230  
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.7  bits: 22.9 E():  7.6 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (44-60:399-415) 
 
            20        30        40        50        60        70    
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
            80                                                      
2MEPSP GPTAIRD                                                      
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.7  bits: 22.9 E():  7.6 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (44-60:402-418) 
 
            20        30        40        50        60        70    
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
            80                                                      
2MEPSP GPTAIRD                                                      
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.6  bits: 22.9 E():  7.6 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (44-60:403-419) 
 
            20        30        40        50        60        70    
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
            80                                                      
2MEPSP GPTAIRD                                                      
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.4  bits: 22.9 E():  7.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (44-60:422-438) 
 
            20        30        40        50        60        70    
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
            80                                                      
2MEPSP GPTAIRD                                                      
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.4  bits: 22.9 E():  7.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (44-60:422-438) 
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            20        30        40        50        60        70    
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
            80                                                      
2MEPSP GPTAIRD                                                      
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 85.3  bits: 20.6 E():  9.1 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (34-72:20-59) 
 
            10        20        30         40         50        60  
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                          10        20        30        40          
 
              70        80                                          
2MEPSP AMTLAVVALFADGPTAIRD                                          
          : :  : :                                                  
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.0  bits: 20.6 E():   12 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (5-55:38-88) 
 
                                         10        20        30     
2MEPSP                           VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
           40        50         60        70        80              
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVAMTLAVVALFADGPTAIRD              
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 81.6  bits: 21.9 E():   15 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (37-72:390-426) 
 
         10        20        30        40          50        60     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
           70        80                                             
2MEPSP LAVVALFADGPTAIRD                                             
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (19-45:9-37) 
 
               10        20        30         40         50         
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNKM 
                         : ...: ..:: ..  ...: : : : :.              
gi|153           MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVK 
                         10        20        30        40        50 
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       60        70        80                                       
2MEPSP PDVAMTLAVVALFADGPTAIRD                                       
                                                                    
gi|153 GEEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITT 
               60        70        80        90       100       110 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.0  bits: 21.0 E():   18 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (11-59:228-277) 
 
                                   10        20        30        40 
2MEPSP                     VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
               50         60        70        80       
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRD       
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.7  bits: 20.0 E():   18 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (22-40:1-18) 
 
               10        20        30        40        50        60 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
                            ::.  :... :..:  :::                     
gi|444                      MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQS 
                                     10        20        30         
 
               70        80                                         
2MEPSP VAMTLAVVALFADGPTAIRD                                         
                                                                    
gi|444 VKTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEK 
       40        50        60        70        80        90         
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 79.5  bits: 21.0 E():   19 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (11-59:247-296) 
 
                                   10        20        30        40 
2MEPSP                     VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
               50         60        70        80       
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRD       
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 77.9  bits: 20.3 E():   23 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (3-48:68-117) 
 
                                           10         20            
2MEPSP                             VEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
       30        40        50        60        70        80         
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD         
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8846

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  41 init1:  41 opt:  49  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (34-67:170-204) 
 
            10        20        30         40         50        60  
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
              70        80                                          
2MEPSP AMTLAVVALFADGPTAIRD                                          
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 77.2  bits: 19.6 E():   25 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (53-74:68-88) 
 
             30        40        50        60        70        80   
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD   
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.1  bits: 20.3 E():   26 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (6-58:114-161) 
 
                                        10        20        30      
2MEPSP                          VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
          40        50        60        70        80                
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.5  bits: 19.3 E():   28 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (7-22:135-150) 
 
                                       10        20        30       
2MEPSP                         VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
         40        50        60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.4  bits: 20.3 E():   28 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (2-26:282-306) 
 
                                            10        20        30  
2MEPSP                              VEGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
              40        50        60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
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 initn:  39 init1:  39 opt:  46  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (15-47:82-109) 
 
                               10        20        30        40     
2MEPSP                 VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
           50        60        70        80                 
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                 
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.2  bits: 20.6 E():   29 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (34-72:291-330) 
 
            10        20        30         40         50        60  
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
              70        80                                          
2MEPSP AMTLAVVALFADGPTAIRD                                          
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (22-40:1-18) 
 
               10        20        30        40        50        60 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
                            ::.  :... :..:  :::                     
gi|444                      MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQS 
                                     10        20        30         
 
               70        80                                         
2MEPSP VAMTLAVVALFADGPTAIRD                                         
                                                                    
gi|444 VKSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEK 
       40        50        60        70        80        90         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (22-40:1-18) 
 
               10        20        30        40        50        60 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
                            ::.  :... :..:  :::                     
gi|444                      MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQS 
                                     10        20        30         
 
               70        80                                         
2MEPSP VAMTLAVVALFADGPTAIRD                                         
                                                                    
gi|444 VKGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEK 
       40        50        60        70        80        90         
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.1  bits: 20.9 E():   29 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (20-77:210-271) 
 
                          10        20              30        40    
2MEPSP            VEGCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
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     180       190       200       210       220       230          
 
            50        60           70        80                     
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRD                     
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
          300       310       320       330       340       350     
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.1  bits: 20.9 E():   29 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (20-77:210-271) 
 
                          10        20              30        40    
2MEPSP            VEGCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
            50        60           70        80                     
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRD                     
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.1  bits: 20.9 E():   29 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (20-77:210-271) 
 
                          10        20              30        40    
2MEPSP            VEGCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
            50        60           70        80                     
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRD                     
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.0  bits: 20.9 E():   30 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (20-77:218-279) 
 
                          10        20              30        40    
2MEPSP            VEGCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
 
            50        60           70        80                     
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRD                     
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
 
gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.5  bits: 20.9 E():   31 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (44-60:430-446) 
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            20        30        40        50        60        70    
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
            80                                                      
2MEPSP GPTAIRD                                                      
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.3  bits: 19.6 E():   32 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (53-74:116-136) 
 
             30        40        50        60        70        80   
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD   
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.3 E():   33 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (13-39:4-30) 
 
               10        20        30        40        50        60 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
                   .::: :: ...: :  . .:.   . :                      
gi|727          MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRE 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP VAMTLAVVALFADGPTAIRD                                         
                                                                    
gi|727 SIGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSH 
              60        70        80        90       100       110  
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.2  bits: 20.6 E():   33 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (34-72:6-45) 
 
            10        20        30         40         50        60  
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|223                          INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                                        10        20         30     
 
              70        80                                          
2MEPSP AMTLAVVALFADGPTAIRD                                          
          : :  : :                                                  
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.2  bits: 20.0 E():   33 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (12-37:175-201) 
 
                                  10         20        30        40 
2MEPSP                    VEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
               50        60        70        80                     
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                     
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gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.7  bits: 18.6 E():   35 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (38-70:38-75) 
 
        10        20        30        40             50        60   
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
             70        80                                     
2MEPSP MTLAVVALFADGPTAIRD                                     
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 28.1% identity (53.1% similar) in 32 aa overlap (6-37:99-130) 
 
                                        10        20        30      
2MEPSP                          VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     .: .  : :  .:..  :    :...: :  
gi|583 YGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTS 
       70        80        90       100       110       120         
 
          40        50        60        70        80 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
        :                                            
gi|583 GGYNNCCDKKFTETRGSTPANEVYKKCPGMP               
      130       140       150                        
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 23.0% identity (48.6% similar) in 74 aa overlap (1-74:45-112) 
 
                                             10        20        30 
2MEPSP                               VEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     : : :  .   .. :::     :.   ... 
gi|154 PAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE-----GSPFKFVK 
           20        30        40        50        60               
 
               40        50        60        70        80           
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD           
         :  .      :.   ... ::  .:.  :.. :..::  . :                 
gi|154 ERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELTIVAAPGGGSILKISGKFHAKGDHE 
      70        80         90       100       110       120         
 
gi|154 VNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      130       140       150       160 
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.2  bits: 17.7 E():   37 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (55-78:1-24) 
 
           30        40        50        60        70        80     
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD     
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.9  bits: 19.3 E():   44 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (34-47:15-28) 
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            10        20        30        40        50        60    
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
            70        80                                            
2MEPSP TLAVVALFADGPTAIRD                                            
                                                                    
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.6  bits: 20.0 E():   46 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (34-72:291-330) 
 
            10        20        30         40         50        60  
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
              70        80                                          
2MEPSP AMTLAVVALFADGPTAIRD                                          
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 23.0% identity (47.3% similar) in 74 aa overlap (1-74:45-112) 
 
                                             10        20        30 
2MEPSP                               VEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     : : :  .   .. :::     :.   ... 
gi|154 PAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE-----GSPFKFVK 
           20        30        40        50        60               
 
               40        50        60        70        80           
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD           
         :  .      :.   ... ::  .:.  :.. : .::  . :                 
gi|154 ERVDEVDNANFKFSYTVIEG-DVLGDKLEKVSLELKIVAAPGGGSILKISGKFHAKGDHE 
      70        80         90       100       110       120         
 
gi|154 VNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      130       140       150       160 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 24.0% identity (52.0% similar) in 50 aa overlap (30-79:7-55) 
 
               10        20        30        40        50        60 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
                                    :: .: . :: . : :  : . ..  .  :  
gi|132                        MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPK 
                                      10        20        30        
 
               70        80                                         
2MEPSP VAMTLAVVALFADGPTAIRD                                         
       .  .. ..     :: .:.                                          
gi|132 AIKSIEIIEG-NGGPGTIKKICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKL 
        40         50        60        70        80        90       
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 23.0% identity (45.9% similar) in 74 aa overlap (1-74:45-112) 
 
                                             10        20        30 
2MEPSP                               VEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ::: :  .    . :.:     :. : ... 
gi|730 PAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFSE-----GSPVKYVK 
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           20        30        40        50        60               
 
               40        50        60        70        80           
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD           
         :         ..   ... ::  .:.  :.  : .::  . :                 
gi|730 ERVEEIDHTNFKYNYTVIEG-DVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHE 
      70        80         90       100       110       120         
 
gi|730 VNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      130       140       150       160 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 17.7 E():   46 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (48-77:41-70) 
 
        20        30        40        50        60        70        
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
        80         
2MEPSP IRD         
                   
gi|453 CSPKWLQLLVP 
               80  
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.3  bits: 19.0 E():   47 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (45-60:152-167) 
 
           20        30        40        50        60        70     
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
           80                      
2MEPSP PTAIRD                      
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 19.3 E():   49 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (21-44:7-30) 
 
               10        20        30        40        50        60 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
                           ...  :. . .:..  :::. : :                 
gi|109               MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKA 
                             10        20        30        40       
 
               70        80                                         
2MEPSP VAMTLAVVALFADGPTAIRD                                         
                                                                    
gi|109 TWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEAC 
         50        60        70        80        90       100       
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 19.3 E():   49 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (21-44:7-30) 
 
               10        20        30        40        50        60 
2MEPSP VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPD 
                           ...  :. . .:..  :::. : :                 
gi|811               MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARG 
                             10        20        30        40       
 
               70        80                                         
2MEPSP VAMTLAVVALFADGPTAIRD                                         
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gi|811 TWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEAC 
         50        60        70        80        90       100       
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.7  bits: 20.0 E():   51 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (19-58:312-353) 
 
                           10        20        30        40         
2MEPSP             VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
         50        60        70        80                           
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                           
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.4  bits: 19.6 E():   53 
Smith-Waterman score: 47; 23.7% identity (55.3% similar) in 76 aa overlap (1-76:144-207) 
 
                                             10        20        30 
2MEPSP                               VEGCGTTSLQGDVKFAEVLEMMGAKVTWTE 
                                     ...:.:. : :::    : : .:.. . .. 
gi|810 DGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNTSVL-GDVL---VSESIGVEPVHAQ 
           120       130       140       150           160          
 
               40        50        60        70        80           
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD           
        . ..:         ...    .. :..:: .  :  :.: . : :               
gi|810 DGDAIT--------MRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITISNNHFFNHHKVML 
     170               180       190       200       210       220  
 
gi|810 LGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNYDQWNIYAIGGSSNPT 
             230       240       250       260       270       280  
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.0  bits: 19.0 E():   56 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (29-61:43-76) 
 
                 10        20        30        40         50        
2MEPSP   VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
        60        70        80                                      
2MEPSP MPDVAMTLAVVALFADGPTAIRD                                      
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.0 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (37-45:14-22) 
 
         10        20        30        40        50        60       
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
         70        80                                               
2MEPSP VVALFADGPTAIRD                                               
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
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>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (37-45:25-33) 
 
         10        20        30        40        50        60       
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
         70        80                                               
2MEPSP VVALFADGPTAIRD                                               
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 70.3  bits: 14.4 E():   61 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (32-38:2-8) 
 
              10        20        30        40        50        60  
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     ..:. ::                        
gi|250                              PTITIGGPEYR                     
                                            10                      
 
              70        80 
2MEPSP AMTLAVVALFADGPTAIRD 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.3  bits: 18.3 E():   61 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (45-60:43-58) 
 
           20        30        40        50        60        70     
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
           80                                                       
2MEPSP PTAIRD                                                       
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (37-45:31-39) 
 
         10        20        30        40        50        60       
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
         70        80                                               
2MEPSP VVALFADGPTAIRD                                               
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (37-45:31-39) 
 
         10        20        30        40        50        60       
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
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         70        80                                               
2MEPSP VVALFADGPTAIRD                                               
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (37-45:32-40) 
 
         10        20        30        40        50        60       
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
         70        80                                               
2MEPSP VVALFADGPTAIRD                                               
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.2  bits: 18.6 E():   62 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (8-38:98-127) 
 
                                      10        20        30        
2MEPSP                        VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
        40        50        60        70        80                  
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                  
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.1  bits: 18.6 E():   62 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (8-38:99-128) 
 
                                      10        20        30        
2MEPSP                        VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
        40        50        60        70        80                  
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                  
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (61-77:8-26) 
 
               40        50        60        70          80         
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRD         
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (61-77:8-26) 
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               40        50        60        70          80         
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRD         
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.0  bits: 18.3 E():   63 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (46-79:110-145) 
 
          20        30        40        50          60           70 
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
               80                               
2MEPSP FADGPTAIRD                               
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.8  bits: 19.0 E():   65 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (12-37:175-201) 
 
                                  10         20        30        40 
2MEPSP                    VEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
               50        60        70        80                     
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                     
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.8  bits: 19.0 E():   65 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (12-37:175-201) 
 
                                  10         20        30        40 
2MEPSP                    VEGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
               50        60        70        80                     
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                     
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (57-75:2-20) 
 
         30        40        50        60        70        80       
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD       
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
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 initn:  35 init1:  35 opt:  35  Z-score: 69.6  bits: 15.7 E():   66 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (48-78:2-30) 
 
        20        30        40        50         60        70       
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPT 
                                     .::. : : .. :     ..  :  .:::: 
gi|122                              MVKAVTVLNSSEGP---HGIVYFAQEGDGPT 
                                            10           20         
 
         80 
2MEPSP AIRD 
       ..   
gi|122 TV   
       30   
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 20.3% identity (55.4% similar) in 74 aa overlap (11-74:36-107) 
 
                                   10        20        30        40 
2MEPSP                     VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. . .:..:  :.  :  . : .  :  . 
gi|604 FDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDGETK 
          10        20        30        40        50        60      
 
               50                  60        70        80           
2MEPSP EPFGRKHLKAID-VNMN---------KMPDVAMTLAVVALFADGPTAIRD           
         :  ......: .:..          .::.:  ... . ..::                 
gi|604 --FVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISYHGK 
            70        80        90       100       110       120    
 
gi|604 GDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
           130       140       150      
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.3 E():   72 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (14-75:129-196) 
 
                                10        20             30         
2MEPSP                  VEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|144 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
      100       110       120       130       140       150         
 
       40        50        60         70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRD 
         . .... : : . :.. . . .. : :. :  :  :      
gi|144 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL  
      160       170       180       190       200  
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.0  bits: 19.3 E():   72 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (23-79:143-189) 
 
                       10        20        30        40        50   
2MEPSP         VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
             60        70        80                                 
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRD                                 
       ..  .: :: .. . .    :::.: :                                  
gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (14-75:133-200) 
 
                                10        20             30         
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2MEPSP                  VEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|622 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
            110       120       130       140       150       160   
 
       40        50        60         70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRD 
         . .... : : . :.. . . .. : :. :  :  :      
gi|622 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL  
            170       180       190       200      
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 18.0 E():   74 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (8-22:53-67) 
 
                                      10        20        30        
2MEPSP                        VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
        40        50        60        70        80                  
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                  
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.7  bits: 19.6 E():   74 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (30-47:288-305) 
 
                10        20        30        40        50          
2MEPSP  VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
      60        70        80                                        
2MEPSP DVAMTLAVVALFADGPTAIRD                                        
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 18.6 E():   75 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (10-38:204-231) 
 
                                    10        20         30         
2MEPSP                      VEGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|386 VEKGSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
           180       190       200       210         220       230  
 
       40        50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                                  
gi|386 FTVRYTTEGGTKVEAEDVIPEGWKADTAYESK           
             240       250       260              
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.6  bits: 17.7 E():   75 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (48-74:44-71) 
 
        20        30        40        50         60        70       
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
         80                                                         
2MEPSP AIRD                                                         
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gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.6  bits: 17.7 E():   75 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (21-74:22-71) 
 
                10        20        30        40        50          
2MEPSP  VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            . .: ..  . :: . .     . ....:::    :..  
gi|238 MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF- 
               10        20        30        40        50           
 
      60        70        80                                        
2MEPSP DVAMTLAVVALFADGPTAIRD                                        
       ::  ::: ..::  :                                              
gi|238 DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (45-59:152-166) 
 
           20        30        40        50        60        70     
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
           80                        
2MEPSP PTAIRD                        
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (45-59:152-166) 
 
           20        30        40        50        60        70     
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
           80                        
2MEPSP PTAIRD                        
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (12-39:27-54) 
 
                              10        20        30        40      
2MEPSP                VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                          
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (12-39:27-54) 
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                              10        20        30        40      
2MEPSP                VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                          
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.6 E():   87 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (3-22:285-304) 
 
                                           10        20        30   
2MEPSP                             VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
             40        50        60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.3  bits: 18.3 E():   88 
Smith-Waterman score: 46; 32.1% identity (48.2% similar) in 56 aa overlap (20-74:25-74) 
 
                    10        20        30        40        50      
2MEPSP      VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                               : . :: ::     : .:: ..  :    : .:    
gi|116 VFLGSAHGIAKVPPGPNITATYGDEWLDAKSTWYGKP-TGAGP-KDNGGACGYKDVD--- 
               10        20        30         40         50         
 
          60         70        80                                   
2MEPSP NKMPDVAMT-LAVVALFADGPTAIRD                                   
        : :  .::  . . .: ::                                         
gi|116 -KPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNEEPIAPYHFD 
           60        70        80        90       100       110     
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (13-32:39-63) 
 
                                 10        20             30        
2MEPSP                   VEGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
        40        50        60        70        80                  
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD                  
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.3 E():   90 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (51-78:36-63) 
 
               30        40        50        60        70        80 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
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>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.3 E():   92 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (36-60:129-153) 
 
          10        20        30        40        50        60      
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
          70        80                                              
2MEPSP AVVALFADGPTAIRD                                              
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.3 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:6-24) 
 
                10        20        30        40        50          
2MEPSP  VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
            :  .:. . :: : :. .:                                     
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 19.3 E():   93 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (34-47:292-305) 
 
            10        20        30        40        50        60    
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
            70        80                                            
2MEPSP TLAVVALFADGPTAIRD                                            
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.7  bits: 18.3 E():   96 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (3-48:85-134) 
 
                                           10         20            
2MEPSP                             VEGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
       30        40        50        60        70        80         
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD         
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 66.4  bits: 19.0 E():   99 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (23-58:59-97) 
 
                       10        20        30           40          
2MEPSP         VEGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
      50        60        70        80                              
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRD                              
       :.:. .::.                                                    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8862

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:57 2011 done: Tue Apr 19 10:57:57 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 274  - 353 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     3     2:* 
  32    11     8:==*= 
  34    17    22:====== * 
  36    35    44:============  * 
  38    76    73:========================*= 
  40    58   102:====================             * 
  42   122   125:=========================================* 
  44   178   138:=============================================*============== 
  46   151   140:==============================================*==== 
  48   163   134:============================================*========== 
  50   115   122:======================================= * 
  52   114   108:===================================*== 
  54    87    92:============================= * 
  56    57    77:===================      * 
  58    48    63:================    * 
  60    46    51:================* 
  62    37    41:=============* 
  64    41    33:==========*=== 
  66    20    26:======= * 
  68    16    20:======* 
  70    22    16:=====*== 
  72     7    12:===* 
  74     3    10:=  * 
  76    15     8:==*== 
  78     5     6:=* 
  80     3     5:=* 
  82     2     3:* 
  84     2     3:* 
  86     3     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     3     0:=         *=== 
 100     0     0:          * 
 102     1     0:=         *= 
 104     7     0:===       *======= 
 106     3     0:=         *=== 
 108     1     0:=         *= 
 110     2     0:=         *== 
 112     1     0:=         *= 
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 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.33450.00296; mu= 9.0397 0.153 
 mean_var=31.4654 8.516, 0's: 2 Z-trim: 5  B-trim: 114 in 1/43 
 Lambda= 0.228643 
 Kolmogorov-Smirnov  statistic: 0.0348 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   66 26.0    0.27 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   65 25.7    0.34 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   65 25.7    0.34 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   63 25.0    0.53 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   63 25.0    0.53 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   62 24.7    0.67 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   62 24.7    0.67 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   61 24.4    0.84 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   61 24.4    0.84 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   61 24.4    0.84 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   61 24.4    0.84 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   61 24.4    0.84 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   61 24.4    0.84 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   61 24.4    0.84 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   60 24.0     1.1 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   59 23.7     1.4 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.4     1.5 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 23.4     1.7 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   56 22.7     2.5 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   56 22.7     2.5 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 24.0     3.1 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 22.4     3.3 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   55 22.4     3.4 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.7     3.9 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   53 21.7     5.2 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   57 23.1     5.4 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   54 22.1     6.2 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   54 22.1     6.3 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 23.1     6.9 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.1       7 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 23.1       7 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.1     7.3 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.1     7.3 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.7     8.5 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.7      11 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.1      13 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 20.1      14 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.1      16 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 20.1      17 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.1      17 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      21 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.7      22 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.4      23 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.7      24 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.4      24 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.4      26 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   49 20.4      26 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.7      27 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 21.1      27 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 21.1      27 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 21.1      27 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.4      27 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.4      27 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.4      27 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 21.1      27 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.1      29 
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gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.7      30 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.7      30 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.4      30 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.1      30 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.7      32 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   45 19.1      34 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.8      35 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.4      40 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 20.1      42 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.8      43 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.1      44 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      45 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      45 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.1      46 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.1      51 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.1      53 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.4      53 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.1      55 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.4      56 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.1      56 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.1      56 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.1      57 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.8      57 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.8      57 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.1      58 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.1      58 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.4      58 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.4      59 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.1      60 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.1      60 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.1      61 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.8      63 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   46 19.4      64 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   42 18.1      65 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.4      66 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.4      66 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.1      67 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.4      68 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.8      68 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 18.1      69 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.8      69 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.4      69 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.4      69 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.8      70 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.8      70 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.8      71 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.8      71 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.8      80 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.4      82 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.8      83 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.4      84 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.4      85 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.4      85 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.4      85 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   40 17.4      86 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.4      88 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      90 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.1      94 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   44 18.8      95 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   42 18.1      99 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  66  Z-score: 112.7  bits: 26.0 E(): 0.27 
Smith-Waterman score: 66; 28.8% identity (51.2% similar) in 80 aa overlap (1-77:23-96) 
 
                                     10        20           30      
2MEPSP                       EGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
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          40        50        60        70        80                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                
       ::  .: :..:    : : .     :  :. .:.  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNIAVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  65  Z-score: 110.9  bits: 25.7 E(): 0.34 
Smith-Waterman score: 65; 27.5% identity (52.5% similar) in 80 aa overlap (1-77:23-96) 
 
                                     10        20           30      
2MEPSP                       EGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGATTNGCMST 
               10        20        30         40        50          
 
          40        50        60        70        80                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFDPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  65  Z-score: 110.9  bits: 25.7 E(): 0.34 
Smith-Waterman score: 65; 27.8% identity (54.4% similar) in 79 aa overlap (1-77:23-96) 
 
                                     10         20        30        
2MEPSP                       EGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                             :: : :.. :... .   :. . :..    :.  . :: 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                 
       :  .: :..:    : : .     :  :. ...  :: .::                    
gi|160 PHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
               70             80        90       100       110      
 
gi|160 VVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
         120       130       140       150   
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 107.4  bits: 25.0 E(): 0.53 
Smith-Waterman score: 63; 26.6% identity (54.4% similar) in 79 aa overlap (1-77:23-96) 
 
                                     10         20        30        
2MEPSP                       EGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                             :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVRALGDTTNGCMSTG 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                 
       :  .: :..:    : : .     :  :. ...  :: .::                    
gi|160 PHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
               70             80        90       100       110      
 
gi|160 VVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
         120       130       140       150   
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 107.4  bits: 25.0 E(): 0.53 
Smith-Waterman score: 63; 27.5% identity (52.5% similar) in 80 aa overlap (1-77:23-96) 
 
                                     10        20           30      
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2MEPSP                       EGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:.    : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVNALGDTTNGCMST 
               10        20        30         40        50          
 
          40        50        60        70        80                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.6  bits: 24.7 E(): 0.67 
Smith-Waterman score: 62; 27.5% identity (51.2% similar) in 80 aa overlap (1-77:23-96) 
 
                                     10        20           30      
2MEPSP                       EGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          40        50        60        70        80                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  62  Z-score: 105.6  bits: 24.7 E(): 0.67 
Smith-Waterman score: 62; 27.5% identity (51.2% similar) in 80 aa overlap (1-77:23-96) 
 
                                     10        20           30      
2MEPSP                       EGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTITGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          40        50        60        70        80                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVTCGIIGLQG 
          120       130       140       150   
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.8  bits: 24.4 E(): 0.84 
Smith-Waterman score: 61; 27.5% identity (51.2% similar) in 80 aa overlap (1-77:23-96) 
 
                                     10        20           30      
2MEPSP                       EGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVFNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          40        50        60        70        80                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGDAGGRVACGIIGLQG 
          120       130       140       150   
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>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.8  bits: 24.4 E(): 0.84 
Smith-Waterman score: 61; 27.5% identity (51.2% similar) in 80 aa overlap (1-77:23-96) 
 
                                     10        20           30      
2MEPSP                       EGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          40        50        60        70        80                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDRQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.8  bits: 24.4 E(): 0.84 
Smith-Waterman score: 61; 27.5% identity (51.2% similar) in 80 aa overlap (1-77:23-96) 
 
                                     10        20           30      
2MEPSP                       EGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|145 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          40        50        60        70        80                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|145 GPHFNPVGKEHGTPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|145 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.8  bits: 24.4 E(): 0.84 
Smith-Waterman score: 61; 27.5% identity (51.2% similar) in 80 aa overlap (1-77:23-96) 
 
                                     10        20           30      
2MEPSP                       EGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          40        50        60        70        80                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.8  bits: 24.4 E(): 0.84 
Smith-Waterman score: 61; 27.5% identity (51.2% similar) in 80 aa overlap (1-77:23-96) 
 
                                     10        20           30      
2MEPSP                       EGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          40        50        60        70        80                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
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      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHVLSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.8  bits: 24.4 E(): 0.84 
Smith-Waterman score: 61; 27.5% identity (51.2% similar) in 80 aa overlap (1-77:23-96) 
 
                                     10        20           30      
2MEPSP                       EGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          40        50        60        70        80                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDFGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  61  Z-score: 103.8  bits: 24.4 E(): 0.84 
Smith-Waterman score: 61; 27.5% identity (51.2% similar) in 80 aa overlap (1-77:23-96) 
 
                                     10        20           30      
2MEPSP                       EGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          40        50        60        70        80                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                
       ::  .: :..:    : : .     :  :. ...  :: .::                   
gi|160 GPHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHEQSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 26.6% identity (54.4% similar) in 79 aa overlap (1-77:23-96) 
 
                                     10         20        30        
2MEPSP                       EGCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                             :: : :.. :... .   :. . ...    :.  . :: 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHVHALGDATNGCMSTG 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                 
       :  .: :..:    : : .     :  :. ...  :: .::                    
gi|160 PHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
               70             80        90       100       110      
 
gi|160 VVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
         120       130       140       150   
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  59  Z-score: 100.0  bits: 23.7 E():  1.4 
Smith-Waterman score: 59; 27.8% identity (55.6% similar) in 72 aa overlap (5-76:30-94) 
 
                                        10        20        30      
2MEPSP                          EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
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          40        50        60        70        80                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                
       :  .  :  ....:::       . :.. .::.  :  :::                    
gi|169 GETK--FILHKVEAID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIG 
                 70             80        90       100       110    
 
gi|169 KLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
           120       130       140       150        
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.3  bits: 23.4 E():  1.5 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (34-57:85-109) 
 
            10        20        30         40        50        60   
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
             70        80      
2MEPSP TLAVVALFADGPTAIRDV      
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.5  bits: 23.4 E():  1.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (35-77:59-96) 
 
           10        20        30        40        50        60     
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           70        80                                             
2MEPSP AVVALFADGPTAIRDV                                             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 95.3  bits: 22.7 E():  2.5 
Smith-Waterman score: 56; 24.4% identity (51.2% similar) in 82 aa overlap (1-77:23-103) 
 
                                     10        20           30      
2MEPSP                       EGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVINSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          40        50          60        70        80              
2MEPSP GPPREPFGRKHLKAIDVNMNK--MPDVAMTLAVVALFADGPTAIRDV              
       ::  .: :..:    : : .   .  .:....   .   :: .:                 
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
gi|160 GGHELSKSTGNAGGRVACGIIGLQG 
     120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  56  Z-score: 95.3  bits: 22.7 E():  2.5 
Smith-Waterman score: 56; 24.4% identity (51.2% similar) in 82 aa overlap (1-77:23-103) 
 
                                     10        20           30      
2MEPSP                       EGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGLTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
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          40        50          60        70        80              
2MEPSP GPPREPFGRKHLKAIDVNMNK--MPDVAMTLAVVALFADGPTAIRDV              
       ::  .: :..:    : : .   .  .:....   .   :: .:                 
gi|160 GPHFNPVGKEHGAPGDENRHAGDLGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGR 
      60        70        80        90       100       110          
 
gi|160 GCHELSKSTGNAGGRVACGIIGLQG 
     120       130       140     
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 93.7  bits: 24.0 E():  3.1 
Smith-Waterman score: 60; 23.4% identity (64.1% similar) in 64 aa overlap (9-69:306-369) 
 
                                     10         20        30        
2MEPSP                       EGCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
          40        50        60        70        80                
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                
        :  . . .:  .:. ...:.. .:. .. .: .                           
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
gi|144 VGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
         400       410       420       430       440      
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (35-77:59-96) 
 
           10        20        30        40        50        60     
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           70        80                                             
2MEPSP AVVALFADGPTAIRDV                                             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 92.9  bits: 22.4 E():  3.4 
Smith-Waterman score: 55; 26.4% identity (55.6% similar) in 72 aa overlap (5-76:30-94) 
 
                                        10        20        30      
2MEPSP                          EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                
       :  .  :  .....::       . :.. .::.  :  :::                    
gi|374 GETK--FILHKVESID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIG 
                 70             80        90       100       110    
 
gi|374 KLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
           120       130       140       150        
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  59  Z-score: 91.9  bits: 23.7 E():  3.9 
Smith-Waterman score: 59; 22.4% identity (65.5% similar) in 58 aa overlap (14-69:312-369) 
 
                                10        20        30          40  
2MEPSP                  EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
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             290       300       310       320       330       340  
 
              50        60        70        80                      
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                      
       . .:  .:. ...:.. .:. .. .: .                                 
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 89.5  bits: 21.7 E():  5.2 
Smith-Waterman score: 53; 26.2% identity (52.5% similar) in 80 aa overlap (1-77:23-96) 
 
                                     10        20           30      
2MEPSP                       EGCGTTSLQGDVKFAEVLEMMGAKVTW---TETSVTVT 
                             :: : :.. :...  .   . : .:     : ..   : 
gi|160 MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSGLKP-GLHGFHVHALGDTTNGCMST 
               10        20        30         40        50          
 
          40        50        60        70        80                
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                
       ::  .: :...    : : .     : .:. ...  :: .::                   
gi|160 GPHFNPVGKEQGAPGDENRH-----AGVLGNITVGEDGTAAINIVDKQIPLTGPHSIIGR 
      60        70             80        90       100       110     
 
gi|160 AVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          120       130       140       150   
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 89.4  bits: 23.1 E():  5.4 
Smith-Waterman score: 57; 20.0% identity (57.3% similar) in 75 aa overlap (4-77:126-200) 
 
                                          10        20        30    
2MEPSP                            EGCGTTSLQGDVKFAEVLEMMGAKVTWTETS-V 
                                     : . .  ::....  ...  .    ::. . 
gi|513 SLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGI 
         100       110       120       130       140       150      
 
             40        50        60        70        80             
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV             
        .   :.: . .: : ..:...: . .  ..:.:  . :  :  .                
gi|513 FAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDLVNSFSANVKKIYDLGA 
         160       170       180       190       200       210      
 
gi|513 RTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNHKLKEIVAQLRKDLPLA 
         220       230       240       250       260       270      
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 88.2  bits: 22.1 E():  6.2 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (6-71:93-163) 
 
                                        10           20          30 
2MEPSP                          EGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
               40         50        60        70        80          
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDV          
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|289 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
gi|289 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 88.1  bits: 22.1 E():  6.3 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (6-71:96-166) 
 
                                        10           20          30 
2MEPSP                          EGCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
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                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
               40         50        60        70        80          
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDV          
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|424 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
gi|424 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          190       200       210       220       230  
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.4  bits: 23.1 E():  6.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (43-59:399-415) 
 
             20        30        40        50        60        70   
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
             80                                                     
2MEPSP GPTAIRDV                                                     
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.3  bits: 23.1 E():    7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (43-59:402-418) 
 
             20        30        40        50        60        70   
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
             80                                                     
2MEPSP GPTAIRDV                                                     
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.3  bits: 23.1 E():    7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (43-59:403-419) 
 
             20        30        40        50        60        70   
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
             80                                                     
2MEPSP GPTAIRDV                                                     
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.0  bits: 23.1 E():  7.3 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (43-59:422-438) 
 
             20        30        40        50        60        70   
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
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             80                                                     
2MEPSP GPTAIRDV                                                     
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.0  bits: 23.1 E():  7.3 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (43-59:422-438) 
 
             20        30        40        50        60        70   
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
             80                                                     
2MEPSP GPTAIRDV                                                     
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 85.8  bits: 20.7 E():  8.5 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (33-71:20-59) 
 
             10        20        30         40         50        60 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                          10        20        30        40          
 
               70        80                                         
2MEPSP AMTLAVVALFADGPTAIRDV                                         
          : :  : :                                                  
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.6  bits: 20.7 E():   11 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (4-54:38-88) 
 
                                          10        20        30    
2MEPSP                            EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
            40         50        60        70        80             
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVAMTLAVVALFADGPTAIRDV             
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 82.3  bits: 22.1 E():   13 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (36-71:390-426) 
 
          10        20        30        40          50        60    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
            70        80                                            
2MEPSP LAVVALFADGPTAIRDV                                            
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
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 initn:  40 init1:  40 opt:  48  Z-score: 81.7  bits: 20.1 E():   14 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (18-44:9-37) 
 
               10        20        30         40         50         
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNKMP 
                        : ...: ..:: ..  ...: : : : :.               
gi|153          MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVKG 
                        10        20        30        40        50  
 
       60        70        80                                       
2MEPSP DVAMTLAVVALFADGPTAIRDV                                       
                                                                    
gi|153 EEKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITTT 
              60        70        80        90       100       110  
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.6  bits: 21.1 E():   16 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (10-58:228-277) 
 
                                    10        20        30          
2MEPSP                      EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
      40        50         60        70        80      
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDV      
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (21-39:1-18) 
 
               10        20        30        40        50        60 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                           ::.  :... :..:  :::                      
gi|444                     MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSV 
                                    10        20        30          
 
               70        80                                         
2MEPSP AMTLAVVALFADGPTAIRDV                                         
                                                                    
gi|444 KTAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKI 
      40        50        60        70        80        90          
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.2  bits: 21.1 E():   17 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (10-58:247-296) 
 
                                    10        20        30          
2MEPSP                      EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
      40        50         60        70        80      
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDV      
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.5  bits: 20.4 E():   21 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (2-47:68-117) 
 
                                            10         20           
2MEPSP                              EGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
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        40        50        60        70        80        90        
 
        30        40        50        60        70        80        
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV        
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 78.5  bits: 19.7 E():   22 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (29-80:7-57) 
 
               10        20        30        40        50        60 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                   :: .: . :: . : :  : . ..  .  : . 
gi|132                       MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKA 
                                     10        20        30         
 
               70        80                                         
2MEPSP AMTLAVVALFADGPTAIRDV                                         
         .. ..     :: .:. .                                         
gi|132 IKSIEIIEG-NGGPGTIKKICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLE 
       40         50        60        70        80        90        
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (33-66:170-204) 
 
             10        20        30         40         50        60 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
               70        80                                         
2MEPSP AMTLAVVALFADGPTAIRDV                                         
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 77.8  bits: 19.7 E():   24 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (52-73:68-88) 
 
              30        40        50        60        70        80  
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV  
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (5-57:114-161) 
 
                                         10        20        30     
2MEPSP                           EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
           40        50        60        70        80               
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV               
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.0  bits: 19.4 E():   26 
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Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (6-21:135-150) 
 
                                        10        20        30      
2MEPSP                          EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
          40        50        60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 20.4 E():   26 
Smith-Waterman score: 49; 36.0% identity (72.0% similar) in 25 aa overlap (1-25:282-306) 
 
                                             10        20        30 
2MEPSP                               EGCGTTSLQGDVKFAEVLEMMGAKVTWTET 
                                     .:  ...:  :::.. : :...: :      
gi|198 QDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV      
             260       270       280       290       300            
 
               40        50        60        70        80 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (33-71:291-330) 
 
             10        20        30         40         50        60 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
               70        80                                         
2MEPSP AMTLAVVALFADGPTAIRDV                                         
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.8  bits: 21.1 E():   27 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (19-76:210-271) 
 
                           10        20              30        40   
2MEPSP             EGCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
             50        60           70        80                    
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDV                    
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.8  bits: 21.1 E():   27 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (19-76:210-271) 
 
                           10        20              30        40   
2MEPSP             EGCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
             50        60           70        80                    
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDV                    
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        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
          300       310       320       330       340       350     
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.8  bits: 21.1 E():   27 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (19-76:210-271) 
 
                           10        20              30        40   
2MEPSP             EGCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
             50        60           70        80                    
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDV                    
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (14-46:82-109) 
 
                                10        20        30        40    
2MEPSP                  EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
            50        60        70        80                
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (21-39:1-18) 
 
               10        20        30        40        50        60 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                           ::.  :... :..:  :::                      
gi|444                     MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSV 
                                    10        20        30          
 
               70        80                                         
2MEPSP AMTLAVVALFADGPTAIRDV                                         
                                                                    
gi|444 KSAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKI 
      40        50        60        70        80        90          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (21-39:1-18) 
 
               10        20        30        40        50        60 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                           ::.  :... :..:  :::                      
gi|444                     MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQSV 
                                    10        20        30          
 
               70        80                                         
2MEPSP AMTLAVVALFADGPTAIRDV                                         
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gi|444 KGAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKI 
      40        50        60        70        80        90          
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.7  bits: 21.1 E():   27 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (19-76:218-279) 
 
                           10        20              30        40   
2MEPSP             EGCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
 
             50        60           70        80                    
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDV                    
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
 
gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.2  bits: 21.1 E():   29 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (43-59:430-446) 
 
             20        30        40        50        60        70   
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
             80                                                     
2MEPSP GPTAIRDV                                                     
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.9  bits: 19.7 E():   30 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (52-73:116-136) 
 
              30        40        50        60        70        80  
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV  
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.9  bits: 20.7 E():   30 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (33-71:6-45) 
 
             10        20        30         40         50        60 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|223                          INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                                        10        20         30     
 
               70        80                                         
2MEPSP AMTLAVVALFADGPTAIRDV                                         
          : :  : :                                                  
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.8  bits: 19.4 E():   30 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (12-38:4-30) 
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               10        20        30        40        50        60 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                  .::: :: ...: :  . .:.   . :                       
gi|727         MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRES 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP AMTLAVVALFADGPTAIRDV                                         
                                                                    
gi|727 IGDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHD 
             60        70        80        90       100       110   
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (11-36:175-201) 
 
                                   10         20        30          
2MEPSP                     EGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
      40        50        60        70        80                    
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                    
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.3  bits: 18.7 E():   32 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (37-69:38-75) 
 
         10        20        30        40             50        60  
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
              70        80                                    
2MEPSP MTLAVVALFADGPTAIRDV                                    
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 45; 28.1% identity (53.1% similar) in 32 aa overlap (5-36:99-130) 
 
                                         10        20        30     
2MEPSP                           EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     .: .  : :  .:..  :    :...: :  
gi|583 YGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTS 
       70        80        90       100       110       120         
 
           40        50        60        70        80 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
        :                                             
gi|583 GGYNNCCDKKFTETRGSTPANEVYKKCPGMP                
      130       140       150                         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.7  bits: 17.8 E():   35 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (54-77:1-24) 
 
            30        40        50        60        70        80    
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV    
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
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               40        50        60      
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.5  bits: 19.4 E():   40 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (33-46:15-28) 
 
             10        20        30        40        50        60   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
             70        80                                           
2MEPSP TLAVVALFADGPTAIRDV                                           
                                                                    
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.3  bits: 20.1 E():   42 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (33-71:291-330) 
 
             10        20        30         40         50        60 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
               70        80                                         
2MEPSP AMTLAVVALFADGPTAIRDV                                         
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.0  bits: 17.8 E():   43 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (47-76:41-70) 
 
         20        30        40        50        60        70       
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
         80        
2MEPSP IRDV        
                   
gi|453 CSPKWLQLLVP 
               80  
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.9  bits: 19.1 E():   44 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (44-59:152-167) 
 
            20        30        40        50        60        70    
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
            80                     
2MEPSP PTAIRDV                     
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (20-43:7-30) 
 
               10        20        30        40        50        60 
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2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                          ...  :. . .:..  :::. : :                  
gi|109              MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKAT 
                            10        20        30        40        
 
               70        80                                         
2MEPSP AMTLAVVALFADGPTAIRDV                                         
                                                                    
gi|109 WYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACS 
        50        60        70        80        90       100        
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (20-43:7-30) 
 
               10        20        30        40        50        60 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                          ...  :. . .:..  :::. : :                  
gi|811              MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGT 
                            10        20        30        40        
 
               70        80                                         
2MEPSP AMTLAVVALFADGPTAIRDV                                         
                                                                    
gi|811 WYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACS 
        50        60        70        80        90       100        
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.4  bits: 20.1 E():   46 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (18-57:312-353) 
 
                            10        20        30          40      
2MEPSP              EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
          50        60        70        80                          
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                          
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.6  bits: 19.1 E():   51 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (28-60:43-76) 
 
                  10        20        30        40         50       
2MEPSP    EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
         60        70        80                                     
2MEPSP MPDVAMTLAVVALFADGPTAIRDV                                     
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.4  bits: 19.1 E():   53 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (36-44:14-22) 
 
          10        20        30        40        50        60      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
          70        80                                              
2MEPSP VVALFADGPTAIRDV                                              
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gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (51-73:90-112) 
 
               30        40        50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (36-44:25-33) 
 
          10        20        30        40        50        60      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
          70        80                                              
2MEPSP VVALFADGPTAIRDV                                              
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.9  bits: 18.4 E():   56 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (44-59:43-58) 
 
            20        30        40        50        60        70    
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
            80                                                      
2MEPSP PTAIRDV                                                      
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (36-44:31-39) 
 
          10        20        30        40        50        60      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
          70        80                                              
2MEPSP VVALFADGPTAIRDV                                              
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (36-44:31-39) 
 
          10        20        30        40        50        60      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
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                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
          70        80                                              
2MEPSP VVALFADGPTAIRDV                                              
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (36-44:32-40) 
 
          10        20        30        40        50        60      
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
          70        80                                              
2MEPSP VVALFADGPTAIRDV                                              
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.8  bits: 18.8 E():   57 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (7-37:98-127) 
 
                                       10        20        30       
2MEPSP                         EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
         40        50        60        70        80                 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                 
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.8  bits: 18.8 E():   57 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (7-37:99-128) 
 
                                       10        20        30       
2MEPSP                         EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
         40        50        60        70        80                 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                 
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (60-76:8-26) 
 
      30        40        50        60        70          80        
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDV        
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8884

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (60-76:8-26) 
 
      30        40        50        60        70          80        
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDV        
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 70.6  bits: 14.4 E():   58 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (31-37:2-8) 
 
               10        20        30        40        50        60 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     ..:. ::                        
gi|250                              PTITIGGPEYR                     
                                            10                      
 
               70        80 
2MEPSP AMTLAVVALFADGPTAIRDV 
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.6  bits: 18.4 E():   59 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (45-78:110-145) 
 
           20        30        40        50          60             
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
      70        80                              
2MEPSP FADGPTAIRDV                              
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.5  bits: 19.1 E():   60 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (11-36:175-201) 
 
                                   10         20        30          
2MEPSP                     EGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
      40        50        60        70        80                    
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                    
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.5  bits: 19.1 E():   60 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (11-36:175-201) 
 
                                   10         20        30          
2MEPSP                     EGCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
      40        50        60        70        80                    
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                    
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gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.1 E():   61 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (56-74:2-20) 
 
          30        40        50        60        70        80      
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV      
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.0  bits: 15.8 E():   63 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (47-77:2-30) 
 
         20        30        40        50         60        70      
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPT 
                                     .::. : : .. :     ..  :  .:::: 
gi|122                              MVKAVTVLNSSEGP---HGIVYFAQEGDGPT 
                                            10           20         
 
          80 
2MEPSP AIRDV 
       ..    
gi|122 TV    
       30    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.8  bits: 19.4 E():   64 
Smith-Waterman score: 46; 17.1% identity (61.0% similar) in 41 aa overlap (40-80:269-309) 
 
      10        20        30        40        50        60          
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
      70        80                                                  
2MEPSP FADGPTAIRDV                                                  
       ..: :.   ..                                                  
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 42; 20.3% identity (55.4% similar) in 74 aa overlap (10-73:36-107) 
 
                                    10        20        30          
2MEPSP                      EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. . .:..:  :.  :  . : .  :  . 
gi|604 FDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDGETK 
          10        20        30        40        50        60      
 
      40        50                  60        70        80          
2MEPSP EPFGRKHLKAID-VNMN---------KMPDVAMTLAVVALFADGPTAIRDV          
         :  ......: .:..          .::.:  ... . ..::                 
gi|604 --FVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISYHGK 
            70        80        90       100       110       120    
 
gi|604 GDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
           130       140       150      
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.7  bits: 19.4 E():   66 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (22-78:143-189) 
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                        10        20        30        40        50  
2MEPSP          EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
              60        70        80                                
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDV                                
       ..  .: :: .. . .    :::.: :                                  
gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.4 E():   66 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (13-74:129-196) 
 
                                 10        20             30        
2MEPSP                   EGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|144 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
      100       110       120       130       140       150         
 
        40        50        60         70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDV 
         . .... : : . :.. . . .. : :. :  :  :       
gi|144 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL   
      160       170       180       190       200   
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (51-73:90-112) 
 
               30        40        50        60        70        80 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (13-74:133-200) 
 
                                 10        20             30        
2MEPSP                   EGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|622 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
            110       120       130       140       150       160   
 
        40        50        60         70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDV 
         . .... : : . :.. . . .. : :. :  :  :       
gi|622 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL   
            170       180       190       200       
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.8 E():   68 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (29-46:288-305) 
 
                 10        20        30        40        50         
2MEPSP   EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
       60        70        80                                       
2MEPSP DVAMTLAVVALFADGPTAIRDV                                       
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8887

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

       320       330       340       350       360       370        
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (7-21:53-67) 
 
                                       10        20        30       
2MEPSP                         EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
         40        50        60        70        80                 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                 
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (9-37:204-231) 
 
                                     10        20         30        
2MEPSP                       EGCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|386 VEKGSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
           180       190       200       210         220       230  
 
        40        50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                                   
gi|386 FTVRYTTEGGTKVEAEDVIPEGWKADTAYESK            
             240       250       260               
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.4 E():   69 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (44-58:152-166) 
 
            20        30        40        50        60        70    
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
            80                       
2MEPSP PTAIRDV                       
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.4 E():   69 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (44-58:152-166) 
 
            20        30        40        50        60        70    
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
            80                       
2MEPSP PTAIRDV                       
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.2  bits: 17.8 E():   70 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (47-73:44-71) 
 
         20        30        40        50         60        70      
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2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
          80                                                        
2MEPSP AIRDV                                                        
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.2  bits: 17.8 E():   70 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (20-73:22-71) 
 
                 10        20        30        40        50         
2MEPSP   EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            . .: ..  . :: . .     . ....:::    :..  
gi|238 MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF- 
               10        20        30        40        50           
 
       60        70        80                                       
2MEPSP DVAMTLAVVALFADGPTAIRDV                                       
       ::  ::: ..::  :                                              
gi|238 DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (11-38:27-54) 
 
                               10        20        30        40     
2MEPSP                 EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                         
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (11-38:27-54) 
 
                               10        20        30        40     
2MEPSP                 EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                         
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 18.8 E():   80 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (2-21:285-304) 
 
                                            10        20        30  
2MEPSP                              EGCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
              40        50        60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
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>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.9  bits: 18.4 E():   82 
Smith-Waterman score: 46; 32.1% identity (48.2% similar) in 56 aa overlap (19-73:25-74) 
 
                     10        20        30        40        50     
2MEPSP       EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                               : . :: ::     : .:: ..  :    : .:    
gi|116 VFLGSAHGIAKVPPGPNITATYGDEWLDAKSTWYGKP-TGAGP-KDNGGACGYKDVD--- 
               10        20        30         40         50         
 
           60         70        80                                  
2MEPSP NKMPDVAMT-LAVVALFADGPTAIRDV                                  
        : :  .::  . . .: ::                                         
gi|116 -KPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNEEPIAPYHFD 
           60        70        80        90       100       110     
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (12-31:39-63) 
 
                                  10        20             30       
2MEPSP                    EGCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
         40        50        60        70        80                 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                 
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.4 E():   84 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (50-77:36-63) 
 
      20        30        40        50        60        70          
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
      80                                                            
2MEPSP V                                                            
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (33-46:292-305) 
 
             10        20        30        40        50        60   
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
             70        80                                           
2MEPSP TLAVVALFADGPTAIRDV                                           
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (35-59:129-153) 
 
           10        20        30        40        50        60     
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
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                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
           70        80                                             
2MEPSP AVVALFADGPTAIRDV                                             
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 46; 17.1% identity (61.0% similar) in 41 aa overlap (40-80:399-439) 
 
      10        20        30        40        50        60          
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
      70        80                                                  
2MEPSP FADGPTAIRDV                                                  
       ..: :.   ..                                                  
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:6-24) 
 
                 10        20        30        40        50         
2MEPSP   EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
            :  .:. . :: : :. .:                                     
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (2-47:85-134) 
 
                                            10         20           
2MEPSP                              EGCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
        30        40        50        60        70        80        
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV        
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.1  bits: 19.1 E():   90 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (22-57:59-97) 
 
                        10        20        30           40         
2MEPSP          EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
       50        60        70        80                             
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDV                             
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.8  bits: 19.1 E():   94 
Smith-Waterman score: 45; 33.3% identity (76.2% similar) in 21 aa overlap (48-68:293-313) 
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        20        30        40        50        60        70        
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 
                                     ...:. .:   :..: .::.:          
gi|458 HIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNADACN 
            270       280       290       300       310       320   
 
        80                                                          
2MEPSP RDV                                                          
                                                                    
gi|458 YSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGTSMA 
            330       340       350       360       370       380   
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 44; 33.3% identity (62.5% similar) in 24 aa overlap (52-75:184-207) 
 
              30        40        50        60        70        80  
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV  
                                     .. :..:: .  :  :.: . : :       
gi|810 DVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITISNNHF 
           160       170       180       190       200       210    
 
gi|810 FNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNYDQWNIYA 
           220       230       240       250       260       270    
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.4  bits: 18.1 E():   99 
Smith-Waterman score: 42; 31.5% identity (50.0% similar) in 54 aa overlap (21-73:19-66) 
 
               10        20        30        40        50        60 
2MEPSP EGCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                           . :: ::   . : .:: ..  :    : .:    : :   
gi|331   IPKVPPGPNITATYGDKWLDAKSTWY-GKPTGAGP-KDNGGACGYKDVD----KAPFN 
                 10        20         30         40            50   
 
                70        80                                        
2MEPSP AMT-LAVVALFADGPTAIRDV                                        
       .::  . . .: ::                                               
gi|331 GMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAF 
             60        70        80        90       100       110   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:57 2011 done: Tue Apr 19 10:57:57 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 275  - 354 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     3     2:* 
  32    12     8:==*= 
  34    20    22:=======* 
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  36    33    44:===========   * 
  38    74    73:========================* 
  40    65   102:======================           * 
  42   120   125:======================================== * 
  44   168   138:=============================================*========== 
  46   147   140:==============================================*== 
  48   165   134:============================================*========== 
  50   119   122:========================================* 
  52   116   108:===================================*=== 
  54    92    92:==============================* 
  56    55    77:===================      * 
  58    48    63:================    * 
  60    46    51:================* 
  62    37    41:=============* 
  64    40    33:==========*=== 
  66    20    26:======= * 
  68    15    20:===== * 
  70    22    16:=====*== 
  72     8    12:===* 
  74     4    10:== * 
  76    14     8:==*== 
  78     5     6:=* 
  80     3     5:=* 
  82     2     3:* 
  84     3     3:* 
  86     3     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98    15     0:=====     *=============== 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.32430.00296; mu= 9.0796 0.153 
 mean_var=31.4845 8.539, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.228574 
 Kolmogorov-Smirnov  statistic: 0.0322 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 25.0    0.53 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 24.0     1.1 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   59 23.7     1.3 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   59 23.7     1.4 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.4     1.5 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 23.4     1.7 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 23.4     1.7 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 23.4     1.7 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 23.4     1.7 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 23.4     1.7 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 23.4     1.7 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 23.4     1.7 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 23.4     1.7 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 23.4     1.7 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 23.4     1.7 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 23.4     1.7 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 23.4     1.7 
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gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 23.4     1.7 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 24.0     3.1 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 22.4     3.3 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   55 22.4     3.4 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.7     3.8 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.7       5 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.7       5 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   57 23.1     5.3 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   54 22.1     6.2 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   54 22.1     6.3 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 23.1     6.9 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.1       7 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 23.1       7 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.1     7.2 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.1     7.2 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.7     8.5 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.7      10 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.7      11 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 22.1      13 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 20.1      14 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 21.1      16 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 20.1      17 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 21.1      17 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   49 20.4      21 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.7      22 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.4      23 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.7      24 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.4      24 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.4      26 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.7      27 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 21.1      27 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 21.1      27 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 21.1      27 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.4      27 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 21.1      27 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.4      27 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.4      27 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.1      29 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.8      30 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.7      30 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.1      30 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.4      30 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.8      32 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   45 19.1      34 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.8      35 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.4      40 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   47 19.8      41 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 20.1      42 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.8      43 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.1      44 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.4      45 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.4      45 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.1      46 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.1      51 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.1      53 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.4      53 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.1      55 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.4      56 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.1      56 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.1      56 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.1      56 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.8      57 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.8      57 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.1      58 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.1      58 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.4      58 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.4      59 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.1      59 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.1      59 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.1      61 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.8      63 
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gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   46 19.4      64 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   42 18.1      65 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.4      65 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.4      66 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.1      67 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.4      67 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.8      68 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 18.1      69 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.8      69 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.4      69 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.4      69 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.8      70 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.8      70 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.8      71 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.8      71 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.8      80 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   43 18.4      81 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.8      83 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.4      84 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.4      85 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.4      85 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.4      85 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   40 17.4      86 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   43 18.4      88 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      90 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.1      94 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   44 18.8      95 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   42 18.1      98 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 107.4  bits: 25.0 E(): 0.53 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (34-76:59-96) 
 
            10        20        30        40        50        60    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            70        80                                            
2MEPSP AVVALFADGPTAIRDVA                                            
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 102.0  bits: 24.0 E():  1.1 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (34-76:59-96) 
 
            10        20        30        40        50        60    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            70        80                                            
2MEPSP AVVALFADGPTAIRDVA                                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 100.2  bits: 23.7 E():  1.3 
Smith-Waterman score: 59; 26.9% identity (53.8% similar) in 78 aa overlap (1-76:24-96) 
 
                                      10         20        30       
2MEPSP                        GCGTTSLQGDVK-FAEVLEMMGAKVTWTETSVTV-TG 
                              : : :.. :... .   :. . :..    :.  . :: 
gi|160 MVKAVTVLNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTG 
               10        20        30        40        50        60 
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          40        50        60        70        80                
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA                
       :  .: :..:    : : .     :  :. ...  :: .::                    
gi|160 PHFNPVGKEHGAPGDENRH-----AGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRA 
               70             80        90       100       110      
 
gi|160 VVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
         120       130       140       150   
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  59  Z-score: 100.0  bits: 23.7 E():  1.4 
Smith-Waterman score: 59; 27.8% identity (55.6% similar) in 72 aa overlap (4-75:30-94) 
 
                                         10        20        30     
2MEPSP                           GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA               
       :  .  :  ....:::       . :.. .::.  :  :::                    
gi|169 GETK--FILHKVEAID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIG 
                 70             80        90       100       110    
 
gi|169 KLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
           120       130       140       150        
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.3  bits: 23.4 E():  1.5 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (33-56:85-109) 
 
             10        20        30         40        50        60  
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
              70        80     
2MEPSP TLAVVALFADGPTAIRDVA     
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.5  bits: 23.4 E():  1.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (34-76:59-96) 
 
            10        20        30        40        50        60    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            70        80                                            
2MEPSP AVVALFADGPTAIRDVA                                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.5  bits: 23.4 E():  1.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (34-76:59-96) 
 
            10        20        30        40        50        60    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            70        80                                            
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2MEPSP AVVALFADGPTAIRDVA                                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.5  bits: 23.4 E():  1.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (34-76:59-96) 
 
            10        20        30        40        50        60    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            70        80                                            
2MEPSP AVVALFADGPTAIRDVA                                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.5  bits: 23.4 E():  1.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (34-76:59-96) 
 
            10        20        30        40        50        60    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            70        80                                            
2MEPSP AVVALFADGPTAIRDVA                                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.5  bits: 23.4 E():  1.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (34-76:59-96) 
 
            10        20        30        40        50        60    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            70        80                                            
2MEPSP AVVALFADGPTAIRDVA                                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.5  bits: 23.4 E():  1.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (34-76:59-96) 
 
            10        20        30        40        50        60    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            70        80                                            
2MEPSP AVVALFADGPTAIRDVA                                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.5  bits: 23.4 E():  1.7 
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Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (34-76:59-96) 
 
            10        20        30        40        50        60    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            70        80                                            
2MEPSP AVVALFADGPTAIRDVA                                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.5  bits: 23.4 E():  1.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (34-76:59-96) 
 
            10        20        30        40        50        60    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            70        80                                            
2MEPSP AVVALFADGPTAIRDVA                                            
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.5  bits: 23.4 E():  1.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (34-76:59-96) 
 
            10        20        30        40        50        60    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            70        80                                            
2MEPSP AVVALFADGPTAIRDVA                                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.5  bits: 23.4 E():  1.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (34-76:59-96) 
 
            10        20        30        40        50        60    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            70        80                                            
2MEPSP AVVALFADGPTAIRDVA                                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.5  bits: 23.4 E():  1.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (34-76:59-96) 
 
            10        20        30        40        50        60    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
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            70        80                                            
2MEPSP AVVALFADGPTAIRDVA                                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.5  bits: 23.4 E():  1.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (34-76:59-96) 
 
            10        20        30        40        50        60    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            70        80                                            
2MEPSP AVVALFADGPTAIRDVA                                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 98.5  bits: 23.4 E():  1.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (34-76:59-96) 
 
            10        20        30        40        50        60    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            70        80                                            
2MEPSP AVVALFADGPTAIRDVA                                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 93.8  bits: 24.0 E():  3.1 
Smith-Waterman score: 60; 23.4% identity (64.1% similar) in 64 aa overlap (8-68:306-369) 
 
                                      10         20        30       
2MEPSP                        GCGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
           40        50        60        70        80               
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA               
        :  . . .:  .:. ...:.. .:. .. .: .                           
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
gi|144 VGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
         400       410       420       430       440      
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (34-76:59-96) 
 
            10        20        30        40        50        60    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            70        80                                            
2MEPSP AVVALFADGPTAIRDVA                                            
       . ...  :: .::                                                
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gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 92.9  bits: 22.4 E():  3.4 
Smith-Waterman score: 55; 26.4% identity (55.6% similar) in 72 aa overlap (4-75:30-94) 
 
                                         10        20        30     
2MEPSP                           GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA               
       :  .  :  .....::       . :.. .::.  :  :::                    
gi|374 GETK--FILHKVESID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIG 
                 70             80        90       100       110    
 
gi|374 KLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
           120       130       140       150        
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  59  Z-score: 92.0  bits: 23.7 E():  3.8 
Smith-Waterman score: 59; 22.4% identity (65.5% similar) in 58 aa overlap (13-68:312-369) 
 
                                 10        20        30          40 
2MEPSP                   GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
               50        60        70        80                     
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA                     
       . .:  .:. ...:.. .:. .. .: .                                 
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 90.0  bits: 21.7 E():    5 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (34-76:59-103) 
 
            10        20        30        40        50          60  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
              70        80                                      
2MEPSP TLAVVALFADGPTAIRDVA                                      
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 90.0  bits: 21.7 E():    5 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (34-76:59-103) 
 
            10        20        30        40        50          60  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
              70        80                                      
2MEPSP TLAVVALFADGPTAIRDVA                                      
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
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 initn:  52 init1:  52 opt:  57  Z-score: 89.4  bits: 23.1 E():  5.3 
Smith-Waterman score: 57; 20.0% identity (57.3% similar) in 75 aa overlap (3-76:126-200) 
 
                                           10        20        30   
2MEPSP                             GCGTTSLQGDVKFAEVLEMMGAKVTWTETS-V 
                                     : . .  ::....  ...  .    ::. . 
gi|513 SLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGI 
         100       110       120       130       140       150      
 
              40        50        60        70        80            
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA            
        .   :.: . .: : ..:...: . .  ..:.:  . :  :  .                
gi|513 FAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDLVNSFSANVKKIYDLGA 
         160       170       180       190       200       210      
 
gi|513 RTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNHKLKEIVAQLRKDLPLA 
         220       230       240       250       260       270      
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 88.2  bits: 22.1 E():  6.2 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (5-70:93-163) 
 
                                         10           20            
2MEPSP                           GCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
      30        40         50        60        70        80         
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA         
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|289 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
gi|289 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 88.1  bits: 22.1 E():  6.3 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (5-70:96-166) 
 
                                         10           20            
2MEPSP                           GCGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
      30        40         50        60        70        80         
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA         
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|424 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
gi|424 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          190       200       210       220       230  
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.4  bits: 23.1 E():  6.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (42-58:399-415) 
 
              20        30        40        50        60        70  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
              80                                                    
2MEPSP GPTAIRDVA                                                    
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
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>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.4  bits: 23.1 E():    7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (42-58:402-418) 
 
              20        30        40        50        60        70  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
              80                                                    
2MEPSP GPTAIRDVA                                                    
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.3  bits: 23.1 E():    7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (42-58:403-419) 
 
              20        30        40        50        60        70  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
              80                                                    
2MEPSP GPTAIRDVA                                                    
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.1  bits: 23.1 E():  7.2 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (42-58:422-438) 
 
              20        30        40        50        60        70  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
              80                                                    
2MEPSP GPTAIRDVA                                                    
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.1  bits: 23.1 E():  7.2 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (42-58:422-438) 
 
              20        30        40        50        60        70  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
              80                                                    
2MEPSP GPTAIRDVA                                                    
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 85.8  bits: 20.7 E():  8.5 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (32-70:20-59) 
 
              10        20        30         40         50          
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
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                                     .. : ::  : .:.: . .. .: . . :: 
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                          10        20        30        40          
 
      60        70        80                                        
2MEPSP AMTLAVVALFADGPTAIRDVA                                        
          : :  : :                                                  
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 84.2  bits: 20.7 E():   10 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (34-76:59-96) 
 
            10        20        30        40        50        60    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
            70        80                                            
2MEPSP AVVALFADGPTAIRDVA                                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 83.6  bits: 20.7 E():   11 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (3-53:38-88) 
 
                                           10        20        30   
2MEPSP                             GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
             40         50        60        70        80            
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVAMTLAVVALFADGPTAIRDVA            
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 82.3  bits: 22.1 E():   13 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (35-70:390-426) 
 
           10        20        30        40          50        60   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
             70        80                                           
2MEPSP LAVVALFADGPTAIRDVA                                           
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 81.7  bits: 20.1 E():   14 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (17-43:9-37) 
 
               10        20        30          40        50         
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNKMPD 
                       : ...: ..:: ..  ...: : : : :.                
gi|153         MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVKGE 
                       10        20        30        40        50   
 
       60        70        80                                       
2MEPSP VAMTLAVVALFADGPTAIRDVA                                       
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gi|153 EKEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITTTL 
             60        70        80        90       100       110   
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.7  bits: 21.1 E():   16 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (9-57:228-277) 
 
                                     10        20        30         
2MEPSP                       GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
       40         50        60        70        80     
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVA     
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 80.3  bits: 20.1 E():   17 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (20-38:1-18) 
 
               10        20        30        40        50        60 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 
                          ::.  :... :..:  :::                       
gi|444                    MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVK 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP MTLAVVALFADGPTAIRDVA                                         
                                                                    
gi|444 TAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKIT 
               50        60        70        80        90       100 
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 80.2  bits: 21.1 E():   17 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (9-57:247-296) 
 
                                     10        20        30         
2MEPSP                       GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
       40         50        60        70        80     
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVA     
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 78.5  bits: 20.4 E():   21 
Smith-Waterman score: 49; 26.0% identity (56.0% similar) in 50 aa overlap (1-46:68-117) 
 
                                             10         20          
2MEPSP                               GCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|168 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFEIKCTKPESCSG 
        40        50        60        70        80        90        
 
         30        40        50        60        70        80       
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA       
         ..::.:   .::..  :.                                         
gi|168 EAVTVTITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDT 
       100       110       120       130       140       150        
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 78.5  bits: 19.7 E():   22 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (28-79:7-57) 
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               10        20        30        40        50        60 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 
                                  :: .: . :: . : :  : . ..  .  : .  
gi|132                      MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAI 
                                    10        20        30          
 
               70        80                                         
2MEPSP MTLAVVALFADGPTAIRDVA                                         
        .. ..     :: .:. .                                          
gi|132 KSIEIIEG-NGGPGTIKKICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEK 
      40         50        60        70        80        90         
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (32-65:170-204) 
 
              10        20        30         40         50          
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
      60        70        80                                        
2MEPSP AMTLAVVALFADGPTAIRDVA                                        
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 77.8  bits: 19.7 E():   24 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (51-72:68-88) 
 
               30        40        50        60        70        80 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (4-56:114-161) 
 
                                          10        20        30    
2MEPSP                            GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
            40        50        60        70        80              
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA              
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.0  bits: 19.4 E():   26 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (5-20:135-150) 
 
                                         10        20        30     
2MEPSP                           GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
           40        50        60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
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 initn:  41 init1:  41 opt:  50  Z-score: 76.9  bits: 20.7 E():   27 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (32-70:291-330) 
 
              10        20        30         40         50          
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
      60        70        80                                        
2MEPSP AMTLAVVALFADGPTAIRDVA                                        
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.8  bits: 21.1 E():   27 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (18-75:210-271) 
 
                            10        20              30        40  
2MEPSP              GCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
              50        60           70        80                   
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVA                   
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
          300       310       320       330       340       350     
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.8  bits: 21.1 E():   27 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (18-75:210-271) 
 
                            10        20              30        40  
2MEPSP              GCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
              50        60           70        80                   
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVA                   
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.8  bits: 21.1 E():   27 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (18-75:210-271) 
 
                            10        20              30        40  
2MEPSP              GCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
              50        60           70        80                   
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVA                   
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
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>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (13-45:82-109) 
 
                                 10        20        30        40   
2MEPSP                   GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
             50        60        70        80               
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA               
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.7  bits: 21.1 E():   27 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (18-75:218-279) 
 
                            10        20              30        40  
2MEPSP              GCGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
 
              50        60           70        80                   
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVA                   
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
 
gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (20-38:1-18) 
 
               10        20        30        40        50        60 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 
                          ::.  :... :..:  :::                       
gi|444                    MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVK 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP MTLAVVALFADGPTAIRDVA                                         
                                                                    
gi|444 SAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKIS 
               50        60        70        80        90       100 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (20-38:1-18) 
 
               10        20        30        40        50        60 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 
                          ::.  :... :..:  :::                       
gi|444                    MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVK 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP MTLAVVALFADGPTAIRDVA                                         
                                                                    
gi|444 GAEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKIS 
               50        60        70        80        90       100 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.3  bits: 21.1 E():   29 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (42-58:430-446) 
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              20        30        40        50        60        70  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
              80                                                    
2MEPSP GPTAIRDVA                                                    
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.9  bits: 20.8 E():   30 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (32-70:6-45) 
 
              10        20        30         40         50          
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|223                          INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                                        10        20         30     
 
      60        70        80                                        
2MEPSP AMTLAVVALFADGPTAIRDVA                                        
          : :  : :                                                  
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.9  bits: 19.7 E():   30 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (51-72:116-136) 
 
               30        40        50        60        70        80 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (10-35:175-201) 
 
                                    10         20        30         
2MEPSP                      GCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
       40        50        60        70        80                   
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA                   
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.8  bits: 19.4 E():   30 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (11-37:4-30) 
 
               10        20        30        40        50        60 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 
                 .::: :: ...: :  . .:.   . :                        
gi|727        MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESI 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP MTLAVVALFADGPTAIRDVA                                         
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gi|727 GDSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDD 
            60        70        80        90       100       110    
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.3  bits: 18.8 E():   32 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (36-68:38-75) 
 
          10        20        30        40             50        60 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
               70        80                                   
2MEPSP MTLAVVALFADGPTAIRDVA                                   
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 45; 28.1% identity (53.1% similar) in 32 aa overlap (4-35:99-130) 
 
                                          10        20        30    
2MEPSP                            GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     .: .  : :  .:..  :    :...: :  
gi|583 YGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTS 
       70        80        90       100       110       120         
 
            40        50        60        70        80 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
        :                                              
gi|583 GGYNNCCDKKFTETRGSTPANEVYKKCPGMP                 
      130       140       150                          
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.7  bits: 17.8 E():   35 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (53-76:1-24) 
 
             30        40        50        60        70        80   
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA   
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 19.4 E():   40 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (32-45:15-28) 
 
              10        20        30        40        50        60  
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
              70        80                                          
2MEPSP TLAVVALFADGPTAIRDVA                                          
                                                                    
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.5  bits: 19.8 E():   41 
Smith-Waterman score: 47; 37.5% identity (70.8% similar) in 24 aa overlap (1-24:283-306) 
 
                                             10        20        30 
2MEPSP                               GCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  ...:  :::.. : :...: :       
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gi|198 DTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYISAFV       
            260       270       280       290       300             
 
               40        50        60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.3  bits: 20.1 E():   42 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (32-70:291-330) 
 
              10        20        30         40         50          
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
      60        70        80                                        
2MEPSP AMTLAVVALFADGPTAIRDVA                                        
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.0  bits: 17.8 E():   43 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (46-75:41-70) 
 
          20        30        40        50        60        70      
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
          80       
2MEPSP IRDVA       
                   
gi|453 CSPKWLQLLVP 
               80  
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.9  bits: 19.1 E():   44 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (43-58:152-167) 
 
             20        30        40        50        60        70   
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
             80                    
2MEPSP PTAIRDVA                    
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (19-42:7-30) 
 
               10        20        30        40        50        60 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 
                         ...  :. . .:..  :::. : :                   
gi|109             MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATW 
                           10        20        30        40         
 
               70        80                                         
2MEPSP MTLAVVALFADGPTAIRDVA                                         
                                                                    
gi|109 YGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSD 
       50        60        70        80        90       100         
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (19-42:7-30) 
 
               10        20        30        40        50        60 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 
                         ...  :. . .:..  :::. : :                   
gi|811             MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTW 
                           10        20        30        40         
 
               70        80                                         
2MEPSP MTLAVVALFADGPTAIRDVA                                         
                                                                    
gi|811 YGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSD 
       50        60        70        80        90       100         
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.5  bits: 20.1 E():   46 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (17-56:312-353) 
 
                             10        20        30          40     
2MEPSP               GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
           50        60        70        80                         
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA                         
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.7  bits: 19.1 E():   51 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (27-59:43-76) 
 
                   10        20        30         40        50      
2MEPSP     GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
          60        70        80                                    
2MEPSP MPDVAMTLAVVALFADGPTAIRDVA                                    
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.4  bits: 19.1 E():   53 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (35-43:14-22) 
 
           10        20        30        40        50        60     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
           70        80                                             
2MEPSP VVALFADGPTAIRDVA                                             
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (50-72:90-112) 
 
      20        30        40        50        60        70          
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8911

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

      60        70        80        90       100       110          
 
      80                                         
2MEPSP A                                         
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (35-43:25-33) 
 
           10        20        30        40        50        60     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
           70        80                                             
2MEPSP VVALFADGPTAIRDVA                                             
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.9  bits: 18.4 E():   56 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (43-58:43-58) 
 
             20        30        40        50        60        70   
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
             80                                                     
2MEPSP PTAIRDVA                                                     
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (35-43:31-39) 
 
           10        20        30        40        50        60     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
           70        80                                             
2MEPSP VVALFADGPTAIRDVA                                             
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (35-43:31-39) 
 
           10        20        30        40        50        60     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
           70        80                                             
2MEPSP VVALFADGPTAIRDVA                                             
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8912

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (35-43:32-40) 
 
           10        20        30        40        50        60     
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
           70        80                                             
2MEPSP VVALFADGPTAIRDVA                                             
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.8  bits: 18.8 E():   57 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (6-36:98-127) 
 
                                        10        20        30      
2MEPSP                          GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
          40        50        60        70        80                
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA                
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.8  bits: 18.8 E():   57 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (6-36:99-128) 
 
                                        10        20        30      
2MEPSP                          GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
          40        50        60        70        80                
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA                
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (59-75:8-26) 
 
       30        40        50        60          70        80       
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVA       
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (59-75:8-26) 
 
       30        40        50        60          70        80       
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVA       
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
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gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.6  bits: 18.4 E():   58 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (44-77:110-145) 
 
            20        30        40        50          60            
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
       70        80                             
2MEPSP FADGPTAIRDVA                             
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 70.6  bits: 14.4 E():   59 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (30-36:2-8) 
 
               10        20        30        40        50        60 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 
                                    ..:. ::                         
gi|250                             PTITIGGPEYR                      
                                           10                       
 
               70        80 
2MEPSP MTLAVVALFADGPTAIRDVA 
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (10-35:175-201) 
 
                                    10         20        30         
2MEPSP                      GCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
       40        50        60        70        80                   
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA                   
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (10-35:175-201) 
 
                                    10         20        30         
2MEPSP                      GCGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
       40        50        60        70        80                   
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA                   
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.1 E():   61 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (55-73:2-20) 
 
           30        40        50        60        70        80     
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA     
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                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.0  bits: 15.8 E():   63 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (46-76:2-30) 
 
          20        30        40        50         60        70     
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPT 
                                     .::. : : .. :     ..  :  .:::: 
gi|122                              MVKAVTVLNSSEGP---HGIVYFAQEGDGPT 
                                            10           20         
 
           80 
2MEPSP AIRDVA 
       ..     
gi|122 TV     
       30     
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.9  bits: 19.4 E():   64 
Smith-Waterman score: 46; 17.1% identity (61.0% similar) in 41 aa overlap (39-79:269-309) 
 
       10        20        30        40        50        60         
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
       70        80                                                 
2MEPSP FADGPTAIRDVA                                                 
       ..: :.   ..                                                  
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 42; 20.3% identity (55.4% similar) in 74 aa overlap (9-72:36-107) 
 
                                     10        20        30         
2MEPSP                       GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. . .:..:  :.  :  . : .  :  . 
gi|604 FDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDGETK 
          10        20        30        40        50        60      
 
       40        50                  60        70        80         
2MEPSP EPFGRKHLKAID-VNMN---------KMPDVAMTLAVVALFADGPTAIRDVA         
         :  ......: .:..          .::.:  ... . ..::                 
gi|604 --FVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISYHGK 
            70        80        90       100       110       120    
 
gi|604 GDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
           130       140       150      
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (21-77:143-189) 
 
                         10        20        30        40        50 
2MEPSP           GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
               60        70        80                               
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVA                               
       ..  .: :: .. . .    :::.: :                                  
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gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.4 E():   66 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (12-73:129-196) 
 
                                  10        20             30       
2MEPSP                    GCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|144 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
      100       110       120       130       140       150         
 
         40        50        60         70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVA 
         . .... : : . :.. . . .. : :. :  :  :        
gi|144 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL    
      160       170       180       190       200    
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.1 E():   67 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (50-72:90-112) 
 
      20        30        40        50        60        70          
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
      80                                         
2MEPSP A                                         
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.4 E():   67 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (12-73:133-200) 
 
                                  10        20             30       
2MEPSP                    GCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|622 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
            110       120       130       140       150       160   
 
         40        50        60         70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVA 
         . .... : : . :.. . . .. : :. :  :  :        
gi|622 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL    
            170       180       190       200        
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.8 E():   68 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (28-45:288-305) 
 
                  10        20        30        40        50        
2MEPSP    GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
        60        70        80                                      
2MEPSP DVAMTLAVVALFADGPTAIRDVA                                      
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (6-20:53-67) 
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                                        10        20        30      
2MEPSP                          GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
          40        50        60        70        80                
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA                
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (8-36:204-231) 
 
                                      10        20         30       
2MEPSP                        GCGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|386 VEKGSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
           180       190       200       210         220       230  
 
         40        50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                                    
gi|386 FTVRYTTEGGTKVEAEDVIPEGWKADTAYESK             
             240       250       260                
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.4 E():   69 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (43-57:152-166) 
 
             20        30        40        50        60        70   
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
             80                      
2MEPSP PTAIRDVA                      
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.4 E():   69 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (43-57:152-166) 
 
             20        30        40        50        60        70   
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
             80                      
2MEPSP PTAIRDVA                      
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.2  bits: 17.8 E():   70 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (46-72:44-71) 
 
          20        30        40        50         60        70     
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
           80                                                       
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2MEPSP AIRDVA                                                       
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.2  bits: 17.8 E():   70 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (19-72:22-71) 
 
                  10        20        30        40        50        
2MEPSP    GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            . .: ..  . :: . .     . ....:::    :..  
gi|238 MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF- 
               10        20        30        40        50           
 
        60        70        80                                      
2MEPSP DVAMTLAVVALFADGPTAIRDVA                                      
       ::  ::: ..::  :                                              
gi|238 DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (10-37:27-54) 
 
                                10        20        30        40    
2MEPSP                  GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA                        
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (10-37:27-54) 
 
                                10        20        30        40    
2MEPSP                  GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA                        
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (1-20:285-304) 
 
                                             10        20        30 
2MEPSP                               GCGTTSLQGDVKFAEVLEMMGAKVTWTETS 
                                     :  .:.:  :::.. : :..           
gi|324 AAVPLNVILSISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV       
          260       270       280       290       300               
 
               40        50        60        70        80 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.0  bits: 18.4 E():   81 
Smith-Waterman score: 46; 32.1% identity (48.2% similar) in 56 aa overlap (18-72:25-74) 
 
                      10        20        30        40        50    
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2MEPSP        GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM 
                               : . :: ::     : .:: ..  :    : .:    
gi|116 VFLGSAHGIAKVPPGPNITATYGDEWLDAKSTWYGKP-TGAGP-KDNGGACGYKDVD--- 
               10        20        30         40         50         
 
            60         70        80                                 
2MEPSP NKMPDVAMT-LAVVALFADGPTAIRDVA                                 
        : :  .::  . . .: ::                                         
gi|116 -KPPFSGMTGCGNTPIFKDGRGCGSCFEIKCSKPESCSGEPVTVHITDDNEEPIAPYHFD 
           60        70        80        90       100       110     
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (11-30:39-63) 
 
                                   10        20             30      
2MEPSP                     GCGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
          40        50        60        70        80                
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA                
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.4 E():   84 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (49-76:36-63) 
 
       20        30        40        50        60        70         
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
       80                                                           
2MEPSP VA                                                           
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (32-45:292-305) 
 
              10        20        30        40        50        60  
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
              70        80                                          
2MEPSP TLAVVALFADGPTAIRDVA                                          
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 46; 17.1% identity (61.0% similar) in 41 aa overlap (39-79:399-439) 
 
       10        20        30        40        50        60         
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
       70        80                                                 
2MEPSP FADGPTAIRDVA                                                 
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       ..: :.   ..                                                  
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (34-58:129-153) 
 
            10        20        30        40        50        60    
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
            70        80                                            
2MEPSP AVVALFADGPTAIRDVA                                            
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (3-21:6-24) 
 
                  10        20        30        40        50        
2MEPSP    GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
            :  .:. . :: : :. .:                                     
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 43; 24.0% identity (52.0% similar) in 50 aa overlap (1-46:85-134) 
 
                                             10         20          
2MEPSP                               GCGTTSLQGDVK-FAEVLEMMGAK---VTW 
                                     :::.: .  : .  .  .:.  .:    .  
gi|249 YGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFELKCSKPESCSG 
           60        70        80        90       100       110     
 
         30        40        50        60        70        80       
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA       
          .: .:   .::..  :.                                         
gi|249 EPITVHITDDNEEPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGT 
          120       130       140       150       160       170     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.1  bits: 19.1 E():   90 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (21-56:59-97) 
 
                         10        20        30           40        
2MEPSP           GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
        50        60        70        80                            
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA                            
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.8  bits: 19.1 E():   94 
Smith-Waterman score: 45; 33.3% identity (76.2% similar) in 21 aa overlap (47-67:293-313) 
 
         20        30        40        50        60        70       
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 
                                     ...:. .:   :..: .::.:          
gi|458 HIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNADACN 
            270       280       290       300       310       320   
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         80                                                         
2MEPSP RDVA                                                         
                                                                    
gi|458 YSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGTSMA 
            330       340       350       360       370       380   
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 44; 33.3% identity (62.5% similar) in 24 aa overlap (51-74:184-207) 
 
               30        40        50        60        70        80 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. :..:: .  :  :.: . : :       
gi|810 DVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITISNNHF 
           160       170       180       190       200       210    
 
gi|810 FNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNYDQWNIYA 
           220       230       240       250       260       270    
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.4  bits: 18.1 E():   98 
Smith-Waterman score: 42; 31.5% identity (50.0% similar) in 54 aa overlap (20-72:19-66) 
 
               10        20        30        40        50        60 
2MEPSP GCGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA 
                          . :: ::   . : .:: ..  :    : .:    : :  . 
gi|331  IPKVPPGPNITATYGDKWLDAKSTWY-GKPTGAGP-KDNGGACGYKDVD----KAPFNG 
                10        20         30         40            50    
 
                70        80                                        
2MEPSP MT-LAVVALFADGPTAIRDVA                                        
       ::  . . .: ::                                                
gi|331 MTGCGNTPIFKDGRGCGSCFEIKCTKPESCSGEAVTVHITDDNEEPIAPYHFDLSGHAFG 
            60        70        80        90       100       110    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:57 2011 done: Tue Apr 19 10:57:57 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 276  - 355 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     3     2:* 
  32    10     8:==*= 
  34    13    22:=====  * 
  36    36    44:============  * 
  38    89    73:========================*===== 
  40    74   102:=========================        * 
  42   127   125:=========================================*= 
  44   170   138:=============================================*=========== 
  46   147   140:==============================================*== 
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  48   145   134:============================================*==== 
  50   118   122:========================================* 
  52   119   108:===================================*==== 
  54    89    92:==============================* 
  56    51    77:=================        * 
  58    53    63:==================  * 
  60    49    51:================* 
  62    27    41:=========    * 
  64    35    33:==========*= 
  66    19    26:======= * 
  68    18    20:======* 
  70    26    16:=====*=== 
  72     7    12:===* 
  74     8    10:===* 
  76    12     8:==*= 
  78     4     6:=* 
  80     2     5:=* 
  82     2     3:* 
  84     2     3:* 
  86     7     2:*== 
  88     4     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     0     1:*         :* 
  96    13     1:*====     :*============ 
  98     3     0:=         *=== 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.23570.00304; mu= 9.5150 0.157 
 mean_var=33.3067 9.112, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.222233 
 Kolmogorov-Smirnov  statistic: 0.0232 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.7    0.65 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.8     1.3 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   59 23.4     1.6 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.1     1.8 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 23.1       2 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 23.1       2 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 23.1       2 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 23.1       2 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 23.1       2 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 23.1       2 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 23.1       2 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 23.9     3.5 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 22.2     3.9 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   55 22.2       4 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.5     4.4 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.5     5.7 
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gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.5     5.7 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.5       6 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   57 22.9       6 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   54 21.9     7.1 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   54 21.9     7.1 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.9     7.7 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.9     7.7 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.9     7.8 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.9       8 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.9       8 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.5     9.7 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.6      12 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.6      13 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.9      15 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.9      16 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 20.9      18 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 20.9      19 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.9      19 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.6      24 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.3      25 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.3      26 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.6      26 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.3      28 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 21.0      29 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 21.0      29 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 21.0      29 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.6      29 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 21.0      29 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.3      29 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.3      30 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.3      30 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 21.0      31 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.7      32 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.6      32 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 20.0      33 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.3      33 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.6      35 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   45 19.0      37 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.3      37 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.6      38 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.3      43 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 20.0      44 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.0      47 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.6      47 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.3      48 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.3      48 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 20.0      49 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.0      55 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      56 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.3      57 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.3      57 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.3      57 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.3      57 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.3      57 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.3      57 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.3      57 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.3      57 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.3      57 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.3      57 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.3      57 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      59 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.0      60 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.0      60 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.0      60 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      60 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.7      61 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.7      61 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.0      62 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.0      62 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.3      62 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.0      63 
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gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.0      63 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.0      66 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.2      66 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   46 19.4      67 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.4      69 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   42 18.0      69 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.6      70 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      70 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.7      70 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      71 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      71 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      72 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.7      73 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 18.0      73 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      73 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      73 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.7      74 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.7      74 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.7      74 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.7      74 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.4      88 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.7      88 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.4      88 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.4      89 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.3      89 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   40 17.3      91 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.0      93 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   40 17.3      96 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   45 19.1      97 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   44 18.7      99 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 105.8  bits: 24.7 E(): 0.65 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (33-75:59-96) 
 
             10        20        30        40        50        60   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             70        80                                           
2MEPSP AVVALFADGPTAIRDVAS                                           
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 100.6  bits: 23.8 E():  1.3 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (33-75:59-96) 
 
             10        20        30        40        50        60   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             70        80                                           
2MEPSP AVVALFADGPTAIRDVAS                                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  59  Z-score: 98.6  bits: 23.4 E():  1.6 
Smith-Waterman score: 59; 27.8% identity (55.6% similar) in 72 aa overlap (3-74:30-94) 
 
                                          10        20        30    
2MEPSP                            CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
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               10        20        30        40        50        60 
 
            40        50        60        70        80              
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS              
       :  .  :  ....:::       . :.. .::.  :  :::                    
gi|169 GETK--FILHKVEAID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIG 
                 70             80        90       100       110    
 
gi|169 KLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
           120       130       140       150        
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 97.9  bits: 23.1 E():  1.8 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (32-55:85-109) 
 
              10        20        30         40        50        60 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
               70        80    
2MEPSP TLAVVALFADGPTAIRDVAS    
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (33-75:59-96) 
 
             10        20        30        40        50        60   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             70        80                                           
2MEPSP AVVALFADGPTAIRDVAS                                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (33-75:59-96) 
 
             10        20        30        40        50        60   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             70        80                                           
2MEPSP AVVALFADGPTAIRDVAS                                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (33-75:59-96) 
 
             10        20        30        40        50        60   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             70        80                                           
2MEPSP AVVALFADGPTAIRDVAS                                           
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       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (33-75:59-96) 
 
             10        20        30        40        50        60   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             70        80                                           
2MEPSP AVVALFADGPTAIRDVAS                                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (33-75:59-96) 
 
             10        20        30        40        50        60   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             70        80                                           
2MEPSP AVVALFADGPTAIRDVAS                                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (33-75:59-96) 
 
             10        20        30        40        50        60   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             70        80                                           
2MEPSP AVVALFADGPTAIRDVAS                                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (33-75:59-96) 
 
             10        20        30        40        50        60   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             70        80                                           
2MEPSP AVVALFADGPTAIRDVAS                                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (33-75:59-96) 
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             10        20        30        40        50        60   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             70        80                                           
2MEPSP AVVALFADGPTAIRDVAS                                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (33-75:59-96) 
 
             10        20        30        40        50        60   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             70        80                                           
2MEPSP AVVALFADGPTAIRDVAS                                           
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (33-75:59-96) 
 
             10        20        30        40        50        60   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             70        80                                           
2MEPSP AVVALFADGPTAIRDVAS                                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (33-75:59-96) 
 
             10        20        30        40        50        60   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             70        80                                           
2MEPSP AVVALFADGPTAIRDVAS                                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (33-75:59-96) 
 
             10        20        30        40        50        60   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
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             70        80                                           
2MEPSP AVVALFADGPTAIRDVAS                                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (33-75:59-96) 
 
             10        20        30        40        50        60   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             70        80                                           
2MEPSP AVVALFADGPTAIRDVAS                                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (33-75:59-96) 
 
             10        20        30        40        50        60   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             70        80                                           
2MEPSP AVVALFADGPTAIRDVAS                                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 92.7  bits: 23.9 E():  3.5 
Smith-Waterman score: 60; 23.4% identity (64.1% similar) in 64 aa overlap (7-67:306-369) 
 
                                        10        20        30      
2MEPSP                         CGTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
            40        50        60        70        80              
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS              
        :  . . .:  .:. ...:.. .:. .. .: .                           
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
gi|144 VGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
         400       410       420       430       440      
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 91.9  bits: 22.2 E():  3.9 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (33-75:59-96) 
 
             10        20        30        40        50        60   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             70        80                                           
2MEPSP AVVALFADGPTAIRDVAS                                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
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            90       100       110       120       130       140    
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 91.7  bits: 22.2 E():    4 
Smith-Waterman score: 55; 26.4% identity (55.6% similar) in 72 aa overlap (3-74:30-94) 
 
                                          10        20        30    
2MEPSP                            CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS              
       :  .  :  .....::       . :.. .::.  :  :::                    
gi|374 GETK--FILHKVESID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIG 
                 70             80        90       100       110    
 
gi|374 KLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
           120       130       140       150        
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  59  Z-score: 91.0  bits: 23.5 E():  4.4 
Smith-Waterman score: 59; 22.4% identity (65.5% similar) in 58 aa overlap (12-67:312-369) 
 
                                  10        20        30            
2MEPSP                    CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
      40        50        60        70        80                    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS                    
       . .:  .:. ...:.. .:. .. .: .                                 
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.9  bits: 21.5 E():  5.7 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (33-75:59-103) 
 
             10        20        30        40        50          60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
               70        80                                     
2MEPSP TLAVVALFADGPTAIRDVAS                                     
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.9  bits: 21.5 E():  5.7 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (33-75:59-103) 
 
             10        20        30        40        50          60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
               70        80                                     
2MEPSP TLAVVALFADGPTAIRDVAS                                     
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 88.5  bits: 22.5 E():    6 
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Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (32-78:168-211) 
 
              10        20        30           40        50         
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
       60        70        80                                       
2MEPSP AMTLAVVALFADGPTAIRDVAS                                       
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 88.5  bits: 22.9 E():    6 
Smith-Waterman score: 57; 20.0% identity (57.3% similar) in 75 aa overlap (2-75:126-200) 
 
                                            10        20         30 
2MEPSP                              CGTTSLQGDVKFAEVLEMMGAKVTWTETS-V 
                                     : . .  ::....  ...  .    ::. . 
gi|513 SLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGI 
         100       110       120       130       140       150      
 
               40        50        60        70        80           
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS           
        .   :.: . .: : ..:...: . .  ..:.:  . :  :  .                
gi|513 FAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDLVNSFSANVKKIYDLGA 
         160       170       180       190       200       210      
 
gi|513 RTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNHKLKEIVAQLRKDLPLA 
         220       230       240       250       260       270      
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.2  bits: 21.9 E():  7.1 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (4-69:93-163) 
 
                                          10           20           
2MEPSP                            CGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
       30        40         50        60        70        80        
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS        
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|289 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
gi|289 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 87.1  bits: 21.9 E():  7.1 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (4-69:96-166) 
 
                                          10           20           
2MEPSP                            CGTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
       30        40         50        60        70        80        
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS        
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|424 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
gi|424 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          190       200       210       220       230  
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>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.6  bits: 22.9 E():  7.7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (41-57:399-415) 
 
               20        30        40        50        60        70 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
               80                                                   
2MEPSP GPTAIRDVAS                                                   
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.5  bits: 22.9 E():  7.7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (41-57:402-418) 
 
               20        30        40        50        60        70 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
               80                                                   
2MEPSP GPTAIRDVAS                                                   
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.5  bits: 22.9 E():  7.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (41-57:403-419) 
 
               20        30        40        50        60        70 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
               80                                                   
2MEPSP GPTAIRDVAS                                                   
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.2  bits: 22.9 E():    8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (41-57:422-438) 
 
               20        30        40        50        60        70 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
               80                                                   
2MEPSP GPTAIRDVAS                                                   
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.2  bits: 22.9 E():    8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (41-57:422-438) 
 
               20        30        40        50        60        70 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
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gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
               80                                                   
2MEPSP GPTAIRDVAS                                                   
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 84.8  bits: 20.5 E():  9.7 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (31-69:20-59) 
 
               10        20        30         40         50         
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|301            NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                          10        20        30        40          
 
       60        70        80                                       
2MEPSP AMTLAVVALFADGPTAIRDVAS                                       
          : :  : :                                                  
gi|301 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
       50        60        70        80        90       100         
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.3  bits: 20.6 E():   12 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (33-75:59-96) 
 
             10        20        30        40        50        60   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
             70        80                                           
2MEPSP AVVALFADGPTAIRDVAS                                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 82.7  bits: 20.6 E():   13 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (2-52:38-88) 
 
                                            10        20        30  
2MEPSP                              CGTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
              40         50        60        70        80           
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS           
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 81.6  bits: 21.9 E():   15 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (34-69:390-426) 
 
            10        20        30         40         50        60  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
              70        80                                          
2MEPSP LAVVALFADGPTAIRDVAS                                          
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
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      420       430       440       450       460       470         
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (16-42:9-37) 
 
               10        20        30          40        50         
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNKMPDV 
                      : ...: ..:: ..  ...: : : : :.                 
gi|153        MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVKGEE 
                      10        20        30        40        50    
 
       60        70        80                                       
2MEPSP AMTLAVVALFADGPTAIRDVAS                                       
                                                                    
gi|153 KEPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITTTLP 
            60        70        80        90       100       110    
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 79.9  bits: 20.9 E():   18 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (8-56:228-277) 
 
                                      10        20        30        
2MEPSP                        CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
        40         50        60        70        80    
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVAS    
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 79.5  bits: 20.9 E():   19 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (8-56:247-296) 
 
                                      10        20        30        
2MEPSP                        CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
        40         50        60        70        80    
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVAS    
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (19-37:1-18) 
 
               10        20        30        40        50        60 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                         ::.  :... :..:  :::                        
gi|444                   MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKT 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP TLAVVALFADGPTAIRDVAS                                         
                                                                    
gi|444 AEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITY 
              50        60        70        80        90       100  
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (27-78:7-57) 
 
               10        20        30        40        50        60 
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2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                 :: .: . :: . : :  : . ..  .  : .   
gi|132                     MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIK 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP TLAVVALFADGPTAIRDVAS                                         
       .. ..     :: .:. .                                           
gi|132 SIEIIEG-NGGPGTIKKICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKI 
                50        60        70        80        90          
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (31-64:170-204) 
 
               10        20        30         40         50         
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
       60        70        80                                       
2MEPSP AMTLAVVALFADGPTAIRDVAS                                       
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 77.1  bits: 20.3 E():   26 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (3-55:114-161) 
 
                                           10        20        30   
2MEPSP                             CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
             40        50        60        70        80             
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS             
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 77.0  bits: 19.6 E():   26 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (50-71:68-88) 
 
      20        30        40        50        60        70          
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
      80                                                            
2MEPSP S                                                            
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (4-19:135-150) 
 
                                          10        20        30    
2MEPSP                            CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
            40        50        60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
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>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.3  bits: 21.0 E():   29 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (17-74:210-271) 
 
                             10        20              30        40 
2MEPSP               CGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
               50        60           70        80                  
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVAS                  
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
          300       310       320       330       340       350     
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.3  bits: 21.0 E():   29 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (17-74:210-271) 
 
                             10        20              30        40 
2MEPSP               CGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
               50        60           70        80                  
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVAS                  
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.3  bits: 21.0 E():   29 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (17-74:210-271) 
 
                             10        20              30        40 
2MEPSP               CGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
               50        60           70        80                  
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVAS                  
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.3  bits: 20.6 E():   29 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (31-69:291-330) 
 
               10        20        30         40         50         
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
       60        70        80                                       
2MEPSP AMTLAVVALFADGPTAIRDVAS                                       
          : :  : :                                                  
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gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (17-74:218-279) 
 
                             10        20              30        40 
2MEPSP               CGTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
 
               50        60           70        80                  
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVAS                  
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
 
gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (12-44:82-109) 
 
                                  10        20        30        40  
2MEPSP                    CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
              50        60        70        80              
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS              
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (19-37:1-18) 
 
               10        20        30        40        50        60 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                         ::.  :... :..:  :::                        
gi|444                   MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKG 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP TLAVVALFADGPTAIRDVAS                                         
                                                                    
gi|444 AEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISY 
              50        60        70        80        90       100  
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (19-37:1-18) 
 
               10        20        30        40        50        60 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                         ::.  :... :..:  :::                        
gi|444                   MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKS 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP TLAVVALFADGPTAIRDVAS                                         
                                                                    
gi|444 AEIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISY 
              50        60        70        80        90       100  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 75.7  bits: 21.0 E():   31 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (41-57:430-446) 
 
               20        30        40        50        60        70 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
               80                                                   
2MEPSP GPTAIRDVAS                                                   
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.4  bits: 20.7 E():   32 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (31-69:6-45) 
 
               10        20        30         40         50         
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|223                          INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
                                        10        20         30     
 
       60        70        80                                       
2MEPSP AMTLAVVALFADGPTAIRDVAS                                       
          : :  : :                                                  
gi|223 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVD 
           40        50        60        70        80        90     
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.3  bits: 19.6 E():   32 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (50-71:116-136) 
 
      20        30        40        50        60        70          
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
      80                                                            
2MEPSP S                                                            
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.2  bits: 20.0 E():   33 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (9-34:175-201) 
 
                                     10         20        30        
2MEPSP                       CGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
        40        50        60        70        80                  
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS                  
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.3 E():   33 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (10-36:4-30) 
 
               10        20        30        40        50        60 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                .::: :: ...: :  . .:.   . :                         
gi|727       MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG 
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                     10        20        30        40        50     
 
               70        80                                         
2MEPSP TLAVVALFADGPTAIRDVAS                                         
                                                                    
gi|727 DSESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDG 
           60        70        80        90       100       110     
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.6  bits: 18.6 E():   35 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (35-67:38-75) 
 
           10        20        30        40             50          
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
      60        70        80                                  
2MEPSP MTLAVVALFADGPTAIRDVAS                                  
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 28.1% identity (53.1% similar) in 32 aa overlap (3-34:99-130) 
 
                                           10        20        30   
2MEPSP                             CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     .: .  : :  .:..  :    :...: :  
gi|583 YGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTS 
       70        80        90       100       110       120         
 
             40        50        60        70        80 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
        :                                               
gi|583 GGYNNCCDKKFTETRGSTPANEVYKKCPGMP                  
      130       140       150                           
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 74.2  bits: 19.3 E():   37 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (46-80:72-112) 
 
          20        30        40        50              60          
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
      70        80                                                  
2MEPSP DGPTAIRDVAS                                                  
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.9  bits: 17.6 E():   38 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (52-75:1-24) 
 
              30        40        50        60        70        80  
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS  
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.0  bits: 19.3 E():   43 
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Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (31-44:15-28) 
 
               10        20        30        40        50        60 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|169                 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPD 
                               10        20        30        40     
 
               70        80                                         
2MEPSP TLAVVALFADGPTAIRDVAS                                         
                                                                    
gi|169 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
           50        60        70        80        90       100     
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (31-69:291-330) 
 
               10        20        30         40         50         
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
       60        70        80                                       
2MEPSP AMTLAVVALFADGPTAIRDVAS                                       
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.3  bits: 19.0 E():   47 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (42-57:152-167) 
 
              20        30        40        50        60        70  
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
              80                   
2MEPSP PTAIRDVAS                   
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.3  bits: 17.6 E():   47 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (45-74:41-70) 
 
           20        30        40        50        60        70     
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
           80      
2MEPSP IRDVAS      
                   
gi|453 CSPKWLQLLVP 
               80  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (18-41:7-30) 
 
               10        20        30        40        50        60 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                        ...  :. . .:..  :::. : :                    
gi|811            MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWY 
                          10        20        30        40          
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               70        80                                         
2MEPSP TLAVVALFADGPTAIRDVAS                                         
                                                                    
gi|811 GKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDK 
      50        60        70        80        90       100          
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (18-41:7-30) 
 
               10        20        30        40        50        60 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                        ...  :. . .:..  :::. : :                    
gi|109            MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWY 
                          10        20        30        40          
 
               70        80                                         
2MEPSP TLAVVALFADGPTAIRDVAS                                         
                                                                    
gi|109 GAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDK 
      50        60        70        80        90       100          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 72.0  bits: 20.0 E():   49 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (16-55:312-353) 
 
                              10        20        30          40    
2MEPSP                CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
            50        60        70        80                        
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS                        
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.1  bits: 19.0 E():   55 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (26-58:43-76) 
 
                    10        20        30         40        50     
2MEPSP      CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
           60        70        80                                   
2MEPSP MPDVAMTLAVVALFADGPTAIRDVAS                                   
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.0 E():   56 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (34-42:14-22) 
 
            10        20        30        40        50        60    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
            70        80                                            
2MEPSP VVALFADGPTAIRDVAS                                            
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
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>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (49-80:89-118) 
 
       20        30        40        50        60        70         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
       80                                          
2MEPSP AS                                          
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (49-80:90-119) 
 
       20        30        40        50        60        70         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       80                                          
2MEPSP AS                                          
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (49-80:90-119) 
 
       20        30        40        50        60        70         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       80                                          
2MEPSP AS                                          
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (49-80:90-119) 
 
       20        30        40        50        60        70         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       80                                          
2MEPSP AS                                          
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (49-80:90-119) 
 
       20        30        40        50        60        70         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
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gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       80                                          
2MEPSP AS                                          
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (49-80:90-119) 
 
       20        30        40        50        60        70         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       80                                          
2MEPSP AS                                          
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (49-80:90-119) 
 
       20        30        40        50        60        70         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       80                                          
2MEPSP AS                                          
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (49-71:90-112) 
 
       20        30        40        50        60        70         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
       80                                        
2MEPSP AS                                        
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (49-80:90-119) 
 
       20        30        40        50        60        70         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
       80                                          
2MEPSP AS                                          
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
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       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (49-80:90-119) 
 
       20        30        40        50        60        70         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       80                                          
2MEPSP AS                                          
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (49-80:90-119) 
 
       20        30        40        50        60        70         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       80                                          
2MEPSP AS                                          
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.0 E():   59 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (34-42:25-33) 
 
            10        20        30        40        50        60    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
            70        80                                            
2MEPSP VVALFADGPTAIRDVAS                                            
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (34-42:31-39) 
 
            10        20        30        40        50        60    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
            70        80                                            
2MEPSP VVALFADGPTAIRDVAS                                            
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (34-42:31-39) 
 
            10        20        30        40        50        60    
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2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
            70        80                                            
2MEPSP VVALFADGPTAIRDVAS                                            
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (34-42:32-40) 
 
            10        20        30        40        50        60    
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
            70        80                                            
2MEPSP VVALFADGPTAIRDVAS                                            
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (42-57:43-58) 
 
              20        30        40        50        60        70  
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
              80                                                    
2MEPSP PTAIRDVAS                                                    
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.3  bits: 18.7 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (5-35:98-127) 
 
                                         10        20        30     
2MEPSP                           CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
           40        50        60        70        80               
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS               
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.3  bits: 18.7 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (5-35:99-128) 
 
                                         10        20        30     
2MEPSP                           CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
           40        50        60        70        80               
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS               
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       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (58-74:8-26) 
 
        30        40        50        60          70        80      
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVAS      
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (58-74:8-26) 
 
        30        40        50        60          70        80      
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVAS      
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.1  bits: 18.3 E():   62 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (43-76:110-145) 
 
             20        30        40        50          60           
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
        70        80                            
2MEPSP FADGPTAIRDVAS                            
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (9-34:175-201) 
 
                                     10         20        30        
2MEPSP                       CGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
        40        50        60        70        80                  
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS                  
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (9-34:175-201) 
 
                                     10         20        30        
2MEPSP                       CGTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
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        40        50        60        70        80                  
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS                  
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (54-72:2-20) 
 
            30        40        50        60        70        80    
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS    
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 69.6  bits: 14.2 E():   66 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (29-35:2-8) 
 
               10        20        30        40        50        60 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                   ..:. ::                          
gi|250                            PTITIGGPEYR                       
                                          10                        
 
               70        80 
2MEPSP TLAVVALFADGPTAIRDVAS 
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.5  bits: 19.4 E():   67 
Smith-Waterman score: 46; 17.1% identity (61.0% similar) in 41 aa overlap (38-78:269-309) 
 
        10        20        30        40        50        60        
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
        70        80                                                
2MEPSP FADGPTAIRDVAS                                                
       ..: :.   ..                                                  
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.3  bits: 19.4 E():   69 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (20-76:143-189) 
 
                          10        20        30        40          
2MEPSP            CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
      50        60        70        80                              
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVAS                              
       ..  .: :: .. . .    :::.: :                                  
gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 20.3% identity (55.4% similar) in 74 aa overlap (8-71:36-107) 
 
                                      10        20        30        
2MEPSP                        CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
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                                     :. . .:..:  :.  :  . : .  :  . 
gi|604 FDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDGETK 
          10        20        30        40        50        60      
 
        40         50                 60        70        80        
2MEPSP EPFGRKHLKAID-VNMN---------KMPDVAMTLAVVALFADGPTAIRDVAS        
         :  ......: .:..          .::.:  ... . ..::                 
gi|604 --FVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISYHGK 
            70        80        90       100       110       120    
 
gi|604 GDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
           130       140       150      
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.2  bits: 15.6 E():   70 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (45-75:2-30) 
 
           20        30        40        50         60        70    
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPT 
                                     .::. : : .. :     ..  :  .:::: 
gi|122                              MVKAVTVLNSSEGP---HGIVYFAQEGDGPT 
                                            10           20         
 
            80 
2MEPSP AIRDVAS 
       ..      
gi|122 TV      
       30      
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.3 E():   70 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (11-72:129-196) 
 
                                   10        20             30      
2MEPSP                     CGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|144 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
      100       110       120       130       140       150         
 
          40        50        60         70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVAS 
         . .... : : . :.. . . .. : :. :  :  :         
gi|144 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL     
      160       170       180       190       200     
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.1  bits: 19.7 E():   70 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (27-44:288-305) 
 
                   10        20        30        40        50       
2MEPSP     CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
         60        70        80                                     
2MEPSP DVAMTLAVVALFADGPTAIRDVAS                                     
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (49-80:90-119) 
 
       20        30        40        50        60        70         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
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       80                                          
2MEPSP AS                                          
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (49-71:90-112) 
 
       20        30        40        50        60        70         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
       80                                        
2MEPSP AS                                        
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.3 E():   72 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (11-72:133-200) 
 
                                   10        20             30      
2MEPSP                     CGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|622 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
            110       120       130       140       150       160   
 
          40        50        60         70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVAS 
         . .... : : . :.. . . .. : :. :  :  :         
gi|622 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL     
            170       180       190       200         
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 18.7 E():   73 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (7-35:204-231) 
 
                                       10        20         30      
2MEPSP                         CGTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|386 VEKGSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
           180       190       200       210         220       230  
 
          40        50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
                                                     
gi|386 FTVRYTTEGGTKVEAEDVIPEGWKADTAYESK              
             240       250       260                 
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (5-19:53-67) 
 
                                         10        20        30     
2MEPSP                           CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
           40        50        60        70        80               
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS               
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (42-56:152-166) 
 
              20        30        40        50        60        70  
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
              80                     
2MEPSP PTAIRDVAS                     
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (42-56:152-166) 
 
              20        30        40        50        60        70  
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
              80                     
2MEPSP PTAIRDVAS                     
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (9-36:27-54) 
 
                                 10        20        30        40   
2MEPSP                   CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS                       
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (9-36:27-54) 
 
                                 10        20        30        40   
2MEPSP                   CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS                       
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (45-71:44-71) 
 
           20        30        40        50         60        70    
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
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            20        30        40        50        60        70    
 
            80                                                      
2MEPSP AIRDVAS                                                      
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (18-71:22-71) 
 
                   10        20        30        40        50       
2MEPSP     CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            . .: ..  . :: . .     . ....:::    :..  
gi|238 MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF- 
               10        20        30        40        50           
 
         60        70        80                                     
2MEPSP DVAMTLAVVALFADGPTAIRDVAS                                     
       ::  ::: ..::  :                                              
gi|238 DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 19.4 E():   88 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (31-44:292-305) 
 
               10        20        30        40        50        60 
2MEPSP CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
               70        80                                         
2MEPSP TLAVVALFADGPTAIRDVAS                                         
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.4  bits: 17.7 E():   88 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (10-29:39-63) 
 
                                    10        20             30     
2MEPSP                      CGTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
           40        50        60        70        80               
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS               
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.3  bits: 19.4 E():   88 
Smith-Waterman score: 46; 17.1% identity (61.0% similar) in 41 aa overlap (38-78:399-439) 
 
        10        20        30        40        50        60        
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
        70        80                                                
2MEPSP FADGPTAIRDVAS                                                
       ..: :.   ..                                                  
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
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>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (33-57:129-153) 
 
             10        20        30        40        50        60   
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
             70        80                                           
2MEPSP AVVALFADGPTAIRDVAS                                           
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.3 E():   89 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (48-75:36-63) 
 
        20        30        40        50        60        70        
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
        80                                                          
2MEPSP VAS                                                          
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.3 E():   91 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (2-20:6-24) 
 
                   10        20        30        40        50       
2MEPSP     CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
            :  .:. . :: : :. .:                                     
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 66.8  bits: 19.0 E():   93 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (20-55:59-97) 
 
                          10        20        30           40       
2MEPSP            CGTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
         50        60        70        80                           
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS                           
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.7  bits: 17.3 E():   96 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (55-80:94-121) 
 
           30        40        50          60        70        80   
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVAS   
                                     .: ..   .. ::. .  .: : :..::   
gi|132 LYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLASSL 
            70        80        90       100       110       120    
 
gi|132 PGQTKILAKVFYGEN 
           130         
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>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 19.1 E():   97 
Smith-Waterman score: 45; 33.3% identity (76.2% similar) in 21 aa overlap (46-66:293-313) 
 
          20        30        40        50        60        70      
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 
                                     ...:. .:   :..: .::.:          
gi|458 HIKKSKAAKDGKAKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGMHFAVAAGNDNADACN 
            270       280       290       300       310       320   
 
          80                                                        
2MEPSP RDVAS                                                        
                                                                    
gi|458 YSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGTSMA 
            330       340       350       360       370       380   
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 44; 33.3% identity (62.5% similar) in 24 aa overlap (50-73:184-207) 
 
      20        30        40        50        60        70          
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. :..:: .  :  :.: . : :       
gi|810 DVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITISNNHF 
           160       170       180       190       200       210    
 
      80                                                            
2MEPSP S                                                            
                                                                    
gi|810 FNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNYDQWNIYA 
           220       230       240       250       260       270    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:57 2011 done: Tue Apr 19 10:57:57 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 277  - 356 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     2     2:* 
  32    10     8:=*= 
  34    14    22:==== * 
  36    41    44:==========* 
  38    90    73:==================*==== 
  40    76   102:===================      * 
  42   113   125:=============================  * 
  44   184   138:==================================*=========== 
  46   138   140:==================================* 
  48   146   134:=================================*=== 
  50   117   122:==============================* 
  52   120   108:==========================*=== 
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  54    92    92:======================* 
  56    55    77:==============     * 
  58    52    63:=============  * 
  60    42    51:=========== * 
  62    29    41:========  * 
  64    38    33:========*= 
  66     9    26:===   * 
  68    22    20:====*= 
  70    28    16:===*=== 
  72     3    12:= * 
  74    13    10:==*= 
  76     8     8:=* 
  78     2     6:=* 
  80     5     5:=* 
  82     2     3:* 
  84     5     3:*= 
  86     6     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     5     1:*= 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96    16     1:*===      :*=============== 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.43440.00305; mu= 8.4865 0.158 
 mean_var=34.8192 9.360, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.217353 
 Kolmogorov-Smirnov  statistic: 0.0233 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.5    0.76 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.6     1.5 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   59 23.3     1.9 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 22.9       2 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.2 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.2 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.2 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.2 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.2 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.2 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.2 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.2 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 22.9     2.2 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.2 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.2 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.2 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.2 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.2 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.6     3.6 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 23.6     4.1 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 22.0     4.3 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   55 22.0     4.5 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.6     4.7 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.3     5.1 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.4     6.3 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.4     6.3 
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gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.4     6.9 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   57 22.7     6.9 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   54 21.7     7.9 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   54 21.7       8 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.7     8.9 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.7       9 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.7       9 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.7     9.3 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.7     9.3 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.4      11 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.4      11 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.4      13 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   50 20.4      14 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.8      17 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.8      17 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   55 22.1      18 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   55 22.1      18 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 20.8      20 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.8      21 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 20.8      21 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.5      26 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.2      28 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.5      28 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.2      28 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.2      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.2      32 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.2      32 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.5      32 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 20.8      32 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 20.8      32 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 20.8      32 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 20.8      33 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.8      34 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.5      35 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.2      35 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 19.8      36 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.5      36 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.5      37 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   45 18.9      39 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.6      39 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.2      40 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.2      47 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.6      49 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.9      49 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.9      50 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.2      52 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.2      52 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 19.9      54 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.5      58 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.9      59 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.2      60 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.2      60 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.2      60 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.2      60 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.2      60 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.2      60 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.2      60 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.2      60 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.2      60 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.2      60 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.2      60 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.9      60 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.3      62 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.9      63 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.2      63 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.9      64 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.9      64 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.9      65 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.6      65 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.9      65 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.9      65 
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gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.6      65 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.2      66 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 18.9      68 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 18.9      68 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.2      68 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.6      68 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.9      69 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   42 17.9      72 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      74 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.9      75 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.9      75 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.2      75 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      76 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.9      77 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.6      77 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.6      77 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.6      78 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.6      78 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      78 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      78 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.6      80 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.6      80 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   46 19.2      86 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.6      92 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.3      92 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   40 17.3      94 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.3      95 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.2      96 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   40 17.3      99 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 104.6  bits: 24.5 E(): 0.76 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (32-74:59-96) 
 
              10        20        30        40        50        60  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              70        80                                          
2MEPSP AVVALFADGPTAIRDVASW                                          
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 99.5  bits: 23.6 E():  1.5 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (32-74:59-96) 
 
              10        20        30        40        50        60  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              70        80                                          
2MEPSP AVVALFADGPTAIRDVASW                                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  59  Z-score: 97.6  bits: 23.3 E():  1.9 
Smith-Waterman score: 59; 27.8% identity (55.6% similar) in 72 aa overlap (2-73:30-94) 
 
                                           10        20        30   
2MEPSP                             GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
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             40        50        60        70        80             
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW             
       :  .  :  ....:::       . :.. .::.  :  :::                    
gi|169 GETK--FILHKVEAID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIG 
                 70             80        90       100       110    
 
gi|169 KLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
           120       130       140       150        
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 96.9  bits: 22.9 E():    2 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (31-54:85-109) 
 
               10        20        30         40        50          
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
      60        70        80   
2MEPSP TLAVVALFADGPTAIRDVASW   
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.2  bits: 22.9 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (32-74:59-96) 
 
              10        20        30        40        50        60  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              70        80                                          
2MEPSP AVVALFADGPTAIRDVASW                                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.2  bits: 22.9 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (32-74:59-96) 
 
              10        20        30        40        50        60  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              70        80                                          
2MEPSP AVVALFADGPTAIRDVASW                                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.2  bits: 22.9 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (32-74:59-96) 
 
              10        20        30        40        50        60  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              70        80                                          
2MEPSP AVVALFADGPTAIRDVASW                                          
       . ...  :: .::                                                
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gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.2  bits: 22.9 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (32-74:59-96) 
 
              10        20        30        40        50        60  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              70        80                                          
2MEPSP AVVALFADGPTAIRDVASW                                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.2  bits: 22.9 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (32-74:59-96) 
 
              10        20        30        40        50        60  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              70        80                                          
2MEPSP AVVALFADGPTAIRDVASW                                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.2  bits: 22.9 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (32-74:59-96) 
 
              10        20        30        40        50        60  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              70        80                                          
2MEPSP AVVALFADGPTAIRDVASW                                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.2  bits: 22.9 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (32-74:59-96) 
 
              10        20        30        40        50        60  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              70        80                                          
2MEPSP AVVALFADGPTAIRDVASW                                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.2  bits: 22.9 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (32-74:59-96) 
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              10        20        30        40        50        60  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              70        80                                          
2MEPSP AVVALFADGPTAIRDVASW                                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.2  bits: 22.9 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (32-74:59-96) 
 
              10        20        30        40        50        60  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              70        80                                          
2MEPSP AVVALFADGPTAIRDVASW                                          
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.2  bits: 22.9 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (32-74:59-96) 
 
              10        20        30        40        50        60  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              70        80                                          
2MEPSP AVVALFADGPTAIRDVASW                                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.2  bits: 22.9 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (32-74:59-96) 
 
              10        20        30        40        50        60  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              70        80                                          
2MEPSP AVVALFADGPTAIRDVASW                                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.2  bits: 22.9 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (32-74:59-96) 
 
              10        20        30        40        50        60  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              70        80                                          
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2MEPSP AVVALFADGPTAIRDVASW                                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.2  bits: 22.9 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (32-74:59-96) 
 
              10        20        30        40        50        60  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              70        80                                          
2MEPSP AVVALFADGPTAIRDVASW                                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.2  bits: 22.9 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (32-74:59-96) 
 
              10        20        30        40        50        60  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              70        80                                          
2MEPSP AVVALFADGPTAIRDVASW                                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 92.5  bits: 23.6 E():  3.6 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (37-80:269-312) 
 
         10        20        30        40        50        60       
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
         70        80                                               
2MEPSP FADGPTAIRDVASW                                               
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 91.5  bits: 23.6 E():  4.1 
Smith-Waterman score: 60; 23.4% identity (64.1% similar) in 64 aa overlap (6-66:306-369) 
 
                                         10        20        30     
2MEPSP                          GTTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
             40        50        60        70        80             
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW             
        :  . . .:  .:. ...:.. .:. .. .: .                           
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
gi|144 VGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
         400       410       420       430       440      
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>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 91.1  bits: 22.0 E():  4.3 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (32-74:59-96) 
 
              10        20        30        40        50        60  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              70        80                                          
2MEPSP AVVALFADGPTAIRDVASW                                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 90.8  bits: 22.0 E():  4.5 
Smith-Waterman score: 55; 26.4% identity (55.6% similar) in 72 aa overlap (2-73:30-94) 
 
                                           10        20        30   
2MEPSP                             GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW             
       :  .  :  .....::       . :.. .::.  :  :::                    
gi|374 GETK--FILHKVESID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIG 
                 70             80        90       100       110    
 
gi|374 KLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
           120       130       140       150        
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 90.3  bits: 23.6 E():  4.7 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (37-80:399-442) 
 
         10        20        30        40        50        60       
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
         70        80                                               
2MEPSP FADGPTAIRDVASW                                               
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  59  Z-score: 89.8  bits: 23.3 E():  5.1 
Smith-Waterman score: 59; 22.4% identity (65.5% similar) in 58 aa overlap (11-66:312-369) 
 
                                   10        20        30           
2MEPSP                     GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
       40        50        60        70        80                   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW                   
       . .:  .:. ...:.. .:. .. .: .                                 
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.1  bits: 21.4 E():  6.3 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (32-74:59-103) 
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              10        20        30        40        50            
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
      60        70        80                                    
2MEPSP TLAVVALFADGPTAIRDVASW                                    
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.1  bits: 21.4 E():  6.3 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (32-74:59-103) 
 
              10        20        30        40        50            
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
      60        70        80                                    
2MEPSP TLAVVALFADGPTAIRDVASW                                    
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 87.5  bits: 22.4 E():  6.9 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (31-77:168-211) 
 
               10        20        30           40        50        
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
        60        70        80                                      
2MEPSP AMTLAVVALFADGPTAIRDVASW                                      
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.4  bits: 22.7 E():  6.9 
Smith-Waterman score: 57; 20.0% identity (57.3% similar) in 75 aa overlap (1-74:126-200) 
 
                                             10        20           
2MEPSP                               GTTSLQGDVKFAEVLEMMGAKVTWTETS-V 
                                     : . .  ::....  ...  .    ::. . 
gi|513 SLGSNFKHGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGI 
         100       110       120       130       140       150      
 
      30        40        50        60        70        80          
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW          
        .   :.: . .: : ..:...: . .  ..:.:  . :  :  .                
gi|513 FAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDLVNSFSANVKKIYDLGA 
         160       170       180       190       200       210      
 
gi|513 RTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNHKLKEIVAQLRKDLPLA 
         220       230       240       250       260       270      
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 86.3  bits: 21.7 E():  7.9 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (3-68:93-163) 
 
                                           10           20          
2MEPSP                             GTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
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gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
        30        40         50        60        70        80       
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW       
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|289 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
gi|289 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 86.2  bits: 21.7 E():    8 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (3-68:96-166) 
 
                                           10           20          
2MEPSP                             GTTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
        30        40         50        60        70        80       
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW       
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|424 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
gi|424 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          190       200       210       220       230  
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.4  bits: 22.7 E():  8.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (40-56:399-415) 
 
      10        20        30        40        50        60          
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
      70        80                                                  
2MEPSP GPTAIRDVASW                                                  
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.4  bits: 22.7 E():    9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (40-56:402-418) 
 
      10        20        30        40        50        60          
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
      70        80                                                  
2MEPSP GPTAIRDVASW                                                  
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.3  bits: 22.7 E():    9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (40-56:403-419) 
 
      10        20        30        40        50        60          
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
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            380       390       400       410       420       430   
 
      70        80                                                  
2MEPSP GPTAIRDVASW                                                  
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (40-56:422-438) 
 
      10        20        30        40        50        60          
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
      70        80                                                  
2MEPSP GPTAIRDVASW                                                  
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (40-56:422-438) 
 
      10        20        30        40        50        60          
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
      70        80                                                  
2MEPSP GPTAIRDVASW                                                  
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 84.1  bits: 20.4 E():   11 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (30-68:20-59) 
 
               10        20        30         40         50         
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVA 
                                    .. : ::  : .:.: . .. .: . . ::  
gi|301           NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVI 
                         10        20        30        40           
 
       60        70        80                                       
2MEPSP MTLAVVALFADGPTAIRDVASW                                       
         : :  : :                                                   
gi|301 AILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVD 
      50        60        70        80        90       100          
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.8  bits: 22.4 E():   11 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (48-80:407-439) 
 
        20        30        40        50        60        70        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
        80                                                          
2MEPSP ASW                                                          
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
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>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.6  bits: 20.4 E():   13 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (32-74:59-96) 
 
              10        20        30        40        50        60  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
              70        80                                          
2MEPSP AVVALFADGPTAIRDVASW                                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 82.0  bits: 20.4 E():   14 
Smith-Waterman score: 50; 23.1% identity (63.5% similar) in 52 aa overlap (1-51:38-88) 
 
                                             10        20        30 
2MEPSP                               GTTSLQGDVKFAEVLEMMGAKVTWTETSVT 
                                     :  ...:. ..:..:. ::..:  .:...  
gi|261 DESKSASSGKRVLEQSVHELEEVFKKFDANGDGKISGS-ELADILRSMGSEVDEAEVKAM 
        10        20        30        40         50        60       
 
               40         50        60        70        80          
2MEPSP VTGPPREPFGRKHLKA-IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW          
       .     .  :   :.  .:.:.                                       
gi|261 MEEADTDGDGYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEP 
         70        80        90       100       110       120       
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 80.6  bits: 21.8 E():   17 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (33-68:390-426) 
 
             10        20        30         40         50        60 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
               70        80                                         
2MEPSP LAVVALFADGPTAIRDVASW                                         
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.2  bits: 19.8 E():   17 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (15-41:9-37) 
 
               10        20        30          40        50         
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNKMPDVA 
                     : ...: ..:: ..  ...: : : : :.                  
gi|153       MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVKGEEK 
                     10        20        30        40        50     
 
       60        70        80                                       
2MEPSP MTLAVVALFADGPTAIRDVASW                                       
                                                                    
gi|153 EPSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITTTLPP 
           60        70        80        90       100       110     
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 79.8  bits: 22.1 E():   18 
Smith-Waterman score: 55; 26.4% identity (52.8% similar) in 72 aa overlap (18-80:58-128) 
 
                            10        20        30                  
2MEPSP              GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---------REP 
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                                     .:  .:  .::.: : ::         .:  
gi|283 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
       40        50        60        70        80                   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW                   
        .: . . ..::..:  . :. :  .  ::.   ..  .: :                   
gi|283 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|283 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 79.8  bits: 22.1 E():   18 
Smith-Waterman score: 55; 26.4% identity (52.8% similar) in 72 aa overlap (18-80:58-128) 
 
                            10        20        30                  
2MEPSP              GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|289 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
       40        50        60        70        80                   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW                   
        .: . . ..::..:  . :. :  .  ::.   ..  .: :                   
gi|289 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|289 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 79.1  bits: 20.8 E():   20 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (7-55:228-277) 
 
                                       10        20        30       
2MEPSP                         GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
         40         50        60        70        80   
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASW   
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (18-36:1-18) 
 
               10        20        30        40        50        60 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                        ::.  :... :..:  :::                         
gi|444                  MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTA 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP LAVVALFADGPTAIRDVASW                                         
                                                                    
gi|444 EIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYE 
             50        60        70        80        90       100   
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 78.6  bits: 20.8 E():   21 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (7-55:247-296) 
 
                                       10        20        30       
2MEPSP                         GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
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gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
         40         50        60        70        80   
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASW   
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (26-77:7-57) 
 
               10        20        30        40        50        60 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                :: .: . :: . : :  : . ..  .  : .  . 
gi|132                    MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKS 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP LAVVALFADGPTAIRDVASW                                         
       . ..     :: .:. .                                            
gi|132 IEIIEG-NGGPGTIKKICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKIN 
               50        60        70        80        90       100 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.5  bits: 20.2 E():   28 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (30-63:170-204) 
 
                10        20        30         40         50        
2MEPSP  GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
        60        70        80                                      
2MEPSP AMTLAVVALFADGPTAIRDVASW                                      
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.5  bits: 19.5 E():   28 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (49-70:68-88) 
 
       20        30        40        50        60        70         
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
       80                                                           
2MEPSP SW                                                           
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 76.3  bits: 20.2 E():   28 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (2-54:114-161) 
 
                                            10        20        30  
2MEPSP                              GTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
              40        50        60        70        80            
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW            
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
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            150           160       170       180       190         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (3-18:135-150) 
 
                                           10        20        30   
2MEPSP                             GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
             40        50        60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (18-36:1-18) 
 
               10        20        30        40        50        60 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                        ::.  :... :..:  :::                         
gi|444                  MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGA 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP LAVVALFADGPTAIRDVASW                                         
                                                                    
gi|444 EIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYE 
             50        60        70        80        90       100   
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (18-36:1-18) 
 
               10        20        30        40        50        60 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                        ::.  :... :..:  :::                         
gi|444                  MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSA 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP LAVVALFADGPTAIRDVASW                                         
                                                                    
gi|444 EIVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYE 
             50        60        70        80        90       100   
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.4  bits: 20.5 E():   32 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (30-68:291-330) 
 
                10        20        30         40         50        
2MEPSP  GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
        60        70        80                                      
2MEPSP AMTLAVVALFADGPTAIRDVASW                                      
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (16-73:210-271) 
 
                              10        20              30          
2MEPSP                GTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
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     180       190       200       210       220       230          
 
      40        50        60           70        80                 
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASW                 
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
          300       310       320       330       340       350     
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (16-73:210-271) 
 
                              10        20              30          
2MEPSP                GTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
      40        50        60           70        80                 
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASW                 
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (16-73:210-271) 
 
                              10        20              30          
2MEPSP                GTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
      40        50        60           70        80                 
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASW                 
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (16-73:218-279) 
 
                              10        20              30          
2MEPSP                GTTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
 
      40        50        60           70        80                 
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASW                 
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
 
gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.8  bits: 20.8 E():   34 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (40-56:430-446) 
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      10        20        30        40        50        60          
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
      70        80                                                  
2MEPSP GPTAIRDVASW                                                  
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.6  bits: 19.5 E():   35 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (49-70:116-136) 
 
       20        30        40        50        60        70         
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
       80                                                           
2MEPSP SW                                                           
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 19.2 E():   35 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (9-35:4-30) 
 
               10        20        30        40        50        60 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
               .::: :: ...: :  . .:.   . :                          
gi|727      MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGD 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP LAVVALFADGPTAIRDVASW                                         
                                                                    
gi|727 SESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGG 
          60        70        80        90       100       110      
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (8-33:175-201) 
 
                                      10         20        30       
2MEPSP                        GTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
         40        50        60        70        80                 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW                 
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.5  bits: 20.5 E():   36 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (30-68:6-45) 
 
               10        20        30         40         50         
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVA 
                                    .. : ::  : .:.: . .. .: . . ::  
gi|223                         INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVI 
                                       10        20         30      
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       60        70        80                                       
2MEPSP MTLAVVALFADGPTAIRDVASW                                       
         : :  : :                                                   
gi|223 AILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDV 
          40        50        60        70        80        90      
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.1  bits: 18.5 E():   37 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (34-66:38-75) 
 
            10        20        30        40             50         
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
       60        70        80                                 
2MEPSP MTLAVVALFADGPTAIRDVASW                                 
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 45; 28.1% identity (53.1% similar) in 32 aa overlap (2-33:99-130) 
 
                                            10        20        30  
2MEPSP                              GTTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     .: .  : :  .:..  :    :...: :  
gi|583 YGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTS 
       70        80        90       100       110       120         
 
              40        50        60        70        80 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
        :                                                
gi|583 GGYNNCCDKKFTETRGSTPANEVYKKCPGMP                   
      130       140       150                            
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.7  bits: 17.6 E():   39 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (51-74:1-24) 
 
               30        40        50        60        70        80 
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.6  bits: 19.2 E():   40 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (45-79:72-112) 
 
           20        30        40        50              60         
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
       70        80                                                 
2MEPSP DGPTAIRDVASW                                                 
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.2 E():   47 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (30-43:15-28) 
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               10        20        30        40        50        60 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                    : . :::.:   ::                  
gi|169                QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDH 
                              10        20        30        40      
 
               70        80                                         
2MEPSP LAVVALFADGPTAIRDVASW                                         
                                                                    
gi|169 PPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSLT 
          50        60        70        80        90       100      
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.1  bits: 17.6 E():   49 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (44-73:41-70) 
 
            20        30        40        50        60        70    
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
            80     
2MEPSP IRDVASW     
                   
gi|453 CSPKWLQLLVP 
               80  
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.0  bits: 19.9 E():   49 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (30-68:291-330) 
 
                10        20        30         40         50        
2MEPSP  GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
        60        70        80                                      
2MEPSP AMTLAVVALFADGPTAIRDVASW                                      
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.8  bits: 18.9 E():   50 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (41-56:152-167) 
 
               20        30        40        50        60        70 
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
               80                  
2MEPSP PTAIRDVASW                  
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (17-40:7-30) 
 
               10        20        30        40        50        60 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                       ...  :. . .:..  :::. : :                     
gi|109           MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYG 
                         10        20        30        40        50 
 
               70        80                                         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8971

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP LAVVALFADGPTAIRDVASW                                         
                                                                    
gi|109 APKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKP 
               60        70        80        90       100       110 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (17-40:7-30) 
 
               10        20        30        40        50        60 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                       ...  :. . .:..  :::. : :                     
gi|811           MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYG 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP LAVVALFADGPTAIRDVASW                                         
                                                                    
gi|811 KPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKP 
               60        70        80        90       100       110 
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.2  bits: 19.9 E():   54 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (15-54:312-353) 
 
                               10        20        30          40   
2MEPSP                 GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
             50        60        70        80                       
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW                       
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.7  bits: 19.5 E():   58 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (62-80:15-35) 
 
              40        50        60        70          80          
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASW          
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.6  bits: 18.9 E():   59 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (25-57:43-76) 
 
                     10        20        30         40        50    
2MEPSP       GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
            60        70        80                                  
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASW                                  
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (48-79:89-118) 
 
        20        30        40        50        60        70        
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2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
        80                                         
2MEPSP ASW                                         
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (48-79:90-119) 
 
        20        30        40        50        60        70        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        80                                         
2MEPSP ASW                                         
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (48-79:90-119) 
 
        20        30        40        50        60        70        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        80                                         
2MEPSP ASW                                         
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (48-79:90-119) 
 
        20        30        40        50        60        70        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        80                                         
2MEPSP ASW                                         
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (48-79:90-119) 
 
        20        30        40        50        60        70        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        80                                         
2MEPSP ASW                                         
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       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (48-79:90-119) 
 
        20        30        40        50        60        70        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        80                                         
2MEPSP ASW                                         
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (48-79:90-119) 
 
        20        30        40        50        60        70        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
        80                                         
2MEPSP ASW                                         
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (48-79:90-119) 
 
        20        30        40        50        60        70        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        80                                         
2MEPSP ASW                                         
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (48-79:90-119) 
 
        20        30        40        50        60        70        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        80                                         
2MEPSP ASW                                         
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (48-79:90-119) 
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        20        30        40        50        60        70        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        80                                         
2MEPSP ASW                                         
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (48-70:90-112) 
 
        20        30        40        50        60        70        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
        80                                       
2MEPSP ASW                                       
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 18.9 E():   60 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (33-41:14-22) 
 
             10        20        30        40        50        60   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
             70        80                                           
2MEPSP VVALFADGPTAIRDVASW                                           
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 70.1  bits: 14.3 E():   62 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (28-34:2-8) 
 
               10        20        30        40        50        60 
2MEPSP GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                  ..:. ::                           
gi|250                           PTITIGGPEYR                        
                                         10                         
 
               70        80 
2MEPSP LAVVALFADGPTAIRDVASW 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (33-41:25-33) 
 
             10        20        30        40        50        60   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
             70        80                                           
2MEPSP VVALFADGPTAIRDVASW                                           
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gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (41-56:43-58) 
 
               20        30        40        50        60        70 
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
               80                                                   
2MEPSP PTAIRDVASW                                                   
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.9 E():   64 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (33-41:31-39) 
 
             10        20        30        40        50        60   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
             70        80                                           
2MEPSP VVALFADGPTAIRDVASW                                           
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.9 E():   64 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (33-41:31-39) 
 
             10        20        30        40        50        60   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
             70        80                                           
2MEPSP VVALFADGPTAIRDVASW                                           
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (33-41:32-40) 
 
             10        20        30        40        50        60   
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
             70        80                                           
2MEPSP VVALFADGPTAIRDVASW                                           
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 18.6 E():   65 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (4-34:98-127) 
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                                          10        20        30    
2MEPSP                            GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
            40        50        60        70        80              
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW              
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (57-73:8-26) 
 
         30        40        50        60          70        80     
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASW     
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (57-73:8-26) 
 
         30        40        50        60          70        80     
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASW     
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 18.6 E():   65 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (4-34:99-128) 
 
                                          10        20        30    
2MEPSP                            GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
            40        50        60        70        80              
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW              
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.6  bits: 18.2 E():   66 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (42-75:110-145) 
 
              20        30        40        50             60       
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
         70        80                           
2MEPSP FADGPTAIRDVASW                           
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
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 initn:  39 init1:  39 opt:  45  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (8-33:175-201) 
 
                                      10         20        30       
2MEPSP                        GTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
         40        50        60        70        80                 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW                 
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (8-33:175-201) 
 
                                      10         20        30       
2MEPSP                        GTTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
         40        50        60        70        80                 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW                 
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 19.2 E():   68 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (49-80:269-300) 
 
       20        30        40        50        60        70         
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
       80                                                           
2MEPSP SW                                                           
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.4  bits: 15.6 E():   68 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (44-74:2-30) 
 
            20        30        40         50        60        70   
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPT 
                                     .::. : : .. :     ..  :  .:::: 
gi|122                              MVKAVTVLNSSEGP---HGIVYFAQEGDGPT 
                                            10           20         
 
             80 
2MEPSP AIRDVASW 
       ..       
gi|122 TV       
       30       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (53-71:2-20) 
 
             30        40        50        60        70        80   
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW   
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
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                                            10        20        30  
 
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.9  bits: 17.9 E():   72 
Smith-Waterman score: 42; 20.3% identity (55.4% similar) in 74 aa overlap (7-70:36-107) 
 
                                       10        20        30       
2MEPSP                         GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. . .:..:  :.  :  . : .  :  . 
gi|604 FDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDGETK 
          10        20        30        40        50        60      
 
         40         50                 60        70        80       
2MEPSP EPFGRKHLKAID-VNMN---------KMPDVAMTLAVVALFADGPTAIRDVASW       
         :  ......: .:..          .::.:  ... . ..::                 
gi|604 --FVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISYHGK 
            70        80        90       100       110       120    
 
gi|604 GDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
           130       140       150      
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (10-71:129-196) 
 
                                    10        20             30     
2MEPSP                      GTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|144 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
      100       110       120       130       140       150         
 
           40        50        60         70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASW 
         . .... : : . :.. . . .. : :. :  :  :          
gi|144 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL      
      160       170       180       190       200      
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (48-79:90-119) 
 
        20        30        40        50        60        70        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
        80                                         
2MEPSP ASW                                         
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (48-70:90-112) 
 
        20        30        40        50        60        70        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
        80                                       
2MEPSP ASW                                       
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
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>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (19-75:143-189) 
 
                           10        20        30        40         
2MEPSP             GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
       50        60        70        80                             
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASW                             
       ..  .: :: .. . .    :::.: :                                  
gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (10-71:133-200) 
 
                                    10        20             30     
2MEPSP                      GTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|622 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
            110       120       130       140       150       160   
 
           40        50        60         70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASW 
         . .... : : . :.. . . .. : :. :  :  :          
gi|622 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL      
            170       180       190       200          
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (4-18:53-67) 
 
                                          10        20        30    
2MEPSP                            GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
            40        50        60        70        80              
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW              
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.3  bits: 17.6 E():   77 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (17-70:22-71) 
 
                    10        20        30        40        50      
2MEPSP      GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            . .: ..  . :: . .     . ....:::    :..  
gi|238 MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF- 
               10        20        30        40        50           
 
          60        70        80                                    
2MEPSP DVAMTLAVVALFADGPTAIRDVASW                                    
       ::  ::: ..::  :                                              
gi|238 DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.3  bits: 17.6 E():   77 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (44-70:44-71) 
 
            20        30        40        50         60        70   
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
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                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
             80                                                     
2MEPSP AIRDVASW                                                     
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 19.6 E():   78 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (26-43:288-305) 
 
                    10        20        30        40        50      
2MEPSP      GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
          60        70        80                                    
2MEPSP DVAMTLAVVALFADGPTAIRDVASW                                    
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (6-34:204-231) 
 
                                        10        20         30     
2MEPSP                          GTTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|386 VEKGSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
           180       190       200       210         220       230  
 
           40        50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
                                                      
gi|386 FTVRYTTEGGTKVEAEDVIPEGWKADTAYESK               
             240       250       260                  
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.3 E():   78 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (41-55:152-166) 
 
               20        30        40        50        60        70 
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
               80                    
2MEPSP PTAIRDVASW                    
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.3 E():   78 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (41-55:152-166) 
 
               20        30        40        50        60        70 
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
               80                    
2MEPSP PTAIRDVASW                    
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gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (8-35:27-54) 
 
                                  10        20        30        40  
2MEPSP                    GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW                      
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (8-35:27-54) 
 
                                  10        20        30        40  
2MEPSP                    GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW                      
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (49-80:409-440) 
 
       20        30        40        50        60        70         
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|458 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      380       390       400       410       420       430         
 
       80                  
2MEPSP SW                  
       .:                  
gi|458 AWNGGGSSNYTDIVAQGGY 
      440       450        
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (9-28:39-63) 
 
                                     10        20             30    
2MEPSP                       GTTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
            40        50        60        70        80              
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW              
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.3 E():   92 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (47-74:36-63) 
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         20        30        40        50        60        70       
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
         80                                                         
2MEPSP VASW                                                         
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (1-19:6-24) 
 
                    10        20        30        40        50      
2MEPSP      GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
            :  .:. . :: : :. .:                                     
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.3 E():   95 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (32-56:129-153) 
 
              10        20        30        40        50        60  
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
              70        80                                          
2MEPSP AVVALFADGPTAIRDVASW                                          
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (30-43:292-305) 
 
                10        20        30        40        50          
2MEPSP  GTTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
      60        70        80                                        
2MEPSP TLAVVALFADGPTAIRDVASW                                        
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (54-79:94-121) 
 
            30        40        50          60        70        80  
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASW  
                                     .: ..   .. ::. .  .: : :..::   
gi|132 LYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLASSL 
            70        80        90       100       110       120    
 
gi|132 PGQTKILAKVFYGEN 
           130         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
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 Scomplib [35.04] 
 start: Tue Apr 19 10:57:58 2011 done: Tue Apr 19 10:57:58 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 278  - 357 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     2     2:* 
  32    10     8:=*= 
  34    15    22:==== * 
  36    39    44:==========* 
  38    91    73:==================*==== 
  40    74   102:===================      * 
  42   109   125:============================   * 
  44   186   138:==================================*============ 
  46   144   140:==================================*= 
  48   145   134:=================================*=== 
  50   115   122:============================= * 
  52   122   108:==========================*==== 
  54    90    92:======================* 
  56    56    77:==============     * 
  58    47    63:============   * 
  60    48    51:============* 
  62    29    41:========  * 
  64    38    33:========*= 
  66     8    26:==    * 
  68    22    20:====*= 
  70    26    16:===*=== 
  72     5    12:==* 
  74    12    10:==* 
  76    10     8:=*= 
  78     2     6:=* 
  80     5     5:=* 
  82     2     3:* 
  84     4     3:* 
  86     6     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     5     1:*= 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96    16     1:*===      :*=============== 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.45000.00307; mu= 8.3942 0.158 
 mean_var=34.5884 9.217, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
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 Lambda= 0.218077 
 Kolmogorov-Smirnov  statistic: 0.0239 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.5    0.74 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.6     1.4 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   59 23.3     1.8 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.0       2 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 23.0     2.2 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.6     3.5 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 23.7       4 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 22.0     4.2 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   55 22.0     4.4 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.7     4.7 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.3       5 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.4     6.2 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.4     6.2 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.4     6.7 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   54 21.7     7.8 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   54 21.7     7.9 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.7     8.8 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.7     8.8 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.7     8.9 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.7     9.2 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.7     9.2 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.5      10 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.4      11 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.5      13 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   54 21.8      13 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.8      16 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.8      17 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   55 22.1      18 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   55 22.1      18 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 20.8      20 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.8      20 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 20.8      21 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.5      25 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   47 19.5      26 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.2      27 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.5      27 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   49 20.2      28 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.2      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.2      31 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.2      31 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.5      31 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 20.8      32 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 20.8      32 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 20.8      32 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 20.8      32 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.8      34 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.5      35 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.2      35 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 19.9      35 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.5      35 
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gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.6      37 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   45 18.9      39 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.6      39 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.2      40 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.2      46 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.6      48 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.9      48 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.9      50 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.2      51 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.2      51 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 19.9      54 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.6      57 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.9      58 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.3      59 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.3      60 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.3      60 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.3      60 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.3      60 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.3      60 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.3      60 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.3      60 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.3      60 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.3      60 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.3      60 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.9      60 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.4      61 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.9      62 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      63 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.9      64 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.9      64 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.9      64 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.6      64 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.9      64 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.9      64 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.6      64 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.3      65 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.7      67 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 18.9      67 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 18.9      67 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.2      68 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.9      68 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   42 17.9      72 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      74 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.9      74 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.9      74 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.2      74 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      75 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 17.9      76 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.6      77 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.6      77 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      77 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      77 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.6      77 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.6      77 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.6      79 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.6      79 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   46 19.2      85 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.6      91 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.3      91 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.3      94 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.3      96 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   40 17.3      98 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 104.8  bits: 24.5 E(): 0.74 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (31-73:59-96) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
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       30        40        50        60        70             80    
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 99.7  bits: 23.6 E():  1.4 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (31-73:59-96) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  45 init1:  45 opt:  59  Z-score: 97.8  bits: 23.3 E():  1.8 
Smith-Waterman score: 59; 27.8% identity (55.6% similar) in 72 aa overlap (1-72:30-94) 
 
                                            10        20        30  
2MEPSP                              TTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|169 MGVFTFEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR            
       :  .  :  ....:::       . :.. .::.  :  :::                    
gi|169 GETK--FILHKVEAID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIG 
                 70             80        90       100       110    
 
gi|169 KLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
           120       130       140       150        
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 97.1  bits: 23.0 E():    2 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (30-53:85-109) 
 
                10        20        30         40        50         
2MEPSP  TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
       60        70        80  
2MEPSP TLAVVALFADGPTAIRDVASWR  
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (31-73:59-96) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
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       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (31-73:59-96) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (31-73:59-96) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (31-73:59-96) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (31-73:59-96) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (31-73:59-96) 
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               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (31-73:59-96) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (31-73:59-96) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (31-73:59-96) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (31-73:59-96) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
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               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (31-73:59-96) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (31-73:59-96) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (31-73:59-96) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (31-73:59-96) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
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 initn:  60 init1:  60 opt:  60  Z-score: 92.6  bits: 23.6 E():  3.5 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (36-79:269-312) 
 
          10        20        30        40        50        60      
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
          70        80                                              
2MEPSP FADGPTAIRDVASWR                                              
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 91.6  bits: 23.7 E():    4 
Smith-Waterman score: 60; 23.4% identity (64.1% similar) in 64 aa overlap (5-65:306-369) 
 
                                          10        20        30    
2MEPSP                           TTSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
              40        50        60        70        80            
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR            
        :  . . .:  .:. ...:.. .:. .. .: .                           
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
gi|144 VGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
         400       410       420       430       440      
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 91.2  bits: 22.0 E():  4.2 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (31-73:59-96) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 91.0  bits: 22.0 E():  4.4 
Smith-Waterman score: 55; 26.4% identity (55.6% similar) in 72 aa overlap (1-72:30-94) 
 
                                            10        20        30  
2MEPSP                              TTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                    : ..  ::: .:..:  :.  :  . ...   
gi|374 MGVFTFEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVED 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR            
       :  .  :  .....::       . :.. .::.  :  :::                    
gi|374 GETK--FILHKVESID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIG 
                 70             80        90       100       110    
 
gi|374 KLTLKYHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
           120       130       140       150        
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 90.5  bits: 23.7 E():  4.7 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 8991

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (36-79:399-442) 
 
          10        20        30        40        50        60      
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
          70        80                                              
2MEPSP FADGPTAIRDVASWR                                              
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  59  Z-score: 89.9  bits: 23.3 E():    5 
Smith-Waterman score: 59; 22.4% identity (65.5% similar) in 58 aa overlap (10-65:312-369) 
 
                                    10        20        30          
2MEPSP                      TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
        40        50        60        70        80                  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR                  
       . .:  .:. ...:.. .:. .. .: .                                 
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.2  bits: 21.4 E():  6.2 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (31-73:59-103) 
 
               10        20        30        40        50           
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
       60        70        80                                   
2MEPSP TLAVVALFADGPTAIRDVASWR                                   
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.2  bits: 21.4 E():  6.2 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (31-73:59-103) 
 
               10        20        30        40        50           
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
       60        70        80                                   
2MEPSP TLAVVALFADGPTAIRDVASWR                                   
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 87.6  bits: 22.4 E():  6.7 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (30-76:168-211) 
 
                10        20        30           40        50       
2MEPSP  TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
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         60        70        80                                     
2MEPSP AMTLAVVALFADGPTAIRDVASWR                                     
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 86.5  bits: 21.7 E():  7.8 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (2-67:93-163) 
 
                                            10           20         
2MEPSP                              TTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
         30        40         50        60        70        80      
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR      
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|289 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
gi|289 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 86.4  bits: 21.7 E():  7.9 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (2-67:96-166) 
 
                                            10           20         
2MEPSP                              TTSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
         30        40         50        60        70        80      
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR      
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|424 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
gi|424 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          190       200       210       220       230  
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.5  bits: 22.7 E():  8.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (39-55:399-415) 
 
       10        20        30        40        50        60         
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
       70        80                                                 
2MEPSP GPTAIRDVASWR                                                 
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.5  bits: 22.7 E():  8.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (39-55:402-418) 
 
       10        20        30        40        50        60         
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
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       70        80                                                 
2MEPSP GPTAIRDVASWR                                                 
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.4  bits: 22.7 E():  8.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (39-55:403-419) 
 
       10        20        30        40        50        60         
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
       70        80                                                 
2MEPSP GPTAIRDVASWR                                                 
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.2  bits: 22.7 E():  9.2 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (39-55:422-438) 
 
       10        20        30        40        50        60         
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
       70        80                                                 
2MEPSP GPTAIRDVASWR                                                 
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.2  bits: 22.7 E():  9.2 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (39-55:422-438) 
 
       10        20        30        40        50        60         
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
       70        80                                                 
2MEPSP GPTAIRDVASWR                                                 
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 84.3  bits: 20.5 E():   10 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (29-67:20-59) 
 
               10        20        30         40         50         
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAM 
                                   .. : ::  : .:.: . .. .: . . ::   
gi|301          NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIA 
                        10        20        30        40         50 
 
       60        70        80                                       
2MEPSP TLAVVALFADGPTAIRDVASWR                                       
        : :  : :                                                    
gi|301 ILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDV 
               60        70        80        90       100       110 
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
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 initn:  56 init1:  56 opt:  56  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (47-79:407-439) 
 
         20        30        40        50        60        70       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
         80                                                         
2MEPSP ASWR                                                         
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.7  bits: 20.5 E():   13 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (31-73:59-96) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 82.4  bits: 21.8 E():   13 
Smith-Waterman score: 54; 20.6% identity (58.8% similar) in 68 aa overlap (7-73:133-200) 
 
                                       10        20         30      
2MEPSP                         TTSLQGDVKFAEVLEMMGAKVTWTETS-VTVTGPPR 
                                     ::....  ...  .    ::. . .   :. 
gi|513 HGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPE 
            110       120       130       140       150       160   
 
          40        50        60        70        80                
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR                
       : . .: : ..:...: . .  ..:.:  . :  :  .                       
gi|513 EYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDLVNSFSANVKKIYDLGARTFWIHN 
            170       180       190       200       210       220   
 
gi|513 TGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNHKLKEIVAQLRKDLPLATFVHVDI 
            230       240       250       260       270       280   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (32-67:390-426) 
 
              10        20        30         40         50          
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
      60        70        80                                        
2MEPSP LAVVALFADGPTAIRDVASWR                                        
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (14-40:9-37) 
 
               10        20        30          40        50         
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2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNKMPDVAM 
                    : ...: ..:: ..  ...: : : : :.                   
gi|153      MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVKGEEKE 
                    10        20        30        40        50      
 
       60        70        80                                       
2MEPSP TLAVVALFADGPTAIRDVASWR                                       
                                                                    
gi|153 PSKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITTTLPPI 
          60        70        80        90       100       110      
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 79.8  bits: 22.1 E():   18 
Smith-Waterman score: 55; 26.4% identity (52.8% similar) in 72 aa overlap (17-79:58-128) 
 
                             10        20        30                 
2MEPSP               TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|283 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
        40        50        60        70        80                  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR                  
        .: . . ..::..:  . :. :  .  ::.   ..  .: :                   
gi|283 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|283 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 79.8  bits: 22.1 E():   18 
Smith-Waterman score: 55; 26.4% identity (52.8% similar) in 72 aa overlap (17-79:58-128) 
 
                             10        20        30                 
2MEPSP               TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|289 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
        40        50        60        70        80                  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR                  
        .: . . ..::..:  . :. :  .  ::.   ..  .: :                   
gi|289 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|289 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 79.2  bits: 20.8 E():   20 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (6-54:228-277) 
 
                                        10        20        30      
2MEPSP                          TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
          40         50        60        70        80  
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR  
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (17-35:1-18) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
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                       ::.  :... :..:  :::                          
gi|444                 MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAE 
                                10        20        30        40    
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
                                                                    
gi|444 IVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEI 
            50        60        70        80        90       100    
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 78.7  bits: 20.8 E():   21 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (6-54:247-296) 
 
                                        10        20        30      
2MEPSP                          TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
          40         50        60        70        80  
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR  
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (25-76:7-57) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                               :: .: . :: . : :  : . ..  .  : .  .. 
gi|132                   MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSI 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
        ..     :: .:. .                                             
gi|132 EIIEG-NGGPGTIKKICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINY 
              50        60        70        80        90       100  
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 47; 23.3% identity (62.8% similar) in 43 aa overlap (9-50:46-88) 
 
                                     10        20        30         
2MEPSP                       TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
                                     ..:..:. ::..:  .:... .     .   
gi|261 GKRVLEQSVHELEEVFKKFDANGDGKISGSELADILRSMGSEVDEAEVKAMMEEADTDGD 
          20        30        40        50        60        70      
 
       40         50        60        70        80                  
2MEPSP GRKHLKA-IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR                  
       :   :.  .:.:.                                                
gi|261 GYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEPCTIEESKNI 
          80        90       100       110       120       130      
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (29-62:170-204) 
 
                 10        20        30         40         50       
2MEPSP   TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
         60        70        80                                     
2MEPSP AMTLAVVALFADGPTAIRDVASWR                                     
          : :                                                       
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gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.6  bits: 19.5 E():   27 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (48-69:68-88) 
 
        20        30        40        50        60        70        
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
        80                                                          
2MEPSP SWR                                                          
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 49; 24.5% identity (56.6% similar) in 53 aa overlap (1-53:114-161) 
 
                                             10        20        30 
2MEPSP                               TTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     :.:  ::.:   ...  . .   :.:. :. 
gi|144 ISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTI 
            90       100       110       120       130       140    
 
               40        50        60        70        80           
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR           
          : .:     . . .:.::..                                      
gi|144 IILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTI 
            150           160       170       180       190         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.2 E():   30 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (2-17:135-150) 
 
                                            10        20        30  
2MEPSP                              TTSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
              40        50        60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (17-35:1-18) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                       ::.  :... :..:  :::                          
gi|444                 MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAE 
                                10        20        30        40    
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
                                                                    
gi|444 IVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEI 
            50        60        70        80        90       100    
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (17-35:1-18) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                       ::.  :... :..:  :::                          
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gi|444                 MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAE 
                                10        20        30        40    
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
                                                                    
gi|444 IVEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEI 
            50        60        70        80        90       100    
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.5  bits: 20.5 E():   31 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (29-67:291-330) 
 
                 10        20        30         40         50       
2MEPSP   TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
         60        70        80                                     
2MEPSP AMTLAVVALFADGPTAIRDVASWR                                     
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (15-72:210-271) 
 
                               10        20              30         
2MEPSP                 TTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
       40        50        60           70        80                
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWR                
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
          300       310       320       330       340       350     
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (15-72:210-271) 
 
                               10        20              30         
2MEPSP                 TTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
       40        50        60           70        80                
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWR                
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (15-72:210-271) 
 
                               10        20              30         
2MEPSP                 TTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
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     180       190       200       210       220       230          
 
       40        50        60           70        80                
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWR                
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (15-72:218-279) 
 
                               10        20              30         
2MEPSP                 TTSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
 
       40        50        60           70        80                
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWR                
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
 
gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (39-55:430-446) 
 
       10        20        30        40        50        60         
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
       70        80                                                 
2MEPSP GPTAIRDVASWR                                                 
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.7  bits: 19.5 E():   35 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (48-69:116-136) 
 
        20        30        40        50        60        70        
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
        80                                                          
2MEPSP SWR                                                          
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 19.2 E():   35 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (8-34:4-30) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
              .::: :: ...: :  . .:.   . :                           
gi|727     MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDS 
                   10        20        30        40        50       
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               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
                                                                    
gi|727 ESPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQ 
         60        70        80        90       100       110       
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (7-32:175-201) 
 
                                       10         20        30      
2MEPSP                         TTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
          40        50        60        70        80                
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR                
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.6  bits: 20.5 E():   35 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (29-67:6-45) 
 
               10        20        30         40         50         
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAM 
                                   .. : ::  : .:.: . .. .: . . ::   
gi|223                        INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIA 
                                      10        20         30       
 
       60        70        80                                       
2MEPSP TLAVVALFADGPTAIRDVASWR                                       
        : :  : :                                                    
gi|223 ILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVD 
         40        50        60        70        80        90       
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.3  bits: 18.6 E():   37 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (33-65:38-75) 
 
             10        20        30        40             50        
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
        60        70        80                                
2MEPSP MTLAVVALFADGPTAIRDVASWR                                
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 45; 28.1% identity (53.1% similar) in 32 aa overlap (1-32:99-130) 
 
                                             10        20        30 
2MEPSP                               TTSLQGDVKFAEVLEMMGAKVTWTETSVTV 
                                     .: .  : :  .:..  :    :...: :  
gi|583 YGYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTS 
       70        80        90       100       110       120         
 
               40        50        60        70        80 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR 
        :                                                 
gi|583 GGYNNCCDKKFTETRGSTPANEVYKKCPGMP                    
      130       140       150                             
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>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.9  bits: 17.6 E():   39 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (50-73:1-24) 
 
      20        30        40        50        60        70          
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
      80                                   
2MEPSP R                                   
                                           
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.7  bits: 19.2 E():   40 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (44-78:72-112) 
 
            20        30        40        50              60        
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
        70        80                                                
2MEPSP DGPTAIRDVASWR                                                
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.2 E():   46 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (29-42:15-28) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                   : . :::.:   ::                   
gi|169               QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHP 
                             10        20        30        40       
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
                                                                    
gi|169 PQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSLTL 
         50        60        70        80        90       100       
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.2  bits: 17.6 E():   48 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (43-72:41-70) 
 
             20        30        40        50        60        70   
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
             80    
2MEPSP IRDVASWR    
                   
gi|453 CSPKWLQLLVP 
               80  
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.1  bits: 19.9 E():   48 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (29-67:291-330) 
 
                 10        20        30         40         50       
2MEPSP   TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
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gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
         60        70        80                                     
2MEPSP AMTLAVVALFADGPTAIRDVASWR                                     
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.9  bits: 18.9 E():   50 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (40-55:152-167) 
 
      10        20        30        40        50        60          
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
      70        80                 
2MEPSP PTAIRDVASWR                 
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (16-39:7-30) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                      ...  :. . .:..  :::. : :                      
gi|109          MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGA 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
                                                                    
gi|109 PKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPA 
              60        70        80        90       100       110  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (16-39:7-30) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                      ...  :. . .:..  :::. : :                      
gi|811          MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGK 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
                                                                    
gi|811 PKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPV 
              60        70        80        90       100       110  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.3  bits: 19.9 E():   54 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (14-53:312-353) 
 
                                10        20        30          40  
2MEPSP                  TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
              50        60        70        80                      
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR                      
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
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             350       360       370       380       390       400  
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.8  bits: 19.6 E():   57 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (61-79:15-35) 
 
               40        50        60        70          80         
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWR         
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.6  bits: 18.9 E():   58 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (24-56:43-76) 
 
                      10        20        30         40        50   
2MEPSP        TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
             60        70        80                                 
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWR                                 
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (47-78:89-118) 
 
         20        30        40        50        60        70       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
         80                                        
2MEPSP ASWR                                        
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (47-78:90-119) 
 
         20        30        40        50        60        70       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         80                                        
2MEPSP ASWR                                        
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (47-78:90-119) 
 
         20        30        40        50        60        70       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
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      60        70        80        90       100         110        
 
         80                                        
2MEPSP ASWR                                        
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (47-78:90-119) 
 
         20        30        40        50        60        70       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         80                                        
2MEPSP ASWR                                        
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (47-78:90-119) 
 
         20        30        40        50        60        70       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         80                                        
2MEPSP ASWR                                        
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (47-78:90-119) 
 
         20        30        40        50        60        70       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         80                                        
2MEPSP ASWR                                        
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (47-78:90-119) 
 
         20        30        40        50        60        70       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
         80                                        
2MEPSP ASWR                                        
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
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>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (47-78:90-119) 
 
         20        30        40        50        60        70       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         80                                        
2MEPSP ASWR                                        
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (47-78:90-119) 
 
         20        30        40        50        60        70       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         80                                        
2MEPSP ASWR                                        
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (47-78:90-119) 
 
         20        30        40        50        60        70       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         80                                        
2MEPSP ASWR                                        
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (47-69:90-112) 
 
         20        30        40        50        60        70       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
         80                                      
2MEPSP ASWR                                      
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 18.9 E():   60 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (32-40:14-22) 
 
              10        20        30        40        50        60  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
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                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
              70        80                                          
2MEPSP VVALFADGPTAIRDVASWR                                          
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 70.3  bits: 14.4 E():   61 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (27-33:2-8) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                 ..:. ::                            
gi|250                          PTITIGGPEYR                         
                                        10                          
 
               70        80 
2MEPSP AVVALFADGPTAIRDVASWR 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (32-40:25-33) 
 
              10        20        30        40        50        60  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
              70        80                                          
2MEPSP VVALFADGPTAIRDVASWR                                          
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.0  bits: 18.3 E():   63 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (40-55:43-58) 
 
      10        20        30        40        50        60          
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
      70        80                                                  
2MEPSP PTAIRDVASWR                                                  
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (32-40:31-39) 
 
              10        20        30        40        50        60  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
              70        80                                          
2MEPSP VVALFADGPTAIRDVASWR                                          
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
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>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (32-40:31-39) 
 
              10        20        30        40        50        60  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
              70        80                                          
2MEPSP VVALFADGPTAIRDVASWR                                          
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (32-40:32-40) 
 
              10        20        30        40        50        60  
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
              70        80                                          
2MEPSP VVALFADGPTAIRDVASWR                                          
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.9  bits: 18.6 E():   64 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (3-33:98-127) 
 
                                           10        20        30   
2MEPSP                             TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
             40        50        60        70        80             
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR             
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (56-72:8-26) 
 
          30        40        50        60          70        80    
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWR    
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (56-72:8-26) 
 
          30        40        50        60          70        80    
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWR    
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9008

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 18.6 E():   64 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (3-33:99-128) 
 
                                           10        20        30   
2MEPSP                             TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
             40        50        60        70        80             
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR             
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.7  bits: 18.3 E():   65 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (41-74:110-145) 
 
               20        30        40        50             60      
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
          70        80                          
2MEPSP FADGPTAIRDVASWR                          
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.5  bits: 15.7 E():   67 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (43-73:2-30) 
 
             20        30        40         50        60        70  
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPT 
                                     .::. : : .. :     ..  :  .:::: 
gi|122                              MVKAVTVLNSSEGP---HGIVYFAQEGDGPT 
                                            10           20         
 
              80 
2MEPSP AIRDVASWR 
       ..        
gi|122 TV        
       30        
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (7-32:175-201) 
 
                                       10         20        30      
2MEPSP                         TTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
          40        50        60        70        80                
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR                
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (7-32:175-201) 
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                                       10         20        30      
2MEPSP                         TTSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
          40        50        60        70        80                
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR                
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 19.2 E():   68 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (48-79:269-300) 
 
        20        30        40        50        60        70        
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
        80                                                          
2MEPSP SWR                                                          
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (52-70:2-20) 
 
              30        40        50        60        70        80  
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR  
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.0  bits: 17.9 E():   72 
Smith-Waterman score: 42; 20.3% identity (55.4% similar) in 74 aa overlap (6-69:36-107) 
 
                                        10        20        30      
2MEPSP                          TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. . .:..:  :.  :  . : .  :  . 
gi|604 FDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDGETK 
          10        20        30        40        50        60      
 
          40         50                 60        70        80      
2MEPSP EPFGRKHLKAID-VNMN---------KMPDVAMTLAVVALFADGPTAIRDVASWR      
         :  ......: .:..          .::.:  ... . ..::                 
gi|604 --FVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISYHGK 
            70        80        90       100       110       120    
 
gi|604 GDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
           130       140       150      
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.3 E():   74 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (9-70:129-196) 
 
                                     10             20        30    
2MEPSP                       TTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|144 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
      100       110       120       130       140       150         
 
            40        50        60         70        80 
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2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWR 
         . .... : : . :.. . . .. : :. :  :  :           
gi|144 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL       
      160       170       180       190       200       
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (47-78:90-119) 
 
         20        30        40        50        60        70       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
         80                                        
2MEPSP ASWR                                        
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (47-69:90-112) 
 
         20        30        40        50        60        70       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
         80                                      
2MEPSP ASWR                                      
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (18-74:143-189) 
 
                            10        20        30        40        
2MEPSP              TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
        50        60        70        80                            
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWR                            
       ..  .: :: .. . .    :::.: :                                  
gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (9-70:133-200) 
 
                                     10             20        30    
2MEPSP                       TTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|622 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
            110       120       130       140       150       160   
 
            40        50        60         70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWR 
         . .... : : . :.. . . .. : :. :  :  :           
gi|622 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL       
            170       180       190       200           
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.9 E():   76 
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Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (3-17:53-67) 
 
                                           10        20        30   
2MEPSP                             TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
             40        50        60        70        80             
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR             
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (16-69:22-71) 
 
                     10        20        30        40        50     
2MEPSP       TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            . .: ..  . :: . .     . ....:::    :..  
gi|238 MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF- 
               10        20        30        40        50           
 
           60        70        80                                   
2MEPSP DVAMTLAVVALFADGPTAIRDVASWR                                   
       ::  ::: ..::  :                                              
gi|238 DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (43-69:44-71) 
 
             20        30        40         50        60        70  
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
              80                                                    
2MEPSP AIRDVASWR                                                    
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (40-54:152-166) 
 
      10        20        30        40        50        60          
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
      70        80                   
2MEPSP PTAIRDVASWR                   
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (40-54:152-166) 
 
      10        20        30        40        50        60          
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
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      70        80                   
2MEPSP PTAIRDVASWR                   
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (25-42:288-305) 
 
                     10        20        30        40        50     
2MEPSP       TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
           60        70        80                                   
2MEPSP DVAMTLAVVALFADGPTAIRDVASWR                                   
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (5-33:204-231) 
 
                                         10        20         30    
2MEPSP                           TTSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|386 VEKGSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
           180       190       200       210         220       230  
 
            40        50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR 
                                                       
gi|386 FTVRYTTEGGTKVEAEDVIPEGWKADTAYESK                
             240       250       260                   
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (7-34:27-54) 
 
                                   10        20        30        40 
2MEPSP                     TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR                     
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (7-34:27-54) 
 
                                   10        20        30        40 
2MEPSP                     TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR                     
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
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>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (48-79:409-440) 
 
        20        30        40        50        60        70        
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|458 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      380       390       400       410       420       430         
 
        80                 
2MEPSP SWR                 
       .:                  
gi|458 AWNGGGSSNYTDIVAQGGY 
      440       450        
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (8-27:39-63) 
 
                                      10             20        30   
2MEPSP                        TTSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
             40        50        60        70        80             
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR             
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.3 E():   91 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (46-73:36-63) 
 
          20        30        40        50        60        70      
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
          80                                                        
2MEPSP VASWR                                                        
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (31-55:129-153) 
 
               10        20        30        40        50        60 
2MEPSP TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
               70        80                                         
2MEPSP AVVALFADGPTAIRDVASWR                                         
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 19.3 E():   96 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (29-42:292-305) 
 
                 10        20        30        40        50         
2MEPSP   TTSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
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gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
       60        70        80                                       
2MEPSP TLAVVALFADGPTAIRDVASWR                                       
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.5  bits: 17.3 E():   98 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (53-78:94-121) 
 
             30        40        50          60        70        80 
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWR 
                                     .: ..   .. ::. .  .: : :..::   
gi|132 LYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLASSL 
            70        80        90       100       110       120    
 
gi|132 PGQTKILAKVFYGEN 
           130         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:58 2011 done: Tue Apr 19 10:57:58 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 279  - 358 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     2     2:* 
  32    10     8:=*= 
  34    20    22:=====* 
  36    36    44:========= * 
  38    87    73:==================*=== 
  40    75   102:===================      * 
  42   110   125:============================   * 
  44   187   138:==================================*============ 
  46   136   140:==================================* 
  48   140   134:=================================*= 
  50   119   122:==============================* 
  52   125   108:==========================*===== 
  54    89    92:======================* 
  56    61    77:================   * 
  58    47    63:============   * 
  60    49    51:============* 
  62    29    41:========  * 
  64    38    33:========*= 
  66     8    26:==    * 
  68    23    20:====*= 
  70    27    16:===*=== 
  72     5    12:==* 
  74    11    10:==* 
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  76     9     8:=*= 
  78     2     6:=* 
  80     5     5:=* 
  82     2     3:* 
  84     4     3:* 
  86     6     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96    15     1:*===      :*============== 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.44910.00306; mu= 8.4117 0.158 
 mean_var=34.3611 9.179, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.218797 
 Kolmogorov-Smirnov  statistic: 0.0234 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.6    0.72 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.6     1.4 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.0       2 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 23.0     2.2 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   57 22.7     2.8 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.7     3.5 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 23.7       4 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 22.1     4.2 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.7     4.6 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.4     4.9 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.4     6.1 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.4     6.1 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.4     6.7 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   53 21.4     6.7 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   54 21.8     7.7 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   54 21.8     7.8 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.7     8.7 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.7     8.7 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.7     8.8 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.7     9.1 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.7     9.1 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.5      10 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.4      11 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.5      12 
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gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   54 21.8      13 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.8      16 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.8      17 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   55 22.1      18 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   55 22.1      18 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 20.8      20 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.8      20 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 20.8      21 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.5      25 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   47 19.5      26 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.2      27 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.5      27 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   46 19.2      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.2      31 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.2      31 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.5      31 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 20.8      32 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 20.8      32 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 20.8      32 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 20.8      32 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.8      34 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.5      34 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.2      35 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 19.9      35 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.5      35 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.6      37 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.6      38 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.2      39 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.2      46 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.6      48 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.9      48 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.9      50 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.2      51 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.2      51 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 19.9      53 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.6      57 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.9      58 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.3      59 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   43 18.3      59 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.3      59 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.3      59 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.3      59 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.3      59 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.3      59 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.3      59 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.3      59 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.3      59 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.3      59 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.3      59 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.9      60 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.4      60 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.9      62 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      62 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.9      63 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.9      63 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.9      64 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.6      64 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.9      64 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.9      64 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.6      64 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.3      65 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.7      67 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 18.9      67 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 18.9      67 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.2      67 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.9      68 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   42 18.0      71 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      73 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      73 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      73 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.2      74 
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gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      75 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 18.0      76 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.6      76 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.6      76 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.6      77 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      77 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      77 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.6      77 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.6      79 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.6      79 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   44 18.6      81 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   46 19.3      85 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.6      90 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.3      91 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.3      94 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.3      95 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   40 17.3      98 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 105.0  bits: 24.6 E(): 0.72 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (30-72:59-96) 
 
                10        20        30        40        50          
2MEPSP  TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      60        70        80                                        
2MEPSP AVVALFADGPTAIRDVASWRV                                        
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 99.9  bits: 23.6 E():  1.4 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (30-72:59-96) 
 
                10        20        30        40        50          
2MEPSP  TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      60        70        80                                        
2MEPSP AVVALFADGPTAIRDVASWRV                                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 97.3  bits: 23.0 E():    2 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (29-52:85-109) 
 
                 10        20        30         40        50        
2MEPSP   TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
        60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRV 
                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC 
          120       130        
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (30-72:59-96) 
 
                10        20        30        40        50          
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2MEPSP  TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      60        70        80                                        
2MEPSP AVVALFADGPTAIRDVASWRV                                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (30-72:59-96) 
 
                10        20        30        40        50          
2MEPSP  TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      60        70        80                                        
2MEPSP AVVALFADGPTAIRDVASWRV                                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (30-72:59-96) 
 
                10        20        30        40        50          
2MEPSP  TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      60        70        80                                        
2MEPSP AVVALFADGPTAIRDVASWRV                                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (30-72:59-96) 
 
                10        20        30        40        50          
2MEPSP  TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      60        70        80                                        
2MEPSP AVVALFADGPTAIRDVASWRV                                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (30-72:59-96) 
 
                10        20        30        40        50          
2MEPSP  TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      60        70        80                                        
2MEPSP AVVALFADGPTAIRDVASWRV                                        
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       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (30-72:59-96) 
 
                10        20        30        40        50          
2MEPSP  TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      60        70        80                                        
2MEPSP AVVALFADGPTAIRDVASWRV                                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (30-72:59-96) 
 
                10        20        30        40        50          
2MEPSP  TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      60        70        80                                        
2MEPSP AVVALFADGPTAIRDVASWRV                                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (30-72:59-96) 
 
                10        20        30        40        50          
2MEPSP  TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      60        70        80                                        
2MEPSP AVVALFADGPTAIRDVASWRV                                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (30-72:59-96) 
 
                10        20        30        40        50          
2MEPSP  TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      60        70        80                                        
2MEPSP AVVALFADGPTAIRDVASWRV                                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (30-72:59-96) 
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                10        20        30        40        50          
2MEPSP  TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      60        70        80                                        
2MEPSP AVVALFADGPTAIRDVASWRV                                        
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (30-72:59-96) 
 
                10        20        30        40        50          
2MEPSP  TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      60        70        80                                        
2MEPSP AVVALFADGPTAIRDVASWRV                                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (30-72:59-96) 
 
                10        20        30        40        50          
2MEPSP  TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      60        70        80                                        
2MEPSP AVVALFADGPTAIRDVASWRV                                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (30-72:59-96) 
 
                10        20        30        40        50          
2MEPSP  TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      60        70        80                                        
2MEPSP AVVALFADGPTAIRDVASWRV                                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (30-72:59-96) 
 
                10        20        30        40        50          
2MEPSP  TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
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      60        70        80                                        
2MEPSP AVVALFADGPTAIRDVASWRV                                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 94.5  bits: 22.7 E():  2.8 
Smith-Waterman score: 57; 28.8% identity (56.1% similar) in 66 aa overlap (6-71:36-94) 
 
                                        10        20        30      
2MEPSP                          TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                     ::: .:..:  :.  :  . ...  :  .  
gi|169 FEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETK- 
          10        20        30        40        50        60      
 
          40        50        60        70        80                
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV                
        :  ....:::       . :.. .::.  :  :::                         
gi|169 -FILHKVEAID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
            70             80        90       100       110         
 
gi|169 FHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
      120       130       140       150        
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 92.8  bits: 23.7 E():  3.5 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (35-78:269-312) 
 
           10        20        30        40        50        60     
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
           70        80                                             
2MEPSP FADGPTAIRDVASWRV                                             
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 91.7  bits: 23.7 E():    4 
Smith-Waterman score: 60; 23.4% identity (64.1% similar) in 64 aa overlap (4-64:306-369) 
 
                                           10        20        30   
2MEPSP                            TSLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
               40        50        60        70        80           
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV           
        :  . . .:  .:. ...:.. .:. .. .: .                           
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
gi|144 VGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
         400       410       420       430       440      
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 91.3  bits: 22.1 E():  4.2 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (30-72:59-96) 
 
                10        20        30        40        50          
2MEPSP  TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      60        70        80                                        
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2MEPSP AVVALFADGPTAIRDVASWRV                                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 90.6  bits: 23.7 E():  4.6 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (35-78:399-442) 
 
           10        20        30        40        50        60     
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
           70        80                                             
2MEPSP FADGPTAIRDVASWRV                                             
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  59  Z-score: 90.0  bits: 23.4 E():  4.9 
Smith-Waterman score: 59; 22.4% identity (65.5% similar) in 58 aa overlap (9-64:312-369) 
 
                                     10        20        30         
2MEPSP                       TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
         40        50        60        70        80                 
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV                 
       . .:  .:. ...:.. .:. .. .: .                                 
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.3  bits: 21.4 E():  6.1 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (30-72:59-103) 
 
                10        20        30        40        50          
2MEPSP  TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
        60        70        80                                  
2MEPSP TLAVVALFADGPTAIRDVASWRV                                  
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.3  bits: 21.4 E():  6.1 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (30-72:59-103) 
 
                10        20        30        40        50          
2MEPSP  TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
        60        70        80                                  
2MEPSP TLAVVALFADGPTAIRDVASWRV                                  
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 87.7  bits: 22.4 E():  6.7 
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Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (29-75:168-211) 
 
                 10        20        30           40        50      
2MEPSP   TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
          60        70        80                                    
2MEPSP AMTLAVVALFADGPTAIRDVASWRV                                    
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 87.7  bits: 21.4 E():  6.7 
Smith-Waterman score: 53; 27.3% identity (56.1% similar) in 66 aa overlap (6-71:36-94) 
 
                                        10        20        30      
2MEPSP                          TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                     ::: .:..:  :.  :  . ...  :  .  
gi|374 FEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETK- 
          10        20        30        40        50        60      
 
          40        50        60        70        80                
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV                
        :  .....::       . :.. .::.  :  :::                         
gi|374 -FILHKVESID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
            70             80        90       100       110         
 
gi|374 YHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
      120       130       140       150        
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 86.6  bits: 21.8 E():  7.7 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (1-66:93-163) 
 
                                             10           20        
2MEPSP                               TSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|289 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
             70        80        90       100       110       120   
 
          30        40         50        60        70        80     
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV     
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|289 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFDEKLETSPDFKALYDA 
            130       140        150       160       170       180  
 
gi|289 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
             190       200       210       220         
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 86.5  bits: 21.8 E():  7.8 
Smith-Waterman score: 54; 27.8% identity (51.4% similar) in 72 aa overlap (1-66:96-166) 
 
                                             10           20        
2MEPSP                               TSLQGDVKFAEV---LEMMGAKVT--WTET 
                                     :...:  .::.    :.  :  :.   .:  
gi|424 LAIAMDYLANDAEVQELVAYLQSDDFHKIITTIEGLPEFANFYNFLKEHGLDVADFLNEI 
          70        80        90       100       110       120      
 
          30        40         50        60        70        80     
2MEPSP SVTVTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV     
          .  ::  : .:.: . .. .: . . ::   : :  : :                   
gi|424 HSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKALYDA 
         130       140        150       160       170       180     
 
gi|424 IRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRSLFGLP 
          190       200       210       220       230  
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>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.6  bits: 22.7 E():  8.7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (38-54:399-415) 
 
        10        20        30        40        50        60        
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
        70        80                                                
2MEPSP GPTAIRDVASWRV                                                
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.6  bits: 22.7 E():  8.7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (38-54:402-418) 
 
        10        20        30        40        50        60        
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
        70        80                                                
2MEPSP GPTAIRDVASWRV                                                
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.5  bits: 22.7 E():  8.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (38-54:403-419) 
 
        10        20        30        40        50        60        
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
        70        80                                                
2MEPSP GPTAIRDVASWRV                                                
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (38-54:422-438) 
 
        10        20        30        40        50        60        
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
        70        80                                                
2MEPSP GPTAIRDVASWRV                                                
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (38-54:422-438) 
 
        10        20        30        40        50        60        
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
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gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
        70        80                                                
2MEPSP GPTAIRDVASWRV                                                
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 84.4  bits: 20.5 E():   10 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (28-66:20-59) 
 
               10        20        30         40         50         
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMT 
                                  .. : ::  : .:.: . .. .: . . ::    
gi|301         NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAI 
                       10        20        30        40         50  
 
       60        70        80                                       
2MEPSP LAVVALFADGPTAIRDVASWRV                                       
       : :  : :                                                     
gi|301 LPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVD 
              60        70        80        90       100       110  
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (46-78:407-439) 
 
          20        30        40        50        60        70      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
          80                                                        
2MEPSP ASWRV                                                        
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.8  bits: 20.5 E():   12 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (30-72:59-96) 
 
                10        20        30        40        50          
2MEPSP  TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
      60        70        80                                        
2MEPSP AVVALFADGPTAIRDVASWRV                                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 82.5  bits: 21.8 E():   13 
Smith-Waterman score: 54; 20.6% identity (58.8% similar) in 68 aa overlap (6-72:133-200) 
 
                                        10        20         30     
2MEPSP                          TSLQGDVKFAEVLEMMGAKVTWTETS-VTVTGPPR 
                                     ::....  ...  .    ::. . .   :. 
gi|513 HGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPE 
            110       120       130       140       150       160   
 
           40        50        60        70        80               
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV               
       : . .: : ..:...: . .  ..:.:  . :  :  .                       
gi|513 EYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDLVNSFSANVKKIYDLGARTFWIHN 
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            170       180       190       200       210       220   
 
gi|513 TGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNHKLKEIVAQLRKDLPLATFVHVDI 
            230       240       250       260       270       280   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 80.7  bits: 21.8 E():   16 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (31-66:390-426) 
 
               10        20        30         40         50         
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
       60        70        80                                       
2MEPSP LAVVALFADGPTAIRDVASWRV                                       
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.4  bits: 19.8 E():   17 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (13-39:9-37) 
 
               10        20        30          40        50         
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNKMPDVAMT 
                   : ...: ..:: ..  ...: : : : :.                    
gi|153     MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVKGEEKEP 
                   10        20        30        40        50       
 
       60        70        80                                       
2MEPSP LAVVALFADGPTAIRDVASWRV                                       
                                                                    
gi|153 SKSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITTTLPPIT 
         60        70        80        90       100       110       
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 79.9  bits: 22.1 E():   18 
Smith-Waterman score: 55; 26.4% identity (52.8% similar) in 72 aa overlap (16-78:58-128) 
 
                              10        20        30                
2MEPSP                TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|283 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
         40        50        60        70        80                 
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV                 
        .: . . ..::..:  . :. :  .  ::.   ..  .: :                   
gi|283 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|283 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 79.9  bits: 22.1 E():   18 
Smith-Waterman score: 55; 26.4% identity (52.8% similar) in 72 aa overlap (16-78:58-128) 
 
                              10        20        30                
2MEPSP                TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|289 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
         40        50        60        70        80                 
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV                 
        .: . . ..::..:  . :. :  .  ::.   ..  .: :                   
gi|289 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
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gi|289 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 79.3  bits: 20.8 E():   20 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (5-53:228-277) 
 
                                         10        20        30     
2MEPSP                           TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
           40         50        60        70        80 
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       260       270       280       290       300     
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (16-34:1-18) 
 
               10        20        30        40        50        60 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                      ::.  :... :..:  :::                           
gi|444                MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEI 
                               10        20        30        40     
 
               70        80                                         
2MEPSP VVALFADGPTAIRDVASWRV                                         
                                                                    
gi|444 VEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIK 
           50        60        70        80        90       100     
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 78.8  bits: 20.8 E():   21 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (5-53:247-296) 
 
                                         10        20        30     
2MEPSP                           TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
           40         50        60        70        80 
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
       .:    ::.:. .. .  .:                            
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
        280       290       300       310       320    
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (24-75:7-57) 
 
               10        20        30        40        50        60 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                              :: .: . :: . : :  : . ..  .  : .  ..  
gi|132                  MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIE 
                                10        20        30        40    
 
               70        80                                         
2MEPSP VVALFADGPTAIRDVASWRV                                         
       ..     :: .:. .                                              
gi|132 IIEG-NGGPGTIKKICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYE 
             50        60        70        80        90       100   
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 47; 23.3% identity (62.8% similar) in 43 aa overlap (8-49:46-88) 
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                                      10        20        30        
2MEPSP                        TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
                                     ..:..:. ::..:  .:... .     .   
gi|261 GKRVLEQSVHELEEVFKKFDANGDGKISGSELADILRSMGSEVDEAEVKAMMEEADTDGD 
          20        30        40        50        60        70      
 
        40         50        60        70        80                 
2MEPSP GRKHLKA-IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV                 
       :   :.  .:.:.                                                
gi|261 GYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEPCTIEESKNI 
          80        90       100       110       120       130      
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (28-61:170-204) 
 
                  10        20        30         40         50      
2MEPSP    TSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
          60        70        80                                    
2MEPSP AMTLAVVALFADGPTAIRDVASWRV                                    
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.6  bits: 19.5 E():   27 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (47-68:68-88) 
 
         20        30        40        50        60        70       
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
         80                                                         
2MEPSP SWRV                                                         
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.2 E():   30 
Smith-Waterman score: 46; 50.0% identity (68.8% similar) in 16 aa overlap (1-16:135-150) 
 
                                             10        20        30 
2MEPSP                               TSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     :. .: : : : .:::               
gi|219 IPTSALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD            
          110       120       130       140       150               
 
               40        50        60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (16-34:1-18) 
 
               10        20        30        40        50        60 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                      ::.  :... :..:  :::                           
gi|444                MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEI 
                               10        20        30        40     
 
               70        80                                         
2MEPSP VVALFADGPTAIRDVASWRV                                         
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gi|444 VEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIK 
           50        60        70        80        90       100     
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (16-34:1-18) 
 
               10        20        30        40        50        60 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                      ::.  :... :..:  :::                           
gi|444                MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEI 
                               10        20        30        40     
 
               70        80                                         
2MEPSP VVALFADGPTAIRDVASWRV                                         
                                                                    
gi|444 VEGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIK 
           50        60        70        80        90       100     
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.6  bits: 20.5 E():   31 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (28-66:291-330) 
 
                  10        20        30         40         50      
2MEPSP    TSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
          60        70        80                                    
2MEPSP AMTLAVVALFADGPTAIRDVASWRV                                    
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.5  bits: 20.8 E():   32 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (14-71:210-271) 
 
                                10        20              30        
2MEPSP                  TSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
        40        50        60           70        80               
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRV               
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.5  bits: 20.8 E():   32 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (14-71:210-271) 
 
                                10        20              30        
2MEPSP                  TSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
        40        50        60           70        80               
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRV               
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
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          300       310       320       330       340       350     
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.5  bits: 20.8 E():   32 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (14-71:210-271) 
 
                                10        20              30        
2MEPSP                  TSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
        40        50        60           70        80               
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRV               
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (14-71:218-279) 
 
                                10        20              30        
2MEPSP                  TSLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
 
        40        50        60           70        80               
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRV               
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
 
gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (38-54:430-446) 
 
        10        20        30        40        50        60        
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
        70        80                                                
2MEPSP GPTAIRDVASWRV                                                
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.8  bits: 19.5 E():   34 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (47-68:116-136) 
 
         20        30        40        50        60        70       
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
         80                                                         
2MEPSP SWRV                                                         
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
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>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 19.2 E():   35 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (7-33:4-30) 
 
               10        20        30        40        50        60 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
             .::: :: ...: :  . .:.   . :                            
gi|727    MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSE 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP VVALFADGPTAIRDVASWRV                                         
                                                                    
gi|727 SPGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQY 
        60        70        80        90       100       110        
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (6-31:175-201) 
 
                                        10         20        30     
2MEPSP                          TSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
           40        50        60        70        80               
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV               
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.6  bits: 20.5 E():   35 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (28-66:6-45) 
 
               10        20        30         40         50         
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMT 
                                  .. : ::  : .:.: . .. .: . . ::    
gi|223                       INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAI 
                                     10        20         30        
 
       60        70        80                                       
2MEPSP LAVVALFADGPTAIRDVASWRV                                       
       : :  : :                                                     
gi|223 LPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDH 
        40        50        60        70        80        90        
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.3  bits: 18.6 E():   37 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (32-64:38-75) 
 
              10        20        30        40             50       
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
         60        70        80                               
2MEPSP MTLAVVALFADGPTAIRDVASWRV                               
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.9  bits: 17.6 E():   38 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (49-72:1-24) 
 
       20        30        40        50        60        70         
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
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                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
       80                                  
2MEPSP RV                                  
                                           
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.8  bits: 19.2 E():   39 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (43-77:72-112) 
 
             20        30        40        50              60       
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
         70        80                                               
2MEPSP DGPTAIRDVASWRV                                               
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.2 E():   46 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (28-41:15-28) 
 
               10        20        30        40        50        60 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                  : . :::.:   ::                    
gi|169              QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPP 
                            10        20        30        40        
 
               70        80                                         
2MEPSP VVALFADGPTAIRDVASWRV                                         
                                                                    
gi|169 QRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSLTLP 
        50        60        70        80        90       100        
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.2  bits: 17.6 E():   48 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (42-71:41-70) 
 
              20        30        40        50        60        70  
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
              80   
2MEPSP IRDVASWRV   
                   
gi|453 CSPKWLQLLVP 
               80  
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (28-66:291-330) 
 
                  10        20        30         40         50      
2MEPSP    TSLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
          60        70        80                                    
2MEPSP AMTLAVVALFADGPTAIRDVASWRV                                    
          : :  : :                                                  
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gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.9  bits: 18.9 E():   50 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (39-54:152-167) 
 
       10        20        30        40        50        60         
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
       70        80                
2MEPSP PTAIRDVASWRV                
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (15-38:7-30) 
 
               10        20        30        40        50        60 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                     ...  :. . .:..  :::. : :                       
gi|109         MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAP 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP VVALFADGPTAIRDVASWRV                                         
                                                                    
gi|109 KGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPAL 
             60        70        80        90       100       110   
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (15-38:7-30) 
 
               10        20        30        40        50        60 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                     ...  :. . .:..  :::. : :                       
gi|811         MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKP 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP VVALFADGPTAIRDVASWRV                                         
                                                                    
gi|811 KGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVI 
             60        70        80        90       100       110   
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.3  bits: 19.9 E():   53 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (13-52:312-353) 
 
                                 10        20        30          40 
2MEPSP                   TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
               50        60        70        80                     
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV                     
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.8  bits: 19.6 E():   57 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (60-78:15-35) 
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      30        40        50        60          70        80        
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRV        
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.7  bits: 18.9 E():   58 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (23-55:43-76) 
 
                       10        20        30         40        50  
2MEPSP         TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
              60        70        80                                
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRV                                
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (46-77:89-118) 
 
          20        30        40        50        60        70      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
          80                                       
2MEPSP ASWRV                                       
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 29.0% identity (51.6% similar) in 31 aa overlap (1-31:100-130) 
 
                                             10        20        30 
2MEPSP                               TSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     : .  : :  .:..  :    :...: :   
gi|583 GYKDASGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSG 
      70        80        90       100       110       120          
 
               40        50        60        70        80 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
       :                                                  
gi|583 GYNNCCDKKFTETRGSTPANEVYKKCPGMP                     
     130       140       150                              
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (46-77:90-119) 
 
          20        30        40        50        60        70      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          80                                       
2MEPSP ASWRV                                       
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
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       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (46-77:90-119) 
 
          20        30        40        50        60        70      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          80                                       
2MEPSP ASWRV                                       
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (46-77:90-119) 
 
          20        30        40        50        60        70      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          80                                       
2MEPSP ASWRV                                       
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (46-77:90-119) 
 
          20        30        40        50        60        70      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          80                                       
2MEPSP ASWRV                                       
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (46-77:90-119) 
 
          20        30        40        50        60        70      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          80                                       
2MEPSP ASWRV                                       
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (46-77:90-119) 
 
          20        30        40        50        60        70      
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2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          80                                       
2MEPSP ASWRV                                       
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (46-77:90-119) 
 
          20        30        40        50        60        70      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
          80                                       
2MEPSP ASWRV                                       
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (46-77:90-119) 
 
          20        30        40        50        60        70      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          80                                       
2MEPSP ASWRV                                       
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (46-77:90-119) 
 
          20        30        40        50        60        70      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          80                                       
2MEPSP ASWRV                                       
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (46-68:90-112) 
 
          20        30        40        50        60        70      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
          80                                     
2MEPSP ASWRV                                     
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gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 18.9 E():   60 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (31-39:14-22) 
 
               10        20        30        40        50        60 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898                  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                                10        20        30        40    
 
               70        80                                         
2MEPSP VVALFADGPTAIRDVASWRV                                         
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
            50        60        70        80        90       100    
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 70.3  bits: 14.4 E():   60 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (26-32:2-8) 
 
               10        20        30        40        50        60 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                ..:. ::                             
gi|250                         PTITIGGPEYR                          
                                       10                           
 
               70        80 
2MEPSP VVALFADGPTAIRDVASWRV 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (31-39:25-33) 
 
               10        20        30        40        50        60 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|898       MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP VVALFADGPTAIRDVASWRV                                         
                                                                    
gi|898 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
           60        70        80        90       100       110     
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.1  bits: 18.3 E():   62 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (39-54:43-58) 
 
       10        20        30        40        50        60         
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
       70        80                                                 
2MEPSP PTAIRDVASWRV                                                 
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (31-39:31-39) 
 
               10        20        30        40        50        60 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
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                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP VVALFADGPTAIRDVASWRV                                         
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (31-39:31-39) 
 
               10        20        30        40        50        60 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP VVALFADGPTAIRDVASWRV                                         
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (31-39:32-40) 
 
               10        20        30        40        50        60 
2MEPSP TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
               70        80                                         
2MEPSP VVALFADGPTAIRDVASWRV                                         
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.9  bits: 18.6 E():   64 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (2-32:98-127) 
 
                                            10        20        30  
2MEPSP                              TSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
              40        50        60        70        80            
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV            
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (55-71:8-26) 
 
           30        40        50        60          70        80   
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRV   
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
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>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (55-71:8-26) 
 
           30        40        50        60          70        80   
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRV   
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.9  bits: 18.6 E():   64 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (2-32:99-128) 
 
                                            10        20        30  
2MEPSP                              TSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
              40        50        60        70        80            
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV            
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.8  bits: 18.3 E():   65 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (40-73:110-145) 
 
      10        20        30        40        50             60     
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
           70        80                         
2MEPSP FADGPTAIRDVASWRV                         
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.5  bits: 15.7 E():   67 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (42-72:2-30) 
 
              20        30        40         50        60        70 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPT 
                                     .::. : : .. :     ..  :  .:::: 
gi|122                              MVKAVTVLNSSEGP---HGIVYFAQEGDGPT 
                                            10           20         
 
               80 
2MEPSP AIRDVASWRV 
       ..         
gi|122 TV         
       30         
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (6-31:175-201) 
 
                                        10         20        30     
2MEPSP                          TSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
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           40        50        60        70        80               
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV               
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (6-31:175-201) 
 
                                        10         20        30     
2MEPSP                          TSLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
           40        50        60        70        80               
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV               
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 19.2 E():   67 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (47-78:269-300) 
 
         20        30        40        50        60        70       
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
         80                                                         
2MEPSP SWRV                                                         
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (51-69:2-20) 
 
               30        40        50        60        70        80 
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 20.3% identity (55.4% similar) in 74 aa overlap (5-68:36-107) 
 
                                         10        20        30     
2MEPSP                           TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. . .:..:  :.  :  . : .  :  . 
gi|604 FDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDGETK 
          10        20        30        40        50        60      
 
           40         50                 60        70        80     
2MEPSP EPFGRKHLKAID-VNMN---------KMPDVAMTLAVVALFADGPTAIRDVASWRV     
         :  ......: .:..          .::.:  ... . ..::                 
gi|604 --FVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISYHGK 
            70        80        90       100       110       120    
 
gi|604 GDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
           130       140       150      
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (8-69:129-196) 
 
                                      10             20        30   
2MEPSP                        TSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|144 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
      100       110       120       130       140       150         
 
             40        50         60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRV 
         . .... : : . :.. . . .. : :. :  :  :            
gi|144 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL        
      160       170       180       190       200        
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (46-68:90-112) 
 
          20        30        40        50        60        70      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
          80                                     
2MEPSP ASWRV                                     
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (46-77:90-119) 
 
          20        30        40        50        60        70      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
          80                                       
2MEPSP ASWRV                                       
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (17-73:143-189) 
 
                             10        20        30        40       
2MEPSP               TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
         50        60        70        80                           
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV                           
       ..  .: :: .. . .    :::.: :                                  
gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (8-69:133-200) 
 
                                      10             20        30   
2MEPSP                        TSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|622 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
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            110       120       130       140       150       160   
 
             40        50         60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRV 
         . .... : : . :.. . . .. : :. :  :  :            
gi|622 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL        
            170       180       190       200            
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 18.0 E():   76 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (2-16:53-67) 
 
                                            10        20        30  
2MEPSP                              TSLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
              40        50        60        70        80            
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV            
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (15-68:22-71) 
 
                      10        20        30        40        50    
2MEPSP        TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            . .: ..  . :: . .     . ....:::    :..  
gi|238 MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF- 
               10        20        30        40        50           
 
            60        70        80                                  
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRV                                  
       ::  ::: ..::  :                                              
gi|238 DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (42-68:44-71) 
 
              20        30        40         50        60        70 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
               80                                                   
2MEPSP AIRDVASWRV                                                   
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (24-41:288-305) 
 
                      10        20        30        40        50    
2MEPSP        TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
            60        70        80                                  
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRV                                  
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
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>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (39-53:152-166) 
 
       10        20        30        40        50        60         
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
       70        80                  
2MEPSP PTAIRDVASWRV                  
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (39-53:152-166) 
 
       10        20        30        40        50        60         
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
       70        80                  
2MEPSP PTAIRDVASWRV                  
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (4-32:204-231) 
 
                                          10        20         30   
2MEPSP                            TSLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|386 VEKGSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
           180       190       200       210         220       230  
 
             40        50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                                        
gi|386 FTVRYTTEGGTKVEAEDVIPEGWKADTAYESK                 
             240       250       260                    
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (6-33:27-54) 
 
                                    10        20        30          
2MEPSP                      TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV                    
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (6-33:27-54) 
 
                                    10        20        30          
2MEPSP                      TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
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                                 : . ..:.    . :.::  .::.:  :       
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV                    
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 44; 23.1% identity (55.8% similar) in 52 aa overlap (1-52:115-161) 
 
                                             10        20        30 
2MEPSP                               TSLQGDVKFAEVLEMMGAKVTWTETSVTVT 
                                     .:  ::.:   ...  . .   :.:. :.  
gi|144 SESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQDQTQTDKTII 
           90       100       110       120       130       140     
 
               40        50        60        70        80           
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV           
         : .:     . . .:.::..                                       
gi|144 ILP-NPV----VPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKGSMTIV 
           150           160       170       180       190          
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.3 E():   85 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (47-78:409-440) 
 
         20        30        40        50        60        70       
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|458 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      380       390       400       410       420       430         
 
         80                
2MEPSP SWRV                
       .:                  
gi|458 AWNGGGSSNYTDIVAQGGY 
      440       450        
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (7-26:39-63) 
 
                                       10             20        30  
2MEPSP                         TSLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
              40        50        60        70        80            
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV            
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.3 E():   91 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (45-72:36-63) 
 
           20        30        40        50        60        70     
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
           80                                                       
2MEPSP VASWRV                                                       
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gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (30-54:129-153) 
 
                10        20        30        40        50          
2MEPSP  TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
      60        70        80                                        
2MEPSP AVVALFADGPTAIRDVASWRV                                        
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (28-41:292-305) 
 
                  10        20        30        40        50        
2MEPSP    TSLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
        60        70        80                                      
2MEPSP TLAVVALFADGPTAIRDVASWRV                                      
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.5  bits: 17.3 E():   98 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (52-77:94-121) 
 
              30        40        50          60        70          
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWR 
                                     .: ..   .. ::. .  .: : :..::   
gi|132 LYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLASSL 
            70        80        90       100       110       120    
 
      80               
2MEPSP V               
                       
gi|132 PGQTKILAKVFYGEN 
           130         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:58 2011 done: Tue Apr 19 10:57:58 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 280  - 359 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
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       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     2     2:* 
  32    12     8:=*= 
  34    20    22:=====* 
  36    36    44:========= * 
  38    89    73:==================*==== 
  40    72   102:==================       * 
  42   102   125:==========================     * 
  44   187   138:==================================*============ 
  46   132   140:================================= * 
  48   142   134:=================================*== 
  50   116   122:============================= * 
  52   126   108:==========================*===== 
  54    91    92:======================* 
  56    69    77:================== * 
  58    47    63:============   * 
  60    45    51:============* 
  62    32    41:========  * 
  64    38    33:========*= 
  66    10    26:===   * 
  68    22    20:====*= 
  70    27    16:===*=== 
  72     6    12:==* 
  74    12    10:==* 
  76     8     8:=* 
  78     3     6:=* 
  80     6     5:=* 
  82     2     3:* 
  84     4     3:* 
  86     4     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96    15     1:*===      :*============== 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.45750.00304; mu= 8.3727 0.157 
 mean_var=34.3744 9.139, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.218755 
 Kolmogorov-Smirnov  statistic: 0.0281 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.6    0.73 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.6     1.4 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.0       2 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
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gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 23.0     2.2 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   57 22.7     2.8 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.7     3.5 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 23.7       4 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 22.1     4.2 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.7     4.6 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.4       5 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.4     6.1 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.4     6.1 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   53 21.4     6.7 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.4     6.7 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.7     8.7 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.7     8.8 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.7     8.8 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.7     9.1 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.7     9.1 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.5      10 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.4      11 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.5      12 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   54 21.8      13 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.8      16 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.8      17 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   55 22.1      18 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   55 22.1      18 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.5      18 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.5      19 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 20.8      20 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.8      20 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 20.8      21 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.5      25 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   47 19.5      26 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.2      27 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.5      27 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.2      31 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.2      31 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.5      31 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 20.8      32 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 20.8      32 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 20.8      32 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 20.8      32 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.8      34 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.5      34 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.2      35 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 19.9      35 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.5      35 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.6      37 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   45 18.9      37 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.6      38 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.2      39 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.2      46 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   44 18.6      46 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.6      48 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.9      48 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.9      50 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.2      51 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.2      51 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 19.9      53 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 20.2      54 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.6      57 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.9      58 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.3      59 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.3      59 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.3      59 
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gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.3      59 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.3      59 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.3      59 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.3      59 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.3      59 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.3      59 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.3      59 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.3      59 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.9      60 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.4      60 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.9      62 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      63 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.9      64 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.9      64 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.9      64 
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor  ( 216)   44 18.6      64 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.9      64 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.9      64 
gi|18770|emb|CAA45777.1| trypsin inhibitor subtype ( 217)   44 18.6      64 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.3      65 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.7      67 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 18.9      67 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 18.9      67 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.2      67 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.9      68 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      73 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.9      74 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.9      74 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.2      74 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      75 
gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full= ( 165)   42 18.0      76 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.6      76 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.6      76 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      77 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      77 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.6      77 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.6      77 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.6      78 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.6      79 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.6      79 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   46 19.2      85 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.6      90 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   41 17.6      90 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.3      91 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.3      94 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.3      95 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   40 17.3      98 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   44 18.6      99 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 105.0  bits: 24.6 E(): 0.73 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (29-71:59-96) 
 
                 10        20        30        40        50         
2MEPSP   SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       60        70        80                                       
2MEPSP AVVALFADGPTAIRDVASWRVK                                       
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 99.9  bits: 23.6 E():  1.4 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (29-71:59-96) 
 
                 10        20        30        40        50         
2MEPSP   SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
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                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       60        70        80                                       
2MEPSP AVVALFADGPTAIRDVASWRVK                                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 97.2  bits: 23.0 E():    2 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (28-51:85-109) 
 
                  10        20        30         40        50       
2MEPSP    SLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
         60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVK 
                                
gi|668 TTGAFQRIPRSSFANNPRLGRKC  
          120       130         
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (29-71:59-96) 
 
                 10        20        30        40        50         
2MEPSP   SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       60        70        80                                       
2MEPSP AVVALFADGPTAIRDVASWRVK                                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (29-71:59-96) 
 
                 10        20        30        40        50         
2MEPSP   SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       60        70        80                                       
2MEPSP AVVALFADGPTAIRDVASWRVK                                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (29-71:59-96) 
 
                 10        20        30        40        50         
2MEPSP   SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       60        70        80                                       
2MEPSP AVVALFADGPTAIRDVASWRVK                                       
       . ...  :: .::                                                
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gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (29-71:59-96) 
 
                 10        20        30        40        50         
2MEPSP   SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       60        70        80                                       
2MEPSP AVVALFADGPTAIRDVASWRVK                                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (29-71:59-96) 
 
                 10        20        30        40        50         
2MEPSP   SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       60        70        80                                       
2MEPSP AVVALFADGPTAIRDVASWRVK                                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (29-71:59-96) 
 
                 10        20        30        40        50         
2MEPSP   SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       60        70        80                                       
2MEPSP AVVALFADGPTAIRDVASWRVK                                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (29-71:59-96) 
 
                 10        20        30        40        50         
2MEPSP   SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       60        70        80                                       
2MEPSP AVVALFADGPTAIRDVASWRVK                                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (29-71:59-96) 
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                 10        20        30        40        50         
2MEPSP   SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       60        70        80                                       
2MEPSP AVVALFADGPTAIRDVASWRVK                                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (29-71:59-96) 
 
                 10        20        30        40        50         
2MEPSP   SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       60        70        80                                       
2MEPSP AVVALFADGPTAIRDVASWRVK                                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (29-71:59-96) 
 
                 10        20        30        40        50         
2MEPSP   SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       60        70        80                                       
2MEPSP AVVALFADGPTAIRDVASWRVK                                       
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (29-71:59-96) 
 
                 10        20        30        40        50         
2MEPSP   SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       60        70        80                                       
2MEPSP AVVALFADGPTAIRDVASWRVK                                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (29-71:59-96) 
 
                 10        20        30        40        50         
2MEPSP   SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       60        70        80                                       
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2MEPSP AVVALFADGPTAIRDVASWRVK                                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (29-71:59-96) 
 
                 10        20        30        40        50         
2MEPSP   SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       60        70        80                                       
2MEPSP AVVALFADGPTAIRDVASWRVK                                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (29-71:59-96) 
 
                 10        20        30        40        50         
2MEPSP   SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       60        70        80                                       
2MEPSP AVVALFADGPTAIRDVASWRVK                                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 94.5  bits: 22.7 E():  2.8 
Smith-Waterman score: 57; 28.8% identity (56.1% similar) in 66 aa overlap (5-70:36-94) 
 
                                         10        20        30     
2MEPSP                           SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                     ::: .:..:  :.  :  . ...  :  .  
gi|169 FEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETK- 
          10        20        30        40        50        60      
 
           40        50        60        70        80               
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK               
        :  ....:::       . :.. .::.  :  :::                         
gi|169 -FILHKVEAID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
            70             80        90       100       110         
 
gi|169 FHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
      120       130       140       150        
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 92.7  bits: 23.7 E():  3.5 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (34-77:269-312) 
 
            10        20        30        40        50        60    
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
            70        80                                            
2MEPSP FADGPTAIRDVASWRVK                                            
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
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>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 91.7  bits: 23.7 E():    4 
Smith-Waterman score: 60; 23.4% identity (64.1% similar) in 64 aa overlap (3-63:306-369) 
 
                                            10        20        30  
2MEPSP                             SLQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
                40        50        60        70        80          
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK          
        :  . . .:  .:. ...:.. .:. .. .: .                           
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
gi|144 VGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
         400       410       420       430       440      
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 91.3  bits: 22.1 E():  4.2 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (29-71:59-96) 
 
                 10        20        30        40        50         
2MEPSP   SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       60        70        80                                       
2MEPSP AVVALFADGPTAIRDVASWRVK                                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 90.5  bits: 23.7 E():  4.6 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (34-77:399-442) 
 
            10        20        30        40        50        60    
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
            70        80                                            
2MEPSP FADGPTAIRDVASWRVK                                            
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  59  Z-score: 90.0  bits: 23.4 E():    5 
Smith-Waterman score: 59; 22.4% identity (65.5% similar) in 58 aa overlap (8-63:312-369) 
 
                                      10        20        30        
2MEPSP                        SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
          40        50        60        70        80                
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK                
       . .:  .:. ...:.. .:. .. .: .                                 
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.3  bits: 21.4 E():  6.1 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (29-71:59-103) 
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                 10        20        30        40        50         
2MEPSP   SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
         60        70        80                                 
2MEPSP TLAVVALFADGPTAIRDVASWRVK                                 
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.3  bits: 21.4 E():  6.1 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (29-71:59-103) 
 
                 10        20        30        40        50         
2MEPSP   SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
         60        70        80                                 
2MEPSP TLAVVALFADGPTAIRDVASWRVK                                 
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 87.7  bits: 21.4 E():  6.7 
Smith-Waterman score: 53; 27.3% identity (56.1% similar) in 66 aa overlap (5-70:36-94) 
 
                                         10        20        30     
2MEPSP                           SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                     ::: .:..:  :.  :  . ...  :  .  
gi|374 FEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETK- 
          10        20        30        40        50        60      
 
           40        50        60        70        80               
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK               
        :  .....::       . :.. .::.  :  :::                         
gi|374 -FILHKVESID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
            70             80        90       100       110         
 
gi|374 YHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
      120       130       140       150        
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 87.7  bits: 22.4 E():  6.7 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (28-74:168-211) 
 
                  10        20        30           40        50     
2MEPSP    SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
           60        70        80                                   
2MEPSP AMTLAVVALFADGPTAIRDVASWRVK                                   
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.6  bits: 22.7 E():  8.7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (37-53:399-415) 
 
         10        20        30        40        50        60       
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
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gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
         70        80                                               
2MEPSP GPTAIRDVASWRVK                                               
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.5  bits: 22.7 E():  8.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (37-53:402-418) 
 
         10        20        30        40        50        60       
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
         70        80                                               
2MEPSP GPTAIRDVASWRVK                                               
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.5  bits: 22.7 E():  8.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (37-53:403-419) 
 
         10        20        30        40        50        60       
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
         70        80                                               
2MEPSP GPTAIRDVASWRVK                                               
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.2  bits: 22.7 E():  9.1 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (37-53:422-438) 
 
         10        20        30        40        50        60       
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
         70        80                                               
2MEPSP GPTAIRDVASWRVK                                               
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.2  bits: 22.7 E():  9.1 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (37-53:422-438) 
 
         10        20        30        40        50        60       
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
         70        80                                               
2MEPSP GPTAIRDVASWRVK                                               
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
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             460       470       480       490       500       510  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 84.4  bits: 20.5 E():   10 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (27-65:20-59) 
 
               10        20        30         40         50         
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTL 
                                 .. : ::  : .:.: . .. .: . . ::   : 
gi|301        NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAIL 
                      10        20        30        40         50   
 
       60        70        80                                       
2MEPSP AVVALFADGPTAIRDVASWRVK                                       
        :  : :                                                      
gi|301 PVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDH 
             60        70        80        90       100       110   
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (45-77:407-439) 
 
           20        30        40        50        60        70     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
           80                                                       
2MEPSP ASWRVK                                                       
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.8  bits: 20.5 E():   12 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (29-71:59-96) 
 
                 10        20        30        40        50         
2MEPSP   SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
       60        70        80                                       
2MEPSP AVVALFADGPTAIRDVASWRVK                                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 82.4  bits: 21.8 E():   13 
Smith-Waterman score: 54; 20.6% identity (58.8% similar) in 68 aa overlap (5-71:133-200) 
 
                                         10        20         30    
2MEPSP                           SLQGDVKFAEVLEMMGAKVTWTETS-VTVTGPPR 
                                     ::....  ...  .    ::. . .   :. 
gi|513 HGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPE 
            110       120       130       140       150       160   
 
            40        50        60        70        80              
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK              
       : . .: : ..:...: . .  ..:.:  . :  :  .                       
gi|513 EYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDLVNSFSANVKKIYDLGARTFWIHN 
            170       180       190       200       210       220   
 
gi|513 TGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNHKLKEIVAQLRKDLPLATFVHVDI 
            230       240       250       260       270       280   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 80.7  bits: 21.8 E():   16 
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Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (30-65:390-426) 
 
                10        20        30         40         50        
2MEPSP  SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
        60        70        80                                      
2MEPSP LAVVALFADGPTAIRDVASWRVK                                      
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.4  bits: 19.8 E():   17 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (12-38:9-37) 
 
               10        20        30          40        50         
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNKMPDVAMTL 
                  : ...: ..:: ..  ...: : : : :.                     
gi|153    MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVKGEEKEPS 
                  10        20        30        40        50        
 
       60        70        80                                       
2MEPSP AVVALFADGPTAIRDVASWRVK                                       
                                                                    
gi|153 KSCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITTTLPPITA 
        60        70        80        90       100       110        
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 79.9  bits: 22.1 E():   18 
Smith-Waterman score: 55; 26.4% identity (52.8% similar) in 72 aa overlap (15-77:58-128) 
 
                               10        20        30               
2MEPSP                 SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|289 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
          40        50        60        70        80                
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK                
        .: . . ..::..:  . :. :  .  ::.   ..  .: :                   
gi|289 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|289 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 79.9  bits: 22.1 E():   18 
Smith-Waterman score: 55; 26.4% identity (52.8% similar) in 72 aa overlap (15-77:58-128) 
 
                               10        20        30               
2MEPSP                 SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|283 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
          40        50        60        70        80                
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK                
        .: . . ..::..:  . :. :  .  ::.   ..  .: :                   
gi|283 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|283 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.7  bits: 20.5 E():   18 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (27-65:124-163) 
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                   10        20        30         40         50     
2MEPSP     SLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
           60        70        80                                   
2MEPSP AMTLAVVALFADGPTAIRDVASWRVK                                   
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.6  bits: 20.5 E():   19 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (27-65:127-166) 
 
                   10        20        30         40         50     
2MEPSP     SLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
           60        70        80                                   
2MEPSP AMTLAVVALFADGPTAIRDVASWRVK                                   
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 79.2  bits: 20.8 E():   20 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (4-52:228-277) 
 
                                          10        20        30    
2MEPSP                            SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
            40         50        60        70        80 
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
       .:    ::.:. .. .  .:                             
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY  
       260       270       280       290       300      
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (15-33:1-18) 
 
               10        20        30        40        50        60 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                     ::.  :... :..:  :::                            
gi|444               MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEIV 
                              10        20        30        40      
 
               70        80                                         
2MEPSP VALFADGPTAIRDVASWRVK                                         
                                                                    
gi|444 EGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKL 
          50        60        70        80        90       100      
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 78.8  bits: 20.8 E():   21 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (4-52:247-296) 
 
                                          10        20        30    
2MEPSP                            SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
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            40         50        60        70        80 
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
       .:    ::.:. .. .  .:                             
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY  
        280       290       300       310       320     
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (23-74:7-57) 
 
               10        20        30        40        50        60 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                             :: .: . :: . : :  : . ..  .  : .  .. . 
gi|132                 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEI 
                               10        20        30        40     
 
               70        80                                         
2MEPSP VALFADGPTAIRDVASWRVK                                         
       .     :: .:. .                                               
gi|132 IEG-NGGPGTIKKICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEI 
            50        60        70        80        90       100    
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 47; 23.3% identity (62.8% similar) in 43 aa overlap (7-48:46-88) 
 
                                       10        20        30       
2MEPSP                         SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
                                     ..:..:. ::..:  .:... .     .   
gi|261 GKRVLEQSVHELEEVFKKFDANGDGKISGSELADILRSMGSEVDEAEVKAMMEEADTDGD 
          20        30        40        50        60        70      
 
         40         50        60        70        80                
2MEPSP GRKHLKA-IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK                
       :   :.  .:.:.                                                
gi|261 GYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEPCTIEESKNI 
          80        90       100       110       120       130      
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (27-60:170-204) 
 
                   10        20        30         40         50     
2MEPSP     SLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
           60        70        80                                   
2MEPSP AMTLAVVALFADGPTAIRDVASWRVK                                   
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.6  bits: 19.5 E():   27 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (46-67:68-88) 
 
          20        30        40        50        60        70      
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
          80                                                        
2MEPSP SWRVK                                                        
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
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 initn:  44 init1:  44 opt:  46  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (15-33:1-18) 
 
               10        20        30        40        50        60 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                     ::.  :... :..:  :::                            
gi|444               MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEIV 
                              10        20        30        40      
 
               70        80                                         
2MEPSP VALFADGPTAIRDVASWRVK                                         
                                                                    
gi|444 EGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKL 
          50        60        70        80        90       100      
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (15-33:1-18) 
 
               10        20        30        40        50        60 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                     ::.  :... :..:  :::                            
gi|444               MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIV 
                              10        20        30        40      
 
               70        80                                         
2MEPSP VALFADGPTAIRDVASWRVK                                         
                                                                    
gi|444 EGDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKL 
          50        60        70        80        90       100      
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.5  bits: 20.5 E():   31 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (27-65:291-330) 
 
                   10        20        30         40         50     
2MEPSP     SLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
           60        70        80                                   
2MEPSP AMTLAVVALFADGPTAIRDVASWRVK                                   
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.5  bits: 20.8 E():   32 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (13-70:210-271) 
 
                                 10        20              30       
2MEPSP                   SLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
         40        50           60        70        80              
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVK              
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
          300       310       320       330       340       350     
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.5  bits: 20.8 E():   32 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (13-70:210-271) 
 
                                 10        20              30       
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2MEPSP                   SLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
         40        50           60        70        80              
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVK              
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.5  bits: 20.8 E():   32 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (13-70:210-271) 
 
                                 10        20              30       
2MEPSP                   SLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
         40        50           60        70        80              
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVK              
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (13-70:218-279) 
 
                                 10        20              30       
2MEPSP                   SLQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
 
         40        50           60        70        80              
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVK              
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
 
gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (37-53:430-446) 
 
         10        20        30        40        50        60       
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
         70        80                                               
2MEPSP GPTAIRDVASWRVK                                               
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.8  bits: 19.5 E():   34 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (46-67:116-136) 
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          20        30        40        50        60        70      
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
          80                                                        
2MEPSP SWRVK                                                        
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 19.2 E():   35 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (6-32:4-30) 
 
               10        20        30        40        50        60 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
            .::: :: ...: :  . .:.   . :                             
gi|727   MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSES 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP VALFADGPTAIRDVASWRVK                                         
                                                                    
gi|727 PGRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYD 
       60        70        80        90       100       110         
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (5-30:175-201) 
 
                                         10         20        30    
2MEPSP                           SLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
            40        50        60        70        80              
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK              
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.6  bits: 20.5 E():   35 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (27-65:6-45) 
 
               10        20        30         40         50         
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTL 
                                 .. : ::  : .:.: . .. .: . . ::   : 
gi|223                      INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAIL 
                                    10        20         30         
 
       60        70        80                                       
2MEPSP AVVALFADGPTAIRDVASWRVK                                       
        :  : :                                                      
gi|223 PVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHF 
       40        50        60        70        80        90         
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.3  bits: 18.6 E():   37 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (31-63:38-75) 
 
               10        20        30        40             50      
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
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          60        70        80                              
2MEPSP MTLAVVALFADGPTAIRDVASWRVK                              
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.2  bits: 18.9 E():   37 
Smith-Waterman score: 45; 58.3% identity (66.7% similar) in 12 aa overlap (4-15:139-150) 
 
                                          10        20        30    
2MEPSP                            SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     : : : : .:::                   
gi|219 ALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD                
      110       120       130       140       150                   
 
            40        50        60        70        80 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.9  bits: 17.6 E():   38 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (48-71:1-24) 
 
        20        30        40        50        60        70        
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
        80                                 
2MEPSP RVK                                 
                                           
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.7  bits: 19.2 E():   39 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (42-76:72-112) 
 
              20        30        40        50              60      
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
          70        80                                              
2MEPSP DGPTAIRDVASWRVK                                              
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.2 E():   46 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (27-40:15-28) 
 
               10        20        30        40        50        60 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                 : . :::.:   ::                     
gi|169             QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQ 
                           10        20        30        40         
 
               70        80                                         
2MEPSP VALFADGPTAIRDVASWRVK                                         
                                                                    
gi|169 RPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSLTLPA 
       50        60        70        80        90       100         
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 44; 21.1% identity (54.4% similar) in 90 aa overlap (4-80:36-123) 
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                                          10        20        30    
2MEPSP                            SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. . .:..:  :.  :  . : .  :  . 
gi|604 FDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDGETK 
          10        20        30        40        50        60      
 
            40                  50        60           70        80 
2MEPSP EPFGRKHLKAID-VNMN---------KMPDVAMTLAV---VALFADGPTAIRDVASWRVK 
         :  ......: .:..          .::.:  ...   ..  ::: . :. . :.. : 
gi|604 --FVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISYHGK 
            70        80        90       100       110       120    
 
gi|604 GDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
           130       140       150      
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.2  bits: 17.6 E():   48 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (41-70:41-70) 
 
               20        30        40        50        60        70 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
               80  
2MEPSP IRDVASWRVK  
                   
gi|453 CSPKWLQLLVP 
               80  
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.1  bits: 19.9 E():   48 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (27-65:291-330) 
 
                   10        20        30         40         50     
2MEPSP     SLQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
           60        70        80                                   
2MEPSP AMTLAVVALFADGPTAIRDVASWRVK                                   
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.9  bits: 18.9 E():   50 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (38-53:152-167) 
 
        10        20        30        40        50        60        
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
        70        80               
2MEPSP PTAIRDVASWRVK               
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (14-37:7-30) 
 
               10        20        30        40        50        60 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                    ...  :. . .:..  :::. : :                        
gi|109        MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPK 
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                      10        20        30        40        50    
 
               70        80                                         
2MEPSP VALFADGPTAIRDVASWRVK                                         
                                                                    
gi|109 GAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALI 
            60        70        80        90       100       110    
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (14-37:7-30) 
 
               10        20        30        40        50        60 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                    ...  :. . .:..  :::. : :                        
gi|811        MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPK 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP VALFADGPTAIRDVASWRVK                                         
                                                                    
gi|811 GAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVII 
            60        70        80        90       100       110    
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.3  bits: 19.9 E():   53 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (12-51:312-353) 
 
                                  10        20        30            
2MEPSP                    SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
      40        50        60        70        80                    
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK                    
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.2  bits: 20.2 E():   54 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (68-80:336-348) 
 
        40        50        60        70        80                  
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK                  
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.8  bits: 19.6 E():   57 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (59-77:15-35) 
 
       30        40        50        60          70        80       
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVK       
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.7  bits: 18.9 E():   58 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (22-54:43-76) 
 
                        10        20        30         40        50 
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2MEPSP          SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
               60        70        80                               
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRVK                               
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (45-76:89-118) 
 
           20        30        40        50        60        70     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
           80                                      
2MEPSP ASWRVK                                      
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (45-76:90-119) 
 
           20        30        40        50        60        70     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           80                                      
2MEPSP ASWRVK                                      
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (45-76:90-119) 
 
           20        30        40        50        60        70     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           80                                      
2MEPSP ASWRVK                                      
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (45-76:90-119) 
 
           20        30        40        50        60        70     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           80                                      
2MEPSP ASWRVK                                      
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       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (45-76:90-119) 
 
           20        30        40        50        60        70     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           80                                      
2MEPSP ASWRVK                                      
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (45-76:90-119) 
 
           20        30        40        50        60        70     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           80                                      
2MEPSP ASWRVK                                      
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (45-76:90-119) 
 
           20        30        40        50        60        70     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
           80                                      
2MEPSP ASWRVK                                      
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (45-76:90-119) 
 
           20        30        40        50        60        70     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           80                                      
2MEPSP ASWRVK                                      
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (45-76:90-119) 
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           20        30        40        50        60        70     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           80                                      
2MEPSP ASWRVK                                      
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (45-76:90-119) 
 
           20        30        40        50        60        70     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           80                                      
2MEPSP ASWRVK                                      
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (45-67:90-112) 
 
           20        30        40        50        60        70     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
           80                                    
2MEPSP ASWRVK                                    
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 18.9 E():   60 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (30-38:14-22) 
 
               10        20        30        40        50        60 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                    :::. : :.                       
gi|898                 ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPT 
                               10        20        30        40     
 
               70        80                                         
2MEPSP VALFADGPTAIRDVASWRVK                                         
                                                                    
gi|898 GAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVV 
           50        60        70        80        90       100     
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 70.4  bits: 14.4 E():   60 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (25-31:2-8) 
 
               10        20        30        40        50        60 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                               ..:. ::                              
gi|250                        PTITIGGPEYR                           
                                      10                            
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               70        80 
2MEPSP VALFADGPTAIRDVASWRVK 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (30-38:25-33) 
 
               10        20        30        40        50        60 
2MEPSP SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                    :::. : :.                       
gi|898      MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPT 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP VALFADGPTAIRDVASWRVK                                         
                                                                    
gi|898 GAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVV 
          60        70        80        90       100       110      
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.1  bits: 18.3 E():   63 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (38-53:43-58) 
 
        10        20        30        40        50        60        
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
        70        80                                                
2MEPSP PTAIRDVASWRVK                                                
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (30-38:31-39) 
 
                10        20        30        40        50          
2MEPSP  SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP VVALFADGPTAIRDVASWRVK                                        
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (30-38:31-39) 
 
                10        20        30        40        50          
2MEPSP  SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP VVALFADGPTAIRDVASWRVK                                        
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (30-38:32-40) 
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                10        20        30        40        50          
2MEPSP  SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
      60        70        80                                        
2MEPSP VVALFADGPTAIRDVASWRVK                                        
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.9  bits: 18.6 E():   64 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (1-31:98-127) 
 
                                             10        20        30 
2MEPSP                               SLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|256 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
        70        80        90       100        110       120       
 
               40        50        60        70        80           
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK           
       :                                                            
gi|256 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
        130       140       150       160       170       180       
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (54-70:8-26) 
 
            30        40        50        60          70        80  
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVK  
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (54-70:8-26) 
 
            30        40        50        60          70        80  
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVK  
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|18770|emb|CAA45777.1| trypsin inhibitor subtype A [  (217 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.9  bits: 18.6 E():   64 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 31 aa overlap (1-31:99-128) 
 
                                             10        20        30 
2MEPSP                               SLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     ::. : .:: ..  .:  . :. .     : 
gi|187 VQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFD-SFAVIMLCVGIPTEWSVVEDLPEG 
       70        80        90       100        110       120        
 
               40        50        60        70        80           
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK           
       :                                                            
gi|187 PAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLV 
       130       140       150       160       170       180        
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
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 initn:  37 init1:  37 opt:  43  Z-score: 69.8  bits: 18.3 E():   65 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (39-72:110-145) 
 
       10        20        30        40        50             60    
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
            70        80                        
2MEPSP FADGPTAIRDVASWRVK                        
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.6  bits: 15.7 E():   67 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (41-71:2-30) 
 
               20        30        40         50        60          
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPT 
                                     .::. : : .. :     ..  :  .:::: 
gi|122                              MVKAVTVLNSSEGP---HGIVYFAQEGDGPT 
                                            10           20         
 
      70        80 
2MEPSP AIRDVASWRVK 
       ..          
gi|122 TV          
       30          
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (5-30:175-201) 
 
                                         10         20        30    
2MEPSP                           SLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
            40        50        60        70        80              
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK              
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (5-30:175-201) 
 
                                         10         20        30    
2MEPSP                           SLQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
            40        50        60        70        80              
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK              
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 19.2 E():   67 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (46-77:269-300) 
 
          20        30        40        50        60        70      
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
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      240       250       260       270       280       290         
 
          80                                                        
2MEPSP SWRVK                                                        
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (50-68:2-20) 
 
      20        30        40        50        60        70          
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
      80                                                            
2MEPSP K                                                            
                                                                    
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (7-68:129-196) 
 
                                       10             20        30  
2MEPSP                         SLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|144 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
      100       110       120       130       140       150         
 
              40        50         60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVK 
         . .... : : . :.. . . .. : :. :  :  :             
gi|144 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL         
      160       170       180       190       200         
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.9 E():   74 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (45-67:90-112) 
 
           20        30        40        50        60        70     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
           80                                    
2MEPSP ASWRVK                                    
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.8  bits: 17.9 E():   74 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (45-76:90-119) 
 
           20        30        40        50        60        70     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
           80                                      
2MEPSP ASWRVK                                      
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
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>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (16-72:143-189) 
 
                              10        20        30        40      
2MEPSP                SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
          50        60        70        80                          
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK                          
       ..  .: :: .. . .    :::.: :                                  
gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (7-68:133-200) 
 
                                       10             20        30  
2MEPSP                         SLQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|622 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
            110       120       130       140       150       160   
 
              40        50         60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVK 
         . .... : : . :.. . . .. : :. :  :  :             
gi|622 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL         
            170       180       190       200             
 
>>gi|14423843|sp|O64943.2|POLC2_JUNOX RecName: Full=Polc  (165 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 18.0 E():   76 
Smith-Waterman score: 42; 60.0% identity (66.7% similar) in 15 aa overlap (1-15:53-67) 
 
                                             10        20        30 
2MEPSP                               SLQGDVKFAEVLEMMGAKVTWTETSVTVTG 
                                     :: .::  :::  ::                
gi|144 SVHELEEVFKKFDANGDGKISGSELADILRSLGSDVGEAEVKAMMEEADADGDGYVSLQE 
             30        40        50        60        70        80   
 
               40        50        60        70        80           
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK           
                                                                    
gi|144 FVDLNNKGASVKDLKNAFKVFDRDCNGSISAAELCHTLESVGEPCTIEESKNIIHNVDKN 
             90       100       110       120       130       140   
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (14-67:22-71) 
 
                       10        20        30        40        50   
2MEPSP         SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            . .: ..  . :: . .     . ....:::    :..  
gi|238 MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF- 
               10        20        30        40        50           
 
             60        70        80                                 
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVK                                 
       ::  ::: ..::  :                                              
gi|238 DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (41-67:44-71) 
 
               20        30        40         50        60          
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
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                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
      70        80                                                  
2MEPSP AIRDVASWRVK                                                  
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (38-52:152-166) 
 
        10        20        30        40        50        60        
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
        70        80                 
2MEPSP PTAIRDVASWRVK                 
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (38-52:152-166) 
 
        10        20        30        40        50        60        
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
        70        80                 
2MEPSP PTAIRDVASWRVK                 
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (3-31:204-231) 
 
                                           10        20         30  
2MEPSP                             SLQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|386 VEKGSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
           180       190       200       210         220       230  
 
              40        50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                                                         
gi|386 FTVRYTTEGGTKVEAEDVIPEGWKADTAYESK                  
             240       250       260                     
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (23-40:288-305) 
 
                       10        20        30        40        50   
2MEPSP         SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
             60        70        80                                 
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVK                                 
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gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 68.3  bits: 19.6 E():   78 
Smith-Waterman score: 47; 26.8% identity (61.0% similar) in 41 aa overlap (41-80:204-244) 
 
               20        30        40        50         60          
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
      70        80                                                  
2MEPSP AIRDVASWRVK                                                  
       ..  :.::.::                                                  
gi|558 SFGIVVSWQVKLLPVPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFGGT 
           240       250       260       270       280       290    
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (5-32:27-54) 
 
                                     10        20        30         
2MEPSP                       SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK                   
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (5-32:27-54) 
 
                                     10        20        30         
2MEPSP                       SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK                   
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (46-77:409-440) 
 
          20        30        40        50        60        70      
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|458 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      380       390       400       410       420       430         
 
          80               
2MEPSP SWRVK               
       .:                  
gi|458 AWNGGGSSNYTDIVAQGGY 
      440       450        
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (6-25:39-63) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9076

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                        10             20        30 
2MEPSP                          SLQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
               40        50        60        70        80           
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK           
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 26 aa overlap (5-30:105-130) 
 
                                         10        20        30     
2MEPSP                           SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                     : :  .:..  :    :...: :  :     
gi|583 SGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNC 
           80        90       100       110       120       130     
 
           40        50        60        70        80 
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                                                      
gi|583 CDKKFTETRGSTPANEVYKKCPGMP                      
          140       150                               
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.3 E():   91 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (44-71:36-63) 
 
            20        30        40        50        60        70    
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
            80                                                      
2MEPSP VASWRVK                                                      
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (29-53:129-153) 
 
                 10        20        30        40        50         
2MEPSP   SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
       60        70        80                                       
2MEPSP AVVALFADGPTAIRDVASWRVK                                       
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (27-40:292-305) 
 
                   10        20        30        40        50       
2MEPSP     SLQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
         60        70        80                                     
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2MEPSP TLAVVALFADGPTAIRDVASWRVK                                     
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.5  bits: 17.3 E():   98 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (51-76:94-121) 
 
               30        40        50          60        70         
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWR 
                                     .: ..   .. ::. .  .: : :..::   
gi|132 LYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLASSL 
            70        80        90       100       110       120    
 
       80              
2MEPSP VK              
                       
gi|132 PGQTKILAKVFYGEN 
           130         
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 66.3  bits: 18.6 E():   99 
Smith-Waterman score: 44; 30.4% identity (60.9% similar) in 23 aa overlap (58-80:121-143) 
 
        30        40        50        60        70        80        
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK        
                                     :.   .. :: . : . ..:: :        
gi|129 LGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNIPEYVDWRQKGAVTPVK 
              100       110       120       130       140       150 
 
gi|129 NQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSYGCNGGYPWSALQLVAQ 
              160       170       180       190       200       210 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:58 2011 done: Tue Apr 19 10:57:58 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 281  - 360 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32    10     8:=*= 
  34    22    22:=====* 
  36    45    44:==========*= 
  38    78    73:==================*= 
  40    74   102:===================      * 
  42   101   125:==========================     * 
  44   194   138:==================================*============== 
  46   134   140:==================================* 
  48   143   134:=================================*== 
  50   121   122:==============================* 
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  52   105   108:==========================* 
  54    97    92:======================*== 
  56    67    77:=================  * 
  58    59    63:===============* 
  60    45    51:============* 
  62    36    41:========= * 
  64    27    33:======= * 
  66    10    26:===   * 
  68    29    20:====*=== 
  70    20    16:===*= 
  72     5    12:==* 
  74    12    10:==* 
  76     6     8:=* 
  78     3     6:=* 
  80     4     5:=* 
  82     5     3:*= 
  84     3     3:* 
  86     5     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     4     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96    15     1:*===      :*============== 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.22300.00304; mu= 9.8272 0.157 
 mean_var=34.4273 9.134, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.218586 
 Kolmogorov-Smirnov  statistic: 0.0281 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.5    0.77 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.5     1.5 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 22.9     2.1 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 22.9     2.3 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   57 22.6       3 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.6     3.5 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   60 23.7       4 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 22.0     4.5 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.7     4.6 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.3       5 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.3     6.6 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.3     6.6 
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gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.4     6.9 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   53 21.3     7.1 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.7     8.7 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.7     8.8 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.7     8.8 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.7     9.1 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.7     9.1 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.4      11 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.4      11 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   57 22.8      12 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   57 22.8      12 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   54 21.7      13 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.4      13 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.8      16 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.7      18 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.4      19 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.4      19 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 20.8      20 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 20.8      21 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.8      21 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.4      27 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   47 19.4      27 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.1      28 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.5      29 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 20.8      32 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 20.8      32 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 20.8      32 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.5      32 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 20.8      32 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.1      33 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.1      33 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.8      34 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.5      35 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.5      36 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 19.8      36 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.1      37 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   45 18.8      39 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.5      39 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.2      41 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.4      43 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.2      48 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.9      49 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   44 18.5      49 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.8      52 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.5      52 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.2      53 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.2      53 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 19.9      54 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 20.2      54 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.5      58 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.9      60 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.9      62 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.2      63 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.2      63 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.2      63 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.2      63 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.2      63 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.2      63 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.2      63 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.2      63 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.2      63 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.2      63 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.2      63 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.9      64 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.9      66 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.9      66 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.9      66 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.2      66 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.8      68 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.8      68 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.2      69 
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gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.2      69 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 18.9      69 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 18.9      69 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.9      72 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.1      73 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.2      75 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.5      77 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.2      77 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.6      77 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.6      78 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.9      78 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.9      78 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.2      78 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.5      80 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.2      80 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.2      80 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.6      81 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.6      81 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.5      82 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.5      82 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   46 19.2      85 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.3      95 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.5      96 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   41 17.5      96 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.2      97 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.2      98 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 104.5  bits: 24.5 E(): 0.77 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (28-70:59-96) 
 
                  10        20        30        40        50        
2MEPSP    LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        60        70        80                                      
2MEPSP AVVALFADGPTAIRDVASWRVKE                                      
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 99.4  bits: 23.5 E():  1.5 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (28-70:59-96) 
 
                  10        20        30        40        50        
2MEPSP    LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        60        70        80                                      
2MEPSP AVVALFADGPTAIRDVASWRVKE                                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 96.7  bits: 22.9 E():  2.1 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (27-50:85-109) 
 
                   10        20        30         40        50      
2MEPSP     LQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
          60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKE 
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gi|668 TTGAFQRIPRSSFANNPRLGRKC   
          120       130          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (28-70:59-96) 
 
                  10        20        30        40        50        
2MEPSP    LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        60        70        80                                      
2MEPSP AVVALFADGPTAIRDVASWRVKE                                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (28-70:59-96) 
 
                  10        20        30        40        50        
2MEPSP    LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        60        70        80                                      
2MEPSP AVVALFADGPTAIRDVASWRVKE                                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (28-70:59-96) 
 
                  10        20        30        40        50        
2MEPSP    LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        60        70        80                                      
2MEPSP AVVALFADGPTAIRDVASWRVKE                                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (28-70:59-96) 
 
                  10        20        30        40        50        
2MEPSP    LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        60        70        80                                      
2MEPSP AVVALFADGPTAIRDVASWRVKE                                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (28-70:59-96) 
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                  10        20        30        40        50        
2MEPSP    LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        60        70        80                                      
2MEPSP AVVALFADGPTAIRDVASWRVKE                                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (28-70:59-96) 
 
                  10        20        30        40        50        
2MEPSP    LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        60        70        80                                      
2MEPSP AVVALFADGPTAIRDVASWRVKE                                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (28-70:59-96) 
 
                  10        20        30        40        50        
2MEPSP    LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        60        70        80                                      
2MEPSP AVVALFADGPTAIRDVASWRVKE                                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (28-70:59-96) 
 
                  10        20        30        40        50        
2MEPSP    LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        60        70        80                                      
2MEPSP AVVALFADGPTAIRDVASWRVKE                                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (28-70:59-96) 
 
                  10        20        30        40        50        
2MEPSP    LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9083

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

        60        70        80                                      
2MEPSP AVVALFADGPTAIRDVASWRVKE                                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (28-70:59-96) 
 
                  10        20        30        40        50        
2MEPSP    LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        60        70        80                                      
2MEPSP AVVALFADGPTAIRDVASWRVKE                                      
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (28-70:59-96) 
 
                  10        20        30        40        50        
2MEPSP    LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        60        70        80                                      
2MEPSP AVVALFADGPTAIRDVASWRVKE                                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (28-70:59-96) 
 
                  10        20        30        40        50        
2MEPSP    LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        60        70        80                                      
2MEPSP AVVALFADGPTAIRDVASWRVKE                                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (28-70:59-96) 
 
                  10        20        30        40        50        
2MEPSP    LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        60        70        80                                      
2MEPSP AVVALFADGPTAIRDVASWRVKE                                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
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 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (28-70:59-96) 
 
                  10        20        30        40        50        
2MEPSP    LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        60        70        80                                      
2MEPSP AVVALFADGPTAIRDVASWRVKE                                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 94.0  bits: 22.6 E():    3 
Smith-Waterman score: 57; 28.8% identity (56.1% similar) in 66 aa overlap (4-69:36-94) 
 
                                          10        20        30    
2MEPSP                            LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                     ::: .:..:  :.  :  . ...  :  .  
gi|169 FEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETK- 
          10        20        30        40        50        60      
 
            40        50        60        70        80              
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE              
        :  ....:::       . :.. .::.  :  :::                         
gi|169 -FILHKVEAID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
            70             80        90       100       110         
 
gi|169 FHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
      120       130       140       150        
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 92.6  bits: 23.6 E():  3.5 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (33-76:269-312) 
 
             10        20        30        40        50        60   
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
             70        80                                           
2MEPSP FADGPTAIRDVASWRVKE                                           
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 91.6  bits: 23.7 E():    4 
Smith-Waterman score: 60; 23.4% identity (64.1% similar) in 64 aa overlap (2-62:306-369) 
 
                                             10        20        30 
2MEPSP                              LQGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
                 40        50        60        70        80         
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE         
        :  . . .:  .:. ...:.. .:. .. .: .                           
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLS 
         340       350       360       370       380       390      
 
gi|144 VGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
         400       410       420       430       440      
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 90.8  bits: 22.0 E():  4.5 
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Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (28-70:59-96) 
 
                  10        20        30        40        50        
2MEPSP    LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        60        70        80                                      
2MEPSP AVVALFADGPTAIRDVASWRVKE                                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 90.5  bits: 23.7 E():  4.6 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (33-76:399-442) 
 
             10        20        30        40        50        60   
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
             70        80                                           
2MEPSP FADGPTAIRDVASWRVKE                                           
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  59  Z-score: 89.9  bits: 23.3 E():    5 
Smith-Waterman score: 59; 22.4% identity (65.5% similar) in 58 aa overlap (7-62:312-369) 
 
                                       10        20        30       
2MEPSP                         LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
           40        50        60        70        80               
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE               
       . .:  .:. ...:.. .:. .. .: .                                 
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGVMASHRSGETEDTFIADLSVGLATG 
             350       360       370       380       390       400  
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.8  bits: 21.3 E():  6.6 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (28-70:59-103) 
 
                  10        20        30        40          50      
2MEPSP    LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
          60        70        80                                
2MEPSP TLAVVALFADGPTAIRDVASWRVKE                                
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.8  bits: 21.3 E():  6.6 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (28-70:59-103) 
 
                  10        20        30        40          50      
2MEPSP    LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
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          60        70        80                                
2MEPSP TLAVVALFADGPTAIRDVASWRVKE                                
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 87.5  bits: 22.4 E():  6.9 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (27-73:168-211) 
 
                   10        20        30           40        50    
2MEPSP     LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
            60        70        80                                  
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKE                                  
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 87.2  bits: 21.3 E():  7.1 
Smith-Waterman score: 53; 27.3% identity (56.1% similar) in 66 aa overlap (4-69:36-94) 
 
                                          10        20        30    
2MEPSP                            LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                     ::: .:..:  :.  :  . ...  :  .  
gi|374 FEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETK- 
          10        20        30        40        50        60      
 
            40        50        60        70        80              
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE              
        :  .....::       . :.. .::.  :  :::                         
gi|374 -FILHKVESID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
            70             80        90       100       110         
 
gi|374 YHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
      120       130       140       150        
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.6  bits: 22.7 E():  8.7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (36-52:399-415) 
 
          10        20        30        40        50        60      
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
          70        80                                              
2MEPSP GPTAIRDVASWRVKE                                              
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.5  bits: 22.7 E():  8.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (36-52:402-418) 
 
          10        20        30        40        50        60      
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
          70        80                                              
2MEPSP GPTAIRDVASWRVKE                                              
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gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.5  bits: 22.7 E():  8.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (36-52:403-419) 
 
          10        20        30        40        50        60      
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
          70        80                                              
2MEPSP GPTAIRDVASWRVKE                                              
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.2  bits: 22.7 E():  9.1 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (36-52:422-438) 
 
          10        20        30        40        50        60      
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
          70        80                                              
2MEPSP GPTAIRDVASWRVKE                                              
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.2  bits: 22.7 E():  9.1 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (36-52:422-438) 
 
          10        20        30        40        50        60      
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
          70        80                                              
2MEPSP GPTAIRDVASWRVKE                                              
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (44-76:407-439) 
 
            20        30        40        50        60        70    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
            80                                                      
2MEPSP ASWRVKE                                                      
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 83.8  bits: 20.4 E():   11 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (26-64:20-59) 
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               10        20         30        40         50         
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLA 
                                .. : ::  : .:.: . .. .: . . ::   :  
gi|301       NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILP 
                     10        20        30        40         50    
 
       60        70        80                                       
2MEPSP VVALFADGPTAIRDVASWRVKE                                       
       :  : :                                                       
gi|301 VDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHF 
            60        70        80        90       100       110    
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 83.4  bits: 22.8 E():   12 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (14-80:58-135) 
 
                                10        20        30              
2MEPSP                  LQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|283 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
           40        50        60        70           80            
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKE            
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|283 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|283 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 83.4  bits: 22.8 E():   12 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (14-80:58-135) 
 
                                10        20        30              
2MEPSP                  LQGDVKFAEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|289 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
           40        50        60        70           80            
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKE            
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|289 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|289 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 82.3  bits: 21.7 E():   13 
Smith-Waterman score: 54; 20.6% identity (58.8% similar) in 68 aa overlap (4-70:133-200) 
 
                                          10        20         30   
2MEPSP                            LQGDVKFAEVLEMMGAKVTWTETS-VTVTGPPR 
                                     ::....  ...  .    ::. . .   :. 
gi|513 HGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPE 
            110       120       130       140       150       160   
 
             40        50        60        70        80             
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE             
       : . .: : ..:...: . .  ..:.:  . :  :  .                       
gi|513 EYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDLVNSFSANVKKIYDLGARTFWIHN 
            170       180       190       200       210       220   
 
gi|513 TGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNHKLKEIVAQLRKDLPLATFVHVDI 
            230       240       250       260       270       280   
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.3  bits: 20.4 E():   13 
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Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (28-70:59-96) 
 
                  10        20        30        40        50        
2MEPSP    LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
        60        70        80                                      
2MEPSP AVVALFADGPTAIRDVASWRVKE                                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 80.7  bits: 21.8 E():   16 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (29-64:390-426) 
 
                 10        20        30         40         50       
2MEPSP   LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
         60        70        80                                     
2MEPSP LAVVALFADGPTAIRDVASWRVKE                                     
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (11-37:9-37) 
 
               10        20        30          40        50         
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNKMPDVAMTLA 
                 : ...: ..:: ..  ...: : : : :.                      
gi|153   MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVKGEEKEPSK 
                 10        20        30        40        50         
 
       60        70        80                                       
2MEPSP VVALFADGPTAIRDVASWRVKE                                       
                                                                    
gi|153 SCCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITTTLPPITAD 
       60        70        80        90       100       110         
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.4  bits: 20.4 E():   19 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (26-64:124-163) 
 
                    10        20         30        40         50    
2MEPSP      LQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
            60        70        80                                  
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKE                                  
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.3  bits: 20.4 E():   19 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (26-64:127-166) 
 
                    10        20         30        40         50    
2MEPSP      LQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
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            60        70        80                                  
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKE                                  
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 79.0  bits: 20.8 E():   20 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (3-51:228-277) 
 
                                           10        20        30   
2MEPSP                             LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
             40         50        60        70        80 
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 
       .:    ::.:. .. .  .:                              
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY   
       260       270       280       290       300       
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 78.6  bits: 20.8 E():   21 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (3-51:247-296) 
 
                                           10        20        30   
2MEPSP                             LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
             40         50        60        70        80 
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 
       .:    ::.:. .. .  .:                              
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY   
        280       290       300       310       320      
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.5  bits: 19.8 E():   21 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (14-32:1-18) 
 
               10        20        30        40        50        60 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                    ::.  :... :..:  :::                             
gi|444              MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEIVE 
                             10        20        30        40       
 
               70        80                                         
2MEPSP ALFADGPTAIRDVASWRVKE                                         
                                                                    
gi|444 GDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLV 
         50        60        70        80        90       100       
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (22-73:7-57) 
 
               10        20        30        40        50        60 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                            :: .: . :: . : :  : . ..  .  : .  .. .. 
gi|132                MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEII 
                              10        20        30        40      
 
               70        80                                         
2MEPSP ALFADGPTAIRDVASWRVKE                                         
            :: .:. .                                                
gi|132 EG-NGGPGTIKKICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIK 
           50        60        70        80        90       100     
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>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 47; 23.3% identity (62.8% similar) in 43 aa overlap (6-47:46-88) 
 
                                        10        20        30      
2MEPSP                          LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
                                     ..:..:. ::..:  .:... .     .   
gi|261 GKRVLEQSVHELEEVFKKFDANGDGKISGSELADILRSMGSEVDEAEVKAMMEEADTDGD 
          20        30        40        50        60        70      
 
          40         50        60        70        80               
2MEPSP GRKHLKA-IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE               
       :   :.  .:.:.                                                
gi|261 GYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEPCTIEESKNI 
          80        90       100       110       120       130      
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.4  bits: 20.1 E():   28 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (26-59:170-204) 
 
                    10        20         30        40         50    
2MEPSP      LQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
            60        70        80                                  
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKE                                  
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.2  bits: 19.5 E():   29 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (45-66:68-88) 
 
           20        30        40        50        60        70     
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
           80                                                       
2MEPSP SWRVKE                                                       
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (12-69:210-271) 
 
                                  10        20              30      
2MEPSP                    LQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
          40        50           60        70        80             
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKE             
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (12-69:210-271) 
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                                  10        20              30      
2MEPSP                    LQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
          40        50           60        70        80             
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKE             
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
          300       310       320       330       340       350     
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (12-69:210-271) 
 
                                  10        20              30      
2MEPSP                    LQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
          40        50           60        70        80             
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKE             
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.4  bits: 20.5 E():   32 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (26-64:291-330) 
 
                    10        20         30        40         50    
2MEPSP      LQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
            60        70        80                                  
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKE                                  
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (12-69:218-279) 
 
                                  10        20              30      
2MEPSP                    LQGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
 
          40        50           60        70        80             
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKE             
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
 
gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.1  bits: 19.1 E():   33 
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Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (14-32:1-18) 
 
               10        20        30        40        50        60 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                    ::.  :... :..:  :::                             
gi|444              MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVE 
                             10        20        30        40       
 
               70        80                                         
2MEPSP ALFADGPTAIRDVASWRVKE                                         
                                                                    
gi|444 GDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLV 
         50        60        70        80        90       100       
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (14-32:1-18) 
 
               10        20        30        40        50        60 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                    ::.  :... :..:  :::                             
gi|444              MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEIVE 
                             10        20        30        40       
 
               70        80                                         
2MEPSP ALFADGPTAIRDVASWRVKE                                         
                                                                    
gi|444 GDGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLV 
         50        60        70        80        90       100       
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (36-52:430-446) 
 
          10        20        30        40        50        60      
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
          70        80                                              
2MEPSP GPTAIRDVASWRVKE                                              
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.6  bits: 20.5 E():   35 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (26-64:6-45) 
 
               10        20         30        40         50         
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLA 
                                .. : ::  : .:.: . .. .: . . ::   :  
gi|223                     INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILP 
                                   10        20         30          
 
       60        70        80                                       
2MEPSP VVALFADGPTAIRDVASWRVKE                                       
       :  : :                                                       
gi|223 VDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFI 
      40        50        60        70        80        90          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.4  bits: 19.5 E():   36 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (45-66:116-136) 
 
           20        30        40        50        60        70     
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
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           80                                                       
2MEPSP SWRVKE                                                       
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (4-29:175-201) 
 
                                          10         20        30   
2MEPSP                            LQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
             40        50        60        70        80             
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE             
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 19.1 E():   37 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (5-31:4-30) 
 
               10        20        30        40        50        60 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
           .::: :: ...: :  . .:.   . :                              
gi|727  MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESP 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP ALFADGPTAIRDVASWRVKE                                         
                                                                    
gi|727 GRMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDS 
      60        70        80        90       100       110          
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.7  bits: 18.8 E():   39 
Smith-Waterman score: 45; 58.3% identity (66.7% similar) in 12 aa overlap (3-14:139-150) 
 
                                           10        20        30   
2MEPSP                             LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     : : : : .:::                   
gi|219 ALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD                
      110       120       130       140       150                   
 
             40        50        60        70        80 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.7  bits: 18.5 E():   39 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (30-62:38-75) 
 
                10        20        30             40        50     
2MEPSP  LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
           60        70        80                             
2MEPSP MTLAVVALFADGPTAIRDVASWRVKE                             
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.4  bits: 19.2 E():   41 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (41-75:72-112) 
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               20        30        40        50              60     
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
           70        80                                             
2MEPSP DGPTAIRDVASWRVKE                                             
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.1  bits: 17.4 E():   43 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (47-70:1-24) 
 
         20        30        40        50        60        70       
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
         80                                
2MEPSP RVKE                                
                                           
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 19.2 E():   48 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (26-39:15-28) 
 
               10        20        30        40        50        60 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                : . :::.:   ::                      
gi|169            QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQR 
                          10        20        30        40          
 
               70        80                                         
2MEPSP ALFADGPTAIRDVASWRVKE                                         
                                                                    
gi|169 PSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSLTLPAL 
      50        60        70        80        90       100          
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.0  bits: 19.9 E():   49 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (26-64:291-330) 
 
                    10        20         30        40         50    
2MEPSP      LQGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
            60        70        80                                  
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKE                                  
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 44; 21.1% identity (54.4% similar) in 90 aa overlap (3-79:36-123) 
 
                                           10        20        30   
2MEPSP                             LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. . .:..:  :.  :  . : .  :  . 
gi|604 FDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDGETK 
          10        20        30        40        50        60      
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9096

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

             40                  50           60        70          
2MEPSP EPFGRKHLKAID-VNMN---------KMPDVAMTLAV---VALFADGPTAIRDVASWRVK 
         :  ......: .:..          .::.:  ...   ..  ::: . :. . :.. : 
gi|604 --FVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISYHGK 
            70        80        90       100       110       120    
 
      80                                
2MEPSP E                                
                                        
gi|604 GDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
           130       140       150      
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.5  bits: 18.8 E():   52 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (37-52:152-167) 
 
         10        20        30        40        50        60       
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
         70        80              
2MEPSP PTAIRDVASWRVKE              
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.5  bits: 17.5 E():   52 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (40-69:41-70) 
 
      10        20        30        40        50        60          
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
      70        80 
2MEPSP IRDVASWRVKE 
                   
gi|453 CSPKWLQLLVP 
               80  
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (13-36:7-30) 
 
               10        20        30        40        50        60 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                   ...  :. . .:..  :::. : :                         
gi|109       MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKG 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP ALFADGPTAIRDVASWRVKE                                         
                                                                    
gi|109 AGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIH 
           60        70        80        90       100       110     
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (13-36:7-30) 
 
               10        20        30        40        50        60 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                   ...  :. . .:..  :::. : :                         
gi|811       MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPKG 
                     10        20        30        40        50     
 
               70        80                                         
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2MEPSP ALFADGPTAIRDVASWRVKE                                         
                                                                    
gi|811 AGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIH 
           60        70        80        90       100       110     
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.2  bits: 19.9 E():   54 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (11-50:312-353) 
 
                                   10        20        30           
2MEPSP                     LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
       40        50        60        70        80                   
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE                   
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.2  bits: 20.2 E():   54 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (67-79:336-348) 
 
         40        50        60        70        80                 
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE                 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.7  bits: 19.5 E():   58 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (58-76:15-35) 
 
        30        40        50        60          70        80      
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKE      
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.4  bits: 18.9 E():   60 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (21-53:43-76) 
 
                         10        20        30         40          
2MEPSP           LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
      50        60        70        80                              
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRVKE                              
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (29-37:14-22) 
 
               10        20        30        40        50        60 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                   :::. : :.                        
gi|898                ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTG 
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                              10        20        30        40      
 
               70        80                                         
2MEPSP ALFADGPTAIRDVASWRVKE                                         
                                                                    
gi|898 AGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVH 
          50        60        70        80        90       100      
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (44-75:89-118) 
 
            20        30        40        50        60        70    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
            80                                     
2MEPSP ASWRVKE                                     
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (44-75:90-119) 
 
            20        30        40        50        60        70    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            80                                     
2MEPSP ASWRVKE                                     
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (44-75:90-119) 
 
            20        30        40        50        60        70    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            80                                     
2MEPSP ASWRVKE                                     
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (44-75:90-119) 
 
            20        30        40        50        60        70    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            80                                     
2MEPSP ASWRVKE                                     
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
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>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (44-75:90-119) 
 
            20        30        40        50        60        70    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            80                                     
2MEPSP ASWRVKE                                     
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (44-75:90-119) 
 
            20        30        40        50        60        70    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
            80                                     
2MEPSP ASWRVKE                                     
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (44-75:90-119) 
 
            20        30        40        50        60        70    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            80                                     
2MEPSP ASWRVKE                                     
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (44-75:90-119) 
 
            20        30        40        50        60        70    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            80                                     
2MEPSP ASWRVKE                                     
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (44-75:90-119) 
 
            20        30        40        50        60        70    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
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                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            80                                     
2MEPSP ASWRVKE                                     
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (44-75:90-119) 
 
            20        30        40        50        60        70    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            80                                     
2MEPSP ASWRVKE                                     
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (44-66:90-112) 
 
            20        30        40        50        60        70    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
            80                                   
2MEPSP ASWRVKE                                   
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.9 E():   64 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (29-37:25-33) 
 
               10        20        30        40        50        60 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                   :::. : :.                        
gi|898     MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTG 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP ALFADGPTAIRDVASWRVKE                                         
                                                                    
gi|898 AGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVH 
         60        70        80        90       100       110       
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (29-37:31-39) 
 
                 10        20        30        40        50         
2MEPSP   LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP VVALFADGPTAIRDVASWRVKE                                       
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gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (29-37:31-39) 
 
                 10        20        30        40        50         
2MEPSP   LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP VVALFADGPTAIRDVASWRVKE                                       
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (29-37:32-40) 
 
                 10        20        30        40        50         
2MEPSP   LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
       60        70        80                                       
2MEPSP VVALFADGPTAIRDVASWRVKE                                       
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.6  bits: 18.2 E():   66 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (37-52:43-58) 
 
         10        20        30        40        50        60       
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
         70        80                                               
2MEPSP PTAIRDVASWRVKE                                               
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (53-69:8-26) 
 
             30        40        50        60          70        80 
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (53-69:8-26) 
 
             30        40        50        60          70        80 
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
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gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 19.2 E():   69 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (45-76:269-300) 
 
           20        30        40        50        60        70     
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
           80                                                       
2MEPSP SWRVKE                                                       
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.3  bits: 18.2 E():   69 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (38-71:110-145) 
 
        10        20        30        40        50             60   
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
             70        80                       
2MEPSP FADGPTAIRDVASWRVKE                       
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (4-29:175-201) 
 
                                          10         20        30   
2MEPSP                            LQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
             40        50        60        70        80             
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE             
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (4-29:175-201) 
 
                                          10         20        30   
2MEPSP                            LQGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
             40        50        60        70        80             
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE             
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.9 E():   72 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (49-67:2-20) 
 
       20        30        40        50        60        70         
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
       80                                                           
2MEPSP KE                                                           
                                                                    
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 68.8  bits: 14.1 E():   73 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (24-30:2-8) 
 
               10        20        30        40        50        60 
2MEPSP LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                              ..:. ::                               
gi|250                       PTITIGGPEYR                            
                                     10                             
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (15-71:143-189) 
 
                               10        20        30        40     
2MEPSP                 LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
           50        60        70        80                         
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE                         
       ..  .: :: .. . .    :::.: :                                  
gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.4  bits: 15.5 E():   77 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (40-70:2-30) 
 
      10        20        30        40         50        60         
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPT 
                                     .::. : : .. :     ..  :  .:::: 
gi|122                              MVKAVTVLNSSEGP---HGIVYFAQEGDGPT 
                                            10           20         
 
       70        80 
2MEPSP AIRDVASWRVKE 
       ..           
gi|122 TV           
       30           
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (6-67:129-196) 
 
                                        10             20        30 
2MEPSP                          LQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|144 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
      100       110       120       130       140       150         
 
               40        50         60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVKE 
         . .... : : . :.. . . .. : :. :  :  :              
gi|144 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL          
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      160       170       180       190       200          
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (22-39:288-305) 
 
                        10        20        30        40        50  
2MEPSP          LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
              60        70        80                                
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKE                                
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 68.3  bits: 19.6 E():   78 
Smith-Waterman score: 47; 26.8% identity (61.0% similar) in 41 aa overlap (40-79:204-244) 
 
      10        20        30        40        50         60         
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
       70        80                                                 
2MEPSP AIRDVASWRVKE                                                 
       ..  :.::.::                                                  
gi|558 SFGIVVSWQVKLLPVPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFGGT 
           240       250       260       270       280       290    
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (44-66:90-112) 
 
            20        30        40        50        60        70    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
            80                                   
2MEPSP ASWRVKE                                   
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (44-75:90-119) 
 
            20        30        40        50        60        70    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
            80                                     
2MEPSP ASWRVKE                                     
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.2 E():   78 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (6-67:133-200) 
 
                                        10             20        30 
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2MEPSP                          LQGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|622 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
            110       120       130       140       150       160   
 
               40        50         60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVKE 
         . .... : : . :.. . . .. : :. :  :  :              
gi|622 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL          
            170       180       190       200              
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (2-30:204-231) 
 
                                            10        20         30 
2MEPSP                              LQGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|386 VEKGSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
           180       190       200       210         220       230  
 
               40        50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 
                                                          
gi|386 FTVRYTTEGGTKVEAEDVIPEGWKADTAYESK                   
             240       250       260                      
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (37-51:152-166) 
 
         10        20        30        40        50        60       
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
         70        80                
2MEPSP PTAIRDVASWRVKE                
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (37-51:152-166) 
 
         10        20        30        40        50        60       
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
         70        80                
2MEPSP PTAIRDVASWRVKE                
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.6 E():   81 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (4-31:27-54) 
 
                                      10        20        30        
2MEPSP                        LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE                  
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gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.6 E():   81 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (4-31:27-54) 
 
                                      10        20        30        
2MEPSP                        LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE                  
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (13-66:22-71) 
 
                        10        20        30        40        50  
2MEPSP          LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            . .: ..  . :: . .     . ....:::    :..  
gi|238 MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF- 
               10        20        30        40        50           
 
              60        70        80                                
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKE                                
       ::  ::: ..::  :                                              
gi|238 DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (40-66:44-71) 
 
      10        20        30        40         50        60         
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
       70        80                                                 
2MEPSP AIRDVASWRVKE                                                 
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (45-76:409-440) 
 
           20        30        40        50        60        70     
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|458 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      380       390       400       410       420       430         
 
           80              
2MEPSP SWRVKE              
       .:                  
gi|458 AWNGGGSSNYTDIVAQGGY 
      440       450        
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (26-39:292-305) 
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                    10        20        30        40        50      
2MEPSP      LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
          60        70        80                                    
2MEPSP TLAVVALFADGPTAIRDVASWRVKE                                    
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (5-24:39-63) 
 
                                         10             20          
2MEPSP                           LQGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
      30        40        50        60        70        80          
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE          
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 26 aa overlap (4-29:105-130) 
 
                                          10        20        30    
2MEPSP                            LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                     : :  .:..  :    :...: :  :     
gi|583 SGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNC 
           80        90       100       110       120       130     
 
            40        50        60        70        80 
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 
                                                       
gi|583 CDKKFTETRGSTPANEVYKKCPGMP                       
          140       150                                
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.2 E():   97 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (28-52:129-153) 
 
                  10        20        30        40        50        
2MEPSP    LQGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
        60        70        80                                      
2MEPSP AVVALFADGPTAIRDVASWRVKE                                      
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (43-70:36-63) 
 
             20        30        40        50        60        70   
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
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             80                                                     
2MEPSP VASWRVKE                                                     
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:58 2011 done: Tue Apr 19 10:57:58 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 282  - 361 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     0     0: 
  30     1     2:* 
  32     9     8:=*= 
  34    21    22:=====* 
  36    40    44:==========* 
  38    80    73:==================*= 
  40    82   102:=====================    * 
  42   113   125:=============================  * 
  44   190   138:==================================*============= 
  46   126   140:================================  * 
  48   146   134:=================================*=== 
  50   106   122:===========================   * 
  52   106   108:==========================* 
  54   103    92:======================*=== 
  56    69    77:================== * 
  58    60    63:===============* 
  60    38    51:==========  * 
  62    39    41:==========* 
  64    30    33:========* 
  66    11    26:===   * 
  68    24    20:====*= 
  70    23    16:===*== 
  72     6    12:==* 
  74    14    10:==*= 
  76     5     8:=* 
  78     4     6:=* 
  80     3     5:=* 
  82     4     3:* 
  84     5     3:*= 
  86     4     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     3     1:*         :*== 
  94     0     1:*         :* 
  96    15     1:*===      :*============== 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
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 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.42420.00295; mu= 8.6756 0.153 
 mean_var=34.8902 9.351, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.217131 
 Kolmogorov-Smirnov  statistic: 0.0187 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.5    0.79 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.5     1.5 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 22.9     2.1 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 22.9     2.3 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   57 22.6       3 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   61 23.9     3.4 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.6     3.7 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   60 23.6     4.2 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 22.0     4.5 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.6     4.9 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.3     6.6 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.3     6.6 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.3     7.1 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   53 21.3     7.1 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.6     9.2 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.6     9.3 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.6     9.3 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.6     9.6 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.6     9.6 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.4      11 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.3      11 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   57 22.7      12 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   57 22.7      12 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.4      13 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   54 21.7      14 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.7      17 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.8      18 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.4      19 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.4      20 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 20.7      21 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.8      21 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 20.7      22 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.4      26 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   47 19.4      27 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.1      29 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.5      29 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.1      32 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.4      33 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.1      33 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.1      33 
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gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 20.8      33 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 20.8      33 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 20.8      33 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 20.8      34 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.8      35 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.5      36 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.1      36 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.4      37 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 19.8      37 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.5      39 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   45 18.8      39 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.5      41 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.1      41 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.2      48 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   44 18.5      49 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.5      50 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.8      50 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.8      52 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.2      53 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.2      53 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   48 19.8      56 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 20.1      57 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.5      59 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.8      61 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.2      62 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.2      62 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.2      62 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.2      62 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.2      62 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.2      62 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.2      62 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.2      62 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.2      62 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.2      62 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.2      62 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.8      62 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.3      64 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.8      65 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.2      66 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.9      66 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.9      66 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.9      67 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.9      67 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.9      67 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.2      68 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 18.9      70 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 18.9      70 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.2      70 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.6      71 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.9      71 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.2      77 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.9      77 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.9      77 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.2      77 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.2      78 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.5      80 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.6      80 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.6      80 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.5      80 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.2      80 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.2      80 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.5      81 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.5      82 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.5      82 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   46 19.2      88 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.6      94 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   41 17.6      94 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.2      95 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.2      98 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.2      99 
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>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 104.3  bits: 24.5 E(): 0.79 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (27-69:59-96) 
 
                   10        20        30        40        50       
2MEPSP     QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         60        70        80                                     
2MEPSP AVVALFADGPTAIRDVASWRVKET                                     
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 99.3  bits: 23.5 E():  1.5 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (27-69:59-96) 
 
                   10        20        30        40        50       
2MEPSP     QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         60        70        80                                     
2MEPSP AVVALFADGPTAIRDVASWRVKET                                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 96.7  bits: 22.9 E():  2.1 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (26-49:85-109) 
 
                    10        20         30        40        50     
2MEPSP      QGDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
           60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKET 
                                  
gi|668 TTGAFQRIPRSSFANNPRLGRKC    
          120       130           
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (27-69:59-96) 
 
                   10        20        30        40        50       
2MEPSP     QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         60        70        80                                     
2MEPSP AVVALFADGPTAIRDVASWRVKET                                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (27-69:59-96) 
 
                   10        20        30        40        50       
2MEPSP     QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
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gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         60        70        80                                     
2MEPSP AVVALFADGPTAIRDVASWRVKET                                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (27-69:59-96) 
 
                   10        20        30        40        50       
2MEPSP     QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         60        70        80                                     
2MEPSP AVVALFADGPTAIRDVASWRVKET                                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (27-69:59-96) 
 
                   10        20        30        40        50       
2MEPSP     QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         60        70        80                                     
2MEPSP AVVALFADGPTAIRDVASWRVKET                                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (27-69:59-96) 
 
                   10        20        30        40        50       
2MEPSP     QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         60        70        80                                     
2MEPSP AVVALFADGPTAIRDVASWRVKET                                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (27-69:59-96) 
 
                   10        20        30        40        50       
2MEPSP     QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         60        70        80                                     
2MEPSP AVVALFADGPTAIRDVASWRVKET                                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
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            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (27-69:59-96) 
 
                   10        20        30        40        50       
2MEPSP     QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         60        70        80                                     
2MEPSP AVVALFADGPTAIRDVASWRVKET                                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (27-69:59-96) 
 
                   10        20        30        40        50       
2MEPSP     QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         60        70        80                                     
2MEPSP AVVALFADGPTAIRDVASWRVKET                                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (27-69:59-96) 
 
                   10        20        30        40        50       
2MEPSP     QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         60        70        80                                     
2MEPSP AVVALFADGPTAIRDVASWRVKET                                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (27-69:59-96) 
 
                   10        20        30        40        50       
2MEPSP     QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         60        70        80                                     
2MEPSP AVVALFADGPTAIRDVASWRVKET                                     
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (27-69:59-96) 
 
                   10        20        30        40        50       
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2MEPSP     QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         60        70        80                                     
2MEPSP AVVALFADGPTAIRDVASWRVKET                                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (27-69:59-96) 
 
                   10        20        30        40        50       
2MEPSP     QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         60        70        80                                     
2MEPSP AVVALFADGPTAIRDVASWRVKET                                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (27-69:59-96) 
 
                   10        20        30        40        50       
2MEPSP     QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         60        70        80                                     
2MEPSP AVVALFADGPTAIRDVASWRVKET                                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (27-69:59-96) 
 
                   10        20        30        40        50       
2MEPSP     QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         60        70        80                                     
2MEPSP AVVALFADGPTAIRDVASWRVKET                                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 93.9  bits: 22.6 E():    3 
Smith-Waterman score: 57; 28.8% identity (56.1% similar) in 66 aa overlap (3-68:36-94) 
 
                                           10        20        30   
2MEPSP                             QGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                     ::: .:..:  :.  :  . ...  :  .  
gi|169 FEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETK- 
          10        20        30        40        50        60      
 
             40        50        60        70        80             
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET             
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        :  ....:::       . :.. .::.  :  :::                         
gi|169 -FILHKVEAID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
            70             80        90       100       110         
 
gi|169 FHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
      120       130       140       150        
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  61  Z-score: 92.9  bits: 23.9 E():  3.4 
Smith-Waterman score: 61; 24.1% identity (60.2% similar) in 83 aa overlap (1-80:306-386) 
 
                                              10        20          
2MEPSP                               QGD-VKFAEVLEMMGAKVTWTETSVTVTGP 
                                     : : ...:..   .: ::  .  .. ::.: 
gi|144 SQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNP 
         280       290       300       310       320       330      
 
      30          40        50        60        70        80        
2MEPSP PR--EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET        
        :  . . .:  .:. ...:.. .:. .. .: .   .  ..  .:: :  ::        
gi|144 KRVEKAIKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIAD 
         340       350       360       370         380       390    
 
gi|144 LSVGLATGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
           400       410       420       430       440      
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 92.2  bits: 23.6 E():  3.7 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (32-75:269-312) 
 
              10        20        30        40        50        60  
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
              70        80                                          
2MEPSP FADGPTAIRDVASWRVKET                                          
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  60  Z-score: 91.2  bits: 23.6 E():  4.2 
Smith-Waterman score: 60; 23.4% identity (61.0% similar) in 77 aa overlap (6-80:312-386) 
 
                                        10        20        30      
2MEPSP                          QGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
            40        50        60        70        80              
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET              
       . .:  .:. ...:.. .:. .. .: .   .  ..  .:: :  ::              
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLA 
             350       360       370         380       390          
 
gi|144 TGQIKTGAPCRSERLAKYNQLLRIEEELGAEAVYAGANFRTPVEPY 
     400       410       420       430       440      
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 90.8  bits: 22.0 E():  4.5 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (27-69:59-96) 
 
                   10        20        30        40        50       
2MEPSP     QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
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         60        70        80                                     
2MEPSP AVVALFADGPTAIRDVASWRVKET                                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 90.1  bits: 23.6 E():  4.9 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (32-75:399-442) 
 
              10        20        30        40        50        60  
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
              70        80                                          
2MEPSP FADGPTAIRDVASWRVKET                                          
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.8  bits: 21.3 E():  6.6 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (27-69:59-103) 
 
                   10        20        30        40          50     
2MEPSP     QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
           60        70        80                               
2MEPSP TLAVVALFADGPTAIRDVASWRVKET                               
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.8  bits: 21.3 E():  6.6 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (27-69:59-103) 
 
                   10        20        30        40          50     
2MEPSP     QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
           60        70        80                               
2MEPSP TLAVVALFADGPTAIRDVASWRVKET                               
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 87.2  bits: 22.3 E():  7.1 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (26-72:168-211) 
 
                    10        20        30           40        50   
2MEPSP      QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
             60        70        80                                 
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKET                                 
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
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 initn:  43 init1:  43 opt:  53  Z-score: 87.2  bits: 21.3 E():  7.1 
Smith-Waterman score: 53; 27.3% identity (56.1% similar) in 66 aa overlap (3-68:36-94) 
 
                                           10        20        30   
2MEPSP                             QGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                     ::: .:..:  :.  :  . ...  :  .  
gi|374 FEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETK- 
          10        20        30        40        50        60      
 
             40        50        60        70        80             
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET             
        :  .....::       . :.. .::.  :  :::                         
gi|374 -FILHKVESID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
            70             80        90       100       110         
 
gi|374 YHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
      120       130       140       150        
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.2  bits: 22.6 E():  9.2 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (35-51:399-415) 
 
           10        20        30        40        50        60     
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
           70        80                                             
2MEPSP GPTAIRDVASWRVKET                                             
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.1  bits: 22.6 E():  9.3 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (35-51:402-418) 
 
           10        20        30        40        50        60     
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
           70        80                                             
2MEPSP GPTAIRDVASWRVKET                                             
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.1  bits: 22.6 E():  9.3 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (35-51:403-419) 
 
           10        20        30        40        50        60     
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
           70        80                                             
2MEPSP GPTAIRDVASWRVKET                                             
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.8  bits: 22.6 E():  9.6 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (35-51:422-438) 
 
           10        20        30        40        50        60     
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2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
           70        80                                             
2MEPSP GPTAIRDVASWRVKET                                             
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.8  bits: 22.6 E():  9.6 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (35-51:422-438) 
 
           10        20        30        40        50        60     
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
           70        80                                             
2MEPSP GPTAIRDVASWRVKET                                             
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 83.9  bits: 20.4 E():   11 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (25-63:20-59) 
 
               10        20         30        40         50         
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAV 
                               .. : ::  : .:.: . .. .: . . ::   : : 
gi|301      NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPV 
                    10        20        30        40         50     
 
       60        70        80                                       
2MEPSP VALFADGPTAIRDVASWRVKET                                       
         : :                                                        
gi|301 DELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFI 
           60        70        80        90       100       110     
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.5  bits: 22.3 E():   11 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (43-75:407-439) 
 
             20        30        40        50        60        70   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
             80                                                     
2MEPSP ASWRVKET                                                     
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 82.9  bits: 22.7 E():   12 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (13-79:58-135) 
 
                                 10        20        30             
2MEPSP                   QGDVKFAEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|283 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
            40        50        60        70           80           
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKET           
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        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|283 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|283 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 82.9  bits: 22.7 E():   12 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (13-79:58-135) 
 
                                 10        20        30             
2MEPSP                   QGDVKFAEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|289 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
            40        50        60        70           80           
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKET           
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|289 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|289 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.3  bits: 20.4 E():   13 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (27-69:59-96) 
 
                   10        20        30        40        50       
2MEPSP     QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
         60        70        80                                     
2MEPSP AVVALFADGPTAIRDVASWRVKET                                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 82.0  bits: 21.7 E():   14 
Smith-Waterman score: 54; 20.6% identity (58.8% similar) in 68 aa overlap (3-69:133-200) 
 
                                           10        20         30  
2MEPSP                             QGDVKFAEVLEMMGAKVTWTETS-VTVTGPPR 
                                     ::....  ...  .    ::. . .   :. 
gi|513 HGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPE 
            110       120       130       140       150       160   
 
              40        50        60        70        80            
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET            
       : . .: : ..:...: . .  ..:.:  . :  :  .                       
gi|513 EYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDLVNSFSANVKKIYDLGARTFWIHN 
            170       180       190       200       210       220   
 
gi|513 TGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNHKLKEIVAQLRKDLPLATFVHVDI 
            230       240       250       260       270       280   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 80.3  bits: 21.7 E():   17 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (28-63:390-426) 
 
                  10        20        30         40         50      
2MEPSP    QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
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          60        70        80                                    
2MEPSP LAVVALFADGPTAIRDVASWRVKET                                    
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 79.9  bits: 19.8 E():   18 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (10-36:9-37) 
 
               10        20         30         40        50         
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNKMPDVAMTLAV 
                : ...: ..:: ..  ...: : : : :.                       
gi|153  MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVKGEEKEPSKS 
                10        20        30        40        50          
 
       60        70        80                                       
2MEPSP VALFADGPTAIRDVASWRVKET                                       
                                                                    
gi|153 CCSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITTTLPPITADF 
      60        70        80        90       100       110          
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.3  bits: 20.4 E():   19 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (25-63:124-163) 
 
                     10        20         30        40         50   
2MEPSP       QGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
             60        70        80                                 
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKET                                 
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.2  bits: 20.4 E():   20 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (25-63:127-166) 
 
                     10        20         30        40         50   
2MEPSP       QGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
             60        70        80                                 
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKET                                 
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 78.8  bits: 20.7 E():   21 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (2-50:228-277) 
 
                                            10        20        30  
2MEPSP                              QGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
              40         50        60        70        80 
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
       .:    ::.:. .. .  .:                               
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY    
       260       270       280       290       300        
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
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 initn:  46 init1:  46 opt:  48  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (13-31:1-18) 
 
               10        20        30        40        50        60 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
                   ::.  :... :..:  :::                              
gi|444             MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEIVEG 
                            10        20        30        40        
 
               70        80                                         
2MEPSP LFADGPTAIRDVASWRVKET                                         
                                                                    
gi|444 DGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVA 
        50        60        70        80        90       100        
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 78.4  bits: 20.7 E():   22 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (2-50:247-296) 
 
                                            10        20        30  
2MEPSP                              QGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
              40         50        60        70        80 
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
       .:    ::.:. .. .  .:                               
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY    
        280       290       300       310       320       
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (21-72:7-57) 
 
               10        20        30        40        50        60 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
                           :: .: . :: . : :  : . ..  .  : .  .. ..  
gi|132               MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIE 
                             10        20        30        40       
 
               70        80                                         
2MEPSP LFADGPTAIRDVASWRVKET                                         
           :: .:. .                                                 
gi|132 G-NGGPGTIKKICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKI 
          50        60        70        80        90       100      
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 47; 23.3% identity (62.8% similar) in 43 aa overlap (5-46:46-88) 
 
                                         10        20        30     
2MEPSP                           QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
                                     ..:..:. ::..:  .:... .     .   
gi|261 GKRVLEQSVHELEEVFKKFDANGDGKISGSELADILRSMGSEVDEAEVKAMMEEADTDGD 
          20        30        40        50        60        70      
 
           40         50        60        70        80              
2MEPSP GRKHLKA-IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET              
       :   :.  .:.:.                                                
gi|261 GYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEPCTIEESKNI 
          80        90       100       110       120       130      
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (25-58:170-204) 
 
                     10        20         30        40         50   
2MEPSP       QGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
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     140       150       160       170       180       190          
 
             60        70        80                                 
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKET                                 
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.2  bits: 19.5 E():   29 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (44-65:68-88) 
 
            20        30        40        50        60        70    
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
            80                                                      
2MEPSP SWRVKET                                                      
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (6-38:82-109) 
 
                                        10        20        30      
2MEPSP                          QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
          40        50        60        70        80        
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET        
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.2  bits: 20.4 E():   33 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (25-63:291-330) 
 
                     10        20         30        40         50   
2MEPSP       QGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
             60        70        80                                 
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKET                                 
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (13-31:1-18) 
 
               10        20        30        40        50        60 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
                   ::.  :... :..:  :::                              
gi|444             MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEIVEG 
                            10        20        30        40        
 
               70        80                                         
2MEPSP LFADGPTAIRDVASWRVKET                                         
                                                                    
gi|444 DGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVA 
        50        60        70        80        90       100        
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>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (13-31:1-18) 
 
               10        20        30        40        50        60 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
                   ::.  :... :..:  :::                              
gi|444             MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVEG 
                            10        20        30        40        
 
               70        80                                         
2MEPSP LFADGPTAIRDVASWRVKET                                         
                                                                    
gi|444 DGGVGTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVA 
        50        60        70        80        90       100        
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (11-68:210-271) 
 
                                   10              20        30     
2MEPSP                     QGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
           40        50           60        70        80            
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKET            
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
          300       310       320       330       340       350     
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (11-68:210-271) 
 
                                   10              20        30     
2MEPSP                     QGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
           40        50           60        70        80            
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKET            
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (11-68:210-271) 
 
                                   10              20        30     
2MEPSP                     QGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
           40        50           60        70        80            
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKET            
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
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gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.0  bits: 20.8 E():   34 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (11-68:218-279) 
 
                                   10              20        30     
2MEPSP                     QGDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
 
           40        50           60        70        80            
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKET            
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
 
gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 20.8 E():   35 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (35-51:430-446) 
 
           10        20        30        40        50        60     
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
           70        80                                             
2MEPSP GPTAIRDVASWRVKET                                             
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.4  bits: 19.5 E():   36 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (44-65:116-136) 
 
            20        30        40        50        60        70    
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
            80                                                      
2MEPSP SWRVKET                                                      
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 19.1 E():   36 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (4-30:4-30) 
 
               10        20        30        40        50        60 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
          .::: :: ...: :  . .:.   . :                               
gi|727 MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPG 
               10        20        30        40        50        60 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.3  bits: 20.4 E():   37 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (25-63:6-45) 
 
               10        20         30        40         50         
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAV 
                               .. : ::  : .:.: . .. .: . . ::   : : 
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gi|223                    INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPV 
                                  10        20         30        40 
 
       60        70        80                                       
2MEPSP VALFADGPTAIRDVASWRVKET                                       
         : :                                                        
gi|223 DELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQ 
               50        60        70        80        90       100 
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (3-28:175-201) 
 
                                            10        20        30  
2MEPSP                             QGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
              40        50        60        70        80            
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET            
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.9  bits: 18.5 E():   39 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (29-61:38-75) 
 
                 10        20        30             40        50    
2MEPSP   QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
            60        70        80                            
2MEPSP MTLAVVALFADGPTAIRDVASWRVKET                            
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 45; 58.3% identity (66.7% similar) in 12 aa overlap (2-13:139-150) 
 
                                            10        20        30  
2MEPSP                              QGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     : : : : .:::                   
gi|219 ALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD                
      110       120       130       140       150                   
 
              40        50        60        70        80 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.5  bits: 17.5 E():   41 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (46-69:1-24) 
 
          20        30        40        50        60        70      
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
          80                               
2MEPSP RVKET                               
                                           
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
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 initn:  40 init1:  40 opt:  46  Z-score: 73.4  bits: 19.1 E():   41 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (40-74:72-112) 
 
      10        20        30        40        50              60    
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
            70        80                                            
2MEPSP DGPTAIRDVASWRVKET                                            
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 19.2 E():   48 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (25-38:15-28) 
 
               10        20        30        40        50        60 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
                               : . :::.:   ::                       
gi|169           QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRP 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP LFADGPTAIRDVASWRVKET                                         
                                                                    
gi|169 SRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSLTLPALR 
               60        70        80        90       100       110 
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 44; 21.1% identity (54.4% similar) in 90 aa overlap (2-78:36-123) 
 
                                            10        20        30  
2MEPSP                              QGDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. . .:..:  :.  :  . : .  :  . 
gi|604 FDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDGETK 
          10        20        30        40        50        60      
 
              40                  50           60        70         
2MEPSP EPFGRKHLKAID-VNMN---------KMPDVAMTLAV---VALFADGPTAIRDVASWRVK 
         :  ......: .:..          .::.:  ...   ..  ::: . :. . :.. : 
gi|604 --FVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISYHGK 
            70        80        90       100       110       120    
 
       80                               
2MEPSP ET                               
                                        
gi|604 GDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
           130       140       150      
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.8  bits: 17.5 E():   50 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (39-68:41-70) 
 
       10        20        30        40        50        60         
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
       70        80 
2MEPSP IRDVASWRVKET 
                    
gi|453 CSPKWLQLLVP  
               80   
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.8  bits: 19.8 E():   50 
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Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (25-63:291-330) 
 
                     10        20         30        40         50   
2MEPSP       QGDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
             60        70        80                                 
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKET                                 
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.5  bits: 18.8 E():   52 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (36-51:152-167) 
 
          10        20        30        40        50        60      
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
          70        80             
2MEPSP PTAIRDVASWRVKET             
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.3  bits: 19.2 E():   53 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (12-35:7-30) 
 
               10        20        30        40        50        60 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
                  ...  :. . .:..  :::. : :                          
gi|109      MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKGA 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP LFADGPTAIRDVASWRVKET                                         
                                                                    
gi|109 GPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHV 
          60        70        80        90       100       110      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.3  bits: 19.2 E():   53 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (12-35:7-30) 
 
               10        20        30        40        50        60 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
                  ...  :. . .:..  :::. : :                          
gi|811      MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPKGA 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP LFADGPTAIRDVASWRVKET                                         
                                                                    
gi|811 GPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHI 
          60        70        80        90       100       110      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.0  bits: 19.8 E():   56 
Smith-Waterman score: 48; 26.2% identity (64.3% similar) in 42 aa overlap (10-49:312-353) 
 
                                    10        20        30          
2MEPSP                      QGDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
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        40        50        60        70        80                  
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET                  
         .:. ...:..                                                 
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVMVSHRSGETEDTFIADLSVGLRSGQIKT 
             350       360       370       380       390       400  
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.8  bits: 20.1 E():   57 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (66-78:336-348) 
 
          40        50        60        70        80                
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET                
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (57-75:15-35) 
 
         30        40        50        60          70        80     
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKET     
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.3  bits: 18.8 E():   61 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (20-52:43-76) 
 
                          10        20        30         40         
2MEPSP            QGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
       50        60        70        80                             
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRVKET                             
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (43-74:89-118) 
 
             20        30        40        50        60        70   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
             80                                    
2MEPSP ASWRVKET                                    
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (43-74:90-119) 
 
             20        30        40        50        60        70   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
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                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             80                                    
2MEPSP ASWRVKET                                    
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (43-74:90-119) 
 
             20        30        40        50        60        70   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             80                                    
2MEPSP ASWRVKET                                    
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (43-74:90-119) 
 
             20        30        40        50        60        70   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             80                                    
2MEPSP ASWRVKET                                    
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (43-74:90-119) 
 
             20        30        40        50        60        70   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             80                                    
2MEPSP ASWRVKET                                    
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (43-74:90-119) 
 
             20        30        40        50        60        70   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
             80                                    
2MEPSP ASWRVKET                                    
       .:                                          
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gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (43-74:90-119) 
 
             20        30        40        50        60        70   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             80                                    
2MEPSP ASWRVKET                                    
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (43-74:90-119) 
 
             20        30        40        50        60        70   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             80                                    
2MEPSP ASWRVKET                                    
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (43-74:90-119) 
 
             20        30        40        50        60        70   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             80                                    
2MEPSP ASWRVKET                                    
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (43-74:90-119) 
 
             20        30        40        50        60        70   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             80                                    
2MEPSP ASWRVKET                                    
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (43-65:90-112) 
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             20        30        40        50        60        70   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
             80                                  
2MEPSP ASWRVKET                                  
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.8 E():   62 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (28-36:14-22) 
 
               10        20        30        40        50        60 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
                                  :::. : :.                         
gi|898               ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGA 
                             10        20        30        40       
 
               70        80                                         
2MEPSP LFADGPTAIRDVASWRVKET                                         
                                                                    
gi|898 GPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHI 
         50        60        70        80        90       100       
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 69.8  bits: 14.3 E():   64 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (23-29:2-8) 
 
               10        20        30        40        50        60 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
                             ..:. ::                                
gi|250                      PTITIGGPEYR                             
                                    10                              
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.8 E():   65 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (28-36:25-33) 
 
               10        20        30        40        50        60 
2MEPSP QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
                                  :::. : :.                         
gi|898    MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGA 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP LFADGPTAIRDVASWRVKET                                         
                                                                    
gi|898 GPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHI 
        60        70        80        90       100       110        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.7  bits: 18.2 E():   66 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (36-51:43-58) 
 
          10        20        30        40        50        60      
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
          70        80                                              
2MEPSP PTAIRDVASWRVKET                                              
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (28-36:31-39) 
 
                  10        20        30        40        50        
2MEPSP    QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP VVALFADGPTAIRDVASWRVKET                                      
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (28-36:31-39) 
 
                  10        20        30        40        50        
2MEPSP    QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP VVALFADGPTAIRDVASWRVKET                                      
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.9 E():   67 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (28-36:32-40) 
 
                  10        20        30        40        50        
2MEPSP    QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
        60        70        80                                      
2MEPSP VVALFADGPTAIRDVASWRVKET                                      
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (52-68:8-26) 
 
              30        40        50        60          70          
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (52-68:8-26) 
 
              30        40        50        60          70          
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
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                                      10        20        30        
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.4  bits: 18.2 E():   68 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (37-70:110-145) 
 
         10        20        30        40        50             60  
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
              70        80                      
2MEPSP FADGPTAIRDVASWRVKET                      
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (3-28:175-201) 
 
                                            10        20        30  
2MEPSP                             QGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
              40        50        60        70        80            
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET            
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (3-28:175-201) 
 
                                            10        20        30  
2MEPSP                             QGDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
              40        50        60        70        80            
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET            
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 19.2 E():   70 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (44-75:269-300) 
 
            20        30        40        50        60        70    
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
            80                                                      
2MEPSP SWRVKET                                                      
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
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>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.1  bits: 15.6 E():   71 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (39-69:2-30) 
 
       10        20        30        40         50        60        
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPT 
                                     .::. : : .. :     ..  :  .:::: 
gi|122                              MVKAVTVLNSSEGP---HGIVYFAQEGDGPT 
                                            10           20         
 
        70        80 
2MEPSP AIRDVASWRVKET 
       ..            
gi|122 TV            
       30            
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (48-66:2-20) 
 
        20        30        40        50        60        70        
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
        80                                                          
2MEPSP KET                                                          
                                                                    
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (5-66:129-196) 
 
                                         10             20          
2MEPSP                           QGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|144 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
      100       110       120       130       140       150         
 
      30        40        50         60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVKET 
         . .... : : . :.. . . .. : :. :  :  :               
gi|144 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL           
      160       170       180       190       200           
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (43-65:90-112) 
 
             20        30        40        50        60        70   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
             80                                  
2MEPSP ASWRVKET                                  
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (43-74:90-119) 
 
             20        30        40        50        60        70   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
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                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
             80                                    
2MEPSP ASWRVKET                                    
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (14-70:143-189) 
 
                                10        20        30        40    
2MEPSP                  QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
            50        60        70        80                        
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET                        
       ..  .: :: .. . .    :::.: :                                  
gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.2 E():   78 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (5-66:133-200) 
 
                                         10             20          
2MEPSP                           QGDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|622 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
            110       120       130       140       150       160   
 
      30        40        50         60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVKET 
         . .... : : . :.. . . .. : :. :  :  :               
gi|622 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL           
            170       180       190       200               
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (21-38:288-305) 
 
                         10        20        30        40        50 
2MEPSP           QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
               60        70        80                               
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKET                               
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (12-65:22-71) 
 
                         10        20        30        40        50 
2MEPSP           QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            . .: ..  . :: . .     . ....:::    :..  
gi|238 MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF- 
               10        20        30        40        50           
 
               60        70        80                               
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKET                               
       ::  ::: ..::  :                                              
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gi|238 DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (39-65:44-71) 
 
       10        20        30        40         50        60        
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
        70        80                                                
2MEPSP AIRDVASWRVKET                                                
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 45; 36.7% identity (60.0% similar) in 30 aa overlap (1-29:204-231) 
 
                                             10         20          
2MEPSP                               QGDVKFAEVLEMMGAKVTW-TETSVTVTGP 
                                     .:  :. :. :  ::  .: ..:   .::: 
gi|386 VEKGSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGA--VWRVDTPDKLTGP 
           180       190       200       210         220       230  
 
      30        40        50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                                           
gi|386 FTVRYTTEGGTKVEAEDVIPEGWKADTAYESK                    
             240       250       260                       
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (36-50:152-166) 
 
          10        20        30        40        50        60      
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
          70        80               
2MEPSP PTAIRDVASWRVKET               
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (36-50:152-166) 
 
          10        20        30        40        50        60      
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
          70        80               
2MEPSP PTAIRDVASWRVKET               
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 68.0  bits: 19.5 E():   81 
Smith-Waterman score: 47; 26.8% identity (61.0% similar) in 41 aa overlap (39-78:204-244) 
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       10        20        30        40        50         60        
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
        70        80                                                
2MEPSP AIRDVASWRVKET                                                
       ..  :.::.::                                                  
gi|558 SFGIVVSWQVKLLPVPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFGGT 
           240       250       260       270       280       290    
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (3-30:27-54) 
 
                                       10        20        30       
2MEPSP                         QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET                 
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (3-30:27-54) 
 
                                       10        20        30       
2MEPSP                         QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET                 
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 19.2 E():   88 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (44-75:409-440) 
 
            20        30        40        50        60        70    
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|458 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      380       390       400       410       420       430         
 
            80             
2MEPSP SWRVKET             
       .:                  
gi|458 AWNGGGSSNYTDIVAQGGY 
      440       450        
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (4-23:39-63) 
 
                                          10             20         
2MEPSP                            QGDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
       30        40        50        60        70        80         
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2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET         
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 26 aa overlap (3-28:105-130) 
 
                                           10        20        30   
2MEPSP                             QGDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                     : :  .:..  :    :...: :  :     
gi|583 SGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNC 
           80        90       100       110       120       130     
 
             40        50        60        70        80 
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                                        
gi|583 CDKKFTETRGSTPANEVYKKCPGMP                        
          140       150                                 
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.2 E():   95 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (42-69:36-63) 
 
              20        30        40        50        60        70  
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
              80                                                    
2MEPSP VASWRVKET                                                    
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.2 E():   98 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (27-51:129-153) 
 
                   10        20        30        40        50       
2MEPSP     QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
         60        70        80                                     
2MEPSP AVVALFADGPTAIRDVASWRVKET                                     
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.2 E():   99 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (25-38:292-305) 
 
                     10        20        30        40        50     
2MEPSP       QGDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
           60        70        80                                   
2MEPSP TLAVVALFADGPTAIRDVASWRVKET                                   
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:58 2011 done: Tue Apr 19 10:57:58 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 283  - 362 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     0     0: 
  30     2     2:* 
  32     6     8:==* 
  34    22    22:=======* 
  36    49    44:==============*== 
  38    73    73:========================* 
  40    92   102:===============================  * 
  42   104   125:===================================      * 
  44   158   138:=============================================*======= 
  46   156   140:==============================================*===== 
  48   137   134:============================================*= 
  50   131   122:========================================*=== 
  52   108   108:===================================* 
  54    94    92:==============================*= 
  56    69    77:=======================  * 
  58    47    63:================    * 
  60    38    51:=============   * 
  62    45    41:=============*= 
  64    27    33:========= * 
  66    15    26:=====   * 
  68    26    20:======*== 
  70    20    16:=====*= 
  72     3    12:=  * 
  74    15    10:===*= 
  76     5     8:==* 
  78     5     6:=* 
  80     3     5:=* 
  82     5     3:*= 
  84     4     3:*= 
  86     5     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 
  94    11     1:*===      :*========== 
  96     4     1:*=        :*=== 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
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Statistics:  Expectation_n fit: rho(ln(x))= 4.27380.00308; mu= 9.5799 0.159 
 mean_var=35.4082 9.496, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.215537 
 Kolmogorov-Smirnov  statistic: 0.0174 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.3    0.86 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   66 25.4     1.2 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   65 25.1     1.5 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.4     1.6 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 22.8     2.3 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.5 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.5 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 22.8     2.5 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.5 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.5 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 22.8     2.5 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 22.8     2.5 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 22.8     2.5 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.5 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 22.8     2.5 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.5 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.5 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 22.8     2.5 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 22.8     2.5 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   57 22.5     3.2 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.5     3.9 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 21.8     4.8 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.5     5.1 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.2       7 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.2       7 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.2     7.4 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   53 21.2     7.6 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.6     9.5 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.6     9.5 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.6     9.5 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.6     9.9 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.6     9.9 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.3      12 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.3      12 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   57 22.6      12 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   57 22.6      12 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.3      14 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   54 21.6      14 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.7      17 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.7      19 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.3      20 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.3      21 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 20.7      21 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.7      23 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   51 20.7      23 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.4      28 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   47 19.4      29 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.1      30 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.4      30 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.4      34 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 20.7      34 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 20.7      34 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 20.7      34 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 20.7      34 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.1      34 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.1      35 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.1      35 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.7      36 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   50 20.4      37 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.4      38 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.4      38 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9141

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 19.7      38 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.1      38 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.4      41 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   45 18.7      41 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.7      43 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.1      43 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.4      44 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.1      50 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.8      51 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   44 18.4      51 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.4      54 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.8      54 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.1      55 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.1      55 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 20.1      57 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.5      61 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.8      63 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.8      65 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.1      65 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.1      65 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.1      65 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.1      65 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.1      65 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.1      65 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.1      65 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.1      65 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.1      65 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.1      65 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.1      65 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.8      67 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.8      68 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.8      68 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.1      69 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.8      69 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.8      71 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.8      71 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.1      71 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.1      72 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 18.8      72 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 18.8      72 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.1      73 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.8      75 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.4      78 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.2      78 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.1      80 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.8      81 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.8      81 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.5      81 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.5      81 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.2      81 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.5      83 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.2      83 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.2      83 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.5      84 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.5      84 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.5      85 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.5      85 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   46 19.2      89 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.5      99 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   41 17.5      99 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.2   1e 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 103.7  bits: 24.3 E(): 0.86 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (26-68:59-96) 
 
                    10        20        30        40        50      
2MEPSP      GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
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          60        70        80                                    
2MEPSP AVVALFADGPTAIRDVASWRVKETE                                    
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  66  Z-score: 101.0  bits: 25.4 E():  1.2 
Smith-Waterman score: 66; 24.4% identity (61.5% similar) in 78 aa overlap (5-80:312-387) 
 
                                         10        20        30     
2MEPSP                           GDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
             40        50        60        70        80             
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE             
       . .:  .:. ...:.. .:. .. .: .   .  ..  .:: :  :::             
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLA 
             350       360       370         380       390          
 
gi|144 TGQIKTGAPCRSERLAKYNQLLRIEEELGAEAVYAGANFRTPVEPY 
     400       410       420       430       440      
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  65  Z-score: 99.3  bits: 25.1 E():  1.5 
Smith-Waterman score: 65; 24.4% identity (60.3% similar) in 78 aa overlap (5-80:312-387) 
 
                                         10        20        30     
2MEPSP                           GDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .: ::  .  .. ::.: :  .  
gi|144 EALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
             40        50        60        70        80             
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE             
       . .:  .:. ...:.. .:. .. .: .   .  ..  .:: :  :::             
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLA 
             350       360       370         380       390          
 
gi|144 TGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
     400       410       420       430       440      
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 98.6  bits: 23.4 E():  1.6 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (26-68:59-96) 
 
                    10        20        30        40        50      
2MEPSP      GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          60        70        80                                    
2MEPSP AVVALFADGPTAIRDVASWRVKETE                                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 96.0  bits: 22.8 E():  2.3 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (25-48:85-109) 
 
                     10        20         30        40        50    
2MEPSP       GDVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
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            60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETE 
                                   
gi|668 TTGAFQRIPRSSFANNPRLGRKC     
          120       130            
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (26-68:59-96) 
 
                    10        20        30        40        50      
2MEPSP      GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          60        70        80                                    
2MEPSP AVVALFADGPTAIRDVASWRVKETE                                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (26-68:59-96) 
 
                    10        20        30        40        50      
2MEPSP      GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          60        70        80                                    
2MEPSP AVVALFADGPTAIRDVASWRVKETE                                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (26-68:59-96) 
 
                    10        20        30        40        50      
2MEPSP      GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          60        70        80                                    
2MEPSP AVVALFADGPTAIRDVASWRVKETE                                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (26-68:59-96) 
 
                    10        20        30        40        50      
2MEPSP      GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          60        70        80                                    
2MEPSP AVVALFADGPTAIRDVASWRVKETE                                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
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 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (26-68:59-96) 
 
                    10        20        30        40        50      
2MEPSP      GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          60        70        80                                    
2MEPSP AVVALFADGPTAIRDVASWRVKETE                                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (26-68:59-96) 
 
                    10        20        30        40        50      
2MEPSP      GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          60        70        80                                    
2MEPSP AVVALFADGPTAIRDVASWRVKETE                                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (26-68:59-96) 
 
                    10        20        30        40        50      
2MEPSP      GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          60        70        80                                    
2MEPSP AVVALFADGPTAIRDVASWRVKETE                                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (26-68:59-96) 
 
                    10        20        30        40        50      
2MEPSP      GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          60        70        80                                    
2MEPSP AVVALFADGPTAIRDVASWRVKETE                                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (26-68:59-96) 
 
                    10        20        30        40        50      
2MEPSP      GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
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       30        40        50        60        70             80    
 
          60        70        80                                    
2MEPSP AVVALFADGPTAIRDVASWRVKETE                                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (26-68:59-96) 
 
                    10        20        30        40        50      
2MEPSP      GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          60        70        80                                    
2MEPSP AVVALFADGPTAIRDVASWRVKETE                                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (26-68:59-96) 
 
                    10        20        30        40        50      
2MEPSP      GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          60        70        80                                    
2MEPSP AVVALFADGPTAIRDVASWRVKETE                                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (26-68:59-96) 
 
                    10        20        30        40        50      
2MEPSP      GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          60        70        80                                    
2MEPSP AVVALFADGPTAIRDVASWRVKETE                                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (26-68:59-96) 
 
                    10        20        30        40        50      
2MEPSP      GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          60        70        80                                    
2MEPSP AVVALFADGPTAIRDVASWRVKETE                                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9146

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (26-68:59-96) 
 
                    10        20        30        40        50      
2MEPSP      GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          60        70        80                                    
2MEPSP AVVALFADGPTAIRDVASWRVKETE                                    
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 93.4  bits: 22.5 E():  3.2 
Smith-Waterman score: 57; 28.8% identity (56.1% similar) in 66 aa overlap (2-67:36-94) 
 
                                            10        20        30  
2MEPSP                              GDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                     ::: .:..:  :.  :  . ...  :  .  
gi|169 FEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETK- 
          10        20        30        40        50        60      
 
              40        50        60        70        80            
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE            
        :  ....:::       . :.. .::.  :  :::                         
gi|169 -FILHKVEAID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
            70             80        90       100       110         
 
gi|169 FHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
      120       130       140       150        
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 91.9  bits: 23.5 E():  3.9 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (31-74:269-312) 
 
               10        20        30        40        50        60 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
               70        80                                         
2MEPSP FADGPTAIRDVASWRVKETE                                         
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 90.2  bits: 21.8 E():  4.8 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (26-68:59-96) 
 
                    10        20        30        40        50      
2MEPSP      GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          60        70        80                                    
2MEPSP AVVALFADGPTAIRDVASWRVKETE                                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 89.8  bits: 23.5 E():  5.1 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (31-74:399-442) 
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               10        20        30        40        50        60 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
               70        80                                         
2MEPSP FADGPTAIRDVASWRVKETE                                         
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.3  bits: 21.2 E():    7 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (26-68:59-103) 
 
                    10        20        30        40          50    
2MEPSP      GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
            60        70        80                              
2MEPSP TLAVVALFADGPTAIRDVASWRVKETE                              
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.3  bits: 21.2 E():    7 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (26-68:59-103) 
 
                    10        20        30        40          50    
2MEPSP      GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
            60        70        80                              
2MEPSP TLAVVALFADGPTAIRDVASWRVKETE                              
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.9  bits: 22.2 E():  7.4 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (25-71:168-211) 
 
                     10        20        30           40        50  
2MEPSP       GDVKFAEVLEMMGAKVTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
              60        70        80                                
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETE                                
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 86.7  bits: 21.2 E():  7.6 
Smith-Waterman score: 53; 27.3% identity (56.1% similar) in 66 aa overlap (2-67:36-94) 
 
                                            10        20        30  
2MEPSP                              GDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                     ::: .:..:  :.  :  . ...  :  .  
gi|374 FEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETK- 
          10        20        30        40        50        60      
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              40        50        60        70        80            
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE            
        :  .....::       . :.. .::.  :  :::                         
gi|374 -FILHKVESID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
            70             80        90       100       110         
 
gi|374 YHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
      120       130       140       150        
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.0  bits: 22.6 E():  9.5 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (34-50:399-415) 
 
            10        20        30        40        50        60    
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
            70        80                                            
2MEPSP GPTAIRDVASWRVKETE                                            
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.9  bits: 22.6 E():  9.5 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (34-50:402-418) 
 
            10        20        30        40        50        60    
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
            70        80                                            
2MEPSP GPTAIRDVASWRVKETE                                            
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.9  bits: 22.6 E():  9.5 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (34-50:403-419) 
 
            10        20        30        40        50        60    
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
            70        80                                            
2MEPSP GPTAIRDVASWRVKETE                                            
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.6  bits: 22.6 E():  9.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (34-50:422-438) 
 
            10        20        30        40        50        60    
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
            70        80                                            
2MEPSP GPTAIRDVASWRVKETE                                            
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
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             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.6  bits: 22.6 E():  9.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (34-50:422-438) 
 
            10        20        30        40        50        60    
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
            70        80                                            
2MEPSP GPTAIRDVASWRVKETE                                            
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (42-74:407-439) 
 
              20        30        40        50        60        70  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
              80                                                    
2MEPSP ASWRVKETE                                                    
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (24-62:20-59) 
 
               10        20         30         40        50         
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVV 
                              .. : ::  : .:.: . .. .: . . ::   : :  
gi|301     NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVD 
                   10        20        30        40         50      
 
       60        70        80                                       
2MEPSP ALFADGPTAIRDVASWRVKETE                                       
        : :                                                         
gi|301 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIE 
          60        70        80        90       100       110      
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 82.8  bits: 22.6 E():   12 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (12-78:58-135) 
 
                                  10        20                 30   
2MEPSP                    GDVKFAEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|283 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
             40        50        60        70           80          
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETE          
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|283 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|283 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 82.8  bits: 22.6 E():   12 
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Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (12-78:58-135) 
 
                                  10        20                 30   
2MEPSP                    GDVKFAEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|289 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
             40        50        60        70           80          
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETE          
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|289 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|289 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.8  bits: 20.3 E():   14 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (26-68:59-96) 
 
                    10        20        30        40        50      
2MEPSP      GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
          60        70        80                                    
2MEPSP AVVALFADGPTAIRDVASWRVKETE                                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 81.8  bits: 21.6 E():   14 
Smith-Waterman score: 54; 20.6% identity (58.8% similar) in 68 aa overlap (2-68:133-200) 
 
                                            10        20         30 
2MEPSP                              GDVKFAEVLEMMGAKVTWTETS-VTVTGPPR 
                                     ::....  ...  .    ::. . .   :. 
gi|513 HGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPE 
            110       120       130       140       150       160   
 
               40        50        60        70        80           
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE           
       : . .: : ..:...: . .  ..:.:  . :  :  .                       
gi|513 EYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDLVNSFSANVKKIYDLGARTFWIHN 
            170       180       190       200       210       220   
 
gi|513 TGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNHKLKEIVAQLRKDLPLATFVHVDI 
            230       240       250       260       270       280   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 80.1  bits: 21.7 E():   17 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (27-62:390-426) 
 
                   10        20        30          40        50     
2MEPSP     GDVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
           60        70        80                                   
2MEPSP LAVVALFADGPTAIRDVASWRVKETE                                   
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 79.4  bits: 19.7 E():   19 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (9-35:9-37) 
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               10        20         30         40        50         
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNKMPDVAMTLAVV 
               : ...: ..:: ..  ...: : : : :.                        
gi|153 MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVKGEEKEPSKSC 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP ALFADGPTAIRDVASWRVKETE                                       
                                                                    
gi|153 CSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 78.9  bits: 20.3 E():   20 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (24-62:124-163) 
 
                      10        20         30         40        50  
2MEPSP        GDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
              60        70        80                                
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETE                                
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (24-62:127-166) 
 
                      10        20         30         40        50  
2MEPSP        GDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
              60        70        80                                
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETE                                
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 78.5  bits: 20.7 E():   21 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (1-49:228-277) 
 
                                             10        20        30 
2MEPSP                               GDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
       200       210       220       230       240       250        
 
               40         50        60        70        80 
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 
       .:    ::.:. .. .  .:                                
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY     
       260       270       280       290       300         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.1  bits: 19.7 E():   23 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (12-30:1-18) 
 
               10        20        30        40        50        60 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                  ::.  :... :..:  :::                               
gi|444            MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEIVEGD 
                           10        20        30        40         
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>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 78.1  bits: 20.7 E():   23 
Smith-Waterman score: 51; 18.0% identity (54.0% similar) in 50 aa overlap (1-49:247-296) 
 
                                             10        20        30 
2MEPSP                               GDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. .: .  ...: .    . . .. :    
gi|170 QQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFL 
        220       230       240       250       260       270       
 
               40         50        60        70        80 
2MEPSP EPFGRKHLKAI-DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 
       .:    ::.:. .. .  .:                                
gi|170 QPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY     
        280       290       300       310       320        
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (20-71:7-57) 
 
               10        20        30        40        50        60 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                          :: .: . :: . : :  : . ..  .  : .  .. ..   
gi|132              MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEG 
                            10        20        30        40        
 
               70        80                                         
2MEPSP FADGPTAIRDVASWRVKETE                                         
          :: .:. .                                                  
gi|132 -NGGPGTIKKICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIV 
         50        60        70        80        90       100       
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.2  bits: 19.4 E():   29 
Smith-Waterman score: 47; 23.3% identity (62.8% similar) in 43 aa overlap (4-45:46-88) 
 
                                          10        20        30    
2MEPSP                            GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
                                     ..:..:. ::..:  .:... .     .   
gi|261 GKRVLEQSVHELEEVFKKFDANGDGKISGSELADILRSMGSEVDEAEVKAMMEEADTDGD 
          20        30        40        50        60        70      
 
            40         50        60        70        80             
2MEPSP GRKHLKA-IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE             
       :   :.  .:.:.                                                
gi|261 GYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEPCTIEESKNI 
          80        90       100       110       120       130      
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (24-57:170-204) 
 
                      10        20         30         40        50  
2MEPSP        GDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
              60        70        80                                
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETE                                
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.8  bits: 19.4 E():   30 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (43-64:68-88) 
 
             20        30        40        50        60        70   
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
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gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
             80                                                     
2MEPSP SWRVKETE                                                     
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.0  bits: 20.4 E():   34 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (24-62:291-330) 
 
                      10        20         30         40        50  
2MEPSP        GDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
              60        70        80                                
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETE                                
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.0  bits: 20.7 E():   34 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (10-67:210-271) 
 
                                    10              20        30    
2MEPSP                      GDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
            40        50           60        70        80           
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETE           
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
          300       310       320       330       340       350     
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.0  bits: 20.7 E():   34 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (10-67:210-271) 
 
                                    10              20        30    
2MEPSP                      GDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
            40        50           60        70        80           
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETE           
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.0  bits: 20.7 E():   34 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (10-67:210-271) 
 
                                    10              20        30    
2MEPSP                      GDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
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     180       190       200       210       220       230          
 
            40        50           60        70        80           
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETE           
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 74.9  bits: 20.7 E():   34 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (10-67:218-279) 
 
                                    10              20        30    
2MEPSP                      GDVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
 
            40        50           60        70        80           
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETE           
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
 
gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.8  bits: 19.1 E():   34 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (5-37:82-109) 
 
                                         10        20        30     
2MEPSP                           GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
           40        50        60        70        80       
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE       
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.8  bits: 19.1 E():   35 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (12-30:1-18) 
 
               10        20        30        40        50        60 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                  ::.  :... :..:  :::                               
gi|444            MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEIVEGD 
                           10        20        30        40         
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.8  bits: 19.1 E():   35 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (12-30:1-18) 
 
               10        20        30        40        50        60 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                  ::.  :... :..:  :::                               
gi|444            MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVEGD 
                           10        20        30        40         
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.4  bits: 20.7 E():   36 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (34-50:430-446) 
 
            10        20        30        40        50        60    
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2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
            70        80                                            
2MEPSP GPTAIRDVASWRVKETE                                            
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.2  bits: 20.4 E():   37 
Smith-Waterman score: 50; 25.3% identity (58.7% similar) in 75 aa overlap (9-80:312-383) 
 
                                     10        20        30         
2MEPSP                       GDVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
         40        50         60        70        80                
2MEPSP HLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVKETE                
         .:. ...:..  .. .. :.   .: :  ..   .: :  :::                
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVM---VSHRSGETEDTFIADLSVGLRSGQ 
             350       360       370          380       390         
 
gi|232 IKTGAPARSERLAKLNQILRIEEELGSEAIYAGKDFQKASQL 
      400       410       420       430       440 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.1  bits: 20.4 E():   38 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (24-62:6-45) 
 
               10        20         30         40        50         
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVV 
                              .. : ::  : .:.: . .. .: . . ::   : :  
gi|223                   INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVD 
                                 10        20         30        40  
 
       60        70        80                                       
2MEPSP ALFADGPTAIRDVASWRVKETE                                       
        : :                                                         
gi|223 ELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQL 
              50        60        70        80        90       100  
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.1  bits: 19.4 E():   38 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (43-64:116-136) 
 
             20        30        40        50        60        70   
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
             80                                                     
2MEPSP SWRVKETE                                                     
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (2-27:175-201) 
 
                                             10        20        30 
2MEPSP                              GDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
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               40        50        60        70        80           
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE           
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 19.1 E():   38 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (3-29:4-30) 
 
                10        20        30        40        50          
2MEPSP  GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
          .::: :: ...: :  . .:.   . :                               
gi|727 MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPG 
               10        20        30        40        50        60 
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.4  bits: 18.4 E():   41 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (28-60:38-75) 
 
                  10        20        30             40        50   
2MEPSP    GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
             60        70        80                           
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETE                           
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.4  bits: 18.7 E():   41 
Smith-Waterman score: 45; 58.3% identity (66.7% similar) in 12 aa overlap (1-12:139-150) 
 
                                             10        20        30 
2MEPSP                               GDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     : : : : .:::                   
gi|219 ALREILRALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD                
      110       120       130       140       150                   
 
               40        50        60        70        80 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (59-80:22-43) 
 
       30        40        50        60        70        80         
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE         
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.0  bits: 19.1 E():   43 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (39-73:72-112) 
 
       10        20        30        40        50              60   
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
             70        80                                           
2MEPSP DGPTAIRDVASWRVKETE                                           
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       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.8  bits: 17.4 E():   44 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (45-68:1-24) 
 
           20        30        40        50        60        70     
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
           80                              
2MEPSP RVKETE                              
                                           
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 19.1 E():   50 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (24-37:15-28) 
 
               10        20        30        40        50        60 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                              : . :::.:   ::                        
gi|169          QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPS 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP FADGPTAIRDVASWRVKETE                                         
                                                                    
gi|169 RPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSLTLPALRQ 
              60        70        80        90       100       110  
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.6  bits: 19.8 E():   51 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (24-62:291-330) 
 
                      10        20         30         40        50  
2MEPSP        GDVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
              60        70        80                                
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETE                                
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.6  bits: 18.4 E():   51 
Smith-Waterman score: 44; 21.1% identity (54.4% similar) in 90 aa overlap (1-77:36-123) 
 
                                             10        20        30 
2MEPSP                               GDVKFAEVLEMMGAKVTWTETSVTVTGPPR 
                                     :. . .:..:  :.  :  . : .  :  . 
gi|604 FDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDGETK 
          10        20        30        40        50        60      
 
               40                  50           60        70        
2MEPSP EPFGRKHLKAID-VNMN---------KMPDVAMTLAV---VALFADGPTAIRDVASWRVK 
         :  ......: .:..          .::.:  ...   ..  ::: . :. . :.. : 
gi|604 --FVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISYHGK 
            70        80        90       100       110       120    
 
        80                              
2MEPSP ETE                              
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gi|604 GDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
           130       140       150      
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.2  bits: 17.4 E():   54 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (38-67:41-70) 
 
        10        20        30        40        50        60        
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
        70        80 
2MEPSP IRDVASWRVKETE 
                     
gi|453 CSPKWLQLLVP   
               80    
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (35-50:152-167) 
 
           10        20        30        40        50        60     
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
           70        80            
2MEPSP PTAIRDVASWRVKETE            
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (11-34:7-30) 
 
               10        20        30        40        50        60 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                 ...  :. . .:..  :::. : :                           
gi|109     MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKGAG 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP FADGPTAIRDVASWRVKETE                                         
                                                                    
gi|109 PKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVT 
         60        70        80        90       100       110       
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (11-34:7-30) 
 
               10        20        30        40        50        60 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                 ...  :. . .:..  :::. : :                           
gi|811     MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPKGAG 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP FADGPTAIRDVASWRVKETE                                         
                                                                    
gi|811 PDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHIT 
         60        70        80        90       100       110       
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.8  bits: 20.1 E():   57 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (65-77:336-348) 
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           40        50        60        70        80               
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE               
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (56-74:15-35) 
 
          30        40        50        60          70        80    
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETE    
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (19-51:43-76) 
 
                           10        20        30         40        
2MEPSP             GDVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
        50        60        70        80                            
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRVKETE                            
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.8 E():   65 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (27-35:14-22) 
 
               10        20        30        40        50        60 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                 :::. : :.                          
gi|898              ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAG 
                            10        20        30        40        
 
               70        80                                         
2MEPSP FADGPTAIRDVASWRVKETE                                         
                                                                    
gi|898 PDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHIT 
        50        60        70        80        90       100        
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (42-73:89-118) 
 
              20        30        40        50        60        70  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
              80                                   
2MEPSP ASWRVKETE                                   
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
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 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (42-73:90-119) 
 
              20        30        40        50        60        70  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              80                                   
2MEPSP ASWRVKETE                                   
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (42-73:90-119) 
 
              20        30        40        50        60        70  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              80                                   
2MEPSP ASWRVKETE                                   
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (42-73:90-119) 
 
              20        30        40        50        60        70  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
              80                                   
2MEPSP ASWRVKETE                                   
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (42-73:90-119) 
 
              20        30        40        50        60        70  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              80                                   
2MEPSP ASWRVKETE                                   
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (42-73:90-119) 
 
              20        30        40        50        60        70  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
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      60        70        80        90       100         110        
 
              80                                   
2MEPSP ASWRVKETE                                   
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (42-73:90-119) 
 
              20        30        40        50        60        70  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              80                                   
2MEPSP ASWRVKETE                                   
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (42-73:90-119) 
 
              20        30        40        50        60        70  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              80                                   
2MEPSP ASWRVKETE                                   
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (42-73:90-119) 
 
              20        30        40        50        60        70  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              80                                   
2MEPSP ASWRVKETE                                   
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (42-64:90-112) 
 
              20        30        40        50        60        70  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
              80                                 
2MEPSP ASWRVKETE                                 
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
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>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (42-73:90-119) 
 
              20        30        40        50        60        70  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              80                                   
2MEPSP ASWRVKETE                                   
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (27-35:25-33) 
 
               10        20        30        40        50        60 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                 :::. : :.                          
gi|898   MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAG 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP FADGPTAIRDVASWRVKETE                                         
                                                                    
gi|898 PDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHIT 
       60        70        80        90       100       110         
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   68 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (27-35:31-39) 
 
                   10        20        30        40        50       
2MEPSP     GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP VVALFADGPTAIRDVASWRVKETE                                     
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   68 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (27-35:31-39) 
 
                   10        20        30        40        50       
2MEPSP     GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP VVALFADGPTAIRDVASWRVKETE                                     
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (35-50:43-58) 
 
           10        20        30        40        50        60     
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
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                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
           70        80                                             
2MEPSP PTAIRDVASWRVKETE                                             
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (27-35:32-40) 
 
                   10        20        30        40        50       
2MEPSP     GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
         60        70        80                                     
2MEPSP VVALFADGPTAIRDVASWRVKETE                                     
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.1  bits: 17.8 E():   71 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (51-67:8-26) 
 
               30        40        50        60          70         
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
       80                                                           
2MEPSP TE                                                           
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.1  bits: 17.8 E():   71 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (51-67:8-26) 
 
               30        40        50        60          70         
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
       80                                                           
2MEPSP TE                                                           
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.0  bits: 18.1 E():   71 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (36-69:110-145) 
 
          10        20        30        40          50           60 
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
               70        80                     
2MEPSP FADGPTAIRDVASWRVKETE                     
         . :...:                                
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gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 19.1 E():   72 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (43-74:269-300) 
 
             20        30        40        50        60        70   
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
             80                                                     
2MEPSP SWRVKETE                                                     
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (2-27:175-201) 
 
                                             10        20        30 
2MEPSP                              GDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
               40        50        60        70        80           
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE           
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (2-27:175-201) 
 
                                             10        20        30 
2MEPSP                              GDVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
               40        50        60        70        80           
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE           
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 68.8  bits: 14.1 E():   73 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (22-28:2-8) 
 
               10        20        30        40        50        60 
2MEPSP GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                            ..:. ::                                 
gi|250                     PTITIGGPEYR                              
                                   10                               
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (47-65:2-20) 
 
         20        30        40        50        60        70       
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
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         80                                                         
2MEPSP KETE                                                         
                                                                    
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.3  bits: 15.4 E():   78 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (38-68:2-30) 
 
        10        20        30        40         50        60       
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPT 
                                     .::. : : .. :     ..  :  .:::: 
gi|122                              MVKAVTVLNSSEGP---HGIVYFAQEGDGPT 
                                            10           20         
 
         70        80 
2MEPSP AIRDVASWRVKETE 
       ..             
gi|122 TV             
       30             
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.2  bits: 19.2 E():   78 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (13-69:143-189) 
 
                                 10        20        30        40   
2MEPSP                   GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
             50        60        70        80                       
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE                       
       ..  .: :: .. . .    :::.: :                                  
gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.1 E():   80 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (4-65:129-196) 
 
                                          10             20         
2MEPSP                            GDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|144 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
      100       110       120       130       140       150         
 
       30        40        50         60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVKETE 
         . .... : : . :.. . . .. : :. :  :  :                
gi|144 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL            
      160       170       180       190       200            
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (42-64:90-112) 
 
              20        30        40        50        60        70  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
              80                                 
2MEPSP ASWRVKETE                                 
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
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 initn:  38 init1:  38 opt:  42  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (42-73:90-119) 
 
              20        30        40        50        60        70  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
              80                                   
2MEPSP ASWRVKETE                                   
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.0  bits: 19.5 E():   81 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (20-37:288-305) 
 
                          10        20        30        40          
2MEPSP            GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
      50        60        70        80                              
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETE                              
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 68.0  bits: 19.5 E():   81 
Smith-Waterman score: 47; 26.8% identity (61.0% similar) in 41 aa overlap (38-77:204-244) 
 
        10        20        30        40        50         60       
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
         70        80                                               
2MEPSP AIRDVASWRVKETE                                               
       ..  :.::.::                                                  
gi|558 SFGIVVSWQVKLLPVPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFGGT 
           240       250       260       270       280       290    
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (4-65:133-200) 
 
                                          10             20         
2MEPSP                            GDVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|622 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
            110       120       130       140       150       160   
 
       30        40        50         60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVKETE 
         . .... : : . :.. . . .. : :. :  :  :                
gi|622 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL            
            170       180       190       200                
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (48-62:1-15) 
 
        20        30        40        50        60        70        
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                                     : . ...: ::::::                
gi|386                               MASSSLVLLVVALFAVFLGTAHGIAKVPPG 
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                                             10        20        30 
 
        80                                                          
2MEPSP ETE                                                          
                                                                    
gi|386 PNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGR 
               40        50        60        70        80        90 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (35-49:152-166) 
 
           10        20        30        40        50        60     
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
           70        80              
2MEPSP PTAIRDVASWRVKETE              
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (35-49:152-166) 
 
           10        20        30        40        50        60     
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
           70        80              
2MEPSP PTAIRDVASWRVKETE              
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (38-64:44-71) 
 
        10        20        30        40         50        60       
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
         70        80                                               
2MEPSP AIRDVASWRVKETE                                               
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (11-64:22-71) 
 
                          10        20        30        40          
2MEPSP            GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            . .: ..  . :: . .     . ....:::    :..  
gi|238 MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF- 
               10        20        30        40        50           
 
      50        60        70        80                              
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETE                              
       ::  ::: ..::  :                                              
gi|238 DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQ 
         60        70        80        90       100       110       

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9168

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (2-29:27-54) 
 
                                        10        20        30      
2MEPSP                          GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE                
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (2-29:27-54) 
 
                                        10        20        30      
2MEPSP                          GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE                
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 19.2 E():   89 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (43-74:409-440) 
 
             20        30        40        50        60        70   
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|458 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      380       390       400       410       420       430         
 
             80            
2MEPSP SWRVKETE            
       .:                  
gi|458 AWNGGGSSNYTDIVAQGGY 
      440       450        
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (3-22:39-63) 
 
                                           10             20        
2MEPSP                             GDVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
        30        40        50        60        70        80        
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE        
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 26 aa overlap (2-27:105-130) 
 
                                            10        20        30  
2MEPSP                              GDVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
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                                     : :  .:..  :    :...: :  :     
gi|583 SGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNC 
           80        90       100       110       120       130     
 
              40        50        60        70        80 
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 
                                                         
gi|583 CDKKFTETRGSTPANEVYKKCPGMP                         
          140       150                                  
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (24-37:292-305) 
 
                      10        20        30        40        50    
2MEPSP        GDVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
            60        70        80                                  
2MEPSP TLAVVALFADGPTAIRDVASWRVKETE                                  
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:58 2011 done: Tue Apr 19 10:57:58 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 284  - 363 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     0     0: 
  30     1     2:* 
  32     6     8:==* 
  34    20    22:=======* 
  36    44    44:==============* 
  38    69    73:======================= * 
  40    86   102:=============================    * 
  42   112   125:======================================   * 
  44   145   138:=============================================*=== 
  46   157   140:==============================================*====== 
  48   122   134:=========================================   * 
  50   144   122:========================================*======= 
  52   125   108:===================================*====== 
  54   101    92:==============================*=== 
  56    77    77:=========================* 
  58    54    63:==================  * 
  60    37    51:=============   * 
  62    31    41:===========  * 
  64    23    33:========  * 
  66    17    26:======  * 
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  68    19    20:======* 
  70    25    16:=====*=== 
  72     7    12:===* 
  74    12    10:===* 
  76    10     8:==*= 
  78     2     6:=* 
  80     2     5:=* 
  82     3     3:* 
  84     4     3:*= 
  86     5     2:*= 
  88     4     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96    15     1:*====     :*============== 
  98     0     0:          * 
 100     2     0:=         *== 
 102     1     0:=         *= 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.22670.00293; mu= 9.4572 0.152 
 mean_var=34.4201 9.257, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.218609 
 Kolmogorov-Smirnov  statistic: 0.0241 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.6    0.72 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   66 25.7       1 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   65 25.3     1.2 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.6     1.4 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.0     1.9 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.1 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.1 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.1 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.1 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.1 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.1 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.1 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 23.0     2.1 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   57 22.7     2.7 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.7     3.3 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 22.1     4.1 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.8     4.3 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.4     6.1 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.4     6.1 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.5     6.4 
gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arach ( 157)   53 21.4     6.6 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.8     8.1 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.8     8.1 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.8     8.2 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.8     8.4 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.8     8.4 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.5      10 
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gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.5      10 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   57 22.9      11 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   57 22.9      11 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   54 21.9      12 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.5      12 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.9      15 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.8      17 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.5      18 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.5      18 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.9      20 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.6      25 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   47 19.6      25 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.2      26 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.6      27 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 20.9      29 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 20.9      29 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 20.9      29 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.6      29 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 20.9      30 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.2      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.2      31 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.2      31 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.9      31 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   50 20.6      32 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.6      33 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.6      33 
gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [M ( 284)   48 19.9      34 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.2      34 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.6      37 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.9      38 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.3      38 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.6      40 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.3      44 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 20.0      45 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.9      48 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.6      48 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.3      49 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.3      49 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 20.3      50 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.6      54 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.0      56 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      57 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.3      58 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.3      58 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.3      58 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.3      58 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.3      58 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.3      58 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.3      58 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.3      58 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.3      58 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.3      58 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.3      58 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      60 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.0      61 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.0      61 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.0      61 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      61 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.0      63 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.0      63 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.3      64 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.3      64 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   45 19.0      64 
gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [P ( 284)   45 19.0      64 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.0      67 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.2      68 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.7      69 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.3      70 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.6      71 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      71 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.7      71 
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gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.7      72 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      73 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.7      74 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      75 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      75 
gi|66849793|gb|EAL90121.1| allergen Asp F7 [Asperg ( 270)   44 18.7      76 
gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=A ( 270)   44 18.7      76 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.6      76 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.6      76 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   46 19.4      79 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.7      87 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.4      89 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.7      89 
gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Arg ( 159)   41 17.7      89 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.3      90 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.3      90 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   44 18.7      94 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.0      94 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   46 19.4      95 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   40 17.3      97 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   41 17.7      98 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   44 18.7   1e 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 105.1  bits: 24.6 E(): 0.72 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (25-67:59-96) 
 
                     10        20        30        40        50     
2MEPSP       DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           60        70        80                                   
2MEPSP AVVALFADGPTAIRDVASWRVKETER                                   
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  66  Z-score: 102.4  bits: 25.7 E():    1 
Smith-Waterman score: 66; 24.4% identity (61.5% similar) in 78 aa overlap (4-79:312-387) 
 
                                          10        20          30  
2MEPSP                            DVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
              40        50        60        70        80            
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER            
       . .:  .:. ...:.. .:. .. .: .   .  ..  .:: :  :::             
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLA 
             350       360       370         380       390          
 
gi|144 TGQIKTGAPCRSERLAKYNQLLRIEEELGAEAVYAGANFRTPVEPY 
     400       410       420       430       440      
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  65  Z-score: 100.7  bits: 25.3 E():  1.2 
Smith-Waterman score: 65; 24.4% identity (60.3% similar) in 78 aa overlap (4-79:312-387) 
 
                                          10        20          30  
2MEPSP                            DVKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .: ::  .  .. ::.: :  .  
gi|144 EALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
              40        50        60        70        80            
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2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER            
       . .:  .:. ...:.. .:. .. .: .   .  ..  .:: :  :::             
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLA 
             350       360       370         380       390          
 
gi|144 TGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
     400       410       420       430       440      
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 100.0  bits: 23.6 E():  1.4 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (25-67:59-96) 
 
                     10        20        30        40        50     
2MEPSP       DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           60        70        80                                   
2MEPSP AVVALFADGPTAIRDVASWRVKETER                                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 97.3  bits: 23.0 E():  1.9 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (24-47:85-109) 
 
                      10        20         30        40        50   
2MEPSP        DVKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
             60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETER 
                                    
gi|668 TTGAFQRIPRSSFANNPRLGRKC      
          120       130             
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (25-67:59-96) 
 
                     10        20        30        40        50     
2MEPSP       DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           60        70        80                                   
2MEPSP AVVALFADGPTAIRDVASWRVKETER                                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (25-67:59-96) 
 
                     10        20        30        40        50     
2MEPSP       DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           60        70        80                                   
2MEPSP AVVALFADGPTAIRDVASWRVKETER                                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
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>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (25-67:59-96) 
 
                     10        20        30        40        50     
2MEPSP       DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           60        70        80                                   
2MEPSP AVVALFADGPTAIRDVASWRVKETER                                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (25-67:59-96) 
 
                     10        20        30        40        50     
2MEPSP       DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           60        70        80                                   
2MEPSP AVVALFADGPTAIRDVASWRVKETER                                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (25-67:59-96) 
 
                     10        20        30        40        50     
2MEPSP       DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           60        70        80                                   
2MEPSP AVVALFADGPTAIRDVASWRVKETER                                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (25-67:59-96) 
 
                     10        20        30        40        50     
2MEPSP       DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           60        70        80                                   
2MEPSP AVVALFADGPTAIRDVASWRVKETER                                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (25-67:59-96) 
 
                     10        20        30        40        50     
2MEPSP       DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
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                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           60        70        80                                   
2MEPSP AVVALFADGPTAIRDVASWRVKETER                                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (25-67:59-96) 
 
                     10        20        30        40        50     
2MEPSP       DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           60        70        80                                   
2MEPSP AVVALFADGPTAIRDVASWRVKETER                                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (25-67:59-96) 
 
                     10        20        30        40        50     
2MEPSP       DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           60        70        80                                   
2MEPSP AVVALFADGPTAIRDVASWRVKETER                                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (25-67:59-96) 
 
                     10        20        30        40        50     
2MEPSP       DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           60        70        80                                   
2MEPSP AVVALFADGPTAIRDVASWRVKETER                                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (25-67:59-96) 
 
                     10        20        30        40        50     
2MEPSP       DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           60        70        80                                   
2MEPSP AVVALFADGPTAIRDVASWRVKETER                                   
       . ...  :: .::                                                
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gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (25-67:59-96) 
 
                     10        20        30        40        50     
2MEPSP       DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           60        70        80                                   
2MEPSP AVVALFADGPTAIRDVASWRVKETER                                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (25-67:59-96) 
 
                     10        20        30        40        50     
2MEPSP       DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           60        70        80                                   
2MEPSP AVVALFADGPTAIRDVASWRVKETER                                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.5  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (25-67:59-96) 
 
                     10        20        30        40        50     
2MEPSP       DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           60        70        80                                   
2MEPSP AVVALFADGPTAIRDVASWRVKETER                                   
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 94.6  bits: 22.7 E():  2.7 
Smith-Waterman score: 57; 28.8% identity (56.1% similar) in 66 aa overlap (1-66:36-94) 
 
                                             10        20        30 
2MEPSP                               DVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                     ::: .:..:  :.  :  . ...  :  .  
gi|169 FEDEITSTLPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETK- 
          10        20        30        40        50        60      
 
               40        50        60        70        80           
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER           
        :  ....:::       . :.. .::.  :  :::                         
gi|169 -FILHKVEAID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLSVK 
            70             80        90       100       110         
 
gi|169 FHSKGEAKPEEEDMKKGKAKGEALFKAIEGYVLANPTQY 
      120       130       140       150        
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
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 initn:  60 init1:  60 opt:  60  Z-score: 93.2  bits: 23.7 E():  3.3 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (30-73:269-312) 
 
                10        20        30        40        50          
2MEPSP  DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
      60        70        80                                        
2MEPSP FADGPTAIRDVASWRVKETER                                        
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 91.4  bits: 22.1 E():  4.1 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (25-67:59-96) 
 
                     10        20        30        40        50     
2MEPSP       DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           60        70        80                                   
2MEPSP AVVALFADGPTAIRDVASWRVKETER                                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 91.1  bits: 23.8 E():  4.3 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (30-73:399-442) 
 
                10        20        30        40        50          
2MEPSP  DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
      60        70        80                                        
2MEPSP FADGPTAIRDVASWRVKETER                                        
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.4  bits: 21.4 E():  6.1 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (25-67:59-103) 
 
                     10        20        30        40          50   
2MEPSP       DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
             60        70        80                             
2MEPSP TLAVVALFADGPTAIRDVASWRVKETER                             
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.4  bits: 21.4 E():  6.1 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (25-67:59-103) 
 
                     10        20        30        40          50   
2MEPSP       DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
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       30        40        50        60        70        80         
 
             60        70        80                             
2MEPSP TLAVVALFADGPTAIRDVASWRVKETER                             
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 88.0  bits: 22.5 E():  6.4 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (24-70:168-211) 
 
                      10        20        30           40        50 
2MEPSP        DVKFAEVLEMMGAKVTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
               60        70        80                               
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETER                               
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|37499626|gb|AAQ91847.1| Ara h 8 allergen [Arachis h  (157 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 87.8  bits: 21.4 E():  6.6 
Smith-Waterman score: 53; 27.3% identity (56.1% similar) in 66 aa overlap (1-66:36-94) 
 
                                             10        20        30 
2MEPSP                               DVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                     ::: .:..:  :.  :  . ...  :  .  
gi|374 FEDEITSTVPPAKLYNAMKDADSITPKIIDDVKSVEIVEGNGGPGTIKKLTIVEDGETK- 
          10        20        30        40        50        60      
 
               40        50        60        70        80           
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER           
        :  .....::       . :.. .::.  :  :::                         
gi|374 -FILHKVESID-----EANYAYNYSVVGGVALPPTAEKITFETKLVEGPNGGSIGKLTLK 
            70             80        90       100       110         
 
gi|374 YHTKGDAKPDEEELKKGKAKGEGLFRAIEGYVLANPTQY 
      120       130       140       150        
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.2  bits: 22.8 E():  8.1 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (33-49:399-415) 
 
             10        20        30        40        50        60   
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
             70        80                                           
2MEPSP GPTAIRDVASWRVKETER                                           
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.1  bits: 22.8 E():  8.1 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (33-49:402-418) 
 
             10        20        30        40        50        60   
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
             70        80                                           
2MEPSP GPTAIRDVASWRVKETER                                           
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gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.1  bits: 22.8 E():  8.2 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (33-49:403-419) 
 
             10        20        30        40        50        60   
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
             70        80                                           
2MEPSP GPTAIRDVASWRVKETER                                           
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.8  bits: 22.8 E():  8.4 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (33-49:422-438) 
 
             10        20        30        40        50        60   
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
             70        80                                           
2MEPSP GPTAIRDVASWRVKETER                                           
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.8  bits: 22.8 E():  8.4 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (33-49:422-438) 
 
             10        20        30        40        50        60   
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
             70        80                                           
2MEPSP GPTAIRDVASWRVKETER                                           
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.5  bits: 22.5 E():   10 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (41-73:407-439) 
 
               20        30        40        50        60        70 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
               80                                                   
2MEPSP ASWRVKETER                                                   
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 84.4  bits: 20.5 E():   10 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (23-61:20-59) 
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               10        20         30         40        50         
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVA 
                             .. : ::  : .:.: . .. .: . . ::   : :   
gi|301    NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDE 
                  10        20        30        40         50       
 
       60        70        80                                       
2MEPSP LFADGPTAIRDVASWRVKETER                                       
       : :                                                          
gi|301 LKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIEL 
         60        70        80        90       100       110       
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.0  bits: 22.9 E():   11 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (11-77:58-135) 
 
                                   10        20                 30  
2MEPSP                     DVKFAEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|283 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
              40        50        60        70           80         
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETER         
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|283 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|283 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 84.0  bits: 22.9 E():   11 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (11-77:58-135) 
 
                                   10        20                 30  
2MEPSP                     DVKFAEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|289 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
              40        50        60        70           80         
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETER         
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|289 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|289 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 82.9  bits: 21.9 E():   12 
Smith-Waterman score: 54; 20.6% identity (58.8% similar) in 68 aa overlap (1-67:133-200) 
 
                                             10        20           
2MEPSP                               DVKFAEVLEMMGAKVTWTETS-VTVTGPPR 
                                     ::....  ...  .    ::. . .   :. 
gi|513 HGADFATAGSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPE 
            110       120       130       140       150       160   
 
      30        40        50        60        70        80          
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER          
       : . .: : ..:...: . .  ..:.:  . :  :  .                       
gi|513 EYYFEKALYTFDIGQNDLTEGFLNLTVEEVNATVPDLVNSFSANVKKIYDLGARTFWIHN 
            170       180       190       200       210       220   
 
gi|513 TGPIGCLSFILTYFPWAEKDSAGCAKAYNEVAQHFNHKLKEIVAQLRKDLPLATFVHVDI 
            230       240       250       260       270       280   
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
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 initn:  42 init1:  42 opt:  50  Z-score: 82.9  bits: 20.5 E():   12 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (25-67:59-96) 
 
                     10        20        30        40        50     
2MEPSP       DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
           60        70        80                                   
2MEPSP AVVALFADGPTAIRDVASWRVKETER                                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 81.3  bits: 21.9 E():   15 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (26-61:390-426) 
 
                    10        20        30          40        50    
2MEPSP      DVKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
            60        70        80                                  
2MEPSP LAVVALFADGPTAIRDVASWRVKETER                                  
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.5  bits: 19.8 E():   17 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (8-34:9-37) 
 
                10        20         30         40        50        
2MEPSP  DVKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNKMPDVAMTLAVV 
               : ...: ..:: ..  ...: : : : :.                        
gi|153 MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVKGEEKEPSKSC 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP ALFADGPTAIRDVASWRVKETER                                      
                                                                    
gi|153 CSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 80.0  bits: 20.5 E():   18 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (23-61:124-163) 
 
                       10        20         30         40        50 
2MEPSP         DVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
               60        70        80                               
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETER                               
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.9  bits: 20.5 E():   18 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (23-61:127-166) 
 
                       10        20         30         40        50 
2MEPSP         DVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
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        100       110       120       130       140        150      
 
               60        70        80                               
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETER                               
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.1  bits: 19.9 E():   20 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (11-29:1-18) 
 
               10        20        30        40        50        60 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF 
                 ::.  :... :..:  :::                                
gi|444           MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEIVEGDG 
                          10        20        30        40          
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.4  bits: 19.6 E():   25 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (19-70:7-57) 
 
               10        20        30        40        50        60 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF 
                         :: .: . :: . : :  : . ..  .  : .  .. ..    
gi|132             MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEG- 
                           10        20        30        40         
 
               70        80                                         
2MEPSP ADGPTAIRDVASWRVKETER                                         
         :: .:. .                                                   
gi|132 NGGPGTIKKICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVA 
        50        60        70        80        90       100        
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 77.2  bits: 19.6 E():   25 
Smith-Waterman score: 47; 23.3% identity (62.8% similar) in 43 aa overlap (3-44:46-88) 
 
                                           10        20        30   
2MEPSP                             DVKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
                                     ..:..:. ::..:  .:... .     .   
gi|261 GKRVLEQSVHELEEVFKKFDANGDGKISGSELADILRSMGSEVDEAEVKAMMEEADTDGD 
          20        30        40        50        60        70      
 
              40        50        60        70        80            
2MEPSP GRKHLKA-IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER            
       :   :.  .:.:.                                                
gi|261 GYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEPCTIEESKNI 
          80        90       100       110       120       130      
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.0  bits: 20.2 E():   26 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (23-56:170-204) 
 
                       10        20         30         40        50 
2MEPSP         DVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
               60        70        80                               
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETER                               
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.8  bits: 19.6 E():   27 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (42-63:68-88) 
 
              20        30        40        50        60        70  
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2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
              80                                                    
2MEPSP SWRVKETER                                                    
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.0  bits: 20.9 E():   29 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (9-66:210-271) 
 
                                     10              20        30   
2MEPSP                       DVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
             40        50           60        70        80          
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETER          
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
          300       310       320       330       340       350     
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.0  bits: 20.9 E():   29 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (9-66:210-271) 
 
                                     10              20        30   
2MEPSP                       DVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
             40        50           60        70        80          
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETER          
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 76.0  bits: 20.9 E():   29 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (9-66:210-271) 
 
                                     10              20        30   
2MEPSP                       DVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
             40        50           60        70        80          
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETER          
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.0  bits: 20.6 E():   29 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (23-61:291-330) 
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                       10        20         30         40        50 
2MEPSP         DVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
               60        70        80                               
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETER                               
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (9-66:218-279) 
 
                                     10              20        30   
2MEPSP                       DVKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
 
             40        50           60        70        80          
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETER          
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
 
gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (4-36:82-109) 
 
                                          10        20        30    
2MEPSP                            DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
            40        50        60        70        80      
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER      
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (11-29:1-18) 
 
               10        20        30        40        50        60 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF 
                 ::.  :... :..:  :::                                
gi|444           MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEIVEGDG 
                          10        20        30        40          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (11-29:1-18) 
 
               10        20        30        40        50        60 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF 
                 ::.  :... :..:  :::                                
gi|444           MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVEGDG 
                          10        20        30        40          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.5  bits: 20.9 E():   31 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (33-49:430-446) 
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             10        20        30        40        50        60   
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
             70        80                                           
2MEPSP GPTAIRDVASWRVKETER                                           
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 75.3  bits: 20.6 E():   32 
Smith-Waterman score: 50; 25.3% identity (58.7% similar) in 75 aa overlap (8-79:312-383) 
 
                                      10        20          30      
2MEPSP                        DVKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
          40        50         60        70        80               
2MEPSP HLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVKETER               
         .:. ...:..  .. .. :.   .: :  ..   .: :  :::                
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVM---VSHRSGETEDTFIADLSVGLRSGQ 
             350       360       370          380       390         
 
gi|232 IKTGAPARSERLAKLNQILRIEEELGSEAIYAGKDFQKASQL 
      400       410       420       430       440 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.2  bits: 20.6 E():   33 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (23-61:6-45) 
 
               10        20         30         40        50         
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVA 
                             .. : ::  : .:.: . .. .: . . ::   : :   
gi|223                  INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDE 
                                10        20         30        40   
 
       60        70        80                                       
2MEPSP LFADGPTAIRDVASWRVKETER                                       
       : :                                                          
gi|223 LKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLI 
             50        60        70        80        90       100   
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.0  bits: 19.6 E():   33 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (42-63:116-136) 
 
              20        30        40        50        60        70  
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
              80                                                    
2MEPSP SWRVKETER                                                    
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|9954253|gb|AAG08989.1|AF216520_1 tropomyosin [Mimac  (284 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 48; 44.4% identity (63.0% similar) in 27 aa overlap (1-26:175-201) 
 
                                              10        20          
2MEPSP                               DVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   :  .::.:    
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gi|995 EKQLETAKNVATDADHKFDEAARKLAITEVDLERAETRLEAADAKVLELEEELTVVGANI 
          150       160       170       180       190       200     
 
      30        40        50        60        70        80          
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER          
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTKSLKDAENRATEAERQVVKLQKEVDRLEDELLAEK 
          210       220       230       240       250       260     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.9  bits: 19.2 E():   34 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (2-28:4-30) 
 
                 10        20        30        40        50         
2MEPSP   DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
          .::: :: ...: :  . .:.   . :                               
gi|727 MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPG 
               10        20        30        40        50        60 
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.3  bits: 18.6 E():   37 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (27-59:38-75) 
 
                   10        20        30             40        50  
2MEPSP     DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
              60        70        80                          
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETER                          
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (58-79:22-43) 
 
        30        40        50        60        70        80        
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER        
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 74.0  bits: 19.3 E():   38 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (38-72:72-112) 
 
        10        20        30        40        50              60  
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
              70        80                                          
2MEPSP DGPTAIRDVASWRVKETER                                          
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.7  bits: 17.6 E():   40 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (44-67:1-24) 
 
            20        30        40        50        60        70    
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
                                     : :. .::  : . :.:  . :.:       
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gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
            80                             
2MEPSP RVKETER                             
                                           
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 19.3 E():   44 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (23-36:15-28) 
 
               10        20        30        40        50        60 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF 
                             : . :::.:   ::                         
gi|169         QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSR 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP ADGPTAIRDVASWRVKETER                                         
                                                                    
gi|169 PEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSLTLPALRQF 
             60        70        80        90       100       110   
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.6  bits: 20.0 E():   45 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (23-61:291-330) 
 
                       10        20         30         40        50 
2MEPSP         DVKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
               60        70        80                               
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETER                               
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.1  bits: 18.9 E():   48 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (34-49:152-167) 
 
            10        20        30        40        50        60    
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
            70        80           
2MEPSP PTAIRDVASWRVKETER           
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.1  bits: 17.6 E():   48 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (37-66:41-70) 
 
         10        20        30        40        50        60       
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
         70        80 
2MEPSP IRDVASWRVKETER 
                      
gi|453 CSPKWLQLLVP    
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               80     
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.3 E():   49 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (10-33:7-30) 
 
               10        20        30        40        50        60 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF 
                ...  :. . .:..  :::. : :                            
gi|811    MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPKGAGP 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP ADGPTAIRDVASWRVKETER                                         
                                                                    
gi|811 DDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITD 
        60        70        80        90       100       110        
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.3 E():   49 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (10-33:7-30) 
 
               10        20        30        40        50        60 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF 
                ...  :. . .:..  :::. : :                            
gi|109    MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKGAGP 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP ADGPTAIRDVASWRVKETER                                         
                                                                    
gi|109 KDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTD 
        60        70        80        90       100       110        
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.8  bits: 20.3 E():   50 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (64-76:336-348) 
 
            40        50        60        70        80              
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER              
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 71.3  bits: 19.6 E():   54 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (55-73:15-35) 
 
           30        40        50        60          70        80   
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETER   
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.0  bits: 19.0 E():   56 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (18-50:43-76) 
 
                            10        20        30         40       
2MEPSP              DVKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
         50        60        70        80                           
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2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRVKETER                           
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.0 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (26-34:14-22) 
 
               10        20        30        40        50        60 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF 
                                :::. : :.                           
gi|898             ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGP 
                           10        20        30        40         
 
               70        80                                         
2MEPSP ADGPTAIRDVASWRVKETER                                         
                                                                    
gi|898 DDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITD 
       50        60        70        80        90       100         
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (41-72:89-118) 
 
               20        30        40        50        60        70 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
               80                                  
2MEPSP ASWRVKETER                                  
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (41-72:90-119) 
 
               20        30        40        50        60        70 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               80                                  
2MEPSP ASWRVKETER                                  
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (41-72:90-119) 
 
               20        30        40        50        60        70 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               80                                  
2MEPSP ASWRVKETER                                  
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
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Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (41-72:90-119) 
 
               20        30        40        50        60        70 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               80                                  
2MEPSP ASWRVKETER                                  
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (41-72:90-119) 
 
               20        30        40        50        60        70 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               80                                  
2MEPSP ASWRVKETER                                  
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (41-72:90-119) 
 
               20        30        40        50        60        70 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
               80                                  
2MEPSP ASWRVKETER                                  
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (41-72:90-119) 
 
               20        30        40        50        60        70 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               80                                  
2MEPSP ASWRVKETER                                  
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (41-63:90-112) 
 
               20        30        40        50        60        70 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
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               80                                
2MEPSP ASWRVKETER                                
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (41-72:90-119) 
 
               20        30        40        50        60        70 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               80                                  
2MEPSP ASWRVKETER                                  
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (41-72:90-119) 
 
               20        30        40        50        60        70 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               80                                  
2MEPSP ASWRVKETER                                  
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (41-72:90-119) 
 
               20        30        40        50        60        70 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               80                                  
2MEPSP ASWRVKETER                                  
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (26-34:25-33) 
 
               10        20        30        40        50        60 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF 
                                :::. : :.                           
gi|898  MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGP 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP ADGPTAIRDVASWRVKETER                                         
                                                                    
gi|898 DDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITD 
      60        70        80        90       100       110          
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>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (26-34:31-39) 
 
                    10        20        30        40        50      
2MEPSP      DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP VVALFADGPTAIRDVASWRVKETER                                    
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (26-34:31-39) 
 
                    10        20        30        40        50      
2MEPSP      DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP VVALFADGPTAIRDVASWRVKETER                                    
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (26-34:32-40) 
 
                    10        20        30        40        50      
2MEPSP      DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
          60        70        80                                    
2MEPSP VVALFADGPTAIRDVASWRVKETER                                    
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.2  bits: 18.3 E():   61 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (34-49:43-58) 
 
            10        20        30        40        50        60    
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
            70        80                                            
2MEPSP PTAIRDVASWRVKETER                                            
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (50-66:8-26) 
 
      20        30        40        50        60          70        
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
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gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
        80                                                          
2MEPSP TER                                                          
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (50-66:8-26) 
 
      20        30        40        50        60          70        
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
        80                                                          
2MEPSP TER                                                          
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.9  bits: 18.3 E():   64 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (35-68:110-145) 
 
           10        20        30        40          50             
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
      60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETER                    
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.9  bits: 19.3 E():   64 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (42-73:269-300) 
 
              20        30        40        50        60        70  
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
              80                                                    
2MEPSP SWRVKETER                                                    
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 45; 40.7% identity (63.0% similar) in 27 aa overlap (1-26:175-201) 
 
                                              10        20          
2MEPSP                               DVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   ::.   :  .::.:    
gi|219 EAQLKEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKIIELEEELTVVGANI 
          150       160       170       180       190       200     
 
      30        40        50        60        70        80          
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER          
                                                                    
gi|219 KTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQKEVDRLEDELLAEK 
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          210       220       230       240       250       260     
 
>>gi|9954251|gb|AAG08988.1|AF216519_1 tropomyosin [Perna  (284 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 45; 44.4% identity (66.7% similar) in 27 aa overlap (1-26:175-201) 
 
                                              10        20          
2MEPSP                               DVKFAEV-LEMMGAKVTWTETSVTVTGPPR 
                                     :.. ::. ::   :::   : ..::.:    
gi|995 EKQLTEAKWIAEEADKKYEEAARKLAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANI 
          150       160       170       180       190       200     
 
      30        40        50        60        70        80          
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER          
                                                                    
gi|995 KTLQVQNDQASQREDSYEETIRDLTNRLKDAENRATEAERTVSKLQKEVDRLEDELLTEK 
          210       220       230       240       250       260     
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (46-64:2-20) 
 
          20        30        40        50        60        70      
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
          80                                                        
2MEPSP KETER                                                        
                                                                    
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 69.4  bits: 14.2 E():   68 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (21-27:2-8) 
 
               10        20        30        40        50        60 
2MEPSP DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF 
                           ..:. ::                                  
gi|250                    PTITIGGPEYR                               
                                  10                                
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.3  bits: 19.7 E():   69 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (59-80:469-490) 
 
       30        40        50        60        70        80       
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER       
                                     .:: : .. :   : : .. ::       
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH 
      440       450       460       470       480       490       
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (12-68:143-189) 
 
                                  10        20        30        40  
2MEPSP                    DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
              50        60        70        80                      
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER                      
       ..  .: :: .. . .    :::.: :                                  
gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
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 initn:  35 init1:  35 opt:  35  Z-score: 69.0  bits: 15.6 E():   71 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (37-67:2-30) 
 
         10        20        30        40         50        60      
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPT 
                                     .::. : : .. :     ..  :  .:::: 
gi|122                              MVKAVTVLNSSEGP---HGIVYFAQEGDGPT 
                                            10           20         
 
          70        80 
2MEPSP AIRDVASWRVKETER 
       ..              
gi|122 TV              
       30              
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.3 E():   71 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (3-64:129-196) 
 
                                           10             20        
2MEPSP                             DVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|144 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
      100       110       120       130       140       150         
 
        30        40        50         60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVKETER 
         . .... : : . :.. . . .. : :. :  :  :                 
gi|144 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL             
      160       170       180       190       200             
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.0  bits: 19.7 E():   71 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (19-36:288-305) 
 
                           10        20        30        40         
2MEPSP             DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
       50        60        70        80                             
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETER                             
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 68.9  bits: 19.7 E():   72 
Smith-Waterman score: 47; 26.8% identity (61.0% similar) in 41 aa overlap (37-76:204-244) 
 
         10        20        30        40        50         60      
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
          70        80                                              
2MEPSP AIRDVASWRVKETER                                              
       ..  :.::.::                                                  
gi|558 SFGIVVSWQVKLLPVPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFGGT 
           240       250       260       270       280       290    
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (41-63:90-112) 
 
               20        30        40        50        60        70 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
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      60        70        80        90       100       110          
 
               80                                
2MEPSP ASWRVKETER                                
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (41-72:90-119) 
 
               20        30        40        50        60        70 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
               80                                  
2MEPSP ASWRVKETER                                  
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.3 E():   73 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (3-64:133-200) 
 
                                           10             20        
2MEPSP                             DVKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|622 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
            110       120       130       140       150       160   
 
        30        40        50         60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVKETER 
         . .... : : . :.. . . .. : :. :  :  :                 
gi|622 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL             
            170       180       190       200                 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (47-61:1-15) 
 
         20        30        40        50        60        70       
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                                     : . ...: ::::::                
gi|386                               MASSSLVLLVVALFAVFLGTAHGIAKVPPG 
                                             10        20        30 
 
         80                                                         
2MEPSP ETER                                                         
                                                                    
gi|386 PNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGR 
               40        50        60        70        80        90 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.3 E():   75 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (34-48:152-166) 
 
            10        20        30        40        50        60    
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
            70        80             
2MEPSP PTAIRDVASWRVKETER             
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
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>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.3 E():   75 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (34-48:152-166) 
 
            10        20        30        40        50        60    
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
            70        80             
2MEPSP PTAIRDVASWRVKETER             
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|66849793|gb|EAL90121.1| allergen Asp F7 [Aspergillu  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (1-28:27-54) 
 
                                         10        20        30     
2MEPSP                           DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER               
                                                                    
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|83300389|sp|O42799.2|ALL7_ASPFU RecName: Full=Aller  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 44; 32.1% identity (60.7% similar) in 28 aa overlap (1-28:27-54) 
 
                                         10        20        30     
2MEPSP                           DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                 : . ..:.    . :.::  .::.:  :       
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER               
                                                                    
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (10-63:22-71) 
 
                           10        20        30        40         
2MEPSP             DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            . .: ..  . :: . .     . ....:::    :..  
gi|238 MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF- 
               10        20        30        40        50           
 
       50        60        70        80                             
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETER                             
       ::  ::: ..::  :                                              
gi|238 DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (37-63:44-71) 
 
         10        20        30        40         50        60      
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
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                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
          70        80                                              
2MEPSP AIRDVASWRVKETER                                              
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 19.4 E():   79 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (42-73:409-440) 
 
              20        30        40        50        60        70  
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|458 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      380       390       400       410       420       430         
 
              80           
2MEPSP SWRVKETER           
       .:                  
gi|458 AWNGGGSSNYTDIVAQGGY 
      440       450        
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 27.3% identity (63.6% similar) in 33 aa overlap (47-76:91-123) 
 
         20        30        40        50           60        70    
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV---VALFADGPTAIRDVASW 
                                     .::.:  ...   ..  ::: . :. . :. 
gi|604 DGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
            80                             
2MEPSP RVKETER                             
       . :                                 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 19.4 E():   89 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (23-36:292-305) 
 
                       10        20        30        40        50   
2MEPSP         DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
 
             60        70        80                                 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETER                                 
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (2-21:39-63) 
 
                                            10             20       
2MEPSP                              DVKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
         30        40        50        60        70        80       
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER       
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gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|58371884|emb|CAG26895.1| Arg r 1 precursor [Argas r  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 30.8% identity (53.8% similar) in 26 aa overlap (1-26:105-130) 
 
                                             10        20        30 
2MEPSP                               DVKFAEVLEMMGAKVTWTETSVTVTGPPRE 
                                     : :  .:..  :    :...: :  :     
gi|583 SGKLTKTTGTATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNC 
           80        90       100       110       120       130     
 
               40        50        60        70        80 
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 
                                                          
gi|583 CDKKFTETRGSTPANEVYKKCPGMP                          
          140       150                                   
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.3 E():   90 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (25-49:129-153) 
 
                     10        20        30        40        50     
2MEPSP       DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
           60        70        80                                   
2MEPSP AVVALFADGPTAIRDVASWRVKETER                                   
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.3 E():   90 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (40-67:36-63) 
 
      10        20        30        40        50        60          
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
      70        80                                                  
2MEPSP VASWRVKETER                                                  
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 66.8  bits: 18.7 E():   94 
Smith-Waterman score: 44; 30.4% identity (60.9% similar) in 23 aa overlap (54-76:121-143) 
 
            30        40        50        60        70        80    
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER    
                                     :.   .. :: . : . ..:: :        
gi|129 LGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNIPEYVDWRQKGAVTPVK 
              100       110       120       130       140       150 
 
gi|129 NQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSYGCNGGYPWSALQLVAQ 
              160       170       180       190       200       210 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 66.8  bits: 19.0 E():   94 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (12-47:59-97) 
 
                                  10        20           30         
2MEPSP                    DVKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
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gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
       40        50        60        70        80                   
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER                   
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 19.4 E():   95 
Smith-Waterman score: 46; 38.5% identity (69.2% similar) in 13 aa overlap (64-76:336-348) 
 
            40        50        60        70        80              
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER              
                                     :  ..:.. :: :                  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELD 
         310       320       330       340       350       360      
 
gi|556 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.6  bits: 17.3 E():   97 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (47-72:94-121) 
 
         20        30        40        50          60        70     
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWR 
                                     .: ..   .. ::. .  .: : :..::   
gi|132 LYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLASSL 
            70        80        90       100       110       120    
 
           80          
2MEPSP VKETER          
                       
gi|132 PGQTKILAKVFYGEN 
           130         
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.4  bits: 17.7 E():   98 
Smith-Waterman score: 41; 32.8% identity (55.7% similar) in 61 aa overlap (30-79:96-155) 
 
                10        20        30        40         50         
2MEPSP  DVKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
            60         70            80                       
2MEPSP LAVVALFADGPTAIR-DVASWR----VKETER                       
        ::.. . ::  ..  .::. .    ::: :                        
gi|501 TAVTSWL-DGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130        140       150       160       170         
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 18.7 E(): 1e 
Smith-Waterman score: 44; 33.3% identity (62.5% similar) in 24 aa overlap (42-65:184-207) 
 
              20        30        40        50        60        70  
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. :..:: .  :  :.: . : :       
gi|810 DVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITISNNHF 
           160       170       180       190       200       210    
 
              80                                                    
2MEPSP SWRVKETER                                                    
                                                                    
gi|810 FNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNYDQWNIYA 
           220       230       240       250       260       270    
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:59 2011 done: Tue Apr 19 10:57:59 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 285  - 364 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     2     0:= 
  26     0     0: 
  28     0     0: 
  30     1     2:* 
  32     7     8:==* 
  34    22    22:=======* 
  36    49    44:==============*== 
  38    79    73:========================*== 
  40    89   102:==============================   * 
  42   113   125:======================================   * 
  44   131   138:============================================ * 
  46   161   140:==============================================*======= 
  48   124   134:==========================================  * 
  50   132   122:========================================*=== 
  52   122   108:===================================*===== 
  54   102    92:==============================*=== 
  56    76    77:=========================* 
  58    55    63:=================== * 
  60    39    51:=============   * 
  62    31    41:===========  * 
  64    29    33:==========* 
  66    13    26:=====   * 
  68    19    20:======* 
  70    25    16:=====*=== 
  72     6    12:== * 
  74    11    10:===* 
  76    10     8:==*= 
  78     3     6:=* 
  80     3     5:=* 
  82     0     3:* 
  84     5     3:*= 
  86     5     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96    14     1:*====     :*============= 
  98     1     0:=         *= 
 100     2     0:=         *== 
 102     1     0:=         *= 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
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 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.36410.00291; mu= 8.8534 0.152 
 mean_var=33.5969 8.801, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.221271 
 Kolmogorov-Smirnov  statistic: 0.0166 (N=28) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.7    0.67 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   66 25.7    0.97 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   65 25.4     1.2 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.7     1.3 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.1     1.8 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 23.1       2 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 23.1       2 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 23.1       2 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 23.1       2 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 23.1       2 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 23.1       2 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 23.1       2 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.8     3.2 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 22.1     3.9 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.8     4.3 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.5     5.8 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.5     5.8 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.5     6.2 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.8     8.1 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.8     8.1 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.8     8.2 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.8     8.4 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.8     8.4 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.5     9.8 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.5      10 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   57 22.8      11 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   57 22.8      11 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.5      12 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.9      15 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.9      16 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.6      18 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.6      18 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 21.2      19 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.9      19 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.6      24 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   47 19.6      25 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.2      26 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.6      26 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.6      30 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.3      30 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 20.9      30 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 20.9      30 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 20.9      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.3      30 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.3      30 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 20.9      30 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.9      32 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   50 20.6      33 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.6      33 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.6      33 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   46 19.3      33 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.6      36 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.9      37 
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gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.3      38 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.6      38 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.3      44 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.9      46 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.6      47 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.0      48 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.3      49 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.3      49 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 20.3      52 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.6      54 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 19.0      56 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.3      57 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 19.0      57 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.3      58 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.3      58 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.3      58 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.3      58 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.3      58 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.3      58 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.3      58 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.3      58 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.3      58 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.3      58 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 19.0      60 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      61 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 19.0      61 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 19.0      61 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 19.0      61 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.3      62 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.0      62 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.0      62 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.3      63 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.3      65 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.0      66 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.7      67 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.6      71 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.3      71 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      71 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      73 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.6      73 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.6      74 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.7      74 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      75 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      75 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.7      75 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.7      75 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   38 16.7      79 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   42 18.0      79 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   38 16.7      81 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   46 19.3      81 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.7      86 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   41 17.7      88 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.3      89 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   38 16.7      90 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.3      91 
gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]       ( 517)   46 19.3      91 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   44 18.7      96 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   40 17.3      96 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.0      97 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   46 19.3      99 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 105.6  bits: 24.7 E(): 0.67 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (24-66:59-96) 
 
                      10        20        30        40        50    
2MEPSP        VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
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       30        40        50        60        70             80    
 
            60        70        80                                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERM                                  
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  66  Z-score: 102.7  bits: 25.7 E(): 0.97 
Smith-Waterman score: 66; 24.4% identity (61.5% similar) in 78 aa overlap (3-78:312-387) 
 
                                           10        20          30 
2MEPSP                             VKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
               40        50        60        70        80           
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM           
       . .:  .:. ...:.. .:. .. .: .   .  ..  .:: :  :::             
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLA 
             350       360       370         380       390          
 
gi|144 TGQIKTGAPCRSERLAKYNQLLRIEEELGAEAVYAGANFRTPVEPY 
     400       410       420       430       440      
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  65  Z-score: 101.0  bits: 25.4 E():  1.2 
Smith-Waterman score: 65; 24.4% identity (60.3% similar) in 78 aa overlap (3-78:312-387) 
 
                                           10        20          30 
2MEPSP                             VKFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .: ::  .  .. ::.: :  .  
gi|144 EALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
               40        50        60        70        80           
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM           
       . .:  .:. ...:.. .:. .. .: .   .  ..  .:: :  :::             
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLA 
             350       360       370         380       390          
 
gi|144 TGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
     400       410       420       430       440      
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 100.4  bits: 23.7 E():  1.3 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (24-66:59-96) 
 
                      10        20        30        40        50    
2MEPSP        VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            60        70        80                                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERM                                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 97.7  bits: 23.1 E():  1.8 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (23-46:85-109) 
 
                       10        20         30        40        50  
2MEPSP         VKFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
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              60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERM 
                                     
gi|668 TTGAFQRIPRSSFANNPRLGRKC       
          120       130              
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.0  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (24-66:59-96) 
 
                      10        20        30        40        50    
2MEPSP        VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            60        70        80                                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERM                                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.0  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (24-66:59-96) 
 
                      10        20        30        40        50    
2MEPSP        VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            60        70        80                                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERM                                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.0  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (24-66:59-96) 
 
                      10        20        30        40        50    
2MEPSP        VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            60        70        80                                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERM                                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.0  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (24-66:59-96) 
 
                      10        20        30        40        50    
2MEPSP        VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            60        70        80                                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERM                                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
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>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.0  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (24-66:59-96) 
 
                      10        20        30        40        50    
2MEPSP        VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            60        70        80                                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERM                                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.0  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (24-66:59-96) 
 
                      10        20        30        40        50    
2MEPSP        VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            60        70        80                                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERM                                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.0  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (24-66:59-96) 
 
                      10        20        30        40        50    
2MEPSP        VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            60        70        80                                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERM                                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.0  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (24-66:59-96) 
 
                      10        20        30        40        50    
2MEPSP        VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            60        70        80                                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERM                                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.0  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (24-66:59-96) 
 
                      10        20        30        40        50    
2MEPSP        VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9207

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            60        70        80                                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERM                                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.0  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (24-66:59-96) 
 
                      10        20        30        40        50    
2MEPSP        VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            60        70        80                                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERM                                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.0  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (24-66:59-96) 
 
                      10        20        30        40        50    
2MEPSP        VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            60        70        80                                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERM                                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.0  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (24-66:59-96) 
 
                      10        20        30        40        50    
2MEPSP        VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            60        70        80                                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERM                                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.0  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (24-66:59-96) 
 
                      10        20        30        40        50    
2MEPSP        VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            60        70        80                                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERM                                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
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            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.0  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (24-66:59-96) 
 
                      10        20        30        40        50    
2MEPSP        VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            60        70        80                                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERM                                  
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 93.4  bits: 23.8 E():  3.2 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (29-72:269-312) 
 
                 10        20        30        40        50         
2MEPSP   VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
       60        70        80                                       
2MEPSP FADGPTAIRDVASWRVKETERM                                       
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 91.8  bits: 22.1 E():  3.9 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (24-66:59-96) 
 
                      10        20        30        40        50    
2MEPSP        VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            60        70        80                                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERM                                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 91.2  bits: 23.8 E():  4.3 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (29-72:399-442) 
 
                 10        20        30        40        50         
2MEPSP   VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
       60        70        80                                       
2MEPSP FADGPTAIRDVASWRVKETERM                                       
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.7  bits: 21.5 E():  5.8 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (24-66:59-103) 
 
                      10        20        30        40          50  
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2MEPSP        VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
              60        70        80                            
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERM                            
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.7  bits: 21.5 E():  5.8 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (24-66:59-103) 
 
                      10        20        30        40          50  
2MEPSP        VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
              60        70        80                            
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERM                            
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 88.2  bits: 22.5 E():  6.2 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (23-69:168-211) 
 
                       10        20        30           40          
2MEPSP         VKFAEVLEMMGAKVTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
      50        60        70        80                              
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERM                              
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.2  bits: 22.8 E():  8.1 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (32-48:399-415) 
 
              10        20        30        40        50        60  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
              70        80                                          
2MEPSP GPTAIRDVASWRVKETERM                                          
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.1  bits: 22.8 E():  8.1 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (32-48:402-418) 
 
              10        20        30        40        50        60  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
              70        80                                          
2MEPSP GPTAIRDVASWRVKETERM                                          
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gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.1  bits: 22.8 E():  8.2 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (32-48:403-419) 
 
              10        20        30        40        50        60  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
              70        80                                          
2MEPSP GPTAIRDVASWRVKETERM                                          
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.8  bits: 22.8 E():  8.4 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (32-48:422-438) 
 
              10        20        30        40        50        60  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
              70        80                                          
2MEPSP GPTAIRDVASWRVKETERM                                          
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.8  bits: 22.8 E():  8.4 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (32-48:422-438) 
 
              10        20        30        40        50        60  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
              70        80                                          
2MEPSP GPTAIRDVASWRVKETERM                                          
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 84.7  bits: 20.5 E():  9.8 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (22-60:20-59) 
 
               10        20         30         40        50         
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVAL 
                            .. : ::  : .:.: . .. .: . . ::   : :  : 
gi|301   NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDEL 
                 10        20        30        40         50        
 
       60        70        80                                       
2MEPSP FADGPTAIRDVASWRVKETERM                                       
        :                                                           
gi|301 KALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELI 
        60        70        80        90       100       110        
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.5  bits: 22.5 E():   10 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (40-72:407-439) 
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      10        20        30        40        50        60          
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
      70        80                                                  
2MEPSP ASWRVKETERM                                                  
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 83.9  bits: 22.8 E():   11 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (10-76:58-135) 
 
                                    10        20                 30 
2MEPSP                      VKFAEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|289 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
               40        50        60        70           80        
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETERM        
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|289 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|289 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 83.9  bits: 22.8 E():   11 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (10-76:58-135) 
 
                                    10        20                 30 
2MEPSP                      VKFAEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|283 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
               40        50        60        70           80        
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETERM        
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|283 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|283 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.2  bits: 20.5 E():   12 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (24-66:59-96) 
 
                      10        20        30        40        50    
2MEPSP        VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
            60        70        80                                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERM                                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (25-60:390-426) 
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                     10        20        30          40        50   
2MEPSP       VKFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
             60        70        80                                 
2MEPSP LAVVALFADGPTAIRDVASWRVKETERM                                 
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.7  bits: 19.9 E():   16 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (7-33:9-37) 
 
                 10        20          30        40        50       
2MEPSP   VKFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNKMPDVAMTLAVV 
               : ...: ..:: ..  ...: : : : :.                        
gi|153 MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVKGEEKEPSKSC 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP ALFADGPTAIRDVASWRVKETERM                                     
                                                                    
gi|153 CSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 80.1  bits: 20.6 E():   18 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (22-60:124-163) 
 
                        10        20         30         40          
2MEPSP          VKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
      50        60        70        80                              
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERM                              
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 80.0  bits: 20.6 E():   18 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (22-60:127-166) 
 
                        10        20         30         40          
2MEPSP          VKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
      50        60        70        80                              
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERM                              
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.5  bits: 21.2 E():   19 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (27-66:161-200) 
 
                   10        20        30        40        50       
2MEPSP     VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
         60        70        80                                     
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2MEPSP ALFADGPTAIRDVASWRVKETERM                                     
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (10-28:1-18) 
 
               10        20        30        40        50        60 
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                ::.  :... :..:  :::                                 
gi|444          MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEIVEGDGG 
                         10        20        30        40        50 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (18-69:7-57) 
 
               10        20        30        40        50        60 
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                        :: .: . :: . : :  : . ..  .  : .  .. ..     
gi|132            MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEG-N 
                          10        20        30        40          
 
               70        80                                         
2MEPSP DGPTAIRDVASWRVKETERM                                         
        :: .:. .                                                    
gi|132 GGPGTIKKICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVAS 
       50        60        70        80        90       100         
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 77.4  bits: 19.6 E():   25 
Smith-Waterman score: 47; 23.3% identity (62.8% similar) in 43 aa overlap (2-43:46-88) 
 
                                            10        20        30  
2MEPSP                              VKFAEVLEMMGAKVTWTETSVTVTGPPREPF 
                                     ..:..:. ::..:  .:... .     .   
gi|261 GKRVLEQSVHELEEVFKKFDANGDGKISGSELADILRSMGSEVDEAEVKAMMEEADTDGD 
          20        30        40        50        60        70      
 
               40        50        60        70        80           
2MEPSP GRKHLKA-IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM           
       :   :.  .:.:.                                                
gi|261 GYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEPCTIEESKNI 
          80        90       100       110       120       130      
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.0  bits: 20.2 E():   26 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (22-55:170-204) 
 
                        10        20         30         40          
2MEPSP          VKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
      50        60        70        80                              
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERM                              
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.9  bits: 19.6 E():   26 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (41-62:68-88) 
 
               20        30        40        50        60        70 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
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        40        50        60        70        80         90       
 
               80                                                   
2MEPSP SWRVKETERM                                                   
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.0  bits: 20.6 E():   30 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (22-60:291-330) 
 
                        10        20         30         40          
2MEPSP          VKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
      50        60        70        80                              
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERM                              
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (3-35:82-109) 
 
                                           10        20        30   
2MEPSP                             VKFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
             40        50        60        70        80     
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM     
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (8-65:210-271) 
 
                                      10              20        30  
2MEPSP                        VKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
              40        50           60        70        80         
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERM         
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (8-65:210-271) 
 
                                      10              20        30  
2MEPSP                        VKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
              40        50           60        70        80         
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERM         
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        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
          300       310       320       330       340       350     
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (8-65:210-271) 
 
                                      10              20        30  
2MEPSP                        VKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
              40        50           60        70        80         
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERM         
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (10-28:1-18) 
 
               10        20        30        40        50        60 
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                ::.  :... :..:  :::                                 
gi|444          MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEIVEGDGG 
                         10        20        30        40        50 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (10-28:1-18) 
 
               10        20        30        40        50        60 
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                ::.  :... :..:  :::                                 
gi|444          MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVEGDGG 
                         10        20        30        40        50 
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.8  bits: 20.9 E():   30 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (8-65:218-279) 
 
                                      10              20        30  
2MEPSP                        VKFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
 
              40        50           60        70        80         
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERM         
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
 
gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.4  bits: 20.9 E():   32 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (32-48:430-446) 
 
              10        20        30        40        50        60  
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
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                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
              70        80                                          
2MEPSP GPTAIRDVASWRVKETERM                                          
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 75.2  bits: 20.6 E():   33 
Smith-Waterman score: 50; 25.3% identity (58.7% similar) in 75 aa overlap (7-78:312-383) 
 
                                       10        20          30     
2MEPSP                         VKFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
           40        50         60        70        80              
2MEPSP HLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVKETERM              
         .:. ...:..  .. .. :.   .: :  ..   .: :  :::                
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVM---VSHRSGETEDTFIADLSVGLRSGQ 
             350       360       370          380       390         
 
gi|232 IKTGAPARSERLAKLNQILRIEEELGSEAIYAGKDFQKASQL 
      400       410       420       430       440 
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.1  bits: 19.6 E():   33 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (41-62:116-136) 
 
               20        30        40        50        60        70 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
               80                                                   
2MEPSP SWRVKETERM                                                   
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.1  bits: 20.6 E():   33 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (22-60:6-45) 
 
               10        20         30         40        50         
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVAL 
                            .. : ::  : .:.: . .. .: . . ::   : :  : 
gi|223                 INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDEL 
                               10        20         30        40    
 
       60        70        80                                       
2MEPSP FADGPTAIRDVASWRVKETERM                                       
        :                                                           
gi|223 KALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIR 
            50        60        70        80        90       100    
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 19.3 E():   33 
Smith-Waterman score: 46; 33.3% identity (63.0% similar) in 27 aa overlap (1-27:4-30) 
 
                  10        20        30        40        50        
2MEPSP    VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
          .::: :: ...: :  . .:.   . :                               
gi|727 MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPG 
               10        20        30        40        50        60 
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>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.5  bits: 18.6 E():   36 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (26-58:38-75) 
 
                    10        20        30             40        50 
2MEPSP      VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
               60        70        80                         
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERM                         
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.2  bits: 18.9 E():   37 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (57-78:22-43) 
 
         30        40        50        60        70        80       
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM       
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 74.0  bits: 19.3 E():   38 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (37-71:72-112) 
 
         10        20        30        40        50              60 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
               70        80                                         
2MEPSP DGPTAIRDVASWRVKETERM                                         
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.0  bits: 17.6 E():   38 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (43-66:1-24) 
 
             20        30        40        50        60        70   
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
             80                            
2MEPSP RVKETERM                            
                                           
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 19.3 E():   44 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (22-35:15-28) 
 
               10        20        30        40        50        60 
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                            : . :::.:   ::                          
gi|169        QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRP 
                      10        20        30        40        50    
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               70        80                                         
2MEPSP DGPTAIRDVASWRVKETERM                                         
                                                                    
gi|169 EQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSLTLPALRQFG 
            60        70        80        90       100       110    
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (22-60:291-330) 
 
                        10        20         30         40          
2MEPSP          VKFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
      50        60        70        80                              
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERM                              
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.4  bits: 17.6 E():   47 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (36-65:41-70) 
 
          10        20        30        40        50        60      
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
          70        80 
2MEPSP IRDVASWRVKETERM 
                       
gi|453 CSPKWLQLLVP     
               80      
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.2  bits: 19.0 E():   48 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (33-48:152-167) 
 
             10        20        30        40        50        60   
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
             70        80          
2MEPSP PTAIRDVASWRVKETERM          
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.3 E():   49 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (9-32:7-30) 
 
               10        20        30        40        50        60 
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
               ...  :. . .:..  :::. : :                             
gi|109   MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKGAGPK 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP DGPTAIRDVASWRVKETERM                                         
                                                                    
gi|109 DNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDM 
       60        70        80        90       100       110         
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.3 E():   49 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (9-32:7-30) 
 
               10        20        30        40        50        60 
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
               ...  :. . .:..  :::. : :                             
gi|811   MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPKGAGPD 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP DGPTAIRDVASWRVKETERM                                         
                                                                    
gi|811 DNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDM 
       60        70        80        90       100       110         
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.6  bits: 20.3 E():   52 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (63-75:336-348) 
 
             40        50        60        70        80             
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM             
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 71.2  bits: 19.6 E():   54 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (54-72:15-35) 
 
            30        40        50        60          70        80  
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERM  
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.0  bits: 19.0 E():   56 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (17-49:43-76) 
 
                             10        20         30        40      
2MEPSP               VKFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
          50        60        70        80                          
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRVKETERM                          
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (40-71:89-118) 
 
      10        20        30        40        50        60          
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
      70        80                                 
2MEPSP ASWRVKETERM                                 
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
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        120       130       140       150          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.0 E():   57 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (25-33:14-22) 
 
               10        20        30        40        50        60 
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898            ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
                          10        20        30        40          
 
               70        80                                         
2MEPSP DGPTAIRDVASWRVKETERM                                         
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
      50        60        70        80        90       100          
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (40-71:90-119) 
 
      10        20        30        40        50        60          
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      70        80                                 
2MEPSP ASWRVKETERM                                 
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (40-71:90-119) 
 
      10        20        30        40        50        60          
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      70        80                                 
2MEPSP ASWRVKETERM                                 
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (40-71:90-119) 
 
      10        20        30        40        50        60          
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      70        80                                 
2MEPSP ASWRVKETERM                                 
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (40-71:90-119) 
 
      10        20        30        40        50        60          
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2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      70        80                                 
2MEPSP ASWRVKETERM                                 
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (40-62:90-112) 
 
      10        20        30        40        50        60          
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
      70        80                               
2MEPSP ASWRVKETERM                               
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (40-71:90-119) 
 
      10        20        30        40        50        60          
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      70        80                                 
2MEPSP ASWRVKETERM                                 
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (40-71:90-119) 
 
      10        20        30        40        50        60          
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
      70        80                                 
2MEPSP ASWRVKETERM                                 
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (40-71:90-119) 
 
      10        20        30        40        50        60          
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      70        80                                 
2MEPSP ASWRVKETERM                                 
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       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (40-71:90-119) 
 
      10        20        30        40        50        60          
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      70        80                                 
2MEPSP ASWRVKETERM                                 
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (40-71:90-119) 
 
      10        20        30        40        50        60          
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      70        80                                 
2MEPSP ASWRVKETERM                                 
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (25-33:25-33) 
 
               10        20        30        40        50        60 
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP DGPTAIRDVASWRVKETERM                                         
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.3  bits: 18.3 E():   61 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (33-48:43-58) 
 
             10        20        30        40        50        60   
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
             70        80                                           
2MEPSP PTAIRDVASWRVKETERM                                           
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (25-33:31-39) 
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                     10        20        30        40        50     
2MEPSP       VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP VVALFADGPTAIRDVASWRVKETERM                                   
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (25-33:31-39) 
 
                     10        20        30        40        50     
2MEPSP       VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP VVALFADGPTAIRDVASWRVKETERM                                   
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (25-33:32-40) 
 
                     10        20        30        40        50     
2MEPSP       VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
           60        70        80                                   
2MEPSP VVALFADGPTAIRDVASWRVKETERM                                   
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 70.2  bits: 14.3 E():   62 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (20-26:2-8) 
 
               10        20        30        40        50        60 
2MEPSP VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                          ..:. ::                                   
gi|250                   PTITIGGPEYR                                
                                 10                                 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (49-65:8-26) 
 
       20        30        40        50          60        70       
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
         80                                                         
2MEPSP TERM                                                         
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
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>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (49-65:8-26) 
 
       20        30        40        50          60        70       
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
         80                                                         
2MEPSP TERM                                                         
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.0  bits: 18.3 E():   63 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (34-67:110-145) 
 
            10        20        30        40          50            
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
       60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERM                   
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 19.3 E():   65 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (41-72:269-300) 
 
               20        30        40        50        60        70 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
               80                                                   
2MEPSP SWRVKETERM                                                   
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (45-63:2-20) 
 
           20        30        40        50        60        70     
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
           80                                                       
2MEPSP KETERM                                                       
                                                                    
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.5  bits: 15.7 E():   67 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (36-66:2-30) 
 
          10        20        30        40         50        60     
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPT 
                                     .::. : : .. :     ..  :  .:::: 
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gi|122                              MVKAVTVLNSSEGP---HGIVYFAQEGDGPT 
                                            10           20         
 
           70        80 
2MEPSP AIRDVASWRVKETERM 
       ..               
gi|122 TV               
       30               
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.1  bits: 19.6 E():   71 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (58-79:469-490) 
 
        30        40        50        60        70        80      
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM      
                                     .:: : .. :   : : .. ::       
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH 
      440       450       460       470       480       490       
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.1  bits: 19.3 E():   71 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (11-67:143-189) 
 
                                   10        20        30        40 
2MEPSP                     VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
               50        60        70        80                     
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM                     
       ..  .: :: .. . .    :::.: :                                  
gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.3 E():   71 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (2-63:129-196) 
 
                                            10             20       
2MEPSP                              VKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|144 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
      100       110       120       130       140       150         
 
         30        40        50         60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVKETERM 
         . .... : : . :.. . . .. : :. :  :  :                  
gi|144 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL              
      160       170       180       190       200              
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (40-62:90-112) 
 
      10        20        30        40        50        60          
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
      70        80                               
2MEPSP ASWRVKETERM                               
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (40-71:90-119) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9226

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

      10        20        30        40        50        60          
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
      70        80                                 
2MEPSP ASWRVKETERM                                 
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.3 E():   73 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (2-63:133-200) 
 
                                            10             20       
2MEPSP                              VKFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|622 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
            110       120       130       140       150       160   
 
         30        40        50         60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVKETERM 
         . .... : : . :.. . . .. : :. :  :  :                  
gi|622 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL              
            170       180       190       200                  
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (18-35:288-305) 
 
                            10        20        30        40        
2MEPSP              VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
        50        60        70        80                            
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERM                            
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 68.7  bits: 19.6 E():   74 
Smith-Waterman score: 47; 26.8% identity (61.0% similar) in 41 aa overlap (36-75:204-244) 
 
          10        20        30        40        50         60     
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
           70        80                                             
2MEPSP AIRDVASWRVKETERM                                             
       ..  :.::.::                                                  
gi|558 SFGIVVSWQVKLLPVPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFGGT 
           240       250       260       270       280       290    
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (46-60:1-15) 
 
          20        30        40        50        60        70      
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                                     : . ...: ::::::                
gi|386                               MASSSLVLLVVALFAVFLGTAHGIAKVPPG 
                                             10        20        30 
 
          80                                                        
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2MEPSP ETERM                                                        
                                                                    
gi|386 PNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGR 
               40        50        60        70        80        90 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.3 E():   75 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (33-47:152-166) 
 
             10        20        30        40        50        60   
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
             70        80            
2MEPSP PTAIRDVASWRVKETERM            
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.3 E():   75 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (33-47:152-166) 
 
             10        20        30        40        50        60   
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
             70        80            
2MEPSP PTAIRDVASWRVKETERM            
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.6  bits: 17.7 E():   75 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (9-62:22-71) 
 
                            10        20        30        40        
2MEPSP              VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            . .: ..  . :: . .     . ....:::    :..  
gi|238 MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF- 
               10        20        30        40        50           
 
        50        60        70        80                            
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERM                            
       ::  ::: ..::  :                                              
gi|238 DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.6  bits: 17.7 E():   75 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (36-62:44-71) 
 
          10        20        30        40         50        60     
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
           70        80                                             
2MEPSP AIRDVASWRVKETERM                                             
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.2  bits: 16.7 E():   79 
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Smith-Waterman score: 38; 31.8% identity (68.2% similar) in 22 aa overlap (59-80:15-36) 
 
       30        40        50        60        70        80         
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM         
                                     .:.   :.: ..:  . :..::         
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.2  bits: 18.0 E():   79 
Smith-Waterman score: 42; 31.7% identity (55.6% similar) in 63 aa overlap (29-80:96-157) 
 
                 10        20        30        40         50        
2MEPSP   VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
             60         70            80                      
2MEPSP LAVVALFADGPTAIR-DVASWR----VKETERM                      
        ::.. . ::  ..  .::. .    ::: : .                      
gi|501 TAVTS-WLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130        140       150       160       170         
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 16.7 E():   81 
Smith-Waterman score: 38; 31.8% identity (68.2% similar) in 22 aa overlap (59-80:17-38) 
 
       30        40        50        60        70        80         
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM         
                                     .:.   :.: ..:  . :..::         
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 19.3 E():   81 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (41-72:409-440) 
 
               20        30        40        50        60        70 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|458 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      380       390       400       410       420       430         
 
               80          
2MEPSP SWRVKETERM          
       .:                  
gi|458 AWNGGGSSNYTDIVAQGGY 
      440       450        
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 27.3% identity (63.6% similar) in 33 aa overlap (46-75:91-123) 
 
          20        30        40        50           60        70   
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV---VALFADGPTAIRDVASW 
                                     .::.:  ...   ..  ::: . :. . :. 
gi|604 DGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
             80                            
2MEPSP RVKETERM                            
       . :                                 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
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>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 25 aa overlap (1-20:39-63) 
 
                                             10             20      
2MEPSP                               VKFAEVLEMMGA-----KVTWTETSVTVTG 
                                     .: ::.::  :.     :.:. : :      
gi|304 EFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGEGSQYGYV 
       10        20        30        40        50        60         
 
          30        40        50        60        70        80      
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM      
                                                                    
gi|304 KHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYHTKGDIEI 
       70        80        90       100       110       120         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.3 E():   89 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (39-66:36-63) 
 
       10        20        30        40        50        60         
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
       70        80                                                 
2MEPSP VASWRVKETERM                                                 
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 16.7 E():   90 
Smith-Waterman score: 38; 31.8% identity (68.2% similar) in 22 aa overlap (59-80:26-47) 
 
       30        40        50        60        70        80         
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM         
                                     .:.   :.: ..:  . :..::         
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.3 E():   91 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (24-48:129-153) 
 
                      10        20        30        40        50    
2MEPSP        VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
            60        70        80                                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERM                                  
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]            (517 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 19.3 E():   91 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (22-35:292-305) 
 
                        10        20        30        40        50  
2MEPSP          VKFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAM 
                                     : . :::.:   ::                 
gi|736 VTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEDQPRPD 
             270       280       290       300       310       320  
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              60        70        80                                
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERM                                
                                                                    
gi|736 HPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSL 
             330       340       350       360       370       380  
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 66.6  bits: 18.7 E():   96 
Smith-Waterman score: 44; 30.4% identity (60.9% similar) in 23 aa overlap (53-75:121-143) 
 
             30        40        50        60        70        80   
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM   
                                     :.   .. :: . : . ..:: :        
gi|129 LGLNVFADMSNDEFKEKYTGSIAGNYTTTELSYEEVLNDGDVNIPEYVDWRQKGAVTPVK 
              100       110       120       130       140       150 
 
gi|129 NQGSCGSCWAFSAVVTIEGIIKIRTGNLNEYSEQELLDCDRRSYGCNGGYPWSALQLVAQ 
              160       170       180       190       200       210 
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.6  bits: 17.3 E():   96 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (46-71:94-121) 
 
          20        30        40        50          60        70    
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWR 
                                     .: ..   .. ::. .  .: : :..::   
gi|132 LYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLASSL 
            70        80        90       100       110       120    
 
            80         
2MEPSP VKETERM         
                       
gi|132 PGQTKILAKVFYGEN 
           130         
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 66.6  bits: 19.0 E():   97 
Smith-Waterman score: 45; 30.8% identity (59.0% similar) in 39 aa overlap (11-46:59-97) 
 
                                   10        20           30        
2MEPSP                     VKFAEVLEMMGAKVTWTETSVTVTGPP---REPFGRKHLK 
                                     :  :: . ..:. :  :   .: .  :  . 
gi|144 GLHRAIVPSGASTGSHEACELRDGDKSKWGGKGVTKAVANVNDTIAPALIKEKLDVKDQS 
       30        40        50        60        70        80         
 
        40        50        60        70        80                  
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM                  
       :.:. .::.                                                    
gi|144 AVDAFLNKLDGTTNKTNLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKKPYVLPV 
       90       100       110       120       130       140         
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.3 E():   99 
Smith-Waterman score: 46; 38.5% identity (69.2% similar) in 13 aa overlap (63-75:336-348) 
 
             40        50        60        70        80             
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM             
                                     :  ..:.. :: :                  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWREKVEAIGSTVVGETKIELD 
         310       320       330       340       350       360      
 
gi|556 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:59 2011 done: Tue Apr 19 10:57:59 2011 
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 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 286  - 365 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     1     0:=          one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     0     0: 
  30     1     2:* 
  32     9     8:==* 
  34    20    22:=======* 
  36    50    44:==============*== 
  38    73    73:========================* 
  40    90   102:==============================   * 
  42   111   125:=====================================    * 
  44   132   138:============================================ * 
  46   147   140:==============================================*== 
  48   127   134:=========================================== * 
  50   143   122:========================================*======= 
  52   130   108:===================================*======== 
  54   118    92:==============================*========= 
  56    64    77:======================   * 
  58    42    63:==============      * 
  60    34    51:============    * 
  62    38    41:=============* 
  64    31    33:==========* 
  66    12    26:====    * 
  68    18    20:======* 
  70    29    16:=====*==== 
  72     7    12:===* 
  74    11    10:===* 
  76     7     8:==* 
  78     5     6:=* 
  80     3     5:=* 
  82     2     3:* 
  84     6     3:*= 
  86     2     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96    11     1:*===      :*========== 
  98     4     0:==        *==== 
 100     2     0:=         *== 
 102     1     0:=         *= 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.86070.00303; mu= 6.2506 0.158 
 mean_var=33.3570 8.600, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.222065 
 Kolmogorov-Smirnov  statistic: 0.0293 (N=29) at  54 
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Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.8    0.64 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   66 25.6       1 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.8     1.2 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   65 25.3     1.3 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.2     1.7 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 23.2     1.9 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 23.2     1.9 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 23.2     1.9 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 23.2     1.9 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 23.2     1.9 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 23.2     1.9 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 23.2     1.9 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 23.2     1.9 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 23.2     1.9 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 23.2     1.9 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 23.2     1.9 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 23.2     1.9 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 23.2     1.9 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 23.2     1.9 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.7     3.4 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 22.2     3.8 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.7     4.7 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.6     5.5 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.6     5.5 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.4     6.5 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.7     8.9 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.7     8.9 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.7       9 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.6     9.2 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.7     9.3 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.7     9.3 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.4      11 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.6      11 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   57 22.7      12 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   57 22.7      12 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 20.0      15 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.7      17 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.5      18 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.5      18 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.9      19 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 21.1      20 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.6      23 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   47 19.6      24 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.6      26 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.2      27 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.3      29 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.3      29 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.3      29 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.5      32 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 20.8      33 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 20.8      33 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 20.8      33 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.6      33 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 20.8      33 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.8      33 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.7      34 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.8      35 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   50 20.5      36 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 19.0      36 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.5      36 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.3      38 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   45 19.0      41 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.8      42 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.3      45 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.8      45 
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gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 19.0      48 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.8      49 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.2      50 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.2      50 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 16.0      55 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.3      56 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.3      56 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.3      56 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.3      56 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.3      56 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.3      56 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.3      56 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.3      56 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.3      56 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.3      56 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.3      56 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   39 17.2      57 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.9      57 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 20.1      57 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.5      58 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   39 17.2      58 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.9      59 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      60 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.0      60 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.0      60 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.9      61 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.3      62 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.9      63 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.9      63 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.9      63 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.0      64 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.6      64 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   39 17.1      66 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.2      69 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      70 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      71 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.7      71 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.7      71 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      73 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      75 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      75 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.2      76 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.6      76 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.5      78 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   42 18.0      78 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.5      81 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.5      82 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.7      84 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.4      85 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   46 19.2      89 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   40 17.4      92 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.3      93 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   37 16.5      97 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   44 18.6      98 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   33 15.3      99 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 106.0  bits: 24.8 E(): 0.64 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (23-65:59-96) 
 
                       10        20        30        40        50   
2MEPSP         KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             60        70        80                                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMV                                 
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
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            90       100       110       120       130       140    
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  66  Z-score: 102.1  bits: 25.6 E():    1 
Smith-Waterman score: 66; 24.4% identity (61.5% similar) in 78 aa overlap (2-77:312-387) 
 
                                            10        20            
2MEPSP                              KFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
      30        40        50        60        70        80          
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV          
       . .:  .:. ...:.. .:. .. .: .   .  ..  .:: :  :::             
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLA 
             350       360       370         380       390          
 
gi|144 TGQIKTGAPCRSERLAKYNQLLRIEEELGAEAVYAGANFRTPVEPY 
     400       410       420       430       440      
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 100.8  bits: 23.8 E():  1.2 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (23-65:59-96) 
 
                       10        20        30        40        50   
2MEPSP         KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             60        70        80                                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMV                                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  65  Z-score: 100.4  bits: 25.3 E():  1.3 
Smith-Waterman score: 65; 24.4% identity (60.3% similar) in 78 aa overlap (2-77:312-387) 
 
                                            10        20            
2MEPSP                              KFAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .: ::  .  .. ::.: :  .  
gi|144 EALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
      30        40        50        60        70        80          
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV          
       . .:  .:. ...:.. .:. .. .: .   .  ..  .:: :  :::             
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLA 
             350       360       370         380       390          
 
gi|144 TGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
     400       410       420       430       440      
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.2  bits: 23.2 E():  1.7 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (22-45:85-109) 
 
                        10        20         30        40        50 
2MEPSP          KFAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
               60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMV 
                                      
gi|668 TTGAFQRIPRSSFANNPRLGRKC        
          120       130               
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>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.3  bits: 23.2 E():  1.9 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (23-65:59-96) 
 
                       10        20        30        40        50   
2MEPSP         KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             60        70        80                                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMV                                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.3  bits: 23.2 E():  1.9 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (23-65:59-96) 
 
                       10        20        30        40        50   
2MEPSP         KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             60        70        80                                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMV                                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.3  bits: 23.2 E():  1.9 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (23-65:59-96) 
 
                       10        20        30        40        50   
2MEPSP         KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             60        70        80                                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMV                                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.3  bits: 23.2 E():  1.9 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (23-65:59-96) 
 
                       10        20        30        40        50   
2MEPSP         KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             60        70        80                                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMV                                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.3  bits: 23.2 E():  1.9 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (23-65:59-96) 
 
                       10        20        30        40        50   
2MEPSP         KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
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                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             60        70        80                                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMV                                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.3  bits: 23.2 E():  1.9 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (23-65:59-96) 
 
                       10        20        30        40        50   
2MEPSP         KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             60        70        80                                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMV                                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.3  bits: 23.2 E():  1.9 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (23-65:59-96) 
 
                       10        20        30        40        50   
2MEPSP         KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             60        70        80                                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMV                                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.3  bits: 23.2 E():  1.9 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (23-65:59-96) 
 
                       10        20        30        40        50   
2MEPSP         KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             60        70        80                                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMV                                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.3  bits: 23.2 E():  1.9 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (23-65:59-96) 
 
                       10        20        30        40        50   
2MEPSP         KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             60        70        80                                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMV                                 
       . ...  :: .::                                                
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gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.3  bits: 23.2 E():  1.9 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (23-65:59-96) 
 
                       10        20        30        40        50   
2MEPSP         KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             60        70        80                                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMV                                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.3  bits: 23.2 E():  1.9 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (23-65:59-96) 
 
                       10        20        30        40        50   
2MEPSP         KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             60        70        80                                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMV                                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.3  bits: 23.2 E():  1.9 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (23-65:59-96) 
 
                       10        20        30        40        50   
2MEPSP         KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             60        70        80                                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMV                                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.3  bits: 23.2 E():  1.9 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (23-65:59-96) 
 
                       10        20        30        40        50   
2MEPSP         KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             60        70        80                                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMV                                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.3  bits: 23.2 E():  1.9 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (23-65:59-96) 
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                       10        20        30        40        50   
2MEPSP         KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             60        70        80                                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMV                                 
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 92.9  bits: 23.7 E():  3.4 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (28-71:269-312) 
 
                  10        20        30        40        50        
2MEPSP    KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
        60        70        80                                      
2MEPSP FADGPTAIRDVASWRVKETERMV                                      
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 92.1  bits: 22.2 E():  3.8 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (23-65:59-96) 
 
                       10        20        30        40        50   
2MEPSP         KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             60        70        80                                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMV                                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 90.5  bits: 23.7 E():  4.7 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (28-71:399-442) 
 
                  10        20        30        40        50        
2MEPSP    KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
        60        70        80                                      
2MEPSP FADGPTAIRDVASWRVKETERMV                                      
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 89.1  bits: 21.6 E():  5.5 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (23-65:59-103) 
 
                       10        20        30        40          50 
2MEPSP         KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
               60        70        80                           
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2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMV                           
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 89.1  bits: 21.6 E():  5.5 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (23-65:59-103) 
 
                       10        20        30        40          50 
2MEPSP         KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
               60        70        80                           
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMV                           
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 87.9  bits: 22.4 E():  6.5 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (22-68:168-211) 
 
                        10        20           30        40         
2MEPSP          KFAEVLEMMGAKVTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
       50        60        70        80                             
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMV                             
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.4  bits: 22.7 E():  8.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (31-47:399-415) 
 
               10        20        30        40        50        60 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
               70        80                                         
2MEPSP GPTAIRDVASWRVKETERMV                                         
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.4  bits: 22.7 E():  8.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (31-47:402-418) 
 
               10        20        30        40        50        60 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
               70        80                                         
2MEPSP GPTAIRDVASWRVKETERMV                                         
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.4  bits: 22.7 E():    9 
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Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (31-47:403-419) 
 
               10        20        30        40        50        60 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
               70        80                                         
2MEPSP GPTAIRDVASWRVKETERMV                                         
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 85.2  bits: 20.6 E():  9.2 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (21-59:20-59) 
 
               10        20         30         40        50         
2MEPSP KFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALF 
                           .. : ::  : .:.: . .. .: . . ::   : :  :  
gi|301  NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELK 
                10        20        30        40         50         
 
       60        70        80                                       
2MEPSP ADGPTAIRDVASWRVKETERMV                                       
       :                                                            
gi|301 ALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIR 
       60        70        80        90       100       110         
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (31-47:422-438) 
 
               10        20        30        40        50        60 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
               70        80                                         
2MEPSP GPTAIRDVASWRVKETERMV                                         
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (31-47:422-438) 
 
               10        20        30        40        50        60 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
               70        80                                         
2MEPSP GPTAIRDVASWRVKETERMV                                         
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.8  bits: 22.4 E():   11 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (39-71:407-439) 
 
       10        20        30        40        50        60         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
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       70        80                                                 
2MEPSP ASWRVKETERMV                                                 
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.5  bits: 20.6 E():   11 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (23-65:59-96) 
 
                       10        20        30        40        50   
2MEPSP         KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
             60        70        80                                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMV                                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 82.9  bits: 22.7 E():   12 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (9-75:58-135) 
 
                                     10        20                   
2MEPSP                       KFAEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|289 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
      30        40        50        60        70           80       
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETERMV       
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|289 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|289 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 82.9  bits: 22.7 E():   12 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (9-75:58-135) 
 
                                     10        20                   
2MEPSP                       KFAEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|283 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
      30        40        50        60        70           80       
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETERMV       
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|283 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|283 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (6-32:9-37) 
 
                  10        20          30        40        50      
2MEPSP    KFAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNKMPDVAMTLAVV 
               : ...: ..:: ..  ...: : : : :.                        
gi|153 MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVKGEEKEPSKSC 
               10        20        30        40        50        60 
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          60        70        80                                    
2MEPSP ALFADGPTAIRDVASWRVKETERMV                                    
                                                                    
gi|153 CSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 80.5  bits: 21.7 E():   17 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (24-59:390-426) 
 
                      10        20         30         40        50  
2MEPSP        KFAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
              60        70        80                                
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMV                                
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 80.1  bits: 20.5 E():   18 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (21-59:124-163) 
 
                         10        20         30         40         
2MEPSP           KFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
       50        60        70        80                             
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMV                             
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.9  bits: 20.5 E():   18 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (21-59:127-166) 
 
                         10        20         30         40         
2MEPSP           KFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
       50        60        70        80                             
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMV                             
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (9-27:1-18) 
 
               10        20        30        40        50        60 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
               ::.  :... :..:  :::                                  
gi|444         MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEIVEGDGGV 
                        10        20        30        40        50  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.0  bits: 21.1 E():   20 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (26-65:161-200) 
 
                    10        20        30        40        50      
2MEPSP      KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
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gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
          60        70        80                                    
2MEPSP ALFADGPTAIRDVASWRVKETERMV                                    
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (17-68:7-57) 
 
               10        20        30        40        50        60 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                       :: .: . :: . : :  : . ..  .  : .  .. ..      
gi|132           MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEG-NG 
                         10        20        30        40           
 
               70        80                                         
2MEPSP GPTAIRDVASWRVKETERMV                                         
       :: .:. .                                                     
gi|132 GPGTIKKICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASP 
      50        60        70        80        90       100          
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 23.3% identity (62.8% similar) in 43 aa overlap (1-42:46-88) 
 
                                             10        20        30 
2MEPSP                               KFAEVLEMMGAKVTWTETSVTVTGPPREPF 
                                     ..:..:. ::..:  .:... .     .   
gi|261 GKRVLEQSVHELEEVFKKFDANGDGKISGSELADILRSMGSEVDEAEVKAMMEEADTDGD 
          20        30        40        50        60        70      
 
                40        50        60        70        80          
2MEPSP GRKHLKA-IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV          
       :   :.  .:.:.                                                
gi|261 GYVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEPCTIEESKNI 
          80        90       100       110       120       130      
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 77.1  bits: 19.6 E():   26 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (40-61:68-88) 
 
      10        20        30        40        50        60          
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
      70        80                                                  
2MEPSP SWRVKETERMV                                                  
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.8  bits: 20.2 E():   27 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (21-54:170-204) 
 
                         10        20         30         40         
2MEPSP           KFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
       50        60        70        80                             
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMV                             
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
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      200       210       220       230       240       250         
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (2-34:82-109) 
 
                                            10        20        30  
2MEPSP                              KFAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
              40        50        60        70        80    
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV    
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (9-27:1-18) 
 
               10        20        30        40        50        60 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
               ::.  :... :..:  :::                                  
gi|444         MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEIVEGDGGV 
                        10        20        30        40        50  
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (9-27:1-18) 
 
               10        20        30        40        50        60 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
               ::.  :... :..:  :::                                  
gi|444         MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVEGDGGV 
                        10        20        30        40        50  
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.4  bits: 20.5 E():   32 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (21-59:291-330) 
 
                         10        20         30         40         
2MEPSP           KFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
       50        60        70        80                             
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMV                             
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (7-64:210-271) 
 
                                       10              20        30 
2MEPSP                         KFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
               40        50           60        70        80        
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMV        
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
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          300       310       320       330       340       350     
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (7-64:210-271) 
 
                                       10              20        30 
2MEPSP                         KFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
               40        50           60        70        80        
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMV        
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (7-64:210-271) 
 
                                       10              20        30 
2MEPSP                         KFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
               40        50           60        70        80        
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMV        
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
          300       310       320       330       340       350     
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.0  bits: 19.6 E():   33 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (40-61:116-136) 
 
      10        20        30        40        50        60          
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
      70        80                                                  
2MEPSP SWRVKETERMV                                                  
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.0  bits: 20.8 E():   33 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (7-64:218-279) 
 
                                       10              20        30 
2MEPSP                         KFAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
 
               40        50           60        70        80        
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMV        
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
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gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.0  bits: 17.8 E():   33 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (42-65:1-24) 
 
              20        30        40        50        60        70  
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
              80                           
2MEPSP RVKETERMV                           
                                           
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.0  bits: 18.7 E():   34 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (25-57:38-75) 
 
                     10        20        30             40          
2MEPSP       KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
      50        60        70        80                        
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMV                        
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.6  bits: 20.8 E():   35 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (31-47:430-446) 
 
               10        20        30        40        50        60 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
               70        80                                         
2MEPSP GPTAIRDVASWRVKETERMV                                         
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.5  bits: 20.5 E():   36 
Smith-Waterman score: 50; 25.3% identity (58.7% similar) in 75 aa overlap (6-77:312-383) 
 
                                        10        20          30    
2MEPSP                          KFAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
            40        50         60        70        80             
2MEPSP HLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVKETERMV             
         .:. ...:..  .. .. :.   .: :  ..   .: :  :::                
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVM---VSHRSGETEDTFIADLSVGLRSGQ 
             350       360       370          380       390         
 
gi|232 IKTGAPARSERLAKLNQILRIEEELGSEAIYAGKDFQKASQL 
      400       410       420       430       440 
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>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (56-77:22-43) 
 
          30        40        50        60        70        80      
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV      
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.4  bits: 20.5 E():   36 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (21-59:6-45) 
 
               10        20         30         40        50         
2MEPSP KFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALF 
                           .. : ::  : .:.: . .. .: . . ::   : :  :  
gi|223                INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELK 
                              10        20         30        40     
 
       60        70        80                                       
2MEPSP ADGPTAIRDVASWRVKETERMV                                       
       :                                                            
gi|223 ALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRA 
           50        60        70        80        90       100     
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 74.1  bits: 19.3 E():   38 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (36-70:72-112) 
 
          10        20        30        40              50          
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
      60        70        80                                        
2MEPSP DGPTAIRDVASWRVKETERMV                                        
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.4  bits: 19.0 E():   41 
Smith-Waterman score: 45; 34.6% identity (61.5% similar) in 26 aa overlap (1-26:5-30) 
 
                   10        20        30        40        50       
2MEPSP     KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
           ::: :: ...: :  . .:.   . :                               
gi|727 MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPG 
               10        20        30        40        50        60 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.2  bits: 17.8 E():   42 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (35-64:41-70) 
 
           10        20        30        40        50        60     
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
           70        80 
2MEPSP IRDVASWRVKETERMV 
                        
gi|453 CSPKWLQLLVP      
               80       
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>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.3 E():   45 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (21-34:15-28) 
 
               10        20        30        40        50        60 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                           : . :::.:   ::                           
gi|169       QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPE 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP GPTAIRDVASWRVKETERMV                                         
                                                                    
gi|169 QQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSLTLPALRQFGL 
           60        70        80        90       100       110     
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 72.7  bits: 14.8 E():   45 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (19-25:2-8) 
 
               10        20        30        40        50        60 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                         ..:. ::                                    
gi|250                  PTITIGGPEYR                                 
                                10                                  
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.2  bits: 19.0 E():   48 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (32-47:152-167) 
 
              10        20        30        40        50        60  
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
              70        80         
2MEPSP PTAIRDVASWRVKETERMV         
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 72.0  bits: 19.8 E():   49 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (21-59:291-330) 
 
                         10        20         30         40         
2MEPSP           KFAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
       50        60        70        80                             
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMV                             
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (8-31:7-30) 
 
               10        20        30        40        50        60 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
              ...  :. . .:..  :::. : :                              
gi|109  MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKGAGPKD 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP GPTAIRDVASWRVKETERMV                                         
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gi|109 NGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMN 
      60        70        80        90       100       110          
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (8-31:7-30) 
 
               10        20        30        40        50        60 
2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
              ...  :. . .:..  :::. : :                              
gi|811  MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPKGAGPDD 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP GPTAIRDVASWRVKETERMV                                         
                                                                    
gi|811 NGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMN 
      60        70        80        90       100       110          
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.2  bits: 16.0 E():   55 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (35-65:2-30) 
 
           10        20        30        40         50        60    
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPT 
                                     .::. : : .. :     ..  :  .:::: 
gi|122                              MVKAVTVLNSSEGP---HGIVYFAQEGDGPT 
                                            10           20         
 
            70        80 
2MEPSP AIRDVASWRVKETERMV 
       ..                
gi|122 TV                
       30                
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.3 E():   56 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (39-70:89-118) 
 
       10        20        30        40        50        60         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
       70        80                                
2MEPSP ASWRVKETERMV                                
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (39-70:90-119) 
 
       10        20        30        40        50        60         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       70        80                                
2MEPSP ASWRVKETERMV                                
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (39-70:90-119) 
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       10        20        30        40        50        60         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       70        80                                
2MEPSP ASWRVKETERMV                                
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (39-70:90-119) 
 
       10        20        30        40        50        60         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       70        80                                
2MEPSP ASWRVKETERMV                                
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (39-61:90-112) 
 
       10        20        30        40        50        60         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
       70        80                              
2MEPSP ASWRVKETERMV                              
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (39-70:90-119) 
 
       10        20        30        40        50        60         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       70        80                                
2MEPSP ASWRVKETERMV                                
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (39-70:90-119) 
 
       10        20        30        40        50        60         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       70        80                                
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2MEPSP ASWRVKETERMV                                
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (39-70:90-119) 
 
       10        20        30        40        50        60         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       70        80                                
2MEPSP ASWRVKETERMV                                
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (39-70:90-119) 
 
       10        20        30        40        50        60         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       70        80                                
2MEPSP ASWRVKETERMV                                
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (39-70:90-119) 
 
       10        20        30        40        50        60         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
       70        80                                
2MEPSP ASWRVKETERMV                                
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (39-70:90-119) 
 
       10        20        30        40        50        60         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       70        80                                
2MEPSP ASWRVKETERMV                                
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 70.8  bits: 17.2 E():   57 
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Smith-Waterman score: 39; 30.4% identity (69.6% similar) in 23 aa overlap (58-80:15-37) 
 
        30        40        50        60        70        80        
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV        
                                     .:.   :.: ..:  . :..::.        
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (16-48:43-76) 
 
                              10        20         30        40     
2MEPSP                KFAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
           50        60        70        80                         
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV                         
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.7  bits: 20.1 E():   57 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (62-74:336-348) 
 
              40        50        60        70        80            
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV            
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.7  bits: 19.5 E():   58 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (53-71:15-35) 
 
             30        40        50        60          70        80 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 70.6  bits: 17.2 E():   58 
Smith-Waterman score: 39; 30.4% identity (69.6% similar) in 23 aa overlap (58-80:17-39) 
 
        30        40        50        60        70        80        
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV        
                                     .:.   :.: ..:  . :..::.        
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 18.9 E():   59 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (24-32:14-22) 
 
               10        20        30        40        50        60 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9253

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                              :::. : :.                             
gi|898           ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDD 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP GPTAIRDVASWRVKETERMV                                         
                                                                    
gi|898 NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMN 
               60        70        80        90       100       110 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.3 E():   60 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (32-47:43-58) 
 
              10        20        30        40        50        60  
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
              70        80                                          
2MEPSP PTAIRDVASWRVKETERMV                                          
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (48-64:8-26) 
 
        20        30        40        50          60        70      
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
          80                                                        
2MEPSP TERMV                                                        
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (48-64:8-26) 
 
        20        30        40        50          60        70      
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
          80                                                        
2MEPSP TERMV                                                        
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (24-32:25-33) 
 
                10        20        30        40        50          
2MEPSP  KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP DGPTAIRDVASWRVKETERMV                                        
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gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.1  bits: 18.3 E():   62 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (33-66:110-145) 
 
             10        20        30        40          50           
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMV                  
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (24-32:31-39) 
 
                      10        20        30        40        50    
2MEPSP        KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP VVALFADGPTAIRDVASWRVKETERMV                                  
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (24-32:31-39) 
 
                      10        20        30        40        50    
2MEPSP        KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP VVALFADGPTAIRDVASWRVKETERMV                                  
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (24-32:32-40) 
 
                      10        20        30        40        50    
2MEPSP        KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
            60        70        80                                  
2MEPSP VVALFADGPTAIRDVASWRVKETERMV                                  
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (44-62:2-20) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9255

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
            20        30        40        50        60        70    
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
            80                                                      
2MEPSP KETERMV                                                      
                                                                    
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 18.6 E():   64 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (50-80:121-151) 
 
      20        30        40        50        60        70          
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
      80                                                            
2MEPSP V                                                            
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 69.6  bits: 17.1 E():   66 
Smith-Waterman score: 39; 30.4% identity (69.6% similar) in 23 aa overlap (58-80:26-48) 
 
        30        40        50        60        70        80        
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV        
                                     .:.   :.: ..:  . :..::.        
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 19.2 E():   69 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (40-71:269-300) 
 
      10        20        30        40        50        60          
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
      70        80                                                  
2MEPSP SWRVKETERMV                                                  
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (39-70:90-119) 
 
       10        20        30        40        50        60         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
       70        80                                
2MEPSP ASWRVKETERMV                                
       .:                                          
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gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (39-61:90-112) 
 
       10        20        30        40        50        60         
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
       70        80                              
2MEPSP ASWRVKETERMV                              
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.3 E():   71 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (1-62:129-196) 
 
                                             10             20      
2MEPSP                               KFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|144 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
      100       110       120       130       140       150         
 
          30        40        50         60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVKETERMV 
         . .... : : . :.. . . .. : :. :  :  :                   
gi|144 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL               
      160       170       180       190       200               
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (35-61:44-71) 
 
           10        20        30        40         50        60    
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
            70        80                                            
2MEPSP AIRDVASWRVKETERMV                                            
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (8-61:22-71) 
 
                             10        20        30        40       
2MEPSP               KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            . .: ..  . :: . .     . ....:::    :..  
gi|238 MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF- 
               10        20        30        40        50           
 
         50        60        70        80                           
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMV                           
       ::  ::: ..::  :                                              
gi|238 DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.3 E():   73 
Smith-Waterman score: 45; 23.5% identity (54.4% similar) in 68 aa overlap (1-62:133-200) 
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                                             10             20      
2MEPSP                               KFAEVLEMMGA-----KVTWTETSVTVTGP 
                                     :: ::..  :.     :.::..   ..    
gi|622 IANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILD 
            110       120       130       140       150       160   
 
          30        40        50         60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVKETERMV 
         . .... : : . :.. . . .. : :. :  :  :                   
gi|622 YLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL               
            170       180       190       200                   
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (32-46:152-166) 
 
              10        20        30        40        50        60  
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
              70        80           
2MEPSP PTAIRDVASWRVKETERMV           
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (32-46:152-166) 
 
              10        20        30        40        50        60  
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
              70        80           
2MEPSP PTAIRDVASWRVKETERMV           
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (10-66:143-189) 
 
                                    10        20        30          
2MEPSP                      KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
      40        50        60        70        80                    
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV                    
       ..  .: :: .. . .    :::.: :                                  
gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.5  bits: 18.6 E():   76 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (45-59:1-15) 
 
           20        30        40        50        60        70     
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                                     : . ...: ::::::                
gi|386                               MASSSLVLLVVALFAVFLGTAHGIAKVPPG 
                                             10        20        30 
 
           80                                                       
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2MEPSP ETERMV                                                       
                                                                    
gi|386 PNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGR 
               40        50        60        70        80        90 
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 19.5 E():   78 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (57-78:469-490) 
 
         30        40        50        60        70        80     
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV     
                                     .:: : .. :   : : .. ::       
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH 
      440       450       460       470       480       490       
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.3  bits: 18.0 E():   78 
Smith-Waterman score: 42; 31.7% identity (55.6% similar) in 63 aa overlap (28-79:96-157) 
 
                  10        20        30        40              50  
2MEPSP    KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
              60         70            80                     
2MEPSP LAVVALFADGPTAIR-DVASWR----VKETERMV                     
        ::.. . ::  ..  .::. .    ::: : .                      
gi|501 TAVTS-WLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130        140       150       160       170         
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.0  bits: 19.5 E():   81 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (17-34:288-305) 
 
                             10        20        30        40       
2MEPSP               KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
         50        60        70        80                           
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMV                           
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 67.9  bits: 19.5 E():   82 
Smith-Waterman score: 47; 26.8% identity (61.0% similar) in 41 aa overlap (35-74:204-244) 
 
           10        20        30        40        50         60    
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
            70        80                                            
2MEPSP AIRDVASWRVKETERMV                                            
       ..  :.::.::                                                  
gi|558 SFGIVVSWQVKLLPVPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFGGT 
           240       250       260       270       280       290    
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 41; 27.3% identity (63.6% similar) in 33 aa overlap (45-74:91-123) 
 
           20        30        40        50           60        70  
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV---VALFADGPTAIRDVASW 
                                     .::.:  ...   ..  ::: . :. . :. 
gi|604 DGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
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               70        80        90       100       110       120 
 
              80                           
2MEPSP RVKETERMV                           
       . :                                 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.4 E():   85 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (38-65:36-63) 
 
        10        20        30        40        50        60        
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
        70        80                                                
2MEPSP VASWRVKETERMV                                                
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 19.2 E():   89 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (40-71:409-440) 
 
      10        20        30        40        50        60          
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|458 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      380       390       400       410       420       430         
 
      70        80         
2MEPSP SWRVKETERMV         
       .:                  
gi|458 AWNGGGSSNYTDIVAQGGY 
      440       450        
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (45-70:94-121) 
 
           20        30        40          50        60        70   
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWR 
                                     .: ..   .. ::. .  .: : :..::   
gi|132 LYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLASSL 
            70        80        90       100       110       120    
 
             80        
2MEPSP VKETERMV        
                       
gi|132 PGQTKILAKVFYGEN 
           130         
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (23-47:129-153) 
 
                       10        20        30        40        50   
2MEPSP         KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
             60        70        80                                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMV                                 
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
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>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.6  bits: 16.5 E():   97 
Smith-Waterman score: 37; 35.3% identity (76.5% similar) in 17 aa overlap (64-80:28-44) 
 
            40        50        60        70        80              
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV              
                                     :.: ..:  . :..::.              
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.5  bits: 18.6 E():   98 
Smith-Waterman score: 44; 26.4% identity (52.8% similar) in 53 aa overlap (28-80:114-165) 
 
                  10        20        30        40        50        
2MEPSP    KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
        60        70        80                                      
2MEPSP FADGPTAIRDVASWRVKETERMV                                      
        .  : :  :.    ..:. :..                                      
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.4  bits: 15.3 E():   99 
Smith-Waterman score: 33; 33.3% identity (58.3% similar) in 12 aa overlap (15-26:18-29) 
 
                  10        20        30        40        50        
2MEPSP    KFAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                        : ... :  : :                                
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:59 2011 done: Tue Apr 19 10:57:59 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 287  - 366 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     3     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     0     0: 
  30     1     2:* 
  32     9     8:==* 
  34    23    22:=======* 
  36    42    44:==============* 
  38    58    73:====================    * 
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  40   104   102:=================================*= 
  42   118   125:======================================== * 
  44   129   138:===========================================  * 
  46   147   140:==============================================*== 
  48   134   134:============================================* 
  50   139   122:========================================*====== 
  52   123   108:===================================*===== 
  54   105    92:==============================*==== 
  56    61    77:=====================    * 
  58    44    63:===============     * 
  60    37    51:=============   * 
  62    44    41:=============*= 
  64    27    33:========= * 
  66    24    26:========* 
  68    28    20:======*=== 
  70    16    16:=====* 
  72    11    12:===* 
  74    16    10:===*== 
  76     4     8:==* 
  78     7     6:=*= 
  80     3     5:=* 
  82     6     3:*= 
  84     2     3:* 
  86     4     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94    11     1:*===      :*========== 
  96     5     1:*=        :*==== 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.22900.00315; mu= 4.5282 0.164 
 mean_var=36.0996 9.023, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.213463 
 Kolmogorov-Smirnov  statistic: 0.0197 (N=28) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.3    0.87 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   66 25.1     1.5 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.4     1.6 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   65 24.8     1.9 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 22.8     2.2 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.5 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.5 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 22.8     2.5 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.5 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.5 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 22.8     2.5 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 22.8     2.5 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 22.8     2.5 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.5 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 22.8     2.5 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.5 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.5 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 22.8     2.5 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 22.8     2.5 
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gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.2     4.7 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 21.9     4.8 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.2     6.5 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.2     6.9 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.2     6.9 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.0     8.5 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.4      11 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.3      12 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.3      12 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.3      12 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.3      13 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.3      13 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.3      14 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.0      15 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   57 22.2      17 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   57 22.2      17 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.7      18 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.6      21 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.2      22 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.4      22 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.6      22 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.2      22 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.7      22 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   46 19.1      23 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.6      25 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.8      26 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.4      28 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.4      31 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 19.9      33 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   46 19.1      34 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   44 18.5      34 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   44 18.5      34 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.1      34 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.1      34 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   46 19.1      35 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   44 18.5      35 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   44 18.5      35 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 18.0      36 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.7      36 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.5      38 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.2      40 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.3      40 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.9      41 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 20.4      42 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 20.4      42 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 20.4      42 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.8      42 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.9      42 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 20.4      43 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.0      45 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   50 20.1      45 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.4      45 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.1      45 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.6      46 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   48 19.6      47 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   42 17.9      53 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.0      53 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 16.0      55 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.7      56 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.0      60 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.0      60 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.5      61 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.2      64 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.2      64 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.2      64 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.2      64 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.2      64 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.2      64 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.2      64 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.2      64 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.2      64 
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gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.2      64 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.2      64 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.7      67 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.9      67 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.9      67 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.1      68 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.7      69 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   47 19.2      70 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.2      70 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.1      71 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.9      72 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.8      72 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.7      73 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.4      74 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.7      74 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.7      74 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.7      75 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.5      75 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   45 18.7      77 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   45 18.7      77 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   45 18.7      77 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   46 18.9      78 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.8      79 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.8      79 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.6      80 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.6      80 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.1      82 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 18.9      82 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.1      84 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.1      86 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.1      86 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   44 18.4      87 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   42 17.8      89 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.4      89 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 18.9      92 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.3      94 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.5      94 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   44 18.4      94 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.2      95 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   44 18.4      97 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.4      98 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.4      98 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   33 15.3      98 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   44 18.4      98 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   44 18.4      98 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.2   1e 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   35 15.9   1e 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 103.6  bits: 24.3 E(): 0.87 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (22-64:59-96) 
 
                        10        20        30        40        50  
2MEPSP          FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              60        70        80                                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVA                                
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  46 init1:  46 opt:  66  Z-score: 99.2  bits: 25.1 E():  1.5 
Smith-Waterman score: 66; 24.4% identity (61.5% similar) in 78 aa overlap (1-76:312-387) 
 
                                             10        20           
2MEPSP                               FAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .:.::  .  .. ::.: :  .  
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gi|144 DVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
       30        40        50        60        70        80         
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA         
       . .:  .:. ...:.. .:. .. .: .   .  ..  .:: :  :::             
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLA 
             350       360       370         380       390          
 
gi|144 TGQIKTGAPCRSERLAKYNQLLRIEEELGAEAVYAGANFRTPVEPY 
     400       410       420       430       440      
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 98.6  bits: 23.4 E():  1.6 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (22-64:59-96) 
 
                        10        20        30        40        50  
2MEPSP          FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              60        70        80                                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVA                                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  65  Z-score: 97.6  bits: 24.8 E():  1.9 
Smith-Waterman score: 65; 24.4% identity (60.3% similar) in 78 aa overlap (1-76:312-387) 
 
                                             10        20           
2MEPSP                               FAEVLEMMGAKVTWTETSVTVTGPPR--EP 
                                     .:..   .: ::  .  .. ::.: :  .  
gi|144 EALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNPKRVEKA 
             290       300       310       320       330       340  
 
       30        40        50        60        70        80         
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA         
       . .:  .:. ...:.. .:. .. .: .   .  ..  .:: :  :::             
gi|144 IKEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLA 
             350       360       370         380       390          
 
gi|144 TGQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
     400       410       420       430       440      
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 96.2  bits: 22.8 E():  2.2 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (21-44:85-109) 
 
                         10        20         30        40          
2MEPSP           FAEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
      50        60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVA 
                                       
gi|668 TTGAFQRIPRSSFANNPRLGRKC         
          120       130                
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (22-64:59-96) 
 
                        10        20        30        40        50  
2MEPSP          FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
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       30        40        50        60        70             80    
 
              60        70        80                                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVA                                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (22-64:59-96) 
 
                        10        20        30        40        50  
2MEPSP          FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              60        70        80                                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVA                                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (22-64:59-96) 
 
                        10        20        30        40        50  
2MEPSP          FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              60        70        80                                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVA                                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (22-64:59-96) 
 
                        10        20        30        40        50  
2MEPSP          FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              60        70        80                                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVA                                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (22-64:59-96) 
 
                        10        20        30        40        50  
2MEPSP          FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              60        70        80                                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVA                                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
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>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (22-64:59-96) 
 
                        10        20        30        40        50  
2MEPSP          FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              60        70        80                                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVA                                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (22-64:59-96) 
 
                        10        20        30        40        50  
2MEPSP          FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              60        70        80                                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVA                                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (22-64:59-96) 
 
                        10        20        30        40        50  
2MEPSP          FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              60        70        80                                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVA                                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (22-64:59-96) 
 
                        10        20        30        40        50  
2MEPSP          FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              60        70        80                                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVA                                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (22-64:59-96) 
 
                        10        20        30        40        50  
2MEPSP          FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
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                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              60        70        80                                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVA                                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (22-64:59-96) 
 
                        10        20        30        40        50  
2MEPSP          FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              60        70        80                                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVA                                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (22-64:59-96) 
 
                        10        20        30        40        50  
2MEPSP          FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              60        70        80                                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVA                                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (22-64:59-96) 
 
                        10        20        30        40        50  
2MEPSP          FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              60        70        80                                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVA                                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (22-64:59-96) 
 
                        10        20        30        40        50  
2MEPSP          FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              60        70        80                                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVA                                
       . ...  :: .::                                                
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gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 90.4  bits: 23.2 E():  4.7 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (27-70:269-312) 
 
                   10        20        30        40        50       
2MEPSP     FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
         60        70        80                                     
2MEPSP FADGPTAIRDVASWRVKETERMVA                                     
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 90.3  bits: 21.9 E():  4.8 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (22-64:59-96) 
 
                        10        20        30        40        50  
2MEPSP          FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              60        70        80                                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVA                                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 87.9  bits: 23.2 E():  6.5 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (27-70:399-442) 
 
                   10        20        30        40        50       
2MEPSP     FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
         60        70        80                                     
2MEPSP FADGPTAIRDVASWRVKETERMVA                                     
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.4  bits: 21.2 E():  6.9 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (22-64:59-103) 
 
                        10        20        30        40            
2MEPSP          FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
      50        60        70        80                          
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVA                          
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.4  bits: 21.2 E():  6.9 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (22-64:59-103) 
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                        10        20        30        40            
2MEPSP          FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
      50        60        70        80                          
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVA                          
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 85.8  bits: 22.0 E():  8.5 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (21-67:168-211) 
 
                         10        20           30        40        
2MEPSP           FAEVLEMMGAKVTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
        50        60        70        80                            
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVA                            
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 83.7  bits: 20.4 E():   11 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (20-58:20-59) 
 
               10        20         30         40        50         
2MEPSP FAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                          .. : ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
       60        70        80                                       
2MEPSP DGPTAIRDVASWRVKETERMVA                                       
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.1  bits: 22.3 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (30-46:399-415) 
 
                10        20        30        40        50          
2MEPSP  FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
      60        70        80                                        
2MEPSP GPTAIRDVASWRVKETERMVA                                        
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.1  bits: 22.3 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (30-46:402-418) 
 
                10        20        30        40        50          
2MEPSP  FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
      60        70        80                                        
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2MEPSP GPTAIRDVASWRVKETERMVA                                        
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.0  bits: 22.3 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (30-46:403-419) 
 
                10        20        30        40        50          
2MEPSP  FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
      60        70        80                                        
2MEPSP GPTAIRDVASWRVKETERMVA                                        
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 82.7  bits: 22.3 E():   13 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (30-46:422-438) 
 
                10        20        30        40        50          
2MEPSP  FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
      60        70        80                                        
2MEPSP GPTAIRDVASWRVKETERMVA                                        
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 82.7  bits: 22.3 E():   13 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (30-46:422-438) 
 
                10        20        30        40        50          
2MEPSP  FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
      60        70        80                                        
2MEPSP GPTAIRDVASWRVKETERMVA                                        
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.0  bits: 20.3 E():   14 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (22-64:59-96) 
 
                        10        20        30        40        50  
2MEPSP          FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
              60        70        80                                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVA                                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.5  bits: 22.0 E():   15 
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Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (38-70:407-439) 
 
        10        20        30        40        50        60        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
        70        80                                                
2MEPSP ASWRVKETERMVA                                                
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 80.5  bits: 22.2 E():   17 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (8-74:58-135) 
 
                                      10        20                  
2MEPSP                        FAEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|289 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
       30        40        50        60        70           80      
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETERMVA      
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|289 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|289 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 80.5  bits: 22.2 E():   17 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (8-74:58-135) 
 
                                      10        20                  
2MEPSP                        FAEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|283 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
       30        40        50        60        70           80      
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETERMVA      
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|283 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|283 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 79.8  bits: 19.7 E():   18 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (5-31:9-37) 
 
                   10        20          30        40        50     
2MEPSP     FAEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNKMPDVAMTLAVV 
               : ...: ..:: ..  ...: : : : :.                        
gi|153 MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVKGEEKEPSKSC 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP ALFADGPTAIRDVASWRVKETERMVA                                   
                                                                    
gi|153 CSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.6  bits: 18.6 E():   21 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (57-80:15-38) 
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         30        40        50        60        70        80       
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA       
                                     .:.   :.: ..:  . :..::.:       
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 78.4  bits: 20.2 E():   22 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (20-58:124-163) 
 
                          10        20         30         40        
2MEPSP            FAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
        50        60        70        80                            
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVA                            
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (23-58:390-426) 
 
                       10        20         30         40        50 
2MEPSP         FAEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
               60        70        80                               
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVA                               
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.4  bits: 18.6 E():   22 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (57-80:17-40) 
 
         30        40        50        60        70        80       
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA       
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 78.3  bits: 20.2 E():   22 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (20-58:127-166) 
 
                          10        20         30         40        
2MEPSP            FAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
        50        60        70        80                            
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVA                            
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
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>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.2  bits: 19.7 E():   22 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (8-26:1-18) 
 
               10        20        30        40        50        60 
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
              ::.  :... :..:  :::                                   
gi|444        MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEIVEGDGGVG 
                       10        20        30        40        50   
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.0  bits: 19.1 E():   23 
Smith-Waterman score: 46; 27.3% identity (52.7% similar) in 55 aa overlap (32-80:2-56) 
 
              10        20        30           40           50      
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVA 
                                     ::: :   . .  :  :   ::  .:. :. 
gi|833                              MKHLAAYLLLALAGNTSPSSEDVKAVLSSVG 
                                            10        20        30  
 
          60        70        80                                    
2MEPSP LFADGPTAIRDVASWRVKETERMVA                                    
       . ::     . .:  . :. ....:                                    
gi|833 IDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAE 
              40        50        60        70        80        90  
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.3  bits: 18.6 E():   25 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (57-80:26-49) 
 
         30        40        50        60        70        80       
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA       
                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.1  bits: 20.8 E():   26 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (25-64:161-200) 
 
                     10        20        30        40        50     
2MEPSP       FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
           60        70        80                                   
2MEPSP ALFADGPTAIRDVASWRVKETERMVA                                   
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (16-67:7-57) 
 
               10        20        30        40        50        60 
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                      :: .: . :: . : :  : . ..  .  : .  .. ..     : 
gi|132          MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEG-NGG 
                        10        20        30        40         50 
 
               70        80                                         
2MEPSP PTAIRDVASWRVKETERMVA                                         
       : .:. .                                                      
gi|132 PGTIKKICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPH 
               60        70        80        90       100       110 
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>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.7  bits: 19.4 E():   31 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (39-60:68-88) 
 
       10        20        30        40        50        60         
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
       70        80                                                 
2MEPSP SWRVKETERMVA                                                 
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 75.2  bits: 19.9 E():   33 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (20-53:170-204) 
 
                          10        20         30         40        
2MEPSP            FAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
        50        60        70        80                            
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVA                            
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 46; 24.2% identity (66.7% similar) in 33 aa overlap (1-33:82-109) 
 
                                             10        20        30 
2MEPSP                               FAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     :.::....:  .    .. :. .  .. :: 
gi|250 TAFSQFAGKDLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDA----NTPTILAKAKD-FG 
              60        70        80        90           100        
 
               40        50        60        70        80   
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA   
       ..:                                                  
gi|250 KSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
        110       120       130       140       150         
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.9  bits: 18.5 E():   34 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (32-80:2-56) 
 
              10        20        30           40           50      
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVA 
                                     ::: :   . .. :  :   ::  .:. :. 
gi|416                              MKHLAAYLLLGLGGNTSPSAADVKAVLTSVG 
                                            10        20        30  
 
          60        70        80                                    
2MEPSP LFADGPTAIRDVASWRVKETERMVA                                    
       . ::     . ..  . :. ....:                                    
gi|416 IDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEE 
              40        50        60        70        80        90  
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.9  bits: 18.5 E():   34 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (32-80:2-56) 
 
              10        20        30           40           50      
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVA 
                                     ::: :   . .. :  :   ::  .:. :. 
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gi|461                              MKHLAAYLLLGLGGNTSPSAADVKAVLTSVG 
                                            10        20        30  
 
          60        70        80                                    
2MEPSP LFADGPTAIRDVASWRVKETERMVA                                    
       . ::     . ..  . :. ....:                                    
gi|461 IDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEE 
              40        50        60        70        80        90  
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (8-26:1-18) 
 
               10        20        30        40        50        60 
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
              ::.  :... :..:  :::                                   
gi|444        MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEIVEGDGGVG 
                       10        20        30        40        50   
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (8-26:1-18) 
 
               10        20        30        40        50        60 
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
              ::.  :... :..:  :::                                   
gi|444        MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVEGDGGVG 
                       10        20        30        40        50   
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 74.6  bits: 19.1 E():   35 
Smith-Waterman score: 46; 23.8% identity (61.9% similar) in 42 aa overlap (1-41:47-88) 
 
                                             10        20        30 
2MEPSP                               FAEVLEMMGAKVTWTETSVTVTGPPREPFG 
                                     .:..:. ::..:  .:... .     .  : 
gi|261 KRVLEQSVHELEEVFKKFDANGDGKISGSELADILRSMGSEVDEAEVKAMMEEADTDGDG 
         20        30        40        50        60        70       
 
                40        50        60        70        80          
2MEPSP RKHLKA-IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA          
          :.  .:.:.                                                 
gi|261 YVSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEPCTIEESKNII 
         80        90       100       110       120       130       
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.6  bits: 18.5 E():   35 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (32-80:2-56) 
 
              10        20        30           40           50      
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVA 
                                     ::: :   . .. :  :   ::  .:  :. 
gi|185                              MKHLAAYLLLGLGGNTSPSAADVKAVLESVG 
                                            10        20        30  
 
          60        70        80                                    
2MEPSP LFADGPTAIRDVASWRVKETERMVA                                    
       . ::.    . ..  . :. ....:                                    
gi|185 IEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAA 
              40        50        60        70        80        90  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.6  bits: 18.5 E():   35 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (32-80:2-56) 
 
              10        20        30           40           50      
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVA 
                                     ::: :   . .. :  :   ::  .:  :. 
gi|117                              MKHLAAYLLLGLGGNTSPSAADVKAVLESVG 
                                            10        20        30  
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          60        70        80                                    
2MEPSP LFADGPTAIRDVASWRVKETERMVA                                    
       . ::.    . ..  . :. ....:                                    
gi|117 IEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAA 
              40        50        60        70        80        90  
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.5  bits: 18.0 E():   36 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (63-80:28-45) 
 
             40        50        60        70        80             
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA             
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.4  bits: 17.7 E():   36 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (41-64:1-24) 
 
               20        30        40        50        60        70 
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
               80                          
2MEPSP RVKETERMVA                          
                                           
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.0  bits: 18.5 E():   38 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (24-56:38-75) 
 
                      10        20        30             40         
2MEPSP        FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
       50        60        70        80                       
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVA                       
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.6  bits: 20.2 E():   40 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (20-58:291-330) 
 
                          10        20         30         40        
2MEPSP            FAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
        50        60        70        80                            
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVA                            
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.6  bits: 19.3 E():   40 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (39-60:116-136) 
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       10        20        30        40        50        60         
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
       70        80                                                 
2MEPSP SWRVKETERMVA                                                 
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 73.5  bits: 19.9 E():   41 
Smith-Waterman score: 49; 27.8% identity (53.7% similar) in 54 aa overlap (27-80:114-166) 
 
                   10        20        30        40        50       
2MEPSP     FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
         60        70        80                                     
2MEPSP FADGPTAIRDVASWRVKETERMVA                                     
        .  : :  :.    ..:. :..:                                     
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.3  bits: 20.4 E():   42 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (6-63:210-271) 
 
                                        10              20          
2MEPSP                          FAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
      30        40        50           60        70        80       
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVA       
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
          300       310       320       330       340       350     
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.3  bits: 20.4 E():   42 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (6-63:210-271) 
 
                                        10              20          
2MEPSP                          FAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
      30        40        50           60        70        80       
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVA       
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.3  bits: 20.4 E():   42 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (6-63:210-271) 
 
                                        10              20          
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2MEPSP                          FAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
      30        40        50           60        70        80       
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVA       
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (55-76:22-43) 
 
           30        40        50        60        70        80     
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA     
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.2  bits: 14.9 E():   42 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (18-24:2-8) 
 
               10        20        30        40        50        60 
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                        ..:. ::                                     
gi|250                 PTITIGGPEYR                                  
                               10                                   
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (6-63:218-279) 
 
                                        10              20          
2MEPSP                          FAEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
 
      30        40        50           60        70        80       
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVA       
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
 
gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 72.7  bits: 19.0 E():   45 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (35-69:72-112) 
 
           10        20        30        40              50         
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
       60        70        80                                       
2MEPSP DGPTAIRDVASWRVKETERMVA                                       
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
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>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.7  bits: 20.1 E():   45 
Smith-Waterman score: 50; 25.3% identity (58.7% similar) in 75 aa overlap (5-76:312-383) 
 
                                         10        20          30   
2MEPSP                           FAEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
             40        50         60        70        80            
2MEPSP HLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVKETERMVA            
         .:. ...:..  .. .. :.   .: :  ..   .: :  :::                
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVM---VSHRSGETEDTFIADLSVGLRSGQ 
             350       360       370          380       390         
 
gi|232 IKTGAPARSERLAKLNQILRIEEELGSEAIYAGKDFQKASQL 
      400       410       420       430       440 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.6  bits: 20.4 E():   45 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (30-46:430-446) 
 
                10        20        30        40        50          
2MEPSP  FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
      60        70        80                                        
2MEPSP GPTAIRDVASWRVKETERMVA                                        
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.6  bits: 20.1 E():   45 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (20-58:6-45) 
 
               10        20         30         40        50         
2MEPSP FAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                          .. : ::  : .:.: . .. .: . . ::   : :  : : 
gi|223               INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
                             10        20         30        40      
 
       60        70        80                                       
2MEPSP DGPTAIRDVASWRVKETERMVA                                       
                                                                    
gi|223 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRAL 
          50        60        70        80        90       100      
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 17.6 E():   46 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (34-63:41-70) 
 
            10        20        30        40        50        60    
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
            70        80 
2MEPSP IRDVASWRVKETERMVA 
                         
gi|453 CSPKWLQLLVP       
               80        
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.4  bits: 19.6 E():   47 
Smith-Waterman score: 48; 27.8% identity (55.6% similar) in 54 aa overlap (27-80:112-164) 
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                   10        20        30        40        50       
2MEPSP     FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
         60        70        80                                     
2MEPSP FADGPTAIRDVASWRVKETERMVA                                     
        .  : :  :.    :.:. :..:                                     
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (46-80:22-56) 
 
          20        30        40        50        60        70      
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  .:. :.. ::     . .:  . :.  
gi|668          MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDL 
                        10        20        30        40        50  
 
          80                                                        
2MEPSP ERMVA                                                        
       ....:                                                        
gi|668 QELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.3  bits: 19.0 E():   53 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (20-33:15-28) 
 
               10        20        30        40        50        60 
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                          : . :::.:   ::                            
gi|169      QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQ 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP PTAIRDVASWRVKETERMVA                                         
                                                                    
gi|169 QEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSLTLPALRQFGLS 
          60        70        80        90       100       110      
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.1  bits: 16.0 E():   55 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (34-64:2-30) 
 
            10        20        30         40        50        60   
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPT 
                                     .::. : : .. :     ..  :  .:::: 
gi|122                              MVKAVTVLNSSEGP---HGIVYFAQEGDGPT 
                                            10           20         
 
             70        80 
2MEPSP AIRDVASWRVKETERMVA 
       ..                 
gi|122 TV                 
       30                 
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 18.7 E():   56 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (31-46:152-167) 
 
               10        20        30        40        50        60 
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
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               70        80        
2MEPSP PTAIRDVASWRVKETERMVA        
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (7-30:7-30) 
 
               10        20        30        40        50        60 
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
             ...  :. . .:..  :::. : :                               
gi|109 MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKGAGPKDN 
               10        20        30        40        50        60 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (7-30:7-30) 
 
               10        20        30        40        50        60 
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
             ...  :. . .:..  :::. : :                               
gi|811 MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPKGAGPDDN 
               10        20        30        40        50        60 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (20-58:291-330) 
 
                          10        20         30         40        
2MEPSP            FAEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
        50        60        70        80                            
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVA                            
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (38-69:89-118) 
 
        10        20        30        40        50        60        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
        70        80                               
2MEPSP ASWRVKETERMVA                               
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (38-69:90-119) 
 
        10        20        30        40        50        60        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        70        80                               
2MEPSP ASWRVKETERMVA                               
       .:                                          
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gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (38-69:90-119) 
 
        10        20        30        40        50        60        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        70        80                               
2MEPSP ASWRVKETERMVA                               
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (38-69:90-119) 
 
        10        20        30        40        50        60        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        70        80                               
2MEPSP ASWRVKETERMVA                               
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (38-60:90-112) 
 
        10        20        30        40        50        60        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
        70        80                             
2MEPSP ASWRVKETERMVA                             
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (38-69:90-119) 
 
        10        20        30        40        50        60        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        70        80                               
2MEPSP ASWRVKETERMVA                               
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (38-69:90-119) 
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        10        20        30        40        50        60        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
        70        80                               
2MEPSP ASWRVKETERMVA                               
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (38-69:90-119) 
 
        10        20        30        40        50        60        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        70        80                               
2MEPSP ASWRVKETERMVA                               
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (38-69:90-119) 
 
        10        20        30        40        50        60        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        70        80                               
2MEPSP ASWRVKETERMVA                               
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (38-69:90-119) 
 
        10        20        30        40        50        60        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        70        80                               
2MEPSP ASWRVKETERMVA                               
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (38-69:90-119) 
 
        10        20        30        40        50        60        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        70        80                               
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2MEPSP ASWRVKETERMVA                               
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.5  bits: 18.7 E():   67 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (15-47:43-76) 
 
                               10        20         30        40    
2MEPSP                 FAEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
            50        60        70        80                        
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA                        
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (47-63:8-26) 
 
         20        30        40        50          60        70     
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
           80                                                       
2MEPSP TERMVA                                                       
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (47-63:8-26) 
 
         20        30        40        50          60        70     
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
           80                                                       
2MEPSP TERMVA                                                       
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (31-46:43-58) 
 
               10        20        30        40        50        60 
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
               70        80                                         
2MEPSP PTAIRDVASWRVKETERMVA                                         
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.7 E():   69 
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Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (23-31:14-22) 
 
               10        20        30        40        50        60 
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                             :::. : :.                              
gi|898          ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDN 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP PTAIRDVASWRVKETERMVA                                         
                                                                    
gi|898 GGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDMNY 
              60        70        80        90       100       110  
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 69.2  bits: 19.2 E():   70 
Smith-Waterman score: 47; 27.8% identity (53.7% similar) in 54 aa overlap (27-80:173-225) 
 
                   10        20        30        40        50       
2MEPSP     FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
         60        70        80                                     
2MEPSP FADGPTAIRDVASWRVKETERMVA                                     
        .  : :  :.    ..:. :..:                                     
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.1  bits: 19.2 E():   70 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (52-70:15-35) 
 
              30        40        50        60          70          
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.0  bits: 18.1 E():   71 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (32-65:110-145) 
 
              10        20        30        40             50       
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
         60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVA                 
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 17.9 E():   72 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (43-61:2-20) 
 
             20        30        40        50        60        70   
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
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             80                                                     
2MEPSP KETERMVA                                                     
                                                                    
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.9  bits: 19.8 E():   72 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (61-73:336-348) 
 
               40        50        60        70        80           
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA           
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 18.7 E():   73 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (23-31:25-33) 
 
                 10        20        30        40        50         
2MEPSP   FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP DGPTAIRDVASWRVKETERMVA                                       
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (49-79:121-151) 
 
       20        30        40        50        60        70         
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
       80                                                           
2MEPSP VA                                                           
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (23-31:31-39) 
 
                       10        20        30        40        50   
2MEPSP         FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP VVALFADGPTAIRDVASWRVKETERMVA                                 
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (23-31:31-39) 
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                       10        20        30        40        50   
2MEPSP         FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP VVALFADGPTAIRDVASWRVKETERMVA                                 
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (23-31:32-40) 
 
                       10        20        30        40        50   
2MEPSP         FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
             60        70        80                                 
2MEPSP VVALFADGPTAIRDVASWRVKETERMVA                                 
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 68.6  bits: 19.5 E():   75 
Smith-Waterman score: 48; 20.5% identity (58.9% similar) in 73 aa overlap (9-80:315-383) 
 
                                     10        20        30         
2MEPSP                       FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     :..  :. ..  .:   :.   .  .. :  
gi|215 GTETIDISFVKNGPLSRADLDTNDTFIVENGSEGLWVWVGKKATQKERQSAIKYAMELI- 
          290       300       310       320       330       340     
 
       40        50        60         70        80                  
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDV-ASWRVKETERMVA                  
        : .:.:. . .  :  : .:  . ....  ::...: :....                  
gi|215 -NKKKYPNNTPVTKV--LEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVAN 
            350         360       370       380       390       400 
 
gi|215 YEPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQPNQI 
              410       420       430       440       450       460 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 45; 25.9% identity (53.4% similar) in 58 aa overlap (23-80:72-128) 
 
                       10        20        30        40        50   
2MEPSP         FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
             60        70        80                                 
2MEPSP VVALFADGPTAIRDVASWRVKETERMVA                                 
         .  .  : :  :.    ..:. :..:                                 
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 45; 25.9% identity (53.4% similar) in 58 aa overlap (23-80:72-128) 
 
                       10        20        30        40        50   
2MEPSP         FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
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gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
             60        70        80                                 
2MEPSP VVALFADGPTAIRDVASWRVKETERMVA                                 
         .  .  : :  :.    ..:. :..:                                 
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 45; 25.9% identity (53.4% similar) in 58 aa overlap (23-80:72-128) 
 
                       10        20        30        40        50   
2MEPSP         FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
             60        70        80                                 
2MEPSP VVALFADGPTAIRDVASWRVKETERMVA                                 
         .  .  : :  :.    ..:. :..:                                 
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 46; 31.4% identity (54.3% similar) in 35 aa overlap (46-80:131-165) 
 
          20        30        40        50        60        70      
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
          80                                                        
2MEPSP ERMVA                                                        
        :..:                                                        
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (38-69:90-119) 
 
        10        20        30        40        50        60        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
        70        80                               
2MEPSP ASWRVKETERMVA                               
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (38-60:90-112) 
 
        10        20        30        40        50        60        
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
        70        80                             
2MEPSP ASWRVKETERMVA                             
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
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     120       130       140       150       160 
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (7-60:22-71) 
 
                              10        20        30        40      
2MEPSP                FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            . .: ..  . :: . .     . ....:::    :..  
gi|238 MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF- 
               10        20        30        40        50           
 
          50        60        70        80                          
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA                          
       ::  ::: ..::  :                                              
gi|238 DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (34-60:44-71) 
 
            10        20        30        40         50        60   
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
             70        80                                           
2MEPSP AIRDVASWRVKETERMVA                                           
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (25-38:41-54) 
 
                     10        20        30        40        50     
2MEPSP       FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
           60        70        80                                   
2MEPSP ALFADGPTAIRDVASWRVKETERMVA                                   
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.9 E():   82 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (39-70:269-300) 
 
       10        20        30        40        50        60         
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
       70        80                                                 
2MEPSP SWRVKETERMVA                                                 
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (25-38:45-58) 
 
                     10        20        30        40        50     
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2MEPSP       FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
           60        70        80                                   
2MEPSP ALFADGPTAIRDVASWRVKETERMVA                                   
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (31-45:152-166) 
 
               10        20        30        40        50        60 
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
               70        80          
2MEPSP PTAIRDVASWRVKETERMVA          
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (31-45:152-166) 
 
               10        20        30        40        50        60 
2MEPSP FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
               70        80          
2MEPSP PTAIRDVASWRVKETERMVA          
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 54 aa overlap (27-80:58-110) 
 
                   10        20        30        40        50       
2MEPSP     FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
         60        70        80                                     
2MEPSP FADGPTAIRDVASWRVKETERMVA                                     
        .  : :  :.    ..:. :..:                                     
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.3  bits: 17.8 E():   89 
Smith-Waterman score: 42; 31.7% identity (55.6% similar) in 63 aa overlap (27-78:96-157) 
 
                   10        20        30        40              50 
2MEPSP     FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
               60         70            80                    
2MEPSP LAVVALFADGPTAIR-DVASWR----VKETERMVA                    
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        ::.. . ::  ..  .::. .    ::: : .                      
gi|501 TAVTS-WLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130        140       150       160       170         
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (44-58:1-15) 
 
            20        30        40        50        60        70    
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                                     : . ...: ::::::                
gi|386                               MASSSLVLLVVALFAVFLGTAHGIAKVPPG 
                                             10        20        30 
 
            80                                                      
2MEPSP ETERMVA                                                      
                                                                    
gi|386 PNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGR 
               40        50        60        70        80        90 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.0  bits: 18.9 E():   92 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (9-65:143-189) 
 
                                     10        20        30         
2MEPSP                       FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
       40        50        60        70        80                   
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA                   
       ..  .: :: .. . .    :::.: :                                  
gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (37-64:36-63) 
 
         10        20        30        40        50        60       
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
         70        80                                               
2MEPSP VASWRVKETERMVA                                               
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 41; 27.3% identity (63.6% similar) in 33 aa overlap (44-73:91-123) 
 
            20        30        40        50           60        70 
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV---VALFADGPTAIRDVASW 
                                     .::.:  ...   ..  ::: . :. . :. 
gi|604 DGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
               80                          
2MEPSP RVKETERMVA                          
       . :                                 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 44; 25.9% identity (53.4% similar) in 58 aa overlap (23-80:72-128) 
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                       10        20        30        40        50   
2MEPSP         FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
             60        70        80                                 
2MEPSP VVALFADGPTAIRDVASWRVKETERMVA                                 
         .  .  : :  :.    ..:. :..:                                 
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.7  bits: 19.2 E():   95 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (56-77:469-490) 
 
          30        40        50        60        70        80    
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA    
                                     .:: : .. :   : : .. ::       
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH 
      440       450       460       470       480       490       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.5  bits: 18.4 E():   97 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 54 aa overlap (27-80:84-136) 
 
                   10        20        30        40        50       
2MEPSP     FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
         60        70        80                                     
2MEPSP FADGPTAIRDVASWRVKETERMVA                                     
        .  : :  :.    ..:. :..:                                     
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.5  bits: 18.4 E():   98 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 54 aa overlap (27-80:86-138) 
 
                   10        20        30        40        50       
2MEPSP     FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
         60        70        80                                     
2MEPSP FADGPTAIRDVASWRVKETERMVA                                     
        .  : :  :.    ..:. :..:                                     
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.5  bits: 18.4 E():   98 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 54 aa overlap (27-80:86-138) 
 
                   10        20        30        40        50       
2MEPSP     FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
         60        70        80                                     
2MEPSP FADGPTAIRDVASWRVKETERMVA                                     
        .  : :  :.    ..:. :..:                                     
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
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>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.4  bits: 15.3 E():   98 
Smith-Waterman score: 33; 33.3% identity (58.3% similar) in 12 aa overlap (14-25:18-29) 
 
                   10        20        30        40        50       
2MEPSP     FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                        : ... :  : :                                
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.4  bits: 18.4 E():   98 
Smith-Waterman score: 44; 27.8% identity (53.7% similar) in 54 aa overlap (27-80:87-139) 
 
                   10        20        30        40        50       
2MEPSP     FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
         60        70        80                                     
2MEPSP FADGPTAIRDVASWRVKETERMVA                                     
        .  : :  :.    :.:. : .:                                     
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.4  bits: 18.4 E():   98 
Smith-Waterman score: 44; 27.8% identity (53.7% similar) in 54 aa overlap (27-80:87-139) 
 
                   10        20        30        40        50       
2MEPSP     FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
         60        70        80                                     
2MEPSP FADGPTAIRDVASWRVKETERMVA                                     
        .  : :  :.    :.:. : .:                                     
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (16-33:288-305) 
 
                              10        20        30        40      
2MEPSP                FAEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
          50        60        70        80                          
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA                          
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.3  bits: 15.9 E(): 1e 
Smith-Waterman score: 35; 29.4% identity (76.5% similar) in 17 aa overlap (64-80:26-42) 
 
            40        50        60        70        80           
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA           
                                     .. ..:  ..: .::.:           
gi|377      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL 
                    10        20        30        40        50   
 
 
 
80 residues in 1 query   sequences 
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339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:59 2011 done: Tue Apr 19 10:57:59 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 288  - 367 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     3     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     7     8:==* 
  34    24    22:=======* 
  36    44    44:==============* 
  38    56    73:===================     * 
  40   104   102:=================================*= 
  42   117   125:=======================================  * 
  44   133   138:=============================================* 
  46   145   140:==============================================*== 
  48   139   134:============================================*== 
  50   139   122:========================================*====== 
  52   118   108:===================================*==== 
  54   105    92:==============================*==== 
  56    63    77:=====================    * 
  58    45    63:===============     * 
  60    30    51:==========      * 
  62    45    41:=============*= 
  64    29    33:==========* 
  66    22    26:========* 
  68    28    20:======*=== 
  70    18    16:=====* 
  72    10    12:===* 
  74    15    10:===*= 
  76     5     8:==* 
  78     7     6:=*= 
  80     3     5:=* 
  82     5     3:*= 
  84     3     3:* 
  86     1     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96    13     1:*====     :*============ 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.23030.00315; mu= 4.5097 0.164 
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 mean_var=35.4707 8.860, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.215347 
 Kolmogorov-Smirnov  statistic: 0.0204 (N=29) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.4    0.81 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.5     1.6 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 22.9     2.1 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.4 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.4 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.4 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.4 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.4 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.4 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.4 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.4 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.4 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 22.9     2.4 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.4 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.4 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.4 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.4 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   62 23.9     3.4 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   61 23.6     4.2 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.3     4.5 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 21.9     4.6 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.3     6.2 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.3     6.6 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.3     6.6 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.1     8.1 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.4      11 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.3      11 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.3      12 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.3      12 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.3      12 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.3      12 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.4      13 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.0      14 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   57 22.3      16 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   57 22.3      16 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.8      18 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.6      20 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.3      21 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.4      21 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.6      21 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.3      21 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.7      22 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   46 19.2      22 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.6      24 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.8      25 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.4      27 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.4      30 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.0      32 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   44 18.6      33 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   44 18.6      33 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.1      33 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.1      33 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   44 18.6      34 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   44 18.6      34 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 18.0      35 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.7      35 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.5      37 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.2      39 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.4      39 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.9      40 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 20.5      41 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 20.5      41 
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gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 20.5      41 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.8      41 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.9      41 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 20.5      41 
gi|261865475|gb|ACY01951.1| putative Cup a 4 aller ( 165)   45 18.8      42 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.1      43 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   50 20.2      44 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.5      44 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.2      44 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.7      45 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   48 19.6      45 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   42 17.9      52 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.0      52 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 16.0      53 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.8      55 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.0      58 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.0      58 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.6      59 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.2      62 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.2      63 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.2      63 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.2      63 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.2      63 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.2      63 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.2      63 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.2      63 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.2      63 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.2      63 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.2      63 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.7      65 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.9      66 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.9      66 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.2      66 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.7      68 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   47 19.3      68 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.3      69 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.2      69 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.9      70 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.8      71 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.7      71 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.4      73 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.7      73 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.7      73 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.7      73 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.5      73 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   45 18.7      75 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   45 18.7      75 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   45 18.7      75 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   46 19.0      76 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.9      77 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.9      77 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.6      78 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.6      78 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.1      80 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.0      81 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.1      82 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.1      84 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.1      84 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   44 18.4      85 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   42 17.9      87 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.4      88 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.0      90 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.3      92 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.6      92 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   44 18.4      92 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.2      94 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   44 18.4      95 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.4      96 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.4      96 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   33 15.4      96 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   44 18.4      96 
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gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   44 18.4      96 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   35 15.9      98 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.2      98 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.2      98 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   40 17.3   1e 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 104.1  bits: 24.4 E(): 0.81 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (21-63:59-96) 
 
                         10        20        30        40        50 
2MEPSP           AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               60        70        80                               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAI                               
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 99.1  bits: 23.5 E():  1.6 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (21-63:59-96) 
 
                         10        20        30        40        50 
2MEPSP           AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               60        70        80                               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAI                               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 96.6  bits: 22.9 E():  2.1 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (20-43:85-109) 
 
                          10        20         30        40         
2MEPSP            AEVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
       50        60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAI 
                                        
gi|668 TTGAFQRIPRSSFANNPRLGRKC          
          120       130                 
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (21-63:59-96) 
 
                         10        20        30        40        50 
2MEPSP           AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               60        70        80                               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAI                               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
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 initn:  51 init1:  51 opt:  58  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (21-63:59-96) 
 
                         10        20        30        40        50 
2MEPSP           AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               60        70        80                               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAI                               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (21-63:59-96) 
 
                         10        20        30        40        50 
2MEPSP           AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               60        70        80                               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAI                               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (21-63:59-96) 
 
                         10        20        30        40        50 
2MEPSP           AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               60        70        80                               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAI                               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (21-63:59-96) 
 
                         10        20        30        40        50 
2MEPSP           AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               60        70        80                               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAI                               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (21-63:59-96) 
 
                         10        20        30        40        50 
2MEPSP           AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
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       30        40        50        60        70             80    
 
               60        70        80                               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAI                               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (21-63:59-96) 
 
                         10        20        30        40        50 
2MEPSP           AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               60        70        80                               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAI                               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (21-63:59-96) 
 
                         10        20        30        40        50 
2MEPSP           AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               60        70        80                               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAI                               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (21-63:59-96) 
 
                         10        20        30        40        50 
2MEPSP           AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               60        70        80                               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAI                               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (21-63:59-96) 
 
                         10        20        30        40        50 
2MEPSP           AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               60        70        80                               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAI                               
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
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>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (21-63:59-96) 
 
                         10        20        30        40        50 
2MEPSP           AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               60        70        80                               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAI                               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (21-63:59-96) 
 
                         10        20        30        40        50 
2MEPSP           AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               60        70        80                               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAI                               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (21-63:59-96) 
 
                         10        20        30        40        50 
2MEPSP           AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               60        70        80                               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAI                               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (21-63:59-96) 
 
                         10        20        30        40        50 
2MEPSP           AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               60        70        80                               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAI                               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  42 init1:  42 opt:  62  Z-score: 93.0  bits: 23.9 E():  3.4 
Smith-Waterman score: 62; 24.7% identity (61.0% similar) in 77 aa overlap (1-75:313-387) 
 
                                             10        20           
2MEPSP                               AEVLEMMGAKVTWTETSVTVTGPPR--EPF 
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                                     :..   .:.::  .  .. ::.: :  . . 
gi|144 VLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKAI 
            290       300       310       320       330       340   
 
       30        40        50        60        70        80         
2MEPSP GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI         
        .:  .:. ...:.. .:. .. .: .   .  ..  .:: :  :::              
gi|144 KEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLAT 
            350       360       370         380       390       400 
 
gi|144 GQIKTGAPCRSERLAKYNQLLRIEEELGAEAVYAGANFRTPVEPY 
              410       420       430       440      
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  41 init1:  41 opt:  61  Z-score: 91.3  bits: 23.6 E():  4.2 
Smith-Waterman score: 61; 24.7% identity (59.7% similar) in 77 aa overlap (1-75:313-387) 
 
                                             10        20           
2MEPSP                               AEVLEMMGAKVTWTETSVTVTGPPR--EPF 
                                     :..   .: ::  .  .. ::.: :  . . 
gi|144 ALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNPKRVEKAI 
            290       300       310       320       330       340   
 
       30        40        50        60        70        80         
2MEPSP GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI         
        .:  .:. ...:.. .:. .. .: .   .  ..  .:: :  :::              
gi|144 KEKACNALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLAT 
            350       360       370         380       390       400 
 
gi|144 GQIKTGAPCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
              410       420       430       440      
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 90.8  bits: 23.3 E():  4.5 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (26-69:269-312) 
 
                    10        20        30        40        50      
2MEPSP      AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
          60        70        80                                    
2MEPSP FADGPTAIRDVASWRVKETERMVAI                                    
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 90.7  bits: 21.9 E():  4.6 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (21-63:59-96) 
 
                         10        20        30        40        50 
2MEPSP           AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               60        70        80                               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAI                               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 88.3  bits: 23.3 E():  6.2 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (26-69:399-442) 
 
                    10        20        30        40        50      
2MEPSP      AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
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gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
          60        70        80                                    
2MEPSP FADGPTAIRDVASWRVKETERMVAI                                    
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.8  bits: 21.3 E():  6.6 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (21-63:59-103) 
 
                         10        20        30        40           
2MEPSP           AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
       50        60        70        80                         
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAI                         
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.8  bits: 21.3 E():  6.6 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (21-63:59-103) 
 
                         10        20        30        40           
2MEPSP           AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
       50        60        70        80                         
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAI                         
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.1  bits: 22.1 E():  8.1 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (20-66:168-211) 
 
                          10        20           30        40       
2MEPSP            AEVLEMMGAKVTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
         50        60        70        80                           
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAI                           
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 84.0  bits: 20.4 E():   11 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (19-57:20-59) 
 
                10        20         30         40        50        
2MEPSP  AEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                          .. : ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
        60        70        80                                      
2MEPSP DGPTAIRDVASWRVKETERMVAI                                      
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
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      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.4  bits: 22.3 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (29-45:399-415) 
 
                 10        20        30        40        50         
2MEPSP   AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
       60        70        80                                       
2MEPSP GPTAIRDVASWRVKETERMVAI                                       
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (29-45:402-418) 
 
                 10        20        30        40        50         
2MEPSP   AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
       60        70        80                                       
2MEPSP GPTAIRDVASWRVKETERMVAI                                       
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (29-45:403-419) 
 
                 10        20        30        40        50         
2MEPSP   AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
       60        70        80                                       
2MEPSP GPTAIRDVASWRVKETERMVAI                                       
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.0  bits: 22.3 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (29-45:422-438) 
 
                 10        20        30        40        50         
2MEPSP   AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
       60        70        80                                       
2MEPSP GPTAIRDVASWRVKETERMVAI                                       
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.0  bits: 22.3 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (29-45:422-438) 
 
                 10        20        30        40        50         
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2MEPSP   AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
       60        70        80                                       
2MEPSP GPTAIRDVASWRVKETERMVAI                                       
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.3  bits: 20.4 E():   13 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (21-63:59-96) 
 
                         10        20        30        40        50 
2MEPSP           AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
               60        70        80                               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAI                               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (37-69:407-439) 
 
         10        20        30        40        50        60       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
         70        80                                               
2MEPSP ASWRVKETERMVAI                                               
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 80.8  bits: 22.3 E():   16 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (7-73:58-135) 
 
                                       10        20                 
2MEPSP                         AEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|289 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
        30        40        50        60           70        80     
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETERMVAI     
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|289 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|289 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 80.8  bits: 22.3 E():   16 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (7-73:58-135) 
 
                                       10        20                 
2MEPSP                         AEVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|283 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
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        30        40        50        60           70        80     
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETERMVAI     
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|283 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|283 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.1  bits: 19.8 E():   18 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (4-30:9-37) 
 
                    10        20          30        40        50    
2MEPSP      AEVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNKMPDVAMTLAVV 
               : ...: ..:: ..  ...: : : : :.                        
gi|153 MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVKGEEKEPSKSC 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP ALFADGPTAIRDVASWRVKETERMVAI                                  
                                                                    
gi|153 CSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.9  bits: 18.6 E():   20 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (56-79:15-38) 
 
          30        40        50        60        70        80      
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI      
                                     .:.   :.: ..:  . :..::.:       
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 78.7  bits: 20.3 E():   21 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (19-57:124-163) 
 
                           10        20         30         40       
2MEPSP             AEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
         50        60        70        80                           
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAI                           
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 78.7  bits: 21.4 E():   21 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (22-57:390-426) 
 
                        10        20         30         40          
2MEPSP          AEVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
      50        60        70        80                              
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAI                              
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
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>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.6  bits: 18.6 E():   21 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (56-79:17-40) 
 
          30        40        50        60        70        80      
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI      
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 78.6  bits: 20.3 E():   21 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (19-57:127-166) 
 
                           10        20         30         40       
2MEPSP             AEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
         50        60        70        80                           
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAI                           
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.5  bits: 19.7 E():   22 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (7-25:1-18) 
 
               10        20        30        40        50        60 
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
             ::.  :... :..:  :::                                    
gi|444       MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEIVEGDGGVGT 
                      10        20        30        40        50    
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.3  bits: 19.2 E():   22 
Smith-Waterman score: 46; 27.3% identity (52.7% similar) in 55 aa overlap (31-79:2-56) 
 
               10        20        30           40           50     
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVA 
                                     ::: :   . .  :  :   ::  .:. :. 
gi|833                              MKHLAAYLLLALAGNTSPSSEDVKAVLSSVG 
                                            10        20        30  
 
           60        70        80                                   
2MEPSP LFADGPTAIRDVASWRVKETERMVAI                                   
       . ::     . .:  . :. ....:                                    
gi|833 IDADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAE 
              40        50        60        70        80        90  
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.6  bits: 18.6 E():   24 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (56-79:26-49) 
 
          30        40        50        60        70        80      
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI      
                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.3  bits: 20.8 E():   25 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (24-63:161-200) 
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                      10        20        30        40        50    
2MEPSP        AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
            60        70        80                                  
2MEPSP ALFADGPTAIRDVASWRVKETERMVAI                                  
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (15-66:7-57) 
 
               10        20        30        40        50        60 
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
                     :: .: . :: . : :  : . ..  .  : .  .. ..     :: 
gi|132         MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEG-NGGP 
                       10        20        30        40         50  
 
               70        80                                         
2MEPSP TAIRDVASWRVKETERMVAI                                         
        .:. .                                                       
gi|132 GTIKKICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHG 
              60        70        80        90       100       110  
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.0  bits: 19.4 E():   30 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (38-59:68-88) 
 
        10        20        30        40        50        60        
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
        70        80                                                
2MEPSP SWRVKETERMVAI                                                
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (19-52:170-204) 
 
                           10        20         30         40       
2MEPSP             AEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
         50        60        70        80                           
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAI                           
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.1  bits: 18.6 E():   33 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (31-79:2-56) 
 
               10        20        30           40           50     
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVA 
                                     ::: :   . .. :  :   ::  .:. :. 
gi|416                              MKHLAAYLLLGLGGNTSPSAADVKAVLTSVG 
                                            10        20        30  
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           60        70        80                                   
2MEPSP LFADGPTAIRDVASWRVKETERMVAI                                   
       . ::     . ..  . :. ....:                                    
gi|416 IDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEE 
              40        50        60        70        80        90  
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.1  bits: 18.6 E():   33 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (31-79:2-56) 
 
               10        20        30           40           50     
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVA 
                                     ::: :   . .. :  :   ::  .:. :. 
gi|461                              MKHLAAYLLLGLGGNTSPSAADVKAVLTSVG 
                                            10        20        30  
 
           60        70        80                                   
2MEPSP LFADGPTAIRDVASWRVKETERMVAI                                   
       . ::     . ..  . :. ....:                                    
gi|461 IDADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEE 
              40        50        60        70        80        90  
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (7-25:1-18) 
 
               10        20        30        40        50        60 
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
             ::.  :... :..:  :::                                    
gi|444       MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVEGDGGVGT 
                      10        20        30        40        50    
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (7-25:1-18) 
 
               10        20        30        40        50        60 
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
             ::.  :... :..:  :::                                    
gi|444       MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEIVEGDGGVGT 
                      10        20        30        40        50    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.8  bits: 18.6 E():   34 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (31-79:2-56) 
 
               10        20        30           40           50     
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVA 
                                     ::: :   . .. :  :   ::  .:  :. 
gi|185                              MKHLAAYLLLGLGGNTSPSAADVKAVLESVG 
                                            10        20        30  
 
           60        70        80                                   
2MEPSP LFADGPTAIRDVASWRVKETERMVAI                                   
       . ::.    . ..  . :. ....:                                    
gi|185 IEADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAA 
              40        50        60        70        80        90  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.8  bits: 18.6 E():   34 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (31-79:2-56) 
 
               10        20        30           40           50     
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVA 
                                     ::: :   . .. :  :   ::  .:  :. 
gi|117                              MKHLAAYLLLGLGGNTSPSAADVKAVLESVG 
                                            10        20        30  
 
           60        70        80                                   
2MEPSP LFADGPTAIRDVASWRVKETERMVAI                                   
       . ::.    . ..  . :. ....:                                    
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gi|117 IEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAA 
              40        50        60        70        80        90  
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.7  bits: 18.0 E():   35 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (62-79:28-45) 
 
              40        50        60        70        80            
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI            
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.6  bits: 17.7 E():   35 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (40-63:1-24) 
 
      10        20        30        40        50        60          
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
      70        80                         
2MEPSP RVKETERMVAI                         
                                           
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.2  bits: 18.5 E():   37 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (23-55:38-75) 
 
                       10        20        30             40        
2MEPSP         AEVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
        50        60        70        80                      
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAI                      
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.9  bits: 20.2 E():   39 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (19-57:291-330) 
 
                           10        20         30         40       
2MEPSP             AEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
         50        60        70        80                           
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAI                           
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.9  bits: 19.4 E():   39 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (38-59:116-136) 
 
        10        20        30        40        50        60        
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
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gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
        70        80                                                
2MEPSP SWRVKETERMVAI                                                
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 73.7  bits: 19.9 E():   40 
Smith-Waterman score: 49; 27.8% identity (53.7% similar) in 54 aa overlap (26-79:114-166) 
 
                    10        20        30        40        50      
2MEPSP      AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
          60        70        80                                    
2MEPSP FADGPTAIRDVASWRVKETERMVAI                                    
        .  : :  :.    ..:. :..:                                     
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.5  bits: 20.5 E():   41 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (5-62:210-271) 
 
                                         10              20         
2MEPSP                           AEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
       30        40        50           60        70        80      
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVAI      
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
          300       310       320       330       340       350     
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.5  bits: 20.5 E():   41 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (5-62:210-271) 
 
                                         10              20         
2MEPSP                           AEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
       30        40        50           60        70        80      
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVAI      
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.5  bits: 20.5 E():   41 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (5-62:210-271) 
 
                                         10              20         
2MEPSP                           AEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9311

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

     180       190       200       210       220       230          
 
       30        40        50           60        70        80      
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVAI      
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (54-75:22-43) 
 
            30        40        50        60        70        80    
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI    
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.4  bits: 14.9 E():   41 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (17-23:2-8) 
 
               10        20        30        40        50        60 
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
                       ..:. ::                                      
gi|250                PTITIGGPEYR                                   
                              10                                    
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.3  bits: 20.5 E():   41 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (5-62:218-279) 
 
                                         10              20         
2MEPSP                           AEVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
 
       30        40        50           60        70        80      
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVAI      
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
 
gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|261865475|gb|ACY01951.1| putative Cup a 4 allergen   (165 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.1  bits: 18.8 E():   42 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (1-40:48-88) 
 
                                             10        20        30 
2MEPSP                               AEVLEMMGAKVTWTETSVTVTGPPREPFGR 
                                     :..:. ::..:  .:... .     .  :  
gi|261 RVLEQSVHELEEVFKKFDANGDGKISGSELADILRSMGSEVDEAEVKAMMEEADTDGDGY 
        20        30        40        50        60        70        
 
                40        50        60        70        80          
2MEPSP KHLKA-IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI          
         :.  .:.:.                                                  
gi|261 VSLQEFVDLNIKGATVKDLKNAFKVFDRDCNGTISPAELCETLKSVGEPCTIEESKNIIH 
        80        90       100       110       120       130        
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.0  bits: 19.1 E():   43 
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Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (34-68:72-112) 
 
            10        20        30        40              50        
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
        60        70        80                                      
2MEPSP DGPTAIRDVASWRVKETERMVAI                                      
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.9  bits: 20.2 E():   44 
Smith-Waterman score: 50; 25.3% identity (58.7% similar) in 75 aa overlap (4-75:312-383) 
 
                                          10        20          30  
2MEPSP                            AEVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
              40        50         60        70        80           
2MEPSP HLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVKETERMVAI           
         .:. ...:..  .. .. :.   .: :  ..   .: :  :::                
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVM---VSHRSGETEDTFIADLSVGLRSGQ 
             350       360       370          380       390         
 
gi|232 IKTGAPARSERLAKLNQILRIEEELGSEAIYAGKDFQKASQL 
      400       410       420       430       440 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.8  bits: 20.5 E():   44 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (29-45:430-446) 
 
                 10        20        30        40        50         
2MEPSP   AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
       60        70        80                                       
2MEPSP GPTAIRDVASWRVKETERMVAI                                       
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.8  bits: 20.2 E():   44 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (19-57:6-45) 
 
               10        20         30         40        50         
2MEPSP AEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFAD 
                         .. : ::  : .:.: . .. .: . . ::   : :  : :  
gi|223              INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKAL 
                            10        20         30        40       
 
       60        70        80                                       
2MEPSP GPTAIRDVASWRVKETERMVAI                                       
                                                                    
gi|223 FQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALF 
         50        60        70        80        90       100       
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.7  bits: 17.7 E():   45 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (33-62:41-70) 
 
             10        20        30        40        50        60   
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
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                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
             70        80 
2MEPSP IRDVASWRVKETERMVAI 
                          
gi|453 CSPKWLQLLVP        
               80         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.6  bits: 19.6 E():   45 
Smith-Waterman score: 48; 27.8% identity (55.6% similar) in 54 aa overlap (26-79:112-164) 
 
                    10        20        30        40        50      
2MEPSP      AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
          60        70        80                                    
2MEPSP FADGPTAIRDVASWRVKETERMVAI                                    
        .  : :  :.    :.:. :..:                                     
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 17.9 E():   52 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (45-79:22-56) 
 
           20        30        40        50        60        70     
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  .:. :.. ::     . .:  . :.  
gi|668          MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDL 
                        10        20        30        40        50  
 
           80                                                       
2MEPSP ERMVAI                                                       
       ....:                                                        
gi|668 QELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 19.0 E():   52 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (19-32:15-28) 
 
               10        20        30        40        50        60 
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
                         : . :::.:   ::                             
gi|169     QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQ 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP TAIRDVASWRVKETERMVAI                                         
                                                                    
gi|169 EPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSLTLPALRQFGLSA 
         60        70        80        90       100       110       
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.3  bits: 16.0 E():   53 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (33-63:2-30) 
 
             10        20        30         40        50        60  
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPT 
                                     .::. : : .. :     ..  :  .:::: 
gi|122                              MVKAVTVLNSSEGP---HGIVYFAQEGDGPT 
                                            10           20         
 
              70        80 
2MEPSP AIRDVASWRVKETERMVAI 
       ..                  

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9314

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|122 TV                  
       30                  
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (30-45:152-167) 
 
                10        20        30        40        50          
2MEPSP  AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
      60        70        80       
2MEPSP PTAIRDVASWRVKETERMVAI       
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (6-29:7-30) 
 
                10        20        30        40        50          
2MEPSP  AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
             ...  :. . .:..  :::. : :                               
gi|109 MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKGAGPKDN 
               10        20        30        40        50        60 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (6-29:7-30) 
 
                10        20        30        40        50          
2MEPSP  AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
             ...  :. . .:..  :::. : :                               
gi|811 MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPKGAGPDDN 
               10        20        30        40        50        60 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 70.5  bits: 19.6 E():   59 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (19-57:291-330) 
 
                           10        20         30         40       
2MEPSP             AEVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
         50        60        70        80                           
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAI                           
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (37-68:89-118) 
 
         10        20        30        40        50        60       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
         70        80                              
2MEPSP ASWRVKETERMVAI                              
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
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>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (37-68:90-119) 
 
         10        20        30        40        50        60       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         70        80                              
2MEPSP ASWRVKETERMVAI                              
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (37-68:90-119) 
 
         10        20        30        40        50        60       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         70        80                              
2MEPSP ASWRVKETERMVAI                              
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (37-68:90-119) 
 
         10        20        30        40        50        60       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         70        80                              
2MEPSP ASWRVKETERMVAI                              
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (37-68:90-119) 
 
         10        20        30        40        50        60       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         70        80                              
2MEPSP ASWRVKETERMVAI                              
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (37-59:90-112) 
 
         10        20        30        40        50        60       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9316

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
         70        80                            
2MEPSP ASWRVKETERMVAI                            
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (37-68:90-119) 
 
         10        20        30        40        50        60       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         70        80                              
2MEPSP ASWRVKETERMVAI                              
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (37-68:90-119) 
 
         10        20        30        40        50        60       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
         70        80                              
2MEPSP ASWRVKETERMVAI                              
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (37-68:90-119) 
 
         10        20        30        40        50        60       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         70        80                              
2MEPSP ASWRVKETERMVAI                              
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (37-68:90-119) 
 
         10        20        30        40        50        60       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         70        80                              
2MEPSP ASWRVKETERMVAI                              
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
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       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (37-68:90-119) 
 
         10        20        30        40        50        60       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         70        80                              
2MEPSP ASWRVKETERMVAI                              
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.7  bits: 18.7 E():   65 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (14-46:43-76) 
 
                                10        20         30        40   
2MEPSP                  AEVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
             50        60        70        80                       
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI                       
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.7  bits: 17.9 E():   66 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (46-62:8-26) 
 
          20        30        40        50          60        70    
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
            80                                                      
2MEPSP TERMVAI                                                      
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.7  bits: 17.9 E():   66 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (46-62:8-26) 
 
          20        30        40        50          60        70    
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
            80                                                      
2MEPSP TERMVAI                                                      
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.2 E():   66 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (30-45:43-58) 
 
                10        20        30        40        50          
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2MEPSP  AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
      60        70        80                                        
2MEPSP PTAIRDVASWRVKETERMVAI                                        
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.7 E():   68 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (22-30:14-22) 
 
               10        20        30        40        50        60 
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
                            :::. : :.                               
gi|898         ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDNG 
                       10        20        30        40        50   
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 69.3  bits: 19.3 E():   68 
Smith-Waterman score: 47; 27.8% identity (53.7% similar) in 54 aa overlap (26-79:173-225) 
 
                    10        20        30        40        50      
2MEPSP      AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
          60        70        80                                    
2MEPSP FADGPTAIRDVASWRVKETERMVAI                                    
        .  : :  :.    ..:. :..:                                     
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.3  bits: 19.3 E():   69 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (51-69:15-35) 
 
               30        40        50        60          70         
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
       80                                                           
2MEPSP AI                                                           
                                                                    
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.2  bits: 18.2 E():   69 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (31-64:110-145) 
 
               10        20        30        40             50      
2MEPSP AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
          60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAI                
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.9 E():   70 
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Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (42-60:2-20) 
 
              20        30        40        50        60        70  
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
              80                                                    
2MEPSP KETERMVAI                                                    
                                                                    
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.1  bits: 19.8 E():   71 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (60-72:336-348) 
 
      30        40        50        60        70        80          
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI          
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.7 E():   71 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (22-30:25-33) 
 
                  10        20        30        40        50        
2MEPSP    AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP DGPTAIRDVASWRVKETERMVAI                                      
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 18.4 E():   73 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (48-78:121-151) 
 
        20        30        40        50        60        70        
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
        80                                                          
2MEPSP VAI                                                          
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 18.7 E():   73 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (22-30:31-39) 
 
                        10        20        30        40        50  
2MEPSP          AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAI                                

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9320

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 18.7 E():   73 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (22-30:31-39) 
 
                        10        20        30        40        50  
2MEPSP          AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAI                                
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (22-30:32-40) 
 
                        10        20        30        40        50  
2MEPSP          AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
              60        70        80                                
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAI                                
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 68.8  bits: 19.5 E():   73 
Smith-Waterman score: 48; 20.5% identity (58.9% similar) in 73 aa overlap (8-79:315-383) 
 
                                      10        20        30        
2MEPSP                        AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     :..  :. ..  .:   :.   .  .. :  
gi|215 GTETIDISFVKNGPLSRADLDTNDTFIVENGSEGLWVWVGKKATQKERQSAIKYAMELI- 
          290       300       310       320       330       340     
 
        40        50        60         70        80                 
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDV-ASWRVKETERMVAI                 
        : .:.:. . .  :  : .:  . ....  ::...: :....                  
gi|215 -NKKKYPNNTPVTKV--LEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVAN 
            350         360       370       380       390       400 
 
gi|215 YEPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQPNQI 
              410       420       430       440       450       460 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 45; 25.9% identity (53.4% similar) in 58 aa overlap (22-79:72-128) 
 
                        10        20        30        40        50  
2MEPSP          AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
              60        70        80                                
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAI                                
         .  .  : :  :.    ..:. :..:                                 
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
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>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 45; 25.9% identity (53.4% similar) in 58 aa overlap (22-79:72-128) 
 
                        10        20        30        40        50  
2MEPSP          AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
              60        70        80                                
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAI                                
         .  .  : :  :.    ..:. :..:                                 
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 45; 25.9% identity (53.4% similar) in 58 aa overlap (22-79:72-128) 
 
                        10        20        30        40        50  
2MEPSP          AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
              60        70        80                                
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAI                                
         .  .  : :  :.    ..:. :..:                                 
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 19.0 E():   76 
Smith-Waterman score: 46; 31.4% identity (54.3% similar) in 35 aa overlap (45-79:131-165) 
 
           20        30        40        50        60        70     
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
           80                                                       
2MEPSP ERMVAI                                                       
        :..:                                                        
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (37-68:90-119) 
 
         10        20        30        40        50        60       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
         70        80                              
2MEPSP ASWRVKETERMVAI                              
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (37-59:90-112) 
 
         10        20        30        40        50        60       
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
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gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
         70        80                            
2MEPSP ASWRVKETERMVAI                            
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (33-59:44-71) 
 
             10        20        30         40        50        60  
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
              70        80                                          
2MEPSP AIRDVASWRVKETERMVAI                                          
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (6-59:22-71) 
 
                               10        20        30        40     
2MEPSP                 AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            . .: ..  . :: . .     . ....:::    :..  
gi|238 MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF- 
               10        20        30        40        50           
 
           50        60        70        80                         
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI                         
       ::  ::: ..::  :                                              
gi|238 DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.1 E():   80 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (24-37:41-54) 
 
                      10        20        30        40        50    
2MEPSP        AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
            60        70        80                                  
2MEPSP ALFADGPTAIRDVASWRVKETERMVAI                                  
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 19.0 E():   81 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (38-69:269-300) 
 
        10        20        30        40        50        60        
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
        70        80                                                
2MEPSP SWRVKETERMVAI                                                
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
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      300       310       320       330       340       350         
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (24-37:45-58) 
 
                      10        20        30        40        50    
2MEPSP        AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
            60        70        80                                  
2MEPSP ALFADGPTAIRDVASWRVKETERMVAI                                  
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (30-44:152-166) 
 
                10        20        30        40        50          
2MEPSP  AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
      60        70        80         
2MEPSP PTAIRDVASWRVKETERMVAI         
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (30-44:152-166) 
 
                10        20        30        40        50          
2MEPSP  AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
      60        70        80         
2MEPSP PTAIRDVASWRVKETERMVAI         
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 54 aa overlap (26-79:58-110) 
 
                    10        20        30        40        50      
2MEPSP      AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
          60        70        80                                    
2MEPSP FADGPTAIRDVASWRVKETERMVAI                                    
        .  : :  :.    ..:. :..:                                     
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.4  bits: 17.9 E():   87 
Smith-Waterman score: 42; 31.7% identity (55.6% similar) in 63 aa overlap (26-77:96-157) 
 
                    10        20        30        40                
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2MEPSP      AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
      50        60         70            80                   
2MEPSP LAVVALFADGPTAIR-DVASWR----VKETERMVAI                   
        ::.. . ::  ..  .::. .    ::: : .                      
gi|501 TAVTS-WLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130        140       150       160       170         
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.4 E():   88 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (43-57:1-15) 
 
             20        30        40        50        60        70   
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                                     : . ...: ::::::                
gi|386                               MASSSLVLLVVALFAVFLGTAHGIAKVPPG 
                                             10        20        30 
 
             80                                                     
2MEPSP ETERMVAI                                                     
                                                                    
gi|386 PNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGR 
               40        50        60        70        80        90 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.1  bits: 19.0 E():   90 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (8-64:143-189) 
 
                                      10        20        30        
2MEPSP                        AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
        40        50        60        70        80                  
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI                  
       ..  .: :: .. . .    :::.: :                                  
gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (36-63:36-63) 
 
          10        20        30        40        50        60      
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
          70        80                                              
2MEPSP VASWRVKETERMVAI                                              
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 41; 27.3% identity (63.6% similar) in 33 aa overlap (43-72:91-123) 
 
             20        30        40        50           60          
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV---VALFADGPTAIRDVASW 
                                     .::.:  ...   ..  ::: . :. . :. 
gi|604 DGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
      70        80                         
2MEPSP RVKETERMVAI                         
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       . :                                 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.9  bits: 18.4 E():   92 
Smith-Waterman score: 44; 25.9% identity (53.4% similar) in 58 aa overlap (22-79:72-128) 
 
                        10        20        30        40        50  
2MEPSP          AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
              60        70        80                                
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAI                                
         .  .  : :  :.    ..:. :..:                                 
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (55-76:469-490) 
 
           30        40        50        60        70        80   
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI   
                                     .:: : .. :   : : .. ::       
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH 
      440       450       460       470       480       490       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 54 aa overlap (26-79:84-136) 
 
                    10        20        30        40        50      
2MEPSP      AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
          60        70        80                                    
2MEPSP FADGPTAIRDVASWRVKETERMVAI                                    
        .  : :  :.    ..:. :..:                                     
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.7  bits: 18.4 E():   96 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 54 aa overlap (26-79:86-138) 
 
                    10        20        30        40        50      
2MEPSP      AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
          60        70        80                                    
2MEPSP FADGPTAIRDVASWRVKETERMVAI                                    
        .  : :  :.    ..:. :..:                                     
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.6  bits: 18.4 E():   96 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 54 aa overlap (26-79:86-138) 
 
                    10        20        30        40        50      
2MEPSP      AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
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          60        70        80                                    
2MEPSP FADGPTAIRDVASWRVKETERMVAI                                    
        .  : :  :.    ..:. :..:                                     
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.6  bits: 15.4 E():   96 
Smith-Waterman score: 33; 33.3% identity (58.3% similar) in 12 aa overlap (13-24:18-29) 
 
                    10        20        30        40        50      
2MEPSP      AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                        : ... :  : :                                
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.6  bits: 18.4 E():   96 
Smith-Waterman score: 44; 27.8% identity (53.7% similar) in 54 aa overlap (26-79:87-139) 
 
                    10        20        30        40        50      
2MEPSP      AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
          60        70        80                                    
2MEPSP FADGPTAIRDVASWRVKETERMVAI                                    
        .  : :  :.    :.:. : .:                                     
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.6  bits: 18.4 E():   96 
Smith-Waterman score: 44; 27.8% identity (53.7% similar) in 54 aa overlap (26-79:87-139) 
 
                    10        20        30        40        50      
2MEPSP      AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
          60        70        80                                    
2MEPSP FADGPTAIRDVASWRVKETERMVAI                                    
        .  : :  :.    :.:. : .:                                     
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.5  bits: 15.9 E():   98 
Smith-Waterman score: 35; 29.4% identity (76.5% similar) in 17 aa overlap (63-79:26-42) 
 
             40        50        60        70        80          
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI          
                                     .. ..:  ..: .::.:           
gi|377      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL 
                    10        20        30        40        50   
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (15-32:288-305) 
 
                               10        20        30        40     
2MEPSP                 AEVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
           50        60        70        80                         
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI                         
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gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 66.4  bits: 19.2 E():   98 
Smith-Waterman score: 47; 26.8% identity (61.0% similar) in 41 aa overlap (33-72:204-244) 
 
             10        20        30        40        50         60  
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
              70        80                                          
2MEPSP AIRDVASWRVKETERMVAI                                          
       ..  :.::.::                                                  
gi|558 SFGIVVSWQVKLLPVPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFGGT 
           240       250       260       270       280       290    
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.3  bits: 17.3 E(): 1e 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (43-68:94-121) 
 
             20        30        40          50        60        70 
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWR 
                                     .: ..   .. ::. .  .: : :..::   
gi|132 LYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLASSL 
            70        80        90       100       110       120    
 
               80      
2MEPSP VKETERMVAI      
                       
gi|132 PGQTKILAKVFYGEN 
           130         
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 start: Tue Apr 19 10:57:59 2011 done: Tue Apr 19 10:57:59 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 289  - 368 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     3     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     8     8:==* 
  34    23    22:=======* 
  36    44    44:==============* 
  38    56    73:===================     * 
  40   103   102:=================================*= 
  42   117   125:=======================================  * 
  44   136   138:=============================================* 
  46   145   140:==============================================*== 
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  48   135   134:============================================* 
  50   141   122:========================================*====== 
  52   118   108:===================================*==== 
  54   106    92:==============================*===== 
  56    63    77:=====================    * 
  58    44    63:===============     * 
  60    31    51:===========     * 
  62    46    41:=============*== 
  64    28    33:==========* 
  66    20    26:======= * 
  68    27    20:======*== 
  70    20    16:=====*= 
  72    10    12:===* 
  74    15    10:===*= 
  76     5     8:==* 
  78     8     6:=*= 
  80     3     5:=* 
  82     4     3:*= 
  84     4     3:*= 
  86     2     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96    15     1:*====     :*============== 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.22280.00313; mu= 4.5156 0.163 
 mean_var=35.1289 8.791, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.216392 
 Kolmogorov-Smirnov  statistic: 0.0217 (N=29) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.5    0.78 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.5     1.5 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 22.9       2 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 22.9     2.3 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.4     4.3 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 22.0     4.4 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.3       6 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.0     6.2 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.4     6.4 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.4     6.4 
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gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   58 22.7     7.8 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.2     7.9 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.4      10 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.4      11 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.4      11 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.4      11 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.4      12 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.4      12 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.4      13 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.1      14 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   57 22.3      16 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   57 22.3      16 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.8      17 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   54 21.4      20 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.7      20 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.3      20 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.4      20 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.7      21 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.3      21 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.8      21 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   46 19.2      22 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.7      24 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.9      24 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.5      26 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.4      29 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.0      31 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   44 18.6      32 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   44 18.6      32 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.2      32 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.2      32 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   44 18.6      34 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   44 18.6      34 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 18.0      34 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.8      35 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.6      36 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.2      38 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.4      38 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 20.0      39 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 20.5      40 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 20.5      40 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 20.5      40 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.8      40 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 15.0      40 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 20.5      40 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.1      42 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   50 20.2      43 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.5      43 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.2      43 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.7      44 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   48 19.7      45 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   42 18.0      51 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.1      51 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 16.0      52 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.8      54 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.1      57 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.1      57 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.6      58 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.2      61 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.2      61 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.2      61 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.2      61 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.2      61 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.2      61 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.2      61 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.2      61 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.2      61 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.2      61 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.2      61 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.8      64 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.9      64 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.9      64 
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gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.2      65 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.8      66 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   47 19.3      67 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.3      67 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.2      68 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.9      69 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.9      69 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.7      70 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.5      71 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.7      71 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.7      71 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.7      72 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   45 18.7      73 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   45 18.7      73 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   45 18.7      73 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   46 19.0      75 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.9      76 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.9      76 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.6      76 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.6      76 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.2      79 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.0      79 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.2      80 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.2      83 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.2      83 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   44 18.4      84 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   42 17.9      85 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.4      86 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.0      88 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.6      90 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.3      90 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   44 18.4      91 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.3      92 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   44 18.4      93 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.4      94 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.4      94 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   44 18.4      95 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   44 18.4      95 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   33 15.4      95 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.2      96 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   35 15.9      96 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.2      97 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   40 17.3      98 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   31 14.8   1e 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 104.4  bits: 24.5 E(): 0.78 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (20-62:59-96) 
 
                          10        20        30        40          
2MEPSP            EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      50        60        70        80                              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIR                              
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 99.3  bits: 23.5 E():  1.5 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (20-62:59-96) 
 
                          10        20        30        40          
2MEPSP            EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
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      50        60        70        80                              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIR                              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 96.9  bits: 22.9 E():    2 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (19-42:85-109) 
 
                           10        20         30        40        
2MEPSP             EVLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
        50        60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIR 
                                         
gi|668 TTGAFQRIPRSSFANNPRLGRKC           
          120       130                  
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.0  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (20-62:59-96) 
 
                          10        20        30        40          
2MEPSP            EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      50        60        70        80                              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIR                              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.0  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (20-62:59-96) 
 
                          10        20        30        40          
2MEPSP            EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      50        60        70        80                              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIR                              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.0  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (20-62:59-96) 
 
                          10        20        30        40          
2MEPSP            EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      50        60        70        80                              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIR                              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
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 initn:  51 init1:  51 opt:  58  Z-score: 96.0  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (20-62:59-96) 
 
                          10        20        30        40          
2MEPSP            EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      50        60        70        80                              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIR                              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.0  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (20-62:59-96) 
 
                          10        20        30        40          
2MEPSP            EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      50        60        70        80                              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIR                              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.0  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (20-62:59-96) 
 
                          10        20        30        40          
2MEPSP            EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      50        60        70        80                              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIR                              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.0  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (20-62:59-96) 
 
                          10        20        30        40          
2MEPSP            EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      50        60        70        80                              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIR                              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.0  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (20-62:59-96) 
 
                          10        20        30        40          
2MEPSP            EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
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       30        40        50        60        70             80    
 
      50        60        70        80                              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIR                              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.0  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (20-62:59-96) 
 
                          10        20        30        40          
2MEPSP            EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      50        60        70        80                              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIR                              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.0  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (20-62:59-96) 
 
                          10        20        30        40          
2MEPSP            EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      50        60        70        80                              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIR                              
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.0  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (20-62:59-96) 
 
                          10        20        30        40          
2MEPSP            EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      50        60        70        80                              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIR                              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.0  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (20-62:59-96) 
 
                          10        20        30        40          
2MEPSP            EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      50        60        70        80                              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIR                              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
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>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.0  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (20-62:59-96) 
 
                          10        20        30        40          
2MEPSP            EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      50        60        70        80                              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIR                              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.0  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (20-62:59-96) 
 
                          10        20        30        40          
2MEPSP            EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      50        60        70        80                              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIR                              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 91.1  bits: 23.4 E():  4.3 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (25-68:269-312) 
 
                     10        20        30        40        50     
2MEPSP       EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
           60        70        80                                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIR                                   
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 90.9  bits: 22.0 E():  4.4 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (20-62:59-96) 
 
                          10        20        30        40          
2MEPSP            EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      50        60        70        80                              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIR                              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 88.5  bits: 23.3 E():    6 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (25-68:399-442) 
 
                     10        20        30        40        50     
2MEPSP       EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
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                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
           60        70        80                                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIR                                   
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  39 init1:  39 opt:  59  Z-score: 88.2  bits: 23.0 E():  6.2 
Smith-Waterman score: 59; 25.4% identity (62.0% similar) in 71 aa overlap (6-74:319-387) 
 
                                        10        20          30    
2MEPSP                          EVLEMMGAKVTWTETSVTVTGPPR--EPFGRKHLK 
                                     .:.::  .  .. ::.: :  . . .:  . 
gi|144 KSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKAIKEKACN 
      290       300       310       320       330       340         
 
            40        50        60        70        80              
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR              
       :. ...:.. .:. .. .: .   .  ..  .:: :  :::                    
gi|144 ALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLATGQIKTG 
      350       360       370         380       390       400       
 
gi|144 APCRSERLAKYNQLLRIEEELGAEAVYAGANFRTPVEPY 
        410       420       430       440      
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.0  bits: 21.4 E():  6.4 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (20-62:59-103) 
 
                          10        20        30        40          
2MEPSP            EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
        50        60        70        80                        
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIR                        
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.0  bits: 21.4 E():  6.4 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (20-62:59-103) 
 
                          10        20        30        40          
2MEPSP            EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
        50        60        70        80                        
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIR                        
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  38 init1:  38 opt:  58  Z-score: 86.5  bits: 22.7 E():  7.8 
Smith-Waterman score: 58; 25.4% identity (60.6% similar) in 71 aa overlap (6-74:319-387) 
 
                                        10        20          30    
2MEPSP                          EVLEMMGAKVTWTETSVTVTGPPR--EPFGRKHLK 
                                     .: ::  .  .. ::.: :  . . .:  . 
gi|144 KSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNPKRVEKAIKEKACN 
      290       300       310       320       330       340         
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            40        50        60        70        80              
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR              
       :. ...:.. .:. .. .: .   .  ..  .:: :  :::                    
gi|144 ALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLATGQIKTG 
      350       360       370         380       390       400       
 
gi|144 APCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
        410       420       430       440      
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.4  bits: 22.2 E():  7.9 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (19-65:168-211) 
 
                           10        20           30        40      
2MEPSP             EVLEMMGAKVTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
          50        60        70        80                          
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIR                          
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 84.3  bits: 20.4 E():   10 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (18-56:20-59) 
 
                 10        20         30         40        50       
2MEPSP   EVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                          .. : ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
         60        70        80                                     
2MEPSP DGPTAIRDVASWRVKETERMVAIR                                     
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.7  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (28-44:399-415) 
 
                  10        20        30        40        50        
2MEPSP    EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
        60        70        80                                      
2MEPSP GPTAIRDVASWRVKETERMVAIR                                      
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.6  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (28-44:402-418) 
 
                  10        20        30        40        50        
2MEPSP    EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
        60        70        80                                      
2MEPSP GPTAIRDVASWRVKETERMVAIR                                      
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
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             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.6  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (28-44:403-419) 
 
                  10        20        30        40        50        
2MEPSP    EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
        60        70        80                                      
2MEPSP GPTAIRDVASWRVKETERMVAIR                                      
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.3  bits: 22.4 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (28-44:422-438) 
 
                  10        20        30        40        50        
2MEPSP    EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
        60        70        80                                      
2MEPSP GPTAIRDVASWRVKETERMVAIR                                      
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.3  bits: 22.4 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (28-44:422-438) 
 
                  10        20        30        40        50        
2MEPSP    EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
        60        70        80                                      
2MEPSP GPTAIRDVASWRVKETERMVAIR                                      
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.5  bits: 20.4 E():   13 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (20-62:59-96) 
 
                          10        20        30        40          
2MEPSP            EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
      50        60        70        80                              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIR                              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (36-68:407-439) 
 
          10        20        30        40        50        60      
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2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
          70        80                                              
2MEPSP ASWRVKETERMVAIR                                              
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 81.0  bits: 22.3 E():   16 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (6-72:58-135) 
 
                                        10        20                
2MEPSP                          EVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|289 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
         30        40        50        60           70        80    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETERMVAIR    
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|289 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|289 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 81.0  bits: 22.3 E():   16 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (6-72:58-135) 
 
                                        10        20                
2MEPSP                          EVLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|283 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
         30        40        50        60           70        80    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETERMVAIR    
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|283 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|283 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (3-29:9-37) 
 
                     10        20          30        40        50   
2MEPSP       EVLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNKMPDVAMTLAVV 
               : ...: ..:: ..  ...: : : : :.                        
gi|153 MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVKGEEKEPSKSC 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIR                                 
                                                                    
gi|153 CSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 79.1  bits: 21.4 E():   20 
Smith-Waterman score: 54; 21.3% identity (58.7% similar) in 75 aa overlap (7-80:315-385) 
 
                                       10        20        30       
2MEPSP                         EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
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                                     :..  :. ..  .:   :.   .  .. :  
gi|215 GTETIDISFVKNGPLSRADLDTNDTFIVENGSEGLWVWVGKKATQKERQSAIKYAMELI- 
          290       300       310       320       330       340     
 
         40        50        60         70        80                
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDV-ASWRVKETERMVAIR                
        : .:.:. . .  :  : .:  . ....  ::...: :.... :                
gi|215 -NKKKYPNNTPVTKV--LEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVAN 
            350         360       370       380       390       400 
 
gi|215 YEPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQPNQI 
              410       420       430       440       450       460 
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 79.1  bits: 18.7 E():   20 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (55-78:15-38) 
 
           30        40        50        60        70        80     
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR     
                                     .:.   :.: ..:  . :..::.:       
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 78.9  bits: 20.3 E():   20 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (18-56:124-163) 
 
                            10        20         30         40      
2MEPSP              EVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
          50        60        70        80                          
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIR                          
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 78.9  bits: 21.4 E():   20 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (21-56:390-426) 
 
                         10        20         30         40         
2MEPSP           EVLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
       50        60        70        80                             
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIR                             
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.8  bits: 18.7 E():   21 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (55-78:17-40) 
 
           30        40        50        60        70        80     
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR     
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
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>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (18-56:127-166) 
 
                            10        20         30         40      
2MEPSP              EVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
          50        60        70        80                          
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIR                          
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (6-24:1-18) 
 
               10        20        30        40        50        60 
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 
            ::.  :... :..:  :::                                     
gi|444      MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEIVEGDGGVGTI 
                     10        20        30        40        50     
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.5  bits: 19.2 E():   22 
Smith-Waterman score: 46; 27.3% identity (52.7% similar) in 55 aa overlap (30-78:2-56) 
 
               10        20        30           40           50     
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVAL 
                                    ::: :   . .  :  :   ::  .:. :.. 
gi|833                             MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGI 
                                           10        20        30   
 
           60        70        80                                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIR                                   
        ::     . .:  . :. ....:                                     
gi|833 DADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEE 
             40        50        60        70        80        90   
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.8  bits: 18.7 E():   24 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (55-78:26-49) 
 
           30        40        50        60        70        80     
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR     
                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.5  bits: 20.9 E():   24 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (23-62:161-200) 
 
                       10        20        30        40        50   
2MEPSP         EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
             60        70        80                                 
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIR                                 
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
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>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (14-65:7-57) 
 
               10        20        30        40        50        60 
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 
                    :: .: . :: . : :  : . ..  .  : .  .. ..     ::  
gi|132        MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEG-NGGPG 
                      10        20        30        40         50   
 
               70        80                                         
2MEPSP AIRDVASWRVKETERMVAIR                                         
       .:. .                                                        
gi|132 TIKKICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGG 
             60        70        80        90       100       110   
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.2  bits: 19.4 E():   29 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (37-58:68-88) 
 
         10        20        30        40        50        60       
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
         70        80                                               
2MEPSP SWRVKETERMVAIR                                               
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (18-51:170-204) 
 
                            10        20         30         40      
2MEPSP              EVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
          50        60        70        80                          
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIR                          
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.3  bits: 18.6 E():   32 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (30-78:2-56) 
 
               10        20        30           40           50     
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVAL 
                                    ::: :   . .. :  :   ::  .:. :.. 
gi|416                             MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGI 
                                           10        20        30   
 
           60        70        80                                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIR                                   
        ::     . ..  . :. ....:                                     
gi|416 DADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEK 
             40        50        60        70        80        90   
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.3  bits: 18.6 E():   32 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (30-78:2-56) 
 
               10        20        30           40           50     
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVAL 
                                    ::: :   . .. :  :   ::  .:. :.. 
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gi|461                             MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGI 
                                           10        20        30   
 
           60        70        80                                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIR                                   
        ::     . ..  . :. ....:                                     
gi|461 DADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEK 
             40        50        60        70        80        90   
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (6-24:1-18) 
 
               10        20        30        40        50        60 
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 
            ::.  :... :..:  :::                                     
gi|444      MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVEGDGGVGTI 
                     10        20        30        40        50     
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (6-24:1-18) 
 
               10        20        30        40        50        60 
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 
            ::.  :... :..:  :::                                     
gi|444      MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEIVEGDGGVGTI 
                     10        20        30        40        50     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.0  bits: 18.6 E():   34 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (30-78:2-56) 
 
               10        20        30           40           50     
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVAL 
                                    ::: :   . .. :  :   ::  .:  :.. 
gi|117                             MKHLAAYLLLGLGGNTSPSAADVKAVLESVGI 
                                           10        20        30   
 
           60        70        80                                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIR                                   
        ::.    . ..  . :. ....:                                     
gi|117 EADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAP 
             40        50        60        70        80        90   
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.0  bits: 18.6 E():   34 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (30-78:2-56) 
 
               10        20        30           40           50     
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVAL 
                                    ::: :   . .. :  :   ::  .:  :.. 
gi|185                             MKHLAAYLLLGLGGNTSPSAADVKAVLESVGI 
                                           10        20        30   
 
           60        70        80                                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIR                                   
        ::.    . ..  . :. ....:                                     
gi|185 EADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAP 
             40        50        60        70        80        90   
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.9  bits: 18.0 E():   34 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (61-78:28-45) 
 
               40        50        60        70        80           
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR           
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9343

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.8  bits: 17.8 E():   35 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (39-62:1-24) 
 
       10        20        30        40        50        60         
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
       70        80                        
2MEPSP RVKETERMVAIR                        
                                           
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.4  bits: 18.6 E():   36 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (22-54:38-75) 
 
                        10        20        30             40       
2MEPSP          EVLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
         50        60        70        80                     
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIR                     
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (18-56:291-330) 
 
                            10        20         30         40      
2MEPSP              EVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
          50        60        70        80                          
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIR                          
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (37-58:116-136) 
 
         10        20        30        40        50        60       
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
         70        80                                               
2MEPSP SWRVKETERMVAIR                                               
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 73.9  bits: 20.0 E():   39 
Smith-Waterman score: 49; 27.8% identity (53.7% similar) in 54 aa overlap (25-78:114-166) 
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                     10        20        30        40        50     
2MEPSP       EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
           60        70        80                                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIR                                   
        .  : :  :.    ..:. :..:                                     
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (4-61:210-271) 
 
                                          10              20        
2MEPSP                            EVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
        30        40        50           60        70        80     
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVAIR     
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (4-61:210-271) 
 
                                          10              20        
2MEPSP                            EVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
        30        40        50           60        70        80     
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVAIR     
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (4-61:210-271) 
 
                                          10              20        
2MEPSP                            EVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
        30        40        50           60        70        80     
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVAIR     
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
          300       310       320       330       340       350     
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.6  bits: 18.8 E():   40 
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Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (53-74:22-43) 
 
             30        40        50        60        70        80   
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR   
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.6  bits: 15.0 E():   40 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (16-22:2-8) 
 
               10        20        30        40        50        60 
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 
                      ..:. ::                                       
gi|250               PTITIGGPEYR                                    
                             10                                     
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.5  bits: 20.5 E():   40 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (4-61:218-279) 
 
                                          10              20        
2MEPSP                            EVLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
 
        30        40        50           60        70        80     
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVAIR     
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
 
gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.1  bits: 19.1 E():   42 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (33-67:72-112) 
 
             10        20        30        40              50       
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
         60        70        80                                     
2MEPSP DGPTAIRDVASWRVKETERMVAIR                                     
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 73.1  bits: 20.2 E():   43 
Smith-Waterman score: 50; 25.3% identity (58.7% similar) in 75 aa overlap (3-74:312-383) 
 
                                           10        20          30 
2MEPSP                             EVLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
               40         50        60        70        80          
2MEPSP HLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVKETERMVAIR          
         .:. ...:..  .. .. :.   .: :  ..   .: :  :::                
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVM---VSHRSGETEDTFIADLSVGLRSGQ 
             350       360       370          380       390         
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gi|232 IKTGAPARSERLAKLNQILRIEEELGSEAIYAGKDFQKASQL 
      400       410       420       430       440 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.0  bits: 20.5 E():   43 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (28-44:430-446) 
 
                  10        20        30        40        50        
2MEPSP    EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
        60        70        80                                      
2MEPSP GPTAIRDVASWRVKETERMVAIR                                      
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.0  bits: 20.2 E():   43 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (18-56:6-45) 
 
               10        20         30         40        50         
2MEPSP EVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADG 
                        .. : ::  : .:.: . .. .: . . ::   : :  : :   
gi|223             INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALF 
                           10        20         30        40        
 
       60        70        80                                       
2MEPSP PTAIRDVASWRVKETERMVAIR                                       
                                                                    
gi|223 QEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALFG 
        50        60        70        80        90       100        
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.8  bits: 17.7 E():   44 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (32-61:41-70) 
 
              10        20        30        40        50        60  
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
              70        80 
2MEPSP IRDVASWRVKETERMVAIR 
                           
gi|453 CSPKWLQLLVP         
               80          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.8  bits: 19.7 E():   45 
Smith-Waterman score: 48; 27.8% identity (55.6% similar) in 54 aa overlap (25-78:112-164) 
 
                     10        20        30        40        50     
2MEPSP       EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
           60        70        80                                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIR                                   
        .  : :  :.    :.:. :..:                                     
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.7  bits: 18.0 E():   51 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (44-78:22-56) 
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            20        30        40        50        60        70    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  .:. :.. ::     . .:  . :.  
gi|668          MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDL 
                        10        20        30        40        50  
 
            80                                                      
2MEPSP ERMVAIR                                                      
       ....:                                                        
gi|668 QELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.1 E():   51 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (18-31:15-28) 
 
               10        20        30        40        50        60 
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 
                        : . :::.:   ::                              
gi|169    QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQE 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP AIRDVASWRVKETERMVAIR                                         
                                                                    
gi|169 PRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSLTLPALRQFGLSAQ 
        60        70        80        90       100       110        
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.5  bits: 16.0 E():   52 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (32-62:2-30) 
 
              10        20        30         40        50        60 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPT 
                                     .::. : : .. :     ..  :  .:::: 
gi|122                              MVKAVTVLNSSEGP---HGIVYFAQEGDGPT 
                                            10           20         
 
               70        80 
2MEPSP AIRDVASWRVKETERMVAIR 
       ..                   
gi|122 TV                   
       30                   
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 18.8 E():   54 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (29-44:152-167) 
 
                 10        20        30        40        50         
2MEPSP   EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
       60        70        80      
2MEPSP PTAIRDVASWRVKETERMVAIR      
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (5-28:7-30) 
 
                 10        20        30        40        50         
2MEPSP   EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
             ...  :. . .:..  :::. : :                               
gi|811 MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPKGAGPDDN 
               10        20        30        40        50        60 
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>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (5-28:7-30) 
 
                 10        20        30        40        50         
2MEPSP   EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
             ...  :. . .:..  :::. : :                               
gi|109 MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKGAGPKDN 
               10        20        30        40        50        60 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (18-56:291-330) 
 
                            10        20         30         40      
2MEPSP              EVLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
          50        60        70        80                          
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIR                          
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (36-67:89-118) 
 
          10        20        30        40        50        60      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
          70        80                             
2MEPSP ASWRVKETERMVAIR                             
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (36-67:90-119) 
 
          10        20        30        40        50        60      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          70        80                             
2MEPSP ASWRVKETERMVAIR                             
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (36-58:90-112) 
 
          10        20        30        40        50        60      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
          70        80                           
2MEPSP ASWRVKETERMVAIR                           
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gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (36-67:90-119) 
 
          10        20        30        40        50        60      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          70        80                             
2MEPSP ASWRVKETERMVAIR                             
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (36-67:90-119) 
 
          10        20        30        40        50        60      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          70        80                             
2MEPSP ASWRVKETERMVAIR                             
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (36-67:90-119) 
 
          10        20        30        40        50        60      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          70        80                             
2MEPSP ASWRVKETERMVAIR                             
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (36-67:90-119) 
 
          10        20        30        40        50        60      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          70        80                             
2MEPSP ASWRVKETERMVAIR                             
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (36-67:90-119) 
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          10        20        30        40        50        60      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          70        80                             
2MEPSP ASWRVKETERMVAIR                             
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (36-67:90-119) 
 
          10        20        30        40        50        60      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
          70        80                             
2MEPSP ASWRVKETERMVAIR                             
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (36-67:90-119) 
 
          10        20        30        40        50        60      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          70        80                             
2MEPSP ASWRVKETERMVAIR                             
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (36-67:90-119) 
 
          10        20        30        40        50        60      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          70        80                             
2MEPSP ASWRVKETERMVAIR                             
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 18.8 E():   64 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (13-45:43-76) 
 
                                 10        20         30        40  
2MEPSP                   EVLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
              50        60        70        80                      
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2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR                      
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (45-61:8-26) 
 
           20        30        40        50          60        70   
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
             80                                                     
2MEPSP TERMVAIR                                                     
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (45-61:8-26) 
 
           20        30        40        50          60        70   
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
             80                                                     
2MEPSP TERMVAIR                                                     
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.2 E():   65 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (29-44:43-58) 
 
                 10        20        30        40        50         
2MEPSP   EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
       60        70        80                                       
2MEPSP PTAIRDVASWRVKETERMVAIR                                       
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (21-29:14-22) 
 
               10        20        30        40        50        60 
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 
                           :::. : :.                                
gi|898        ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDNGG 
                      10        20        30        40        50    
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 47; 27.8% identity (53.7% similar) in 54 aa overlap (25-78:173-225) 
 
                     10        20        30        40        50     
2MEPSP       EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
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            150       160       170       180       190        200  
 
           60        70        80                                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIR                                   
        .  : :  :.    ..:. :..:                                     
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (50-68:15-35) 
 
      20        30        40        50          60        70        
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
        80                                                          
2MEPSP AIR                                                          
                                                                    
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.4  bits: 18.2 E():   68 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (30-63:110-145) 
 
                10        20        30        40             50     
2MEPSP  EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
           60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIR               
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (41-59:2-20) 
 
               20        30        40        50        60        70 
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
               80                                                   
2MEPSP KETERMVAIR                                                   
                                                                    
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.3  bits: 19.9 E():   69 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (59-71:336-348) 
 
       30        40        50        60        70        80         
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR         
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.7 E():   70 
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Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (21-29:25-33) 
 
                   10        20        30        40        50       
2MEPSP     EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP DGPTAIRDVASWRVKETERMVAIR                                     
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 18.5 E():   71 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (47-77:121-151) 
 
         20        30        40        50        60        70       
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
         80                                                         
2MEPSP VAIR                                                         
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 18.7 E():   71 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (21-29:31-39) 
 
                         10        20        30        40        50 
2MEPSP           EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIR                               
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 18.7 E():   71 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (21-29:31-39) 
 
                         10        20        30        40        50 
2MEPSP           EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIR                               
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 18.7 E():   72 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (21-29:32-40) 
 
                         10        20        30        40        50 
2MEPSP           EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
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               60        70        80                               
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIR                               
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 45; 25.9% identity (53.4% similar) in 58 aa overlap (21-78:72-128) 
 
                         10        20        30        40        50 
2MEPSP           EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
               60        70        80                               
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIR                               
         .  .  : :  :.    ..:. :..:                                 
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 45; 25.9% identity (53.4% similar) in 58 aa overlap (21-78:72-128) 
 
                         10        20        30        40        50 
2MEPSP           EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
               60        70        80                               
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIR                               
         .  .  : :  :.    ..:. :..:                                 
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 45; 25.9% identity (53.4% similar) in 58 aa overlap (21-78:72-128) 
 
                         10        20        30        40        50 
2MEPSP           EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
               60        70        80                               
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIR                               
         .  .  : :  :.    ..:. :..:                                 
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 19.0 E():   75 
Smith-Waterman score: 46; 31.4% identity (54.3% similar) in 35 aa overlap (44-78:131-165) 
 
            20        30        40        50        60        70    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
            80                                                      
2MEPSP ERMVAIR                                                      
        :..:                                                        
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
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>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (36-58:90-112) 
 
          10        20        30        40        50        60      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
          70        80                           
2MEPSP ASWRVKETERMVAIR                           
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (36-67:90-119) 
 
          10        20        30        40        50        60      
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
          70        80                             
2MEPSP ASWRVKETERMVAIR                             
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (32-58:44-71) 
 
              10        20        30         40        50        60 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
               70        80                                         
2MEPSP AIRDVASWRVKETERMVAIR                                         
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (5-58:22-71) 
 
                                10        20        30        40    
2MEPSP                  EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            . .: ..  . :: . .     . ....:::    :..  
gi|238 MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF- 
               10        20        30        40        50           
 
            50        60        70        80                        
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR                        
       ::  ::: ..::  :                                              
gi|238 DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (23-36:41-54) 
 
                       10        20        30        40        50   
2MEPSP         EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
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gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
             60        70        80                                 
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIR                                 
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 19.0 E():   79 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (37-68:269-300) 
 
         10        20        30        40        50        60       
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
         70        80                                               
2MEPSP SWRVKETERMVAIR                                               
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (23-36:45-58) 
 
                       10        20        30        40        50   
2MEPSP         EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
             60        70        80                                 
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIR                                 
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (29-43:152-166) 
 
                 10        20        30        40        50         
2MEPSP   EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
       60        70        80        
2MEPSP PTAIRDVASWRVKETERMVAIR        
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (29-43:152-166) 
 
                 10        20        30        40        50         
2MEPSP   EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
       60        70        80        
2MEPSP PTAIRDVASWRVKETERMVAIR        
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
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             190       200       210 
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.7  bits: 18.4 E():   84 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 54 aa overlap (25-78:58-110) 
 
                     10        20        30        40        50     
2MEPSP       EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
           60        70        80                                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIR                                   
        .  : :  :.    ..:. :..:                                     
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 42; 31.7% identity (55.6% similar) in 63 aa overlap (25-76:96-157) 
 
                     10        20        30         40              
2MEPSP       EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
       50        60             70        80                  
2MEPSP LAVVALFADGPTAIR-DVASWR----VKETERMVAIR                  
        ::.. . ::  ..  .::. .    ::: : .                      
gi|501 TAVTS-WLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130        140       150       160       170         
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 18.4 E():   86 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (42-56:1-15) 
 
              20        30        40        50        60        70  
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                                     : . ...: ::::::                
gi|386                               MASSSLVLLVVALFAVFLGTAHGIAKVPPG 
                                             10        20        30 
 
              80                                                    
2MEPSP ETERMVAIR                                                    
                                                                    
gi|386 PNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGR 
               40        50        60        70        80        90 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.3  bits: 19.0 E():   88 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (7-63:143-189) 
 
                                       10        20        30       
2MEPSP                         EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
         40        50        60        70        80                 
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR                 
       ..  .: :: .. . .    :::.: :                                  
gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 41; 27.3% identity (63.6% similar) in 33 aa overlap (42-71:91-123) 
 
              20        30        40        50           60         
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2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV---VALFADGPTAIRDVASW 
                                     .::.:  ...   ..  ::: . :. . :. 
gi|604 DGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
       70        80                        
2MEPSP RVKETERMVAIR                        
       . :                                 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.3 E():   90 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (35-62:36-63) 
 
           10        20        30        40        50        60     
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
           70        80                                             
2MEPSP VASWRVKETERMVAIR                                             
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 44; 25.9% identity (53.4% similar) in 58 aa overlap (21-78:72-128) 
 
                         10        20        30        40        50 
2MEPSP           EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
               60        70        80                               
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIR                               
         .  .  : :  :.    ..:. :..:                                 
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.0  bits: 19.3 E():   92 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (54-75:469-490) 
 
            30        40        50        60        70        80  
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR  
                                     .:: : .. :   : : .. ::       
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH 
      440       450       460       470       480       490       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.8  bits: 18.4 E():   93 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 54 aa overlap (25-78:84-136) 
 
                     10        20        30        40        50     
2MEPSP       EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
           60        70        80                                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIR                                   
        .  : :  :.    ..:. :..:                                     
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.8  bits: 18.4 E():   94 
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Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 54 aa overlap (25-78:86-138) 
 
                     10        20        30        40        50     
2MEPSP       EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
           60        70        80                                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIR                                   
        .  : :  :.    ..:. :..:                                     
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 54 aa overlap (25-78:86-138) 
 
                     10        20        30        40        50     
2MEPSP       EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
           60        70        80                                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIR                                   
        .  : :  :.    ..:. :..:                                     
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 44; 27.8% identity (53.7% similar) in 54 aa overlap (25-78:87-139) 
 
                     10        20        30        40        50     
2MEPSP       EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
           60        70        80                                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIR                                   
        .  : :  :.    :.:. : .:                                     
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 44; 27.8% identity (53.7% similar) in 54 aa overlap (25-78:87-139) 
 
                     10        20        30        40        50     
2MEPSP       EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
           60        70        80                                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIR                                   
        .  : :  :.    :.:. : .:                                     
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.7  bits: 15.4 E():   95 
Smith-Waterman score: 33; 33.3% identity (58.3% similar) in 12 aa overlap (12-23:18-29) 
 
                     10        20        30        40        50     
2MEPSP       EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                        : ... :  : :                                
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9360

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (14-31:288-305) 
 
                                10        20        30        40    
2MEPSP                  EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
            50        60        70        80                        
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR                        
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.6  bits: 15.9 E():   96 
Smith-Waterman score: 35; 29.4% identity (76.5% similar) in 17 aa overlap (62-78:26-42) 
 
              40        50        60        70        80         
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR         
                                     .. ..:  ..: .::.:           
gi|377      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL 
                    10        20        30        40        50   
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 47; 26.8% identity (61.0% similar) in 41 aa overlap (32-71:204-244) 
 
              10        20        30        40        50         60 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
               70        80                                         
2MEPSP AIRDVASWRVKETERMVAIR                                         
       ..  :.::.::                                                  
gi|558 SFGIVVSWQVKLLPVPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFGGT 
           240       250       260       270       280       290    
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.5  bits: 17.3 E():   98 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (42-67:94-121) 
 
              20        30        40          50        60          
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWR 
                                     .: ..   .. ::. .  .: : :..::   
gi|132 LYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLASSL 
            70        80        90       100       110       120    
 
      70        80     
2MEPSP VKETERMVAIR     
                       
gi|132 PGQTKILAKVFYGEN 
           130         
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 66.3  bits: 14.8 E(): 1e 
Smith-Waterman score: 31; 40.0% identity (70.0% similar) in 10 aa overlap (31-40:5-14) 
 
               10        20        30        40        50        60 
2MEPSP EVLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT 
                                     ::. . : .:                     
gi|527                           TDPGHLQDVXVAINDPKXGVFVNRK          
                                         10        20               
 
               70        80 
2MEPSP AIRDVASWRVKETERMVAIR 
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:59 2011 done: Tue Apr 19 10:57:59 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 290  - 369 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     3     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     9     8:==* 
  34    23    22:=======* 
  36    46    44:==============*= 
  38    55    73:===================     * 
  40   104   102:=================================*= 
  42   113   125:======================================   * 
  44   135   138:=============================================* 
  46   147   140:==============================================*== 
  48   141   134:============================================*== 
  50   138   122:========================================*===== 
  52   116   108:===================================*=== 
  54   105    92:==============================*==== 
  56    63    77:=====================    * 
  58    46    63:================    * 
  60    29    51:==========      * 
  62    46    41:=============*== 
  64    29    33:==========* 
  66    20    26:======= * 
  68    26    20:======*== 
  70    20    16:=====*= 
  72    10    12:===* 
  74    15    10:===*= 
  76     5     8:==* 
  78     8     6:=*= 
  80     3     5:=* 
  82     4     3:*= 
  84     4     3:*= 
  86     2     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96    15     1:*====     :*============== 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
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 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.20930.00314; mu= 4.5963 0.163 
 mean_var=35.2328 8.816, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.216073 
 Kolmogorov-Smirnov  statistic: 0.0211 (N=29) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.5    0.79 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.5     1.5 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 22.9     2.1 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 22.9     2.3 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.3     4.3 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 22.0     4.5 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.3       6 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.0     6.3 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.3     6.5 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.3     6.5 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   58 22.7     7.8 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.1     7.9 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.4      10 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.4      11 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.4      11 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.4      11 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.4      12 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.4      12 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.4      13 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.1      14 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   57 22.3      16 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   57 22.3      16 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.8      17 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   54 21.4      20 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.7      20 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.3      21 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.4      21 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.7      21 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.3      21 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.8      21 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   46 19.2      22 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.6      24 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.9      24 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.5      26 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.4      29 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.0      31 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.1      33 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.1      33 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   44 18.6      33 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   44 18.6      33 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   44 18.6      34 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   44 18.6      34 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 18.0      34 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.7      35 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.6      37 
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gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.2      38 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.4      38 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.9      39 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 20.5      40 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 20.5      40 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 20.5      40 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.8      40 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 20.5      41 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 15.0      41 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.1      43 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   50 20.2      43 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.5      43 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.2      43 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.7      44 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   48 19.6      45 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   42 18.0      51 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.1      51 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 16.0      53 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.8      54 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.0      58 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.0      58 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.6      58 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.2      61 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.2      62 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.2      62 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.2      62 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.2      62 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.2      62 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.2      62 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.2      62 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.2      62 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.2      62 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.2      62 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.8      64 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.9      65 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.9      65 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.2      66 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.7      67 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   47 19.3      67 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.3      68 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.2      69 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.8      69 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.9      70 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.7      70 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.5      72 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.7      72 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.7      72 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.7      72 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   45 18.7      74 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   45 18.7      74 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   45 18.7      74 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   46 19.0      75 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.9      76 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.9      76 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.6      77 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.6      77 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.2      79 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.0      79 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.2      81 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.2      83 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.2      83 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   44 18.4      84 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   42 17.9      86 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.4      86 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.0      89 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.6      91 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.3      91 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   44 18.4      91 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.2      92 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   44 18.4      94 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.4      94 
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gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.4      95 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   44 18.4      95 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   44 18.4      95 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   33 15.4      96 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.2      96 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.2      97 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   35 15.9      97 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   40 17.3      99 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 104.3  bits: 24.5 E(): 0.79 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (19-61:59-96) 
 
                           10        20        30        40         
2MEPSP             VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       50        60        70        80                             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRT                             
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 99.2  bits: 23.5 E():  1.5 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (19-61:59-96) 
 
                           10        20        30        40         
2MEPSP             VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       50        60        70        80                             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRT                             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 96.8  bits: 22.9 E():  2.1 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (18-41:85-109) 
 
                            10        20         30        40       
2MEPSP              VLEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
         50        60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                          
gi|668 TTGAFQRIPRSSFANNPRLGRKC            
          120       130                   
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (19-61:59-96) 
 
                           10        20        30        40         
2MEPSP             VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       50        60        70        80                             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRT                             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
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            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (19-61:59-96) 
 
                           10        20        30        40         
2MEPSP             VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       50        60        70        80                             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRT                             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (19-61:59-96) 
 
                           10        20        30        40         
2MEPSP             VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       50        60        70        80                             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRT                             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (19-61:59-96) 
 
                           10        20        30        40         
2MEPSP             VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       50        60        70        80                             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRT                             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (19-61:59-96) 
 
                           10        20        30        40         
2MEPSP             VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       50        60        70        80                             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRT                             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (19-61:59-96) 
 
                           10        20        30        40         
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2MEPSP             VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       50        60        70        80                             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRT                             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (19-61:59-96) 
 
                           10        20        30        40         
2MEPSP             VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       50        60        70        80                             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRT                             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (19-61:59-96) 
 
                           10        20        30        40         
2MEPSP             VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       50        60        70        80                             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRT                             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (19-61:59-96) 
 
                           10        20        30        40         
2MEPSP             VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       50        60        70        80                             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRT                             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (19-61:59-96) 
 
                           10        20        30        40         
2MEPSP             VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       50        60        70        80                             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRT                             
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       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (19-61:59-96) 
 
                           10        20        30        40         
2MEPSP             VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       50        60        70        80                             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRT                             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (19-61:59-96) 
 
                           10        20        30        40         
2MEPSP             VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       50        60        70        80                             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRT                             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (19-61:59-96) 
 
                           10        20        30        40         
2MEPSP             VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       50        60        70        80                             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRT                             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (19-61:59-96) 
 
                           10        20        30        40         
2MEPSP             VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       50        60        70        80                             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRT                             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 91.0  bits: 23.3 E():  4.3 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (24-67:269-312) 
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                      10        20        30        40        50    
2MEPSP        VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
            60        70        80                                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRT                                  
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 90.8  bits: 22.0 E():  4.5 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (19-61:59-96) 
 
                           10        20        30        40         
2MEPSP             VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       50        60        70        80                             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRT                             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 88.5  bits: 23.3 E():    6 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (24-67:399-442) 
 
                      10        20        30        40        50    
2MEPSP        VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
            60        70        80                                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRT                                  
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  39 init1:  39 opt:  59  Z-score: 88.1  bits: 23.0 E():  6.3 
Smith-Waterman score: 59; 25.4% identity (62.0% similar) in 71 aa overlap (5-73:319-387) 
 
                                         10        20          30   
2MEPSP                           VLEMMGAKVTWTETSVTVTGPPR--EPFGRKHLK 
                                     .:.::  .  .. ::.: :  . . .:  . 
gi|144 KSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKAIKEKACN 
      290       300       310       320       330       340         
 
             40        50        60        70        80             
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT             
       :. ...:.. .:. .. .: .   .  ..  .:: :  :::                    
gi|144 ALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLATGQIKTG 
      350       360       370         380       390       400       
 
gi|144 APCRSERLAKYNQLLRIEEELGAEAVYAGANFRTPVEPY 
        410       420       430       440      
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.9  bits: 21.3 E():  6.5 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (19-61:59-103) 
 
                           10        20        30        40         
2MEPSP             VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
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gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
         50        60        70        80                       
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRT                       
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.9  bits: 21.3 E():  6.5 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (19-61:59-103) 
 
                           10        20        30        40         
2MEPSP             VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
         50        60        70        80                       
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRT                       
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  38 init1:  38 opt:  58  Z-score: 86.5  bits: 22.7 E():  7.8 
Smith-Waterman score: 58; 25.4% identity (60.6% similar) in 71 aa overlap (5-73:319-387) 
 
                                         10        20          30   
2MEPSP                           VLEMMGAKVTWTETSVTVTGPPR--EPFGRKHLK 
                                     .: ::  .  .. ::.: :  . . .:  . 
gi|144 KSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNPKRVEKAIKEKACN 
      290       300       310       320       330       340         
 
             40        50        60        70        80             
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT             
       :. ...:.. .:. .. .: .   .  ..  .:: :  :::                    
gi|144 ALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLATGQIKTG 
      350       360       370         380       390       400       
 
gi|144 APCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
        410       420       430       440      
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.3  bits: 22.1 E():  7.9 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (18-64:168-211) 
 
                            10        20           30        40     
2MEPSP              VLEMMGAKVTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
           50        60        70        80                         
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT                         
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 84.2  bits: 20.4 E():   10 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (17-55:20-59) 
 
                  10        20         30         40        50      
2MEPSP    VLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                          .. : ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
          60        70        80                                    
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2MEPSP DGPTAIRDVASWRVKETERMVAIRT                                    
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.6  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (27-43:399-415) 
 
                   10        20        30        40        50       
2MEPSP     VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
         60        70        80                                     
2MEPSP GPTAIRDVASWRVKETERMVAIRT                                     
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.6  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (27-43:402-418) 
 
                   10        20        30        40        50       
2MEPSP     VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
         60        70        80                                     
2MEPSP GPTAIRDVASWRVKETERMVAIRT                                     
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.5  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (27-43:403-419) 
 
                   10        20        30        40        50       
2MEPSP     VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
         60        70        80                                     
2MEPSP GPTAIRDVASWRVKETERMVAIRT                                     
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.2  bits: 22.4 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (27-43:422-438) 
 
                   10        20        30        40        50       
2MEPSP     VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
         60        70        80                                     
2MEPSP GPTAIRDVASWRVKETERMVAIRT                                     
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.2  bits: 22.4 E():   12 
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Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (27-43:422-438) 
 
                   10        20        30        40        50       
2MEPSP     VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
         60        70        80                                     
2MEPSP GPTAIRDVASWRVKETERMVAIRT                                     
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.4  bits: 20.4 E():   13 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (19-61:59-96) 
 
                           10        20        30        40         
2MEPSP             VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
       50        60        70        80                             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRT                             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.0  bits: 22.1 E():   14 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (35-67:407-439) 
 
           10        20        30        40        50        60     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
           70        80                                             
2MEPSP ASWRVKETERMVAIRT                                             
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 81.0  bits: 22.3 E():   16 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (5-71:58-135) 
 
                                         10        20               
2MEPSP                           VLEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|289 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
          30        40        50        60           70        80   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETERMVAIRT   
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|289 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|289 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 81.0  bits: 22.3 E():   16 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (5-71:58-135) 
 
                                         10        20               
2MEPSP                           VLEMMGAKVTWTETSVTVTGPP---------REP 
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                                     .:  .:  .::.: : ::         .:  
gi|283 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
          30        40        50        60           70        80   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETERMVAIRT   
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|283 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|283 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.2  bits: 19.8 E():   17 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (2-28:9-37) 
 
                      10        20          30        40        50  
2MEPSP        VLEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNKMPDVAMTLAVV 
               : ...: ..:: ..  ...: : : : :.                        
gi|153 MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVKGEEKEPSKSC 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRT                                
                                                                    
gi|153 CSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 79.0  bits: 21.4 E():   20 
Smith-Waterman score: 54; 21.3% identity (58.7% similar) in 75 aa overlap (6-79:315-385) 
 
                                        10        20        30      
2MEPSP                          VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     :..  :. ..  .:   :.   .  .. :  
gi|215 GTETIDISFVKNGPLSRADLDTNDTFIVENGSEGLWVWVGKKATQKERQSAIKYAMELI- 
          290       300       310       320       330       340     
 
          40        50        60         70        80               
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDV-ASWRVKETERMVAIRT               
        : .:.:. . .  :  : .:  . ....  ::...: :.... :                
gi|215 -NKKKYPNNTPVTKV--LEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVAN 
            350         360       370       380       390       400 
 
gi|215 YEPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQPNQI 
              410       420       430       440       450       460 
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 79.0  bits: 18.7 E():   20 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (54-77:15-38) 
 
            30        40        50        60        70        80    
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT    
                                     .:.   :.: ..:  . :..::.:       
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (17-55:124-163) 
 
                             10        20         30         40     
2MEPSP               VLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
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           50        60        70        80                         
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT                         
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 78.8  bits: 21.4 E():   21 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (20-55:390-426) 
 
                          10        20         30         40        
2MEPSP            VLEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
        50        60        70        80                            
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRT                            
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.7  bits: 18.7 E():   21 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (54-77:17-40) 
 
            30        40        50        60        70        80    
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT    
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 78.7  bits: 20.3 E():   21 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (17-55:127-166) 
 
                             10        20         30         40     
2MEPSP               VLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
           50        60        70        80                         
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT                         
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (5-23:1-18) 
 
               10        20        30        40        50        60 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
           ::.  :... :..:  :::                                      
gi|444     MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEIVEGDGGVGTIK 
                    10        20        30        40        50      
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.4  bits: 19.2 E():   22 
Smith-Waterman score: 46; 27.3% identity (52.7% similar) in 55 aa overlap (29-77:2-56) 
 
               10        20        30           40           50     
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALF 
                                   ::: :   . .  :  :   ::  .:. :..  
gi|833                            MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGID 
                                          10        20        30    
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           60        70        80                                   
2MEPSP ADGPTAIRDVASWRVKETERMVAIRT                                   
       ::     . .:  . :. ....:                                      
gi|833 ADEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEK 
            40        50        60        70        80        90    
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.7  bits: 18.6 E():   24 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (54-77:26-49) 
 
            30        40        50        60        70        80    
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT    
                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.5  bits: 20.9 E():   24 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (22-61:161-200) 
 
                        10        20        30        40        50  
2MEPSP          VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
              60        70        80                                
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRT                                
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (13-64:7-57) 
 
               10        20        30        40        50        60 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                   :: .: . :: . : :  : . ..  .  : .  .. ..     :: . 
gi|132       MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEG-NGGPGT 
                     10        20        30        40         50    
 
               70        80                                         
2MEPSP IRDVASWRVKETERMVAIRT                                         
       :. .                                                         
gi|132 IKKICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGS 
            60        70        80        90       100       110    
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.1  bits: 19.4 E():   29 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (36-57:68-88) 
 
          10        20        30        40        50        60      
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
          70        80                                              
2MEPSP SWRVKETERMVAIRT                                              
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (17-50:170-204) 
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                             10        20         30         40     
2MEPSP               VLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
           50        60        70        80                         
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT                         
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (5-23:1-18) 
 
               10        20        30        40        50        60 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
           ::.  :... :..:  :::                                      
gi|444     MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEIVEGDGGVGTIK 
                    10        20        30        40        50      
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (5-23:1-18) 
 
               10        20        30        40        50        60 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
           ::.  :... :..:  :::                                      
gi|444     MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVEGDGGVGTIK 
                    10        20        30        40        50      
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.2  bits: 18.6 E():   33 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (29-77:2-56) 
 
               10        20        30           40           50     
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALF 
                                   ::: :   . .. :  :   ::  .:. :..  
gi|416                            MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGID 
                                          10        20        30    
 
           60        70        80                                   
2MEPSP ADGPTAIRDVASWRVKETERMVAIRT                                   
       ::     . ..  . :. ....:                                      
gi|416 ADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKE 
            40        50        60        70        80        90    
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.2  bits: 18.6 E():   33 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (29-77:2-56) 
 
               10        20        30           40           50     
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALF 
                                   ::: :   . .. :  :   ::  .:. :..  
gi|461                            MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGID 
                                          10        20        30    
 
           60        70        80                                   
2MEPSP ADGPTAIRDVASWRVKETERMVAIRT                                   
       ::     . ..  . :. ....:                                      
gi|461 ADEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKE 
            40        50        60        70        80        90    
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.9  bits: 18.6 E():   34 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (29-77:2-56) 
 
               10        20        30           40           50     
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALF 
                                   ::: :   . .. :  :   ::  .:  :..  
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gi|117                            MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIE 
                                          10        20        30    
 
           60        70        80                                   
2MEPSP ADGPTAIRDVASWRVKETERMVAIRT                                   
       ::.    . ..  . :. ....:                                      
gi|117 ADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPE 
            40        50        60        70        80        90    
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.9  bits: 18.6 E():   34 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (29-77:2-56) 
 
               10        20        30           40           50     
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALF 
                                   ::: :   . .. :  :   ::  .:  :..  
gi|185                            MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIE 
                                          10        20        30    
 
           60        70        80                                   
2MEPSP ADGPTAIRDVASWRVKETERMVAIRT                                   
       ::.    . ..  . :. ....:                                      
gi|185 ADSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPE 
            40        50        60        70        80        90    
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.8  bits: 18.0 E():   34 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (60-77:28-45) 
 
      30        40        50        60        70        80          
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT          
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.7  bits: 17.7 E():   35 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (38-61:1-24) 
 
        10        20        30        40        50        60        
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
        70        80                       
2MEPSP RVKETERMVAIRT                       
                                           
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.3  bits: 18.6 E():   37 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (21-53:38-75) 
 
                         10        20        30             40      
2MEPSP           VLEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
          50        60        70        80                    
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRT                    
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
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 initn:  41 init1:  41 opt:  50  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (17-55:291-330) 
 
                             10        20         30         40     
2MEPSP               VLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
           50        60        70        80                         
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT                         
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (36-57:116-136) 
 
          10        20        30        40        50        60      
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
          70        80                                              
2MEPSP SWRVKETERMVAIRT                                              
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 73.8  bits: 19.9 E():   39 
Smith-Waterman score: 49; 27.8% identity (53.7% similar) in 54 aa overlap (24-77:114-166) 
 
                      10        20        30        40        50    
2MEPSP        VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
            60        70        80                                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRT                                  
        .  : :  :.    ..:. :..:                                     
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (3-60:210-271) 
 
                                           10              20       
2MEPSP                             VLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
         30        40           50        60        70        80    
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRT    
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (3-60:210-271) 
 
                                           10              20       
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2MEPSP                             VLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
         30        40           50        60        70        80    
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRT    
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (3-60:210-271) 
 
                                           10              20       
2MEPSP                             VLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
         30        40           50        60        70        80    
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRT    
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
          300       310       320       330       340       350     
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (52-73:22-43) 
 
              30        40        50        60        70        80  
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT  
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.5  bits: 20.5 E():   41 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (3-60:218-279) 
 
                                           10              20       
2MEPSP                             VLEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
 
         30        40           50        60        70        80    
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRT    
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
 
gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.4  bits: 15.0 E():   41 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (15-21:2-8) 
 
               10        20        30        40        50        60 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
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                     ..:. ::                                        
gi|250              PTITIGGPEYR                                     
                            10                                      
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.1  bits: 19.1 E():   43 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (32-66:72-112) 
 
              10        20        30        40              50      
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
          60        70        80                                    
2MEPSP DGPTAIRDVASWRVKETERMVAIRT                                    
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 73.1  bits: 20.2 E():   43 
Smith-Waterman score: 50; 25.3% identity (58.7% similar) in 75 aa overlap (2-73:312-383) 
 
                                            10        20            
2MEPSP                              VLEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
      30        40         50        60        70        80         
2MEPSP HLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVKETERMVAIRT         
         .:. ...:..  .. .. :.   .: :  ..   .: :  :::                
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVM---VSHRSGETEDTFIADLSVGLRSGQ 
             350       360       370          380       390         
 
gi|232 IKTGAPARSERLAKLNQILRIEEELGSEAIYAGKDFQKASQL 
      400       410       420       430       440 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.0  bits: 20.5 E():   43 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (27-43:430-446) 
 
                   10        20        30        40        50       
2MEPSP     VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
         60        70        80                                     
2MEPSP GPTAIRDVASWRVKETERMVAIRT                                     
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.0  bits: 20.2 E():   43 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (17-55:6-45) 
 
               10        20         30         40        50         
2MEPSP VLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGP 
                       .. : ::  : .:.: . .. .: . . ::   : :  : :    
gi|223            INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQ 
                          10        20         30        40         
 
       60        70        80                                       
2MEPSP TAIRDVASWRVKETERMVAIRT                                       
                                                                    
gi|223 EKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALFGL 
       50        60        70        80        90       100         
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>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.8  bits: 17.7 E():   44 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (31-60:41-70) 
 
               10        20        30        40        50        60 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
               70        80 
2MEPSP IRDVASWRVKETERMVAIRT 
                            
gi|453 CSPKWLQLLVP          
               80           
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.7  bits: 19.6 E():   45 
Smith-Waterman score: 48; 27.8% identity (55.6% similar) in 54 aa overlap (24-77:112-164) 
 
                      10        20        30        40        50    
2MEPSP        VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
            60        70        80                                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRT                                  
        .  : :  :.    :.:. :..:                                     
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.7  bits: 18.0 E():   51 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (43-77:22-56) 
 
             20        30        40        50        60        70   
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  .:. :.. ::     . .:  . :.  
gi|668          MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDL 
                        10        20        30        40        50  
 
             80                                                     
2MEPSP ERMVAIRT                                                     
       ....:                                                        
gi|668 QELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.1 E():   51 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (17-30:15-28) 
 
               10        20        30        40        50        60 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                       : . :::.:   ::                               
gi|169   QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEP 
                 10        20        30        40        50         
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.4  bits: 16.0 E():   53 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (31-61:2-30) 
 
               10        20        30         40        50          
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPT 
                                     .::. : : .. :     ..  :  .:::: 
gi|122                              MVKAVTVLNSSEGP---HGIVYFAQEGDGPT 
                                            10           20         
 
      60        70        80 
2MEPSP AIRDVASWRVKETERMVAIRT 
       ..                    
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gi|122 TV                    
       30                    
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (28-43:152-167) 
 
                  10        20        30        40        50        
2MEPSP    VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
        60        70        80     
2MEPSP PTAIRDVASWRVKETERMVAIRT     
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (4-27:7-30) 
 
                  10        20        30        40        50        
2MEPSP    VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
             ...  :. . .:..  :::. : :                               
gi|811 MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPKGAGPDDN 
               10        20        30        40        50        60 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (4-27:7-30) 
 
                  10        20        30        40        50        
2MEPSP    VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
             ...  :. . .:..  :::. : :                               
gi|109 MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKGAGPKDN 
               10        20        30        40        50        60 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (17-55:291-330) 
 
                             10        20         30         40     
2MEPSP               VLEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
           50        60        70        80                         
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT                         
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (35-66:89-118) 
 
           10        20        30        40        50        60     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
           70        80                            
2MEPSP ASWRVKETERMVAIRT                            
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
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>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (35-66:90-119) 
 
           10        20        30        40        50        60     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           70        80                            
2MEPSP ASWRVKETERMVAIRT                            
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (35-57:90-112) 
 
           10        20        30        40        50        60     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
           70        80                          
2MEPSP ASWRVKETERMVAIRT                          
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (35-66:90-119) 
 
           10        20        30        40        50        60     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           70        80                            
2MEPSP ASWRVKETERMVAIRT                            
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (35-66:90-119) 
 
           10        20        30        40        50        60     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           70        80                            
2MEPSP ASWRVKETERMVAIRT                            
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (35-66:90-119) 
 
           10        20        30        40        50        60     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
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gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           70        80                            
2MEPSP ASWRVKETERMVAIRT                            
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (35-66:90-119) 
 
           10        20        30        40        50        60     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           70        80                            
2MEPSP ASWRVKETERMVAIRT                            
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (35-66:90-119) 
 
           10        20        30        40        50        60     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           70        80                            
2MEPSP ASWRVKETERMVAIRT                            
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (35-66:90-119) 
 
           10        20        30        40        50        60     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
           70        80                            
2MEPSP ASWRVKETERMVAIRT                            
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (35-66:90-119) 
 
           10        20        30        40        50        60     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           70        80                            
2MEPSP ASWRVKETERMVAIRT                            
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
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       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (35-66:90-119) 
 
           10        20        30        40        50        60     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           70        80                            
2MEPSP ASWRVKETERMVAIRT                            
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.8  bits: 18.8 E():   64 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (12-44:43-76) 
 
                                  10        20         30        40 
2MEPSP                    VLEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
               50        60        70        80                     
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT                     
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (44-60:8-26) 
 
            20        30        40        50          60        70  
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
              80                                                    
2MEPSP TERMVAIRT                                                    
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (44-60:8-26) 
 
            20        30        40        50          60        70  
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
              80                                                    
2MEPSP TERMVAIRT                                                    
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.2 E():   66 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (28-43:43-58) 
 
                  10        20        30        40        50        
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2MEPSP    VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
        60        70        80                                      
2MEPSP PTAIRDVASWRVKETERMVAIRT                                      
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.7 E():   67 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (20-28:14-22) 
 
               10        20        30        40        50        60 
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                          :::. : :.                                 
gi|898       ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDNGGG 
                     10        20        30        40        50     
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 47; 27.8% identity (53.7% similar) in 54 aa overlap (24-77:173-225) 
 
                      10        20        30        40        50    
2MEPSP        VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
            60        70        80                                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRT                                  
        .  : :  :.    ..:. :..:                                     
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (49-67:15-35) 
 
       20        30        40        50          60        70       
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
         80                                                         
2MEPSP AIRT                                                         
                                                                    
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.3  bits: 18.2 E():   69 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (29-62:110-145) 
 
                 10        20        30        40             50    
2MEPSP   VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
            60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRT              
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.2  bits: 19.8 E():   69 
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Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (58-70:336-348) 
 
        30        40        50        60        70        80        
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT        
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.9 E():   70 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (40-58:2-20) 
 
      10        20        30        40        50        60          
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
      70        80                                                  
2MEPSP KETERMVAIRT                                                  
                                                                    
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (20-28:25-33) 
 
                    10        20        30        40        50      
2MEPSP      VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP DGPTAIRDVASWRVKETERMVAIRT                                    
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 18.5 E():   72 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (46-76:121-151) 
 
          20        30        40        50        60        70      
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
          80                                                        
2MEPSP VAIRT                                                        
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 18.7 E():   72 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (20-28:31-39) 
 
                          10        20        30        40          
2MEPSP            VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRT                              
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gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 18.7 E():   72 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (20-28:31-39) 
 
                          10        20        30        40          
2MEPSP            VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRT                              
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (20-28:32-40) 
 
                          10        20        30        40          
2MEPSP            VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
      50        60        70        80                              
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRT                              
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 45; 25.9% identity (53.4% similar) in 58 aa overlap (20-77:72-128) 
 
                          10        20        30        40          
2MEPSP            VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
      50        60        70        80                              
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRT                              
         .  .  : :  :.    ..:. :..:                                 
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 45; 25.9% identity (53.4% similar) in 58 aa overlap (20-77:72-128) 
 
                          10        20        30        40          
2MEPSP            VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
      50        60        70        80                              
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRT                              
         .  .  : :  :.    ..:. :..:                                 
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 45; 25.9% identity (53.4% similar) in 58 aa overlap (20-77:72-128) 
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                          10        20        30        40          
2MEPSP            VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
      50        60        70        80                              
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRT                              
         .  .  : :  :.    ..:. :..:                                 
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.0 E():   75 
Smith-Waterman score: 46; 31.4% identity (54.3% similar) in 35 aa overlap (43-77:131-165) 
 
             20        30        40        50        60        70   
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
             80                                                     
2MEPSP ERMVAIRT                                                     
        :..:                                                        
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (35-57:90-112) 
 
           10        20        30        40        50        60     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
           70        80                          
2MEPSP ASWRVKETERMVAIRT                          
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (35-66:90-119) 
 
           10        20        30        40        50        60     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
           70        80                            
2MEPSP ASWRVKETERMVAIRT                            
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (31-57:44-71) 
 
               10        20        30         40        50          
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
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      60        70        80                                        
2MEPSP AIRDVASWRVKETERMVAIRT                                        
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (4-57:22-71) 
 
                                 10        20        30        40   
2MEPSP                   VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            . .: ..  . :: . .     . ....:::    :..  
gi|238 MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF- 
               10        20        30        40        50           
 
             50        60        70        80                       
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT                       
       ::  ::: ..::  :                                              
gi|238 DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (22-35:41-54) 
 
                        10        20        30        40        50  
2MEPSP          VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
              60        70        80                                
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRT                                
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 19.0 E():   79 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (36-67:269-300) 
 
          10        20        30        40        50        60      
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
          70        80                                              
2MEPSP SWRVKETERMVAIRT                                              
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (22-35:45-58) 
 
                        10        20        30        40        50  
2MEPSP          VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
              60        70        80                                
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRT                                
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (28-42:152-166) 
 
                  10        20        30        40        50        
2MEPSP    VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
        60        70        80       
2MEPSP PTAIRDVASWRVKETERMVAIRT       
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (28-42:152-166) 
 
                  10        20        30        40        50        
2MEPSP    VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
        60        70        80       
2MEPSP PTAIRDVASWRVKETERMVAIRT       
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.7  bits: 18.4 E():   84 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 54 aa overlap (24-77:58-110) 
 
                      10        20        30        40        50    
2MEPSP        VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
            60        70        80                                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRT                                  
        .  : :  :.    ..:. :..:                                     
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 42; 31.7% identity (55.6% similar) in 63 aa overlap (24-75:96-157) 
 
                      10        20        30         40             
2MEPSP        VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
        50        60             70        80                 
2MEPSP LAVVALFADGPTAIR-DVASWR----VKETERMVAIRT                 
        ::.. . ::  ..  .::. .    ::: : .                      
gi|501 TAVTS-WLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130        140       150       160       170         
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 18.4 E():   86 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (41-55:1-15) 
 
               20        30        40        50        60        70 
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                                     : . ...: ::::::                
gi|386                               MASSSLVLLVVALFAVFLGTAHGIAKVPPG 
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                                             10        20        30 
 
               80                                                   
2MEPSP ETERMVAIRT                                                   
                                                                    
gi|386 PNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGR 
               40        50        60        70        80        90 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.3  bits: 19.0 E():   89 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (6-62:143-189) 
 
                                        10        20        30      
2MEPSP                          VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
          40        50        60        70        80                
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT                
       ..  .: :: .. . .    :::.: :                                  
gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 41; 27.3% identity (63.6% similar) in 33 aa overlap (41-70:91-123) 
 
               20        30        40        50           60        
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV---VALFADGPTAIRDVASW 
                                     .::.:  ...   ..  ::: . :. . :. 
gi|604 DGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
        70        80                       
2MEPSP RVKETERMVAIRT                       
       . :                                 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.3 E():   91 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (34-61:36-63) 
 
            10        20        30        40        50        60    
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
            70        80                                            
2MEPSP VASWRVKETERMVAIRT                                            
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 44; 25.9% identity (53.4% similar) in 58 aa overlap (20-77:72-128) 
 
                          10        20        30        40          
2MEPSP            VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
      50        60        70        80                              
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRT                              
         .  .  : :  :.    ..:. :..:                                 
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
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>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (53-74:469-490) 
 
             30        40        50        60        70        80 
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                     .:: : .. :   : : .. ::       
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH 
      440       450       460       470       480       490       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 54 aa overlap (24-77:84-136) 
 
                      10        20        30        40        50    
2MEPSP        VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
            60        70        80                                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRT                                  
        .  : :  :.    ..:. :..:                                     
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 54 aa overlap (24-77:86-138) 
 
                      10        20        30        40        50    
2MEPSP        VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
            60        70        80                                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRT                                  
        .  : :  :.    ..:. :..:                                     
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 54 aa overlap (24-77:86-138) 
 
                      10        20        30        40        50    
2MEPSP        VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
            60        70        80                                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRT                                  
        .  : :  :.    ..:. :..:                                     
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 44; 27.8% identity (53.7% similar) in 54 aa overlap (24-77:87-139) 
 
                      10        20        30        40        50    
2MEPSP        VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            60        70        80                                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRT                                  
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        .  : :  :.    :.:. : .:                                     
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 44; 27.8% identity (53.7% similar) in 54 aa overlap (24-77:87-139) 
 
                      10        20        30        40        50    
2MEPSP        VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            60        70        80                                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRT                                  
        .  : :  :.    :.:. : .:                                     
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.6  bits: 15.4 E():   96 
Smith-Waterman score: 33; 33.3% identity (58.3% similar) in 12 aa overlap (11-22:18-29) 
 
                      10        20        30        40        50    
2MEPSP        VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                        : ... :  : :                                
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (13-30:288-305) 
 
                                 10        20        30        40   
2MEPSP                   VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
             50        60        70        80                       
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT                       
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 47; 26.8% identity (61.0% similar) in 41 aa overlap (31-70:204-244) 
 
               10        20        30        40         50          
2MEPSP VLEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
      60        70        80                                        
2MEPSP AIRDVASWRVKETERMVAIRT                                        
       ..  :.::.::                                                  
gi|558 SFGIVVSWQVKLLPVPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFGGT 
           240       250       260       270       280       290    
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.5  bits: 15.9 E():   97 
Smith-Waterman score: 35; 29.4% identity (76.5% similar) in 17 aa overlap (61-77:26-42) 
 
               40        50        60        70        80        
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT        
                                     .. ..:  ..: .::.:           
gi|377      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL 
                    10        20        30        40        50   
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>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (41-66:94-121) 
 
               20        30        40          50        60         
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWR 
                                     .: ..   .. ::. .  .: : :..::   
gi|132 LYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLASSL 
            70        80        90       100       110       120    
 
       70        80    
2MEPSP VKETERMVAIRT    
                       
gi|132 PGQTKILAKVFYGEN 
           130         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:59 2011 done: Tue Apr 19 10:57:59 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 291  - 370 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     3     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
  32    11     8:==*= 
  34    22    22:=======* 
  36    46    44:==============*= 
  38    55    73:===================     * 
  40   104   102:=================================*= 
  42   113   125:======================================   * 
  44   138   138:=============================================* 
  46   140   140:==============================================* 
  48   142   134:============================================*=== 
  50   140   122:========================================*====== 
  52   116   108:===================================*=== 
  54   107    92:==============================*===== 
  56    64    77:======================   * 
  58    43    63:===============     * 
  60    31    51:===========     * 
  62    45    41:=============*= 
  64    29    33:==========* 
  66    21    26:======= * 
  68    26    20:======*== 
  70    19    16:=====*= 
  72    10    12:===* 
  74    12    10:===* 
  76     7     8:==* 
  78     9     6:=*= 
  80     3     5:=* 
  82     4     3:*= 
  84     4     3:*= 
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  86     2     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96    14     1:*====     :*============= 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.21510.00315; mu= 4.5556 0.164 
 mean_var=35.4158 8.831, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.215514 
 Kolmogorov-Smirnov  statistic: 0.0204 (N=29) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.4     0.8 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.5     1.5 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 22.9     2.1 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.4 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.4 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.4 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.4 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.4 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.4 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.4 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.4 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.4 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 22.9     2.4 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.4 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.4 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.4 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.4 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.3     4.4 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 21.9     4.5 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.3     6.1 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.0     6.4 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.3     6.5 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.3     6.5 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   58 22.7     7.9 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.1       8 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.4      11 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.3      11 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.3      11 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.3      11 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.3      12 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.3      12 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.4      13 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.0      14 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   57 22.3      16 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   57 22.3      16 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   48 19.8      17 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   54 21.4      20 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.7      20 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.3      21 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.4      21 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.7      21 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.3      21 
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gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.8      21 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   46 19.2      22 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 19.2      22 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.6      24 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.8      25 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.9      27 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.9      27 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.4      27 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.4      29 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.0      31 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.1      33 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.1      33 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   44 18.6      34 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 18.0      35 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.7      35 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.6      37 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.2      38 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.4      38 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   49 19.9      39 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 20.5      40 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 20.5      40 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 20.5      40 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.8      40 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 20.5      41 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.9      41 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.1      43 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   50 20.2      43 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.5      44 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.2      44 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.7      45 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   48 19.6      45 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   42 18.0      51 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.1      51 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 16.0      53 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.8      54 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.0      58 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.0      58 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.6      58 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.2      62 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.2      62 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.2      62 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.2      62 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.2      62 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.2      62 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.2      62 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.2      62 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.2      62 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.2      62 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.2      62 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.7      65 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.9      65 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.9      65 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.2      66 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.7      67 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   47 19.3      68 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.3      68 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.2      69 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.8      70 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.9      70 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.7      70 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.5      72 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.7      72 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.7      72 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.7      72 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   45 18.7      74 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   45 18.7      74 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   45 18.7      74 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   46 19.0      75 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.9      77 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.9      77 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.6      77 
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gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.6      77 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.2      79 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.0      80 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.2      81 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.2      84 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.2      84 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   44 18.4      85 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   42 17.9      86 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.4      87 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.0      89 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.6      91 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.3      91 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   44 18.4      91 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.2      92 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   44 18.4      94 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.4      95 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.4      95 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   44 18.4      95 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   44 18.4      95 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   33 15.4      96 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.2      97 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   35 15.9      97 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.2      97 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   40 17.3      99 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 104.2  bits: 24.4 E():  0.8 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (18-60:59-96) 
 
                            10        20        30        40        
2MEPSP              LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        50        60        70        80                            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTE                            
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 99.1  bits: 23.5 E():  1.5 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (18-60:59-96) 
 
                            10        20        30        40        
2MEPSP              LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        50        60        70        80                            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTE                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 96.7  bits: 22.9 E():  2.1 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (17-40:85-109) 
 
                             10        20         30        40      
2MEPSP               LEMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
          50        60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                           
gi|668 TTGAFQRIPRSSFANNPRLGRKC             
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          120       130                    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (18-60:59-96) 
 
                            10        20        30        40        
2MEPSP              LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        50        60        70        80                            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTE                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (18-60:59-96) 
 
                            10        20        30        40        
2MEPSP              LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        50        60        70        80                            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTE                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (18-60:59-96) 
 
                            10        20        30        40        
2MEPSP              LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        50        60        70        80                            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTE                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (18-60:59-96) 
 
                            10        20        30        40        
2MEPSP              LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        50        60        70        80                            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTE                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (18-60:59-96) 
 
                            10        20        30        40        
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2MEPSP              LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        50        60        70        80                            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTE                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (18-60:59-96) 
 
                            10        20        30        40        
2MEPSP              LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        50        60        70        80                            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTE                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (18-60:59-96) 
 
                            10        20        30        40        
2MEPSP              LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        50        60        70        80                            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTE                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (18-60:59-96) 
 
                            10        20        30        40        
2MEPSP              LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        50        60        70        80                            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTE                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (18-60:59-96) 
 
                            10        20        30        40        
2MEPSP              LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        50        60        70        80                            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTE                            
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       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (18-60:59-96) 
 
                            10        20        30        40        
2MEPSP              LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        50        60        70        80                            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTE                            
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (18-60:59-96) 
 
                            10        20        30        40        
2MEPSP              LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        50        60        70        80                            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTE                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (18-60:59-96) 
 
                            10        20        30        40        
2MEPSP              LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        50        60        70        80                            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTE                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (18-60:59-96) 
 
                            10        20        30        40        
2MEPSP              LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        50        60        70        80                            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTE                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (18-60:59-96) 
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                            10        20        30        40        
2MEPSP              LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        50        60        70        80                            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTE                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 90.9  bits: 23.3 E():  4.4 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (23-66:269-312) 
 
                       10        20        30        40        50   
2MEPSP         LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
             60        70        80                                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTE                                 
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 90.7  bits: 21.9 E():  4.5 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (18-60:59-96) 
 
                            10        20        30        40        
2MEPSP              LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        50        60        70        80                            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTE                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 88.4  bits: 23.3 E():  6.1 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (23-66:399-442) 
 
                       10        20        30        40        50   
2MEPSP         LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
             60        70        80                                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTE                                 
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  39 init1:  39 opt:  59  Z-score: 88.0  bits: 23.0 E():  6.4 
Smith-Waterman score: 59; 25.4% identity (62.0% similar) in 71 aa overlap (4-72:319-387) 
 
                                          10        20          30  
2MEPSP                            LEMMGAKVTWTETSVTVTGPPR--EPFGRKHLK 
                                     .:.::  .  .. ::.: :  . . .:  . 
gi|144 KSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKAIKEKACN 
      290       300       310       320       330       340         
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9402

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

              40        50        60        70        80            
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE            
       :. ...:.. .:. .. .: .   .  ..  .:: :  :::                    
gi|144 ALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLATGQIKTG 
      350       360       370         380       390       400       
 
gi|144 APCRSERLAKYNQLLRIEEELGAEAVYAGANFRTPVEPY 
        410       420       430       440      
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.9  bits: 21.3 E():  6.5 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (18-60:59-103) 
 
                            10        20        30          40      
2MEPSP              LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
          50        60        70        80                      
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTE                      
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.9  bits: 21.3 E():  6.5 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (18-60:59-103) 
 
                            10        20        30          40      
2MEPSP              LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
          50        60        70        80                      
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTE                      
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  38 init1:  38 opt:  58  Z-score: 86.4  bits: 22.7 E():  7.9 
Smith-Waterman score: 58; 25.4% identity (60.6% similar) in 71 aa overlap (4-72:319-387) 
 
                                          10        20          30  
2MEPSP                            LEMMGAKVTWTETSVTVTGPPR--EPFGRKHLK 
                                     .: ::  .  .. ::.: :  . . .:  . 
gi|144 KSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNPKRVEKAIKEKACN 
      290       300       310       320       330       340         
 
              40        50        60        70        80            
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE            
       :. ...:.. .:. .. .: .   .  ..  .:: :  :::                    
gi|144 ALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLATGQIKTG 
      350       360       370         380       390       400       
 
gi|144 APCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
        410       420       430       440      
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.2  bits: 22.1 E():    8 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (17-63:168-211) 
 
                             10        20           30        40    
2MEPSP               LEMMGAKVTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
            50        60        70        80                        
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2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE                        
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 84.1  bits: 20.4 E():   11 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (16-54:20-59) 
 
                   10         20        30         40        50     
2MEPSP     LEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                          .. : ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
           60        70        80                                   
2MEPSP DGPTAIRDVASWRVKETERMVAIRTE                                   
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.5  bits: 22.3 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (26-42:399-415) 
 
                    10        20        30        40        50      
2MEPSP      LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
          60        70        80                                    
2MEPSP GPTAIRDVASWRVKETERMVAIRTE                                    
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.5  bits: 22.3 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (26-42:402-418) 
 
                    10        20        30        40        50      
2MEPSP      LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
          60        70        80                                    
2MEPSP GPTAIRDVASWRVKETERMVAIRTE                                    
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.5  bits: 22.3 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (26-42:403-419) 
 
                    10        20        30        40        50      
2MEPSP      LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
          60        70        80                                    
2MEPSP GPTAIRDVASWRVKETERMVAIRTE                                    
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.2  bits: 22.3 E():   12 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9404

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (26-42:422-438) 
 
                    10        20        30        40        50      
2MEPSP      LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
          60        70        80                                    
2MEPSP GPTAIRDVASWRVKETERMVAIRTE                                    
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.2  bits: 22.3 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (26-42:422-438) 
 
                    10        20        30        40        50      
2MEPSP      LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
          60        70        80                                    
2MEPSP GPTAIRDVASWRVKETERMVAIRTE                                    
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.3  bits: 20.4 E():   13 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (18-60:59-96) 
 
                            10        20        30        40        
2MEPSP              LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
        50        60        70        80                            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTE                            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.9  bits: 22.0 E():   14 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (34-66:407-439) 
 
            10        20        30        40        50        60    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
            70        80                                            
2MEPSP ASWRVKETERMVAIRTE                                            
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 80.9  bits: 22.3 E():   16 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (4-70:58-135) 
 
                                          10        20              
2MEPSP                            LEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|289 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
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           30        40        50        60           70        80  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETERMVAIRTE  
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|289 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|289 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 80.9  bits: 22.3 E():   16 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (4-70:58-135) 
 
                                          10        20              
2MEPSP                            LEMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|283 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
           30        40        50        60           70        80  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETERMVAIRTE  
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|283 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|283 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 80.1  bits: 19.8 E():   17 
Smith-Waterman score: 48; 31.0% identity (69.0% similar) in 29 aa overlap (1-27:9-37) 
 
                       10        20          30        40        50 
2MEPSP         LEMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNKMPDVAMTLAVV 
               : ...: ..:: ..  ...: : : : :.                        
gi|153 MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVKGEEKEPSKSC 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTE                               
                                                                    
gi|153 CSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 79.0  bits: 21.4 E():   20 
Smith-Waterman score: 54; 21.3% identity (58.7% similar) in 75 aa overlap (5-78:315-385) 
 
                                         10        20        30     
2MEPSP                           LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     :..  :. ..  .:   :.   .  .. :  
gi|215 GTETIDISFVKNGPLSRADLDTNDTFIVENGSEGLWVWVGKKATQKERQSAIKYAMELI- 
          290       300       310       320       330       340     
 
           40        50        60         70        80              
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDV-ASWRVKETERMVAIRTE              
        : .:.:. . .  :  : .:  . ....  ::...: :.... :                
gi|215 -NKKKYPNNTPVTKV--LEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVAN 
            350         360       370       380       390       400 
 
gi|215 YEPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQPNQI 
              410       420       430       440       450       460 
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.9  bits: 18.7 E():   20 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (53-76:15-38) 
 
             30        40        50        60        70        80   
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE   
                                     .:.   :.: ..:  . :..::.:       
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gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (16-54:124-163) 
 
                              10         20        30         40    
2MEPSP                LEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
            50        60        70        80                        
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE                        
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 78.8  bits: 21.4 E():   21 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (19-54:390-426) 
 
                           10        20         30         40       
2MEPSP             LEMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
         50        60        70        80                           
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTE                           
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.7  bits: 18.7 E():   21 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (53-76:17-40) 
 
             30        40        50        60        70        80   
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE   
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 78.7  bits: 20.3 E():   21 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (16-54:127-166) 
 
                              10         20        30         40    
2MEPSP                LEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
            50        60        70        80                        
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE                        
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.5  bits: 19.8 E():   21 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (4-22:1-18) 
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               10        20        30        40        50        60 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 
          ::.  :... :..:  :::                                       
gi|444    MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEIVEGDGGVGTIKK 
                   10        20        30        40        50       
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.4  bits: 19.2 E():   22 
Smith-Waterman score: 46; 27.3% identity (52.7% similar) in 55 aa overlap (28-76:2-56) 
 
               10        20        30           40           50     
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFA 
                                  ::: :   . .  :  :   ::  .:. :.. : 
gi|833                           MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDA 
                                         10        20        30     
 
           60        70        80                                   
2MEPSP DGPTAIRDVASWRVKETERMVAIRTE                                   
       :     . .:  . :. ....:                                       
gi|833 DEERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKK 
           40        50        60        70        80        90     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 78.2  bits: 19.2 E():   22 
Smith-Waterman score: 46; 25.4% identity (54.2% similar) in 59 aa overlap (28-80:2-60) 
 
               10        20        30           40           50     
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFA 
                                  ::: :   . .. :  :   ::  .:  :.. : 
gi|117                           MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEA 
                                         10        20        30     
 
           60        70        80                                   
2MEPSP DGPTAIRDVASWRVKETERMVAIRTE                                   
       :.    . ..  . :. ....:  .:                                   
gi|117 DSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEA 
           40        50        60        70        80        90     
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.7  bits: 18.6 E():   24 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (53-76:26-49) 
 
             30        40        50        60        70        80   
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE   
                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.4  bits: 20.8 E():   25 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (21-60:161-200) 
 
                         10        20        30        40        50 
2MEPSP           LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
               60        70        80                               
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTE                               
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (28-80:2-60) 
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               10        20        30           40           50     
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFA 
                                  ::: :   . .. :  :   ::  .:. :.. : 
gi|416                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
           60        70        80                                   
2MEPSP DGPTAIRDVASWRVKETERMVAIRTE                                   
       :     . ..  . :. ....:  .:                                   
gi|416 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (28-80:2-60) 
 
               10        20        30           40           50     
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFA 
                                  ::: :   . .. :  :   ::  .:. :.. : 
gi|461                           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDA 
                                         10        20        30     
 
           60        70        80                                   
2MEPSP DGPTAIRDVASWRVKETERMVAIRTE                                   
       :     . ..  . :. ....:  .:                                   
gi|461 DEDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEE 
           40        50        60        70        80        90     
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (12-63:7-57) 
 
               10        20        30        40        50        60 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 
                  :: .: . :: . : :  : . ..  .  : .  .. ..     :: .: 
gi|132      MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEG-NGGPGTI 
                    10        20        30        40         50     
 
               70        80                                         
2MEPSP RDVASWRVKETERMVAIRTE                                         
       . .                                                          
gi|132 KKICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSI 
           60        70        80        90       100       110     
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.1  bits: 19.4 E():   29 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (35-56:68-88) 
 
           10        20        30        40        50        60     
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
           70        80                                             
2MEPSP SWRVKETERMVAIRTE                                             
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (16-49:170-204) 
 
                              10         20        30         40    
2MEPSP                LEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
            50        60        70        80                        
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2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE                        
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (4-22:1-18) 
 
               10        20        30        40        50        60 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 
          ::.  :... :..:  :::                                       
gi|444    MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVEGDGGVGTIKK 
                   10        20        30        40        50       
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (4-22:1-18) 
 
               10        20        30        40        50        60 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 
          ::.  :... :..:  :::                                       
gi|444    MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEIVEGDGGVGTIKK 
                   10        20        30        40        50       
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.9  bits: 18.6 E():   34 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (28-76:2-56) 
 
               10        20        30           40           50     
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFA 
                                  ::: :   . .. :  :   ::  .:  :.. : 
gi|185                           MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEA 
                                         10        20        30     
 
           60        70        80                                   
2MEPSP DGPTAIRDVASWRVKETERMVAIRTE                                   
       :.    . ..  . :. ....:                                       
gi|185 DSDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEA 
           40        50        60        70        80        90     
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.7  bits: 18.0 E():   35 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (59-76:28-45) 
 
       30        40        50        60        70        80         
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE         
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.7  bits: 17.7 E():   35 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (37-60:1-24) 
 
         10        20        30        40        50        60       
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
         70        80                      
2MEPSP RVKETERMVAIRTE                      
                                           
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
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 initn:  38 init1:  38 opt:  44  Z-score: 74.3  bits: 18.6 E():   37 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (20-52:38-75) 
 
                          10        20             30        40     
2MEPSP            LEMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
           50        60        70        80                   
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE                   
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (16-54:291-330) 
 
                              10         20        30         40    
2MEPSP                LEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
            50        60        70        80                        
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE                        
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.9  bits: 19.4 E():   38 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (35-56:116-136) 
 
           10        20        30        40        50        60     
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
           70        80                                             
2MEPSP SWRVKETERMVAIRTE                                             
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 73.8  bits: 19.9 E():   39 
Smith-Waterman score: 49; 27.8% identity (53.7% similar) in 54 aa overlap (23-76:114-166) 
 
                       10        20        30        40        50   
2MEPSP         LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
             60        70        80                                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTE                                 
        .  : :  :.    ..:. :..:                                     
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (2-59:210-271) 
 
                                            10              20      
2MEPSP                              LEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
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     180       190       200       210       220       230          
 
          30        40           50        60        70        80   
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTE   
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (2-59:210-271) 
 
                                            10              20      
2MEPSP                              LEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
          30        40           50        60        70        80   
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTE   
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (2-59:210-271) 
 
                                            10              20      
2MEPSP                              LEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
          30        40           50        60        70        80   
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTE   
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
          300       310       320       330       340       350     
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.5  bits: 18.8 E():   40 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (51-72:22-43) 
 
               30        40        50        60        70        80 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.4  bits: 20.5 E():   41 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (2-59:218-279) 
 
                                            10              20      
2MEPSP                              LEMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
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          30        40           50        60        70        80   
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTE   
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
 
gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.4  bits: 14.9 E():   41 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (14-20:2-8) 
 
               10        20        30        40        50        60 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 
                    ..:. ::                                         
gi|250             PTITIGGPEYR                                      
                           10                                       
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.0  bits: 19.1 E():   43 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (31-65:72-112) 
 
               10        20        30        40              50     
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
           60        70        80                                   
2MEPSP DGPTAIRDVASWRVKETERMVAIRTE                                   
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 73.0  bits: 20.2 E():   43 
Smith-Waterman score: 50; 25.3% identity (58.7% similar) in 75 aa overlap (1-72:312-383) 
 
                                             10        20           
2MEPSP                               LEMMGAKVTWTETSVTVTGPPR--EPFGRK 
                                     .: .: :.  .  ..:::.: :    . .: 
gi|232 DLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKK 
             290       300       310       320       330       340  
 
       30        40         50        60        70        80        
2MEPSP HLKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVKETERMVAIRTE        
         .:. ...:..  .. .. :.   .: :  ..   .: :  :::                
gi|232 AANALLLKVNQIGTLTESIQAANDSYAAGWGVM---VSHRSGETEDTFIADLSVGLRSGQ 
             350       360       370          380       390         
 
gi|232 IKTGAPARSERLAKLNQILRIEEELGSEAIYAGKDFQKASQL 
      400       410       420       430       440 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.9  bits: 20.5 E():   44 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (26-42:430-446) 
 
                    10        20        30        40        50      
2MEPSP      LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
          60        70        80                                    
2MEPSP GPTAIRDVASWRVKETERMVAIRTE                                    
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
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>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.9  bits: 20.2 E():   44 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (16-54:6-45) 
 
               10         20        30         40        50         
2MEPSP LEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPT 
                      .. : ::  : .:.: . .. .: . . ::   : :  : :     
gi|223           INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQE 
                         10        20         30        40          
 
       60        70        80                                       
2MEPSP AIRDVASWRVKETERMVAIRTE                                       
                                                                    
gi|223 KLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALFGLS 
      50        60        70        80        90       100          
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.7  bits: 17.7 E():   45 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (30-59:41-70) 
 
                10        20        30        40        50          
2MEPSP  LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
      60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTE 
                             
gi|453 CSPKWLQLLVP           
               80            
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.7  bits: 19.6 E():   45 
Smith-Waterman score: 48; 27.8% identity (55.6% similar) in 54 aa overlap (23-76:112-164) 
 
                       10        20        30        40        50   
2MEPSP         LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
             60        70        80                                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTE                                 
        .  : :  :.    :.:. :..:                                     
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.0 E():   51 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (42-76:22-56) 
 
              20        30        40        50        60        70  
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  .:. :.. ::     . .:  . :.  
gi|668          MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDL 
                        10        20        30        40        50  
 
              80                                                    
2MEPSP ERMVAIRTE                                                    
       ....:                                                        
gi|668 QELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 19.1 E():   51 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (16-29:15-28) 
 
               10        20        30        40        50        60 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 
                      : . :::.:   ::                                
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gi|169  QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPR 
                10        20        30        40        50          
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.4  bits: 16.0 E():   53 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (30-60:2-30) 
 
               10        20        30         40        50          
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTA 
                                    .::. : : .. :     ..  :  .::::. 
gi|122                             MVKAVTVLNSSEGP---HGIVYFAQEGDGPTT 
                                           10           20          
 
      60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTE 
       .                     
gi|122 V                     
      30                     
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (27-42:152-167) 
 
                   10        20        30        40        50       
2MEPSP     LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
         60        70        80    
2MEPSP PTAIRDVASWRVKETERMVAIRTE    
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (3-26:7-30) 
 
                   10        20        30        40        50       
2MEPSP     LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
             ...  :. . .:..  :::. : :                               
gi|811 MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPKGAGPDDN 
               10        20        30        40        50        60 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (3-26:7-30) 
 
                   10        20        30        40        50       
2MEPSP     LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
             ...  :. . .:..  :::. : :                               
gi|109 MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKGAGPKDN 
               10        20        30        40        50        60 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 70.6  bits: 19.6 E():   58 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (16-54:291-330) 
 
                              10         20        30         40    
2MEPSP                LEMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
            50        60        70        80                        
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE                        
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
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>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (34-65:89-118) 
 
            10        20        30        40        50        60    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
            70        80                           
2MEPSP ASWRVKETERMVAIRTE                           
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (34-65:90-119) 
 
            10        20        30        40        50        60    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            70        80                           
2MEPSP ASWRVKETERMVAIRTE                           
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (34-56:90-112) 
 
            10        20        30        40        50        60    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
            70        80                         
2MEPSP ASWRVKETERMVAIRTE                         
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (34-65:90-119) 
 
            10        20        30        40        50        60    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            70        80                           
2MEPSP ASWRVKETERMVAIRTE                           
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (34-65:90-119) 
 
            10        20        30        40        50        60    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
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gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            70        80                           
2MEPSP ASWRVKETERMVAIRTE                           
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (34-65:90-119) 
 
            10        20        30        40        50        60    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            70        80                           
2MEPSP ASWRVKETERMVAIRTE                           
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (34-65:90-119) 
 
            10        20        30        40        50        60    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            70        80                           
2MEPSP ASWRVKETERMVAIRTE                           
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (34-65:90-119) 
 
            10        20        30        40        50        60    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            70        80                           
2MEPSP ASWRVKETERMVAIRTE                           
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (34-65:90-119) 
 
            10        20        30        40        50        60    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
            70        80                           
2MEPSP ASWRVKETERMVAIRTE                           
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
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       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (34-65:90-119) 
 
            10        20        30        40        50        60    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            70        80                           
2MEPSP ASWRVKETERMVAIRTE                           
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (34-65:90-119) 
 
            10        20        30        40        50        60    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            70        80                           
2MEPSP ASWRVKETERMVAIRTE                           
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.8  bits: 18.7 E():   65 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (11-43:43-76) 
 
                                   10        20         30          
2MEPSP                     LEMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
      40        50        60        70        80                    
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE                    
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (43-59:8-26) 
 
             20        30        40        50          60        70 
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
               80                                                   
2MEPSP TERMVAIRTE                                                   
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (43-59:8-26) 
 
             20        30        40        50          60        70 
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2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
               80                                                   
2MEPSP TERMVAIRTE                                                   
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.2 E():   66 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (27-42:43-58) 
 
                   10        20        30        40        50       
2MEPSP     LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
         60        70        80                                     
2MEPSP PTAIRDVASWRVKETERMVAIRTE                                     
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.7 E():   67 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (19-27:14-22) 
 
               10        20        30        40        50        60 
2MEPSP LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAI 
                         :::. : :.                                  
gi|898      ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDNGGGC 
                    10        20        30        40        50      
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 47; 27.8% identity (53.7% similar) in 54 aa overlap (23-76:173-225) 
 
                       10        20        30        40        50   
2MEPSP         LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
             60        70        80                                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTE                                 
        .  : :  :.    ..:. :..:                                     
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (48-66:15-35) 
 
        20        30        40        50          60        70      
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
          80                                                        
2MEPSP AIRTE                                                        
                                                                    
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.3  bits: 18.2 E():   69 
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Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (28-61:110-145) 
 
                  10        20        30        40             50   
2MEPSP    LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
             60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTE             
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.2  bits: 19.8 E():   70 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (57-69:336-348) 
 
         30        40        50        60        70        80       
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE       
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.9 E():   70 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (39-57:2-20) 
 
       10        20        30        40        50        60         
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
       70        80                                                 
2MEPSP KETERMVAIRTE                                                 
                                                                    
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.7 E():   70 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (19-27:25-33) 
 
                     10        20        30        40        50     
2MEPSP       LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP DGPTAIRDVASWRVKETERMVAIRTE                                   
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 18.5 E():   72 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (45-75:121-151) 
 
           20        30        40        50        60        70     
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
           80                                                       
2MEPSP VAIRTE                                                       
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       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (19-27:31-39) 
 
                           10        20        30        40         
2MEPSP             LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTE                             
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (19-27:31-39) 
 
                           10        20        30        40         
2MEPSP             LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTE                             
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (19-27:32-40) 
 
                           10        20        30        40         
2MEPSP             LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
       50        60        70        80                             
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTE                             
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 45; 25.9% identity (53.4% similar) in 58 aa overlap (19-76:72-128) 
 
                           10        20        30        40         
2MEPSP             LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
       50        60        70        80                             
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTE                             
         .  .  : :  :.    ..:. :..:                                 
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 45; 25.9% identity (53.4% similar) in 58 aa overlap (19-76:72-128) 
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                           10        20        30        40         
2MEPSP             LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
       50        60        70        80                             
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTE                             
         .  .  : :  :.    ..:. :..:                                 
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 45; 25.9% identity (53.4% similar) in 58 aa overlap (19-76:72-128) 
 
                           10        20        30        40         
2MEPSP             LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
       50        60        70        80                             
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTE                             
         .  .  : :  :.    ..:. :..:                                 
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.0 E():   75 
Smith-Waterman score: 46; 31.4% identity (54.3% similar) in 35 aa overlap (42-76:131-165) 
 
              20        30        40        50        60        70  
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
              80                                                    
2MEPSP ERMVAIRTE                                                    
        :..:                                                        
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (34-56:90-112) 
 
            10        20        30        40        50        60    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
            70        80                         
2MEPSP ASWRVKETERMVAIRTE                         
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (34-65:90-119) 
 
            10        20        30        40        50        60    
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
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            70        80                           
2MEPSP ASWRVKETERMVAIRTE                           
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (30-56:44-71) 
 
                10        20        30         40        50         
2MEPSP  LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
       60        70        80                                       
2MEPSP AIRDVASWRVKETERMVAIRTE                                       
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (3-56:22-71) 
 
                                  10        20        30        40  
2MEPSP                    LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            . .: ..  . :: . .     . ....:::    :..  
gi|238 MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF- 
               10        20        30        40        50           
 
              50        60        70        80                      
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE                      
       ::  ::: ..::  :                                              
gi|238 DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (21-34:41-54) 
 
                         10        20        30        40        50 
2MEPSP           LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
               60        70        80                               
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTE                               
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 19.0 E():   80 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (35-66:269-300) 
 
           10        20        30        40        50        60     
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
           70        80                                             
2MEPSP SWRVKETERMVAIRTE                                             
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (21-34:45-58) 
 
                         10        20        30        40        50 
2MEPSP           LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
               60        70        80                               
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTE                               
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (27-41:152-166) 
 
                   10        20        30        40        50       
2MEPSP     LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
         60        70        80      
2MEPSP PTAIRDVASWRVKETERMVAIRTE      
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (27-41:152-166) 
 
                   10        20        30        40        50       
2MEPSP     LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
         60        70        80      
2MEPSP PTAIRDVASWRVKETERMVAIRTE      
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.7  bits: 18.4 E():   85 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 54 aa overlap (23-76:58-110) 
 
                       10        20        30        40        50   
2MEPSP         LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
             60        70        80                                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTE                                 
        .  : :  :.    ..:. :..:                                     
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 42; 31.7% identity (55.6% similar) in 63 aa overlap (23-74:96-157) 
 
                       10        20        30         40            
2MEPSP         LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
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          70        80        90       100       110       120      
 
         50        60             70        80                
2MEPSP LAVVALFADGPTAIR-DVASWR----VKETERMVAIRTE                
        ::.. . ::  ..  .::. .    ::: : .                      
gi|501 TAVTS-WLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130        140       150       160       170         
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 18.4 E():   87 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (40-54:1-15) 
 
      10        20        30        40        50        60          
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                                     : . ...: ::::::                
gi|386                               MASSSLVLLVVALFAVFLGTAHGIAKVPPG 
                                             10        20        30 
 
      70        80                                                  
2MEPSP ETERMVAIRTE                                                  
                                                                    
gi|386 PNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGR 
               40        50        60        70        80        90 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.2  bits: 19.0 E():   89 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (5-61:143-189) 
 
                                         10        20        30     
2MEPSP                           LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
           40        50        60        70        80               
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE               
       ..  .: :: .. . .    :::.: :                                  
gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 41; 27.3% identity (63.6% similar) in 33 aa overlap (40-69:91-123) 
 
      10        20        30        40           50        60       
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV---VALFADGPTAIRDVASW 
                                     .::.:  ...   ..  ::: . :. . :. 
gi|604 DGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
         70        80                      
2MEPSP RVKETERMVAIRTE                      
       . :                                 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.3 E():   91 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (33-60:36-63) 
 
             10        20        30        40        50        60   
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
             70        80                                           
2MEPSP VASWRVKETERMVAIRTE                                           
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9425

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.0  bits: 18.4 E():   91 
Smith-Waterman score: 44; 25.9% identity (53.4% similar) in 58 aa overlap (19-76:72-128) 
 
                           10        20        30        40         
2MEPSP             LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
       50        60        70        80                             
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTE                             
         .  .  : :  :.    ..:. :..:                                 
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.9  bits: 19.2 E():   92 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (52-73:469-490) 
 
              30        40        50        60        70        80 
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     .:: : .. :   : : .. ::        
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH  
      440       450       460       470       480       490        
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 54 aa overlap (23-76:84-136) 
 
                       10        20        30        40        50   
2MEPSP         LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
             60        70        80                                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTE                                 
        .  : :  :.    ..:. :..:                                     
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 54 aa overlap (23-76:86-138) 
 
                       10        20        30        40        50   
2MEPSP         LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
             60        70        80                                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTE                                 
        .  : :  :.    ..:. :..:                                     
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 54 aa overlap (23-76:86-138) 
 
                       10        20        30        40        50   
2MEPSP         LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
             60        70        80                                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTE                                 
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        .  : :  :.    ..:. :..:                                     
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 44; 27.8% identity (53.7% similar) in 54 aa overlap (23-76:87-139) 
 
                       10        20        30        40        50   
2MEPSP         LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             60        70        80                                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTE                                 
        .  : :  :.    :.:. : .:                                     
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 44; 27.8% identity (53.7% similar) in 54 aa overlap (23-76:87-139) 
 
                       10        20        30        40        50   
2MEPSP         LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             60        70        80                                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTE                                 
        .  : :  :.    :.:. : .:                                     
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.6  bits: 15.4 E():   96 
Smith-Waterman score: 33; 33.3% identity (58.3% similar) in 12 aa overlap (10-21:18-29) 
 
                       10        20        30        40        50   
2MEPSP         LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                        : ... :  : :                                
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (12-29:288-305) 
 
                                  10        20        30        40  
2MEPSP                    LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
              50        60        70        80                      
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE                      
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.5  bits: 15.9 E():   97 
Smith-Waterman score: 35; 29.4% identity (76.5% similar) in 17 aa overlap (60-76:26-42) 
 
      30        40        50        60        70        80       
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE       
                                     .. ..:  ..: .::.:           
gi|377      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL 
                    10        20        30        40        50   
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>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 66.5  bits: 19.2 E():   97 
Smith-Waterman score: 47; 26.8% identity (61.0% similar) in 41 aa overlap (30-69:204-244) 
 
                10        20        30        40         50         
2MEPSP  LEMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
       60        70        80                                       
2MEPSP AIRDVASWRVKETERMVAIRTE                                       
       ..  :.::.::                                                  
gi|558 SFGIVVSWQVKLLPVPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFGGT 
           240       250       260       270       280       290    
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (40-65:94-121) 
 
      10        20        30        40          50        60        
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWR 
                                     .: ..   .. ::. .  .: : :..::   
gi|132 LYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLASSL 
            70        80        90       100       110       120    
 
        70        80   
2MEPSP VKETERMVAIRTE   
                       
gi|132 PGQTKILAKVFYGEN 
           130         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:59 2011 done: Tue Apr 19 10:57:59 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 292  - 371 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     1     0:=          one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     1     2:* 
  32     9     8:==* 
  34    22    22:=======* 
  36    51    44:==============*== 
  38    53    73:==================      * 
  40   102   102:=================================* 
  42   112   125:======================================   * 
  44   142   138:=============================================*== 
  46   141   140:==============================================* 
  48   144   134:============================================*=== 
  50   135   122:========================================*==== 
  52   124   108:===================================*====== 
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  54   102    92:==============================*=== 
  56    63    77:=====================    * 
  58    41    63:==============      * 
  60    26    51:=========       * 
  62    50    41:=============*=== 
  64    28    33:==========* 
  66    17    26:======  * 
  68    30    20:======*=== 
  70    22    16:=====*== 
  72     9    12:===* 
  74    11    10:===* 
  76     9     8:==* 
  78     9     6:=*= 
  80     2     5:=* 
  82     4     3:*= 
  84     4     3:*= 
  86     3     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     4     1:*=        :*=== 
  96    11     1:*===      :*========== 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.11730.00317; mu= 5.0571 0.164 
 mean_var=35.6757 8.904, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.214728 
 Kolmogorov-Smirnov  statistic: 0.0237 (N=29) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.4    0.83 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.5     1.6 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 22.9     2.2 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.4 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.4 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.4 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.4 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 22.8     2.4 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.4 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 22.8     2.4 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 22.8     2.4 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 22.8     2.4 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 22.8     2.4 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.4 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 22.8     2.4 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 22.8     2.4 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 22.8     2.4 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.3     4.4 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 21.9     4.6 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.3       6 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.0     6.3 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.3     6.7 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.3     6.7 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   58 22.7     7.9 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.1     8.1 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.4      11 
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gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.4      11 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.4      11 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.4      11 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.4      12 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.4      12 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.4      13 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.0      14 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   57 22.3      16 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   57 22.3      16 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   54 21.4      20 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.4      21 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.3      21 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.6      21 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.3      21 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.6      22 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.7      22 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   46 19.2      22 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 19.2      23 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.8      25 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.6      25 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.4      27 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.9      27 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.9      27 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   46 19.1      27 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.4      30 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   50 20.2      32 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.0      32 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.1      33 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.1      33 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   44 18.5      35 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 18.0      36 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.7      36 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   49 19.9      36 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.5      38 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.2      38 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.4      39 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   51 20.5      40 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   51 20.5      40 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   51 20.5      40 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 20.5      40 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.8      41 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.5      43 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.1      43 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.2      43 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.8      44 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.7      46 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.1      52 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   42 17.9      52 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   49 19.9      53 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.6      54 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.8      55 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.9      56 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.0      58 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.0      58 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.6      58 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   46 19.0      60 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   46 19.0      60 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 19.0      60 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   47 19.3      61 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.2      62 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.2      63 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.2      63 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.2      63 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.2      63 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.2      63 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.2      63 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.2      63 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.2      63 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.2      63 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.2      63 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.7      65 
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gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.9      66 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.9      66 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.2      66 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.7      67 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.3      68 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   45 18.7      69 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.9      69 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.2      69 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.7      70 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.9      71 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.7      72 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.7      72 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.4      72 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.7      72 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   45 18.7      74 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   45 18.7      76 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 18.7      77 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   45 18.7      77 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   45 18.7      77 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   45 18.7      77 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.9      77 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.9      77 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.6      78 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.6      78 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.0      79 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.2      80 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.2      81 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.1      84 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.1      84 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.7      84 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.4      87 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   42 17.9      87 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.0      88 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   46 19.0      89 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   44 18.4      91 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.3      91 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.6      92 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.3      92 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.3      95 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.3      96 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   33 15.3   1e 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 104.0  bits: 24.4 E(): 0.83 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (17-59:59-96) 
 
                             10        20        30        40       
2MEPSP               EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         50        60        70        80                           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTEL                           
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 98.9  bits: 23.5 E():  1.6 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (17-59:59-96) 
 
                             10        20        30        40       
2MEPSP               EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         50        60        70        80                           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTEL                           
       . ...  :: .::                                                
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gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 96.5  bits: 22.9 E():  2.2 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (16-39:85-109) 
 
                              10         20        30        40     
2MEPSP                EMMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
           50        60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                            
gi|668 TTGAFQRIPRSSFANNPRLGRKC              
          120       130                     
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.6  bits: 22.8 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (17-59:59-96) 
 
                             10        20        30        40       
2MEPSP               EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         50        60        70        80                           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTEL                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.6  bits: 22.8 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (17-59:59-96) 
 
                             10        20        30        40       
2MEPSP               EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         50        60        70        80                           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTEL                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.6  bits: 22.8 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (17-59:59-96) 
 
                             10        20        30        40       
2MEPSP               EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         50        60        70        80                           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTEL                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.6  bits: 22.8 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (17-59:59-96) 
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                             10        20        30        40       
2MEPSP               EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         50        60        70        80                           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTEL                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.6  bits: 22.8 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (17-59:59-96) 
 
                             10        20        30        40       
2MEPSP               EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         50        60        70        80                           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTEL                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.6  bits: 22.8 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (17-59:59-96) 
 
                             10        20        30        40       
2MEPSP               EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         50        60        70        80                           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTEL                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.6  bits: 22.8 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (17-59:59-96) 
 
                             10        20        30        40       
2MEPSP               EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         50        60        70        80                           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTEL                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.6  bits: 22.8 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (17-59:59-96) 
 
                             10        20        30        40       
2MEPSP               EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         50        60        70        80                           
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2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTEL                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.6  bits: 22.8 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (17-59:59-96) 
 
                             10        20        30        40       
2MEPSP               EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         50        60        70        80                           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTEL                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.6  bits: 22.8 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (17-59:59-96) 
 
                             10        20        30        40       
2MEPSP               EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         50        60        70        80                           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTEL                           
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.6  bits: 22.8 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (17-59:59-96) 
 
                             10        20        30        40       
2MEPSP               EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         50        60        70        80                           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTEL                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.6  bits: 22.8 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (17-59:59-96) 
 
                             10        20        30        40       
2MEPSP               EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         50        60        70        80                           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTEL                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.6  bits: 22.8 E():  2.4 
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Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (17-59:59-96) 
 
                             10        20        30        40       
2MEPSP               EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         50        60        70        80                           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTEL                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.6  bits: 22.8 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (17-59:59-96) 
 
                             10        20        30        40       
2MEPSP               EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         50        60        70        80                           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTEL                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 90.9  bits: 23.3 E():  4.4 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (22-65:269-312) 
 
                        10        20        30        40        50  
2MEPSP          EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
              60        70        80                                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTEL                                
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 90.6  bits: 21.9 E():  4.6 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (17-59:59-96) 
 
                             10        20        30        40       
2MEPSP               EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         50        60        70        80                           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTEL                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 88.4  bits: 23.3 E():    6 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (22-65:399-442) 
 
                        10        20        30        40        50  
2MEPSP          EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
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              60        70        80                                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTEL                                
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  39 init1:  39 opt:  59  Z-score: 88.1  bits: 23.0 E():  6.3 
Smith-Waterman score: 59; 25.4% identity (62.0% similar) in 71 aa overlap (3-71:319-387) 
 
                                           10        20          30 
2MEPSP                             EMMGAKVTWTETSVTVTGPPR--EPFGRKHLK 
                                     .:.::  .  .. ::.: :  . . .:  . 
gi|144 KSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKAIKEKACN 
      290       300       310       320       330       340         
 
               40        50        60        70        80           
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL           
       :. ...:.. .:. .. .: .   .  ..  .:: :  :::                    
gi|144 ALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLATGQIKTG 
      350       360       370         380       390       400       
 
gi|144 APCRSERLAKYNQLLRIEEELGAEAVYAGANFRTPVEPY 
        410       420       430       440      
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.7  bits: 21.3 E():  6.7 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (17-59:59-103) 
 
                             10        20        30          40     
2MEPSP               EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
           50        60        70        80                     
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL                     
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.7  bits: 21.3 E():  6.7 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (17-59:59-103) 
 
                             10        20        30          40     
2MEPSP               EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
           50        60        70        80                     
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL                     
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  38 init1:  38 opt:  58  Z-score: 86.4  bits: 22.7 E():  7.9 
Smith-Waterman score: 58; 25.4% identity (60.6% similar) in 71 aa overlap (3-71:319-387) 
 
                                           10        20          30 
2MEPSP                             EMMGAKVTWTETSVTVTGPPR--EPFGRKHLK 
                                     .: ::  .  .. ::.: :  . . .:  . 
gi|144 KSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNPKRVEKAIKEKACN 
      290       300       310       320       330       340         
 
               40        50        60        70        80           
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL           
       :. ...:.. .:. .. .: .   .  ..  .:: :  :::                    
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gi|144 ALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLATGQIKTG 
      350       360       370         380       390       400       
 
gi|144 APCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
        410       420       430       440      
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.2  bits: 22.1 E():  8.1 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (16-62:168-211) 
 
                              10        20           30        40   
2MEPSP                EMMGAKVTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
             50        60        70        80                       
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL                       
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 83.9  bits: 20.4 E():   11 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (15-53:20-59) 
 
                    10         20        30         40        50    
2MEPSP      EMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                          .. : ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
            60        70        80                                  
2MEPSP DGPTAIRDVASWRVKETERMVAIRTEL                                  
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.6  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (25-41:399-415) 
 
                     10        20        30        40        50     
2MEPSP       EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
           60        70        80                                   
2MEPSP GPTAIRDVASWRVKETERMVAIRTEL                                   
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.6  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (25-41:402-418) 
 
                     10        20        30        40        50     
2MEPSP       EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
           60        70        80                                   
2MEPSP GPTAIRDVASWRVKETERMVAIRTEL                                   
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
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 initn:  57 init1:  57 opt:  57  Z-score: 83.5  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (25-41:403-419) 
 
                     10        20        30        40        50     
2MEPSP       EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
           60        70        80                                   
2MEPSP GPTAIRDVASWRVKETERMVAIRTEL                                   
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.2  bits: 22.4 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (25-41:422-438) 
 
                     10        20        30        40        50     
2MEPSP       EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
           60        70        80                                   
2MEPSP GPTAIRDVASWRVKETERMVAIRTEL                                   
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.2  bits: 22.4 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (25-41:422-438) 
 
                     10        20        30        40        50     
2MEPSP       EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
           60        70        80                                   
2MEPSP GPTAIRDVASWRVKETERMVAIRTEL                                   
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.2  bits: 20.4 E():   13 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (17-59:59-96) 
 
                             10        20        30        40       
2MEPSP               EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
         50        60        70        80                           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTEL                           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.0  bits: 22.0 E():   14 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (33-65:407-439) 
 
             10        20        30        40        50        60   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
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        380       390       400       410       420       430       
 
             70        80                                           
2MEPSP ASWRVKETERMVAIRTEL                                           
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 81.0  bits: 22.3 E():   16 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (3-69:58-135) 
 
                                           10        20             
2MEPSP                             EMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|289 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
            30        40        50        60           70        80 
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETERMVAIRTEL 
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|289 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|289 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 81.0  bits: 22.3 E():   16 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (3-69:58-135) 
 
                                           10        20             
2MEPSP                             EMMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|283 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
            30        40        50        60           70        80 
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETERMVAIRTEL 
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|283 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
gi|283 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 79.0  bits: 21.4 E():   20 
Smith-Waterman score: 54; 21.3% identity (58.7% similar) in 75 aa overlap (4-77:315-385) 
 
                                          10        20        30    
2MEPSP                            EMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     :..  :. ..  .:   :.   .  .. :  
gi|215 GTETIDISFVKNGPLSRADLDTNDTFIVENGSEGLWVWVGKKATQKERQSAIKYAMELI- 
          290       300       310       320       330       340     
 
            40        50        60         70        80             
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDV-ASWRVKETERMVAIRTEL             
        : .:.:. . .  :  : .:  . ....  ::...: :.... :                
gi|215 -NKKKYPNNTPVTKV--LEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVAN 
            350         360       370       380       390       400 
 
gi|215 YEPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQPNQI 
              410       420       430       440       450       460 
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 78.8  bits: 21.4 E():   21 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (18-53:390-426) 
 
                            10        20         30         40      
2MEPSP              EMMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
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                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
          50        60        70        80                          
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTEL                          
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 78.7  bits: 20.3 E():   21 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (15-53:124-163) 
 
                               10         20        30         40   
2MEPSP                 EMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
             50        60        70        80                       
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL                       
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.7  bits: 18.6 E():   21 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (52-75:15-38) 
 
              30        40        50        60        70        80  
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL  
                                     .:.   :.: ..:  . :..::.:       
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 78.6  bits: 20.3 E():   21 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (15-53:127-166) 
 
                               10         20        30         40   
2MEPSP                 EMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
             50        60        70        80                       
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL                       
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.4  bits: 18.6 E():   22 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (52-75:17-40) 
 
              30        40        50        60        70        80  
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL  
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (3-21:1-18) 
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               10        20        30        40        50        60 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
         ::.  :... :..:  :::                                        
gi|444   MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEIVEGDGGVGTIKKI 
                  10        20        30        40        50        
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.2  bits: 19.2 E():   22 
Smith-Waterman score: 46; 27.3% identity (52.7% similar) in 55 aa overlap (27-75:2-56) 
 
               10        20        30           40           50     
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFAD 
                                 ::: :   . .  :  :   ::  .:. :.. :: 
gi|833                          MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDAD 
                                        10        20        30      
 
           60        70        80                                   
2MEPSP GPTAIRDVASWRVKETERMVAIRTEL                                   
            . .:  . :. ....:                                        
gi|833 EERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKE 
          40        50        60        70        80        90      
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 78.0  bits: 19.2 E():   23 
Smith-Waterman score: 46; 25.4% identity (54.2% similar) in 59 aa overlap (27-79:2-60) 
 
               10        20        30           40           50     
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFAD 
                                 ::: :   . .. :  :   ::  .:  :.. :: 
gi|117                          MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD 
                                        10        20        30      
 
           60        70        80                                   
2MEPSP GPTAIRDVASWRVKETERMVAIRTEL                                   
       .    . ..  . :. ....:  .:                                    
gi|117 SDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAA 
          40        50        60        70        80        90      
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.5  bits: 20.8 E():   25 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (20-59:161-200) 
 
                          10        20        30        40          
2MEPSP            EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
      50        60        70        80                              
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTEL                              
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.4  bits: 18.6 E():   25 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (52-75:26-49) 
 
              30        40        50        60        70        80  
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL  
                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (11-62:7-57) 
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               10        20        30        40        50        60 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                 :: .: . :: . : :  : . ..  .  : .  .. ..     :: .:. 
gi|132     MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEG-NGGPGTIK 
                   10        20        30        40         50      
 
               70        80                                         
2MEPSP DVASWRVKETERMVAIRTEL                                         
        .                                                           
gi|132 KICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSIL 
          60        70        80        90       100       110      
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 76.7  bits: 18.9 E():   27 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (27-79:2-60) 
 
               10        20        30           40           50     
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFAD 
                                 ::: :   . .. :  :   ::  .:. :.. :: 
gi|416                          MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDAD 
                                        10        20        30      
 
           60        70        80                                   
2MEPSP GPTAIRDVASWRVKETERMVAIRTEL                                   
            . ..  . :. ....:  .:                                    
gi|416 EDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEE 
          40        50        60        70        80        90      
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 76.7  bits: 18.9 E():   27 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (27-79:2-60) 
 
               10        20        30           40           50     
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFAD 
                                 ::: :   . .. :  :   ::  .:. :.. :: 
gi|461                          MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDAD 
                                        10        20        30      
 
           60        70        80                                   
2MEPSP GPTAIRDVASWRVKETERMVAIRTEL                                   
            . ..  . :. ....:  .:                                    
gi|461 EDRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEE 
          40        50        60        70        80        90      
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 76.6  bits: 19.1 E():   27 
Smith-Waterman score: 46; 29.6% identity (70.4% similar) in 27 aa overlap (2-26:11-37) 
 
                        10         20         30        40          
2MEPSP          EMMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNKMPDVAMTLAVV 
                 ...: ..:: ..  ...: : : : :.                        
gi|153 MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVKGEEKEPSKSC 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTEL                              
                                                                    
gi|153 CSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.0  bits: 19.4 E():   30 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (34-55:68-88) 
 
            10        20        30        40        50        60    
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
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            70        80                                            
2MEPSP SWRVKETERMVAIRTEL                                            
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 75.5  bits: 20.2 E():   32 
Smith-Waterman score: 50; 27.1% identity (52.5% similar) in 59 aa overlap (22-80:114-171) 
 
                        10        20        30        40        50  
2MEPSP          EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
              60        70        80                                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTEL                                
        .  : :  :.    ..:. :..:   :.                                
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 75.5  bits: 20.0 E():   32 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (15-48:170-204) 
 
                               10         20        30         40   
2MEPSP                 EMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
             50        60        70        80                       
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL                       
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (3-21:1-18) 
 
               10        20        30        40        50        60 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
         ::.  :... :..:  :::                                        
gi|444   MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVEGDGGVGTIKKI 
                  10        20        30        40        50        
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (3-21:1-18) 
 
               10        20        30        40        50        60 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
         ::.  :... :..:  :::                                        
gi|444   MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEIVEGDGGVGTIKKI 
                  10        20        30        40        50        
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.7  bits: 18.5 E():   35 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (27-75:2-56) 
 
               10        20        30           40           50     
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFAD 
                                 ::: :   . .. :  :   ::  .:  :.. :: 
gi|185                          MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEAD 
                                        10        20        30      
 
           60        70        80                                   
2MEPSP GPTAIRDVASWRVKETERMVAIRTEL                                   
       .    . ..  . :. ....:                                        
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gi|185 SDRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAA 
          40        50        60        70        80        90      
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.5  bits: 18.0 E():   36 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (58-75:28-45) 
 
        30        40        50        60        70        80        
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL        
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.4  bits: 17.7 E():   36 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (36-59:1-24) 
 
          10        20        30        40        50        60      
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
          70        80                     
2MEPSP RVKETERMVAIRTEL                     
                                           
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.4  bits: 19.9 E():   36 
Smith-Waterman score: 49; 27.1% identity (54.2% similar) in 59 aa overlap (22-80:112-169) 
 
                        10        20        30        40        50  
2MEPSP          EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
              60        70        80                                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTEL                                
        .  : :  :.    :.:. :..:   :.                                
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.1  bits: 18.5 E():   38 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (19-51:38-75) 
 
                           10        20             30        40    
2MEPSP             EMMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
            50        60        70        80                  
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL                  
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (15-53:291-330) 
 
                               10         20        30         40   
2MEPSP                 EMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
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gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
             50        60        70        80                       
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL                       
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.9  bits: 19.4 E():   39 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (34-55:116-136) 
 
            10        20        30        40        50        60    
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
            70        80                                            
2MEPSP SWRVKETERMVAIRTEL                                            
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (1-58:210-271) 
 
                                                   10        20     
2MEPSP                               EMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
           30        40           50        60        70        80  
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTEL  
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (1-58:210-271) 
 
                                                   10        20     
2MEPSP                               EMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|189 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
     180       190       200       210       220       230          
 
           30        40           50        60        70        80  
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTEL  
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|189 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPE 
         240        250       260       270       280       290     
 
gi|189 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWE 
          300       310       320       330       340       350     
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (1-58:210-271) 
 
                                                   10        20     
2MEPSP                               EMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|451 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
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     180       190       200       210       220       230          
 
           30        40           50        60        70        80  
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTEL  
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|451 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
         240        250       260       270       280       290     
 
gi|451 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
          300       310       320       330       340       350     
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.5  bits: 20.5 E():   40 
Smith-Waterman score: 51; 28.4% identity (50.7% similar) in 67 aa overlap (1-58:218-279) 
 
                                                   10        20     
2MEPSP                               EMMGAKVTW------TETSVTVTGPPREPF 
                                     : .:  :.:      .  .:::   :.    
gi|541 DVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK--- 
       190       200       210       220       230       240        
 
           30        40           50        60        70        80  
2MEPSP GRKHLKAIDVNMNKMPDVAMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTEL  
        .    :.:. .:.   ::  :    .. ..:.::::                        
gi|541 -KASEGAVDI-INRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPE 
           250        260       270       280       290       300   
 
gi|541 LGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWE 
            310       320       330       340       350       360   
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (50-71:22-43) 
 
      20        30        40        50        60        70          
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
      80                                                            
2MEPSP L                                                            
                                                                    
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.0  bits: 20.5 E():   43 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (25-41:430-446) 
 
                     10        20        30        40        50     
2MEPSP       EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
           60        70        80                                   
2MEPSP GPTAIRDVASWRVKETERMVAIRTEL                                   
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.0  bits: 19.1 E():   43 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (30-64:72-112) 
 
                10        20        30        40              50    
2MEPSP  EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
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            60        70        80                                  
2MEPSP DGPTAIRDVASWRVKETERMVAIRTEL                                  
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.0  bits: 20.2 E():   43 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (15-53:6-45) 
 
               10         20        30         40        50         
2MEPSP EMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTA 
                     .. : ::  : .:.: . .. .: . . ::   : :  : :      
gi|223          INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEK 
                        10        20         30        40        50 
 
       60        70        80                                       
2MEPSP IRDVASWRVKETERMVAIRTEL                                       
                                                                    
gi|223 LETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALFGLSR 
               60        70        80        90       100       110 
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 72.9  bits: 14.8 E():   44 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (13-19:2-8) 
 
               10        20        30        40        50        60 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                   ..:. ::                                          
gi|250            PTITIGGPEYR                                       
                          10                                        
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 17.7 E():   46 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (29-58:41-70) 
 
                 10        20        30        40        50         
2MEPSP   EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
       60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTEL 
                              
gi|453 CSPKWLQLLVP            
               80             
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 19.1 E():   52 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (15-28:15-28) 
 
               10        20        30        40        50        60 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                     : . :::.:   ::                                 
gi|169 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG 
               10        20        30        40        50        60 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (41-75:22-56) 
 
               20        30        40        50        60        70 
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  .:. :.. ::     . .:  . :.  
gi|668          MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDL 
                        10        20        30        40        50  
 
               80                                                   
2MEPSP ERMVAIRTEL                                                   

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9447

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

       ....:                                                        
gi|668 QELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 71.4  bits: 19.9 E():   53 
Smith-Waterman score: 49; 25.7% identity (58.1% similar) in 74 aa overlap (1-71:313-383) 
 
                                             10        20           
2MEPSP                               EMMGAKVTWTETSVTVTGPPR--EPFGRKH 
                                     : .: :.  .  ..:::.: :    . .:  
gi|232 LYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKTAIEKKA 
            290       300       310       320       330       340   
 
       30        40         50        60        70        80        
2MEPSP LKAIDVNMNKMPDVAMTL-AVVALFADGPTAIRDVASWRVKETERMVAIRTEL        
        .:. ...:..  .. .. :.   .: :  ..   .: :  :::                 
gi|232 ANALLLKVNQIGTLTESIQAANDSYAAGWGVM---VSHRSGETEDTFIADLSVGLRSGQI 
            350       360       370          380       390          
 
gi|232 KTGAPARSERLAKLNQILRIEEELGSEAIYAGKDFQKASQL 
     400       410       420       430       440 
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 71.2  bits: 19.6 E():   54 
Smith-Waterman score: 48; 27.1% identity (52.5% similar) in 59 aa overlap (22-80:173-230) 
 
                        10        20        30        40        50  
2MEPSP          EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
              60        70        80                                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTEL                                
        .  : :  :.    ..:. :..:   :.                                
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (26-41:152-167) 
 
                    10        20        30        40        50      
2MEPSP      EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
          60        70        80   
2MEPSP PTAIRDVASWRVKETERMVAIRTEL   
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.0  bits: 15.9 E():   56 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (29-59:2-30) 
 
               10        20        30         40        50          
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAI 
                                   .::. : : .. :     ..  :  .::::.. 
gi|122                            MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV 
                                          10           20        30 
 
      60        70        80 
2MEPSP RDVASWRVKETERMVAIRTEL 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (2-25:7-30) 
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                    10        20        30        40        50      
2MEPSP      EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
             ...  :. . .:..  :::. : :                               
gi|811 MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPKGAGPDDN 
               10        20        30        40        50        60 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (2-25:7-30) 
 
                    10        20        30        40        50      
2MEPSP      EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
             ...  :. . .:..  :::. : :                               
gi|109 MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKGAGPKDN 
               10        20        30        40        50        60 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (15-53:291-330) 
 
                               10         20        30         40   
2MEPSP                 EMMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
             50        60        70        80                       
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL                       
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (18-80:72-133) 
 
                            10        20        30        40        
2MEPSP              EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
        50        60        70        80                            
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTEL                            
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (18-80:72-133) 
 
                            10        20        30        40        
2MEPSP              EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
        50        60        70        80                            
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTEL                            
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
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>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (18-80:72-133) 
 
                            10        20        30        40        
2MEPSP              EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
        50        60        70        80                            
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTEL                            
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 70.3  bits: 19.3 E():   61 
Smith-Waterman score: 47; 30.0% identity (52.5% similar) in 40 aa overlap (41-80:131-170) 
 
               20        30        40        50        60        70 
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
               80                                                   
2MEPSP ERMVAIRTEL                                                   
        :..:   :.                                                   
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (33-64:89-118) 
 
             10        20        30        40        50        60   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
             70        80                          
2MEPSP ASWRVKETERMVAIRTEL                          
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (33-64:90-119) 
 
             10        20        30        40        50        60   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             70        80                          
2MEPSP ASWRVKETERMVAIRTEL                          
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (33-64:90-119) 
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             10        20        30        40        50        60   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             70        80                          
2MEPSP ASWRVKETERMVAIRTEL                          
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (33-64:90-119) 
 
             10        20        30        40        50        60   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             70        80                          
2MEPSP ASWRVKETERMVAIRTEL                          
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (33-64:90-119) 
 
             10        20        30        40        50        60   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
             70        80                          
2MEPSP ASWRVKETERMVAIRTEL                          
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (33-55:90-112) 
 
             10        20        30        40        50        60   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
             70        80                        
2MEPSP ASWRVKETERMVAIRTEL                        
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (33-64:90-119) 
 
             10        20        30        40        50        60   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             70        80                          
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2MEPSP ASWRVKETERMVAIRTEL                          
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (33-64:90-119) 
 
             10        20        30        40        50        60   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             70        80                          
2MEPSP ASWRVKETERMVAIRTEL                          
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (33-64:90-119) 
 
             10        20        30        40        50        60   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             70        80                          
2MEPSP ASWRVKETERMVAIRTEL                          
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (33-64:90-119) 
 
             10        20        30        40        50        60   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             70        80                          
2MEPSP ASWRVKETERMVAIRTEL                          
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (33-64:90-119) 
 
             10        20        30        40        50        60   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             70        80                          
2MEPSP ASWRVKETERMVAIRTEL                          
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.8  bits: 18.7 E():   65 
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Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (10-42:43-76) 
 
                                    10        20         30         
2MEPSP                      EMMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
       40        50        60        70        80                   
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL                   
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (42-58:8-26) 
 
              20        30        40        50          60          
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
      70        80                                                  
2MEPSP TERMVAIRTEL                                                  
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (42-58:8-26) 
 
              20        30        40        50          60          
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
      70        80                                                  
2MEPSP TERMVAIRTEL                                                  
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.2 E():   66 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (26-41:43-58) 
 
                    10        20        30        40        50      
2MEPSP      EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
          60        70        80                                    
2MEPSP PTAIRDVASWRVKETERMVAIRTEL                                    
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.7 E():   67 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (18-26:14-22) 
 
               10        20        30        40        50        60 
2MEPSP EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                        :::. : :.                                   
gi|898     ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDNGGGCG 
                   10        20        30        40        50       
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>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (47-65:15-35) 
 
         20        30        40        50          60        70     
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
           80                                                       
2MEPSP AIRTEL                                                       
                                                                    
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.3  bits: 18.7 E():   69 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (22-80:58-115) 
 
                        10        20        30        40        50  
2MEPSP          EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
              60        70        80                                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTEL                                
        .  : :  :.    ..:. :..:   :.                                
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.3  bits: 19.9 E():   69 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (56-68:336-348) 
 
          30        40        50        60        70        80      
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL      
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.2  bits: 18.2 E():   69 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (27-60:110-145) 
 
                   10        20        30        40             50  
2MEPSP     EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
              60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTEL            
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.7 E():   70 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (18-26:25-33) 
 
                      10        20        30        40        50    
2MEPSP        EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
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            60        70        80                                  
2MEPSP DGPTAIRDVASWRVKETERMVAIRTEL                                  
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (38-56:2-20) 
 
        10        20        30        40        50        60        
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
        70        80                                                
2MEPSP KETERMVAIRTEL                                                
                                                                    
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (18-26:31-39) 
 
                            10        20        30        40        
2MEPSP              EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTEL                            
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (18-26:31-39) 
 
                            10        20        30        40        
2MEPSP              EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTEL                            
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (44-74:121-151) 
 
            20        30        40        50        60        70    
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
            80                                                      
2MEPSP VAIRTEL                                                      
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
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>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (18-26:32-40) 
 
                            10        20        30        40        
2MEPSP              EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
        50        60        70        80                            
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTEL                            
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.7  bits: 18.7 E():   74 
Smith-Waterman score: 45; 25.4% identity (52.4% similar) in 63 aa overlap (18-80:72-133) 
 
                            10        20        30        40        
2MEPSP              EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
        50        60        70        80                            
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTEL                            
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 LKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (22-80:84-141) 
 
                        10        20        30        40        50  
2MEPSP          EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
              60        70        80                                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTEL                                
        .  : :  :.    ..:. :..:   :.                                
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (22-80:86-143) 
 
                        10        20        30        40        50  
2MEPSP          EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
              60        70        80                                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTEL                                
        .  : :  :.    ..:. :..:   :.                                
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (22-80:86-143) 
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                        10        20        30        40        50  
2MEPSP          EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
              60        70        80                                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTEL                                
        .  : :  :.    ..:. :..:   :.                                
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 45; 27.1% identity (52.5% similar) in 59 aa overlap (22-80:87-144) 
 
                        10        20        30        40        50  
2MEPSP          EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              60        70        80                                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTEL                                
        .  : :  :.    :.:. : .:   :.                                
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 45; 27.1% identity (52.5% similar) in 59 aa overlap (22-80:87-144) 
 
                        10        20        30        40        50  
2MEPSP          EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              60        70        80                                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTEL                                
        .  : :  :.    :.:. : .:   :.                                
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (33-64:90-119) 
 
             10        20        30        40        50        60   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
             70        80                          
2MEPSP ASWRVKETERMVAIRTEL                          
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (33-55:90-112) 
 
             10        20        30        40        50        60   
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
             70        80                        
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2MEPSP ASWRVKETERMVAIRTEL                        
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (29-55:44-71) 
 
                 10        20        30         40        50        
2MEPSP   EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
        60        70        80                                      
2MEPSP AIRDVASWRVKETERMVAIRTEL                                      
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (2-55:22-71) 
 
                                   10        20        30        40 
2MEPSP                     EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            . .: ..  . :: . .     . ....:::    :..  
gi|238 MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF- 
               10        20        30        40        50           
 
               50        60        70        80                     
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL                     
       ::  ::: ..::  :                                              
gi|238 DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 19.0 E():   79 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (34-65:269-300) 
 
            10        20        30        40        50        60    
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
            70        80                                            
2MEPSP SWRVKETERMVAIRTEL                                            
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (20-33:41-54) 
 
                          10        20        30        40          
2MEPSP            EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
      50        60        70        80                              
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTEL                              
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.2 E():   81 
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Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (20-33:45-58) 
 
                          10        20        30        40          
2MEPSP            EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
      50        60        70        80                              
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTEL                              
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (26-40:152-166) 
 
                    10        20        30        40        50      
2MEPSP      EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
          60        70        80     
2MEPSP PTAIRDVASWRVKETERMVAIRTEL     
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (26-40:152-166) 
 
                    10        20        30        40        50      
2MEPSP      EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
          60        70        80     
2MEPSP PTAIRDVASWRVKETERMVAIRTEL     
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.7  bits: 18.7 E():   84 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (22-80:112-169) 
 
                        10        20        30        40        50  
2MEPSP          EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|398 AGVQPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
              60        70        80                                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTEL                                
        .  : :  :.    ..:. :..:   :.                                
gi|398 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 18.4 E():   87 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (39-53:1-15) 
 
       10        20        30        40        50        60         
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                                     : . ...: ::::::                
gi|386                               MASSSLVLLVVALFAVFLGTAHGIAKVPPG 
                                             10        20        30 
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       70        80                                                 
2MEPSP ETERMVAIRTEL                                                 
                                                                    
gi|386 PNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGR 
               40        50        60        70        80        90 
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.5  bits: 17.9 E():   87 
Smith-Waterman score: 42; 31.7% identity (55.6% similar) in 63 aa overlap (22-73:96-157) 
 
                        10        20        30         40           
2MEPSP          EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
          50        60             70        80               
2MEPSP LAVVALFADGPTAIR-DVASWR----VKETERMVAIRTEL               
        ::.. . ::  ..  .::. .    ::: : .                      
gi|501 TAVTS-WLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130        140       150       160       170         
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.3  bits: 19.0 E():   88 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (4-60:143-189) 
 
                                          10        20        30    
2MEPSP                            EMMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
            40        50        60        70        80              
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL              
       ..  .: :: .. . .    :::.: :                                  
gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.3  bits: 19.0 E():   89 
Smith-Waterman score: 46; 23.8% identity (46.0% similar) in 63 aa overlap (18-80:75-133) 
 
                            10        20        30        40        
2MEPSP              EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :  .  .: ::  .  :. .:  :::     
gi|113 ACEAHNIIDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKE 
           50        60        70        80        90       100     
 
        50        60        70        80                            
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTEL                            
        .  ::    : ..   : . . . .. .  ::                            
gi|113 GTLRFA----AAQNRPLWIIFKRNMVIHLNQELVVNSDKTIDGRGVKVNIVNAGLTLMNV 
          110           120       130       140       150       160 
 
gi|113 KNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDG 
              170       180       190       200       210       220 
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 44; 25.4% identity (54.2% similar) in 59 aa overlap (22-80:75-132) 
 
                        10        20        30        40        50  
2MEPSP          EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|134 AIVPPADKYRTFVATFGAASNKAFAEGLSGEPKGGAESSSKAALTSKL-DAAYKLAYKTA 
           50        60        70        80        90        100    
 
              60        70        80                                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTEL                                
        .  : :  :.    ..:. :..:   :.                                
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gi|134 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
           110       120       130       140       150       160    
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.0  bits: 19.3 E():   91 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (51-72:469-490) 
 
               30        40        50        60        70        80 
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 41; 27.3% identity (63.6% similar) in 33 aa overlap (39-68:91-123) 
 
       10        20        30        40           50        60      
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV---VALFADGPTAIRDVASW 
                                     .::.:  ...   ..  ::: . :. . :. 
gi|604 DGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
          70        80                     
2MEPSP RVKETERMVAIRTEL                     
       . :                                 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.3 E():   92 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (32-59:36-63) 
 
              10        20        30        40        50        60  
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
              70        80                                          
2MEPSP VASWRVKETERMVAIRTEL                                          
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (11-28:288-305) 
 
                                   10        20        30        40 
2MEPSP                     EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
               50        60        70        80                     
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL                     
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 66.6  bits: 19.3 E():   96 
Smith-Waterman score: 47; 26.8% identity (61.0% similar) in 41 aa overlap (29-68:204-244) 
 
                 10        20        30        40         50        
2MEPSP   EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
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        60        70        80                                      
2MEPSP AIRDVASWRVKETERMVAIRTEL                                      
       ..  :.::.::                                                  
gi|558 SFGIVVSWQVKLLPVPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFGGT 
           240       250       260       270       280       290    
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.3  bits: 15.3 E(): 1e 
Smith-Waterman score: 33; 33.3% identity (58.3% similar) in 12 aa overlap (9-20:18-29) 
 
                        10        20        30        40        50  
2MEPSP          EMMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                        : ... :  : :                                
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:57:59 2011 done: Tue Apr 19 10:58:00 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 293  - 372 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     1     0:=          one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     1     2:* 
  32     9     8:==* 
  34    20    22:=======* 
  36    54    44:==============*=== 
  38    53    73:==================      * 
  40   103   102:=================================*= 
  42   109   125:=====================================    * 
  44   141   138:=============================================*= 
  46   146   140:==============================================*== 
  48   148   134:============================================*===== 
  50   130   122:========================================*=== 
  52   124   108:===================================*====== 
  54   101    92:==============================*=== 
  56    62    77:=====================    * 
  58    39    63:=============       * 
  60    28    51:==========      * 
  62    49    41:=============*=== 
  64    30    33:==========* 
  66    17    26:======  * 
  68    30    20:======*=== 
  70    26    16:=====*=== 
  72     5    12:== * 
  74    10    10:===* 
  76     9     8:==* 
  78     9     6:=*= 
  80     2     5:=* 
  82     3     3:* 
  84     5     3:*= 
  86     2     2:* 
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  88     4     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96    14     1:*====     :*============= 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.06030.00314; mu= 5.3354 0.163 
 mean_var=35.3899 8.809, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.215593 
 Kolmogorov-Smirnov  statistic: 0.0231 (N=29) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.4     0.8 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.5     1.5 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 22.9     2.1 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.4 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.4 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.4 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.4 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.4 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.4 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.4 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.4 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.4 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 22.9     2.4 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.4 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.4 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.4 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.4 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.4     4.3 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 21.9     4.5 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.3     5.8 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.0     6.1 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.3     6.5 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.3     6.5 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   58 22.7     7.6 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.2     7.8 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.4      11 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.4      11 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.4      11 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.4      11 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.4      11 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.4      11 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.4      13 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.1      13 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   57 22.4      15 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   57 22.4      15 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   54 21.5      19 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.5      20 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.3      20 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.3      21 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.6      21 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.8      21 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.6      21 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   46 19.2      22 
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gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 19.2      22 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.9      24 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.6      24 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.4      26 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.9      27 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.9      27 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   46 19.2      27 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.4      29 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   50 20.3      31 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.0      31 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.1      33 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.1      33 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   44 18.6      34 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 18.0      35 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   49 20.0      36 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.7      36 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.3      37 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.6      37 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.4      38 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.8      40 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.5      42 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.2      42 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.1      43 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.8      45 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.7      46 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.1      51 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   42 17.9      52 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.6      53 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.8      54 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.9      56 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.6      57 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   46 19.1      57 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   46 19.1      57 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   46 19.1      59 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   46 19.1      59 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 19.1      59 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   47 19.3      59 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.2      61 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.2      62 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.2      62 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.2      62 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.2      62 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.2      62 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.2      62 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.2      62 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.2      62 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.2      62 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.2      62 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.8      64 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.9      65 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.9      65 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.2      66 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.8      66 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.3      66 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.9      67 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   45 18.8      67 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.2      69 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.8      69 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.9      70 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.8      71 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.8      71 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.8      71 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.5      71 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   45 18.8      73 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   45 18.8      75 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 18.7      75 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   45 18.7      75 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   45 18.7      76 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   45 18.7      76 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.9      76 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.9      76 
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gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   41 17.6      77 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.6      77 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.0      78 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.2      79 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.2      80 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.2      83 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.2      83 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.7      83 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.4      85 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   42 17.9      86 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.0      86 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   46 19.0      87 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.3      89 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   44 18.4      89 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   47 19.3      90 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   47 19.3      90 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   47 19.3      90 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.6      91 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   47 19.3      91 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.3      92 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.3      93 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.3      93 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   40 17.3      99 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 104.2  bits: 24.4 E():  0.8 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (16-58:59-96) 
 
                              10        20        30        40      
2MEPSP                MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          50        60        70        80                          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELT                          
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 99.2  bits: 23.5 E():  1.5 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (16-58:59-96) 
 
                              10        20        30        40      
2MEPSP                MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          50        60        70        80                          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELT                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 96.7  bits: 22.9 E():  2.1 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (15-38:85-109) 
 
                               10         20        30        40    
2MEPSP                 MMGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
            50        60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                             
gi|668 TTGAFQRIPRSSFANNPRLGRKC               
          120       130                      
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>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (16-58:59-96) 
 
                              10        20        30        40      
2MEPSP                MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          50        60        70        80                          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELT                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (16-58:59-96) 
 
                              10        20        30        40      
2MEPSP                MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          50        60        70        80                          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELT                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (16-58:59-96) 
 
                              10        20        30        40      
2MEPSP                MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          50        60        70        80                          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELT                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (16-58:59-96) 
 
                              10        20        30        40      
2MEPSP                MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          50        60        70        80                          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELT                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (16-58:59-96) 
 
                              10        20        30        40      
2MEPSP                MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
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                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          50        60        70        80                          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELT                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (16-58:59-96) 
 
                              10        20        30        40      
2MEPSP                MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          50        60        70        80                          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELT                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (16-58:59-96) 
 
                              10        20        30        40      
2MEPSP                MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          50        60        70        80                          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELT                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (16-58:59-96) 
 
                              10        20        30        40      
2MEPSP                MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          50        60        70        80                          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELT                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (16-58:59-96) 
 
                              10        20        30        40      
2MEPSP                MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          50        60        70        80                          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELT                          
       . ...  :: .::                                                
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gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (16-58:59-96) 
 
                              10        20        30        40      
2MEPSP                MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          50        60        70        80                          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELT                          
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (16-58:59-96) 
 
                              10        20        30        40      
2MEPSP                MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          50        60        70        80                          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELT                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (16-58:59-96) 
 
                              10        20        30        40      
2MEPSP                MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          50        60        70        80                          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELT                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (16-58:59-96) 
 
                              10        20        30        40      
2MEPSP                MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          50        60        70        80                          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELT                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (16-58:59-96) 
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                              10        20        30        40      
2MEPSP                MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          50        60        70        80                          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELT                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 91.2  bits: 23.4 E():  4.3 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (21-64:269-312) 
 
                         10        20        30        40        50 
2MEPSP           MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
               60        70        80                               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELT                               
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 90.8  bits: 21.9 E():  4.5 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (16-58:59-96) 
 
                              10        20        30        40      
2MEPSP                MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          50        60        70        80                          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELT                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 88.7  bits: 23.3 E():  5.8 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (21-64:399-442) 
 
                         10        20        30        40        50 
2MEPSP           MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
               60        70        80                               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELT                               
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  39 init1:  39 opt:  59  Z-score: 88.3  bits: 23.0 E():  6.1 
Smith-Waterman score: 59; 25.4% identity (62.0% similar) in 71 aa overlap (2-70:319-387) 
 
                                            10        20            
2MEPSP                              MMGAKVTWTETSVTVTGPPR--EPFGRKHLK 
                                     .:.::  .  .. ::.: :  . . .:  . 
gi|144 KSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKAIKEKACN 
      290       300       310       320       330       340         
 
      30        40        50        60        70        80          
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2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT          
       :. ...:.. .:. .. .: .   .  ..  .:: :  :::                    
gi|144 ALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLATGQIKTG 
      350       360       370         380       390       400       
 
gi|144 APCRSERLAKYNQLLRIEEELGAEAVYAGANFRTPVEPY 
        410       420       430       440      
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.8  bits: 21.3 E():  6.5 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (16-58:59-103) 
 
                              10        20        30          40    
2MEPSP                MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
            50        60        70        80                    
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT                    
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.8  bits: 21.3 E():  6.5 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (16-58:59-103) 
 
                              10        20        30          40    
2MEPSP                MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
            50        60        70        80                    
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT                    
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  38 init1:  38 opt:  58  Z-score: 86.7  bits: 22.7 E():  7.6 
Smith-Waterman score: 58; 25.4% identity (60.6% similar) in 71 aa overlap (2-70:319-387) 
 
                                            10        20            
2MEPSP                              MMGAKVTWTETSVTVTGPPR--EPFGRKHLK 
                                     .: ::  .  .. ::.: :  . . .:  . 
gi|144 KSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNPKRVEKAIKEKACN 
      290       300       310       320       330       340         
 
      30        40        50        60        70        80          
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT          
       :. ...:.. .:. .. .: .   .  ..  .:: :  :::                    
gi|144 ALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLATGQIKTG 
      350       360       370         380       390       400       
 
gi|144 APCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
        410       420       430       440      
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.4  bits: 22.2 E():  7.8 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (15-61:168-211) 
 
                               10        20           30        40  
2MEPSP                 MMGAKVTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
              50        60        70        80                      
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT                      
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       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 84.1  bits: 20.4 E():   11 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (14-52:20-59) 
 
                     10         20         30        40        50   
2MEPSP       MMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                          .. : ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
             60        70        80                                 
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELT                                 
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (24-40:399-415) 
 
                      10        20        30        40        50    
2MEPSP        MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
            60        70        80                                  
2MEPSP GPTAIRDVASWRVKETERMVAIRTELT                                  
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.8  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (24-40:402-418) 
 
                      10        20        30        40        50    
2MEPSP        MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
            60        70        80                                  
2MEPSP GPTAIRDVASWRVKETERMVAIRTELT                                  
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.8  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (24-40:403-419) 
 
                      10        20        30        40        50    
2MEPSP        MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
            60        70        80                                  
2MEPSP GPTAIRDVASWRVKETERMVAIRTELT                                  
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.5  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (24-40:422-438) 
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                      10        20        30        40        50    
2MEPSP        MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
            60        70        80                                  
2MEPSP GPTAIRDVASWRVKETERMVAIRTELT                                  
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.5  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (24-40:422-438) 
 
                      10        20        30        40        50    
2MEPSP        MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
            60        70        80                                  
2MEPSP GPTAIRDVASWRVKETERMVAIRTELT                                  
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.3  bits: 20.4 E():   13 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (16-58:59-96) 
 
                              10        20        30        40      
2MEPSP                MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
          50        60        70        80                          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELT                          
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.3  bits: 22.1 E():   13 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (32-64:407-439) 
 
              10        20        30        40        50        60  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
              70        80                                          
2MEPSP ASWRVKETERMVAIRTELT                                          
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 81.3  bits: 22.4 E():   15 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (2-68:58-135) 
 
                                            10                 20   
2MEPSP                              MMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|289 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
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             30        40        50        60           70          
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETERMVAIRTEL 
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|289 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|289 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 81.3  bits: 22.4 E():   15 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (2-68:58-135) 
 
                                            10                 20   
2MEPSP                              MMGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|283 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
             30        40        50        60           70          
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETERMVAIRTEL 
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|283 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|283 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 79.3  bits: 21.5 E():   19 
Smith-Waterman score: 54; 21.3% identity (58.7% similar) in 75 aa overlap (3-76:315-385) 
 
                                           10        20        30   
2MEPSP                             MMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     :..  :. ..  .:   :.   .  .. :  
gi|215 GTETIDISFVKNGPLSRADLDTNDTFIVENGSEGLWVWVGKKATQKERQSAIKYAMELI- 
          290       300       310       320       330       340     
 
             40        50        60         70        80            
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDV-ASWRVKETERMVAIRTELT            
        : .:.:. . .  :  : .:  . ....  ::...: :.... :                
gi|215 -NKKKYPNNTPVTKV--LEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVAN 
            350         360       370       380       390       400 
 
gi|215 YEPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQPNQI 
              410       420       430       440       450       460 
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 79.1  bits: 21.5 E():   20 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (17-52:390-426) 
 
                             10        20          30        40     
2MEPSP               MMGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
           50        60        70        80                         
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELT                         
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 78.9  bits: 20.3 E():   20 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9473

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (14-52:124-163) 
 
                                10         20         30        40  
2MEPSP                  MMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
              50        60        70        80                      
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT                      
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (14-52:127-166) 
 
                                10         20         30        40  
2MEPSP                  MMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
              50        60        70        80                      
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT                      
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.7  bits: 18.6 E():   21 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (51-74:15-38) 
 
               30        40        50        60        70        80 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.5  bits: 19.8 E():   21 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (2-20:1-18) 
 
               10        20        30        40        50        60 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
        ::.  :... :..:  :::                                         
gi|444  MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEIVEGDGGVGTIKKIS 
                 10        20        30        40        50         
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.5  bits: 18.6 E():   21 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (51-74:17-40) 
 
               30        40        50        60        70        80 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.3  bits: 19.2 E():   22 
Smith-Waterman score: 46; 27.3% identity (52.7% similar) in 55 aa overlap (26-74:2-56) 
 
               10        20        30              40        50     
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2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADG 
                                ::: :   . .  :  :   ::  .:. :.. ::  
gi|833                         MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADE 
                                       10        20        30       
 
           60        70        80                                   
2MEPSP PTAIRDVASWRVKETERMVAIRTELT                                   
           . .:  . :. ....:                                         
gi|833 ERLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEE 
         40        50        60        70        80        90       
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 78.1  bits: 19.2 E():   22 
Smith-Waterman score: 46; 25.4% identity (54.2% similar) in 59 aa overlap (26-78:2-60) 
 
               10        20        30              40        50     
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADG 
                                ::: :   . .. :  :   ::  .:  :.. ::. 
gi|117                         MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADS 
                                       10        20        30       
 
           60        70        80                                   
2MEPSP PTAIRDVASWRVKETERMVAIRTELT                                   
           . ..  . :. ....:  .:                                     
gi|117 DRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAK 
         40        50        60        70        80        90       
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.7  bits: 20.9 E():   24 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (19-58:161-200) 
 
                           10        20        30        40         
2MEPSP             MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
       50        60        70        80                             
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELT                             
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.5  bits: 18.6 E():   24 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (51-74:26-49) 
 
               30        40        50        60        70        80 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (10-61:7-57) 
 
               10        20        30        40        50        60 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                :: .: . :: . : :  : . ..  .  : .  .. ..     :: .:.  
gi|132    MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEG-NGGPGTIKK 
                  10        20        30        40         50       
 
               70        80                                         
2MEPSP VASWRVKETERMVAIRTELT                                         
       .                                                            
gi|132 ICFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILK 
         60        70        80        90       100       110       
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>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (26-78:2-60) 
 
               10        20        30              40        50     
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADG 
                                ::: :   . .. :  :   ::  .:. :.. ::  
gi|416                         MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADE 
                                       10        20        30       
 
           60        70        80                                   
2MEPSP PTAIRDVASWRVKETERMVAIRTELT                                   
           . ..  . :. ....:  .:                                     
gi|416 DRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEK 
         40        50        60        70        80        90       
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (26-78:2-60) 
 
               10        20        30              40        50     
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADG 
                                ::: :   . .. :  :   ::  .:. :.. ::  
gi|461                         MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADE 
                                       10        20        30       
 
           60        70        80                                   
2MEPSP PTAIRDVASWRVKETERMVAIRTELT                                   
           . ..  . :. ....:  .:                                     
gi|461 DRLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEK 
         40        50        60        70        80        90       
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 76.8  bits: 19.2 E():   27 
Smith-Waterman score: 46; 29.6% identity (70.4% similar) in 27 aa overlap (1-25:11-37) 
 
                         10         20         30        40         
2MEPSP           MMGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNKMPDVAMTLAVV 
                 ...: ..:: ..  ...: : : : :.                        
gi|153 MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVKGEEKEPSKSC 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELT                             
                                                                    
gi|153 CSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.1  bits: 19.4 E():   29 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (33-54:68-88) 
 
             10        20        30        40        50        60   
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
             70        80                                           
2MEPSP SWRVKETERMVAIRTELT                                           
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 75.7  bits: 20.3 E():   31 
Smith-Waterman score: 50; 27.1% identity (52.5% similar) in 59 aa overlap (21-79:114-171) 
 
                         10        20        30        40        50 
2MEPSP           MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
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                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
               60        70        80                               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELT                               
        .  : :  :.    ..:. :..:   :.                                
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 75.7  bits: 20.0 E():   31 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (14-47:170-204) 
 
                                10         20         30        40  
2MEPSP                  MMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
              50        60        70        80                      
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT                      
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (2-20:1-18) 
 
               10        20        30        40        50        60 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
        ::.  :... :..:  :::                                         
gi|444  MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVEGDGGVGTIKKIS 
                 10        20        30        40        50         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (2-20:1-18) 
 
               10        20        30        40        50        60 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
        ::.  :... :..:  :::                                         
gi|444  MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEIVEGDGGVGTIKKIS 
                 10        20        30        40        50         
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.8  bits: 18.6 E():   34 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (26-74:2-56) 
 
               10        20        30              40        50     
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADG 
                                ::: :   . .. :  :   ::  .:  :.. ::. 
gi|185                         MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADS 
                                       10        20        30       
 
           60        70        80                                   
2MEPSP PTAIRDVASWRVKETERMVAIRTELT                                   
           . ..  . :. ....:                                         
gi|185 DRLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAK 
         40        50        60        70        80        90       
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.6  bits: 18.0 E():   35 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (57-74:28-45) 
 
         30        40        50        60        70        80       
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT       
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
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gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.5  bits: 20.0 E():   36 
Smith-Waterman score: 49; 27.1% identity (54.2% similar) in 59 aa overlap (21-79:112-169) 
 
                         10        20        30        40        50 
2MEPSP           MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
               60        70        80                               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELT                               
        .  : :  :.    :.:. :..:   :.                                
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.4  bits: 17.7 E():   36 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (35-58:1-24) 
 
           10        20        30        40        50        60     
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
           70        80                    
2MEPSP RVKETERMVAIRTELT                    
                                           
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.2  bits: 20.3 E():   37 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (14-52:291-330) 
 
                                10         20         30        40  
2MEPSP                  MMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
              50        60        70        80                      
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT                      
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.2  bits: 18.6 E():   37 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (18-50:38-75) 
 
                            10        20             30        40   
2MEPSP              MMGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
             50        60        70        80                 
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT                 
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (33-54:116-136) 
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             10        20        30        40        50        60   
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
             70        80                                           
2MEPSP SWRVKETERMVAIRTELT                                           
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (49-70:22-43) 
 
       20        30        40        50        60        70         
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
       80                                                           
2MEPSP LT                                                           
                                                                    
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.3  bits: 20.5 E():   42 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (24-40:430-446) 
 
                      10        20        30        40        50    
2MEPSP        MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
            60        70        80                                  
2MEPSP GPTAIRDVASWRVKETERMVAIRTELT                                  
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.2  bits: 20.2 E():   42 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (14-52:6-45) 
 
               10         20         30        40        50         
2MEPSP MMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAI 
                    .. : ::  : .:.: . .. .: . . ::   : :  : :       
gi|223         INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKL 
                       10        20         30        40        50  
 
       60        70        80                                       
2MEPSP RDVASWRVKETERMVAIRTELT                                       
                                                                    
gi|223 ETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALFGLSRA 
              60        70        80        90       100       110  
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.1  bits: 19.1 E():   43 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (29-63:72-112) 
 
                 10        20        30        40              50   
2MEPSP   MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
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             60        70        80                                 
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELT                                 
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 72.7  bits: 14.8 E():   45 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (12-18:2-8) 
 
               10        20        30        40        50        60 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                  ..:. ::                                           
gi|250           PTITIGGPEYR                                        
                         10                                         
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.6  bits: 17.7 E():   46 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (28-57:41-70) 
 
                  10        20        30        40        50        
2MEPSP    MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
        60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELT 
                               
gi|453 CSPKWLQLLVP             
               80              
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.1 E():   51 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (14-27:15-28) 
 
                10        20        30        40        50          
2MEPSP  MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                     : . :::.:   ::                                 
gi|169 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG 
               10        20        30        40        50        60 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 17.9 E():   52 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (40-74:22-56) 
 
      10        20        30        40        50        60          
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  .:. :.. ::     . .:  . :.  
gi|668          MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDL 
                        10        20        30        40        50  
 
      70        80                                                  
2MEPSP ERMVAIRTELT                                                  
       ....:                                                        
gi|668 QELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 71.3  bits: 19.6 E():   53 
Smith-Waterman score: 48; 27.1% identity (52.5% similar) in 59 aa overlap (21-79:173-230) 
 
                         10        20        30        40        50 
2MEPSP           MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
               60        70        80                               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELT                               
        .  : :  :.    ..:. :..:   :.                                
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gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 18.8 E():   54 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (25-40:152-167) 
 
                     10        20        30        40        50     
2MEPSP       MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
           60        70        80  
2MEPSP PTAIRDVASWRVKETERMVAIRTELT  
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.9  bits: 15.9 E():   56 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (28-58:2-30) 
 
               10        20        30         40        50          
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIR 
                                  .::. : : .. :     ..  :  .::::..  
gi|122                           MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV  
                                         10           20        30  
 
      60        70        80 
2MEPSP DVASWRVKETERMVAIRTELT 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 70.9  bits: 19.6 E():   57 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (14-52:291-330) 
 
                                10         20         30        40  
2MEPSP                  MMGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
              50        60        70        80                      
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT                      
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (1-24:7-30) 
 
                     10        20        30        40        50     
2MEPSP       MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
             ...  :. . .:..  :::. : :                               
gi|811 MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPKGAGPDDN 
               10        20        30        40        50        60 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 46; 29.2% identity (66.7% similar) in 24 aa overlap (1-24:7-30) 
 
                     10        20        30        40        50     
2MEPSP       MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
             ...  :. . .:..  :::. : :                               
gi|109 MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKGAGPKDN 
               10        20        30        40        50        60 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (17-79:72-133) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9481

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
                             10        20        30        40       
2MEPSP               MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
         50        60        70        80                           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELT                           
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (17-79:72-133) 
 
                             10        20        30        40       
2MEPSP               MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
         50        60        70        80                           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELT                           
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (17-79:72-133) 
 
                             10        20        30        40       
2MEPSP               MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
         50        60        70        80                           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELT                           
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 70.5  bits: 19.3 E():   59 
Smith-Waterman score: 47; 30.0% identity (52.5% similar) in 40 aa overlap (40-79:131-170) 
 
      10        20        30        40        50        60          
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
      70        80                                                  
2MEPSP ERMVAIRTELT                                                  
        :..:   :.                                                   
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
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 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (32-63:89-118) 
 
              10        20        30        40        50        60  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
              70        80                         
2MEPSP ASWRVKETERMVAIRTELT                         
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (32-63:90-119) 
 
              10        20        30        40        50        60  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              70        80                         
2MEPSP ASWRVKETERMVAIRTELT                         
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (32-63:90-119) 
 
              10        20        30        40        50        60  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              70        80                         
2MEPSP ASWRVKETERMVAIRTELT                         
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (32-63:90-119) 
 
              10        20        30        40        50        60  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              70        80                         
2MEPSP ASWRVKETERMVAIRTELT                         
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (32-54:90-112) 
 
              10        20        30        40        50        60  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
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      60        70        80        90       100       110          
 
              70        80                       
2MEPSP ASWRVKETERMVAIRTELT                       
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (32-63:90-119) 
 
              10        20        30        40        50        60  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              70        80                         
2MEPSP ASWRVKETERMVAIRTELT                         
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (32-63:90-119) 
 
              10        20        30        40        50        60  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              70        80                         
2MEPSP ASWRVKETERMVAIRTELT                         
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (32-63:90-119) 
 
              10        20        30        40        50        60  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
              70        80                         
2MEPSP ASWRVKETERMVAIRTELT                         
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (32-63:90-119) 
 
              10        20        30        40        50        60  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              70        80                         
2MEPSP ASWRVKETERMVAIRTELT                         
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
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>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (32-63:90-119) 
 
              10        20        30        40        50        60  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              70        80                         
2MEPSP ASWRVKETERMVAIRTELT                         
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (32-63:90-119) 
 
              10        20        30        40        50        60  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              70        80                         
2MEPSP ASWRVKETERMVAIRTELT                         
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 18.8 E():   64 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (9-41:43-76) 
 
                                     10        20         30        
2MEPSP                       MMGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
        40        50        60        70        80                  
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT                  
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (41-57:8-26) 
 
               20        30        40        50          60         
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
       70        80                                                 
2MEPSP TERMVAIRTELT                                                 
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (41-57:8-26) 
 
               20        30        40        50          60         
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
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                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
       70        80                                                 
2MEPSP TERMVAIRTELT                                                 
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.2 E():   66 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (25-40:43-58) 
 
                     10        20        30        40        50     
2MEPSP       MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
           60        70        80                                   
2MEPSP PTAIRDVASWRVKETERMVAIRTELT                                   
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (17-25:14-22) 
 
               10        20        30        40        50        60 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                       :::. : :.                                    
gi|898    ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDNGGGCGY 
                  10        20        30        40        50        
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.6  bits: 19.3 E():   66 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (46-64:15-35) 
 
          20        30        40        50          60        70    
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
            80                                                      
2MEPSP AIRTELT                                                      
                                                                    
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.5  bits: 19.9 E():   67 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (55-67:336-348) 
 
           30        40        50        60        70        80     
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT     
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (21-79:58-115) 
 
                         10        20        30        40        50 
2MEPSP           MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
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                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
               60        70        80                               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELT                               
        .  : :  :.    ..:. :..:   :.                                
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.3  bits: 18.2 E():   69 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (26-59:110-145) 
 
                    10        20        30          40           50 
2MEPSP      MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
               60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELT           
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (17-25:25-33) 
 
                       10        20        30        40        50   
2MEPSP         MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELT                                 
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.9 E():   70 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (37-55:2-20) 
 
         10        20        30        40        50        60       
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
         70        80                                               
2MEPSP KETERMVAIRTELT                                               
                                                                    
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (17-25:31-39) 
 
                             10        20        30        40       
2MEPSP               MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELT                           
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gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (17-25:31-39) 
 
                             10        20        30        40       
2MEPSP               MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELT                           
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (17-25:32-40) 
 
                             10        20        30        40       
2MEPSP               MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
         50        60        70        80                           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELT                           
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 18.5 E():   71 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (43-73:121-151) 
 
             20        30        40        50        60        70   
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
             80                                                     
2MEPSP VAIRTELT                                                     
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.9  bits: 18.8 E():   73 
Smith-Waterman score: 45; 25.4% identity (52.4% similar) in 63 aa overlap (17-79:72-133) 
 
                             10        20        30        40       
2MEPSP               MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
         50        60        70        80                           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELT                           
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 LKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9488

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  41 init1:  41 opt:  45  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (21-79:84-141) 
 
                         10        20        30        40        50 
2MEPSP           MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
               60        70        80                               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELT                               
        .  : :  :.    ..:. :..:   :.                                
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (21-79:86-143) 
 
                         10        20        30        40        50 
2MEPSP           MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
               60        70        80                               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELT                               
        .  : :  :.    ..:. :..:   :.                                
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (21-79:86-143) 
 
                         10        20        30        40        50 
2MEPSP           MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
               60        70        80                               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELT                               
        .  : :  :.    ..:. :..:   :.                                
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 45; 27.1% identity (52.5% similar) in 59 aa overlap (21-79:87-144) 
 
                         10        20        30        40        50 
2MEPSP           MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               60        70        80                               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELT                               
        .  : :  :.    :.:. : .:   :.                                
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 45; 27.1% identity (52.5% similar) in 59 aa overlap (21-79:87-144) 
 
                         10        20        30        40        50 
2MEPSP           MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
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         60        70        80        90       100        110      
 
               60        70        80                               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELT                               
        .  : :  :.    :.:. : .:   :.                                
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (32-54:90-112) 
 
              10        20        30        40        50        60  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
              70        80                       
2MEPSP ASWRVKETERMVAIRTELT                       
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (32-63:90-119) 
 
              10        20        30        40        50        60  
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
              70        80                         
2MEPSP ASWRVKETERMVAIRTELT                         
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 41; 27.8% identity (57.4% similar) in 54 aa overlap (1-54:22-71) 
 
                                    10        20        30          
2MEPSP                      MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                            . .: ..  . :: . .     . ....:::    :..  
gi|238 MSWQTYVDDHLMFPIEETGNHLTAAAIVGLDGSVWAQSSTFPQLKQEEVKAI---CNEF- 
               10        20        30        40        50           
 
      40        50        60        70        80                    
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT                    
       ::  ::: ..::  :                                              
gi|238 DVPNTLAPTGLFLGGEKYMVIQGEPGAVIRGKKGPGGVCIKKTNQALVFGIYNEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (28-54:44-71) 
 
                  10        20        30         40        50       
2MEPSP    MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
         60        70        80                                     
2MEPSP AIRDVASWRVKETERMVAIRTELT                                     
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
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>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 19.0 E():   78 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (33-64:269-300) 
 
             10        20        30        40        50        60   
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
             70        80                                           
2MEPSP SWRVKETERMVAIRTELT                                           
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (19-32:41-54) 
 
                           10        20        30        40         
2MEPSP             MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
       50        60        70        80                             
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELT                             
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (19-32:45-58) 
 
                           10        20        30        40         
2MEPSP             MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
       50        60        70        80                             
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELT                             
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (25-39:152-166) 
 
                     10        20        30        40        50     
2MEPSP       MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
           60        70        80    
2MEPSP PTAIRDVASWRVKETERMVAIRTELT    
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (25-39:152-166) 
 
                     10        20        30        40        50     
2MEPSP       MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
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                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
           60        70        80    
2MEPSP PTAIRDVASWRVKETERMVAIRTELT    
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (21-79:112-169) 
 
                         10        20        30        40        50 
2MEPSP           MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|398 AGVQPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
               60        70        80                               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELT                               
        .  : :  :.    ..:. :..:   :.                                
gi|398 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (38-52:1-15) 
 
        10        20        30        40        50        60        
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                                     : . ...: ::::::                
gi|386                               MASSSLVLLVVALFAVFLGTAHGIAKVPPG 
                                             10        20        30 
 
        70        80                                                
2MEPSP ETERMVAIRTELT                                                
                                                                    
gi|386 PNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGR 
               40        50        60        70        80        90 
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.6  bits: 17.9 E():   86 
Smith-Waterman score: 42; 31.7% identity (55.6% similar) in 63 aa overlap (21-72:96-157) 
 
                         10        20        30         40          
2MEPSP           MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
           50         60            70        80              
2MEPSP LAVVALFADGPTAIR-DVASWR----VKETERMVAIRTELT              
        ::.. . ::  ..  .::. .    ::: : .                      
gi|501 TAVTS-WLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130        140       150       160       170         
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (3-59:143-189) 
 
                                           10        20        30   
2MEPSP                             MMGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
             40        50        60        70        80             
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT             
       ..  .: :: .. . .    :::.: :                                  
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gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.4  bits: 19.0 E():   87 
Smith-Waterman score: 46; 23.8% identity (46.0% similar) in 63 aa overlap (17-79:75-133) 
 
                             10        20        30        40       
2MEPSP               MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :  .  .: ::  .  :. .:  :::     
gi|113 ACEAHNIIDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKE 
           50        60        70        80        90       100     
 
         50        60        70        80                           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELT                           
        .  ::    : ..   : . . . .. .  ::                            
gi|113 GTLRFA----AAQNRPLWIIFKRNMVIHLNQELVVNSDKTIDGRGVKVNIVNAGLTLMNV 
          110           120       130       140       150       160 
 
gi|113 KNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDG 
              170       180       190       200       210       220 
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (50-71:469-490) 
 
      20        30        40        50        60        70          
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
      80 
2MEPSP T 
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 44; 25.4% identity (54.2% similar) in 59 aa overlap (21-79:75-132) 
 
                         10        20        30        40        50 
2MEPSP           MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|134 AIVPPADKYRTFVATFGAASNKAFAEGLSGEPKGGAESSSKAALTSKL-DAAYKLAYKTA 
           50        60        70        80        90        100    
 
               60        70        80                               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELT                               
        .  : :  :.    ..:. :..:   :.                                
gi|134 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
           110       120       130       140       150       160    
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (12-57:228-271) 
 
                                  10        20        30        40  
2MEPSP                    MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|189 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
 
                 50        60        70        80                   
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELT                   
       :  :    .. ..:.::::                                          
gi|189 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (12-57:228-271) 
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                                  10        20        30        40  
2MEPSP                    MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|451 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
 
                 50        60        70        80                   
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELT                   
       :  :    .. ..:.::::                                          
gi|451 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (12-57:228-271) 
 
                                  10        20        30        40  
2MEPSP                    MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|451 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
 
                 50        60        70        80                   
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELT                   
       :  :    .. ..:.::::                                          
gi|451 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 41; 27.3% identity (63.6% similar) in 33 aa overlap (38-67:91-123) 
 
        10        20        30        40           50        60     
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV---VALFADGPTAIRDVASW 
                                     .::.:  ...   ..  ::: . :. . :. 
gi|604 DGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
           70        80                    
2MEPSP RVKETERMVAIRTELT                    
       . :                                 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.0  bits: 19.3 E():   91 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (12-57:236-279) 
 
                                  10        20        30        40  
2MEPSP                    MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|541 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
         210       220       230       240           250        260 
 
                 50        60        70        80                   
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELT                   
       :  :    .. ..:.::::                                          
gi|541 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
              270       280       290       300       310       320 
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (31-58:36-63) 
 
               10        20        30        40        50        60 
2MEPSP MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
               70        80                                         
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2MEPSP VASWRVKETERMVAIRTELT                                         
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.9  bits: 19.3 E():   93 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (10-27:288-305) 
 
                                    10        20        30          
2MEPSP                      MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
      40        50        60        70        80                    
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT                    
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 66.8  bits: 19.3 E():   93 
Smith-Waterman score: 47; 26.8% identity (61.0% similar) in 41 aa overlap (28-67:204-244) 
 
                  10        20        30        40         50       
2MEPSP    MMGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
         60        70        80                                     
2MEPSP AIRDVASWRVKETERMVAIRTELT                                     
       ..  :.::.::                                                  
gi|558 SFGIVVSWQVKLLPVPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFGGT 
           240       250       260       270       280       290    
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (38-63:94-121) 
 
        10        20        30        40          50        60      
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWR 
                                     .: ..   .. ::. .  .: : :..::   
gi|132 LYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLASSL 
            70        80        90       100       110       120    
 
          70        80 
2MEPSP VKETERMVAIRTELT 
                       
gi|132 PGQTKILAKVFYGEN 
           130         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:00 2011 done: Tue Apr 19 10:58:00 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 294  - 373 - 80 aa 
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Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     1     0:=          one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     1     2:* 
  32     9     8:==* 
  34    23    22:=======* 
  36    49    44:==============*== 
  38    55    73:===================     * 
  40   104   102:=================================*= 
  42   112   125:======================================   * 
  44   138   138:=============================================* 
  46   142   140:==============================================*= 
  48   147   134:============================================*==== 
  50   128   122:========================================*== 
  52   130   108:===================================*======== 
  54    96    92:==============================*= 
  56    66    77:======================   * 
  58    41    63:==============      * 
  60    26    51:=========       * 
  62    49    41:=============*=== 
  64    31    33:==========* 
  66    20    26:======= * 
  68    29    20:======*=== 
  70    23    16:=====*== 
  72     6    12:== * 
  74    11    10:===* 
  76     8     8:==* 
  78     9     6:=*= 
  80     2     5:=* 
  82     3     3:* 
  84     5     3:*= 
  86     2     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96    15     1:*====     :*============== 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.11450.00313; mu= 5.0640 0.163 
 mean_var=35.2818 8.770, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.215923 
 Kolmogorov-Smirnov  statistic: 0.0216 (N=29) at  60 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.4    0.79 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.5     1.5 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 22.9     2.1 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
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gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 22.9     2.3 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 22.9     2.3 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 22.9     2.3 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.4     4.3 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 22.0     4.5 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.3     5.9 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   59 23.0     6.2 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.3     6.5 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.3     6.5 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   58 22.7     7.6 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.2     7.8 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.4      10 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.4      11 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.4      11 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.4      11 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.4      12 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.4      12 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.4      13 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.1      13 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   57 22.4      15 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   57 22.4      15 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   54 21.5      20 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.5      20 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.3      20 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.6      21 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.3      21 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.6      21 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.8      21 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   46 19.2      22 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 19.2      22 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.9      24 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.6      24 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.5      26 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.9      27 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.9      27 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.4      29 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   50 20.3      31 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.0      31 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 19.1      33 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.1      33 
gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   45 18.9      33 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   44 18.6      34 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 18.0      35 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.7      35 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   49 20.0      36 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.6      37 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.3      37 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.4      38 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.8      40 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.5      42 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.1      43 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.2      43 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.9      43 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.7      45 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.1      51 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   42 18.0      51 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.6      54 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.8      54 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 16.0      55 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.6      57 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   46 19.1      59 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 19.1      59 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   46 19.1      59 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9497

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   47 19.3      60 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.2      61 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.2      62 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.2      62 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.2      62 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.2      62 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.2      62 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.2      62 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.2      62 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.2      62 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.2      62 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.2      62 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.8      64 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.9      65 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.9      65 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.2      65 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.8      66 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.3      67 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   45 18.8      67 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.9      68 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.2      68 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.8      69 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.9      70 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.8      71 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.8      71 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.5      71 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.8      71 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   45 18.7      73 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   45 18.7      75 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 18.7      75 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   45 18.7      76 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   45 18.7      76 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   45 18.7      76 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.9      76 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.9      76 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.6      77 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.0      78 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.2      78 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.2      80 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.2      83 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.2      83 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.7      83 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.4      85 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   42 17.9      85 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 18.4      87 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   44 18.4      87 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.0      87 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   46 19.0      88 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   44 18.4      90 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.3      90 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   47 19.3      91 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   47 19.3      91 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   47 19.3      91 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.6      91 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.3      91 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   47 19.3      92 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.3      94 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.3      95 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   40 17.3      95 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   33 15.3      99 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   40 17.3      99 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   35 15.9      99 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 104.3  bits: 24.4 E(): 0.79 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (15-57:59-96) 
 
                               10        20        30        40     
2MEPSP                 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
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       30        40        50        60        70             80    
 
           50        60        70        80                         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                         
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 99.2  bits: 23.5 E():  1.5 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (15-57:59-96) 
 
                               10        20        30        40     
2MEPSP                 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           50        60        70        80                         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 96.8  bits: 22.9 E():  2.1 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (14-37:85-109) 
 
                                10         20        30        40   
2MEPSP                  MGAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
             50        60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 
                                              
gi|668 TTGAFQRIPRSSFANNPRLGRKC                
          120       130                       
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (15-57:59-96) 
 
                               10        20        30        40     
2MEPSP                 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           50        60        70        80                         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (15-57:59-96) 
 
                               10        20        30        40     
2MEPSP                 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           50        60        70        80                         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
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>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (15-57:59-96) 
 
                               10        20        30        40     
2MEPSP                 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           50        60        70        80                         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (15-57:59-96) 
 
                               10        20        30        40     
2MEPSP                 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           50        60        70        80                         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (15-57:59-96) 
 
                               10        20        30        40     
2MEPSP                 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           50        60        70        80                         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (15-57:59-96) 
 
                               10        20        30        40     
2MEPSP                 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           50        60        70        80                         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (15-57:59-96) 
 
                               10        20        30        40     
2MEPSP                 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
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                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           50        60        70        80                         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (15-57:59-96) 
 
                               10        20        30        40     
2MEPSP                 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           50        60        70        80                         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (15-57:59-96) 
 
                               10        20        30        40     
2MEPSP                 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           50        60        70        80                         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (15-57:59-96) 
 
                               10        20        30        40     
2MEPSP                 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           50        60        70        80                         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                         
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (15-57:59-96) 
 
                               10        20        30        40     
2MEPSP                 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           50        60        70        80                         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                         
       . ...  :: .::                                                
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gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (15-57:59-96) 
 
                               10        20        30        40     
2MEPSP                 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           50        60        70        80                         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (15-57:59-96) 
 
                               10        20        30        40     
2MEPSP                 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           50        60        70        80                         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (15-57:59-96) 
 
                               10        20        30        40     
2MEPSP                 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           50        60        70        80                         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 91.2  bits: 23.4 E():  4.3 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (20-63:269-312) 
 
                          10        20        30        40          
2MEPSP            MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
      50        60        70        80                              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTK                              
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 90.8  bits: 22.0 E():  4.5 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (15-57:59-96) 
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                               10        20        30        40     
2MEPSP                 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           50        60        70        80                         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 88.7  bits: 23.3 E():  5.9 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (20-63:399-442) 
 
                          10        20        30        40          
2MEPSP            MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
      50        60        70        80                              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTK                              
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  39 init1:  39 opt:  59  Z-score: 88.3  bits: 23.0 E():  6.2 
Smith-Waterman score: 59; 25.4% identity (62.0% similar) in 71 aa overlap (1-69:319-387) 
 
                                             10          20         
2MEPSP                               MGAKVTWTETSVTVTGPPR--EPFGRKHLK 
                                     .:.::  .  .. ::.: :  . . .:  . 
gi|144 KSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKAIKEKACN 
      290       300       310       320       330       340         
 
       30        40        50        60        70        80         
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK         
       :. ...:.. .:. .. .: .   .  ..  .:: :  :::                    
gi|144 ALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLATGQIKTG 
      350       360       370         380       390       400       
 
gi|144 APCRSERLAKYNQLLRIEEELGAEAVYAGANFRTPVEPY 
        410       420       430       440      
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.9  bits: 21.3 E():  6.5 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (15-57:59-103) 
 
                               10        20        30          40   
2MEPSP                 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
             50        60        70        80                   
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                   
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 87.9  bits: 21.3 E():  6.5 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (15-57:59-103) 
 
                               10        20        30          40   
2MEPSP                 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
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       30        40        50        60        70        80         
 
             50        60        70        80                   
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                   
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  38 init1:  38 opt:  58  Z-score: 86.6  bits: 22.7 E():  7.6 
Smith-Waterman score: 58; 25.4% identity (60.6% similar) in 71 aa overlap (1-69:319-387) 
 
                                             10          20         
2MEPSP                               MGAKVTWTETSVTVTGPPR--EPFGRKHLK 
                                     .: ::  .  .. ::.: :  . . .:  . 
gi|144 KSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDLLVTNPKRVEKAIKEKACN 
      290       300       310       320       330       340         
 
       30        40        50        60        70        80         
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK         
       :. ...:.. .:. .. .: .   .  ..  .:: :  :::                    
gi|144 ALLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLATGQIKTG 
      350       360       370         380       390       400       
 
gi|144 APCRSERLAKYNQLLRIEEELGSEAVYAGANFRKPVEPY 
        410       420       430       440      
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.4  bits: 22.2 E():  7.8 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (14-60:168-211) 
 
                                10        20           30        40 
2MEPSP                  MGAKVTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
               50        60        70        80                     
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                     
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 84.1  bits: 20.4 E():   10 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (13-51:20-59) 
 
                      10         20         30        40        50  
2MEPSP        MGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                          .. : ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
              60        70        80                                
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTK                                
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.8  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (23-39:399-415) 
 
                       10        20        30        40        50   
2MEPSP         MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
             60        70        80                                 
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTK                                 
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gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.8  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (23-39:402-418) 
 
                       10        20        30        40        50   
2MEPSP         MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
             60        70        80                                 
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTK                                 
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.7  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (23-39:403-419) 
 
                       10        20        30        40        50   
2MEPSP         MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
             60        70        80                                 
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTK                                 
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.4  bits: 22.4 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (23-39:422-438) 
 
                       10        20        30        40        50   
2MEPSP         MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
             60        70        80                                 
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTK                                 
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.4  bits: 22.4 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (23-39:422-438) 
 
                       10        20        30        40        50   
2MEPSP         MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
             60        70        80                                 
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTK                                 
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.4  bits: 20.4 E():   13 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (15-57:59-96) 
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                               10        20        30        40     
2MEPSP                 MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
           50        60        70        80                         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                         
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.2  bits: 22.1 E():   13 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (31-63:407-439) 
 
               10        20        30        40        50        60 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
               70        80                                         
2MEPSP ASWRVKETERMVAIRTELTK                                         
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 81.2  bits: 22.4 E():   15 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (1-67:58-135) 
 
                                             10                 20  
2MEPSP                               MGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|289 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
              30        40        50        60           70         
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETERMVAIRTEL 
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|289 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
       80                                                           
2MEPSP TK                                                           
                                                                    
gi|289 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
        150       160       170       180       190       200       
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  57  Z-score: 81.2  bits: 22.4 E():   15 
Smith-Waterman score: 57; 27.8% identity (53.2% similar) in 79 aa overlap (1-67:58-135) 
 
                                             10                 20  
2MEPSP                               MGAKVTWTETSVTVTGPP---------REP 
                                     .:  .:  .::.: : ::         .:  
gi|283 ADKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEG 
        30        40        50        60        70         80       
 
              30        40        50        60           70         
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETERMVAIRTEL 
        .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:            
gi|283 HARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAV 
         90       100       110       120       130       140       
 
       80                                                           
2MEPSP TK                                                           
                                                                    
gi|283 FHRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDH 
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        150       160       170       180       190       200       
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 79.2  bits: 21.5 E():   20 
Smith-Waterman score: 54; 21.3% identity (58.7% similar) in 75 aa overlap (2-75:315-385) 
 
                                            10        20        30  
2MEPSP                              MGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     :..  :. ..  .:   :.   .  .. :  
gi|215 GTETIDISFVKNGPLSRADLDTNDTFIVENGSEGLWVWVGKKATQKERQSAIKYAMELI- 
          290       300       310       320       330       340     
 
              40        50        60         70        80           
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDV-ASWRVKETERMVAIRTELTK           
        : .:.:. . .  :  : .:  . ....  ::...: :.... :                
gi|215 -NKKKYPNNTPVTKV--LEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVAN 
            350         360       370       380       390       400 
 
gi|215 YEPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQPNQI 
              410       420       430       440       450       460 
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (16-51:390-426) 
 
                              10        20          30        40    
2MEPSP                MGAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
            50        60        70        80                        
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                        
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 78.9  bits: 20.3 E():   20 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (13-51:124-163) 
 
                                 10         20         30        40 
2MEPSP                   MGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
               50        60        70        80                     
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                     
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.8  bits: 18.6 E():   21 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (50-73:15-38) 
 
      20        30        40        50        60        70          
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
      80                           
2MEPSP K                           
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 78.8  bits: 20.3 E():   21 
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Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (13-51:127-166) 
 
                                 10         20         30        40 
2MEPSP                   MGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
               50        60        70        80                     
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                     
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.6  bits: 18.6 E():   21 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (50-73:17-40) 
 
      20        30        40        50        60        70          
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
      80                           
2MEPSP K                           
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 48; 42.1% identity (73.7% similar) in 19 aa overlap (1-19:1-18) 
 
               10        20        30        40        50        60 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
       ::.  :... :..:  :::                                          
gi|444 MGV-FTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
                10        20        30        40        50          
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.4  bits: 19.2 E():   22 
Smith-Waterman score: 46; 27.3% identity (52.7% similar) in 55 aa overlap (25-73:2-56) 
 
               10        20           30           40        50     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGP 
                               ::: :   . .  :  :   ::  .:. :.. ::   
gi|833                        MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEE 
                                      10        20        30        
 
           60        70        80                                   
2MEPSP TAIRDVASWRVKETERMVAIRTELTK                                   
          . .:  . :. ....:                                          
gi|833 RLNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEE 
        40        50        60        70        80        90        
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 78.2  bits: 19.2 E():   22 
Smith-Waterman score: 46; 25.4% identity (54.2% similar) in 59 aa overlap (25-77:2-60) 
 
               10        20           30           40        50     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGP 
                               ::: :   . .. :  :   ::  .:  :.. ::.  
gi|117                        MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSD 
                                      10        20        30        
 
           60        70        80                                   
2MEPSP TAIRDVASWRVKETERMVAIRTELTK                                   
          . ..  . :. ....:  .:                                      
gi|117 RLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKE 
        40        50        60        70        80        90        
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>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.6  bits: 20.9 E():   24 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (18-57:161-200) 
 
                            10        20        30        40        
2MEPSP              MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
        50        60        70        80                            
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTK                            
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.6  bits: 18.6 E():   24 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (50-73:26-49) 
 
      20        30        40        50        60        70          
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
      80                           
2MEPSP K                           
                                   
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (9-60:7-57) 
 
               10        20        30        40        50        60 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
               :: .: . :: . : :  : . ..  .  : .  .. ..     :: .:. . 
gi|132   MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEG-NGGPGTIKKI 
                 10        20        30        40         50        
 
               70        80                                         
2MEPSP ASWRVKETERMVAIRTELTK                                         
                                                                    
gi|132 CFDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKS 
        60        70        80        90       100       110        
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (25-77:2-60) 
 
               10        20           30           40        50     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGP 
                               ::: :   . .. :  :   ::  .:. :.. ::   
gi|416                        MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADED 
                                      10        20        30        
 
           60        70        80                                   
2MEPSP TAIRDVASWRVKETERMVAIRTELTK                                   
          . ..  . :. ....:  .:                                      
gi|416 RLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKE 
        40        50        60        70        80        90        
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (25-77:2-60) 
 
               10        20           30           40        50     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGP 
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                               ::: :   . .. :  :   ::  .:. :.. ::   
gi|461                        MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADED 
                                      10        20        30        
 
           60        70        80                                   
2MEPSP TAIRDVASWRVKETERMVAIRTELTK                                   
          . ..  . :. ....:  .:                                      
gi|461 RLNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKE 
        40        50        60        70        80        90        
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.1  bits: 19.4 E():   29 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (32-53:68-88) 
 
              10        20        30        40        50        60  
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
              70        80                                          
2MEPSP SWRVKETERMVAIRTELTK                                          
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 75.6  bits: 20.3 E():   31 
Smith-Waterman score: 50; 27.1% identity (52.5% similar) in 59 aa overlap (20-78:114-171) 
 
                          10        20        30        40          
2MEPSP            MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
      50        60        70        80                              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTK                              
        .  : :  :.    ..:. :..:   :.                                
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (13-46:170-204) 
 
                                 10         20         30        40 
2MEPSP                   MGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
               50        60        70        80                     
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                     
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (1-19:1-18) 
 
               10        20        30        40        50        60 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
       ::.  :... :..:  :::                                          
gi|444 MGV-FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
                10        20        30        40        50          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 46; 42.1% identity (73.7% similar) in 19 aa overlap (1-19:1-18) 
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               10        20        30        40        50        60 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
       ::.  :... :..:  :::                                          
gi|444 MGV-FTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
                10        20        30        40        50          
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.1  bits: 18.9 E():   33 
Smith-Waterman score: 45; 30.8% identity (69.2% similar) in 26 aa overlap (1-24:12-37) 
 
                          10         20         30        40        
2MEPSP            MGAKVTWTETSVTVTGP-PRE-PFGRKHLKAIDVNMNKMPDVAMTLAVV 
                  ..: ..:: ..  ...: : : : :.                        
gi|153 MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVKGEEKEPSKSC 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTK                            
                                                                    
gi|153 CSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.8  bits: 18.6 E():   34 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (25-73:2-56) 
 
               10        20           30           40        50     
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGP 
                               ::: :   . .. :  :   ::  .:  :.. ::.  
gi|185                        MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSD 
                                      10        20        30        
 
           60        70        80                                   
2MEPSP TAIRDVASWRVKETERMVAIRTELTK                                   
          . ..  . :. ....:                                          
gi|185 RLDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKE 
        40        50        60        70        80        90        
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.7  bits: 18.0 E():   35 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (56-73:28-45) 
 
          30        40        50        60        70        80      
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK      
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.6  bits: 17.7 E():   35 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (34-57:1-24) 
 
            10        20        30        40        50        60    
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
            70        80                   
2MEPSP RVKETERMVAIRTELTK                   
                                           
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.5  bits: 20.0 E():   36 
Smith-Waterman score: 49; 27.1% identity (54.2% similar) in 59 aa overlap (20-78:112-169) 
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                          10        20        30        40          
2MEPSP            MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
      50        60        70        80                              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTK                              
        .  : :  :.    :.:. :..:   :.                                
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.3  bits: 18.6 E():   37 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (17-49:38-75) 
 
                             10        20             30        40  
2MEPSP               MGAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
              50        60        70        80                
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.2  bits: 20.3 E():   37 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (13-51:291-330) 
 
                                 10         20         30        40 
2MEPSP                   MGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
               50        60        70        80                     
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                     
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (32-53:116-136) 
 
              10        20        30        40        50        60  
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
              70        80                                          
2MEPSP SWRVKETERMVAIRTELTK                                          
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (48-69:22-43) 
 
        20        30        40        50        60        70        
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
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        80                                                          
2MEPSP LTK                                                          
                                                                    
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.2  bits: 20.5 E():   42 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (23-39:430-446) 
 
                       10        20        30        40        50   
2MEPSP         MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
             60        70        80                                 
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTK                                 
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.1  bits: 19.1 E():   43 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (28-62:72-112) 
 
                  10        20        30        40              50  
2MEPSP    MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
              60        70        80                                
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTK                                
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.1  bits: 20.2 E():   43 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (13-51:6-45) 
 
               10         20         30        40        50         
2MEPSP MGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                   .. : ::  : .:.: . .. .: . . ::   : :  : :        
gi|223        INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLE 
                      10        20         30        40        50   
 
       60        70        80                                       
2MEPSP DVASWRVKETERMVAIRTELTK                                       
                                                                    
gi|223 TSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALFGLSRAA 
             60        70        80        90       100       110   
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.0  bits: 14.9 E():   43 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (11-17:2-8) 
 
               10        20        30        40        50        60 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                 ..:. ::                                            
gi|250          PTITIGGPEYR                                         
                        10                                          
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.7  bits: 17.7 E():   45 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (27-56:41-70) 
 
                   10        20        30        40        50       
2MEPSP     MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9513

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
         60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTK 
                                
gi|453 CSPKWLQLLVP              
               80               
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.1 E():   51 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (13-26:15-28) 
 
                 10        20        30        40        50         
2MEPSP   MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                     : . :::.:   ::                                 
gi|169 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG 
               10        20        30        40        50        60 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.0 E():   51 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (39-73:22-56) 
 
       10        20        30        40        50        60         
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  .:. :.. ::     . .:  . :.  
gi|668          MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDL 
                        10        20        30        40        50  
 
       70        80                                                 
2MEPSP ERMVAIRTELTK                                                 
       ....:                                                        
gi|668 QELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 71.3  bits: 19.6 E():   54 
Smith-Waterman score: 48; 27.1% identity (52.5% similar) in 59 aa overlap (20-78:173-230) 
 
                          10        20        30        40          
2MEPSP            MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
      50        60        70        80                              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTK                              
        .  : :  :.    ..:. :..:   :.                                
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 18.8 E():   54 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (24-39:152-167) 
 
                      10        20        30        40        50    
2MEPSP        MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
            60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTK 
                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200         
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.1  bits: 16.0 E():   55 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (27-57:2-30) 
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               10        20        30         40        50          
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRD 
                                 .::. : : .. :     ..  :  .::::..   
gi|122                          MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV   
                                        10           20        30   
 
      60        70        80 
2MEPSP VASWRVKETERMVAIRTELTK 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 70.8  bits: 19.6 E():   57 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (13-51:291-330) 
 
                                 10         20         30        40 
2MEPSP                   MGAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
               50        60        70        80                     
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                     
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (16-78:72-133) 
 
                              10        20        30        40      
2MEPSP                MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
          50        60        70        80                          
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTK                          
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (16-78:72-133) 
 
                              10        20        30        40      
2MEPSP                MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
          50        60        70        80                          
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTK                          
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (16-78:72-133) 
 
                              10        20        30        40      
2MEPSP                MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
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              50        60        70        80        90        100 
 
          50        60        70        80                          
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTK                          
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 70.4  bits: 19.3 E():   60 
Smith-Waterman score: 47; 30.0% identity (52.5% similar) in 40 aa overlap (39-78:131-170) 
 
       10        20        30        40        50        60         
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
       70        80                                                 
2MEPSP ERMVAIRTELTK                                                 
        :..:   :.                                                   
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (31-62:89-118) 
 
               10        20        30        40        50        60 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
               70        80                        
2MEPSP ASWRVKETERMVAIRTELTK                        
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (31-62:90-119) 
 
               10        20        30        40        50        60 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               70        80                        
2MEPSP ASWRVKETERMVAIRTELTK                        
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (31-62:90-119) 
 
               10        20        30        40        50        60 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               70        80                        
2MEPSP ASWRVKETERMVAIRTELTK                        
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       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (31-53:90-112) 
 
               10        20        30        40        50        60 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
               70        80                      
2MEPSP ASWRVKETERMVAIRTELTK                      
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (31-62:90-119) 
 
               10        20        30        40        50        60 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               70        80                        
2MEPSP ASWRVKETERMVAIRTELTK                        
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (31-62:90-119) 
 
               10        20        30        40        50        60 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               70        80                        
2MEPSP ASWRVKETERMVAIRTELTK                        
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (31-62:90-119) 
 
               10        20        30        40        50        60 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
               70        80                        
2MEPSP ASWRVKETERMVAIRTELTK                        
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (31-62:90-119) 
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               10        20        30        40        50        60 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               70        80                        
2MEPSP ASWRVKETERMVAIRTELTK                        
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (31-62:90-119) 
 
               10        20        30        40        50        60 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               70        80                        
2MEPSP ASWRVKETERMVAIRTELTK                        
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (31-62:90-119) 
 
               10        20        30        40        50        60 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               70        80                        
2MEPSP ASWRVKETERMVAIRTELTK                        
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (31-62:90-119) 
 
               10        20        30        40        50        60 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               70        80                        
2MEPSP ASWRVKETERMVAIRTELTK                        
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 18.8 E():   64 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (8-40:43-76) 
 
                                      10        20         30       
2MEPSP                        MGAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9518

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

         40        50        60        70        80                 
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                 
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (40-56:8-26) 
 
      10        20        30        40        50          60        
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
        70        80                                                
2MEPSP TERMVAIRTELTK                                                
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (40-56:8-26) 
 
      10        20        30        40        50          60        
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
        70        80                                                
2MEPSP TERMVAIRTELTK                                                
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.2 E():   65 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (24-39:43-58) 
 
                      10        20        30        40        50    
2MEPSP        MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
            60        70        80                                  
2MEPSP PTAIRDVASWRVKETERMVAIRTELTK                                  
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (16-24:14-22) 
 
               10        20        30        40        50        60 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                      :::. : :.                                     
gi|898   ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDNGGGCGYK 
                 10        20        30        40        50         
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.6  bits: 19.3 E():   67 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (45-63:15-35) 
 
           20        30        40        50          60        70   
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
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gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
             80                                                     
2MEPSP AIRTELTK                                                     
                                                                    
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (20-78:58-115) 
 
                          10        20        30        40          
2MEPSP            MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
      50        60        70        80                              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTK                              
        .  : :  :.    ..:. :..:   :.                                
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.5  bits: 19.9 E():   68 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (54-66:336-348) 
 
            30        40        50        60        70        80    
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK    
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.3  bits: 18.2 E():   68 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (25-58:110-145) 
 
                     10        20        30          40             
2MEPSP       MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
      50        60        70        80          
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTK          
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (16-24:25-33) 
 
                        10        20        30        40        50  
2MEPSP          MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTK                                
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.9 E():   70 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (36-54:2-20) 
 
          10        20        30        40        50        60      
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
          70        80                                              
2MEPSP KETERMVAIRTELTK                                              
                                                                    
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (16-24:31-39) 
 
                              10        20        30        40      
2MEPSP                MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTK                          
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (16-24:31-39) 
 
                              10        20        30        40      
2MEPSP                MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTK                          
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 18.5 E():   71 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (42-72:121-151) 
 
              20        30        40        50        60        70  
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
              80                                                    
2MEPSP VAIRTELTK                                                    
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 18.8 E():   71 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (16-24:32-40) 
 
                              10        20        30        40      
2MEPSP                MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
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              10        20        30        40        50        60  
 
          50        60        70        80                          
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTK                          
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 45; 25.4% identity (52.4% similar) in 63 aa overlap (16-78:72-133) 
 
                              10        20        30        40      
2MEPSP                MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
          50        60        70        80                          
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTK                          
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 LKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (20-78:84-141) 
 
                          10        20        30        40          
2MEPSP            MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
      50        60        70        80                              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTK                              
        .  : :  :.    ..:. :..:   :.                                
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (20-78:86-143) 
 
                          10        20        30        40          
2MEPSP            MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
      50        60        70        80                              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTK                              
        .  : :  :.    ..:. :..:   :.                                
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (20-78:86-143) 
 
                          10        20        30        40          
2MEPSP            MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
      50        60        70        80                              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTK                              
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        .  : :  :.    ..:. :..:   :.                                
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 45; 27.1% identity (52.5% similar) in 59 aa overlap (20-78:87-144) 
 
                          10        20        30        40          
2MEPSP            MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
      50        60        70        80                              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTK                              
        .  : :  :.    :.:. : .:   :.                                
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 45; 27.1% identity (52.5% similar) in 59 aa overlap (20-78:87-144) 
 
                          10        20        30        40          
2MEPSP            MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
      50        60        70        80                              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTK                              
        .  : :  :.    :.:. : .:   :.                                
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (31-53:90-112) 
 
               10        20        30        40        50        60 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
               70        80                      
2MEPSP ASWRVKETERMVAIRTELTK                      
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (31-62:90-119) 
 
               10        20        30        40        50        60 
2MEPSP MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
               70        80                        
2MEPSP ASWRVKETERMVAIRTELTK                        
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (27-53:44-71) 
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                   10        20        30         40        50      
2MEPSP     MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
          60        70        80                                    
2MEPSP AIRDVASWRVKETERMVAIRTELTK                                    
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 19.0 E():   78 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (32-63:269-300) 
 
              10        20        30        40        50        60  
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
              70        80                                          
2MEPSP SWRVKETERMVAIRTELTK                                          
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.2 E():   78 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (18-31:41-54) 
 
                            10        20        30        40        
2MEPSP              MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
        50        60        70        80                            
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTK                            
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (18-31:45-58) 
 
                            10        20        30        40        
2MEPSP              MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
        50        60        70        80                            
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTK                            
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (24-38:152-166) 
 
                      10        20        30        40        50    
2MEPSP        MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
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            60        70        80   
2MEPSP PTAIRDVASWRVKETERMVAIRTELTK   
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (24-38:152-166) 
 
                      10        20        30        40        50    
2MEPSP        MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
            60        70        80   
2MEPSP PTAIRDVASWRVKETERMVAIRTELTK   
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (20-78:112-169) 
 
                          10        20        30        40          
2MEPSP            MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|398 AGVQPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
      50        60        70        80                              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTK                              
        .  : :  :.    ..:. :..:   :.                                
gi|398 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (37-51:1-15) 
 
         10        20        30        40        50        60       
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                                     : . ...: ::::::                
gi|386                               MASSSLVLLVVALFAVFLGTAHGIAKVPPG 
                                             10        20        30 
 
         70        80                                               
2MEPSP ETERMVAIRTELTK                                               
                                                                    
gi|386 PNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGR 
               40        50        60        70        80        90 
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 42; 31.7% identity (55.6% similar) in 63 aa overlap (20-71:96-157) 
 
                          10        20        30         40         
2MEPSP            MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
            50         60            70        80             
2MEPSP LAVVALFADGPTAIR-DVASWR----VKETERMVAIRTELTK             
        ::.. . ::  ..  .::. .    ::: : .                      
gi|501 TAVTS-WLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130        140       150       160       170         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 44; 46.2% identity (69.2% similar) in 13 aa overlap (11-23:18-30) 
 
                      10        20        30        40        50    
2MEPSP        MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                        :..  :::. : :                               
gi|109 MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKGAGPKDN 
               10        20        30        40        50        60 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 44; 46.2% identity (69.2% similar) in 13 aa overlap (11-23:18-30) 
 
                      10        20        30        40        50    
2MEPSP        MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                        :..  :::. : :                               
gi|811 MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPKGAGPDDN 
               10        20        30        40        50        60 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.4  bits: 19.0 E():   87 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (2-58:143-189) 
 
                                            10        20        30  
2MEPSP                              MGAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
              40        50        60        70        80            
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK            
       ..  .: :: .. . .    :::.: :                                  
gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.4  bits: 19.0 E():   88 
Smith-Waterman score: 46; 23.8% identity (46.0% similar) in 63 aa overlap (16-78:75-133) 
 
                              10        20        30        40      
2MEPSP                MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :  .  .: ::  .  :. .:  :::     
gi|113 ACEAHNIIDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKE 
           50        60        70        80        90       100     
 
          50        60        70        80                          
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTK                          
        .  ::    : ..   : . . . .. .  ::                            
gi|113 GTLRFA----AAQNRPLWIIFKRNMVIHLNQELVVNSDKTIDGRGVKVNIVNAGLTLMNV 
          110           120       130       140       150       160 
 
gi|113 KNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDG 
              170       180       190       200       210       220 
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 44; 25.4% identity (54.2% similar) in 59 aa overlap (20-78:75-132) 
 
                          10        20        30        40          
2MEPSP            MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|134 AIVPPADKYRTFVATFGAASNKAFAEGLSGEPKGGAESSSKAALTSKL-DAAYKLAYKTA 
           50        60        70        80        90        100    
 
      50        60        70        80                              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTK                              
        .  : :  :.    ..:. :..:   :.                                
gi|134 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
           110       120       130       140       150       160    
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9526

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  47 init1:  47 opt:  47  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (49-70:469-490) 
 
       20        30        40        50        60        70         
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
       80 
2MEPSP TK 
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.1  bits: 19.3 E():   91 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (11-56:228-271) 
 
                                   10        20        30        40 
2MEPSP                     MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|189 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
 
                  50        60        70        80                  
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTK                  
       :  :    .. ..:.::::                                          
gi|189 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.1  bits: 19.3 E():   91 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (11-56:228-271) 
 
                                   10        20        30        40 
2MEPSP                     MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|451 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
 
                  50        60        70        80                  
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTK                  
       :  :    .. ..:.::::                                          
gi|451 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.1  bits: 19.3 E():   91 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (11-56:228-271) 
 
                                   10        20        30        40 
2MEPSP                     MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|451 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
 
                  50        60        70        80                  
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTK                  
       :  :    .. ..:.::::                                          
gi|451 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 41; 27.3% identity (63.6% similar) in 33 aa overlap (37-66:91-123) 
 
         10        20        30        40           50        60    
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV---VALFADGPTAIRDVASW 
                                     .::.:  ...   ..  ::: . :. . :. 
gi|604 DGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
            70        80                   
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2MEPSP RVKETERMVAIRTELTK                   
       . :                                 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.3 E():   91 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (30-57:36-63) 
 
                10        20        30        40        50          
2MEPSP  MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
      60        70        80                                        
2MEPSP VASWRVKETERMVAIRTELTK                                        
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.0  bits: 19.3 E():   92 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (11-56:236-279) 
 
                                   10        20        30        40 
2MEPSP                     MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|541 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
         210       220       230       240           250        260 
 
                  50        60        70        80                  
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTK                  
       :  :    .. ..:.::::                                          
gi|541 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
              270       280       290       300       310       320 
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (9-26:288-305) 
 
                                     10        20        30         
2MEPSP                       MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
       40        50        60        70        80                   
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK                   
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 66.8  bits: 19.3 E():   95 
Smith-Waterman score: 47; 26.8% identity (61.0% similar) in 41 aa overlap (27-66:204-244) 
 
                   10        20        30        40         50      
2MEPSP     MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
          60        70        80                                    
2MEPSP AIRDVASWRVKETERMVAIRTELTK                                    
       ..  :.::.::                                                  
gi|558 SFGIVVSWQVKLLPVPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFGGT 
           240       250       260       270       280       290    
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.3 E():   95 
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Smith-Waterman score: 40; 53.3% identity (66.7% similar) in 15 aa overlap (39-53:57-71) 
 
       10        20        30        40        50        60         
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  ::: ..::  :                
gi|238 IVGLDGSVWAQSSTFPQLKQEEVKAICNEFDVPNTLAPTGLFLGGEKYMVIQGEPGAVIR 
         30        40        50        60        70        80       
 
       70        80                                    
2MEPSP ERMVAIRTELTK                                    
                                                       
gi|238 GKKGPGGVCIKKTNQALVFGIYNEPVTPGQCNMVVEKLGDYLVEQGM 
         90       100       110       120       130    
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.4  bits: 15.3 E():   99 
Smith-Waterman score: 33; 33.3% identity (58.3% similar) in 12 aa overlap (7-18:18-29) 
 
                          10        20        30        40          
2MEPSP            MGAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                        : ... :  : :                                
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (37-62:94-121) 
 
         10        20        30        40          50        60     
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWR 
                                     .: ..   .. ::. .  .: : :..::   
gi|132 LYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLASSL 
            70        80        90       100       110       120    
 
           70        80 
2MEPSP VKETERMVAIRTELTK 
                        
gi|132 PGQTKILAKVFYGEN  
           130          
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.4  bits: 15.9 E():   99 
Smith-Waterman score: 35; 29.4% identity (76.5% similar) in 17 aa overlap (57-73:26-42) 
 
         30        40        50        60        70        80    
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK    
                                     .. ..:  ..: .::.:           
gi|377      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL 
                    10        20        30        40        50   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:00 2011 done: Tue Apr 19 10:58:00 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 295  - 374 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
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< 20     3     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     1     2:* 
  32    13     8:==*== 
  34    23    22:=======* 
  36    46    44:==============*= 
  38    54    73:==================      * 
  40   104   102:=================================*= 
  42   111   125:=====================================    * 
  44   137   138:=============================================* 
  46   141   140:==============================================* 
  48   149   134:============================================*===== 
  50   127   122:========================================*== 
  52   131   108:===================================*======== 
  54    96    92:==============================*= 
  56    63    77:=====================    * 
  58    40    63:==============      * 
  60    28    51:==========      * 
  62    48    41:=============*== 
  64    35    33:==========*= 
  66    18    26:======  * 
  68    29    20:======*=== 
  70    25    16:=====*=== 
  72    10    12:===* 
  74     9    10:===* 
  76     6     8:==* 
  78     9     6:=*= 
  80     3     5:=* 
  82     2     3:* 
  84     7     3:*== 
  86     1     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96    15     1:*====     :*============== 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.12040.00312; mu= 4.9896 0.162 
 mean_var=34.7565 8.615, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.217549 
 Kolmogorov-Smirnov  statistic: 0.0243 (N=29) at  60 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.5    0.75 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.6     1.4 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.0       2 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
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gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 23.0     2.2 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.4     4.1 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 22.0     4.2 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.4     5.6 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.4     6.2 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.4     6.2 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.2     7.5 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   57 22.5     9.1 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.5      10 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.5      11 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.5      11 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.5      11 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.4      11 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.4      11 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.5      13 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.1      13 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   56 22.1      18 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   56 22.1      18 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   54 21.5      19 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.5      19 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.4      20 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.7      20 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.4      20 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.7      20 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   46 19.3      21 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 19.2      21 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.9      23 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.7      23 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.5      25 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.9      26 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.9      26 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.5      28 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   50 20.3      30 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.0      30 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   46 19.2      32 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   44 18.6      33 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 18.1      34 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.8      34 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   49 20.0      35 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.6      36 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.3      36 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.5      37 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.9      39 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.6      41 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.2      41 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.3      41 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.9      42 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.7      44 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.6      48 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.6      48 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.1      49 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   42 18.0      50 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.7      52 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.8      52 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 16.0      53 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.7      55 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 19.1      57 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   46 19.1      57 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   46 19.1      57 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   47 19.4      58 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.3      60 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.3      60 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.3      60 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.3      60 
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gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.3      60 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.3      60 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.3      60 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.3      60 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.3      60 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.3      60 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.3      60 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.8      62 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.0      63 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.0      63 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.2      64 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.8      64 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.4      65 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   45 18.8      66 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.9      66 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.2      67 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   50 20.2      67 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.8      67 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.0      68 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.8      69 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.8      69 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.5      69 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.8      69 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   45 18.8      71 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   45 18.8      73 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 18.8      73 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   45 18.8      74 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   45 18.8      74 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   45 18.8      74 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.9      74 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.9      74 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.7      75 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.1      76 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.2      76 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.2      78 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.2      81 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.2      81 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.8      81 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.5      83 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   42 17.9      83 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 18.5      85 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   44 18.5      85 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   46 19.0      85 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   46 19.0      85 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   44 18.5      87 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.3      88 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   47 19.3      88 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   47 19.3      88 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   47 19.3      88 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.6      89 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.3      89 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   47 19.3      90 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.3      92 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.3      92 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   40 17.3      93 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   33 15.4      96 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   40 17.3      96 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   35 15.9      96 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   46 19.0      99 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 104.8  bits: 24.5 E(): 0.75 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (14-56:59-96) 
 
                                10        20        30        40    
2MEPSP                  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            50        60        70        80                        
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2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                        
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 99.7  bits: 23.6 E():  1.4 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (14-56:59-96) 
 
                                10        20        30        40    
2MEPSP                  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            50        60        70        80                        
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 97.2  bits: 23.0 E():    2 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (13-36:85-109) 
 
                                 10         20        30        40  
2MEPSP                   GAKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
              50        60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                               
gi|668 TTGAFQRIPRSSFANNPRLGRKC                 
          120       130                        
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (14-56:59-96) 
 
                                10        20        30        40    
2MEPSP                  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            50        60        70        80                        
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (14-56:59-96) 
 
                                10        20        30        40    
2MEPSP                  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            50        60        70        80                        
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
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Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (14-56:59-96) 
 
                                10        20        30        40    
2MEPSP                  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            50        60        70        80                        
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (14-56:59-96) 
 
                                10        20        30        40    
2MEPSP                  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            50        60        70        80                        
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (14-56:59-96) 
 
                                10        20        30        40    
2MEPSP                  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            50        60        70        80                        
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (14-56:59-96) 
 
                                10        20        30        40    
2MEPSP                  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            50        60        70        80                        
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (14-56:59-96) 
 
                                10        20        30        40    
2MEPSP                  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
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            50        60        70        80                        
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (14-56:59-96) 
 
                                10        20        30        40    
2MEPSP                  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            50        60        70        80                        
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (14-56:59-96) 
 
                                10        20        30        40    
2MEPSP                  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            50        60        70        80                        
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (14-56:59-96) 
 
                                10        20        30        40    
2MEPSP                  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            50        60        70        80                        
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                        
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (14-56:59-96) 
 
                                10        20        30        40    
2MEPSP                  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            50        60        70        80                        
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
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>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (14-56:59-96) 
 
                                10        20        30        40    
2MEPSP                  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            50        60        70        80                        
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (14-56:59-96) 
 
                                10        20        30        40    
2MEPSP                  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            50        60        70        80                        
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (14-56:59-96) 
 
                                10        20        30        40    
2MEPSP                  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            50        60        70        80                        
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 91.5  bits: 23.4 E():  4.1 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (19-62:269-312) 
 
                           10        20        30        40         
2MEPSP             GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
       50        60        70        80                             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKL                             
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 91.2  bits: 22.0 E():  4.2 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (14-56:59-96) 
 
                                10        20        30        40    
2MEPSP                  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9536

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            50        60        70        80                        
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 89.0  bits: 23.4 E():  5.6 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (19-62:399-442) 
 
                           10        20        30        40         
2MEPSP             GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
       50        60        70        80                             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKL                             
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.3  bits: 21.4 E():  6.2 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (14-56:59-103) 
 
                                10        20        30          40  
2MEPSP                  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
              50        60        70        80                  
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                  
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.3  bits: 21.4 E():  6.2 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (14-56:59-103) 
 
                                10        20        30          40  
2MEPSP                  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
              50        60        70        80                  
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                  
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.8  bits: 22.2 E():  7.5 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (13-59:168-211) 
 
                                 10        20           30          
2MEPSP                   GAKVTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
      40        50        60        70        80                    
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                    
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
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           200         210       220       230       240       250  
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 85.3  bits: 22.5 E():  9.1 
Smith-Waterman score: 57; 25.7% identity (61.4% similar) in 70 aa overlap (1-68:320-387) 
 
                                             10          20         
2MEPSP                               GAKVTWTETSVTVTGPPR--EPFGRKHLKA 
                                     :.::  .  .. ::.: :  . . .:  .: 
gi|144 SFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPKRVEKAIKEKACNA 
     290       300       310       320       330       340          
 
       30        40        50        60        70        80         
2MEPSP IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL         
       . ...:.. .:. .. .: .   .  ..  .:: :  :::                     
gi|144 LLLKVNQIGSVTESIEAVKMSKRAGWGV--MASHRSGETEDTFIADLSVGLATGQIKTGA 
     350       360       370         380       390       400        
 
gi|144 PCRSERLAKYNQLLRIEEELGAEAVYAGANFRTPVEPY 
       410       420       430       440      
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 84.5  bits: 20.5 E():   10 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (12-50:20-59) 
 
                       10         20         30        40        50 
2MEPSP         GAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                          .. : ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
               60        70        80                               
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKL                               
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.1  bits: 22.5 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (22-38:399-415) 
 
                        10        20        30        40        50  
2MEPSP          GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
              60        70        80                                
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKL                                
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.1  bits: 22.5 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (22-38:402-418) 
 
                        10        20        30        40        50  
2MEPSP          GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
              60        70        80                                
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKL                                
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.0  bits: 22.5 E():   11 
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Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (22-38:403-419) 
 
                        10        20        30        40        50  
2MEPSP          GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
              60        70        80                                
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKL                                
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.7  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (22-38:422-438) 
 
                        10        20        30        40        50  
2MEPSP          GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
              60        70        80                                
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKL                                
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.7  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (22-38:422-438) 
 
                        10        20        30        40        50  
2MEPSP          GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
              60        70        80                                
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKL                                
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.7  bits: 20.5 E():   13 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (14-56:59-96) 
 
                                10        20        30        40    
2MEPSP                  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
            50        60        70        80                        
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                        
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.5  bits: 22.1 E():   13 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (30-62:407-439) 
 
                10        20        30        40        50          
2MEPSP  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
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      60        70        80                                        
2MEPSP ASWRVKETERMVAIRTELTKL                                        
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 79.8  bits: 22.1 E():   18 
Smith-Waterman score: 56; 28.2% identity (52.6% similar) in 78 aa overlap (1-66:59-135) 
 
                                             10                 20  
2MEPSP                               GAKVTWTETSVTVTGPP---------REPF 
                                     :  .:  .::.: : ::         .:   
gi|289 DKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEGH 
       30        40        50        60        70         80        
 
              30        40        50        60           70         
2MEPSP GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETERMVAIRTELT 
       .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:             
gi|289 ARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVF 
        90       100       110       120       130       140        
 
       80                                                           
2MEPSP KL                                                           
                                                                    
gi|289 HRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDHL 
       150       160       170       180       190       200        
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 79.8  bits: 22.1 E():   18 
Smith-Waterman score: 56; 28.2% identity (52.6% similar) in 78 aa overlap (1-66:59-135) 
 
                                             10                 20  
2MEPSP                               GAKVTWTETSVTVTGPP---------REPF 
                                     :  .:  .::.: : ::         .:   
gi|283 DKQFLAKQRDVLRLFHRVHQHNILNDQVEVGIPMTSKQTSAT-TVPPSGEAVHGVLQEGH 
       30        40        50        60        70         80        
 
              30        40        50        60           70         
2MEPSP GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW---RVKETERMVAIRTELT 
       .: . . ..::..:  . :. :  .  ::.   ..  .: :   ::.:             
gi|283 ARPRGEPFSVNYEKHREQAIMLYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVF 
        90       100       110       120       130       140        
 
       80                                                           
2MEPSP KL                                                           
                                                                    
gi|283 HRDDMQGVMLPPPYEVYPYLFVDHDVIHMAQKYWMKNAGSGEHHSHVIPVNFTLRTQDHL 
       150       160       170       180       190       200        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 79.5  bits: 21.5 E():   19 
Smith-Waterman score: 54; 21.3% identity (58.7% similar) in 75 aa overlap (1-74:315-385) 
 
                                             10        20        30 
2MEPSP                               GAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     :..  :. ..  .:   :.   .  .. :  
gi|215 GTETIDISFVKNGPLSRADLDTNDTFIVENGSEGLWVWVGKKATQKERQSAIKYAMELI- 
          290       300       310       320       330       340     
 
               40        50         60        70        80          
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDV-ASWRVKETERMVAIRTELTKL          
        : .:.:. . .  :  : .:  . ....  ::...: :.... :                
gi|215 -NKKKYPNNTPVTKV--LEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVAN 
            350         360       370       380       390       400 
 
gi|215 YEPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQPNQI 
              410       420       430       440       450       460 
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
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 initn:  45 init1:  45 opt:  54  Z-score: 79.3  bits: 21.5 E():   19 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (15-50:390-426) 
 
                               10        20          30        40   
2MEPSP                 GAKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
             50        60        70        80                       
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                       
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.2  bits: 20.4 E():   20 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (12-50:124-163) 
 
                                  10         20         30          
2MEPSP                    GAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
      40        50        60        70        80                    
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                    
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 79.1  bits: 18.7 E():   20 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (49-72:15-38) 
 
       20        30        40        50        60        70         
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
       80                          
2MEPSP KL                          
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.1  bits: 20.4 E():   20 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (12-50:127-166) 
 
                                  10         20         30          
2MEPSP                    GAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
      40        50        60        70        80                    
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                    
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.9  bits: 18.7 E():   20 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (49-72:17-40) 
 
       20        30        40        50        60        70         
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
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                             10        20        30        40       
 
       80                          
2MEPSP KL                          
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.7  bits: 19.3 E():   21 
Smith-Waterman score: 46; 27.3% identity (52.7% similar) in 55 aa overlap (24-72:2-56) 
 
               10        20           30           40        50     
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPT 
                              ::: :   . .  :  :   ::  .:. :.. ::    
gi|833                       MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEER 
                                     10        20        30         
 
           60        70        80                                   
2MEPSP AIRDVASWRVKETERMVAIRTELTKL                                   
         . .:  . :. ....:                                           
gi|833 LNKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEK 
       40        50        60        70        80        90         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 78.5  bits: 19.2 E():   21 
Smith-Waterman score: 46; 25.4% identity (54.2% similar) in 59 aa overlap (24-76:2-60) 
 
               10        20           30           40        50     
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPT 
                              ::: :   . .. :  :   ::  .:  :.. ::.   
gi|117                       MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDR 
                                     10        20        30         
 
           60        70        80                                   
2MEPSP AIRDVASWRVKETERMVAIRTELTKL                                   
         . ..  . :. ....:  .:                                       
gi|117 LDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEE 
       40        50        60        70        80        90         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.9  bits: 20.9 E():   23 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (17-56:161-200) 
 
                             10        20        30        40       
2MEPSP               GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
         50        60        70        80                           
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKL                           
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.9  bits: 18.7 E():   23 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (49-72:26-49) 
 
       20        30        40        50        60        70         
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
       80                          
2MEPSP KL                          
                                   
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
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>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (8-59:7-57) 
 
               10        20        30        40        50        60 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
              :: .: . :: . : :  : . ..  .  : .  .. ..     :: .:. .  
gi|132  MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEG-NGGPGTIKKIC 
                10        20        30        40         50         
 
               70        80                                         
2MEPSP SWRVKETERMVAIRTELTKL                                         
                                                                    
gi|132 FDEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSI 
       60        70        80        90       100       110         
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 77.1  bits: 18.9 E():   26 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (24-76:2-60) 
 
               10        20           30           40        50     
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPT 
                              ::: :   . .. :  :   ::  .:. :.. ::    
gi|416                       MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR 
                                     10        20        30         
 
           60        70        80                                   
2MEPSP AIRDVASWRVKETERMVAIRTELTKL                                   
         . ..  . :. ....:  .:                                       
gi|416 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 77.1  bits: 18.9 E():   26 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (24-76:2-60) 
 
               10        20           30           40        50     
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPT 
                              ::: :   . .. :  :   ::  .:. :.. ::    
gi|461                       MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDR 
                                     10        20        30         
 
           60        70        80                                   
2MEPSP AIRDVASWRVKETERMVAIRTELTKL                                   
         . ..  . :. ....:  .:                                       
gi|461 LNKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEE 
       40        50        60        70        80        90         
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.4  bits: 19.5 E():   28 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (31-52:68-88) 
 
               10        20        30        40        50        60 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
               70        80                                         
2MEPSP SWRVKETERMVAIRTELTKL                                         
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 75.9  bits: 20.3 E():   30 
Smith-Waterman score: 50; 27.1% identity (52.5% similar) in 59 aa overlap (19-77:114-171) 
 
                           10        20        30        40         
2MEPSP             GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
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                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
       50        60        70        80                             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKL                             
        .  : :  :.    ..:. :..:   :.                                
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (12-45:170-204) 
 
                                  10         20         30          
2MEPSP                    GAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
      40        50        60        70        80                    
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                    
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 46; 42.9% identity (78.6% similar) in 14 aa overlap (5-18:5-18) 
 
               10        20        30        40        50        60 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
           :... :..:  :::                                           
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEIVEGDGGVGTIKKISFG 
               10        20        30        40        50        60 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.1  bits: 18.6 E():   33 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (24-72:2-56) 
 
               10        20           30           40        50     
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPT 
                              ::: :   . .. :  :   ::  .:  :.. ::.   
gi|185                       MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDR 
                                     10        20        30         
 
           60        70        80                                   
2MEPSP AIRDVASWRVKETERMVAIRTELTKL                                   
         . ..  . :. ....:                                           
gi|185 LDKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEE 
       40        50        60        70        80        90         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.9  bits: 18.1 E():   34 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (55-72:28-45) 
 
           30        40        50        60        70        80     
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL     
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.8  bits: 17.8 E():   34 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (33-56:1-24) 
 
             10        20        30        40        50        60   
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
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                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
             70        80                  
2MEPSP RVKETERMVAIRTELTKL                  
                                           
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.8  bits: 20.0 E():   35 
Smith-Waterman score: 49; 27.1% identity (54.2% similar) in 59 aa overlap (19-77:112-169) 
 
                           10        20        30        40         
2MEPSP             GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
       50        60        70        80                             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKL                             
        .  : :  :.    :.:. :..:   :.                                
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.5  bits: 18.6 E():   36 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (16-48:38-75) 
 
                              10        20             30        40 
2MEPSP                GAKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
               50        60        70        80               
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL               
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.4  bits: 20.3 E():   36 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (12-50:291-330) 
 
                                  10         20         30          
2MEPSP                    GAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
      40        50        60        70        80                    
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                    
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (31-52:116-136) 
 
               10        20        30        40        50        60 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
               70        80                                         
2MEPSP SWRVKETERMVAIRTELTKL                                         
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gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (47-68:22-43) 
 
         20        30        40        50        60        70       
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
         80                                                         
2MEPSP LTKL                                                         
                                                                    
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.4  bits: 20.6 E():   41 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (22-38:430-446) 
 
                        10        20        30        40        50  
2MEPSP          GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
              60        70        80                                
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKL                                
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.4  bits: 19.2 E():   41 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (27-61:72-112) 
 
                   10        20        30        40              50 
2MEPSP     GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
               60        70        80                               
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKL                               
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.4  bits: 20.3 E():   41 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (12-50:6-45) 
 
               10         20         30        40        50         
2MEPSP GAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                  .. : ::  : .:.: . .. .: . . ::   : :  : :         
gi|223       INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLET 
                     10        20         30        40        50    
 
       60        70        80                                       
2MEPSP VASWRVKETERMVAIRTELTKL                                       
                                                                    
gi|223 SPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALFGLSRAAR 
            60        70        80        90       100       110    
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.3  bits: 14.9 E():   42 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (10-16:2-8) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9546

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

               10        20        30        40        50        60 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                ..:. ::                                             
gi|250         PTITIGGPEYR                                          
                       10                                           
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.9  bits: 17.7 E():   44 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (26-55:41-70) 
 
                    10        20        30        40        50      
2MEPSP      GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
          60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKL 
                                 
gi|453 CSPKWLQLLVP               
               80                
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 44; 42.9% identity (78.6% similar) in 14 aa overlap (5-18:5-18) 
 
               10        20        30        40        50        60 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
           :... :..:  :::                                           
gi|444 MGVFTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEIVEGDGGVGTIKKISFG 
               10        20        30        40        50        60 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 44; 42.9% identity (78.6% similar) in 14 aa overlap (5-18:5-18) 
 
               10        20        30        40        50        60 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
           :... :..:  :::                                           
gi|444 MGVFTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVEGDGGVGTIKKISFG 
               10        20        30        40        50        60 
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.1 E():   49 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (12-25:15-28) 
 
                  10        20        30        40        50        
2MEPSP    GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                     : . :::.:   ::                                 
gi|169 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG 
               10        20        30        40        50        60 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.9  bits: 18.0 E():   50 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (38-72:22-56) 
 
        10        20        30        40        50        60        
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  .:. :.. ::     . .:  . :.  
gi|668          MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDL 
                        10        20        30        40        50  
 
        70        80                                                
2MEPSP ERMVAIRTELTKL                                                
       ....:                                                        
gi|668 QELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 71.5  bits: 19.7 E():   52 
Smith-Waterman score: 48; 27.1% identity (52.5% similar) in 59 aa overlap (19-77:173-230) 
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                           10        20        30        40         
2MEPSP             GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
       50        60        70        80                             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKL                             
        .  : :  :.    ..:. :..:   :.                                
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.5  bits: 18.8 E():   52 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (23-38:152-167) 
 
                       10        20        30        40        50   
2MEPSP         GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
             60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKL 
                                    
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC  
             190       200          
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.4  bits: 16.0 E():   53 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (26-56:2-30) 
 
               10        20        30         40        50          
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDV 
                                .::. : : .. :     ..  :  .::::..    
gi|122                         MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV    
                                       10           20        30    
 
      60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKL 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.0  bits: 19.7 E():   55 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (12-50:291-330) 
 
                                  10         20         30          
2MEPSP                    GAKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
      40        50        60        70        80                    
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                    
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.7  bits: 19.1 E():   57 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (15-77:72-133) 
 
                               10        20        30        40     
2MEPSP                 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
           50        60        70        80                         
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                         
         .  .  : :  :.    ..:. :..:   :.                            
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gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.7  bits: 19.1 E():   57 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (15-77:72-133) 
 
                               10        20        30        40     
2MEPSP                 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
           50        60        70        80                         
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                         
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.7  bits: 19.1 E():   57 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (15-77:72-133) 
 
                               10        20        30        40     
2MEPSP                 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
           50        60        70        80                         
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                         
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 70.7  bits: 19.4 E():   58 
Smith-Waterman score: 47; 30.0% identity (52.5% similar) in 40 aa overlap (38-77:131-170) 
 
        10        20        30        40        50        60        
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
        70        80                                                
2MEPSP ERMVAIRTELTKL                                                
        :..:   :.                                                   
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (30-61:89-118) 
 
                10        20        30        40        50          
2MEPSP  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
      60        70        80                       
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2MEPSP ASWRVKETERMVAIRTELTKL                       
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (30-61:90-119) 
 
                10        20        30        40        50          
2MEPSP  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      60        70        80                       
2MEPSP ASWRVKETERMVAIRTELTKL                       
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (30-61:90-119) 
 
                10        20        30        40        50          
2MEPSP  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      60        70        80                       
2MEPSP ASWRVKETERMVAIRTELTKL                       
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (30-61:90-119) 
 
                10        20        30        40        50          
2MEPSP  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      60        70        80                       
2MEPSP ASWRVKETERMVAIRTELTKL                       
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (30-52:90-112) 
 
                10        20        30        40        50          
2MEPSP  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
      60        70        80                     
2MEPSP ASWRVKETERMVAIRTELTKL                     
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.3 E():   60 
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Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (30-61:90-119) 
 
                10        20        30        40        50          
2MEPSP  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
      60        70        80                       
2MEPSP ASWRVKETERMVAIRTELTKL                       
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (30-61:90-119) 
 
                10        20        30        40        50          
2MEPSP  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      60        70        80                       
2MEPSP ASWRVKETERMVAIRTELTKL                       
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (30-61:90-119) 
 
                10        20        30        40        50          
2MEPSP  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      60        70        80                       
2MEPSP ASWRVKETERMVAIRTELTKL                       
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (30-61:90-119) 
 
                10        20        30        40        50          
2MEPSP  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      60        70        80                       
2MEPSP ASWRVKETERMVAIRTELTKL                       
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (30-61:90-119) 
 
                10        20        30        40        50          
2MEPSP  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
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      60        70        80                       
2MEPSP ASWRVKETERMVAIRTELTKL                       
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (30-61:90-119) 
 
                10        20        30        40        50          
2MEPSP  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      60        70        80                       
2MEPSP ASWRVKETERMVAIRTELTKL                       
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.1  bits: 18.8 E():   62 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (7-39:43-76) 
 
                                       10         20        30      
2MEPSP                         GAKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
          40        50        60        70        80                
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (39-55:8-26) 
 
       10        20        30        40          50        60       
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
         70        80                                               
2MEPSP TERMVAIRTELTKL                                               
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (39-55:8-26) 
 
       10        20        30        40          50        60       
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
         70        80                                               
2MEPSP TERMVAIRTELTKL                                               
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
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>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (23-38:43-58) 
 
                       10        20        30        40        50   
2MEPSP         GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
             60        70        80                                 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKL                                 
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.8 E():   64 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (15-23:14-22) 
 
               10        20        30        40        50        60 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                     :::. : :.                                      
gi|898  ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDNGGGCGYKD 
                10        20        30        40        50          
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (44-62:15-35) 
 
            20        30        40        50          60        70  
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
              80                                                    
2MEPSP AIRTELTKL                                                    
                                                                    
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.7  bits: 18.8 E():   66 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (19-77:58-115) 
 
                           10        20        30        40         
2MEPSP             GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
       50        60        70        80                             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKL                             
        .  : :  :.    ..:. :..:   :.                                
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.7  bits: 19.9 E():   66 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (53-65:336-348) 
 
             30        40        50        60        70        80   
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL   
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
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>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.6  bits: 18.2 E():   67 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (24-57:110-145) 
 
                      10        20        30          40            
2MEPSP        GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
       50        60        70        80         
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKL         
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 69.5  bits: 20.2 E():   67 
Smith-Waterman score: 50; 23.6% identity (54.5% similar) in 55 aa overlap (26-80:178-227) 
 
                    10        20        30        40        50      
2MEPSP      GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :... :....  .. . :      :.:    
gi|425 QQLEDTRHRLEEEERKRASLENHAHTLEVELESLKVQLDEESEARLELERQLTKANG--- 
       150       160       170       180       190       200        
 
          60        70        80                                    
2MEPSP IRDVASWRVKETERMVAIRTELTKL                                    
         :.:::. :   .. :   :. .:                                    
gi|425 --DAASWKSKYEAELQAHADEVEELRRKMAQKISEYEEQLEALLNKCSSLEKQKSRLQSE 
            210       220       230       240       250       260   
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (15-23:25-33) 
 
                         10        20        30        40        50 
2MEPSP           GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKL                               
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (35-53:2-20) 
 
           10        20        30        40        50        60     
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
           70        80                                             
2MEPSP KETERMVAIRTELTKL                                             
                                                                    
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (15-23:31-39) 
 
                               10        20        30        40     
2MEPSP                 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
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gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                         
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (15-23:31-39) 
 
                               10        20        30        40     
2MEPSP                 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                         
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.5 E():   69 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (41-71:121-151) 
 
               20        30        40        50        60        70 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
               80                                                   
2MEPSP VAIRTELTKL                                                   
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.8 E():   69 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (15-23:32-40) 
 
                               10        20        30        40     
2MEPSP                 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
           50        60        70        80                         
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                         
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 45; 25.4% identity (52.4% similar) in 63 aa overlap (15-77:72-133) 
 
                               10        20        30        40     
2MEPSP                 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
           50        60        70        80                         
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                         
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
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              110       120       130       140       150       160 
 
gi|313 LKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (19-77:84-141) 
 
                           10        20        30        40         
2MEPSP             GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
       50        60        70        80                             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKL                             
        .  : :  :.    ..:. :..:   :.                                
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (19-77:86-143) 
 
                           10        20        30        40         
2MEPSP             GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
       50        60        70        80                             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKL                             
        .  : :  :.    ..:. :..:   :.                                
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (19-77:86-143) 
 
                           10        20        30        40         
2MEPSP             GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
       50        60        70        80                             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKL                             
        .  : :  :.    ..:. :..:   :.                                
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 45; 27.1% identity (52.5% similar) in 59 aa overlap (19-77:87-144) 
 
                           10        20        30        40         
2MEPSP             GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
       50        60        70        80                             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKL                             
        .  : :  :.    :.:. : .:   :.                                
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.7  bits: 18.8 E():   74 
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Smith-Waterman score: 45; 27.1% identity (52.5% similar) in 59 aa overlap (19-77:87-144) 
 
                           10        20        30        40         
2MEPSP             GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
       50        60        70        80                             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKL                             
        .  : :  :.    :.:. : .:   :.                                
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (30-52:90-112) 
 
                10        20        30        40        50          
2MEPSP  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
      60        70        80                     
2MEPSP ASWRVKETERMVAIRTELTKL                     
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (30-61:90-119) 
 
                10        20        30        40        50          
2MEPSP  GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
      60        70        80                       
2MEPSP ASWRVKETERMVAIRTELTKL                       
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.6  bits: 17.7 E():   75 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (26-52:44-71) 
 
                    10        20        30         40        50     
2MEPSP      GAKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
           60        70        80                                   
2MEPSP AIRDVASWRVKETERMVAIRTELTKL                                   
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (31-62:269-300) 
 
               10        20        30        40        50        60 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
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               70        80                                         
2MEPSP SWRVKETERMVAIRTELTKL                                         
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.2 E():   76 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (17-30:41-54) 
 
                             10        20        30        40       
2MEPSP               GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
         50        60        70        80                           
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKL                           
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.2 E():   78 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (17-30:45-58) 
 
                             10        20        30        40       
2MEPSP               GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
         50        60        70        80                           
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKL                           
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (23-37:152-166) 
 
                       10        20        30        40        50   
2MEPSP         GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
             60        70        80  
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKL  
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (23-37:152-166) 
 
                       10        20        30        40        50   
2MEPSP         GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
             60        70        80  
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKL  
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
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>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (19-77:112-169) 
 
                           10        20        30        40         
2MEPSP             GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|398 AGVQPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
       50        60        70        80                             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKL                             
        .  : :  :.    ..:. :..:   :.                                
gi|398 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (36-50:1-15) 
 
          10        20        30        40        50        60      
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                                     : . ...: ::::::                
gi|386                               MASSSLVLLVVALFAVFLGTAHGIAKVPPG 
                                             10        20        30 
 
          70        80                                              
2MEPSP ETERMVAIRTELTKL                                              
                                                                    
gi|386 PNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGR 
               40        50        60        70        80        90 
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.8  bits: 17.9 E():   83 
Smith-Waterman score: 42; 31.7% identity (55.6% similar) in 63 aa overlap (19-70:96-157) 
 
                           10        20        30         40        
2MEPSP             GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
             50         60            70        80            
2MEPSP LAVVALFADGPTAIR-DVASWR----VKETERMVAIRTELTKL            
        ::.. . ::  ..  .::. .    ::: : .                      
gi|501 TAVTS-WLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130        140       150       160       170         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 44; 46.2% identity (69.2% similar) in 13 aa overlap (10-22:18-30) 
 
                       10        20        30        40        50   
2MEPSP         GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                        :..  :::. : :                               
gi|109 MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKGAGPKDN 
               10        20        30        40        50        60 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 44; 46.2% identity (69.2% similar) in 13 aa overlap (10-22:18-30) 
 
                       10        20        30        40        50   
2MEPSP         GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                        :..  :::. : :                               
gi|811 MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPKGAGPDDN 
               10        20        30        40        50        60 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 46; 26.3% identity (52.6% similar) in 57 aa overlap (1-57:143-189) 
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                                             10        20        30 
2MEPSP                               GAKVTWTETSVTVTGPPREPFGRKHLKAID 
                                     ::::   ... :..:          .: .  
gi|113 RPLWIIFERDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNG----------VKNVI 
            120       130       140       150                 160   
 
               40        50        60        70        80           
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL           
       ..  .: :: .. . .    :::.: :                                  
gi|113 IHNINMHDVKVNPGGLIKSNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDA 
            170       180       190       200       210       220   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 46; 23.8% identity (46.0% similar) in 63 aa overlap (15-77:75-133) 
 
                               10        20        30        40     
2MEPSP                 GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :  .  .: ::  .  :. .:  :::     
gi|113 ACEAHNIIDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKE 
           50        60        70        80        90       100     
 
           50        60        70        80                         
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                         
        .  ::    : ..   : . . . .. .  ::                            
gi|113 GTLRFA----AAQNRPLWIIFKRNMVIHLNQELVVNSDKTIDGRGVKVNIVNAGLTLMNV 
          110           120       130       140       150       160 
 
gi|113 KNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDG 
              170       180       190       200       210       220 
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 44; 25.4% identity (54.2% similar) in 59 aa overlap (19-77:75-132) 
 
                           10        20        30        40         
2MEPSP             GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|134 AIVPPADKYRTFVATFGAASNKAFAEGLSGEPKGGAESSSKAALTSKL-DAAYKLAYKTA 
           50        60        70        80        90        100    
 
       50        60        70        80                             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKL                             
        .  : :  :.    ..:. :..:   :.                                
gi|134 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
           110       120       130       140       150       160    
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.4  bits: 19.3 E():   88 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (48-69:469-490) 
 
        20        30        40        50        60        70        
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
        80 
2MEPSP TKL 
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.3  bits: 19.3 E():   88 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (10-55:228-271) 
 
                                    10        20        30          
2MEPSP                      GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|451 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
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      40           50        60        70        80                 
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                 
       :  :    .. ..:.::::                                          
gi|451 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.3  bits: 19.3 E():   88 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (10-55:228-271) 
 
                                    10        20        30          
2MEPSP                      GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|451 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
 
      40           50        60        70        80                 
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                 
       :  :    .. ..:.::::                                          
gi|451 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.3  bits: 19.3 E():   88 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (10-55:228-271) 
 
                                    10        20        30          
2MEPSP                      GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|189 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
 
      40           50        60        70        80                 
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                 
       :  :    .. ..:.::::                                          
gi|189 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 17.6 E():   89 
Smith-Waterman score: 41; 27.3% identity (63.6% similar) in 33 aa overlap (36-65:91-123) 
 
          10        20        30        40           50        60   
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV---VALFADGPTAIRDVASW 
                                     .::.:  ...   ..  ::: . :. . :. 
gi|604 DGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
             70        80                  
2MEPSP RVKETERMVAIRTELTKL                  
       . :                                 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.3 E():   89 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (29-56:36-63) 
 
                 10        20        30        40        50         
2MEPSP   GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
       60        70        80                                       
2MEPSP VASWRVKETERMVAIRTELTKL                                       
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9561

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  37 init1:  37 opt:  47  Z-score: 67.1  bits: 19.3 E():   90 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (10-55:236-279) 
 
                                    10        20        30          
2MEPSP                      GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|541 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
         210       220       230       240           250        260 
 
      40           50        60        70        80                 
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                 
       :  :    .. ..:.::::                                          
gi|541 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
              270       280       290       300       310       320 
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.0  bits: 19.3 E():   92 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (8-25:288-305) 
 
                                      10        20        30        
2MEPSP                        GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
        40        50        60        70        80                  
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL                  
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 66.9  bits: 19.3 E():   92 
Smith-Waterman score: 47; 26.8% identity (61.0% similar) in 41 aa overlap (26-65:204-244) 
 
                    10        20        30        40         50     
2MEPSP      GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
           60        70        80                                   
2MEPSP AIRDVASWRVKETERMVAIRTELTKL                                   
       ..  :.::.::                                                  
gi|558 SFGIVVSWQVKLLPVPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFGGT 
           240       250       260       270       280       290    
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 40; 53.3% identity (66.7% similar) in 15 aa overlap (38-52:57-71) 
 
        10        20        30        40        50        60        
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  ::: ..::  :                
gi|238 IVGLDGSVWAQSSTFPQLKQEEVKAICNEFDVPNTLAPTGLFLGGEKYMVIQGEPGAVIR 
         30        40        50        60        70        80       
 
        70        80                                   
2MEPSP ERMVAIRTELTKL                                   
                                                       
gi|238 GKKGPGGVCIKKTNQALVFGIYNEPVTPGQCNMVVEKLGDYLVEQGM 
         90       100       110       120       130    
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.6  bits: 15.4 E():   96 
Smith-Waterman score: 33; 33.3% identity (58.3% similar) in 12 aa overlap (6-17:18-29) 
 
                           10        20        30        40         
2MEPSP             GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                        : ... :  : :                                
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
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               10        20        30                               
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.6  bits: 17.3 E():   96 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (36-61:94-121) 
 
          10        20        30        40          50        60    
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWR 
                                     .: ..   .. ::. .  .: : :..::   
gi|132 LYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLASSL 
            70        80        90       100       110       120    
 
            70        80 
2MEPSP VKETERMVAIRTELTKL 
                         
gi|132 PGQTKILAKVFYGEN   
           130           
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.6  bits: 15.9 E():   96 
Smith-Waterman score: 35; 29.4% identity (76.5% similar) in 17 aa overlap (56-72:26-42) 
 
          30        40        50        60        70        80   
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL   
                                     .. ..:  ..: .::.:           
gi|377      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL 
                    10        20        30        40        50   
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.0 E():   99 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (31-62:409-440) 
 
               10        20        30        40        50        60 
2MEPSP GAKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|458 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      380       390       400       410       420       430         
 
               70        80 
2MEPSP SWRVKETERMVAIRTELTKL 
       .:                   
gi|458 AWNGGGSSNYTDIVAQGGY  
      440       450         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:00 2011 done: Tue Apr 19 10:58:00 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 296  - 375 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     3     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     1     2:* 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9563

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

  32    14     8:==*== 
  34    27    22:=======*= 
  36    45    44:==============* 
  38    51    73:=================       * 
  40    98   102:=================================* 
  42   108   125:====================================     * 
  44   135   138:=============================================* 
  46   144   140:==============================================*= 
  48   162   134:============================================*========= 
  50   130   122:========================================*=== 
  52   131   108:===================================*======== 
  54    87    92:============================= * 
  56    67    77:=======================  * 
  58    36    63:============        * 
  60    31    51:===========     * 
  62    44    41:=============*= 
  64    34    33:==========*= 
  66    18    26:======  * 
  68    25    20:======*== 
  70    32    16:=====*===== 
  72     8    12:===* 
  74    12    10:===* 
  76     6     8:==* 
  78     9     6:=*= 
  80     2     5:=* 
  82     1     3:* 
  84     7     3:*== 
  86     1     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96    14     1:*====     :*============= 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.07160.0031; mu= 5.2446 0.161 
 mean_var=33.9425 8.378, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.220142 
 Kolmogorov-Smirnov  statistic: 0.0244 (N=29) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.7    0.69 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.7     1.3 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.1     1.8 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 23.1     2.1 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 23.1     2.1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 23.1     2.1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 23.1     2.1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 23.1     2.1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 23.1     2.1 
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gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 23.1     2.1 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.5     3.8 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 22.1       4 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.5     5.2 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.5     5.8 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.5     5.8 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.3     7.1 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.6     9.6 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.5     9.9 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.5     9.9 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.5      10 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.5      10 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.5      10 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.5      12 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.2      12 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.6      18 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.5      19 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.5      19 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.7      19 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.7      20 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   46 19.3      20 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 19.3      21 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   55 21.9      21 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   55 21.9      21 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 21.0      22 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.7      22 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.6      24 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 19.0      25 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 19.0      25 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.5      27 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   50 20.4      29 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.1      29 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   46 19.2      30 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   44 18.7      32 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 18.1      33 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   49 20.1      33 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.8      33 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 20.6      34 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.7      35 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.4      35 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.5      35 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.9      38 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.6      39 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.3      39 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.2      40 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 14.9      41 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.8      43 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.6      47 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.6      47 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.2      48 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   42 18.0      48 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.7      50 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.9      50 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 16.0      52 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.7      53 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 19.2      55 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   46 19.2      55 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   46 19.2      55 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   47 19.4      56 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.3      58 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.3      58 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.3      58 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.3      58 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.3      58 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.3      58 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.3      58 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.3      58 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.3      58 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.3      58 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.3      58 
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gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.9      60 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.0      61 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.0      61 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      62 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.9      62 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.4      62 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 20.0      63 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   45 18.8      64 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   50 20.3      64 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.3      65 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.8      65 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.0      66 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.8      67 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.8      67 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.8      67 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.6      67 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   45 18.8      69 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   45 18.8      71 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 18.8      71 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   45 18.8      71 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   45 18.8      72 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   45 18.8      72 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.7      73 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.1      74 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      74 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      76 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.2      78 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.2      78 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.8      79 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   45 18.8      80 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.5      81 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   42 18.0      81 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 18.5      82 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   44 18.5      82 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   46 19.1      83 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.4      85 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   44 18.5      85 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   47 19.4      85 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   47 19.4      85 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   47 19.4      85 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.7      86 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   47 19.4      87 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.4      87 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.4      88 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.4      89 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   40 17.4      91 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   40 17.4      94 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   33 15.4      95 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   35 15.9      95 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   46 19.1      96 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.2      98 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 105.4  bits: 24.7 E(): 0.69 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (13-55:59-96) 
 
                                 10        20        30        40   
2MEPSP                   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             50        60        70        80                       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                       
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
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 initn:  53 init1:  53 opt:  60  Z-score: 100.3  bits: 23.7 E():  1.3 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (13-55:59-96) 
 
                                 10        20        30        40   
2MEPSP                   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             50        60        70        80                       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 97.7  bits: 23.1 E():  1.8 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (12-35:85-109) 
 
                                  10         20        30        40 
2MEPSP                    AKVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
               50        60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 
                                                
gi|668 TTGAFQRIPRSSFANNPRLGRKC                  
          120       130                         
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (13-55:59-96) 
 
                                 10        20        30        40   
2MEPSP                   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             50        60        70        80                       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (13-55:59-96) 
 
                                 10        20        30        40   
2MEPSP                   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             50        60        70        80                       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (13-55:59-96) 
 
                                 10        20        30        40   
2MEPSP                   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
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       30        40        50        60        70             80    
 
             50        60        70        80                       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (13-55:59-96) 
 
                                 10        20        30        40   
2MEPSP                   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             50        60        70        80                       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (13-55:59-96) 
 
                                 10        20        30        40   
2MEPSP                   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             50        60        70        80                       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (13-55:59-96) 
 
                                 10        20        30        40   
2MEPSP                   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             50        60        70        80                       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (13-55:59-96) 
 
                                 10        20        30        40   
2MEPSP                   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             50        60        70        80                       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9568

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (13-55:59-96) 
 
                                 10        20        30        40   
2MEPSP                   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             50        60        70        80                       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (13-55:59-96) 
 
                                 10        20        30        40   
2MEPSP                   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             50        60        70        80                       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (13-55:59-96) 
 
                                 10        20        30        40   
2MEPSP                   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             50        60        70        80                       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                       
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (13-55:59-96) 
 
                                 10        20        30        40   
2MEPSP                   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             50        60        70        80                       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (13-55:59-96) 
 
                                 10        20        30        40   
2MEPSP                   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
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                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             50        60        70        80                       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (13-55:59-96) 
 
                                 10        20        30        40   
2MEPSP                   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             50        60        70        80                       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (13-55:59-96) 
 
                                 10        20        30        40   
2MEPSP                   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             50        60        70        80                       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 92.1  bits: 23.5 E():  3.8 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (18-61:269-312) 
 
                            10        20        30        40        
2MEPSP              AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
        50        60        70        80                            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLG                            
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 91.7  bits: 22.1 E():    4 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (13-55:59-96) 
 
                                 10        20        30        40   
2MEPSP                   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             50        60        70        80                       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                       
       . ...  :: .::                                                
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gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 89.6  bits: 23.5 E():  5.2 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (18-61:399-442) 
 
                            10        20        30        40        
2MEPSP              AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
        50        60        70        80                            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLG                            
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.7  bits: 21.5 E():  5.8 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (13-55:59-103) 
 
                                 10        20        30          40 
2MEPSP                   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
               50        60        70        80                 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                 
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.7  bits: 21.5 E():  5.8 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (13-55:59-103) 
 
                                 10        20        30          40 
2MEPSP                   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
               50        60        70        80                 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                 
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 87.2  bits: 22.3 E():  7.1 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (12-58:168-211) 
 
                                  10           20        30         
2MEPSP                    AKVTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
       40        50        60        70        80                   
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                   
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 84.9  bits: 20.6 E():  9.6 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (11-49:20-59) 
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                        10         20         30        40          
2MEPSP          AKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                          .. : ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
      50        60        70        80                              
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLG                              
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.6  bits: 22.5 E():  9.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (21-37:399-415) 
 
                         10        20        30        40        50 
2MEPSP           AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
               60        70        80                               
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLG                               
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.6  bits: 22.5 E():  9.9 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (21-37:402-418) 
 
                         10        20        30        40        50 
2MEPSP           AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
               60        70        80                               
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLG                               
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.5  bits: 22.5 E():   10 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (21-37:403-419) 
 
                         10        20        30        40        50 
2MEPSP           AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
               60        70        80                               
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLG                               
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.2  bits: 22.5 E():   10 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (21-37:422-438) 
 
                         10        20        30        40        50 
2MEPSP           AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
               60        70        80                               
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2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLG                               
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.2  bits: 22.5 E():   10 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (21-37:422-438) 
 
                         10        20        30        40        50 
2MEPSP           AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
               60        70        80                               
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLG                               
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.1  bits: 20.5 E():   12 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (13-55:59-96) 
 
                                 10        20        30        40   
2MEPSP                   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
             50        60        70        80                       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                       
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.0  bits: 22.2 E():   12 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (29-61:407-439) 
 
                 10        20        30        40        50         
2MEPSP   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
       60        70        80                                       
2MEPSP ASWRVKETERMVAIRTELTKLG                                       
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 79.7  bits: 21.6 E():   18 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (14-49:390-426) 
 
                                10         20         30        40  
2MEPSP                  AKVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
              50        60        70        80                      
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                      
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.6  bits: 20.5 E():   19 
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Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (11-49:124-163) 
 
                                   10         20         30         
2MEPSP                     AKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
       40        50        60        70        80                   
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                   
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.4  bits: 20.5 E():   19 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (11-49:127-166) 
 
                                   10         20         30         
2MEPSP                     AKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
       40        50        60        70        80                   
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                   
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 79.4  bits: 18.7 E():   19 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (48-71:15-38) 
 
        20        30        40        50        60        70        
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
        80                         
2MEPSP KLG                         
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 79.2  bits: 18.7 E():   20 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (48-71:17-40) 
 
        20        30        40        50        60        70        
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
        80                         
2MEPSP KLG                         
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 46; 27.3% identity (52.7% similar) in 55 aa overlap (23-71:2-56) 
 
               10        20           30           40        50     
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTA 
                             ::: :   . .  :  :   ::  .:. :.. ::     
gi|833                      MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERL 
                                    10        20        30          
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           60        70        80                                   
2MEPSP IRDVASWRVKETERMVAIRTELTKLG                                   
        . .:  . :. ....:                                            
gi|833 NKLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKE 
      40        50        60        70        80        90          
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 78.8  bits: 19.3 E():   21 
Smith-Waterman score: 46; 25.4% identity (54.2% similar) in 59 aa overlap (23-75:2-60) 
 
               10        20           30           40        50     
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTA 
                             ::: :   . .. :  :   ::  .:  :.. ::.    
gi|117                      MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRL 
                                    10        20        30          
 
           60        70        80                                   
2MEPSP IRDVASWRVKETERMVAIRTELTKLG                                   
        . ..  . :. ....:  .:                                        
gi|117 DKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEE 
      40        50        60        70        80        90          
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 78.6  bits: 21.9 E():   21 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (12-65:79-135) 
 
                                  10        20        30        40  
2MEPSP                    AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|283 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
              50        60           70        80                   
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLG                   
       :  .  ::.   ..  .: :   ::.:                                  
gi|283 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 78.6  bits: 21.9 E():   21 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (12-65:79-135) 
 
                                  10        20        30        40  
2MEPSP                    AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|289 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
              50        60           70        80                   
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLG                   
       :  .  ::.   ..  .: :   ::.:                                  
gi|289 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.3  bits: 21.0 E():   22 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (16-55:161-200) 
 
                              10        20        30        40      
2MEPSP                AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
          50        60        70        80                          
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                          
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
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>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.2  bits: 18.7 E():   22 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (48-71:26-49) 
 
        20        30        40        50        60        70        
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
        80                         
2MEPSP KLG                         
                                   
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (7-58:7-57) 
 
               10        20        30        40        50        60 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
             :: .: . :: . : :  : . ..  .  : .  .. ..     :: .:. .   
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEG-NGGPGTIKKICF 
               10        20        30        40         50          
 
               70        80                                         
2MEPSP WRVKETERMVAIRTELTKLG                                         
                                                                    
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 77.4  bits: 19.0 E():   25 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (23-75:2-60) 
 
               10        20           30           40        50     
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTA 
                             ::: :   . .. :  :   ::  .:. :.. ::     
gi|416                      MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRL 
                                    10        20        30          
 
           60        70        80                                   
2MEPSP IRDVASWRVKETERMVAIRTELTKLG                                   
        . ..  . :. ....:  .:                                        
gi|416 NKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEES 
      40        50        60        70        80        90          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 77.4  bits: 19.0 E():   25 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (23-75:2-60) 
 
               10        20           30           40        50     
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTA 
                             ::: :   . .. :  :   ::  .:. :.. ::     
gi|461                      MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRL 
                                    10        20        30          
 
           60        70        80                                   
2MEPSP IRDVASWRVKETERMVAIRTELTKLG                                   
        . ..  . :. ....:  .:                                        
gi|461 NKLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEES 
      40        50        60        70        80        90          
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.7  bits: 19.5 E():   27 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (30-51:68-88) 
 
                10        20        30        40        50          
2MEPSP  AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
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gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
      60        70        80                                        
2MEPSP SWRVKETERMVAIRTELTKLG                                        
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 76.3  bits: 20.4 E():   29 
Smith-Waterman score: 50; 27.1% identity (52.5% similar) in 59 aa overlap (18-76:114-171) 
 
                            10        20        30        40        
2MEPSP              AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
        50        60        70        80                            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLG                            
        .  : :  :.    ..:. :..:   :.                                
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (11-44:170-204) 
 
                                   10         20         30         
2MEPSP                     AKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
       40        50        60        70        80                   
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                   
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 48; 26.9% identity (61.5% similar) in 52 aa overlap (29-80:90-137) 
 
                 10        20        30        40        50         
2MEPSP   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.  .:.  ... . .::  ::: . :... 
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVAS-ADGGSIIKST 
      60        70        80        90       100        110         
 
       60        70        80                        
2MEPSP ASWRVKETERMVAIRTELTKLG                        
       ....   :   : :. : .: :                        
gi|444 SNYH---TTGDVEIKEEDVKAGKEKATGLFKLIENYLAANPDACN 
      120          130       140       150       160 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.4  bits: 18.7 E():   32 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (23-71:2-56) 
 
               10        20           30           40        50     
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTA 
                             ::: :   . .. :  :   ::  .:  :.. ::.    
gi|185                      MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRL 
                                    10        20        30          
 
           60        70        80                                   
2MEPSP IRDVASWRVKETERMVAIRTELTKLG                                   
        . ..  . :. ....:                                            
gi|185 DKLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEE 
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      40        50        60        70        80        90          
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.2  bits: 18.1 E():   33 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (54-71:28-45) 
 
            30        40        50        60        70        80    
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG    
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 75.1  bits: 20.1 E():   33 
Smith-Waterman score: 49; 27.1% identity (54.2% similar) in 59 aa overlap (18-76:112-169) 
 
                            10        20        30        40        
2MEPSP              AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
        50        60        70        80                            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLG                            
        .  : :  :.    :.:. :..:   :.                                
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.0  bits: 17.8 E():   33 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (32-55:1-24) 
 
              10        20        30        40        50        60  
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
              70        80                 
2MEPSP RVKETERMVAIRTELTKLG                 
                                           
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 74.8  bits: 20.6 E():   34 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (30-73:343-385) 
 
                10        20        30        40        50          
2MEPSP  AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
       60        70        80                                       
2MEPSP ASWRVKETERMVAIRTELTKLG                                       
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.8  bits: 18.7 E():   35 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (15-47:38-75) 
 
                               10        20             30          
2MEPSP                 AKVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
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        10        20        30        40        50        60        
 
      40        50        60        70        80              
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG              
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.8  bits: 20.4 E():   35 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (11-49:291-330) 
 
                                   10         20         30         
2MEPSP                     AKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
       40        50        60        70        80                   
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                   
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.6  bits: 19.5 E():   35 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (30-51:116-136) 
 
                10        20        30        40        50          
2MEPSP  AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
      60        70        80                                        
2MEPSP SWRVKETERMVAIRTELTKLG                                        
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (46-67:22-43) 
 
          20        30        40        50        60        70      
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
          80                                                        
2MEPSP LTKLG                                                        
                                                                    
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (21-37:430-446) 
 
                         10        20        30        40        50 
2MEPSP           AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
               60        70        80                               
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLG                               
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
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>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.7  bits: 20.3 E():   39 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (11-49:6-45) 
 
               10         20         30        40        50         
2MEPSP AKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                 .. : ::  : .:.: . .. .: . . ::   : :  : :          
gi|223      INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETS 
                    10        20         30        40        50     
 
       60        70        80                                       
2MEPSP ASWRVKETERMVAIRTELTKLG                                       
                                                                    
gi|223 PDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALFGLSRAARN 
           60        70        80        90       100       110     
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.7  bits: 19.2 E():   40 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (26-60:72-112) 
 
                    10        20        30              40          
2MEPSP      AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
      50        60        70        80                              
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLG                              
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.3  bits: 14.9 E():   41 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (9-15:2-8) 
 
               10        20        30        40        50        60 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
               ..:. ::                                              
gi|250        PTITIGGPEYR                                           
                      10                                            
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.1  bits: 17.8 E():   43 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (25-54:41-70) 
 
                     10        20        30        40        50     
2MEPSP       AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
           60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLG 
                                  
gi|453 CSPKWLQLLVP                
               80                 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 45; 25.0% identity (61.5% similar) in 52 aa overlap (29-80:90-137) 
 
                 10        20        30        40        50         
2MEPSP   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.  .:.  ... . .::  ::: . :... 
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVAS-ADGGSIIKST 
      60        70        80        90       100        110         
 
       60        70        80                        
2MEPSP ASWRVKETERMVAIRTELTKLG                        
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       ....   :   : :. : .. :                        
gi|444 SNYH---TTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
      120          130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 26.9% identity (61.5% similar) in 52 aa overlap (29-80:90-137) 
 
                 10        20        30        40        50         
2MEPSP   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.  .:.  ... . .::  ::: . :... 
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVAS-ADGGSIIKST 
      60        70        80        90       100        110         
 
       60        70        80                        
2MEPSP ASWRVKETERMVAIRTELTKLG                        
       ....   :   : :. : .: :                        
gi|444 SNYH---TTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
      120          130       140       150       160 
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 19.2 E():   48 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (11-24:15-28) 
 
                   10        20        30        40        50       
2MEPSP     AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                     : . :::.:   ::                                 
gi|169 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG 
               10        20        30        40        50        60 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.1  bits: 18.0 E():   48 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (37-71:22-56) 
 
         10        20        30        40        50        60       
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  .:. :.. ::     . .:  . :.  
gi|668          MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDL 
                        10        20        30        40        50  
 
         70        80                                               
2MEPSP ERMVAIRTELTKLG                                               
       ....:                                                        
gi|668 QELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 71.8  bits: 19.7 E():   50 
Smith-Waterman score: 48; 27.1% identity (52.5% similar) in 59 aa overlap (18-76:173-230) 
 
                            10        20        30        40        
2MEPSP              AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
        50        60        70        80                            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLG                            
        .  : :  :.    ..:. :..:   :.                                
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.8  bits: 18.9 E():   50 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (22-37:152-167) 
 
                        10        20        30        40        50  
2MEPSP          AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
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              60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLG 
                                     
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC   
             190       200           
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.5  bits: 16.0 E():   52 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (25-55:2-30) 
 
               10        20        30         40        50          
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVA 
                               .::. : : .. :     ..  :  .::::..     
gi|122                        MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV     
                                      10           20        30     
 
      60        70        80 
2MEPSP SWRVKETERMVAIRTELTKLG 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.3  bits: 19.7 E():   53 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (11-49:291-330) 
 
                                   10         20         30         
2MEPSP                     AKVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
       40        50        60        70        80                   
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                   
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.0  bits: 19.2 E():   55 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (14-76:72-133) 
 
                                10        20        30        40    
2MEPSP                  AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
            50        60        70        80                        
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                        
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.0  bits: 19.2 E():   55 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (14-76:72-133) 
 
                                10        20        30        40    
2MEPSP                  AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
            50        60        70        80                        
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                        
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
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gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.0  bits: 19.2 E():   55 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (14-76:72-133) 
 
                                10        20        30        40    
2MEPSP                  AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
            50        60        70        80                        
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                        
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 71.0  bits: 19.4 E():   56 
Smith-Waterman score: 47; 30.0% identity (52.5% similar) in 40 aa overlap (37-76:131-170) 
 
         10        20        30        40        50        60       
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
         70        80                                               
2MEPSP ERMVAIRTELTKLG                                               
        :..:   :.                                                   
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (29-60:89-118) 
 
                 10        20        30        40        50         
2MEPSP   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
       60        70        80                      
2MEPSP ASWRVKETERMVAIRTELTKLG                      
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (29-60:90-119) 
 
                 10        20        30        40        50         
2MEPSP   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       60        70        80                      
2MEPSP ASWRVKETERMVAIRTELTKLG                      
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (29-51:90-112) 
 
                 10        20        30        40        50         
2MEPSP   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
       60        70        80                    
2MEPSP ASWRVKETERMVAIRTELTKLG                    
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (29-60:90-119) 
 
                 10        20        30        40        50         
2MEPSP   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       60        70        80                      
2MEPSP ASWRVKETERMVAIRTELTKLG                      
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (29-60:90-119) 
 
                 10        20        30        40        50         
2MEPSP   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       60        70        80                      
2MEPSP ASWRVKETERMVAIRTELTKLG                      
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (29-60:90-119) 
 
                 10        20        30        40        50         
2MEPSP   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
       60        70        80                      
2MEPSP ASWRVKETERMVAIRTELTKLG                      
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (29-60:90-119) 
 
                 10        20        30        40        50         
2MEPSP   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
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      60        70        80        90       100         110        
 
       60        70        80                      
2MEPSP ASWRVKETERMVAIRTELTKLG                      
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (29-60:90-119) 
 
                 10        20        30        40        50         
2MEPSP   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       60        70        80                      
2MEPSP ASWRVKETERMVAIRTELTKLG                      
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (29-60:90-119) 
 
                 10        20        30        40        50         
2MEPSP   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       60        70        80                      
2MEPSP ASWRVKETERMVAIRTELTKLG                      
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (29-60:90-119) 
 
                 10        20        30        40        50         
2MEPSP   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       60        70        80                      
2MEPSP ASWRVKETERMVAIRTELTKLG                      
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (29-60:90-119) 
 
                 10        20        30        40        50         
2MEPSP   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       60        70        80                      
2MEPSP ASWRVKETERMVAIRTELTKLG                      
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
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>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.4  bits: 18.9 E():   60 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (6-38:43-76) 
 
                                        10         20        30     
2MEPSP                          AKVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
           40        50        60        70        80               
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG               
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.2  bits: 18.0 E():   61 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (38-54:8-26) 
 
        10        20        30        40          50        60      
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
          70        80                                              
2MEPSP TERMVAIRTELTKLG                                              
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.2  bits: 18.0 E():   61 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (38-54:8-26) 
 
        10        20        30        40          50        60      
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
          70        80                                              
2MEPSP TERMVAIRTELTKLG                                              
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.3 E():   62 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (22-37:43-58) 
 
                        10        20        30        40        50  
2MEPSP          AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
              60        70        80                                
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLG                                
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (14-22:14-22) 
 
               10        20        30        40        50        60 
2MEPSP AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
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                    :::. : :.                                       
gi|898 ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDNGGGCGYKDV 
               10        20        30        40        50        60 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.1  bits: 19.4 E():   62 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (43-61:15-35) 
 
             20        30        40        50          60        70 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
               80                                                   
2MEPSP AIRTELTKLG                                                   
                                                                    
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.0  bits: 20.0 E():   63 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (52-64:336-348) 
 
              30        40        50        60        70        80  
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG  
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.9  bits: 18.8 E():   64 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (18-76:58-115) 
 
                            10        20        30        40        
2MEPSP              AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
        50        60        70        80                            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLG                            
        .  : :  :.    ..:. :..:   :.                                
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 69.9  bits: 20.3 E():   64 
Smith-Waterman score: 50; 23.6% identity (54.5% similar) in 55 aa overlap (25-79:178-227) 
 
                     10        20        30        40        50     
2MEPSP       AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :... :....  .. . :      :.:    
gi|425 QQLEDTRHRLEEEERKRASLENHAHTLEVELESLKVQLDEESEARLELERQLTKANG--- 
       150       160       170       180       190       200        
 
           60        70        80                                   
2MEPSP IRDVASWRVKETERMVAIRTELTKLG                                   
         :.:::. :   .. :   :. .:                                    
gi|425 --DAASWKSKYEAELQAHADEVEELRRKMAQKISEYEEQLEALLNKCSSLEKQKSRLQSE 
            210       220       230       240       250       260   
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.8  bits: 18.3 E():   65 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (23-56:110-145) 
 
                       10        20        30          40           
2MEPSP         AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
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                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
        50        60        70        80        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLG        
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (14-22:25-33) 
 
                          10        20        30        40          
2MEPSP            AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLG                              
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (34-52:2-20) 
 
            10        20        30        40        50        60    
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
            70        80                                            
2MEPSP KETERMVAIRTELTKLG                                            
                                                                    
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (14-22:31-39) 
 
                                10        20        30        40    
2MEPSP                  AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                        
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (14-22:31-39) 
 
                                10        20        30        40    
2MEPSP                  AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                        
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gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (14-22:32-40) 
 
                                10        20        30        40    
2MEPSP                  AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
            50        60        70        80                        
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                        
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (40-70:121-151) 
 
      10        20        30        40        50        60          
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
      70        80                                                  
2MEPSP VAIRTELTKLG                                                  
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 25.4% identity (52.4% similar) in 63 aa overlap (14-76:72-133) 
 
                                10        20        30        40    
2MEPSP                  AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
            50        60        70        80                        
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                        
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 LKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (18-76:84-141) 
 
                            10        20        30        40        
2MEPSP              AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
        50        60        70        80                            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLG                            
        .  : :  :.    ..:. :..:   :.                                
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
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 initn:  41 init1:  41 opt:  45  Z-score: 69.0  bits: 18.8 E():   71 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (18-76:86-143) 
 
                            10        20        30        40        
2MEPSP              AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
        50        60        70        80                            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLG                            
        .  : :  :.    ..:. :..:   :.                                
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.0  bits: 18.8 E():   71 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (18-76:86-143) 
 
                            10        20        30        40        
2MEPSP              AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
        50        60        70        80                            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLG                            
        .  : :  :.    ..:. :..:   :.                                
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 45; 27.1% identity (52.5% similar) in 59 aa overlap (18-76:87-144) 
 
                            10        20        30        40        
2MEPSP              AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
        50        60        70        80                            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLG                            
        .  : :  :.    :.:. : .:   :.                                
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 45; 27.1% identity (52.5% similar) in 59 aa overlap (18-76:87-144) 
 
                            10        20        30        40        
2MEPSP              AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
        50        60        70        80                            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLG                            
        .  : :  :.    :.:. : .:   :.                                
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (29-60:90-119) 
 
                 10        20        30        40        50         
2MEPSP   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
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      60        70        80        90       100         110        
 
       60        70        80                      
2MEPSP ASWRVKETERMVAIRTELTKLG                      
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (29-51:90-112) 
 
                 10        20        30        40        50         
2MEPSP   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
       60        70        80                    
2MEPSP ASWRVKETERMVAIRTELTKLG                    
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (25-51:44-71) 
 
                     10        20        30         40        50    
2MEPSP       AKVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
            60        70        80                                  
2MEPSP AIRDVASWRVKETERMVAIRTELTKLG                                  
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 19.1 E():   74 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (30-61:269-300) 
 
                10        20        30        40        50          
2MEPSP  AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
      60        70        80                                        
2MEPSP SWRVKETERMVAIRTELTKLG                                        
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (16-29:41-54) 
 
                              10        20        30        40      
2MEPSP                AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
          50        60        70        80                          
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                          
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9591

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (16-29:45-58) 
 
                              10        20        30        40      
2MEPSP                AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
          50        60        70        80                          
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                          
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.2 E():   78 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (22-36:152-166) 
 
                        10        20        30        40        50  
2MEPSP          AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
              60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLG 
                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.2 E():   78 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (22-36:152-166) 
 
                        10        20        30        40        50  
2MEPSP          AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
              60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLG 
                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             190       200       210 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (18-76:112-169) 
 
                            10        20        30        40        
2MEPSP              AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|398 AGVQPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
        50        60        70        80                            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLG                            
        .  : :  :.    ..:. :..:   :.                                
gi|398 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 45; 28.9% identity (60.5% similar) in 38 aa overlap (44-80:178-215) 
 
            20        30        40        50        60         70   
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
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                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
             80                                                     
2MEPSP RTELTKLG                                                     
           ..::                                                     
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (35-49:1-15) 
 
           10        20        30        40        50        60     
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                                     : . ...: ::::::                
gi|386                               MASSSLVLLVVALFAVFLGTAHGIAKVPPG 
                                             10        20        30 
 
           70        80                                             
2MEPSP ETERMVAIRTELTKLG                                             
                                                                    
gi|386 PNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGR 
               40        50        60        70        80        90 
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.0  bits: 18.0 E():   81 
Smith-Waterman score: 42; 31.7% identity (55.6% similar) in 63 aa overlap (18-69:96-157) 
 
                            10        20        30              40  
2MEPSP              AKVTWTETSVTVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
              50         60            70        80           
2MEPSP LAVVALFADGPTAIR-DVASWR----VKETERMVAIRTELTKLG           
        ::.. . ::  ..  .::. .    ::: : .                      
gi|501 TAVTS-WLDGKHVVFGEVADEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130        140       150       160       170         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 44; 46.2% identity (69.2% similar) in 13 aa overlap (9-21:18-30) 
 
                        10        20        30        40        50  
2MEPSP          AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                        :..  :::. : :                               
gi|109 MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKGAGPKDN 
               10        20        30        40        50        60 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 44; 46.2% identity (69.2% similar) in 13 aa overlap (9-21:18-30) 
 
                        10        20        30        40        50  
2MEPSP          AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                        :..  :::. : :                               
gi|811 MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPKGAGPDDN 
               10        20        30        40        50        60 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 46; 23.8% identity (46.0% similar) in 63 aa overlap (14-76:75-133) 
 
                                10        20        30        40    
2MEPSP                  AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :  .  .: ::  .  :. .:  :::     
gi|113 ACEAHNIIDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKE 
           50        60        70        80        90       100     

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9593

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
            50        60        70        80                        
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                        
        .  ::    : ..   : . . . .. .  ::                            
gi|113 GTLRFA----AAQNRPLWIIFKRNMVIHLNQELVVNSDKTIDGRGVKVNIVNAGLTLMNV 
          110           120       130       140       150       160 
 
gi|113 KNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDG 
              170       180       190       200       210       220 
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (47-68:469-490) 
 
         20        30        40        50        60        70       
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
         80 
2MEPSP TKLG 
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 44; 25.4% identity (54.2% similar) in 59 aa overlap (18-76:75-132) 
 
                            10        20        30        40        
2MEPSP              AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|134 AIVPPADKYRTFVATFGAASNKAFAEGLSGEPKGGAESSSKAALTSKL-DAAYKLAYKTA 
           50        60        70        80        90        100    
 
        50        60        70        80                            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLG                            
        .  : :  :.    ..:. :..:   :.                                
gi|134 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
           110       120       130       140       150       160    
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (9-54:228-271) 
 
                                     10        20        30         
2MEPSP                       AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|451 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
 
       40           50        60        70        80                
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                
       :  :    .. ..:.::::                                          
gi|451 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (9-54:228-271) 
 
                                     10        20        30         
2MEPSP                       AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|451 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
 
       40           50        60        70        80                
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                
       :  :    .. ..:.::::                                          
gi|451 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
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>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (9-54:228-271) 
 
                                     10        20        30         
2MEPSP                       AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|189 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
 
       40           50        60        70        80                
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                
       :  :    .. ..:.::::                                          
gi|189 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 27.3% identity (63.6% similar) in 33 aa overlap (35-64:91-123) 
 
           10        20        30        40           50        60  
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV---VALFADGPTAIRDVASW 
                                     .::.:  ...   ..  ::: . :. . :. 
gi|604 DGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
              70        80                 
2MEPSP RVKETERMVAIRTELTKLG                 
       . :                                 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (9-54:236-279) 
 
                                     10        20        30         
2MEPSP                       AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|541 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
         210       220       230       240           250        260 
 
       40           50        60        70        80                
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                
       :  :    .. ..:.::::                                          
gi|541 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
              270       280       290       300       310       320 
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (28-55:36-63) 
 
                  10        20        30        40        50        
2MEPSP    AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
        60        70        80                                      
2MEPSP VASWRVKETERMVAIRTELTKLG                                      
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.3  bits: 19.4 E():   88 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (7-24:288-305) 
 
                                       10        20        30       
2MEPSP                         AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
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gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
         40        50        60        70        80                 
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                 
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 67.2  bits: 19.4 E():   89 
Smith-Waterman score: 47; 26.8% identity (61.0% similar) in 41 aa overlap (25-64:204-244) 
 
                     10        20        30        40         50    
2MEPSP       AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
            60        70        80                                  
2MEPSP AIRDVASWRVKETERMVAIRTELTKLG                                  
       ..  :.::.::                                                  
gi|558 SFGIVVSWQVKLLPVPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFGGT 
           240       250       260       270       280       290    
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 40; 53.3% identity (66.7% similar) in 15 aa overlap (37-51:57-71) 
 
         10        20        30        40        50        60       
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  ::: ..::  :                
gi|238 IVGLDGSVWAQSSTFPQLKQEEVKAICNEFDVPNTLAPTGLFLGGEKYMVIQGEPGAVIR 
         30        40        50        60        70        80       
 
         70        80                                  
2MEPSP ERMVAIRTELTKLG                                  
                                                       
gi|238 GKKGPGGVCIKKTNQALVFGIYNEPVTPGQCNMVVEKLGDYLVEQGM 
         90       100       110       120       130    
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (35-60:94-121) 
 
           10        20        30          40        50        60   
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWR 
                                     .: ..   .. ::. .  .: : :..::   
gi|132 LYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLASSL 
            70        80        90       100       110       120    
 
             70        80 
2MEPSP VKETERMVAIRTELTKLG 
                          
gi|132 PGQTKILAKVFYGEN    
           130            
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.7  bits: 15.4 E():   95 
Smith-Waterman score: 33; 33.3% identity (58.3% similar) in 12 aa overlap (5-16:18-29) 
 
                            10        20        30        40        
2MEPSP              AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                        : ... :  : :                                
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.7  bits: 15.9 E():   95 
Smith-Waterman score: 35; 29.4% identity (76.5% similar) in 17 aa overlap (55-71:26-42) 
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           30        40        50        60        70        80  
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG  
                                     .. ..:  ..: .::.:           
gi|377      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL 
                    10        20        30        40        50   
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.1 E():   96 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (30-61:409-440) 
 
                10        20        30        40        50          
2MEPSP  AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|458 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      380       390       400       410       420       430         
 
      60        70        80 
2MEPSP SWRVKETERMVAIRTELTKLG 
       .:                    
gi|458 AWNGGGSSNYTDIVAQGGY   
      440       450          
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.2 E():   98 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (13-37:129-153) 
 
                                 10        20        30        40   
2MEPSP                   AKVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
             50        60        70        80                       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG                       
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:00 2011 done: Tue Apr 19 10:58:00 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 297  - 376 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     1     0:=          one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
  32    12     8:==*= 
  34    25    22:=======*= 
  36    42    44:==============* 
  38    54    73:==================      * 
  40    97   102:=================================* 
  42   115   125:=======================================  * 
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  44   135   138:=============================================* 
  46   141   140:==============================================* 
  48   163   134:============================================*========== 
  50   135   122:========================================*==== 
  52   117   108:===================================*=== 
  54    96    92:==============================*= 
  56    66    77:======================   * 
  58    37    63:=============       * 
  60    31    51:===========     * 
  62    42    41:=============* 
  64    33    33:==========* 
  66    19    26:======= * 
  68    25    20:======*== 
  70    32    16:=====*===== 
  72     7    12:===* 
  74    11    10:===* 
  76     7     8:==* 
  78     8     6:=*= 
  80     5     5:=* 
  82     1     3:* 
  84     7     3:*== 
  86     1     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96    13     1:*====     :*============ 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.08630.00307; mu= 5.1551 0.159 
 mean_var=33.5703 8.315, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.221359 
 Kolmogorov-Smirnov  statistic: 0.0244 (N=29) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.7    0.66 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.8     1.3 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.1     1.8 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 23.1       2 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 23.1       2 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 23.1       2 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 23.1       2 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 23.1       2 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 23.1       2 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 23.1       2 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 23.1       2 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.6     3.7 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 22.2     3.9 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.5     5.1 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.5     5.7 
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gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.5     5.7 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.4     6.9 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.6     9.3 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.6     9.6 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.6     9.7 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.6     9.8 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.6      10 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.6      10 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.6      12 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.3      12 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.6      18 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.5      18 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.8      19 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.5      19 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.8      19 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   46 19.3      20 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 19.3      20 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   55 21.9      21 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   55 21.9      21 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 21.0      22 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.8      22 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.6      24 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 19.0      24 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 19.0      24 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.6      26 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   50 20.4      28 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.1      28 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   46 19.3      30 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   44 18.7      31 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 18.1      32 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   49 20.1      32 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.8      33 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.7      34 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 20.7      34 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.4      34 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.5      35 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 19.0      37 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.7      38 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.4      39 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.2      39 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 15.0      40 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.8      42 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.6      46 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.6      46 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.2      47 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   42 18.1      47 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.8      49 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.9      50 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 16.1      51 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.8      52 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 19.2      54 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   46 19.2      54 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   46 19.2      54 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   47 19.5      55 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.3      57 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.3      57 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.3      57 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.3      57 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.3      57 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.3      57 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.3      57 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.3      57 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.3      57 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.3      57 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.3      57 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.9      59 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.0      60 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.0      60 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      61 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.9      61 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.4      62 
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gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 20.0      62 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   45 18.9      63 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   50 20.3      63 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.3      64 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.9      64 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   43 18.3      64 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.0      65 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.9      66 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.9      66 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.9      66 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.6      66 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   45 18.9      68 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   45 18.9      70 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 18.9      70 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   45 18.9      70 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   45 18.9      71 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   45 18.9      71 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      71 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      71 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.7      72 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.1      73 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      73 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      75 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      77 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      77 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.8      77 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   45 18.8      79 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.5      80 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 18.5      81 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   44 18.5      81 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   46 19.1      82 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.4      84 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   44 18.5      84 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   47 19.4      84 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   47 19.4      84 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   47 19.4      84 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.7      85 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.4      86 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   47 19.4      86 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.4      87 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.4      88 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   40 17.4      89 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   40 17.4      93 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   33 15.4      93 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   35 16.0      94 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   46 19.1      95 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.2      97 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   31 14.8      99 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 105.7  bits: 24.7 E(): 0.66 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (12-54:59-96) 
 
                                  10        20        30        40  
2MEPSP                    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              50        60        70        80                      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                      
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 100.6  bits: 23.8 E():  1.3 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (12-54:59-96) 
 
                                  10        20        30        40  
2MEPSP                    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
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                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              50        60        70        80                      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.0  bits: 23.1 E():  1.8 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (11-34:85-109) 
 
                                   10         20        30          
2MEPSP                     KVTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
      40        50        60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                                 
gi|668 TTGAFQRIPRSSFANNPRLGRKC                   
          120       130                          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (12-54:59-96) 
 
                                  10        20        30        40  
2MEPSP                    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              50        60        70        80                      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (12-54:59-96) 
 
                                  10        20        30        40  
2MEPSP                    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              50        60        70        80                      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (12-54:59-96) 
 
                                  10        20        30        40  
2MEPSP                    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              50        60        70        80                      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                      
       . ...  :: .::                                                
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gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (12-54:59-96) 
 
                                  10        20        30        40  
2MEPSP                    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              50        60        70        80                      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (12-54:59-96) 
 
                                  10        20        30        40  
2MEPSP                    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              50        60        70        80                      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (12-54:59-96) 
 
                                  10        20        30        40  
2MEPSP                    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              50        60        70        80                      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (12-54:59-96) 
 
                                  10        20        30        40  
2MEPSP                    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              50        60        70        80                      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (12-54:59-96) 
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                                  10        20        30        40  
2MEPSP                    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              50        60        70        80                      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (12-54:59-96) 
 
                                  10        20        30        40  
2MEPSP                    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              50        60        70        80                      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (12-54:59-96) 
 
                                  10        20        30        40  
2MEPSP                    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              50        60        70        80                      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                      
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (12-54:59-96) 
 
                                  10        20        30        40  
2MEPSP                    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              50        60        70        80                      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (12-54:59-96) 
 
                                  10        20        30        40  
2MEPSP                    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              50        60        70        80                      
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2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (12-54:59-96) 
 
                                  10        20        30        40  
2MEPSP                    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              50        60        70        80                      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 97.1  bits: 23.1 E():    2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (12-54:59-96) 
 
                                  10        20        30        40  
2MEPSP                    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              50        60        70        80                      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 92.3  bits: 23.6 E():  3.7 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (17-60:269-312) 
 
                             10        20        30        40       
2MEPSP               KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
         50        60        70        80                           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGA                           
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 91.9  bits: 22.2 E():  3.9 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (12-54:59-96) 
 
                                  10        20        30        40  
2MEPSP                    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              50        60        70        80                      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 89.8  bits: 23.5 E():  5.1 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9604

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (17-60:399-442) 
 
                             10        20        30        40       
2MEPSP               KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
         50        60        70        80                           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGA                           
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.9  bits: 21.5 E():  5.7 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (12-54:59-103) 
 
                                  10        20        30            
2MEPSP                    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
      40        50        60        70        80                
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.9  bits: 21.5 E():  5.7 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (12-54:59-103) 
 
                                  10        20        30            
2MEPSP                    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
      40        50        60        70        80                
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 87.5  bits: 22.4 E():  6.9 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (11-57:168-211) 
 
                                   10           20        30        
2MEPSP                     KVTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
        40        50        60        70        80                  
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                  
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 85.1  bits: 20.6 E():  9.3 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (10-48:20-59) 
 
                         10         20         30        40         
2MEPSP           KVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                          .. : ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
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       50        60        70        80                             
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGA                             
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.8  bits: 22.6 E():  9.6 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (20-36:399-415) 
 
                          10        20        30        40          
2MEPSP            KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
      50        60        70        80                              
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGA                              
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.8  bits: 22.6 E():  9.7 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (20-36:402-418) 
 
                          10        20        30        40          
2MEPSP            KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
      50        60        70        80                              
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGA                              
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.7  bits: 22.6 E():  9.8 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (20-36:403-419) 
 
                          10        20        30        40          
2MEPSP            KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
      50        60        70        80                              
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGA                              
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.4  bits: 22.6 E():   10 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (20-36:422-438) 
 
                          10        20        30        40          
2MEPSP            KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
      50        60        70        80                              
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGA                              
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
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>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.4  bits: 22.6 E():   10 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (20-36:422-438) 
 
                          10        20        30        40          
2MEPSP            KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
      50        60        70        80                              
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGA                              
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.3  bits: 20.6 E():   12 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (12-54:59-96) 
 
                                  10        20        30        40  
2MEPSP                    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
              50        60        70        80                      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                      
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.1  bits: 22.3 E():   12 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (28-60:407-439) 
 
                  10        20        30        40        50        
2MEPSP    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
        60        70        80                                      
2MEPSP ASWRVKETERMVAIRTELTKLGA                                      
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 79.9  bits: 21.6 E():   18 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (13-48:390-426) 
 
                                 10         20         30        40 
2MEPSP                   KVTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
               50        60        70        80                     
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                     
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.7  bits: 20.5 E():   18 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (10-48:124-163) 
 
                                    10         20         30        
2MEPSP                      KVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
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gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
        40        50        60        70        80                  
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                  
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 79.6  bits: 18.8 E():   19 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (47-70:15-38) 
 
         20        30        40        50        60        70       
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
         80                        
2MEPSP KLGA                        
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.6  bits: 20.5 E():   19 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (10-48:127-166) 
 
                                    10         20         30        
2MEPSP                      KVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
        40        50        60        70        80                  
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                  
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 79.4  bits: 18.8 E():   19 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (47-70:17-40) 
 
         20        30        40        50        60        70       
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
         80                        
2MEPSP KLGA                        
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 79.2  bits: 19.3 E():   20 
Smith-Waterman score: 46; 27.3% identity (52.7% similar) in 55 aa overlap (22-70:2-56) 
 
               10        20           30           40        50     
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAI 
                            ::: :   . .  :  :   ::  .:. :.. ::      
gi|833                     MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLN 
                                   10        20        30        40 
 
           60        70        80                                   
2MEPSP RDVASWRVKETERMVAIRTELTKLGA                                   
       . .:  . :. ....:                                             
gi|833 KLIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEE 
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               50        60        70        80        90       100 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 46; 25.4% identity (54.2% similar) in 59 aa overlap (22-74:2-60) 
 
               10        20           30           40        50     
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAI 
                            ::: :   . .. :  :   ::  .:  :.. ::.     
gi|117                     MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLD 
                                   10        20        30        40 
 
           60        70        80                                   
2MEPSP RDVASWRVKETERMVAIRTELTKLGA                                   
       . ..  . :. ....:  .:                                         
gi|117 KLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEK 
               50        60        70        80        90       100 
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 78.7  bits: 21.9 E():   21 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (11-64:79-135) 
 
                                   10        20        30        40 
2MEPSP                     KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|283 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
               50        60           70        80                  
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGA                  
       :  .  ::.   ..  .: :   ::.:                                  
gi|283 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 78.7  bits: 21.9 E():   21 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (11-64:79-135) 
 
                                   10        20        30        40 
2MEPSP                     KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|289 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
               50        60           70        80                  
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGA                  
       :  .  ::.   ..  .: :   ::.:                                  
gi|289 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.5  bits: 21.0 E():   22 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (15-54:161-200) 
 
                               10        20        30        40     
2MEPSP                 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
           50        60        70        80                         
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                         
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.4  bits: 18.8 E():   22 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (47-70:26-49) 
 
         20        30        40        50        60        70       
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2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
         80                        
2MEPSP KLGA                        
                                   
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (6-57:7-57) 
 
                10        20        30        40        50          
2MEPSP  KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
             :: .: . :: . : :  : . ..  .  : .  .. ..     :: .:. .   
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEG-NGGPGTIKKICF 
               10        20        30        40         50          
 
      60        70        80                                        
2MEPSP WRVKETERMVAIRTELTKLGA                                        
                                                                    
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 77.6  bits: 19.0 E():   24 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (22-74:2-60) 
 
               10        20           30           40        50     
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAI 
                            ::: :   . .. :  :   ::  .:. :.. ::      
gi|416                     MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLN 
                                   10        20        30        40 
 
           60        70        80                                   
2MEPSP RDVASWRVKETERMVAIRTELTKLGA                                   
       . ..  . :. ....:  .:                                         
gi|416 KLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESD 
               50        60        70        80        90       100 
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 77.6  bits: 19.0 E():   24 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (22-74:2-60) 
 
               10        20           30           40        50     
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAI 
                            ::: :   . .. :  :   ::  .:. :.. ::      
gi|461                     MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLN 
                                   10        20        30        40 
 
           60        70        80                                   
2MEPSP RDVASWRVKETERMVAIRTELTKLGA                                   
       . ..  . :. ....:  .:                                         
gi|461 KLISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESD 
               50        60        70        80        90       100 
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.9  bits: 19.6 E():   26 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (29-50:68-88) 
 
                 10        20        30        40        50         
2MEPSP   KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
       60        70        80                                       
2MEPSP SWRVKETERMVAIRTELTKLGA                                       
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gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 76.4  bits: 20.4 E():   28 
Smith-Waterman score: 50; 27.1% identity (52.5% similar) in 59 aa overlap (17-75:114-171) 
 
                             10        20        30        40       
2MEPSP               KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
         50        60        70        80                           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGA                           
        .  : :  :.    ..:. :..:   :.                                
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.4  bits: 20.1 E():   28 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (10-43:170-204) 
 
                                    10         20         30        
2MEPSP                      KVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
        40        50        60        70        80                  
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                  
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 48; 26.9% identity (61.5% similar) in 52 aa overlap (28-79:90-137) 
 
                  10        20        30        40        50        
2MEPSP    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.  .:.  ... . .::  ::: . :... 
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVAS-ADGGSIIKST 
      60        70        80        90       100        110         
 
        60        70        80                       
2MEPSP ASWRVKETERMVAIRTELTKLGA                       
       ....   :   : :. : .: :                        
gi|444 SNYH---TTGDVEIKEEDVKAGKEKATGLFKLIENYLAANPDACN 
      120          130       140       150       160 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.5  bits: 18.7 E():   31 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (22-70:2-56) 
 
               10        20           30           40        50     
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAI 
                            ::: :   . .. :  :   ::  .:  :.. ::.     
gi|185                     MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLD 
                                   10        20        30        40 
 
           60        70        80                                   
2MEPSP RDVASWRVKETERMVAIRTELTKLGA                                   
       . ..  . :. ....:                                             
gi|185 KLISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEK 
               50        60        70        80        90       100 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.3  bits: 18.1 E():   32 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (53-70:28-45) 
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             30        40        50        60        70        80   
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA   
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 75.3  bits: 20.1 E():   32 
Smith-Waterman score: 49; 27.1% identity (54.2% similar) in 59 aa overlap (17-75:112-169) 
 
                             10        20        30        40       
2MEPSP               KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
         50        60        70        80                           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGA                           
        .  : :  :.    :.:. :..:   :.                                
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.2  bits: 17.8 E():   33 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (31-54:1-24) 
 
               10        20        30        40        50        60 
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
                                     : :. .::  : . :.:  . :.:       
gi|291                               MVKLTQVAAILLIGAFFLIASTSIATQTSH 
                                             10        20        30 
 
               70        80                
2MEPSP RVKETERMVAIRTELTKLGA                
                                           
gi|291 PAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
               40        50        60      
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.9  bits: 18.7 E():   34 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (14-46:38-75) 
 
                                10        20             30         
2MEPSP                  KVTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
       40        50        60        70        80             
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA             
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 74.9  bits: 20.7 E():   34 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (29-72:343-385) 
 
                 10        20        30        40        50         
2MEPSP   KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
        60        70        80                                      
2MEPSP ASWRVKETERMVAIRTELTKLGA                                      
        ::...: :.... :                                              
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gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.9  bits: 20.4 E():   34 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (10-48:291-330) 
 
                                    10         20         30        
2MEPSP                      KVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
        40        50        60        70        80                  
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                  
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.8  bits: 19.5 E():   35 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (29-50:116-136) 
 
                 10        20        30        40        50         
2MEPSP   KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
       60        70        80                                       
2MEPSP SWRVKETERMVAIRTELTKLGA                                       
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (45-66:22-43) 
 
           20        30        40        50        60        70     
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
           80                                                       
2MEPSP LTKLGA                                                       
                                                                    
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.9  bits: 20.7 E():   38 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (20-36:430-446) 
 
                          10        20        30        40          
2MEPSP            KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
      50        60        70        80                              
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGA                              
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.8  bits: 20.4 E():   39 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (10-48:6-45) 
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               10         20         30        40        50         
2MEPSP KVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                .. : ::  : .:.: . .. .: . . ::   : :  : :           
gi|223     INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSP 
                   10        20         30        40        50      
 
       60        70        80                                       
2MEPSP SWRVKETERMVAIRTELTKLGA                                       
                                                                    
gi|223 DFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALFGLSRAARNL 
          60        70        80        90       100       110      
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.8  bits: 19.2 E():   39 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (25-59:72-112) 
 
                     10        20        30              40         
2MEPSP       KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
       50        60        70        80                             
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGA                             
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.6  bits: 15.0 E():   40 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (8-14:2-8) 
 
               10        20        30        40        50        60 
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
              ..:. ::                                               
gi|250       PTITIGGPEYR                                            
                     10                                             
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.3  bits: 17.8 E():   42 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (24-53:41-70) 
 
                      10        20        30        40        50    
2MEPSP        KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
            60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGA 
                                   
gi|453 CSPKWLQLLVP                 
               80                  
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 45; 25.0% identity (61.5% similar) in 52 aa overlap (28-79:90-137) 
 
                  10        20        30        40        50        
2MEPSP    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.  .:.  ... . .::  ::: . :... 
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVAS-ADGGSIIKST 
      60        70        80        90       100        110         
 
        60        70        80                       
2MEPSP ASWRVKETERMVAIRTELTKLGA                       
       ....   :   : :. : .. :                        
gi|444 SNYH---TTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
      120          130       140       150       160 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 26.9% identity (61.5% similar) in 52 aa overlap (28-79:90-137) 
 
                  10        20        30        40        50        
2MEPSP    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.  .:.  ... . .::  ::: . :... 
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVAS-ADGGSIIKST 
      60        70        80        90       100        110         
 
        60        70        80                       
2MEPSP ASWRVKETERMVAIRTELTKLGA                       
       ....   :   : :. : .: :                        
gi|444 SNYH---TTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
      120          130       140       150       160 
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.2 E():   47 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (10-23:15-28) 
 
                    10        20        30        40        50      
2MEPSP      KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                     : . :::.:   ::                                 
gi|169 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG 
               10        20        30        40        50        60 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.2  bits: 18.1 E():   47 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (36-70:22-56) 
 
          10        20        30        40        50        60      
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  .:. :.. ::     . .:  . :.  
gi|668          MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDL 
                        10        20        30        40        50  
 
          70        80                                              
2MEPSP ERMVAIRTELTKLGA                                              
       ....:                                                        
gi|668 QELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 72.0  bits: 19.8 E():   49 
Smith-Waterman score: 48; 27.1% identity (52.5% similar) in 59 aa overlap (17-75:173-230) 
 
                             10        20        30        40       
2MEPSP               KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
         50        60        70        80                           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGA                           
        .  : :  :.    ..:. :..:   :.                                
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.9  bits: 18.9 E():   50 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (21-36:152-167) 
 
                         10        20        30        40        50 
2MEPSP           KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
               60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGA 
                                      
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC    
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             190       200            
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.7  bits: 16.1 E():   51 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (24-54:2-30) 
 
               10        20         30        40        50          
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVAS 
                              .::. : : .. :     ..  :  .::::..      
gi|122                       MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV      
                                     10           20        30      
 
      60        70        80 
2MEPSP WRVKETERMVAIRTELTKLGA 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.5  bits: 19.8 E():   52 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (10-48:291-330) 
 
                                    10         20         30        
2MEPSP                      KVTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
        40        50        60        70        80                  
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                  
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (13-75:72-133) 
 
                                 10        20        30        40   
2MEPSP                   KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
             50        60        70        80                       
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                       
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (13-75:72-133) 
 
                                 10        20        30        40   
2MEPSP                   KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
             50        60        70        80                       
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                       
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.2  bits: 19.2 E():   54 
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Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (13-75:72-133) 
 
                                 10        20        30        40   
2MEPSP                   KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
             50        60        70        80                       
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                       
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 71.1  bits: 19.5 E():   55 
Smith-Waterman score: 47; 30.0% identity (52.5% similar) in 40 aa overlap (36-75:131-170) 
 
          10        20        30        40        50        60      
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
          70        80                                              
2MEPSP ERMVAIRTELTKLGA                                              
        :..:   :.                                                   
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (28-59:89-118) 
 
                  10        20        30        40        50        
2MEPSP    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
        60        70        80                     
2MEPSP ASWRVKETERMVAIRTELTKLGA                     
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (28-59:90-119) 
 
                  10        20        30        40        50        
2MEPSP    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        60        70        80                     
2MEPSP ASWRVKETERMVAIRTELTKLGA                     
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (28-50:90-112) 
 
                  10        20        30        40        50        
2MEPSP    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
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                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
        60        70        80                   
2MEPSP ASWRVKETERMVAIRTELTKLGA                   
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (28-59:90-119) 
 
                  10        20        30        40        50        
2MEPSP    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        60        70        80                     
2MEPSP ASWRVKETERMVAIRTELTKLGA                     
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (28-59:90-119) 
 
                  10        20        30        40        50        
2MEPSP    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        60        70        80                     
2MEPSP ASWRVKETERMVAIRTELTKLGA                     
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (28-59:90-119) 
 
                  10        20        30        40        50        
2MEPSP    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
        60        70        80                     
2MEPSP ASWRVKETERMVAIRTELTKLGA                     
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (28-59:90-119) 
 
                  10        20        30        40        50        
2MEPSP    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        60        70        80                     
2MEPSP ASWRVKETERMVAIRTELTKLGA                     
       .:                                          
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gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (28-59:90-119) 
 
                  10        20        30        40        50        
2MEPSP    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        60        70        80                     
2MEPSP ASWRVKETERMVAIRTELTKLGA                     
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (28-59:90-119) 
 
                  10        20        30        40        50        
2MEPSP    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        60        70        80                     
2MEPSP ASWRVKETERMVAIRTELTKLGA                     
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (28-59:90-119) 
 
                  10        20        30        40        50        
2MEPSP    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        60        70        80                     
2MEPSP ASWRVKETERMVAIRTELTKLGA                     
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (28-59:90-119) 
 
                  10        20        30        40        50        
2MEPSP    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        60        70        80                     
2MEPSP ASWRVKETERMVAIRTELTKLGA                     
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.5  bits: 18.9 E():   59 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (5-37:43-76) 
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                                         10         20        30    
2MEPSP                           KVTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
            40        50        60        70        80              
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA              
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.3  bits: 18.0 E():   60 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (37-53:8-26) 
 
         10        20        30        40          50        60     
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
           70        80                                             
2MEPSP TERMVAIRTELTKLGA                                             
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.3  bits: 18.0 E():   60 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (37-53:8-26) 
 
         10        20        30        40          50        60     
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
           70        80                                             
2MEPSP TERMVAIRTELTKLGA                                             
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 18.3 E():   61 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (21-36:43-58) 
 
                         10        20        30        40        50 
2MEPSP           KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
               60        70        80                               
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGA                               
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (13-21:14-22) 
 
                10        20        30        40        50          
2MEPSP  KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
                    :::. : :.                                       
gi|898 ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDNGGGCGYKDV 
               10        20        30        40        50        60 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
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 initn:  40 init1:  40 opt:  47  Z-score: 70.2  bits: 19.4 E():   62 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (42-60:15-35) 
 
              20        30        40        50          60          
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
      70        80                                                  
2MEPSP AIRTELTKLGA                                                  
                                                                    
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.1  bits: 20.0 E():   62 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (51-63:336-348) 
 
               30        40        50        60        70        80 
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 70.1  bits: 18.9 E():   63 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (17-75:58-115) 
 
                             10        20        30        40       
2MEPSP               KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
         50        60        70        80                           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGA                           
        .  : :  :.    ..:. :..:   :.                                
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 70.0  bits: 20.3 E():   63 
Smith-Waterman score: 50; 23.6% identity (54.5% similar) in 55 aa overlap (24-78:178-227) 
 
                      10        20        30        40        50    
2MEPSP        KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :... :....  .. . :      :.:    
gi|425 QQLEDTRHRLEEEERKRASLENHAHTLEVELESLKVQLDEESEARLELERQLTKANG--- 
       150       160       170       180       190       200        
 
            60        70        80                                  
2MEPSP IRDVASWRVKETERMVAIRTELTKLGA                                  
         :.:::. :   .. :   :. .:                                    
gi|425 --DAASWKSKYEAELQAHADEVEELRRKMAQKISEYEEQLEALLNKCSSLEKQKSRLQSE 
            210       220       230       240       250       260   
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.9  bits: 18.3 E():   64 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (22-55:110-145) 
 
                        10        20        30             40       
2MEPSP          KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
         50        60        70        80       
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2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGA       
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (13-21:25-33) 
 
                           10        20        30        40         
2MEPSP             KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGA                             
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.8  bits: 18.3 E():   64 
Smith-Waterman score: 43; 28.6% identity (54.3% similar) in 70 aa overlap (17-80:96-159) 
 
                             10        20        30              40 
2MEPSP               KVTWTETSVTVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
               50        60        70        80                    
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                    
        ::.. . ::    . :.  .: . :.  ..  :.  ::.                    
gi|501 TAVTS-WLDG----KHVVFGEVAD-EKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130            140        150       160       170         
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (33-51:2-20) 
 
             10        20        30        40        50        60   
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
             70        80                                           
2MEPSP KETERMVAIRTELTKLGA                                           
                                                                    
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (13-21:31-39) 
 
                                 10        20        30        40   
2MEPSP                   KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                       
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.9 E():   66 
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Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (13-21:31-39) 
 
                                 10        20        30        40   
2MEPSP                   KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                       
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (13-21:32-40) 
 
                                 10        20        30        40   
2MEPSP                   KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
             50        60        70        80                       
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                       
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 18.6 E():   66 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (39-69:121-151) 
 
       10        20        30        40        50        60         
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
       70        80                                                 
2MEPSP VAIRTELTKLGA                                                 
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 45; 25.4% identity (52.4% similar) in 63 aa overlap (13-75:72-133) 
 
                                 10        20        30        40   
2MEPSP                   KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
             50        60        70        80                       
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                       
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 LKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (17-75:84-141) 
 
                             10        20        30        40       
2MEPSP               KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
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                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
         50        60        70        80                           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGA                           
        .  : :  :.    ..:. :..:   :.                                
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.1  bits: 18.9 E():   70 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (17-75:86-143) 
 
                             10        20        30        40       
2MEPSP               KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
         50        60        70        80                           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGA                           
        .  : :  :.    ..:. :..:   :.                                
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.1  bits: 18.9 E():   70 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (17-75:86-143) 
 
                             10        20        30        40       
2MEPSP               KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
         50        60        70        80                           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGA                           
        .  : :  :.    ..:. :..:   :.                                
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.1  bits: 18.9 E():   71 
Smith-Waterman score: 45; 27.1% identity (52.5% similar) in 59 aa overlap (17-75:87-144) 
 
                             10        20        30        40       
2MEPSP               KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
         50        60        70        80                           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGA                           
        .  : :  :.    :.:. : .:   :.                                
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.1  bits: 18.9 E():   71 
Smith-Waterman score: 45; 27.1% identity (52.5% similar) in 59 aa overlap (17-75:87-144) 
 
                             10        20        30        40       
2MEPSP               KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
         50        60        70        80                           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGA                           
        .  : :  :.    :.:. : .:   :.                                
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gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (28-50:90-112) 
 
                  10        20        30        40        50        
2MEPSP    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
        60        70        80                   
2MEPSP ASWRVKETERMVAIRTELTKLGA                   
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (28-59:90-119) 
 
                  10        20        30        40        50        
2MEPSP    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
        60        70        80                     
2MEPSP ASWRVKETERMVAIRTELTKLGA                     
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (24-50:44-71) 
 
                      10        20        30         40        50   
2MEPSP        KVTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
             60        70        80                                 
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGA                                 
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 19.1 E():   73 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (29-60:269-300) 
 
                 10        20        30        40        50         
2MEPSP   KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
       60        70        80                                       
2MEPSP SWRVKETERMVAIRTELTKLGA                                       
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (15-28:41-54) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9625

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                               10        20        30        40     
2MEPSP                 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
           50        60        70        80                         
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                         
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (15-28:45-58) 
 
                               10        20        30        40     
2MEPSP                 KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
           50        60        70        80                         
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                         
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (21-35:152-166) 
 
                         10        20        30        40        50 
2MEPSP           KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
               60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGA 
                                      
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC  
             190       200       210  
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (21-35:152-166) 
 
                         10        20        30        40        50 
2MEPSP           KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
               60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGA 
                                      
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC  
             190       200       210  
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (17-75:112-169) 
 
                             10        20        30        40       
2MEPSP               KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|398 AGVQPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
         50        60        70        80                           
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2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGA                           
        .  : :  :.    ..:. :..:   :.                                
gi|398 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 45; 28.9% identity (60.5% similar) in 38 aa overlap (43-79:178-215) 
 
             20        30        40        50        60         70  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
              80                                                    
2MEPSP RTELTKLGA                                                    
           ..::                                                     
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (34-48:1-15) 
 
            10        20        30        40        50        60    
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                                     : . ...: ::::::                
gi|386                               MASSSLVLLVVALFAVFLGTAHGIAKVPPG 
                                             10        20        30 
 
            70        80                                            
2MEPSP ETERMVAIRTELTKLGA                                            
                                                                    
gi|386 PNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGR 
               40        50        60        70        80        90 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 44; 46.2% identity (69.2% similar) in 13 aa overlap (8-20:18-30) 
 
                         10        20        30        40        50 
2MEPSP           KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                        :..  :::. : :                               
gi|109 MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKGAGPKDN 
               10        20        30        40        50        60 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 44; 46.2% identity (69.2% similar) in 13 aa overlap (8-20:18-30) 
 
                         10        20        30        40        50 
2MEPSP           KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                        :..  :::. : :                               
gi|811 MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPKGAGPDDN 
               10        20        30        40        50        60 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 46; 23.8% identity (46.0% similar) in 63 aa overlap (13-75:75-133) 
 
                                 10        20        30        40   
2MEPSP                   KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :  .  .: ::  .  :. .:  :::     
gi|113 ACEAHNIIDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKE 
           50        60        70        80        90       100     
 
             50        60        70        80                       
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                       
        .  ::    : ..   : . . . .. .  ::                            
gi|113 GTLRFA----AAQNRPLWIIFKRNMVIHLNQELVVNSDKTIDGRGVKVNIVNAGLTLMNV 
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          110           120       130       140       150       160 
 
gi|113 KNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDG 
              170       180       190       200       210       220 
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (46-67:469-490) 
 
          20        30        40        50        60        70      
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
          80 
2MEPSP TKLGA 
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 44; 25.4% identity (54.2% similar) in 59 aa overlap (17-75:75-132) 
 
                             10        20        30        40       
2MEPSP               KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|134 AIVPPADKYRTFVATFGAASNKAFAEGLSGEPKGGAESSSKAALTSKL-DAAYKLAYKTA 
           50        60        70        80        90        100    
 
         50        60        70        80                           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGA                           
        .  : :  :.    ..:. :..:   :.                                
gi|134 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
           110       120       130       140       150       160    
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (8-53:228-271) 
 
                                      10        20        30        
2MEPSP                        KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|451 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
 
        40           50        60        70        80               
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA               
       :  :    .. ..:.::::                                          
gi|451 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (8-53:228-271) 
 
                                      10        20        30        
2MEPSP                        KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|451 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
 
        40           50        60        70        80               
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA               
       :  :    .. ..:.::::                                          
gi|451 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (8-53:228-271) 
 
                                      10        20        30        
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2MEPSP                        KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|189 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
 
        40           50        60        70        80               
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA               
       :  :    .. ..:.::::                                          
gi|189 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 27.3% identity (63.6% similar) in 33 aa overlap (34-63:91-123) 
 
            10        20        30        40           50        60 
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV---VALFADGPTAIRDVASW 
                                     .::.:  ...   ..  ::: . :. . :. 
gi|604 DGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
               70        80                
2MEPSP RVKETERMVAIRTELTKLGA                
       . :                                 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (27-54:36-63) 
 
                   10        20        30        40        50       
2MEPSP     KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
         60        70        80                                     
2MEPSP VASWRVKETERMVAIRTELTKLGA                                     
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.5  bits: 19.4 E():   86 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (8-53:236-279) 
 
                                      10        20        30        
2MEPSP                        KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|541 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
         210       220       230       240           250        260 
 
        40           50        60        70        80               
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA               
       :  :    .. ..:.::::                                          
gi|541 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
              270       280       290       300       310       320 
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (6-23:288-305) 
 
                                        10        20        30      
2MEPSP                          KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
          40        50        60        70        80                
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                
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gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 67.3  bits: 19.4 E():   88 
Smith-Waterman score: 47; 26.8% identity (61.0% similar) in 41 aa overlap (24-63:204-244) 
 
                      10        20        30        40         50   
2MEPSP        KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
             60        70        80                                 
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGA                                 
       ..  :.::.::                                                  
gi|558 SFGIVVSWQVKLLPVPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFGGT 
           240       250       260       270       280       290    
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 40; 53.3% identity (66.7% similar) in 15 aa overlap (36-50:57-71) 
 
          10        20        30        40        50        60      
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  ::: ..::  :                
gi|238 IVGLDGSVWAQSSTFPQLKQEEVKAICNEFDVPNTLAPTGLFLGGEKYMVIQGEPGAVIR 
         30        40        50        60        70        80       
 
          70        80                                 
2MEPSP ERMVAIRTELTKLGA                                 
                                                       
gi|238 GKKGPGGVCIKKTNQALVFGIYNEPVTPGQCNMVVEKLGDYLVEQGM 
         90       100       110       120       130    
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.9  bits: 17.4 E():   93 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (34-59:94-121) 
 
            10        20        30          40        50        60  
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWR 
                                     .: ..   .. ::. .  .: : :..::   
gi|132 LYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLASSL 
            70        80        90       100       110       120    
 
              70        80 
2MEPSP VKETERMVAIRTELTKLGA 
                           
gi|132 PGQTKILAKVFYGEN     
           130             
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.8  bits: 15.4 E():   93 
Smith-Waterman score: 33; 33.3% identity (58.3% similar) in 12 aa overlap (4-15:18-29) 
 
                             10        20        30        40       
2MEPSP               KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                        : ... :  : :                                
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.8  bits: 16.0 E():   94 
Smith-Waterman score: 35; 29.4% identity (76.5% similar) in 17 aa overlap (54-70:26-42) 
 
            30        40        50        60        70        80 
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     .. ..:  ..: .::.:           
gi|377      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL 
                    10        20        30        40        50   

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9630

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 19.1 E():   95 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (29-60:409-440) 
 
                 10        20        30        40        50         
2MEPSP   KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|458 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      380       390       400       410       420       430         
 
       60        70        80 
2MEPSP SWRVKETERMVAIRTELTKLGA 
       .:                     
gi|458 AWNGGGSSNYTDIVAQGGY    
      440       450           
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.2 E():   97 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (12-36:129-153) 
 
                                  10        20        30        40  
2MEPSP                    KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
              50        60        70        80                      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA                      
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 66.3  bits: 14.8 E():   99 
Smith-Waterman score: 31; 40.0% identity (70.0% similar) in 10 aa overlap (23-32:5-14) 
 
               10        20        30        40        50        60 
2MEPSP KVTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
                             ::. . : .:                             
gi|527                   TDPGHLQDVXVAINDPKXGVFVNRK                  
                                 10        20                       
 
               70        80 
2MEPSP RVKETERMVAIRTELTKLGA 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:00 2011 done: Tue Apr 19 10:58:00 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 298  - 377 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     1     0:=          one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
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  28     0     0: 
  30     1     2:* 
  32    11     8:==*= 
  34    25    22:=======*= 
  36    48    44:==============*= 
  38    58    73:====================    * 
  40    95   102:================================ * 
  42   110   125:=====================================    * 
  44   141   138:=============================================*= 
  46   142   140:==============================================*= 
  48   156   134:============================================*======= 
  50   135   122:========================================*==== 
  52   113   108:===================================*== 
  54    98    92:==============================*== 
  56    68    77:=======================  * 
  58    35    63:============        * 
  60    31    51:===========     * 
  62    40    41:=============* 
  64    36    33:==========*= 
  66    19    26:======= * 
  68    24    20:======*= 
  70    32    16:=====*===== 
  72     7    12:===* 
  74    13    10:===*= 
  76     7     8:==* 
  78     9     6:=*= 
  80     3     5:=* 
  82     1     3:* 
  84     7     3:*== 
  86     1     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96    14     1:*====     :*============= 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.11800.00307; mu= 4.9590 0.160 
 mean_var=34.0832 8.464, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.219687 
 Kolmogorov-Smirnov  statistic: 0.0244 (N=29) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.6    0.69 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.7     1.3 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.1     1.8 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 23.1     2.1 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 23.1     2.1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 23.1     2.1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 23.1     2.1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 23.1     2.1 
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gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 23.1     2.1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 23.1     2.1 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.5     3.8 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 22.1       4 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.5     5.3 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.5     5.8 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.5     5.8 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.3     7.1 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.6     9.5 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.5      10 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.5      10 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.5      10 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.5      10 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.5      10 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.5      12 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.2      12 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.6      19 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.5      19 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.8      19 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.5      19 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.8      20 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   46 19.3      20 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 19.3      21 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   55 21.8      22 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   55 21.8      22 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 19.9      22 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 21.0      22 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.7      22 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.6      24 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 19.0      25 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 19.0      25 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.6      27 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   50 20.4      29 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.1      29 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   46 19.3      30 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   44 18.7      32 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 18.1      32 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.8      33 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   49 20.1      33 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.7      34 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 20.6      35 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.4      35 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.5      35 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.9      35 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.9      37 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.6      39 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.2      40 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.3      40 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 15.0      40 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.8      42 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.6      47 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.6      47 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.2      47 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   42 18.0      48 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.7      50 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.9      50 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 16.1      51 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.7      53 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   46 19.2      55 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   46 19.2      55 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 19.2      55 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   47 19.4      56 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.3      58 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.3      58 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.3      58 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.3      58 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.3      58 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.3      58 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.3      58 
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gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.3      58 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.3      58 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.3      58 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.3      58 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.9      60 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.0      61 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.0      61 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      62 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.9      62 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.4      63 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   45 18.8      63 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 20.0      64 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.3      64 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   50 20.3      64 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.8      65 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.0      65 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.8      67 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.8      67 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.6      67 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.8      67 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   45 18.8      69 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   45 18.8      71 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 18.8      71 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   45 18.8      71 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   45 18.8      72 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   45 18.8      72 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.7      73 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.1      74 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      74 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.3      76 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.3      78 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.3      78 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.8      79 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   45 18.8      80 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.5      81 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 18.5      82 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   44 18.5      82 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   46 19.1      83 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   44 18.5      85 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.4      85 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   47 19.4      86 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   47 19.4      86 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   47 19.4      86 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.7      86 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.4      86 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   47 19.4      87 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.4      89 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.4      90 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   40 17.4      90 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   33 15.4      93 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   40 17.4      94 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   35 16.0      94 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   46 19.1      96 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.2      98 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   31 14.8      99 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 105.4  bits: 24.6 E(): 0.69 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (11-53:59-96) 
 
                                   10        20        30        40 
2MEPSP                     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               50        60        70        80                     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                     
       . .:.  :: .::                                                
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gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 100.2  bits: 23.7 E():  1.3 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (11-53:59-96) 
 
                                   10        20        30        40 
2MEPSP                     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               50        60        70        80                     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 97.7  bits: 23.1 E():  1.8 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (10-33:85-109) 
 
                                    10         20        30         
2MEPSP                      VTWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
       40        50        60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                                                  
gi|668 TTGAFQRIPRSSFANNPRLGRKC                    
          120       130                           
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (11-53:59-96) 
 
                                   10        20        30        40 
2MEPSP                     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               50        60        70        80                     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (11-53:59-96) 
 
                                   10        20        30        40 
2MEPSP                     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               50        60        70        80                     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (11-53:59-96) 
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                                   10        20        30        40 
2MEPSP                     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               50        60        70        80                     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (11-53:59-96) 
 
                                   10        20        30        40 
2MEPSP                     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               50        60        70        80                     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (11-53:59-96) 
 
                                   10        20        30        40 
2MEPSP                     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               50        60        70        80                     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (11-53:59-96) 
 
                                   10        20        30        40 
2MEPSP                     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               50        60        70        80                     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (11-53:59-96) 
 
                                   10        20        30        40 
2MEPSP                     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               50        60        70        80                     
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2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (11-53:59-96) 
 
                                   10        20        30        40 
2MEPSP                     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               50        60        70        80                     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (11-53:59-96) 
 
                                   10        20        30        40 
2MEPSP                     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               50        60        70        80                     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (11-53:59-96) 
 
                                   10        20        30        40 
2MEPSP                     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               50        60        70        80                     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                     
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (11-53:59-96) 
 
                                   10        20        30        40 
2MEPSP                     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               50        60        70        80                     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
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Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (11-53:59-96) 
 
                                   10        20        30        40 
2MEPSP                     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               50        60        70        80                     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (11-53:59-96) 
 
                                   10        20        30        40 
2MEPSP                     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               50        60        70        80                     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (11-53:59-96) 
 
                                   10        20        30        40 
2MEPSP                     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               50        60        70        80                     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 92.0  bits: 23.5 E():  3.8 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (16-59:269-312) 
 
                              10        20        30        40      
2MEPSP                VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
          50        60        70        80                          
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                          
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 91.7  bits: 22.1 E():    4 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (11-53:59-96) 
 
                                   10        20        30        40 
2MEPSP                     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
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               50        60        70        80                     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 89.5  bits: 23.5 E():  5.3 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (16-59:399-442) 
 
                              10        20        30        40      
2MEPSP                VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
          50        60        70        80                          
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                          
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.7  bits: 21.5 E():  5.8 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (11-53:59-103) 
 
                                   10        20        30           
2MEPSP                     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
       40        50        60        70        80               
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS               
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.7  bits: 21.5 E():  5.8 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (11-53:59-103) 
 
                                   10        20        30           
2MEPSP                     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
       40        50        60        70        80               
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS               
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 87.2  bits: 22.3 E():  7.1 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (10-56:168-211) 
 
                                    10           20        30       
2MEPSP                      VTWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
         40        50        60        70        80                 
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                 
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
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>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 84.9  bits: 20.6 E():  9.5 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (9-47:20-59) 
 
                          10         20         30        40        
2MEPSP            VTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                          .. : ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
        50        60        70        80                            
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGAS                            
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.5  bits: 22.5 E():   10 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (19-35:399-415) 
 
                           10        20        30        40         
2MEPSP             VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
       50        60        70        80                             
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGAS                             
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.5  bits: 22.5 E():   10 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (19-35:402-418) 
 
                           10        20        30        40         
2MEPSP             VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
       50        60        70        80                             
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGAS                             
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.5  bits: 22.5 E():   10 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (19-35:403-419) 
 
                           10        20        30        40         
2MEPSP             VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
       50        60        70        80                             
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGAS                             
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.1  bits: 22.5 E():   10 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (19-35:422-438) 
 
                           10        20        30        40         
2MEPSP             VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
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gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
       50        60        70        80                             
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGAS                             
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.1  bits: 22.5 E():   10 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (19-35:422-438) 
 
                           10        20        30        40         
2MEPSP             VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
       50        60        70        80                             
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGAS                             
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.1  bits: 20.5 E():   12 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (11-53:59-96) 
 
                                   10        20        30        40 
2MEPSP                     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
               50        60        70        80                     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                     
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.9  bits: 22.2 E():   12 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (27-59:407-439) 
 
                   10        20        30        40        50       
2MEPSP     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
         60        70        80                                     
2MEPSP ASWRVKETERMVAIRTELTKLGAS                                     
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (12-47:390-426) 
 
                                  10         20         30          
2MEPSP                    VTWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
      40        50        60        70        80                    
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                    
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
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      420       430       440       450       460       470         
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.6  bits: 20.5 E():   19 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (9-47:124-163) 
 
                                     10         20         30       
2MEPSP                       VTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
         40        50        60        70        80                 
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                 
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 79.5  bits: 18.8 E():   19 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (46-69:15-38) 
 
          20        30        40        50        60        70      
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
          80                       
2MEPSP KLGAS                       
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.4  bits: 20.5 E():   19 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (9-47:127-166) 
 
                                     10         20         30       
2MEPSP                       VTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
         40        50        60        70        80                 
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                 
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 79.3  bits: 18.8 E():   20 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (46-69:17-40) 
 
          20        30        40        50        60        70      
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
          80                       
2MEPSP KLGAS                       
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 46; 27.3% identity (52.7% similar) in 55 aa overlap (21-69:2-56) 
 
               10        20           30           40        50     
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2MEPSP VTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIR 
                           ::: :   . .  :  :   ::  .:. :.. ::     . 
gi|833                    MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNK 
                                  10        20        30        40  
 
           60        70        80                                   
2MEPSP DVASWRVKETERMVAIRTELTKLGAS                                   
        .:  . :. ....:                                              
gi|833 LIAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEES 
              50        60        70        80        90       100  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 78.9  bits: 19.3 E():   21 
Smith-Waterman score: 46; 25.4% identity (54.2% similar) in 59 aa overlap (21-73:2-60) 
 
               10        20           30           40        50     
2MEPSP VTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIR 
                           ::: :   . .. :  :   ::  .:  :.. ::.    . 
gi|117                    MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDK 
                                  10        20        30        40  
 
           60        70        80                                   
2MEPSP DVASWRVKETERMVAIRTELTKLGAS                                   
        ..  . :. ....:  .:                                          
gi|117 LISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKE 
              50        60        70        80        90       100  
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 78.5  bits: 21.8 E():   22 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (10-63:79-135) 
 
                                    10        20        30          
2MEPSP                      VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|283 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
      40        50           60        70        80                 
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGAS                 
       :  .  ::.   ..  .: :   ::.:                                  
gi|283 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 78.5  bits: 21.8 E():   22 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (10-63:79-135) 
 
                                    10        20        30          
2MEPSP                      VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|289 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
      40        50           60        70        80                 
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGAS                 
       :  .  ::.   ..  .: :   ::.:                                  
gi|289 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 78.3  bits: 19.9 E():   22 
Smith-Waterman score: 48; 29.6% identity (54.9% similar) in 71 aa overlap (16-80:96-160) 
 
                              10        20        30                
2MEPSP                VTWTETSVTVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
      40        50        60        70        80                   
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                   
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        ::.. . ::    . :.  .: . :.  ..  :.  ::.:                   
gi|501 TAVTS-WLDG----KHVVFGEVAD-EKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130            140        150       160       170         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.3  bits: 21.0 E():   22 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (14-53:161-200) 
 
                                10        20        30        40    
2MEPSP                  VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
            50        60        70        80                        
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                        
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.2  bits: 18.7 E():   22 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (46-69:26-49) 
 
          20        30        40        50        60        70      
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
          80                       
2MEPSP KLGAS                       
                                   
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (5-56:7-57) 
 
                 10        20        30        40        50         
2MEPSP   VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
             :: .: . :: . : :  : . ..  .  : .  .. ..     :: .:. .   
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEG-NGGPGTIKKICF 
               10        20        30        40         50          
 
       60        70        80                                       
2MEPSP WRVKETERMVAIRTELTKLGAS                                       
                                                                    
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 77.5  bits: 19.0 E():   25 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (21-73:2-60) 
 
               10        20           30           40        50     
2MEPSP VTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIR 
                           ::: :   . .. :  :   ::  .:. :.. ::     . 
gi|416                    MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNK 
                                  10        20        30        40  
 
           60        70        80                                   
2MEPSP DVASWRVKETERMVAIRTELTKLGAS                                   
        ..  . :. ....:  .:                                          
gi|416 LISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDE 
              50        60        70        80        90       100  
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 77.5  bits: 19.0 E():   25 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (21-73:2-60) 
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               10        20           30           40        50     
2MEPSP VTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIR 
                           ::: :   . .. :  :   ::  .:. :.. ::     . 
gi|461                    MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNK 
                                  10        20        30        40  
 
           60        70        80                                   
2MEPSP DVASWRVKETERMVAIRTELTKLGAS                                   
        ..  . :. ....:  .:                                          
gi|461 LISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDE 
              50        60        70        80        90       100  
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.7  bits: 19.6 E():   27 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (28-49:68-88) 
 
                  10        20        30        40        50        
2MEPSP    VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
        60        70        80                                      
2MEPSP SWRVKETERMVAIRTELTKLGAS                                      
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 76.2  bits: 20.4 E():   29 
Smith-Waterman score: 50; 27.1% identity (52.5% similar) in 59 aa overlap (16-74:114-171) 
 
                              10        20        30        40      
2MEPSP                VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
          50        60        70        80                          
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                          
        .  : :  :.    ..:. :..:   :.                                
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (9-42:170-204) 
 
                                     10         20         30       
2MEPSP                       VTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
         40        50        60        70        80                 
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                 
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 48; 26.9% identity (61.5% similar) in 52 aa overlap (27-78:90-137) 
 
                   10        20        30        40        50       
2MEPSP     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.  .:.  ... . .::  ::: . :... 
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVAS-ADGGSIIKST 
      60        70        80        90       100        110         
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         60        70        80                      
2MEPSP ASWRVKETERMVAIRTELTKLGAS                      
       ....   :   : :. : .: :                        
gi|444 SNYH---TTGDVEIKEEDVKAGKEKATGLFKLIENYLAANPDACN 
      120          130       140       150       160 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.4  bits: 18.7 E():   32 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (21-69:2-56) 
 
               10        20           30           40        50     
2MEPSP VTWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIR 
                           ::: :   . .. :  :   ::  .:  :.. ::.    . 
gi|185                    MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDK 
                                  10        20        30        40  
 
           60        70        80                                   
2MEPSP DVASWRVKETERMVAIRTELTKLGAS                                   
        ..  . :. ....:                                              
gi|185 LISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKE 
              50        60        70        80        90       100  
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.3  bits: 18.1 E():   32 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (52-69:28-45) 
 
              30        40        50        60        70        80  
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS  
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.1  bits: 17.8 E():   33 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (30-53:1-24) 
 
               10        20        30        40        50        60 
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR 
                                    : :. .::  : . :.:  . :.:        
gi|291                              MVKLTQVAAILLIGAFFLIASTSIATQTSHP 
                                            10        20        30  
 
               70        80               
2MEPSP VKETERMVAIRTELTKLGAS               
                                          
gi|291 AKFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
              40        50        60      
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 75.1  bits: 20.1 E():   33 
Smith-Waterman score: 49; 27.1% identity (54.2% similar) in 59 aa overlap (16-74:112-169) 
 
                              10        20        30        40      
2MEPSP                VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
          50        60        70        80                          
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                          
        .  : :  :.    :.:. :..:   :.                                
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.8  bits: 18.7 E():   34 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (13-45:38-75) 
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                                 10        20             30        
2MEPSP                   VTWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
        40        50        60        70        80            
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS            
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 74.7  bits: 20.6 E():   35 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (28-71:343-385) 
 
                  10        20        30        40        50        
2MEPSP    VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
         60        70        80                                     
2MEPSP ASWRVKETERMVAIRTELTKLGAS                                     
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.7  bits: 20.4 E():   35 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (9-47:291-330) 
 
                                     10         20         30       
2MEPSP                       VTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
         40        50        60        70        80                 
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                 
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.6  bits: 19.5 E():   35 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (28-49:116-136) 
 
                  10        20        30        40        50        
2MEPSP    VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
        60        70        80                                      
2MEPSP SWRVKETERMVAIRTELTKLGAS                                      
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 74.6  bits: 18.9 E():   35 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (34-80:38-82) 
 
            10        20        30        40        50         60   
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
             70         80                                          
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2MEPSP ETERMVAIRTE-LTKLGAS                                          
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.1  bits: 18.9 E():   37 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (44-65:22-43) 
 
            20        30        40        50        60        70    
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
            80                                                      
2MEPSP LTKLGAS                                                      
                                                                    
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.7  bits: 20.6 E():   39 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (19-35:430-446) 
 
                           10        20        30        40         
2MEPSP             VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
       50        60        70        80                             
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGAS                             
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.7  bits: 19.2 E():   40 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (24-58:72-112) 
 
                      10        20        30              40        
2MEPSP        VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
        50        60        70        80                            
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGAS                            
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.7  bits: 20.3 E():   40 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (9-47:6-45) 
 
               10         20         30        40        50         
2MEPSP VTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
               .. : ::  : .:.: . .. .: . . ::   : :  : :            
gi|223    INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPD 
                  10        20         30        40        50       
 
       60        70        80                                       
2MEPSP WRVKETERMVAIRTELTKLGAS                                       
                                                                    
gi|223 FKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALFGLSRAARNLQ 
         60        70        80        90       100       110       
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.6  bits: 15.0 E():   40 
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Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (7-13:2-8) 
 
               10        20        30        40        50        60 
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR 
             ..:. ::                                                
gi|250      PTITIGGPEYR                                             
                    10                                              
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.2  bits: 17.8 E():   42 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (23-52:41-70) 
 
                       10        20        30        40        50   
2MEPSP         VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
             60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGAS 
                                    
gi|453 CSPKWLQLLVP                  
               80                   
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 48; 26.9% identity (61.5% similar) in 52 aa overlap (27-78:90-137) 
 
                   10        20        30        40        50       
2MEPSP     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.  .:.  ... . .::  ::: . :... 
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVAS-ADGGSIIKST 
      60        70        80        90       100        110         
 
         60        70        80                      
2MEPSP ASWRVKETERMVAIRTELTKLGAS                      
       ....   :   : :. : .: :                        
gi|444 SNYH---TTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
      120          130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 45; 25.0% identity (61.5% similar) in 52 aa overlap (27-78:90-137) 
 
                   10        20        30        40        50       
2MEPSP     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.  .:.  ... . .::  ::: . :... 
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVAS-ADGGSIIKST 
      60        70        80        90       100        110         
 
         60        70        80                      
2MEPSP ASWRVKETERMVAIRTELTKLGAS                      
       ....   :   : :. : .. :                        
gi|444 SNYH---TTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
      120          130       140       150       160 
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 19.2 E():   47 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (9-22:15-28) 
 
                     10        20        30        40        50     
2MEPSP       VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                     : . :::.:   ::                                 
gi|169 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG 
               10        20        30        40        50        60 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.2  bits: 18.0 E():   48 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (35-69:22-56) 
 
           10        20        30        40        50        60     
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2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  .:. :.. ::     . .:  . :.  
gi|668          MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDL 
                        10        20        30        40        50  
 
           70        80                                             
2MEPSP ERMVAIRTELTKLGAS                                             
       ....:                                                        
gi|668 QELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 71.8  bits: 19.7 E():   50 
Smith-Waterman score: 48; 27.1% identity (52.5% similar) in 59 aa overlap (16-74:173-230) 
 
                              10        20        30        40      
2MEPSP                VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
          50        60        70        80                          
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                          
        .  : :  :.    ..:. :..:   :.                                
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.8  bits: 18.9 E():   50 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (20-35:152-167) 
 
                          10        20        30        40          
2MEPSP            VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
      50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGAS 
                                       
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC     
             190       200             
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.6  bits: 16.1 E():   51 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (23-53:2-30) 
 
               10        20         30        40        50          
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASW 
                             .::. : : .. :     ..  :  .::::..       
gi|122                      MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV       
                                    10           20        30       
 
      60        70        80 
2MEPSP RVKETERMVAIRTELTKLGAS 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.3  bits: 19.7 E():   53 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (9-47:291-330) 
 
                                     10         20         30       
2MEPSP                       VTWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
         40        50        60        70        80                 
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                 
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
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>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.0  bits: 19.2 E():   55 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (12-74:72-133) 
 
                                  10        20        30        40  
2MEPSP                    VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
              50        60        70        80                      
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                      
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.0  bits: 19.2 E():   55 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (12-74:72-133) 
 
                                  10        20        30        40  
2MEPSP                    VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
              50        60        70        80                      
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                      
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.0  bits: 19.2 E():   55 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (12-74:72-133) 
 
                                  10        20        30        40  
2MEPSP                    VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
              50        60        70        80                      
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                      
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 70.9  bits: 19.4 E():   56 
Smith-Waterman score: 47; 30.0% identity (52.5% similar) in 40 aa overlap (35-74:131-170) 
 
           10        20        30        40        50        60     
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
           70        80                                             
2MEPSP ERMVAIRTELTKLGAS                                             
        :..:   :.                                                   
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gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (27-58:89-118) 
 
                   10        20        30        40        50       
2MEPSP     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
         60        70        80                    
2MEPSP ASWRVKETERMVAIRTELTKLGAS                    
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (27-49:90-112) 
 
                   10        20        30        40        50       
2MEPSP     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
         60        70        80                  
2MEPSP ASWRVKETERMVAIRTELTKLGAS                  
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (27-58:90-119) 
 
                   10        20        30        40        50       
2MEPSP     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         60        70        80                    
2MEPSP ASWRVKETERMVAIRTELTKLGAS                    
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (27-58:90-119) 
 
                   10        20        30        40        50       
2MEPSP     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
         60        70        80                    
2MEPSP ASWRVKETERMVAIRTELTKLGAS                    
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (27-58:90-119) 
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                   10        20        30        40        50       
2MEPSP     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         60        70        80                    
2MEPSP ASWRVKETERMVAIRTELTKLGAS                    
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (27-58:90-119) 
 
                   10        20        30        40        50       
2MEPSP     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         60        70        80                    
2MEPSP ASWRVKETERMVAIRTELTKLGAS                    
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (27-58:90-119) 
 
                   10        20        30        40        50       
2MEPSP     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         60        70        80                    
2MEPSP ASWRVKETERMVAIRTELTKLGAS                    
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (27-58:90-119) 
 
                   10        20        30        40        50       
2MEPSP     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         60        70        80                    
2MEPSP ASWRVKETERMVAIRTELTKLGAS                    
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (27-58:90-119) 
 
                   10        20        30        40        50       
2MEPSP     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         60        70        80                    
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2MEPSP ASWRVKETERMVAIRTELTKLGAS                    
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (27-58:90-119) 
 
                   10        20        30        40        50       
2MEPSP     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         60        70        80                    
2MEPSP ASWRVKETERMVAIRTELTKLGAS                    
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (27-58:90-119) 
 
                   10        20        30        40        50       
2MEPSP     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         60        70        80                    
2MEPSP ASWRVKETERMVAIRTELTKLGAS                    
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.4  bits: 18.9 E():   60 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (4-36:43-76) 
 
                                          10         20        30   
2MEPSP                            VTWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
             40        50        60        70        80             
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS             
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.3  bits: 18.0 E():   61 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (36-52:8-26) 
 
          10        20        30        40          50        60    
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
            70        80                                            
2MEPSP TERMVAIRTELTKLGAS                                            
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.3  bits: 18.0 E():   61 
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Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (36-52:8-26) 
 
          10        20        30        40          50        60    
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
            70        80                                            
2MEPSP TERMVAIRTELTKLGAS                                            
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 18.3 E():   62 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (20-35:43-58) 
 
                          10        20        30        40          
2MEPSP            VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
      50        60        70        80                              
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGAS                              
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (12-20:14-22) 
 
                 10        20        30        40        50         
2MEPSP   VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
                    :::. : :.                                       
gi|898 ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDNGGGCGYKDV 
               10        20        30        40        50        60 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.1  bits: 19.4 E():   63 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (41-59:15-35) 
 
               20        30        40        50          60         
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
       70        80                                                 
2MEPSP AIRTELTKLGAS                                                 
                                                                    
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.9  bits: 18.8 E():   63 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (16-74:58-115) 
 
                              10        20        30        40      
2MEPSP                VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
          50        60        70        80                          
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                          
        .  : :  :.    ..:. :..:   :.                                
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
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>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.9  bits: 20.0 E():   64 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (50-62:336-348) 
 
      20        30        40        50        60        70          
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
      80                                                            
2MEPSP S                                                            
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.8  bits: 18.3 E():   64 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (21-54:110-145) 
 
                         10        20        30             40      
2MEPSP           VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
          50        60        70        80      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGAS      
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 69.8  bits: 20.3 E():   64 
Smith-Waterman score: 50; 23.6% identity (54.5% similar) in 55 aa overlap (23-77:178-227) 
 
                       10        20        30        40        50   
2MEPSP         VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :... :....  .. . :      :.:    
gi|425 QQLEDTRHRLEEEERKRASLENHAHTLEVELESLKVQLDEESEARLELERQLTKANG--- 
       150       160       170       180       190       200        
 
             60        70        80                                 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGAS                                 
         :.:::. :   .. :   :. .:                                    
gi|425 --DAASWKSKYEAELQAHADEVEELRRKMAQKISEYEEQLEALLNKCSSLEKQKSRLQSE 
            210       220       230       240       250       260   
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (12-20:25-33) 
 
                            10        20        30        40        
2MEPSP              VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGAS                            
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (32-50:2-20) 
 
              10        20        30        40        50        60  
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
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                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
              70        80                                          
2MEPSP KETERMVAIRTELTKLGAS                                          
                                                                    
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (12-20:31-39) 
 
                                  10        20        30        40  
2MEPSP                    VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                      
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (12-20:31-39) 
 
                                  10        20        30        40  
2MEPSP                    VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                      
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (38-68:121-151) 
 
        10        20        30        40        50        60        
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
        70        80                                                
2MEPSP VAIRTELTKLGAS                                                
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (12-20:32-40) 
 
                                  10        20        30        40  
2MEPSP                    VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
              50        60        70        80                      
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                      
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gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 25.4% identity (52.4% similar) in 63 aa overlap (12-74:72-133) 
 
                                  10        20        30        40  
2MEPSP                    VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
              50        60        70        80                      
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                      
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 LKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (16-74:84-141) 
 
                              10        20        30        40      
2MEPSP                VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
          50        60        70        80                          
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                          
        .  : :  :.    ..:. :..:   :.                                
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.0  bits: 18.8 E():   71 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (16-74:86-143) 
 
                              10        20        30        40      
2MEPSP                VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
          50        60        70        80                          
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                          
        .  : :  :.    ..:. :..:   :.                                
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.0  bits: 18.8 E():   71 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (16-74:86-143) 
 
                              10        20        30        40      
2MEPSP                VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
          50        60        70        80                          
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                          
        .  : :  :.    ..:. :..:   :.                                
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
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 initn:  41 init1:  41 opt:  45  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 45; 27.1% identity (52.5% similar) in 59 aa overlap (16-74:87-144) 
 
                              10        20        30        40      
2MEPSP                VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
          50        60        70        80                          
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                          
        .  : :  :.    :.:. : .:   :.                                
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 45; 27.1% identity (52.5% similar) in 59 aa overlap (16-74:87-144) 
 
                              10        20        30        40      
2MEPSP                VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
          50        60        70        80                          
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                          
        .  : :  :.    :.:. : .:   :.                                
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (27-49:90-112) 
 
                   10        20        30        40        50       
2MEPSP     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
         60        70        80                  
2MEPSP ASWRVKETERMVAIRTELTKLGAS                  
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (27-58:90-119) 
 
                   10        20        30        40        50       
2MEPSP     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
         60        70        80                    
2MEPSP ASWRVKETERMVAIRTELTKLGAS                    
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.9  bits: 17.7 E():   73 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (23-49:44-71) 
 
                       10        20         30        40        50  
2MEPSP         VTWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
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            20        30        40        50        60        70    
 
              60        70        80                                
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGAS                                
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 19.1 E():   74 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (28-59:269-300) 
 
                  10        20        30        40        50        
2MEPSP    VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
        60        70        80                                      
2MEPSP SWRVKETERMVAIRTELTKLGAS                                      
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (14-27:41-54) 
 
                                10        20        30        40    
2MEPSP                  VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
            50        60        70        80                        
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                        
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (14-27:45-58) 
 
                                10        20        30        40    
2MEPSP                  VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
            50        60        70        80                        
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                        
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.3 E():   78 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (20-34:152-166) 
 
                          10        20        30        40          
2MEPSP            VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
      50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGAS 
                                       
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC   
             190       200       210   
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>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.3 E():   78 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (20-34:152-166) 
 
                          10        20        30        40          
2MEPSP            VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
      50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGAS 
                                       
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC   
             190       200       210   
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (16-74:112-169) 
 
                              10        20        30        40      
2MEPSP                VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|398 AGVQPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
          50        60        70        80                          
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                          
        .  : :  :.    ..:. :..:   :.                                
gi|398 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 45; 28.9% identity (60.5% similar) in 38 aa overlap (42-78:178-215) 
 
              20        30        40        50        60         70 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
               80                                                   
2MEPSP RTELTKLGAS                                                   
           ..::                                                     
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (33-47:1-15) 
 
             10        20        30        40        50        60   
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                                     : . ...: ::::::                
gi|386                               MASSSLVLLVVALFAVFLGTAHGIAKVPPG 
                                             10        20        30 
 
             70        80                                           
2MEPSP ETERMVAIRTELTKLGAS                                           
                                                                    
gi|386 PNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGR 
               40        50        60        70        80        90 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 44; 46.2% identity (69.2% similar) in 13 aa overlap (7-19:18-30) 
 
                          10        20        30        40          
2MEPSP            VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
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                        :..  :::. : :                               
gi|109 MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKGAGPKDN 
               10        20        30        40        50        60 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 44; 46.2% identity (69.2% similar) in 13 aa overlap (7-19:18-30) 
 
                          10        20        30        40          
2MEPSP            VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                        :..  :::. : :                               
gi|811 MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPKGAGPDDN 
               10        20        30        40        50        60 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 46; 23.8% identity (46.0% similar) in 63 aa overlap (12-74:75-133) 
 
                                  10        20        30        40  
2MEPSP                    VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :  .  .: ::  .  :. .:  :::     
gi|113 ACEAHNIIDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKE 
           50        60        70        80        90       100     
 
              50        60        70        80                      
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                      
        .  ::    : ..   : . . . .. .  ::                            
gi|113 GTLRFA----AAQNRPLWIIFKRNMVIHLNQELVVNSDKTIDGRGVKVNIVNAGLTLMNV 
          110           120       130       140       150       160 
 
gi|113 KNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDG 
              170       180       190       200       210       220 
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 44; 25.4% identity (54.2% similar) in 59 aa overlap (16-74:75-132) 
 
                              10        20        30        40      
2MEPSP                VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|134 AIVPPADKYRTFVATFGAASNKAFAEGLSGEPKGGAESSSKAALTSKL-DAAYKLAYKTA 
           50        60        70        80        90        100    
 
          50        60        70        80                          
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                          
        .  : :  :.    ..:. :..:   :.                                
gi|134 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
           110       120       130       140       150       160    
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (45-66:469-490) 
 
           20        30        40        50        60        70     
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
           80 
2MEPSP TKLGAS 
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.5  bits: 19.4 E():   86 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (7-52:228-271) 
 
                                       10        20        30       
2MEPSP                         VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|451 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
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         40           50        60        70        80              
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS              
       :  :    .. ..:.::::                                          
gi|451 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.5  bits: 19.4 E():   86 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (7-52:228-271) 
 
                                       10        20        30       
2MEPSP                         VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|451 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
 
         40           50        60        70        80              
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS              
       :  :    .. ..:.::::                                          
gi|451 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.5  bits: 19.4 E():   86 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (7-52:228-271) 
 
                                       10        20        30       
2MEPSP                         VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|189 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
 
         40           50        60        70        80              
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS              
       :  :    .. ..:.::::                                          
gi|189 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 27.3% identity (63.6% similar) in 33 aa overlap (33-62:91-123) 
 
             10        20        30        40           50          
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV---VALFADGPTAIRDVASW 
                                     .::.:  ...   ..  ::: . :. . :. 
gi|604 DGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
      60        70        80               
2MEPSP RVKETERMVAIRTELTKLGAS               
       . :                                 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (26-53:36-63) 
 
                    10        20        30        40        50      
2MEPSP      VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
          60        70        80                                    
2MEPSP VASWRVKETERMVAIRTELTKLGAS                                    
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9663

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (7-52:236-279) 
 
                                       10        20        30       
2MEPSP                         VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|541 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
         210       220       230       240           250        260 
 
         40           50        60        70        80              
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS              
       :  :    .. ..:.::::                                          
gi|541 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
              270       280       290       300       310       320 
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.3  bits: 19.4 E():   89 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (5-22:288-305) 
 
                                         10        20        30     
2MEPSP                           VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
           40        50        60        70        80               
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS               
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 67.2  bits: 19.4 E():   90 
Smith-Waterman score: 47; 26.8% identity (61.0% similar) in 41 aa overlap (23-62:204-244) 
 
                       10        20        30        40         50  
2MEPSP         VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
              60        70        80                                
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGAS                                
       ..  :.::.::                                                  
gi|558 SFGIVVSWQVKLLPVPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFGGT 
           240       250       260       270       280       290    
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 40; 53.3% identity (66.7% similar) in 15 aa overlap (35-49:57-71) 
 
           10        20        30        40        50        60     
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  ::: ..::  :                
gi|238 IVGLDGSVWAQSSTFPQLKQEEVKAICNEFDVPNTLAPTGLFLGGEKYMVIQGEPGAVIR 
         30        40        50        60        70        80       
 
           70        80                                
2MEPSP ERMVAIRTELTKLGAS                                
                                                       
gi|238 GKKGPGGVCIKKTNQALVFGIYNEPVTPGQCNMVVEKLGDYLVEQGM 
         90       100       110       120       130    
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.9  bits: 15.4 E():   93 
Smith-Waterman score: 33; 33.3% identity (58.3% similar) in 12 aa overlap (3-14:18-29) 
 
                              10        20        30        40      
2MEPSP                VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                        : ... :  : :                                
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gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (33-58:94-121) 
 
             10        20        30          40        50        60 
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWR 
                                     .: ..   .. ::. .  .: : :..::   
gi|132 LYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLASSL 
            70        80        90       100       110       120    
 
               70        80 
2MEPSP VKETERMVAIRTELTKLGAS 
                            
gi|132 PGQTKILAKVFYGEN      
           130              
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.8  bits: 16.0 E():   94 
Smith-Waterman score: 35; 29.4% identity (76.5% similar) in 17 aa overlap (53-69:26-42) 
 
             30        40        50        60        70        80 
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                                     .. ..:  ..: .::.:            
gi|377      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL  
                    10        20        30        40        50    
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.1 E():   96 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (28-59:409-440) 
 
                  10        20        30        40        50        
2MEPSP    VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|458 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      380       390       400       410       420       430         
 
        60        70        80 
2MEPSP SWRVKETERMVAIRTELTKLGAS 
       .:                      
gi|458 AWNGGGSSNYTDIVAQGGY     
      440       450            
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.2 E():   98 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (11-35:129-153) 
 
                                   10        20        30        40 
2MEPSP                     VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
               50        60        70        80                     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS                     
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 66.4  bits: 14.8 E():   99 
Smith-Waterman score: 31; 40.0% identity (70.0% similar) in 10 aa overlap (22-31:5-14) 
 
               10        20        30        40        50        60 
2MEPSP VTWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR 
                            ::. . : .:                              
gi|527                  TDPGHLQDVXVAINDPKXGVFVNRK                   
                                10        20                        
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               70        80 
2MEPSP VKETERMVAIRTELTKLGAS 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:00 2011 done: Tue Apr 19 10:58:00 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 299  - 378 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     1     2:* 
  32     9     8:==* 
  34    30    22:=======*== 
  36    43    44:==============* 
  38    62    73:=====================   * 
  40    97   102:=================================* 
  42   103   125:===================================      * 
  44   138   138:=============================================* 
  46   149   140:==============================================*=== 
  48   136   134:============================================*= 
  50   136   122:========================================*===== 
  52   115   108:===================================*=== 
  54   100    92:==============================*=== 
  56    81    77:=========================*= 
  58    38    63:=============       * 
  60    30    51:==========      * 
  62    39    41:=============* 
  64    37    33:==========*== 
  66    18    26:======  * 
  68    24    20:======*= 
  70    30    16:=====*==== 
  72     9    12:===* 
  74    13    10:===*= 
  76     7     8:==* 
  78     8     6:=*= 
  80     4     5:=* 
  82     1     3:* 
  84     7     3:*== 
  86     1     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96    14     1:*====     :*============= 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
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 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.18630.00305; mu= 4.6142 0.158 
 mean_var=34.1658 8.513, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.219421 
 Kolmogorov-Smirnov  statistic: 0.0244 (N=29) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.6    0.69 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.7     1.3 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.1     1.8 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 23.1     2.1 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 23.1     2.1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 23.1     2.1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 23.1     2.1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 23.1     2.1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 23.1     2.1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 23.1     2.1 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 23.1     2.1 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.5     3.9 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 22.1       4 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.4     5.4 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.5     5.9 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.5     5.9 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.3     7.2 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.6     9.6 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.5      10 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.5      10 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.5      10 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.5      11 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.5      11 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.5      12 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.2      13 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.8      19 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.6      19 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.4      19 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.4      19 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.8      19 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   46 19.3      20 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 19.3      21 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.7      22 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   55 21.8      22 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   55 21.8      22 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 19.9      22 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 21.0      23 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.6      24 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 19.0      25 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 19.0      25 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.5      27 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.1      29 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   50 20.4      29 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   46 19.2      30 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   44 18.7      32 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 18.1      32 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.8      33 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   49 20.1      34 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.7      34 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.3      35 
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gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 20.6      35 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.9      35 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.5      36 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.9      37 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 15.0      39 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.2      40 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.6      40 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.3      40 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.8      42 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   44 18.6      47 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.6      47 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.2      48 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   42 18.1      48 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   49 20.0      49 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 16.1      50 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.9      51 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   48 19.7      51 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.7      54 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   46 19.1      56 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 19.1      56 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   46 19.1      56 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   47 19.4      57 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.3      58 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.3      58 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.3      58 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   43 18.3      58 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   43 18.3      58 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.3      58 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.3      58 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   43 18.3      58 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.3      58 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   43 18.3      58 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.3      58 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.8      61 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.0      61 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.0      61 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      62 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.8      63 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.4      64 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   45 18.8      64 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.3      65 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.9      65 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.0      66 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.8      66 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   50 20.2      66 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.8      67 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.8      67 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.5      68 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.8      68 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   45 18.8      69 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   45 18.8      72 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 18.8      72 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   45 18.8      72 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   45 18.8      73 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   45 18.8      73 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.7      73 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.3      75 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.1      75 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.2      76 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.2      79 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.2      79 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.8      80 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   45 18.8      81 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.5      82 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 18.5      83 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   44 18.5      83 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   46 19.1      84 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   44 18.5      86 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.7      86 
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gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.4      86 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.3      87 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   47 19.3      88 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   47 19.3      88 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   47 19.3      88 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   47 19.3      89 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   40 17.4      90 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.3      91 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.3      91 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   33 15.4      91 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   35 16.0      93 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   40 17.4      94 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   31 14.9      97 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   46 19.0      98 
gi|289742475|gb|ADD19985.1| antigen 5 precursor [G ( 259)   43 18.2      99 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 105.3  bits: 24.6 E(): 0.69 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (10-52:59-96) 
 
                                    10        20        30          
2MEPSP                      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      40        50        60        70        80                    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                    
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 100.2  bits: 23.7 E():  1.3 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (10-52:59-96) 
 
                                    10        20        30          
2MEPSP                      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      40        50        60        70        80                    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 97.7  bits: 23.1 E():  1.8 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (9-32:85-109) 
 
                                     10         20        30        
2MEPSP                       TWTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
        40        50        60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                                   
gi|668 TTGAFQRIPRSSFANNPRLGRKC                     
          120       130                            
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (10-52:59-96) 
 
                                    10        20        30          
2MEPSP                      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
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gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      40        50        60        70        80                    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (10-52:59-96) 
 
                                    10        20        30          
2MEPSP                      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      40        50        60        70        80                    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (10-52:59-96) 
 
                                    10        20        30          
2MEPSP                      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      40        50        60        70        80                    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (10-52:59-96) 
 
                                    10        20        30          
2MEPSP                      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      40        50        60        70        80                    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (10-52:59-96) 
 
                                    10        20        30          
2MEPSP                      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      40        50        60        70        80                    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
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            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (10-52:59-96) 
 
                                    10        20        30          
2MEPSP                      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      40        50        60        70        80                    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (10-52:59-96) 
 
                                    10        20        30          
2MEPSP                      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      40        50        60        70        80                    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (10-52:59-96) 
 
                                    10        20        30          
2MEPSP                      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      40        50        60        70        80                    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (10-52:59-96) 
 
                                    10        20        30          
2MEPSP                      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      40        50        60        70        80                    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (10-52:59-96) 
 
                                    10        20        30          
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2MEPSP                      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      40        50        60        70        80                    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                    
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (10-52:59-96) 
 
                                    10        20        30          
2MEPSP                      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      40        50        60        70        80                    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (10-52:59-96) 
 
                                    10        20        30          
2MEPSP                      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      40        50        60        70        80                    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (10-52:59-96) 
 
                                    10        20        30          
2MEPSP                      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      40        50        60        70        80                    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (10-52:59-96) 
 
                                    10        20        30          
2MEPSP                      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      40        50        60        70        80                    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                    
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       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 91.9  bits: 23.5 E():  3.9 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (15-58:269-312) 
 
                               10        20        30        40     
2MEPSP                 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
           50        60        70        80                         
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                         
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 91.6  bits: 22.1 E():    4 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (10-52:59-96) 
 
                                    10        20        30          
2MEPSP                      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
      40        50        60        70        80                    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 89.3  bits: 23.4 E():  5.4 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (15-58:399-442) 
 
                               10        20        30        40     
2MEPSP                 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
           50        60        70        80                         
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                         
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.7  bits: 21.5 E():  5.9 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (10-52:59-103) 
 
                                    10        20        30          
2MEPSP                      TWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
        40        50        60        70        80              
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV              
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.7  bits: 21.5 E():  5.9 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (10-52:59-103) 
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                                    10        20        30          
2MEPSP                      TWTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
        40        50        60        70        80              
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV              
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 87.1  bits: 22.3 E():  7.2 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (9-55:168-211) 
 
                                     10           20        30      
2MEPSP                       TWTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
          40        50        60        70        80                
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 84.9  bits: 20.6 E():  9.6 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (8-46:20-59) 
 
                           10         20         30        40       
2MEPSP             TWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                          .. : ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
         50        60        70        80                           
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASV                           
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.4  bits: 22.5 E():   10 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (18-34:399-415) 
 
                            10        20        30        40        
2MEPSP              TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
        50        60        70        80                            
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASV                            
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (18-34:402-418) 
 
                            10        20        30        40        
2MEPSP              TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
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        50        60        70        80                            
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASV                            
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (18-34:403-419) 
 
                            10        20        30        40        
2MEPSP              TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
        50        60        70        80                            
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASV                            
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.0  bits: 22.5 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (18-34:422-438) 
 
                            10        20        30        40        
2MEPSP              TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
        50        60        70        80                            
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASV                            
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.0  bits: 22.5 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (18-34:422-438) 
 
                            10        20        30        40        
2MEPSP              TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
        50        60        70        80                            
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASV                            
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.1  bits: 20.5 E():   12 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (10-52:59-96) 
 
                                    10        20        30          
2MEPSP                      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
      40        50        60        70        80                    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                    
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
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 initn:  56 init1:  56 opt:  56  Z-score: 82.7  bits: 22.2 E():   13 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (26-58:407-439) 
 
                    10        20        30        40        50      
2MEPSP      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
          60        70        80                                    
2MEPSP ASWRVKETERMVAIRTELTKLGASV                                    
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 79.6  bits: 18.8 E():   19 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (45-68:15-38) 
 
           20        30        40        50        60        70     
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
           80                      
2MEPSP KLGASV                      
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (11-46:390-426) 
 
                                   10         20         30         
2MEPSP                     TWTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
       40        50        60        70        80                   
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                   
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.5  bits: 20.4 E():   19 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (8-46:124-163) 
 
                                      10         20         30      
2MEPSP                        TWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
          40        50        60        70        80                
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.4  bits: 20.4 E():   19 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (8-46:127-166) 
 
                                      10         20         30      
2MEPSP                        TWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
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        100       110       120       130       140        150      
 
          40        50        60        70        80                
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 79.3  bits: 18.8 E():   19 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (45-68:17-40) 
 
           20        30        40        50        60        70     
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
           80                      
2MEPSP KLGASV                      
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 46; 27.3% identity (52.7% similar) in 55 aa overlap (20-68:2-56) 
 
               10        20           30           40        50     
2MEPSP TWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRD 
                          ::: :   . .  :  :   ::  .:. :.. ::     .  
gi|833                   MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKL 
                                 10        20        30        40   
 
           60        70        80                                   
2MEPSP VASWRVKETERMVAIRTELTKLGASV                                   
       .:  . :. ....:                                               
gi|833 IAELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESD 
             50        60        70        80        90       100   
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 78.9  bits: 19.3 E():   21 
Smith-Waterman score: 46; 25.4% identity (54.2% similar) in 59 aa overlap (20-72:2-60) 
 
               10        20           30           40        50     
2MEPSP TWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRD 
                          ::: :   . .. :  :   ::  .:  :.. ::.    .  
gi|117                   MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKL 
                                 10        20        30        40   
 
           60        70        80                                   
2MEPSP VASWRVKETERMVAIRTELTKLGASV                                   
       ..  . :. ....:  .:                                           
gi|117 ISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEE 
             50        60        70        80        90       100   
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.3  bits: 18.7 E():   22 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (45-68:26-49) 
 
           20        30        40        50        60        70     
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
           80                      
2MEPSP KLGASV                      
                                   
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
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>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 78.3  bits: 21.8 E():   22 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (9-62:79-135) 
 
                                     10        20        30         
2MEPSP                       TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|283 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
       40        50           60        70        80                
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASV                
       :  .  ::.   ..  .: :   ::.:                                  
gi|283 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 78.3  bits: 21.8 E():   22 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (9-62:79-135) 
 
                                     10        20        30         
2MEPSP                       TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|289 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
       40        50           60        70        80                
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASV                
       :  .  ::.   ..  .: :   ::.:                                  
gi|289 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 78.2  bits: 19.9 E():   22 
Smith-Waterman score: 48; 29.6% identity (54.9% similar) in 71 aa overlap (15-79:96-160) 
 
                               10        20         30              
2MEPSP                 TWTETSVTVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
       40        50        60        70        80                  
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                  
        ::.. . ::    . :.  .: . :.  ..  :.  ::.:                   
gi|501 TAVTS-WLDG----KHVVFGEVAD-EKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130            140        150       160       170         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.1  bits: 21.0 E():   23 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (13-52:161-200) 
 
                                 10        20        30        40   
2MEPSP                   TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
             50        60        70        80                       
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                       
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (4-55:7-57) 
 
                  10        20        30        40        50        
2MEPSP    TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
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             :: .: . :: . : :  : . ..  .  : .  .. ..     :: .:. .   
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEG-NGGPGTIKKICF 
               10        20        30        40         50          
 
        60        70        80                                      
2MEPSP WRVKETERMVAIRTELTKLGASV                                      
                                                                    
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 77.5  bits: 19.0 E():   25 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (20-72:2-60) 
 
               10        20           30           40        50     
2MEPSP TWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRD 
                          ::: :   . .. :  :   ::  .:. :.. ::     .  
gi|416                   MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKL 
                                 10        20        30        40   
 
           60        70        80                                   
2MEPSP VASWRVKETERMVAIRTELTKLGASV                                   
       ..  . :. ....:  .:                                           
gi|416 ISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDED 
             50        60        70        80        90       100   
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 77.5  bits: 19.0 E():   25 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (20-72:2-60) 
 
               10        20           30           40        50     
2MEPSP TWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRD 
                          ::: :   . .. :  :   ::  .:. :.. ::     .  
gi|461                   MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKL 
                                 10        20        30        40   
 
           60        70        80                                   
2MEPSP VASWRVKETERMVAIRTELTKLGASV                                   
       ..  . :. ....:  .:                                           
gi|461 ISELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDED 
             50        60        70        80        90       100   
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.7  bits: 19.5 E():   27 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (27-48:68-88) 
 
                   10        20        30        40        50       
2MEPSP     TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
         60        70        80                                     
2MEPSP SWRVKETERMVAIRTELTKLGASV                                     
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (8-41:170-204) 
 
                                      10         20         30      
2MEPSP                        TWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
          40        50        60        70        80                
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                
          : :                                                       
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gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 76.1  bits: 20.4 E():   29 
Smith-Waterman score: 50; 27.1% identity (52.5% similar) in 59 aa overlap (15-73:114-171) 
 
                               10        20        30        40     
2MEPSP                 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
           50        60        70        80                         
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                         
        .  : :  :.    ..:. :..:   :.                                
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 48; 26.9% identity (61.5% similar) in 52 aa overlap (26-77:90-137) 
 
                    10        20        30        40        50      
2MEPSP      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.  .:.  ... . .::  ::: . :... 
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVAS-ADGGSIIKST 
      60        70        80        90       100        110         
 
          60        70        80                     
2MEPSP ASWRVKETERMVAIRTELTKLGASV                     
       ....   :   : :. : .: :                        
gi|444 SNYH---TTGDVEIKEEDVKAGKEKATGLFKLIENYLAANPDACN 
      120          130       140       150       160 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.4  bits: 18.7 E():   32 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (20-68:2-56) 
 
               10        20           30           40        50     
2MEPSP TWTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRD 
                          ::: :   . .. :  :   ::  .:  :.. ::.    .  
gi|185                   MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKL 
                                 10        20        30        40   
 
           60        70        80                                   
2MEPSP VASWRVKETERMVAIRTELTKLGASV                                   
       ..  . :. ....:                                               
gi|185 ISELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEE 
             50        60        70        80        90       100   
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.3  bits: 18.1 E():   32 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (51-68:28-45) 
 
               30        40        50        60        70        80 
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.2  bits: 17.8 E():   33 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (29-52:1-24) 
 
               10        20        30        40        50        60 
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                   : :. .::  : . :.:  . :.:         
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gi|291                             MVKLTQVAAILLIGAFFLIASTSIATQTSHPA 
                                           10        20        30   
 
               70        80              
2MEPSP KETERMVAIRTELTKLGASV              
                                         
gi|291 KFHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
             40        50        60      
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 75.0  bits: 20.1 E():   34 
Smith-Waterman score: 49; 27.1% identity (54.2% similar) in 59 aa overlap (15-73:112-169) 
 
                               10        20        30        40     
2MEPSP                 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
           50        60        70        80                         
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                         
        .  : :  :.    :.:. :..:   :.                                
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.8  bits: 18.7 E():   34 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (12-44:38-75) 
 
                                  10        20             30       
2MEPSP                    TWTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
         40        50        60        70        80           
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV           
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (8-46:291-330) 
 
                                      10         20         30      
2MEPSP                        TWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
          40        50        60        70        80                
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 74.6  bits: 20.6 E():   35 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (27-70:343-385) 
 
                   10        20        30        40        50       
2MEPSP     TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
          60        70        80                                    
2MEPSP ASWRVKETERMVAIRTELTKLGASV                                    
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
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              380       390       400       410       420       430 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 74.6  bits: 18.9 E():   35 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (33-79:38-82) 
 
             10        20        30        40        50         60  
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
              70         80                                         
2MEPSP ETERMVAIRTE-LTKLGASV                                         
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.5  bits: 19.5 E():   36 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (27-48:116-136) 
 
                   10        20        30        40        50       
2MEPSP     TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
         60        70        80                                     
2MEPSP SWRVKETERMVAIRTELTKLGASV                                     
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.1  bits: 18.9 E():   37 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (43-64:22-43) 
 
             20        30        40        50        60        70   
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
             80                                                     
2MEPSP LTKLGASV                                                     
                                                                    
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.9  bits: 15.0 E():   39 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (6-12:2-8) 
 
               10        20        30        40        50        60 
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
            ..:. ::                                                 
gi|250     PTITIGGPEYR                                              
                   10                                               
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.6  bits: 19.2 E():   40 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (23-57:72-112) 
 
                       10        20        30              40       
2MEPSP         TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
         50        60        70        80                           
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2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASV                           
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.6  bits: 20.6 E():   40 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (18-34:430-446) 
 
                            10        20        30        40        
2MEPSP              TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
        50        60        70        80                            
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASV                            
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.5  bits: 20.3 E():   40 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (8-46:6-45) 
 
               10         20         30        40        50         
2MEPSP TWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASW 
              .. : ::  : .:.: . .. .: . . ::   : :  : :             
gi|223   INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDF 
                 10        20         30        40        50        
 
       60        70        80                                       
2MEPSP RVKETERMVAIRTELTKLGASV                                       
                                                                    
gi|223 KALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALFGLSRAARNLQD 
        60        70        80        90       100       110        
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.3  bits: 17.8 E():   42 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (22-51:41-70) 
 
                        10        20        30        40        50  
2MEPSP          TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
              60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASV 
                                     
gi|453 CSPKWLQLLVP                   
               80                    
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 48; 26.9% identity (61.5% similar) in 52 aa overlap (26-77:90-137) 
 
                    10        20        30        40        50      
2MEPSP      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.  .:.  ... . .::  ::: . :... 
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVAS-ADGGSIIKST 
      60        70        80        90       100        110         
 
          60        70        80                     
2MEPSP ASWRVKETERMVAIRTELTKLGASV                     
       ....   :   : :. : .: :                        
gi|444 SNYH---TTGDVEIKEEDVKAGKEKATGLFKLIENYLVANPDAYN 
      120          130       140       150       160 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 18.6 E():   47 
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Smith-Waterman score: 45; 25.0% identity (61.5% similar) in 52 aa overlap (26-77:90-137) 
 
                    10        20        30        40        50      
2MEPSP      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.  .:.  ... . .::  ::: . :... 
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVAS-ADGGSIIKST 
      60        70        80        90       100        110         
 
          60        70        80                     
2MEPSP ASWRVKETERMVAIRTELTKLGASV                     
       ....   :   : :. : .. :                        
gi|444 SNYH---TTGDVEIKEEDVRAGKEKATGLFKLIENYLVANPDAYN 
      120          130       140       150       160 
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 19.2 E():   48 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (8-21:15-28) 
 
                      10        20        30        40        50    
2MEPSP        TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                     : . :::.:   ::                                 
gi|169 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG 
               10        20        30        40        50        60 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (34-68:22-56) 
 
            10        20        30        40        50        60    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  .:. :.. ::     . .:  . :.  
gi|668          MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDL 
                        10        20        30        40        50  
 
            70        80                                            
2MEPSP ERMVAIRTELTKLGASV                                            
       ....:                                                        
gi|668 QELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 72.0  bits: 20.0 E():   49 
Smith-Waterman score: 49; 30.5% identity (52.5% similar) in 59 aa overlap (25-80:297-352) 
 
                     10        20        30        40        50     
2MEPSP       TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
           60           70        80                                
2MEPSP VASWRVK---ETERMVAIRTELTKLGASV                                
         :  .    .  : :  : .::. .:::                                
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.8  bits: 16.1 E():   50 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (22-52:2-30) 
 
               10        20         30        40        50          
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWR 
                            .::. : : .. :     ..  :  .::::..        
gi|122                     MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV        
                                   10           20        30        
 
      60        70        80 
2MEPSP VKETERMVAIRTELTKLGASV 
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 18.9 E():   51 
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Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (19-34:152-167) 
 
                           10        20        30        40         
2MEPSP             TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
       50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                        
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC      
             190       200              
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 71.7  bits: 19.7 E():   51 
Smith-Waterman score: 48; 27.1% identity (52.5% similar) in 59 aa overlap (15-73:173-230) 
 
                               10        20        30        40     
2MEPSP                 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
           50        60        70        80                         
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                         
        .  : :  :.    ..:. :..:   :.                                
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.2  bits: 19.7 E():   54 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (8-46:291-330) 
 
                                      10         20         30      
2MEPSP                        TWTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
          40        50        60        70        80                
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (11-73:72-133) 
 
                                   10        20        30        40 
2MEPSP                     TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
               50        60        70        80                     
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                     
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (11-73:72-133) 
 
                                   10        20        30        40 
2MEPSP                     TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
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                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
               50        60        70        80                     
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                     
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 46; 25.4% identity (52.4% similar) in 63 aa overlap (11-73:72-133) 
 
                                   10        20        30        40 
2MEPSP                     TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
               50        60        70        80                     
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                     
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 70.8  bits: 19.4 E():   57 
Smith-Waterman score: 47; 30.0% identity (52.5% similar) in 40 aa overlap (34-73:131-170) 
 
            10        20        30        40        50        60    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
            70        80                                            
2MEPSP ERMVAIRTELTKLGASV                                            
        :..:   :.                                                   
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (26-57:89-118) 
 
                    10        20        30        40        50      
2MEPSP      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
          60        70        80                   
2MEPSP ASWRVKETERMVAIRTELTKLGASV                   
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (26-48:90-112) 
 
                    10        20        30        40        50      
2MEPSP      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
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gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
          60        70        80                 
2MEPSP ASWRVKETERMVAIRTELTKLGASV                 
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (26-57:90-119) 
 
                    10        20        30        40        50      
2MEPSP      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
          60        70        80                   
2MEPSP ASWRVKETERMVAIRTELTKLGASV                   
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (26-57:90-119) 
 
                    10        20        30        40        50      
2MEPSP      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          60        70        80                   
2MEPSP ASWRVKETERMVAIRTELTKLGASV                   
       .:                                          
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (26-57:90-119) 
 
                    10        20        30        40        50      
2MEPSP      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          60        70        80                   
2MEPSP ASWRVKETERMVAIRTELTKLGASV                   
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (26-57:90-119) 
 
                    10        20        30        40        50      
2MEPSP      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          60        70        80                   
2MEPSP ASWRVKETERMVAIRTELTKLGASV                   
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
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       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (26-57:90-119) 
 
                    10        20        30        40        50      
2MEPSP      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          60        70        80                   
2MEPSP ASWRVKETERMVAIRTELTKLGASV                   
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (26-57:90-119) 
 
                    10        20        30        40        50      
2MEPSP      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          60        70        80                   
2MEPSP ASWRVKETERMVAIRTELTKLGASV                   
       .:                                          
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (26-57:90-119) 
 
                    10        20        30        40        50      
2MEPSP      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          60        70        80                   
2MEPSP ASWRVKETERMVAIRTELTKLGASV                   
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (26-57:90-119) 
 
                    10        20        30        40        50      
2MEPSP      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          60        70        80                   
2MEPSP ASWRVKETERMVAIRTELTKLGASV                   
       .:                                          
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (26-57:90-119) 
 
                    10        20        30        40        50      
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2MEPSP      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          60        70        80                   
2MEPSP ASWRVKETERMVAIRTELTKLGASV                   
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.3  bits: 18.8 E():   61 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (3-35:43-76) 
 
                                           10         20        30  
2MEPSP                             TWTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
              40        50        60        70        80            
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV            
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.2  bits: 18.0 E():   61 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (35-51:8-26) 
 
           10        20        30        40          50        60   
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
             70        80                                           
2MEPSP TERMVAIRTELTKLGASV                                           
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.2  bits: 18.0 E():   61 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (35-51:8-26) 
 
           10        20        30        40          50        60   
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
             70        80                                           
2MEPSP TERMVAIRTELTKLGASV                                           
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 18.3 E():   62 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (19-34:43-58) 
 
                           10        20        30        40         
2MEPSP             TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
       50        60        70        80                             
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASV                             
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gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (11-19:14-22) 
 
                  10        20        30        40        50        
2MEPSP    TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
                    :::. : :.                                       
gi|898 ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDNGGGCGYKDV 
               10        20        30        40        50        60 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.9  bits: 19.4 E():   64 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (40-58:15-35) 
 
      10        20        30        40          50        60        
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
        70        80                                                
2MEPSP AIRTELTKLGASV                                                
                                                                    
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.9  bits: 18.8 E():   64 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (15-73:58-115) 
 
                               10        20        30        40     
2MEPSP                 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
           50        60        70        80                         
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                         
        .  : :  :.    ..:. :..:   :.                                
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.8  bits: 18.3 E():   65 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (20-53:110-145) 
 
                          10        20        30             40     
2MEPSP            TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
           50        60        70        80     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASV     
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.8  bits: 19.9 E():   65 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (49-61:336-348) 
 
       20        30        40        50        60        70         
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
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       80                                                           
2MEPSP SV                                                           
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (31-49:2-20) 
 
               10        20        30        40        50        60 
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.  .:... :::. :.::            
gi|157                              MKLCILAVAVFVVAVSAQGPPPLPPFVANAP 
                                            10        20        30  
 
               70        80                                         
2MEPSP KETERMVAIRTELTKLGASV                                         
                                                                    
gi|157 PAVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQ 
              40        50        60        70        80        90  
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.8 E():   66 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (11-19:25-33) 
 
                             10        20        30        40       
2MEPSP               TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASV                           
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 69.6  bits: 20.2 E():   66 
Smith-Waterman score: 50; 23.6% identity (54.5% similar) in 55 aa overlap (22-76:178-227) 
 
                        10        20        30        40        50  
2MEPSP          TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :... :....  .. . :      :.:    
gi|425 QQLEDTRHRLEEEERKRASLENHAHTLEVELESLKVQLDEESEARLELERQLTKANG--- 
       150       160       170       180       190       200        
 
              60        70        80                                
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASV                                
         :.:::. :   .. :   :. .:                                    
gi|425 --DAASWKSKYEAELQAHADEVEELRRKMAQKISEYEEQLEALLNKCSSLEKQKSRLQSE 
            210       220       230       240       250       260   
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (11-19:31-39) 
 
                                   10        20        30        40 
2MEPSP                     TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                     
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
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>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (11-19:31-39) 
 
                                   10        20        30        40 
2MEPSP                     TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                     
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (37-67:121-151) 
 
         10        20        30        40        50        60       
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
         70        80                                               
2MEPSP VAIRTELTKLGASV                                               
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (11-19:32-40) 
 
                                   10        20        30        40 
2MEPSP                     TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
               50        60        70        80                     
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                     
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.2  bits: 18.8 E():   69 
Smith-Waterman score: 45; 25.4% identity (52.4% similar) in 63 aa overlap (11-73:72-133) 
 
                                   10        20        30        40 
2MEPSP                     TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
               50        60        70        80                     
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                     
         .  .  : :  :.    ..:. :..:   :.                            
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 LKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (15-73:84-141) 
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                               10        20        30        40     
2MEPSP                 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
           50        60        70        80                         
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                         
        .  : :  :.    ..:. :..:   :.                                
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (15-73:86-143) 
 
                               10        20        30        40     
2MEPSP                 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
           50        60        70        80                         
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                         
        .  : :  :.    ..:. :..:   :.                                
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (26-48:90-112) 
 
                    10        20        30        40        50      
2MEPSP      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
          60        70        80                 
2MEPSP ASWRVKETERMVAIRTELTKLGASV                 
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (26-57:90-119) 
 
                    10        20        30        40        50      
2MEPSP      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
          60        70        80                   
2MEPSP ASWRVKETERMVAIRTELTKLGASV                   
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (15-73:86-143) 
 
                               10        20        30        40     
2MEPSP                 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
           50        60        70        80                         
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2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                         
        .  : :  :.    ..:. :..:   :.                                
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.9  bits: 18.8 E():   73 
Smith-Waterman score: 45; 27.1% identity (52.5% similar) in 59 aa overlap (15-73:87-144) 
 
                               10        20        30        40     
2MEPSP                 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
           50        60        70        80                         
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                         
        .  : :  :.    :.:. : .:   :.                                
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.9  bits: 18.8 E():   73 
Smith-Waterman score: 45; 27.1% identity (52.5% similar) in 59 aa overlap (15-73:87-144) 
 
                               10        20        30        40     
2MEPSP                 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
           50        60        70        80                         
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                         
        .  : :  :.    :.:. : .:   :.                                
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.9  bits: 17.7 E():   73 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (22-48:44-71) 
 
                        10        20         30        40        50 
2MEPSP          TWTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
               60        70        80                               
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASV                               
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.3 E():   75 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (13-26:41-54) 
 
                                 10        20        30        40   
2MEPSP                   TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
             50        60        70        80                       
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                       
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 19.1 E():   75 
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Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (27-58:269-300) 
 
                   10        20        30        40        50       
2MEPSP     TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
         60        70        80                                     
2MEPSP SWRVKETERMVAIRTELTKLGASV                                     
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.2 E():   76 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (13-26:45-58) 
 
                                 10        20        30        40   
2MEPSP                   TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
             50        60        70        80                       
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                       
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (19-33:152-166) 
 
                           10        20        30        40         
2MEPSP             TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
       50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                        
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC    
             190       200       210    
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (19-33:152-166) 
 
                           10        20        30        40         
2MEPSP             TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
       50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                        
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC    
             190       200       210    
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (15-73:112-169) 
 
                               10        20        30        40     
2MEPSP                 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|398 AGVQPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
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           50        60        70        80                         
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                         
        .  : :  :.    ..:. :..:   :.                                
gi|398 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 45; 28.9% identity (60.5% similar) in 38 aa overlap (41-77:178-215) 
 
               20        30        40        50        60           
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
      70        80                                                  
2MEPSP RTELTKLGASV                                                  
           ..::                                                     
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (32-46:1-15) 
 
              10        20        30        40        50        60  
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                                     : . ...: ::::::                
gi|386                               MASSSLVLLVVALFAVFLGTAHGIAKVPPG 
                                             10        20        30 
 
              70        80                                          
2MEPSP ETERMVAIRTELTKLGASV                                          
                                                                    
gi|386 PNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGR 
               40        50        60        70        80        90 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 44; 46.2% identity (69.2% similar) in 13 aa overlap (6-18:18-30) 
 
                           10        20        30        40         
2MEPSP             TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                        :..  :::. : :                               
gi|109 MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKGAGPKDN 
               10        20        30        40        50        60 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 44; 46.2% identity (69.2% similar) in 13 aa overlap (6-18:18-30) 
 
                           10        20        30        40         
2MEPSP             TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                        :..  :::. : :                               
gi|811 MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPKGAGPDDN 
               10        20        30        40        50        60 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.7  bits: 19.1 E():   84 
Smith-Waterman score: 46; 23.8% identity (46.0% similar) in 63 aa overlap (11-73:75-133) 
 
                                   10        20        30        40 
2MEPSP                     TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :  .  .: ::  .  :. .:  :::     
gi|113 ACEAHNIIDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKE 
           50        60        70        80        90       100     
 
               50        60        70        80                     
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                     
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        .  ::    : ..   : . . . .. .  ::                            
gi|113 GTLRFA----AAQNRPLWIIFKRNMVIHLNQELVVNSDKTIDGRGVKVNIVNAGLTLMNV 
          110           120       130       140       150       160 
 
gi|113 KNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDG 
              170       180       190       200       210       220 
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 44; 25.4% identity (54.2% similar) in 59 aa overlap (15-73:75-132) 
 
                               10        20        30        40     
2MEPSP                 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|134 AIVPPADKYRTFVATFGAASNKAFAEGLSGEPKGGAESSSKAALTSKL-DAAYKLAYKTA 
           50        60        70        80        90        100    
 
           50        60        70        80                         
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                         
        .  : :  :.    ..:. :..:   :.                                
gi|134 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
           110       120       130       140       150       160    
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 27.3% identity (63.6% similar) in 33 aa overlap (32-61:91-123) 
 
              10        20        30        40           50         
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV---VALFADGPTAIRDVASW 
                                     .::.:  ...   ..  ::: . :. . :. 
gi|604 DGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
       60        70        80              
2MEPSP RVKETERMVAIRTELTKLGASV              
       . :                                 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (25-52:36-63) 
 
                     10        20        30        40        50     
2MEPSP       TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
           60        70        80                                   
2MEPSP VASWRVKETERMVAIRTELTKLGASV                                   
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.4  bits: 19.3 E():   87 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (44-65:469-490) 
 
            20        30        40        50        60        70    
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
            80 
2MEPSP TKLGASV 
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.4  bits: 19.3 E():   88 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (6-51:228-271) 
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                                        10        20        30      
2MEPSP                          TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|451 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
 
          40           50        60        70        80             
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV             
       :  :    .. ..:.::::                                          
gi|451 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.4  bits: 19.3 E():   88 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (6-51:228-271) 
 
                                        10        20        30      
2MEPSP                          TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|451 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
 
          40           50        60        70        80             
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV             
       :  :    .. ..:.::::                                          
gi|451 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.4  bits: 19.3 E():   88 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (6-51:228-271) 
 
                                        10        20        30      
2MEPSP                          TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|189 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
 
          40           50        60        70        80             
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV             
       :  :    .. ..:.::::                                          
gi|189 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (6-51:236-279) 
 
                                        10        20        30      
2MEPSP                          TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|541 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
         210       220       230       240           250        260 
 
          40           50        60        70        80             
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV             
       :  :    .. ..:.::::                                          
gi|541 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
              270       280       290       300       310       320 
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 40; 53.3% identity (66.7% similar) in 15 aa overlap (34-48:57-71) 
 
            10        20        30        40        50        60    
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  ::: ..::  :                
gi|238 IVGLDGSVWAQSSTFPQLKQEEVKAICNEFDVPNTLAPTGLFLGGEKYMVIQGEPGAVIR 
         30        40        50        60        70        80       
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            70        80                               
2MEPSP ERMVAIRTELTKLGASV                               
                                                       
gi|238 GKKGPGGVCIKKTNQALVFGIYNEPVTPGQCNMVVEKLGDYLVEQGM 
         90       100       110       120       130    
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.1  bits: 19.3 E():   91 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (4-21:288-305) 
 
                                          10        20        30    
2MEPSP                            TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
            40        50        60        70        80              
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV              
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 67.0  bits: 19.3 E():   91 
Smith-Waterman score: 47; 26.8% identity (61.0% similar) in 41 aa overlap (22-61:204-244) 
 
                        10        20        30        40         50 
2MEPSP          TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
               60        70        80                               
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASV                               
       ..  :.::.::                                                  
gi|558 SFGIVVSWQVKLLPVPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFGGT 
           240       250       260       270       280       290    
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.0  bits: 15.4 E():   91 
Smith-Waterman score: 33; 33.3% identity (58.3% similar) in 12 aa overlap (2-13:18-29) 
 
                               10        20        30        40     
2MEPSP                 TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                        : ... :  : :                                
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.9  bits: 16.0 E():   93 
Smith-Waterman score: 35; 29.4% identity (76.5% similar) in 17 aa overlap (52-68:26-42) 
 
              30        40        50        60        70        80 
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     .. ..:  ..: .::.:             
gi|377      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL   
                    10        20        30        40        50     
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (32-57:94-121) 
 
              10        20        30          40        50          
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWR 
                                     .: ..   .. ::. .  .: : :..::   
gi|132 LYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLASSL 
            70        80        90       100       110       120    
 
      60        70        80 
2MEPSP VKETERMVAIRTELTKLGASV 
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gi|132 PGQTKILAKVFYGEN       
           130               
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 66.6  bits: 14.9 E():   97 
Smith-Waterman score: 31; 40.0% identity (70.0% similar) in 10 aa overlap (21-30:5-14) 
 
               10        20        30        40        50        60 
2MEPSP TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                           ::. . : .:                               
gi|527                 TDPGHLQDVXVAINDPKXGVFVNRK                    
                               10        20                         
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.0 E():   98 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (27-58:409-440) 
 
                   10        20        30        40        50       
2MEPSP     TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|458 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      380       390       400       410       420       430         
 
         60        70        80 
2MEPSP SWRVKETERMVAIRTELTKLGASV 
       .:                       
gi|458 AWNGGGSSNYTDIVAQGGY      
      440       450             
 
>>gi|289742475|gb|ADD19985.1| antigen 5 precursor [Gloss  (259 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 43; 28.0% identity (60.0% similar) in 25 aa overlap (10-34:129-153) 
 
                                    10        20        30          
2MEPSP                      TWTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     .: :   .:.   ::.:  .... :      
gi|289 NVKQCQMNHDKCRNTVKFKYAGQNLAELGRSGGPDPDYGQLIQKAVDKWYEEVKDCNQGY 
      100       110       120       130       140       150         
 
      40        50        60        70        80                    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV                    
                                                                    
gi|289 IDAYPMNYRGPAIGHFTVLVAERNTHMGCAASEYTKSNGFKYFLMACNYATTNMMDFPIY 
      160       170       180       190       200       210         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:00 2011 done: Tue Apr 19 10:58:01 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 300  - 379 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     3     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
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  30     1     2:* 
  32     8     8:==* 
  34    27    22:=======*= 
  36    46    44:==============*= 
  38    59    73:====================    * 
  40    98   102:=================================* 
  42   101   125:==================================       * 
  44   144   138:=============================================*== 
  46   148   140:==============================================*=== 
  48   135   134:============================================* 
  50   137   122:========================================*===== 
  52   115   108:===================================*=== 
  54    98    92:==============================*== 
  56    82    77:=========================*== 
  58    37    63:=============       * 
  60    32    51:===========     * 
  62    36    41:============ * 
  64    33    33:==========* 
  66    29    26:========*= 
  68    21    20:======* 
  70    18    16:=====* 
  72    18    12:===*== 
  74    15    10:===*= 
  76     6     8:==* 
  78    12     6:=*== 
  80     1     5:=* 
  82     2     3:* 
  84     6     3:*= 
  86     1     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96    15     1:*====     :*============== 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.21390.00307; mu= 4.4666 0.159 
 mean_var=34.6937 8.685, 0's: 2 Z-trim: 3  B-trim: 117 in 1/42 
 Lambda= 0.217745 
 Kolmogorov-Smirnov  statistic: 0.0249 (N=29) at  62 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 24.6    0.73 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.6     1.4 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 23.0     1.9 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 23.0     2.2 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
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gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 23.0     2.2 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 23.0     2.2 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.4     4.1 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 22.0     4.2 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.4     5.7 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.4     6.1 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.4     6.1 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 22.2     7.5 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.5     9.9 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.4      11 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.4      11 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.4      11 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.4      11 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.4      11 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.5      12 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.1      13 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.7      19 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.4      20 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 21.5      20 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.7      20 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.4      20 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   46 19.3      21 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 19.3      21 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 20.7      22 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.7      23 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 19.8      23 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   55 21.8      23 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   55 21.8      23 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.9      23 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 19.0      25 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 19.0      25 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.5      25 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.5      28 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 20.0      30 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   50 20.3      30 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   44 18.7      32 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 18.1      33 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.8      33 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.6      35 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.9      36 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 20.3      36 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 20.6      36 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.5      36 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   48 19.7      37 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   48 19.7      37 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   48 19.7      37 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   49 20.0      38 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.9      38 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 15.0      39 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.2      41 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.5      41 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 20.3      42 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   49 20.0      42 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.8      43 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   47 19.4      43 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   47 19.4      46 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   47 19.4      48 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.6      48 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.6      48 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.6      48 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.6      48 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   47 19.4      48 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   47 19.4      48 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 19.4      48 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 19.4      48 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   42 18.0      49 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 19.1      49 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   49 20.0      50 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 16.1      51 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.8      52 
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gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   47 19.4      53 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.7      56 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   46 19.1      57 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.3      59 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.3      59 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.3      59 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.3      59 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.3      59 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.3      59 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.3      59 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.8      62 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 18.0      62 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 18.0      62 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.3      63 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.8      64 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.4      65 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.3      66 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.9      67 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.0      67 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.8      67 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   50 20.2      68 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.5      69 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.8      69 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.8      69 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.8      69 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      73 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      73 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.7      74 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.2      76 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   46 19.1      76 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.2      78 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.2      80 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.2      80 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   45 18.8      83 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.5      83 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   44 18.5      84 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   44 18.5      84 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   46 19.0      86 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.6      87 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.4      87 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.3      89 
gi|45108967|emb|CAF32566.2| unnamed protein produc ( 500)   47 19.3      89 
gi|189014266|emb|CAQ55938.1| pollen allergen Phl p ( 500)   47 19.3      89 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   47 19.3      89 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   41 17.6      91 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   47 19.3      91 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   40 17.4      91 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   44 18.5      91 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   44 18.5      91 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   44 18.5      91 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   44 18.5      91 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   44 18.5      91 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   44 18.5      91 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   44 18.5      91 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   44 18.5      91 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   44 18.5      91 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   44 18.5      91 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   33 15.4      92 
gi|169969|gb|AAA33964.1| glycinin [Glycine max]    ( 516)   47 19.3      93 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   35 16.0      93 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.3      93 
gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubb ( 138)   40 17.4      95 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   31 14.9      97 
gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)   46 19.0   1e 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 104.9  bits: 24.6 E(): 0.73 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (9-51:59-96) 
 
                                     10        20        30         
2MEPSP                       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
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                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       40        50        60        70        80                   
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                   
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 99.8  bits: 23.6 E():  1.4 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (9-51:59-96) 
 
                                     10        20        30         
2MEPSP                       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       40        50        60        70        80                   
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 97.3  bits: 23.0 E():  1.9 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (8-31:85-109) 
 
                                      10         20        30       
2MEPSP                        WTETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
         40        50        60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                                    
gi|668 TTGAFQRIPRSSFANNPRLGRKC                      
          120       130                             
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.4  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (9-51:59-96) 
 
                                     10        20        30         
2MEPSP                       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       40        50        60        70        80                   
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.4  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (9-51:59-96) 
 
                                     10        20        30         
2MEPSP                       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       40        50        60        70        80                   
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                   
       . ...  :: .::                                                

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9704

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.4  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (9-51:59-96) 
 
                                     10        20        30         
2MEPSP                       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       40        50        60        70        80                   
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.4  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (9-51:59-96) 
 
                                     10        20        30         
2MEPSP                       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       40        50        60        70        80                   
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.4  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (9-51:59-96) 
 
                                     10        20        30         
2MEPSP                       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       40        50        60        70        80                   
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.4  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (9-51:59-96) 
 
                                     10        20        30         
2MEPSP                       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       40        50        60        70        80                   
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.4  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (9-51:59-96) 
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                                     10        20        30         
2MEPSP                       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       40        50        60        70        80                   
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.4  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (9-51:59-96) 
 
                                     10        20        30         
2MEPSP                       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       40        50        60        70        80                   
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.4  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (9-51:59-96) 
 
                                     10        20        30         
2MEPSP                       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       40        50        60        70        80                   
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.4  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (9-51:59-96) 
 
                                     10        20        30         
2MEPSP                       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       40        50        60        70        80                   
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                   
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.4  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (9-51:59-96) 
 
                                     10        20        30         
2MEPSP                       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       40        50        60        70        80                   
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2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.4  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (9-51:59-96) 
 
                                     10        20        30         
2MEPSP                       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       40        50        60        70        80                   
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.4  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (9-51:59-96) 
 
                                     10        20        30         
2MEPSP                       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       40        50        60        70        80                   
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 96.4  bits: 23.0 E():  2.2 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (9-51:59-96) 
 
                                     10        20        30         
2MEPSP                       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       40        50        60        70        80                   
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 91.5  bits: 23.4 E():  4.1 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (14-57:269-312) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 91.3  bits: 22.0 E():  4.2 
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Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (9-51:59-96) 
 
                                     10        20        30         
2MEPSP                       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
       40        50        60        70        80                   
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 89.0  bits: 23.4 E():  5.7 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (14-57:399-442) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.4  bits: 21.4 E():  6.1 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (9-51:59-103) 
 
                                     10        20        30         
2MEPSP                       WTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
         40        50        60        70        80             
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE             
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 88.4  bits: 21.4 E():  6.1 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (9-51:59-103) 
 
                                     10        20        30         
2MEPSP                       WTETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
         40        50        60        70        80             
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE             
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 86.8  bits: 22.2 E():  7.5 
Smith-Waterman score: 56; 30.0% identity (58.0% similar) in 50 aa overlap (8-54:168-211) 
 
                                      10           20        30     
2MEPSP                        WTETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
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           40        50        60        70        80               
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE               
       . : .. :.  : : ..  .                                         
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKD 
           200         210       220       230       240       250  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 84.6  bits: 20.5 E():  9.9 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (7-45:20-59) 
 
                            10         20         30        40      
2MEPSP              WTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                          .. : ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
          50        60        70        80                          
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                          
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.1  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (17-33:399-415) 
 
                             10        20        30        40       
2MEPSP               WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
         50        60        70        80                           
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVE                           
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (17-33:402-418) 
 
                             10        20        30        40       
2MEPSP               WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
         50        60        70        80                           
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVE                           
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (17-33:403-419) 
 
                             10        20        30        40       
2MEPSP               WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
         50        60        70        80                           
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVE                           
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
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>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.7  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (17-33:422-438) 
 
                             10        20        30        40       
2MEPSP               WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
         50        60        70        80                           
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVE                           
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.7  bits: 22.4 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (17-33:422-438) 
 
                             10        20        30        40       
2MEPSP               WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
         50        60        70        80                           
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVE                           
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.8  bits: 20.5 E():   12 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (9-51:59-96) 
 
                                     10        20        30         
2MEPSP                       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
       40        50        60        70        80                   
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                   
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (25-57:407-439) 
 
                     10        20        30        40        50     
2MEPSP       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
           60        70        80                                   
2MEPSP ASWRVKETERMVAIRTELTKLGASVE                                   
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 79.4  bits: 18.7 E():   19 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (44-67:15-38) 
 
            20        30        40        50        60        70    
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
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gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
            80                     
2MEPSP KLGASVE                     
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.2  bits: 20.4 E():   20 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (7-45:124-163) 
 
                                       10         20         30     
2MEPSP                         WTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
           40        50        60        70        80               
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE               
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 79.2  bits: 21.5 E():   20 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (10-45:390-426) 
 
                                    10         20         30        
2MEPSP                      WTETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
        40        50        60        70        80                  
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                  
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 79.1  bits: 18.7 E():   20 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (44-67:17-40) 
 
            20        30        40        50        60        70    
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
            80                     
2MEPSP KLGASVE                     
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.1  bits: 20.4 E():   20 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (7-45:127-166) 
 
                                       10         20         30     
2MEPSP                         WTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
           40        50        60        70        80               
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE               
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
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         160       170       180       190       200       210      
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.8  bits: 19.3 E():   21 
Smith-Waterman score: 46; 27.3% identity (52.7% similar) in 55 aa overlap (19-67:2-56) 
 
               10        20           30           40        50     
2MEPSP WTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDV 
                         ::: :   . .  :  :   ::  .:. :.. ::     . . 
gi|833                  MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLI 
                                10        20        30        40    
 
           60        70        80                                   
2MEPSP ASWRVKETERMVAIRTELTKLGASVE                                   
       :  . :. ....:                                                
gi|833 AELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDE 
            50        60        70        80        90       100    
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 78.7  bits: 19.3 E():   21 
Smith-Waterman score: 46; 25.4% identity (54.2% similar) in 59 aa overlap (19-71:2-60) 
 
               10        20           30           40        50     
2MEPSP WTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDV 
                         ::: :   . .. :  :   ::  .:  :.. ::.    . . 
gi|117                  MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLI 
                                10        20        30        40    
 
           60        70        80                                   
2MEPSP ASWRVKETERMVAIRTELTKLGASVE                                   
       .  . :. ....:  .:                                            
gi|117 SELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEES 
            50        60        70        80        90       100    
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 78.2  bits: 20.7 E():   22 
Smith-Waterman score: 51; 25.4% identity (53.7% similar) in 67 aa overlap (14-80:112-177) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        
        .  : :  :.    :.:. :..:   :.  .  ..:                        
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|330 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.1  bits: 18.7 E():   23 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (44-67:26-49) 
 
            20        30        40        50        60        70    
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
            80                     
2MEPSP KLGASVE                     
                                   
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 78.0  bits: 19.8 E():   23 
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Smith-Waterman score: 48; 29.6% identity (54.9% similar) in 71 aa overlap (14-78:96-160) 
 
                                10        20         30             
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
        40        50        60        70        80                 
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                 
        ::.. . ::    . :.  .: . :.  ..  :.  ::.:                   
gi|501 TAVTS-WLDG----KHVVFGEVAD-EKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130            140        150       160       170         
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 78.0  bits: 21.8 E():   23 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (8-61:79-135) 
 
                                      10        20        30        
2MEPSP                        WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|283 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
        40        50           60        70        80               
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVE               
       :  .  ::.   ..  .: :   ::.:                                  
gi|283 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 78.0  bits: 21.8 E():   23 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (8-61:79-135) 
 
                                      10        20        30        
2MEPSP                        WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|289 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
        40        50           60        70        80               
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVE               
       :  .  ::.   ..  .: :   ::.:                                  
gi|289 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.9  bits: 20.9 E():   23 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (12-51:161-200) 
 
                                  10        20        30        40  
2MEPSP                    WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
              50        60        70        80                      
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                      
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 77.3  bits: 19.0 E():   25 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (19-71:2-60) 
 
               10        20           30           40        50     
2MEPSP WTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDV 
                         ::: :   . .. :  :   ::  .:. :.. ::     . . 
gi|416                  MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLI 
                                10        20        30        40    
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           60        70        80                                   
2MEPSP ASWRVKETERMVAIRTELTKLGASVE                                   
       .  . :. ....:  .:                                            
gi|416 SELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDM 
            50        60        70        80        90       100    
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 77.3  bits: 19.0 E():   25 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (19-71:2-60) 
 
               10        20           30           40        50     
2MEPSP WTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDV 
                         ::: :   . .. :  :   ::  .:. :.. ::     . . 
gi|461                  MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLI 
                                10        20        30        40    
 
           60        70        80                                   
2MEPSP ASWRVKETERMVAIRTELTKLGASVE                                   
       .  . :. ....:  .:                                            
gi|461 SELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDM 
            50        60        70        80        90       100    
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (3-54:7-57) 
 
                   10        20        30        40        50       
2MEPSP     WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
             :: .: . :: . : :  : . ..  .  : .  .. ..     :: .:. .   
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEG-NGGPGTIKKICF 
               10        20        30        40         50          
 
         60        70        80                                     
2MEPSP WRVKETERMVAIRTELTKLGASVE                                     
                                                                    
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 76.5  bits: 19.5 E():   28 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (26-47:68-88) 
 
                    10        20        30        40        50      
2MEPSP      WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
          60        70        80                                    
2MEPSP SWRVKETERMVAIRTELTKLGASVE                                    
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (7-40:170-204) 
 
                                       10         20         30     
2MEPSP                         WTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
           40        50        60        70        80               
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE               
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
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>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 75.9  bits: 20.3 E():   30 
Smith-Waterman score: 50; 27.1% identity (52.5% similar) in 59 aa overlap (14-72:114-171) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        
        .  : :  :.    ..:. :..:   :.                                
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.3  bits: 18.7 E():   32 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (19-67:2-56) 
 
               10        20           30           40        50     
2MEPSP WTETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDV 
                         ::: :   . .. :  :   ::  .:  :.. ::.    . . 
gi|185                  MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLI 
                                10        20        30        40    
 
           60        70        80                                   
2MEPSP ASWRVKETERMVAIRTELTKLGASVE                                   
       .  . :. ....:                                                
gi|185 SELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEES 
            50        60        70        80        90       100    
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.2  bits: 18.1 E():   33 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (50-67:28-45) 
 
      20        30        40        50        60        70          
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
      80                     
2MEPSP E                     
                             
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.1  bits: 17.8 E():   33 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (28-51:1-24) 
 
               10        20        30        40        50        60 
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                                  : :. .::  : . :.:  . :.:          
gi|291                            MVKLTQVAAILLIGAFFLIASTSIATQTSHPAK 
                                          10        20        30    
 
               70        80             
2MEPSP ETERMVAIRTELTKLGASVE             
                                        
gi|291 FHVEGEVYCNVCHSRNLINELSERMAGAQVQL 
            40        50        60      
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.7  bits: 18.6 E():   35 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (11-43:38-75) 
 
                                   10        20             30      
2MEPSP                     WTETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
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gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
          40        50        60        70        80          
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE          
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 74.4  bits: 18.9 E():   36 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (32-78:38-82) 
 
              10        20        30        40         50        60 
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
               70         80                                        
2MEPSP ETERMVAIRTE-LTKLGASVE                                        
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.4  bits: 20.3 E():   36 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (7-45:291-330) 
 
                                       10         20         30     
2MEPSP                         WTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
           40        50        60        70        80               
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE               
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 74.4  bits: 20.6 E():   36 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (26-69:343-385) 
 
                    10        20        30        40        50      
2MEPSP      WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
           60        70        80                                   
2MEPSP ASWRVKETERMVAIRTELTKLGASVE                                   
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.3  bits: 19.5 E():   36 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (26-47:116-136) 
 
                    10        20        30        40        50      
2MEPSP      WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
          60        70        80                                    
2MEPSP SWRVKETERMVAIRTELTKLGASVE                                    
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
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          150       160       170       180       190       200     
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 48; 23.9% identity (52.1% similar) in 71 aa overlap (10-80:72-141) 
 
                                    10        20        30          
2MEPSP                      WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
      40        50        60        70        80                    
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                    
         .  .  : :  :.    ..:. :..:   :.  .  ..:                    
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 48; 23.9% identity (52.1% similar) in 71 aa overlap (10-80:72-141) 
 
                                    10        20        30          
2MEPSP                      WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
      40        50        60        70        80                    
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                    
         .  .  : :  :.    ..:. :..:   :.  .  ..:                    
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 48; 23.9% identity (52.1% similar) in 71 aa overlap (10-80:72-141) 
 
                                    10        20        30          
2MEPSP                      WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
      40        50        60        70        80                    
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                    
         .  .  : :  :.    ..:. :..:   :.  .  ..:                    
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.0  bits: 20.0 E():   38 
Smith-Waterman score: 49; 27.1% identity (52.1% similar) in 48 aa overlap (33-80:131-178) 
 
             10        20        30        40        50        60   
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
             70        80                                           
2MEPSP ERMVAIRTELTKLGASVE                                           
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        :..:   :.  .  ..:                                           
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (42-63:22-43) 
 
              20        30        40        50        60        70  
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
              80                                                    
2MEPSP LTKLGASVE                                                    
                                                                    
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.8  bits: 15.0 E():   39 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (5-11:2-8) 
 
               10        20        30        40        50        60 
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
           ..:. ::                                                  
gi|250    PTITIGGPEYR                                               
                  10                                                
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.4  bits: 19.2 E():   41 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (22-56:72-112) 
 
                        10        20        30              40      
2MEPSP          WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
          50        60        70        80                          
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                          
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.3  bits: 20.5 E():   41 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (17-33:430-446) 
 
                             10        20        30        40       
2MEPSP               WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
         50        60        70        80                           
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVE                           
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.3  bits: 20.3 E():   42 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (7-45:6-45) 
 
               10         20         30        40        50         
2MEPSP WTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR 
             .. : ::  : .:.: . .. .: . . ::   : :  : :              
gi|223  INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFK 
                10        20         30        40        50         
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       60        70        80                                       
2MEPSP VKETERMVAIRTELTKLGASVE                                       
                                                                    
gi|223 ALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALFGLSRAARNLQDD 
       60        70        80        90       100       110         
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.2  bits: 20.0 E():   42 
Smith-Waterman score: 49; 25.4% identity (52.2% similar) in 67 aa overlap (14-80:173-238) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        
        .  : :  :.    ..:. :..:   :.  .  ..:                        
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
             270       280       290       300       310       320  
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.1  bits: 17.8 E():   43 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (21-50:41-70) 
 
                         10        20        30        40        50 
2MEPSP           WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
               60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVE 
                                      
gi|453 CSPKWLQLLVP                    
               80                     
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 73.1  bits: 19.4 E():   43 
Smith-Waterman score: 47; 23.9% identity (53.7% similar) in 67 aa overlap (14-80:58-123) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        
        .  : :  :.    ..:. :..:   :.  .  ..:                        
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
gi|422 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
        150       160       170       180       190       200       
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 47; 23.9% identity (52.1% similar) in 71 aa overlap (10-80:72-141) 
 
                                    10        20        30          
2MEPSP                      WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
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      40        50        60        70        80                    
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                    
         .  .  : :  :.    ..:. :..:   :.  .  ..:                    
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 LKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 47; 23.9% identity (53.7% similar) in 67 aa overlap (14-80:84-149) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        
        .  : :  :.    ..:. :..:   :.  .  ..:                        
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
gi|295 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
            180       190       200       210       220       230   
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (25-80:90-149) 
 
                     10        20        30        40        50     
2MEPSP       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            60             70        80            
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVE            
       .: ...:     ..:.: . .    ::  .::            
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (25-80:90-149) 
 
                     10        20        30        40        50     
2MEPSP       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            60             70        80            
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVE            
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (25-80:90-149) 
 
                     10        20        30        40        50     
2MEPSP       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            60             70        80            
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2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVE            
       .: ...:     ..:.: . .    ::  .::            
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (25-80:90-149) 
 
                     10        20        30        40        50     
2MEPSP       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            60             70        80            
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVE            
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 47; 23.9% identity (53.7% similar) in 67 aa overlap (14-80:86-151) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        
        .  : :  :.    ..:. :..:   :.  .  ..:                        
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|109 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 72.1  bits: 19.4 E():   48 
Smith-Waterman score: 47; 23.9% identity (53.7% similar) in 67 aa overlap (14-80:86-151) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        
        .  : :  :.    ..:. :..:   :.  .  ..:                        
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|239 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 72.1  bits: 19.4 E():   48 
Smith-Waterman score: 47; 25.4% identity (52.2% similar) in 67 aa overlap (14-80:87-152) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9721

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

        .  : :  :.    :.:. : .:   :.  .  ..:                        
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 72.1  bits: 19.4 E():   48 
Smith-Waterman score: 47; 25.4% identity (52.2% similar) in 67 aa overlap (14-80:87-152) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        
        .  : :  :.    :.:. : .:   :.  .  ..:                        
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.0  bits: 18.0 E():   49 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (33-67:22-56) 
 
             10        20        30        40        50        60   
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  .:. :.. ::     . .:  . :.  
gi|668          MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDL 
                        10        20        30        40        50  
 
             70        80                                           
2MEPSP ERMVAIRTELTKLGASVE                                           
       ....:                                                        
gi|668 QELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.1 E():   49 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (7-20:15-28) 
 
                       10        20        30        40        50   
2MEPSP         WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                     : . :::.:   ::                                 
gi|169 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG 
               10        20        30        40        50        60 
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 71.8  bits: 20.0 E():   50 
Smith-Waterman score: 49; 30.5% identity (52.5% similar) in 59 aa overlap (24-79:297-352) 
 
                      10        20        30        40        50    
2MEPSP        WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
            60           70        80                               
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVE                               
         :  .    .  : :  : .::. .:::                                
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.7  bits: 16.1 E():   51 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (21-51:2-30) 
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               10        20         30        40        50          
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                           .::. : : .. :     ..  :  .::::..         
gi|122                    MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV         
                                  10           20        30         
 
      60        70        80 
2MEPSP KETERMVAIRTELTKLGASVE 
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 18.8 E():   52 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (18-33:152-167) 
 
                            10        20        30        40        
2MEPSP              WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                         
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC       
             190       200               
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.4  bits: 19.4 E():   53 
Smith-Waterman score: 47; 23.9% identity (53.7% similar) in 67 aa overlap (14-80:112-177) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|398 AGVQPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        
        .  : :  :.    ..:. :..:   :.  .  ..:                        
gi|398 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|398 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 71.0  bits: 19.7 E():   56 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (7-45:291-330) 
 
                                       10         20         30     
2MEPSP                         WTETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
           40        50        60        70        80               
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE               
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 46; 23.9% identity (53.7% similar) in 67 aa overlap (14-80:75-140) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|134 AIVPPADKYRTFVATFGAASNKAFAEGLSGEPKGGAESSSKAALTSKL-DAAYKLAYKTA 
           50        60        70        80        90        100    
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            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        
        .  : :  :.    ..:. :..:   :.  .  ..:                        
gi|134 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
           110       120       130       140       150       160    
 
gi|134 ATAANAAPANDKFTVFEAAFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
           170       180       190       200       210       220    
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (25-56:89-118) 
 
                     10        20        30        40        50     
2MEPSP       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
           60        70        80                  
2MEPSP ASWRVKETERMVAIRTELTKLGASVE                  
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (25-47:90-112) 
 
                     10        20        30        40        50     
2MEPSP       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
           60        70        80                
2MEPSP ASWRVKETERMVAIRTELTKLGASVE                
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (25-56:90-119) 
 
                     10        20        30        40        50     
2MEPSP       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           60        70        80                  
2MEPSP ASWRVKETERMVAIRTELTKLGASVE                  
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (25-56:90-119) 
 
                     10        20        30        40        50     
2MEPSP       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           60        70        80                  
2MEPSP ASWRVKETERMVAIRTELTKLGASVE                  
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
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       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (25-56:90-119) 
 
                     10        20        30        40        50     
2MEPSP       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           60        70        80                  
2MEPSP ASWRVKETERMVAIRTELTKLGASVE                  
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (25-56:90-119) 
 
                     10        20        30        40        50     
2MEPSP       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           60        70        80                  
2MEPSP ASWRVKETERMVAIRTELTKLGASVE                  
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (25-56:90-119) 
 
                     10        20        30        40        50     
2MEPSP       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
           60        70        80                  
2MEPSP ASWRVKETERMVAIRTELTKLGASVE                  
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.2  bits: 18.8 E():   62 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (2-34:43-76) 
 
                                            10         20        30 
2MEPSP                              WTETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
               40        50        60        70        80           
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE           
       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (34-50:8-26) 
 
            10        20        30        40          50        60  
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2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
              70        80                                          
2MEPSP TERMVAIRTELTKLGASVE                                          
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (34-50:8-26) 
 
            10        20        30        40          50        60  
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
              70        80                                          
2MEPSP TERMVAIRTELTKLGASVE                                          
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 18.3 E():   63 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (18-33:43-58) 
 
                            10        20        30        40        
2MEPSP              WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
        50        60        70        80                            
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVE                            
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.8 E():   64 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (10-18:14-22) 
 
                   10        20        30        40        50       
2MEPSP     WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
                    :::. : :.                                       
gi|898 ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDNGGGCGYKDV 
               10        20        30        40        50        60 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (39-57:15-35) 
 
       10        20        30        40          50        60       
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
         70        80                                               
2MEPSP AIRTELTKLGASVE                                               
                                                                    
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.7  bits: 18.3 E():   66 
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Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (19-52:110-145) 
 
                           10        20        30             40    
2MEPSP             WTETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
            50        60        70        80    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE    
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.6  bits: 19.9 E():   67 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (48-60:336-348) 
 
        20        30        40        50        60        70        
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
        80                                                          
2MEPSP SVE                                                          
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (30-48:2-20) 
 
               10        20        30        40        50        60 
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                                    :.  .:... :::. :.::             
gi|157                             MKLCILAVAVFVVAVSAQGPPPLPPFVANAPP 
                                           10        20        30   
 
               70        80                                         
2MEPSP ETERMVAIRTELTKLGASVE                                         
                                                                    
gi|157 AVQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQA 
             40        50        60        70        80        90   
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (10-18:25-33) 
 
                              10        20        30        40      
2MEPSP                WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                          
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 69.4  bits: 20.2 E():   68 
Smith-Waterman score: 50; 23.6% identity (54.5% similar) in 55 aa overlap (21-75:178-227) 
 
                         10        20        30        40        50 
2MEPSP           WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :... :....  .. . :      :.:    
gi|425 QQLEDTRHRLEEEERKRASLENHAHTLEVELESLKVQLDEESEARLELERQLTKANG--- 
       150       160       170       180       190       200        
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               60        70        80                               
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVE                               
         :.:::. :   .. :   :. .:                                    
gi|425 --DAASWKSKYEAELQAHADEVEELRRKMAQKISEYEEQLEALLNKCSSLEKQKSRLQSE 
            210       220       230       240       250       260   
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 18.5 E():   69 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (36-66:121-151) 
 
          10        20        30        40        50        60      
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
          70        80                                              
2MEPSP VAIRTELTKLGASVE                                              
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (10-18:31-39) 
 
                                    10        20        30          
2MEPSP                      WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                    
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (10-18:31-39) 
 
                                    10        20        30          
2MEPSP                      WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                    
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (10-18:32-40) 
 
                                    10        20        30          
2MEPSP                      WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                    
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
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>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (25-47:90-112) 
 
                     10        20        30        40        50     
2MEPSP       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
           60        70        80                
2MEPSP ASWRVKETERMVAIRTELTKLGASVE                
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (25-56:90-119) 
 
                     10        20        30        40        50     
2MEPSP       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
           60        70        80                  
2MEPSP ASWRVKETERMVAIRTELTKLGASVE                  
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (21-47:44-71) 
 
                         10        20         30        40          
2MEPSP           WTETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
      50        60        70        80                              
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVE                              
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.2 E():   76 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (12-25:41-54) 
 
                                  10        20        30        40  
2MEPSP                    WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
              50        60        70        80                      
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                      
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (26-57:269-300) 
 
                    10        20        30        40        50      
2MEPSP      WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
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gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
          60        70        80                                    
2MEPSP SWRVKETERMVAIRTELTKLGASVE                                    
       .:                                                           
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.2 E():   78 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (12-25:45-58) 
 
                                  10        20        30        40  
2MEPSP                    WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
              50        60        70        80                      
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                      
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (18-32:152-166) 
 
                            10        20        30        40        
2MEPSP              WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                         
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC     
             190       200       210     
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (18-32:152-166) 
 
                            10        20        30        40        
2MEPSP              WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                         
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC     
             190       200       210     
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 45; 28.9% identity (60.5% similar) in 38 aa overlap (40-76:178-215) 
 
      10        20        30        40        50        60          
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
       70        80                                                 
2MEPSP RTELTKLGASVE                                                 
           ..::                                                     
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
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       210       220       230       240       250       260        
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (31-45:1-15) 
 
               10        20        30        40        50        60 
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                                     : . ...: ::::::                
gi|386                               MASSSLVLLVVALFAVFLGTAHGIAKVPPG 
                                             10        20        30 
 
               70        80                                         
2MEPSP ETERMVAIRTELTKLGASVE                                         
                                                                    
gi|386 PNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGR 
               40        50        60        70        80        90 
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 44; 46.2% identity (69.2% similar) in 13 aa overlap (5-17:18-30) 
 
                            10        20        30        40        
2MEPSP              WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                        :..  :::. : :                               
gi|109 MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKGAGPKDN 
               10        20        30        40        50        60 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 44; 46.2% identity (69.2% similar) in 13 aa overlap (5-17:18-30) 
 
                            10        20        30        40        
2MEPSP              WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                        :..  :::. : :                               
gi|811 MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPKGAGPDDN 
               10        20        30        40        50        60 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 46; 23.8% identity (46.0% similar) in 63 aa overlap (10-72:75-133) 
 
                                    10        20        30          
2MEPSP                      WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :  .  .: ::  .  :. .:  :::     
gi|113 ACEAHNIIDKCWRCKADWANNRQALADCAQGFAKGTYGGKHGDVYTVTSDKDDDVANPKE 
           50        60        70        80        90       100     
 
      40        50        60        70        80                    
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                    
        .  ::    : ..   : . . . .. .  ::                            
gi|113 GTLRFA----AAQNRPLWIIFKRNMVIHLNQELVVNSDKTIDGRGVKVNIVNAGLTLMNV 
          110           120       130       140       150       160 
 
gi|113 KNIIIHNINIHDIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDG 
              170       180       190       200       210       220 
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 41; 27.3% identity (63.6% similar) in 33 aa overlap (31-60:91-123) 
 
               10        20        30        40           50        
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV---VALFADGPTAIRDVASW 
                                     .::.:  ...   ..  ::: . :. . :. 
gi|604 DGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
        60        70        80             
2MEPSP RVKETERMVAIRTELTKLGASVE             
       . :                                 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
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              130       140       150      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (24-51:36-63) 
 
                      10        20        30        40        50    
2MEPSP        WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
            60        70        80                                  
2MEPSP VASWRVKETERMVAIRTELTKLGASVE                                  
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.3  bits: 19.3 E():   89 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (43-64:469-490) 
 
             20        30        40        50        60        70   
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
             80 
2MEPSP TKLGASVE 
 
>>gi|45108967|emb|CAF32566.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (5-50:228-271) 
 
                                         10        20        30     
2MEPSP                           WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|451 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
 
              40        50        60        70        80            
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE            
       :  :    .. ..:.::::                                          
gi|451 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|189014266|emb|CAQ55938.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (5-50:228-271) 
 
                                         10        20        30     
2MEPSP                           WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|189 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
       200       210       220       230           240        250   
 
              40        50        60        70        80            
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE            
       :  :    .. ..:.::::                                          
gi|189 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMGSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (5-50:228-271) 
 
                                         10        20        30     
2MEPSP                           WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|451 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
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       200       210       220       230           240        250   
 
              40        50        60        70        80            
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE            
       :  :    .. ..:.::::                                          
gi|451 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
            260       270       280       290       300       310   
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 48; 26.9% identity (61.5% similar) in 52 aa overlap (25-76:90-137) 
 
                     10        20        30        40        50     
2MEPSP       WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.  .:.  ... . .::  ::: . :... 
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVAS-ADGGSIIKST 
      60        70        80        90       100        110         
 
           60        70        80                    
2MEPSP ASWRVKETERMVAIRTELTKLGASVE                    
       ....   :   : :. : .: :                        
gi|444 SNYH---TTGDVEIKEEDVKAGKEKATGLFKLIENYLAANPDACN 
      120          130       140       150       160 
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.1  bits: 19.3 E():   91 
Smith-Waterman score: 47; 30.6% identity (55.1% similar) in 49 aa overlap (5-50:236-279) 
 
                                         10        20        30     
2MEPSP                           WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV 
                                     .:::   :.    .    :.:. .:.   : 
gi|541 DDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPK----KASEGAVDI-INRWQVV 
         210       220       230       240           250        260 
 
              40        50        60        70        80            
2MEPSP AMTLA---VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE            
       :  :    .. ..:.::::                                          
gi|541 APQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNASHCNEMSWIQSIP 
              270       280       290       300       310       320 
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.4 E():   91 
Smith-Waterman score: 40; 53.3% identity (66.7% similar) in 15 aa overlap (33-47:57-71) 
 
             10        20        30        40        50        60   
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  ::: ..::  :                
gi|238 IVGLDGSVWAQSSTFPQLKQEEVKAICNEFDVPNTLAPTGLFLGGEKYMVIQGEPGAVIR 
         30        40        50        60        70        80       
 
             70        80                              
2MEPSP ERMVAIRTELTKLGASVE                              
                                                       
gi|238 GKKGPGGVCIKKTNQALVFGIYNEPVTPGQCNMVVEKLGDYLVEQGM 
         90       100       110       120       130    
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.0  bits: 18.5 E():   91 
Smith-Waterman score: 44; 23.9% identity (52.2% similar) in 67 aa overlap (14-80:87-152) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        
        .  : :  :.    :. . :..:   :.  .  ..:                        
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
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gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.0  bits: 18.5 E():   91 
Smith-Waterman score: 44; 23.9% identity (52.2% similar) in 67 aa overlap (14-80:87-152) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        
        .  : :  :.    :. . :..:   :.  .  ..:                        
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.0  bits: 18.5 E():   91 
Smith-Waterman score: 44; 23.9% identity (52.2% similar) in 67 aa overlap (14-80:87-152) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        
        .  : :  :.    :. . :..:   :.  .  ..:                        
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.0  bits: 18.5 E():   91 
Smith-Waterman score: 44; 23.9% identity (52.2% similar) in 67 aa overlap (14-80:87-152) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        
        .  : :  :.    :. . :..:   :.  .  ..:                        
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.0  bits: 18.5 E():   91 
Smith-Waterman score: 44; 23.9% identity (52.2% similar) in 67 aa overlap (14-80:87-152) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
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            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        
        .  : :  :.    :. . :..:   :.  .  ..:                        
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.0  bits: 18.5 E():   91 
Smith-Waterman score: 44; 23.9% identity (52.2% similar) in 67 aa overlap (14-80:87-152) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        
        .  : :  :.    :. . :..:   :.  .  ..:                        
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.0  bits: 18.5 E():   91 
Smith-Waterman score: 44; 23.9% identity (52.2% similar) in 67 aa overlap (14-80:87-152) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        
        .  : :  :.    :. . :..:   :.  .  ..:                        
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.0  bits: 18.5 E():   91 
Smith-Waterman score: 44; 23.9% identity (52.2% similar) in 67 aa overlap (14-80:87-152) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        
        .  : :  :.    :. . :..:   :.  .  ..:                        
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.0  bits: 18.5 E():   91 
Smith-Waterman score: 44; 23.9% identity (52.2% similar) in 67 aa overlap (14-80:87-152) 
 
                                10        20        30        40    
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2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        
        .  : :  :.    :. . :..:   :.  .  ..:                        
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.0  bits: 18.5 E():   91 
Smith-Waterman score: 44; 23.9% identity (52.2% similar) in 67 aa overlap (14-80:87-152) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            50        60        70        80                        
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE                        
        .  : :  :.    :. . :..:   :.  .  ..:                        
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.0  bits: 15.4 E():   92 
Smith-Waterman score: 33; 33.3% identity (58.3% similar) in 12 aa overlap (1-12:18-29) 
 
                                10        20        30        40    
2MEPSP                  WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                        : ... :  : :                                
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
>>gi|169969|gb|AAA33964.1| glycinin [Glycine max]         (516 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.9  bits: 19.3 E():   93 
Smith-Waterman score: 47; 44.4% identity (61.1% similar) in 18 aa overlap (3-20:288-305) 
 
                                           10        20        30   
2MEPSP                             WTETSVTVTGPPREPFGRKHLKAIDVNMNKMP 
                                     : . : . :::.:   ::             
gi|169 RKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPRRPSHGKHEDDEDEDEEEDQ 
       260       270       280       290       300       310        
 
             40        50        60        70        80             
2MEPSP DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE             
                                                                    
gi|169 PRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRIST 
       320       330       340       350       360       370        
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.9  bits: 16.0 E():   93 
Smith-Waterman score: 35; 29.4% identity (76.5% similar) in 17 aa overlap (51-67:26-42) 
 
               30        40        50        60        70        80 
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     .. ..:  ..: .::.:              
gi|377      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL    
                    10        20        30        40        50      
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 66.9  bits: 19.3 E():   93 
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Smith-Waterman score: 47; 26.8% identity (61.0% similar) in 41 aa overlap (21-60:204-244) 
 
                         10        20        30         40          
2MEPSP           WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
      50        60        70        80                              
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVE                              
       ..  :.::.::                                                  
gi|558 SFGIVVSWQVKLLPVPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFGGT 
           240       250       260       270       280       290    
 
>>gi|132270|sp|P15252.2|REF_HEVBR RecName: Full=Rubber e  (138 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (31-56:94-121) 
 
               10        20        30          40        50         
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA--MTLAVVALFADGPTAIRDVASWR 
                                     .: ..   .. ::. .  .: : :..::   
gi|132 LYNRFSYIPNGALKFVDSTVVASVTIIDRSLPPIVKDASIQVVSAIRAAPEAARSLASSL 
            70        80        90       100       110       120    
 
       60        70        80 
2MEPSP VKETERMVAIRTELTKLGASVE 
                              
gi|132 PGQTKILAKVFYGEN        
           130                
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 66.6  bits: 14.9 E():   97 
Smith-Waterman score: 31; 40.0% identity (70.0% similar) in 10 aa overlap (20-29:5-14) 
 
               10        20        30        40        50        60 
2MEPSP WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                          ::. . : .:                                
gi|527                TDPGHLQDVXVAINDPKXGVFVNRK                     
                              10        20                          
 
>>gi|4588118|gb|AAD25995.1|AF098517_1 alkaline serine pr  (457 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.3  bits: 19.0 E(): 1e 
Smith-Waterman score: 46; 18.8% identity (68.8% similar) in 32 aa overlap (26-57:409-440) 
 
                    10        20        30        40        50      
2MEPSP      WTETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|458 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      380       390       400       410       420       430         
 
          60        70        80 
2MEPSP SWRVKETERMVAIRTELTKLGASVE 
       .:                        
gi|458 AWNGGGSSNYTDIVAQGGY       
      440       450              
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:01 2011 done: Tue Apr 19 10:58:01 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>2MEPSPS: 301  - 380 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     7     8:==* 
  34    15    22:=====  * 
  36    51    44:==============*== 
  38    56    73:===================     * 
  40    90   102:==============================   * 
  42    98   125:=================================        * 
  44   123   138:=========================================    * 
  46   160   140:==============================================*======= 
  48   143   134:============================================*=== 
  50   129   122:========================================*== 
  52   121   108:===================================*===== 
  54   125    92:==============================*=========== 
  56    83    77:=========================*== 
  58    44    63:===============     * 
  60    24    51:========        * 
  62    42    41:=============* 
  64    24    33:========  * 
  66    24    26:========* 
  68    26    20:======*== 
  70    12    16:==== * 
  72     9    12:===* 
  74    21    10:===*=== 
  76    10     8:==*= 
  78     9     6:=*= 
  80    12     5:=*== 
  82     5     3:*= 
  84     2     3:* 
  86     4     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     3     1:*         :*== 
  94    12     1:*===      :*=========== 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.99380.0033; mu= 0.2416 0.171 
 mean_var=40.158910.403, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.202387 
 Kolmogorov-Smirnov  statistic: 0.0479 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 23.9     1.1 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.1     2.1 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 22.5     2.7 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9738

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 22.5     3.1 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 22.5     3.1 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 22.5     3.1 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 22.5     3.1 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 22.5     3.1 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 22.5     3.1 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 22.5     3.1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 22.5     3.1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 22.5     3.1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 22.5     3.1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 22.5     3.1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 22.5     3.1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 22.5     3.1 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 22.5     3.1 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 21.6     5.7 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 22.8     6.5 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 21.0       8 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 21.0       8 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   57 22.0       9 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   57 22.0     9.1 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 22.7     9.2 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.2      12 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   54 21.1      14 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   54 21.1      14 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   54 21.1      14 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.4      15 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.1      16 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   53 20.9      16 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 21.8      16 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 21.8      16 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 21.8      17 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   55 21.3      17 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 21.8      17 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 21.8      17 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   53 20.8      18 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   54 21.1      18 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   53 20.8      18 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   53 20.8      18 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   53 20.8      18 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.8      18 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.8      18 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 21.5      20 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   53 20.8      20 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.6      21 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   52 20.5      21 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.6      22 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   46 19.1      24 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 19.1      24 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.6      25 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 20.0      25 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 20.0      26 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 19.5      28 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.8      29 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.8      29 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 20.9      29 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 15.4      30 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.2      30 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.4      33 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   50 19.9      34 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   50 19.9      34 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   50 19.9      34 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   50 19.9      34 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   50 19.9      34 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   50 19.9      34 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   50 19.9      34 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   50 19.9      34 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   50 19.9      34 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   50 19.9      34 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.2      34 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.8      34 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 18.0      35 
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gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   55 21.1      35 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   55 21.1      35 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   44 18.5      36 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.4      37 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 19.7      39 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.5      40 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   49 19.7      41 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   49 19.7      41 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.7      42 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.7      45 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.7      45 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 16.3      45 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.1      45 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   48 19.4      48 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 19.8      49 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 18.9      50 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 20.1      51 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   42 17.9      53 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.4      55 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.4      55 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.4      55 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.4      55 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 19.8      57 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.0      58 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 18.8      60 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.6      62 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.3      65 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.1      67 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.1      67 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.1      67 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.1      67 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.1      67 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.1      67 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.1      67 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.8      69 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.8      69 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.1      72 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 18.8      72 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.3      73 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.8      74 
gi|170734|gb|AAA34287.1| gamma gliadin B-III [Trit ( 244)   45 18.5      75 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.1      75 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.5      78 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.8      79 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   31 15.1      80 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.6      80 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.8      81 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.3      81 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.5      82 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.8      82 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.8      82 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.0      84 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.5      84 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.5      84 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.5      84 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   46 18.7      85 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   35 16.1      86 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.0      88 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 18.5      88 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   45 18.5      89 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.0      90 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   48 19.2      90 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.4      91 
gi|52783176|sp|P84160.1|NLTP_CITLI RecName: Full=N (  20)   29 14.6      91 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.0      93 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.0      93 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 17.3      93 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   45 18.5      93 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   50 19.7      96 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.5      96 
gi|238886048|gb|ACR77509.1| Che a 2 pollen allerge ( 133)   40 17.3      98 
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gi|32363465|sp||P82946_2 [Segment 2 of 4] Major po (  11)   25 13.6      99 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.2      99 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 101.5  bits: 23.9 E():  1.1 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (8-50:59-96) 
 
                                      10        20        30        
2MEPSP                        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        40        50        60        70        80                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                  
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (8-50:59-96) 
 
                                      10        20        30        
2MEPSP                        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        40        50        60        70        80                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 94.6  bits: 22.5 E():  2.7 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (7-30:85-109) 
 
                                       10         20        30      
2MEPSP                         TETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
          40        50        60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                                                     
gi|668 TTGAFQRIPRSSFANNPRLGRKC                       
          120       130                              
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.6  bits: 22.5 E():  3.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (8-50:59-96) 
 
                                      10        20        30        
2MEPSP                        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        40        50        60        70        80                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.6  bits: 22.5 E():  3.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (8-50:59-96) 
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                                      10        20        30        
2MEPSP                        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        40        50        60        70        80                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.6  bits: 22.5 E():  3.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (8-50:59-96) 
 
                                      10        20        30        
2MEPSP                        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        40        50        60        70        80                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.6  bits: 22.5 E():  3.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (8-50:59-96) 
 
                                      10        20        30        
2MEPSP                        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        40        50        60        70        80                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.6  bits: 22.5 E():  3.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (8-50:59-96) 
 
                                      10        20        30        
2MEPSP                        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        40        50        60        70        80                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.6  bits: 22.5 E():  3.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (8-50:59-96) 
 
                                      10        20        30        
2MEPSP                        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        40        50        60        70        80                  
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2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.6  bits: 22.5 E():  3.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (8-50:59-96) 
 
                                      10        20        30        
2MEPSP                        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        40        50        60        70        80                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.6  bits: 22.5 E():  3.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (8-50:59-96) 
 
                                      10        20        30        
2MEPSP                        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        40        50        60        70        80                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.6  bits: 22.5 E():  3.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (8-50:59-96) 
 
                                      10        20        30        
2MEPSP                        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        40        50        60        70        80                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.6  bits: 22.5 E():  3.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (8-50:59-96) 
 
                                      10        20        30        
2MEPSP                        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        40        50        60        70        80                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                  
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.6  bits: 22.5 E():  3.1 
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Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (8-50:59-96) 
 
                                      10        20        30        
2MEPSP                        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        40        50        60        70        80                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.6  bits: 22.5 E():  3.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (8-50:59-96) 
 
                                      10        20        30        
2MEPSP                        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        40        50        60        70        80                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.6  bits: 22.5 E():  3.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (8-50:59-96) 
 
                                      10        20        30        
2MEPSP                        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        40        50        60        70        80                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.6  bits: 22.5 E():  3.1 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (8-50:59-96) 
 
                                      10        20        30        
2MEPSP                        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
        40        50        60        70        80                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 88.9  bits: 21.6 E():  5.7 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (8-50:59-96) 
 
                                      10        20        30        
2MEPSP                        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
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        40        50        60        70        80                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 87.9  bits: 22.8 E():  6.5 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (13-56:269-312) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 86.2  bits: 21.0 E():    8 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (8-50:59-103) 
 
                                      10        20          30      
2MEPSP                        TETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
          40        50        60        70        80            
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE            
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 86.2  bits: 21.0 E():    8 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (8-50:59-103) 
 
                                      10        20          30      
2MEPSP                        TETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
          40        50        60        70        80            
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE            
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 85.4  bits: 22.0 E():    9 
Smith-Waterman score: 57; 24.7% identity (56.8% similar) in 81 aa overlap (7-80:168-240) 
 
                                       10           20        30    
2MEPSP                         TETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
            40        50            60        70        80          
2MEPSP AMTLAVVALFADGPTAIRDVASWR----VKETERMVAIRTELTKLGASVEE          
       . : .. :.  : : ..  ..  .    .   ...::.  .  :.: ..:.          
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEK--KIGKTLEKIYVPEEKLL 
           200         210       220       230         240          
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gi|107 KDIQESPIPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
     250       260       270       280       290       300         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 85.2  bits: 22.0 E():  9.1 
Smith-Waterman score: 57; 26.5% identity (54.4% similar) in 68 aa overlap (13-80:112-178) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    :.:. :..:   :.  .  ..::                       
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|330 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 85.2  bits: 22.7 E():  9.2 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (13-56:399-442) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 82.9  bits: 20.2 E():   12 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (6-44:20-59) 
 
                              10        20         30        40     
2MEPSP               TETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                          .. : ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
           50        60        70        80                         
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                         
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.7  bits: 21.1 E():   14 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (9-80:72-142) 
 
                                     10        20        30         
2MEPSP                       TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
       40        50        60        70        80                   
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                   
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
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              170       180       190       200       210       220 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.7  bits: 21.1 E():   14 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (9-80:72-142) 
 
                                     10        20        30         
2MEPSP                       TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
       40        50        60        70        80                   
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                   
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.7  bits: 21.1 E():   14 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (9-80:72-142) 
 
                                     10        20        30         
2MEPSP                       TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
       40        50        60        70        80                   
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                   
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.3  bits: 21.4 E():   15 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (32-80:131-179) 
 
              10        20        30        40        50        60  
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
              70        80                                          
2MEPSP ERMVAIRTELTKLGASVEE                                          
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.0  bits: 20.1 E():   16 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (8-50:59-96) 
 
                                      10        20        30        
2MEPSP                        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
        40        50        60        70        80                  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                  
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
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>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 80.8  bits: 20.9 E():   16 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (13-80:58-124) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
gi|422 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
        150       160       170       180       190       200       
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 80.7  bits: 21.8 E():   16 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (16-32:399-415) 
 
                              10        20        30        40      
2MEPSP                TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
          50        60        70        80                          
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                          
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 80.6  bits: 21.8 E():   16 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (16-32:402-418) 
 
                              10        20        30        40      
2MEPSP                TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
          50        60        70        80                          
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                          
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 80.6  bits: 21.8 E():   17 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (16-32:403-419) 
 
                              10        20        30        40      
2MEPSP                TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
          50        60        70        80                          
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                          
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 80.4  bits: 21.3 E():   17 
Smith-Waterman score: 55; 26.5% identity (52.9% similar) in 68 aa overlap (13-80:173-239) 
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                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
             270       280       290       300       310       320  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (16-32:422-438) 
 
                              10        20        30        40      
2MEPSP                TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
          50        60        70        80                          
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                          
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (16-32:422-438) 
 
                              10        20        30        40      
2MEPSP                TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
          50        60        70        80                          
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                          
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 80.1  bits: 20.8 E():   18 
Smith-Waterman score: 53; 25.0% identity (52.8% similar) in 72 aa overlap (9-80:72-142) 
 
                                     10        20        30         
2MEPSP                       TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
       40        50        60        70        80                   
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                   
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 LKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 79.9  bits: 21.1 E():   18 
Smith-Waterman score: 54; 26.5% identity (51.5% similar) in 68 aa overlap (13-80:114-180) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9749

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    ..:. :..:   :.  .  . ::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
            210       220       230       240       250       260   
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.8  bits: 20.8 E():   18 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (13-80:84-150) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
gi|295 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
            180       190       200       210       220       230   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.8  bits: 20.8 E():   18 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (13-80:86-152) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|109 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.8  bits: 20.8 E():   18 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (13-80:86-152) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|239 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
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>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (13-80:87-153) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (13-80:87-153) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.2  bits: 21.5 E():   20 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (24-56:407-439) 
 
                      10        20        30        40        50    
2MEPSP        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
            60        70        80                                  
2MEPSP ASWRVKETERMVAIRTELTKLGASVEE                                  
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.9  bits: 20.8 E():   20 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (13-80:112-178) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|398 AGVQPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|398 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
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gi|398 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.7  bits: 18.6 E():   21 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (43-66:15-38) 
 
             20        30        40        50        60        70   
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
             80                    
2MEPSP KLGASVEE                    
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 78.6  bits: 20.5 E():   21 
Smith-Waterman score: 52; 25.0% identity (54.4% similar) in 68 aa overlap (13-80:75-141) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|134 AIVPPADKYRTFVATFGAASNKAFAEGLSGEPKGGAESSSKAALTSKL-DAAYKLAYKTA 
           50        60        70        80        90        100    
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|134 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
           110       120       130       140       150       160    
 
gi|134 ATAANAAPANDKFTVFEAAFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
           170       180       190       200       210       220    
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.5  bits: 18.6 E():   22 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (43-66:17-40) 
 
             20        30        40        50        60        70   
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
             80                    
2MEPSP KLGASVEE                    
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.7  bits: 19.1 E():   24 
Smith-Waterman score: 46; 27.3% identity (52.7% similar) in 55 aa overlap (18-66:2-56) 
 
               10        20           30           40        50     
2MEPSP TETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVA 
                        ::: :   . .  :  :   ::  .:. :.. ::     . .: 
gi|833                 MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIA 
                               10        20        30        40     
 
           60        70        80                                   
2MEPSP SWRVKETERMVAIRTELTKLGASVEE                                   
         . :. ....:                                                 
gi|833 ELEGKDLQELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDED 
           50        60        70        80        90       100     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
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 initn:  40 init1:  40 opt:  46  Z-score: 77.5  bits: 19.1 E():   24 
Smith-Waterman score: 46; 25.4% identity (54.2% similar) in 59 aa overlap (18-70:2-60) 
 
               10        20           30           40        50     
2MEPSP TETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVA 
                        ::: :   . .. :  :   ::  .:  :.. ::.    . .. 
gi|117                 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLIS 
                               10        20        30        40     
 
           60        70        80                                   
2MEPSP SWRVKETERMVAIRTELTKLGASVEE                                   
         . :. ....:  .:                                             
gi|117 ELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESD 
           50        60        70        80        90       100     
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.4  bits: 18.6 E():   25 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (43-66:26-49) 
 
             20        30        40        50        60        70   
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
             80                    
2MEPSP KLGASVEE                    
                                   
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 77.2  bits: 20.0 E():   25 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (6-44:124-163) 
 
                                         10        20         30    
2MEPSP                          TETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
            40        50        60        70        80              
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE              
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 77.0  bits: 20.0 E():   26 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (6-44:127-166) 
 
                                         10        20         30    
2MEPSP                          TETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
            40        50        60        70        80              
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE              
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.4  bits: 19.5 E():   28 
Smith-Waterman score: 48; 29.6% identity (54.9% similar) in 71 aa overlap (13-77:96-160) 
 
                                 10        20         30            
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
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          70        80        90       100       110       120      
 
         40        50        60        70        80                
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                
        ::.. . ::    . :.  .: . :.  ..  :.  ::.:                   
gi|501 TAVTS-WLDG----KHVVFGEVAD-EKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130            140        150       160       170         
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 76.3  bits: 18.8 E():   29 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (18-70:2-60) 
 
               10        20           30           40        50     
2MEPSP TETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVA 
                        ::: :   . .. :  :   ::  .:. :.. ::     . .. 
gi|461                 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLIS 
                               10        20        30        40     
 
           60        70        80                                   
2MEPSP SWRVKETERMVAIRTELTKLGASVEE                                   
         . :. ....:  .:                                             
gi|461 ELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMG 
           50        60        70        80        90       100     
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 76.3  bits: 18.8 E():   29 
Smith-Waterman score: 45; 25.4% identity (54.2% similar) in 59 aa overlap (18-70:2-60) 
 
               10        20           30           40        50     
2MEPSP TETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVA 
                        ::: :   . .. :  :   ::  .:. :.. ::     . .. 
gi|416                 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLIS 
                               10        20        30        40     
 
           60        70        80                                   
2MEPSP SWRVKETERMVAIRTELTKLGASVEE                                   
         . :. ....:  .:                                             
gi|416 ELEGKDIQQLIAEGSEKLASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMG 
           50        60        70        80        90       100     
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 76.2  bits: 20.9 E():   29 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (9-44:390-426) 
 
                                     10         20         30       
2MEPSP                       TETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
         40        50        60        70        80                 
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                 
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 75.9  bits: 15.4 E():   30 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (4-10:2-8) 
 
               10        20        30        40        50        60 
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 
          ..:. ::                                                   
gi|250   PTITIGGPEYR                                                
                 10                                                 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (2-53:7-57) 
 
                    10        20        30        40        50      
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2MEPSP      TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
             :: .: . :: . : :  : . ..  .  : .  .. ..     :: .:. .   
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEG-NGGPGTIKKICF 
               10        20        30        40         50          
 
          60        70        80                                    
2MEPSP WRVKETERMVAIRTELTKLGASVEE                                    
                                                                    
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.2  bits: 20.4 E():   33 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (11-50:161-200) 
 
                                   10        20        30        40 
2MEPSP                     TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
               50        60        70        80                     
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                     
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (13-80:87-153) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (13-80:87-153) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (13-80:87-153) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
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                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (13-80:87-153) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (13-80:87-153) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (13-80:87-153) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
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 initn:  47 init1:  47 opt:  50  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (13-80:87-153) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (13-80:87-153) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (13-80:87-153) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (13-80:87-153) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
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gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.9  bits: 19.2 E():   34 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (25-46:68-88) 
 
                     10        20        30        40        50     
2MEPSP       TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
           60        70        80                                   
2MEPSP SWRVKETERMVAIRTELTKLGASVEE                                   
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.8  bits: 17.8 E():   34 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (27-50:1-24) 
 
               10        20        30        40        50        60 
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 
                                 : :. .::  : . :.:  . :.:           
gi|291                           MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKF 
                                         10        20        30     
 
               70        80            
2MEPSP TERMVAIRTELTKLGASVEE            
                                       
gi|291 HVEGEVYCNVCHSRNLINELSERMAGAQVQL 
           40        50        60      
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.7  bits: 18.0 E():   35 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (49-66:28-45) 
 
       20        30        40        50        60        70         
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
       80                    
2MEPSP EE                    
                             
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 74.7  bits: 21.1 E():   35 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (7-60:79-135) 
 
                                       10        20        30       
2MEPSP                         TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|283 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
         40        50           60        70        80              
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEE              
       :  .  ::.   ..  .: :   ::.:                                  
gi|283 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 74.7  bits: 21.1 E():   35 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (7-60:79-135) 
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                                       10        20        30       
2MEPSP                         TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|289 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
         40        50           60        70        80              
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEE              
       :  .  ::.   ..  .: :   ::.:                                  
gi|289 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.3  bits: 18.5 E():   36 
Smith-Waterman score: 44; 25.5% identity (54.5% similar) in 55 aa overlap (18-66:2-56) 
 
               10        20           30           40        50     
2MEPSP TETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVA 
                        ::: :   . .. :  :   ::  .:  :.. ::.    . .. 
gi|185                 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLIS 
                               10        20        30        40     
 
           60        70        80                                   
2MEPSP SWRVKETERMVAIRTELTKLGASVEE                                   
         . :. ....:                                                 
gi|185 ELEGKDINELIASGPEKLASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESD 
           50        60        70        80        90       100     
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 74.2  bits: 20.4 E():   37 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (23-80:297-354) 
 
                       10        20        30        40        50   
2MEPSP         TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
                60        70        80                              
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEE                              
         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 73.9  bits: 19.7 E():   39 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (6-39:170-204) 
 
                                         10        20         30    
2MEPSP                          TETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
            40        50        60        70        80              
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE              
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.7  bits: 18.5 E():   40 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (10-42:38-75) 
 
                                    10             20        30     
2MEPSP                      TETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
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gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
           40        50        60        70        80         
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE         
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.4  bits: 19.7 E():   41 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (13-80:87-153) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.4  bits: 19.7 E():   41 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (13-80:87-153) 
 
                                 10        20        30        40   
2MEPSP                   TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             50        60        70        80                       
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                       
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.2  bits: 18.7 E():   42 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (31-77:38-82) 
 
               10        20        30        40         50          
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
      60        70         80                                       
2MEPSP ETERMVAIRTE-LTKLGASVEE                                       
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.8  bits: 17.7 E():   45 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (20-49:41-70) 
 
                          10        20        30        40          
2MEPSP            TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
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               20        30        40        50        60        70 
 
      50        60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEE 
                                       
gi|453 CSPKWLQLLVP                     
               80                      
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (41-62:22-43) 
 
               20        30        40        50        60        70 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
               80                                                   
2MEPSP LTKLGASVEE                                                   
                                                                    
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 72.7  bits: 16.3 E():   45 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (20-50:2-30) 
 
               10        20         30        40        50          
2MEPSP TETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
                          .::. : : .. :     ..  :  .::::..          
gi|122                   MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV          
                                 10           20        30          
 
      60        70        80 
2MEPSP ETERMVAIRTELTKLGASVEE 
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.6  bits: 19.1 E():   45 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (25-46:116-136) 
 
                     10        20        30        40        50     
2MEPSP       TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
           60        70        80                                   
2MEPSP SWRVKETERMVAIRTELTKLGASVEE                                   
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 48; 23.6% identity (52.8% similar) in 72 aa overlap (9-80:72-142) 
 
                                     10        20        30         
2MEPSP                       TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. ..:. :: 
gi|168 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKGALTSKL-EAAYKLA 
              50        60        70        80        90        100 
 
       40        50        60        70        80                   
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                   
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|168 YKTSEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQFIEKVDSA 
              110       120       130       140       150       160 
 
gi|168 LKVAATAANAAAANDKFTVFEAAFNHAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
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>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.0  bits: 19.8 E():   49 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (6-44:291-330) 
 
                                         10        20         30    
2MEPSP                          TETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
            40        50        60        70        80              
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE              
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.9  bits: 18.9 E():   50 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (21-55:72-112) 
 
                         10        20        30              40     
2MEPSP           TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
           50        60        70        80                         
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                         
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 71.7  bits: 20.1 E():   51 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (25-68:343-385) 
 
                     10        20        30        40        50     
2MEPSP       TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
            60        70        80                                  
2MEPSP ASWRVKETERMVAIRTELTKLGASVEE                                  
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (32-66:22-56) 
 
              10        20        30        40        50        60  
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  .:. :.. ::     . .:  . :.  
gi|668          MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDL 
                        10        20        30        40        50  
 
              70        80                                          
2MEPSP ERMVAIRTELTKLGASVEE                                          
       ....:                                                        
gi|668 QELIAEGSTKLASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (24-79:90-149) 
 
                      10        20        30        40        50    
2MEPSP        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
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                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                  60        70        80           
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEE           
       .: ...:     ..:.: . .    ::  .::            
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (24-79:90-149) 
 
                      10        20        30        40        50    
2MEPSP        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                  60        70        80           
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEE           
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (24-79:90-149) 
 
                      10        20        30        40        50    
2MEPSP        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                  60        70        80           
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEE           
       .: ...:     ..:.: . .    ::  .::            
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (24-79:90-149) 
 
                      10        20        30        40        50    
2MEPSP        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                  60        70        80           
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEE           
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.8  bits: 19.8 E():   57 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (6-44:6-45) 
 
                10        20         30        40        50         
2MEPSP TETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
            .. : ::  : .:.: . .. .: . . ::   : :  : :               
gi|223 INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKA 
               10        20         30        40        50          
 
       60        70        80                                       
2MEPSP KETERMVAIRTELTKLGASVEE                                       
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gi|223 LYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALFGLSRAARNLQDDL 
      60        70        80        90       100       110          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.6  bits: 20.0 E():   58 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (16-32:430-446) 
 
                              10        20        30        40      
2MEPSP                TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
          50        60        70        80                          
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                          
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 18.8 E():   60 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (6-19:15-28) 
 
                        10        20        30        40        50  
2MEPSP          TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                     : . :::.:   ::                                 
gi|169 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG 
               10        20        30        40        50        60 
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.6 E():   62 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (17-32:152-167) 
 
                             10        20        30        40       
2MEPSP               TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
         50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                                          
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC        
             190       200                
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.7  bits: 19.3 E():   65 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (25-80:269-325) 
 
                     10        20        30        40        50     
2MEPSP       TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
           60        70         80                                  
2MEPSP SWRVKETERMVAIRTELT-KLGASVEE                                  
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (24-55:89-118) 
 
                      10        20        30        40        50    
2MEPSP        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
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            60        70        80                 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEE                 
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (24-46:90-112) 
 
                      10        20        30        40        50    
2MEPSP        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
            60        70        80               
2MEPSP ASWRVKETERMVAIRTELTKLGASVEE               
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (24-55:90-119) 
 
                      10        20        30        40        50    
2MEPSP        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
            60        70        80                 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEE                 
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (24-55:90-119) 
 
                      10        20        30        40        50    
2MEPSP        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            60        70        80                 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEE                 
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (24-55:90-119) 
 
                      10        20        30        40        50    
2MEPSP        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            60        70        80                 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEE                 
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
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 initn:  38 init1:  38 opt:  43  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (24-55:90-119) 
 
                      10        20        30        40        50    
2MEPSP        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            60        70        80                 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEE                 
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (24-55:90-119) 
 
                      10        20        30        40        50    
2MEPSP        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            60        70        80                 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEE                 
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (33-49:8-26) 
 
             10        20        30        40          50        60 
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
               70        80                                         
2MEPSP TERMVAIRTELTKLGASVEE                                         
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (33-49:8-26) 
 
             10        20        30        40          50        60 
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
               70        80                                         
2MEPSP TERMVAIRTELTKLGASVEE                                         
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.1 E():   72 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (17-32:43-58) 
 
                             10        20        30        40       
2MEPSP               TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
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             20        30        40        50        60        70   
 
         50        60        70        80                           
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEE                           
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 46; 23.1% identity (50.8% similar) in 65 aa overlap (18-80:76-140) 
 
                            10        20        30          40      
2MEPSP              TETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAMTLAVVALFAD 
                                     .: . .  . . .:  :.:...:  :  .  
gi|481 EDINVGFKAAVAARQRPAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGA 
          50        60        70        80        90       100      
 
          50        60        70        80                          
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                          
        : :  :     . :. :..:   :.  .   .::                          
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 68.8  bits: 19.3 E():   73 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (6-44:291-330) 
 
                                         10        20         30    
2MEPSP                          TETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
            40        50        60        70        80              
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE              
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.8 E():   74 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (29-47:2-20) 
 
               10        20        30        40        50        60 
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 
                                   :.  .:... :::. :.::              
gi|157                            MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPA 
                                          10        20        30    
 
               70        80                                         
2MEPSP TERMVAIRTELTKLGASVEE                                         
                                                                    
gi|157 VQAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQAS 
            40        50        60        70        80        90    
 
>>gi|170734|gb|AAA34287.1| gamma gliadin B-III [Triticum  (244 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.6  bits: 18.5 E():   75 
Smith-Waterman score: 45; 23.5% identity (61.8% similar) in 34 aa overlap (1-33:43-76) 
 
                                             10         20          
2MEPSP                               TETSVTVTGPPRE-PFGRKHLKAIDVNMNK 
                                     : :..  .: :   :: ... .  .. ... 
gi|170 FLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQQQQQHQQLAQQQ 
             20        30        40        50        60        70   
 
      30        40        50        60        70        80          
2MEPSP MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE          
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       .: :                                                         
gi|170 IPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQ 
             80        90       100       110       120       130   
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (18-51:110-145) 
 
                            10        20        30             40   
2MEPSP              TETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
             50        60        70        80   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE   
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.3  bits: 18.5 E():   78 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (9-17:14-22) 
 
                    10        20        30        40        50      
2MEPSP      TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
                    :::. : :.                                       
gi|898 ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDNGGGCGYKDV 
               10        20        30        40        50        60 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (32-80:113-161) 
 
              10        20        30        40        50        60  
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
              70        80                                          
2MEPSP ERMVAIRTELTKLGASVEE                                          
        :..:   :.  .  ..::                                          
gi|441 LRVIAGALEVHAVKPATEEVPAAKIPTGELQIVDKIDAAFKIAATAANAAPTNDKFTVFE 
            150       160       170       180       190       200   
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 68.1  bits: 15.1 E():   80 
Smith-Waterman score: 31; 40.0% identity (70.0% similar) in 10 aa overlap (19-28:5-14) 
 
               10        20        30        40        50        60 
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 
                         ::. . : .:                                 
gi|527               TDPGHLQDVXVAINDPKXGVFVNRK                      
                             10        20                           
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (20-46:44-71) 
 
                          10        20         30        40         
2MEPSP            TETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
       50        60        70        80                             
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEE                             
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
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>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (32-80:125-173) 
 
              10        20        30        40        50        60  
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
              70        80                                          
2MEPSP ERMVAIRTELTKLGASVEE                                          
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKATPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
          160       170       180       190       200       210     
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (35-65:121-151) 
 
           10        20        30        40        50        60     
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
           70        80                                             
2MEPSP VAIRTELTKLGASVEE                                             
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (9-17:25-33) 
 
                               10        20        30        40     
2MEPSP                 TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                         
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (24-46:90-112) 
 
                      10        20        30        40        50    
2MEPSP        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
            60        70        80               
2MEPSP ASWRVKETERMVAIRTELTKLGASVEE               
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (24-55:90-119) 
 
                      10        20        30        40        50    
2MEPSP        TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
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                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
            60        70        80                 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEE                 
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (38-56:15-35) 
 
        10        20        30        40          50        60      
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
          70        80                                              
2MEPSP AIRTELTKLGASVEE                                              
                                                                    
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (9-17:31-39) 
 
                                     10        20        30         
2MEPSP                       TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                   
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (9-17:31-39) 
 
                                     10        20        30         
2MEPSP                       TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                   
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (9-17:32-40) 
 
                                     10        20        30         
2MEPSP                       TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                   
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gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 46; 26.5% identity (55.1% similar) in 49 aa overlap (32-80:101-149) 
 
              10        20        30        40        50        60  
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
              70        80                                          
2MEPSP ERMVAIRTELTKLGASVEE                                          
        :..:   :.  .  ..::                                          
gi|249 LRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAPANDKFTVFEGA 
              140       150       160       170       180       190 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.5  bits: 16.1 E():   86 
Smith-Waterman score: 35; 29.4% identity (76.5% similar) in 17 aa overlap (50-66:26-42) 
 
      20        30        40        50        60        70          
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     .. ..:  ..: .::.:              
gi|377      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL    
                    10        20        30        40        50      
 
      80 
2MEPSP E 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.0 E():   88 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (11-24:41-54) 
 
                                   10        20        30        40 
2MEPSP                     TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
               50        60        70        80                     
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                     
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (32-80:93-141) 
 
              10        20        30        40        50        60  
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
              70        80                                          
2MEPSP ERMVAIRTELTKLGASVEE                                          
        :..:   :.  .   .::                                          
gi|168 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
            130       140       150       160       170       180   
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.5 E():   89 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (32-80:96-144) 
 
              10        20        30        40        50        60  
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
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gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
              70        80                                          
2MEPSP ERMVAIRTELTKLGASVEE                                          
        :..:   :.  .   .::                                          
gi|285 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
         130       140       150       160       170       180      
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.0 E():   90 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (11-24:45-58) 
 
                                   10        20        30        40 
2MEPSP                     TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
               50        60        70        80                     
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE                     
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 67.1  bits: 19.2 E():   90 
Smith-Waterman score: 48; 23.8% identity (58.7% similar) in 63 aa overlap (18-80:315-376) 
 
                            10        20        30        40        
2MEPSP              TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
                                     ...: ..:....  ..:  :.   ..:    
gi|845 ALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEA-EAAALLGGKRVIAKLE 
          290       300       310       320        330       340    
 
        50        60        70        80                            
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEE                            
       : :::. .   .::.:    .. : :    ..:                            
gi|845 TRIRDLETALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMN 
           350       360       370       380       390       400    
 
gi|845 IQKRQLGEAESFTMANIQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASA 
           410       420       430       440       450       460    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.1  bits: 19.4 E():   91 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (47-59:336-348) 
 
         20        30        40        50        60        70       
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
         80                                                         
2MEPSP SVEE                                                         
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|52783176|sp|P84160.1|NLTP_CITLI RecName: Full=Non-s  (20 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 67.0  bits: 14.6 E():   91 
Smith-Waterman score: 29; 53.8% identity (53.8% similar) in 13 aa overlap (7-17:6-18) 
 
               10          20        30        40        50         
2MEPSP TETSVTVTGP--PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
             :::   :  :: :                                          
gi|527  ITCGQVTGSLAPXIPFLRTG                                        
                10        20                                        
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (17-31:152-166) 
 
                             10        20        30        40       
2MEPSP               TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
         50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                                          
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC      
             190       200       210      
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (17-31:152-166) 
 
                             10        20        30        40       
2MEPSP               TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
         50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                                          
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC      
             190       200       210      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.3 E():   93 
Smith-Waterman score: 40; 28.6% identity (64.3% similar) in 28 aa overlap (23-50:36-63) 
 
                       10        20        30        40        50   
2MEPSP         TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  ::   
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAIDI 
          10        20        30        40        50        60      
 
             60        70        80                                 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEE                                 
                                                                    
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDGE 
          70        80        90       100       110       120      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.8  bits: 18.5 E():   93 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (32-80:107-155) 
 
              10        20        30        40        50        60  
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
              70        80                                          
2MEPSP ERMVAIRTELTKLGASVEE                                          
        :..:   :.  .   .::                                          
gi|330 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
        140       150       160       170       180       190       
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 66.7  bits: 19.7 E():   96 
Smith-Waterman score: 50; 23.6% identity (54.5% similar) in 55 aa overlap (20-74:178-227) 
 
                          10        20        30        40          
2MEPSP            TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :... :....  .. . :      :.:    
gi|425 QQLEDTRHRLEEEERKRASLENHAHTLEVELESLKVQLDEESEARLELERQLTKANG--- 
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       150       160       170       180       190       200        
 
      50        60        70        80                              
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEE                              
         :.:::. :   .. :   :. .:                                    
gi|425 --DAASWKSKYEAELQAHADEVEELRRKMAQKISEYEEQLEALLNKCSSLEKQKSRLQSE 
            210       220       230       240       250       260   
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 41; 27.3% identity (63.6% similar) in 33 aa overlap (30-59:91-123) 
 
                10        20        30           40        50       
2MEPSP  TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAV---VALFADGPTAIRDVASW 
                                     .::.:  ...   ..  ::: . :. . :. 
gi|604 DGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
         60        70        80            
2MEPSP RVKETERMVAIRTELTKLGASVEE            
       . :                                 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|238886048|gb|ACR77509.1| Che a 2 pollen allergen [C  (133 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.3 E():   98 
Smith-Waterman score: 40; 53.3% identity (66.7% similar) in 15 aa overlap (32-46:57-71) 
 
              10        20        30        40        50        60  
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  ::: ..::  :                
gi|238 IVGLDGSVWAQSSTFPQLKQEEVKAICNEFDVPNTLAPTGLFLGGEKYMVIQGEPGAVIR 
         30        40        50        60        70        80       
 
              70        80                             
2MEPSP ERMVAIRTELTKLGASVEE                             
                                                       
gi|238 GKKGPGGVCIKKTNQALVFGIYNEPVTPGQCNMVVEKLGDYLVEQGM 
         90       100       110       120       130    
 
>>gi|32363465|sp||P82946_2 [Segment 2 of 4] Major pollen  (11 aa) 
 initn:  25 init1:  25 opt:  25  Z-score: 66.4  bits: 13.6 E():   99 
Smith-Waterman score: 25; 33.3% identity (66.7% similar) in 9 aa overlap (11-19:3-11) 
 
               10        20        30        40        50        60 
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 
                 : . :: ..                                          
gi|323         VDPTDYFGNEQ                                          
                       10                                           
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 18.2 E():   99 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (30-44:1-15) 
 
               10        20        30        40        50        60 
2MEPSP TETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 
                                    : . ...: ::::::                 
gi|386                              MASSSLVLLVVALFAVFLGTAHGIAKVPPGP 
                                            10        20        30  
 
               70        80                                         
2MEPSP TERMVAIRTELTKLGASVEE                                         
                                                                    
gi|386 NITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGRG 
              40        50        60        70        80        90  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
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 start: Tue Apr 19 10:58:01 2011 done: Tue Apr 19 10:58:01 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 302  - 381 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     6     8:==* 
  34    17    22:====== * 
  36    52    44:==============*=== 
  38    50    73:=================       * 
  40    83   102:============================     * 
  42   100   125:==================================       * 
  44   133   138:=============================================* 
  46   166   140:==============================================*========= 
  48   143   134:============================================*=== 
  50   125   122:========================================*= 
  52   139   108:===================================*=========== 
  54   108    92:==============================*===== 
  56    61    77:=====================    * 
  58    48    63:================    * 
  60    28    51:==========      * 
  62    42    41:=============* 
  64    34    33:==========*= 
  66    32    26:========*== 
  68    19    20:======* 
  70     9    16:===  * 
  72    13    12:===*= 
  74    19    10:===*=== 
  76     5     8:==* 
  78    15     6:=*=== 
  80    11     5:=*== 
  82     1     3:* 
  84     7     3:*== 
  86     4     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92    15     1:*====     :*============== 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 6.07080.00334; mu= -0.0269 0.173 
 mean_var=42.170410.862, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.197501 
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 Kolmogorov-Smirnov  statistic: 0.0473 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 23.7     1.4 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 22.8     2.5 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 22.3     3.2 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 22.2     3.6 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 22.2     3.6 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 22.2     3.6 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 22.2     3.6 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 22.2     3.6 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 22.2     3.6 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 22.2     3.6 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 22.2     3.6 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 22.2     3.6 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 22.2     3.6 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 22.2     3.6 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 22.2     3.6 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 22.2     3.6 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 22.2     3.6 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 21.4     6.6 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 22.5     7.6 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   52 20.6     8.2 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   52 20.6     8.4 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 20.8     9.2 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 20.8     9.2 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   51 20.3     9.7 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   51 20.3     9.7 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   57 21.8      10 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   57 21.8      11 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 22.5      11 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.0      14 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.8      15 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   54 20.9      16 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   54 20.9      16 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   54 20.9      16 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.2      17 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.0      18 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.5      18 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   53 20.7      18 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 21.6      19 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 21.6      19 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 21.6      19 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   55 21.1      19 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 21.6      20 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 21.6      20 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   53 20.7      20 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   54 20.9      20 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   53 20.6      21 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   53 20.6      21 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   53 20.6      21 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.6      21 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.6      21 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 21.3      23 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   53 20.6      23 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.5      23 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.5      24 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   52 20.4      24 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.4      27 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 19.9      28 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 19.8      29 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 19.4      31 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 15.3      32 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 20.8      32 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.1      34 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   54 20.8      35 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.3      37 
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gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.6      37 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.1      37 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   50 19.8      37 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.9      38 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   55 21.0      40 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   55 21.0      40 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.2      42 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 19.5      43 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.3      43 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   49 19.5      45 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   49 19.5      45 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.5      46 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.3      48 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 16.2      48 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.6      48 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      49 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.0      50 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   52 20.2      51 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   48 19.2      53 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 18.7      54 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 19.7      55 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 19.9      57 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.2      60 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.2      60 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.2      60 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.2      60 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 19.7      63 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 19.9      65 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 18.7      66 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.5      68 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.2      72 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.0      73 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.0      73 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.0      73 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.0      73 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.0      73 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.0      73 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.0      73 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.7      75 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.7      75 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 17.9      78 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 18.7      79 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.7      80 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.1      80 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 17.9      82 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   31 15.1      84 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.4      85 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   46 18.6      86 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.4      87 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.6      88 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.1      88 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.7      89 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.7      89 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.4      89 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.4      91 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.4      91 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 18.9      92 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.4      92 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   35 16.0      92 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   46 18.6      92 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 17.9      95 
gi|52783176|sp|P84160.1|NLTP_CITLI RecName: Full=N (  20)   29 14.6      95 
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gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 18.4      96 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 17.9      97 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   45 18.4      97 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   48 19.1      99 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.3   1e 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 100.1  bits: 23.7 E():  1.4 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (7-49:59-96) 
 
                                       10        20        30       
2MEPSP                         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         40        50        60        70        80                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                 
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 95.5  bits: 22.8 E():  2.5 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (7-49:59-96) 
 
                                       10        20        30       
2MEPSP                         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         40        50        60        70        80                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 93.4  bits: 22.3 E():  3.2 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (6-29:85-109) 
 
                                         10        20        30     
2MEPSP                          ETSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
           40        50        60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                                      
gi|668 TTGAFQRIPRSSFANNPRLGRKC                        
          120       130                               
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.4  bits: 22.2 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (7-49:59-96) 
 
                                       10        20        30       
2MEPSP                         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         40        50        60        70        80                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
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 initn:  51 init1:  51 opt:  58  Z-score: 92.4  bits: 22.2 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (7-49:59-96) 
 
                                       10        20        30       
2MEPSP                         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         40        50        60        70        80                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.4  bits: 22.2 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (7-49:59-96) 
 
                                       10        20        30       
2MEPSP                         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         40        50        60        70        80                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.4  bits: 22.2 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (7-49:59-96) 
 
                                       10        20        30       
2MEPSP                         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         40        50        60        70        80                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.4  bits: 22.2 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (7-49:59-96) 
 
                                       10        20        30       
2MEPSP                         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         40        50        60        70        80                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.4  bits: 22.2 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (7-49:59-96) 
 
                                       10        20        30       
2MEPSP                         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
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       30        40        50        60        70             80    
 
         40        50        60        70        80                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.4  bits: 22.2 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (7-49:59-96) 
 
                                       10        20        30       
2MEPSP                         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         40        50        60        70        80                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.4  bits: 22.2 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (7-49:59-96) 
 
                                       10        20        30       
2MEPSP                         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         40        50        60        70        80                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.4  bits: 22.2 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (7-49:59-96) 
 
                                       10        20        30       
2MEPSP                         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         40        50        60        70        80                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.4  bits: 22.2 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (7-49:59-96) 
 
                                       10        20        30       
2MEPSP                         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         40        50        60        70        80                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                 
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
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>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.4  bits: 22.2 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (7-49:59-96) 
 
                                       10        20        30       
2MEPSP                         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         40        50        60        70        80                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.4  bits: 22.2 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (7-49:59-96) 
 
                                       10        20        30       
2MEPSP                         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         40        50        60        70        80                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.4  bits: 22.2 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (7-49:59-96) 
 
                                       10        20        30       
2MEPSP                         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         40        50        60        70        80                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.4  bits: 22.2 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (7-49:59-96) 
 
                                       10        20        30       
2MEPSP                         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         40        50        60        70        80                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 87.8  bits: 21.4 E():  6.6 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (7-49:59-96) 
 
                                       10        20        30       
2MEPSP                         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
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                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
         40        50        60        70        80                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 86.7  bits: 22.5 E():  7.6 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (12-55:269-312) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 86.1  bits: 20.6 E():  8.2 
Smith-Waterman score: 52; 31.4% identity (52.9% similar) in 70 aa overlap (17-80:2-68) 
 
               10        20           30           40        50     
2MEPSP ETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 
                       ::: :   . .  :  :   ::  .:. :.. ::     . .:  
gi|833                MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAE 
                              10        20        30        40      
 
           60        70        80                                   
2MEPSP WRVKETERMVAIRTELTKLGASVEEG                                   
        . :. ....:  .  ::: :::  :                                   
gi|833 LEGKDLQELIAEGS--TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESD 
          50          60         70        80        90       100   
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 85.9  bits: 20.6 E():  8.4 
Smith-Waterman score: 52; 30.0% identity (54.3% similar) in 70 aa overlap (17-80:2-68) 
 
               10        20           30           40        50     
2MEPSP ETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 
                       ::: :   . .. :  :   ::  .:  :.. ::.    . ..  
gi|117                MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISE 
                              10        20        30        40      
 
           60        70        80                                   
2MEPSP WRVKETERMVAIRTELTKLGASVEEG                                   
        . :. ....:  .:  :: :::  :                                   
gi|117 LEGKDINELIASGSE--KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEE 
          50        60           70        80        90       100   
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 85.2  bits: 20.8 E():  9.2 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (7-49:59-103) 
 
                                       10        20          30     
2MEPSP                         ETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
           40        50        60        70        80           
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG           
       ...   .   :: .:                                          
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gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 85.2  bits: 20.8 E():  9.2 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (7-49:59-103) 
 
                                       10        20          30     
2MEPSP                         ETSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
           40        50        60        70        80           
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG           
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 84.7  bits: 20.3 E():  9.7 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (17-80:2-68) 
 
               10        20           30           40        50     
2MEPSP ETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 
                       ::: :   . .. :  :   ::  .:. :.. ::     . ..  
gi|461                MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISE 
                              10        20        30        40      
 
           60        70        80                                   
2MEPSP WRVKETERMVAIRTELTKLGASVEEG                                   
        . :. ....:  .:  :: :::  :                                   
gi|461 LEGKDIQQLIAEGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDED 
          50        60           70        80        90       100   
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 84.7  bits: 20.3 E():  9.7 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (17-80:2-68) 
 
               10        20           30           40        50     
2MEPSP ETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 
                       ::: :   . .. :  :   ::  .:. :.. ::     . ..  
gi|416                MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISE 
                              10        20        30        40      
 
           60        70        80                                   
2MEPSP WRVKETERMVAIRTELTKLGASVEEG                                   
        . :. ....:  .:  :: :::  :                                   
gi|416 LEGKDIQQLIAEGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDED 
          50        60           70        80        90       100   
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 84.2  bits: 21.8 E():   10 
Smith-Waterman score: 57; 24.7% identity (56.8% similar) in 81 aa overlap (6-79:168-240) 
 
                                        10           20        30   
2MEPSP                          ETSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
             40        50            60        70        80         
2MEPSP AMTLAVVALFADGPTAIRDVASWR----VKETERMVAIRTELTKLGASVEEG         
       . : .. :.  : : ..  ..  .    .   ...::.  .  :.: ..:.          
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEK--KIGKTLEKIYVPEEKLL 
           200         210       220       230         240          
 
gi|107 KDIQESPIPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
     250       260       270       280       290       300         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
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 initn:  54 init1:  54 opt:  57  Z-score: 84.1  bits: 21.8 E():   11 
Smith-Waterman score: 57; 26.5% identity (54.4% similar) in 68 aa overlap (12-79:112-178) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    :.:. :..:   :.  .  ..::                       
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|330 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 84.0  bits: 22.5 E():   11 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (12-55:399-442) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 82.0  bits: 20.0 E():   14 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (5-43:20-59) 
 
                               10        20         30        40    
2MEPSP                ETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                          .. : ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
            50        60        70        80                        
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                        
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.3  bits: 19.8 E():   15 
Smith-Waterman score: 49; 30.0% identity (52.9% similar) in 70 aa overlap (17-80:2-68) 
 
               10        20           30           40        50     
2MEPSP ETSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVAS 
                       ::: :   . .. :  :   ::  .:  :.. ::.    . ..  
gi|185                MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISE 
                              10        20        30        40      
 
           60        70        80                                   
2MEPSP WRVKETERMVAIRTELTKLGASVEEG                                   
        . :. ....:   :  :: :::  :                                   
gi|185 LEGKDINELIASGPE--KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEE 
          50        60           70        80        90       100   
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.7  bits: 20.9 E():   16 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (8-79:72-142) 
 
                                      10        20        30        
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2MEPSP                        ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
        40        50        60        70        80                  
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                  
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.7  bits: 20.9 E():   16 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (8-79:72-142) 
 
                                      10        20        30        
2MEPSP                        ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
        40        50        60        70        80                  
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                  
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.7  bits: 20.9 E():   16 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (8-79:72-142) 
 
                                      10        20        30        
2MEPSP                        ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
        40        50        60        70        80                  
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                  
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.3  bits: 21.2 E():   17 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (31-79:131-179) 
 
               10        20        30        40        50        60 
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
               70        80                                         
2MEPSP ERMVAIRTELTKLGASVEEG                                         
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.1  bits: 20.0 E():   18 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (7-49:59-96) 
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                                       10        20        30       
2MEPSP                         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
         40        50        60        70        80                 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                 
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.9  bits: 19.5 E():   18 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (31-80:22-68) 
 
               10        20        30        40        50        60 
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     ::  .:. :.. ::     . .:  . :.  
gi|668          MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDL 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP ERMVAIRTELTKLGASVEEG                                         
       ....:  .  ::: :::  :                                         
gi|668 QELIAEGS--TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFG 
                60         70        80        90       100         
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.8  bits: 20.7 E():   18 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (12-79:58-124) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
gi|422 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
        150       160       170       180       190       200       
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.6  bits: 21.6 E():   19 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (15-31:399-415) 
 
                               10        20        30        40     
2MEPSP                 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
           50        60        70        80                         
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                         
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (15-31:402-418) 
 
                               10        20        30        40     
2MEPSP                 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
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gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
           50        60        70        80                         
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                         
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (15-31:403-419) 
 
                               10        20        30        40     
2MEPSP                 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
           50        60        70        80                         
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                         
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 79.4  bits: 21.1 E():   19 
Smith-Waterman score: 55; 26.5% identity (52.9% similar) in 68 aa overlap (12-79:173-239) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
             270       280       290       300       310       320  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.2  bits: 21.6 E():   20 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (15-31:422-438) 
 
                               10        20        30        40     
2MEPSP                 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
           50        60        70        80                         
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                         
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.2  bits: 21.6 E():   20 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (15-31:422-438) 
 
                               10        20        30        40     
2MEPSP                 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
           50        60        70        80                         
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2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                         
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 25.0% identity (52.8% similar) in 72 aa overlap (8-79:72-142) 
 
                                      10        20        30        
2MEPSP                        ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
        40        50        60        70        80                  
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                  
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 LKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 78.9  bits: 20.9 E():   20 
Smith-Waterman score: 54; 26.5% identity (51.5% similar) in 68 aa overlap (12-79:114-180) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    ..:. :..:   :.  .  . ::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
            210       220       230       240       250       260   
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (12-79:84-150) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
gi|295 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
            180       190       200       210       220       230   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (12-79:86-152) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
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              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|109 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (12-79:86-152) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|239 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (12-79:87-153) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (12-79:87-153) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.1  bits: 21.3 E():   23 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (23-55:407-439) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9789

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                       10        20        30        40        50   
2MEPSP         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
             60        70        80                                 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEG                                 
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.0  bits: 20.6 E():   23 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (12-79:112-178) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|398 AGVQPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|398 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|398 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.9  bits: 18.5 E():   23 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (42-65:15-38) 
 
              20        30        40        50        60        70  
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
              80                   
2MEPSP KLGASVEEG                   
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.7  bits: 18.5 E():   24 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (42-65:17-40) 
 
              20        30        40        50        60        70  
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
              80                   
2MEPSP KLGASVEEG                   
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 52; 25.0% identity (54.4% similar) in 68 aa overlap (12-79:75-141) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|134 AIVPPADKYRTFVATFGAASNKAFAEGLSGEPKGGAESSSKAALTSKL-DAAYKLAYKTA 
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           50        60        70        80        90        100    
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|134 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
           110       120       130       140       150       160    
 
gi|134 ATAANAAPANDKFTVFEAAFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
           170       180       190       200       210       220    
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.6  bits: 18.4 E():   27 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (42-65:26-49) 
 
              20        30        40        50        60        70  
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
              80                   
2MEPSP KLGASVEEG                   
                                   
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.3  bits: 19.9 E():   28 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (5-43:124-163) 
 
                                          10        20         30   
2MEPSP                           ETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
             40        50        60        70        80             
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG             
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.2  bits: 19.8 E():   29 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (5-43:127-166) 
 
                                          10        20         30   
2MEPSP                           ETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
             40        50        60        70        80             
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG             
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.5  bits: 19.4 E():   31 
Smith-Waterman score: 48; 29.6% identity (54.9% similar) in 71 aa overlap (12-76:96-160) 
 
                                  10        20         30           
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
          40        50        60        70        80               
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG               
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        ::.. . ::    . :.  .: . :.  ..  :.  ::.:                   
gi|501 TAVTS-WLDG----KHVVFGEVAD-EKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130            140        150       160       170         
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 75.4  bits: 15.3 E():   32 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (3-9:2-8) 
 
               10        20        30        40        50        60 
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
         ..:. ::                                                    
gi|250  PTITIGGPEYR                                                 
                10                                                  
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (8-43:390-426) 
 
                                      10         20         30      
2MEPSP                        ETSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
          40        50        60        70        80                
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 23.1% identity (51.9% similar) in 52 aa overlap (1-52:7-57) 
 
                     10        20        30        40        50     
2MEPSP       ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
             :: .: . :: . : :  : . ..  .  : .  .. ..     :: .:. .   
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEG-NGGPGTIKKICF 
               10        20        30        40         50          
 
           60        70        80                                   
2MEPSP WRVKETERMVAIRTELTKLGASVEEG                                   
                                                                    
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 74.7  bits: 20.8 E():   35 
Smith-Waterman score: 54; 25.4% identity (55.6% similar) in 63 aa overlap (19-80:204-264) 
 
                           10        20        30         40        
2MEPSP             ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
        50        60        70        80                            
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEG                            
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFG 
           240         250       260       270       280       290  
 
gi|558 GTAKFEAMYLGTCKALTPLMSSRFPELGMNASHCNEMPWIKSVPFIHLGKQATLSDLLNR 
             300       310       320       330       340       350  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.3  bits: 20.3 E():   37 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (10-49:161-200) 
 
                                    10        20        30          
2MEPSP                      ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
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                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
      40        50        60        70        80                    
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                    
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.2  bits: 17.6 E():   37 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (26-49:1-24) 
 
               10        20        30        40        50        60 
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                : :. .::  : . :.:  . :.:            
gi|291                          MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFH 
                                        10        20        30      
 
               70        80           
2MEPSP ERMVAIRTELTKLGASVEEG           
                                      
gi|291 VEGEVYCNVCHSRNLINELSERMAGAQVQL 
          40        50        60      
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.1  bits: 19.1 E():   37 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (24-45:68-88) 
 
                      10        20        30        40        50    
2MEPSP        ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
            60        70        80                                  
2MEPSP SWRVKETERMVAIRTELTKLGASVEEG                                  
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (12-79:87-153) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (12-79:87-153) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
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              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (12-79:87-153) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (12-79:87-153) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (12-79:87-153) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (12-79:87-153) 
 
                                  10        20        30        40  
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2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (12-79:87-153) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (12-79:87-153) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (12-79:87-153) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
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>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (12-79:87-153) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.0  bits: 17.9 E():   38 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (48-65:28-45) 
 
        20        30        40        50        60        70        
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
        80                   
2MEPSP EEG                   
                             
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 73.7  bits: 21.0 E():   40 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (6-59:79-135) 
 
                                        10        20        30      
2MEPSP                          ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|283 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
          40        50           60        70        80             
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEG             
       :  .  ::.   ..  .: :   ::.:                                  
gi|283 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 73.7  bits: 21.0 E():   40 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (6-59:79-135) 
 
                                        10        20        30      
2MEPSP                          ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|289 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
          40        50           60        70        80             
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEG             
       :  .  ::.   ..  .: :   ::.:                                  
gi|289 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 73.3  bits: 20.2 E():   42 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (22-79:297-354) 
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                        10        20        30        40        50  
2MEPSP          ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
                 60        70        80                             
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEEG                             
         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (5-38:170-204) 
 
                                          10        20         30   
2MEPSP                           ETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
             40        50        60        70        80             
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG             
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.0  bits: 18.3 E():   43 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (9-41:38-75) 
 
                                     10             20        30    
2MEPSP                       ETSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
            40        50        60        70        80        
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG        
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (12-79:87-153) 
 
                                  10        20        30        40  
2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (12-79:87-153) 
 
                                  10        20        30        40  
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2MEPSP                    ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              50        60        70        80                      
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                      
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.4  bits: 18.5 E():   46 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (30-76:38-82) 
 
                10        20        30        40         50         
2MEPSP  ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
       60         70        80                                      
2MEPSP ETERMVAIRTE-LTKLGASVEEG                                      
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (24-80:7-64) 
 
               10        20        30         40        50          
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKE 
                              :. . : :. . .:...:....: ..  . :.. . . 
gi|164                  MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFK 
                                10        20        30        40    
 
      60        70        80                                        
2MEPSP TERMVAIRTELTKLGASVEEG                                        
        :...::  .. . :. .  :                                        
gi|164 PEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLI 
            50        60        70        80        90       100    
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 72.1  bits: 16.2 E():   48 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (19-49:2-30) 
 
               10        20         30        40        50          
2MEPSP ETSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKE 
                         .::. : : .. :     ..  :  .::::..           
gi|122                  MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV           
                                10           20        30           
 
      60        70        80 
2MEPSP TERMVAIRTELTKLGASVEEG 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.1  bits: 17.6 E():   48 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (19-48:41-70) 
 
                           10        20        30        40         
2MEPSP             ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
       50        60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEG 
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gi|453 CSPKWLQLLVP                      
               80                       
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (40-61:22-43) 
 
      10        20        30        40        50        60          
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
      70        80                                                  
2MEPSP LTKLGASVEEG                                                  
                                                                    
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.9  bits: 19.0 E():   50 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (24-45:116-136) 
 
                      10        20        30        40        50    
2MEPSP        ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
            60        70        80                                  
2MEPSP SWRVKETERMVAIRTELTKLGASVEEG                                  
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 71.7  bits: 20.2 E():   51 
Smith-Waterman score: 52; 25.4% identity (54.0% similar) in 63 aa overlap (19-80:202-262) 
 
                           10        20        30         40        
2MEPSP             ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..: : . .   .:.     :. . :   
gi|558 PSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDPNGKLLDKSSMSADHFWAVRGGGGE 
             180       190       200       210       220       230  
 
        50        60        70        80                            
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEG                            
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVLKIPKTVQEGAIDLVNKWQLVGPALPGDLMIRIILAG 
             240         250       260       270       280          
 
gi|558 NSATFEAMYLGTCSTLTPLMSSKFPELGMNPSHCNEMSWIKSIPFIHLGKQNLDDLLNRN 
     290       300       310       320       330       340          
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 48; 23.6% identity (52.8% similar) in 72 aa overlap (8-79:72-142) 
 
                                      10        20        30        
2MEPSP                        ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. ..:. :: 
gi|168 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKGALTSKL-EAAYKLA 
              50        60        70        80        90        100 
 
        40        50        60        70        80                  
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                  
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|168 YKTSEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQFIEKVDSA 
              110       120       130       140       150       160 
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gi|168 LKVAATAANAAAANDKFTVFEAAFNHAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.2  bits: 18.7 E():   54 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (20-54:72-112) 
 
                          10        20        30              40    
2MEPSP            ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
            50        60        70        80                        
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                        
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.1  bits: 19.7 E():   55 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (5-43:291-330) 
 
                                          10        20         30   
2MEPSP                           ETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
             40        50        60        70        80             
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG             
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.9  bits: 19.9 E():   57 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (24-67:343-385) 
 
                      10        20        30        40        50    
2MEPSP        ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
             60        70        80                                 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEG                                 
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (23-78:90-149) 
 
                       10        20        30        40        50   
2MEPSP         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                   60        70        80          
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEG          
       .: ...:     ..:.: . .    ::  .::            
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (23-78:90-149) 
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                       10        20        30        40        50   
2MEPSP         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                   60        70        80          
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEG          
       .: ...:     ..:.: . .    ::  .::            
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (23-78:90-149) 
 
                       10        20        30        40        50   
2MEPSP         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                   60        70        80          
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEG          
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (23-78:90-149) 
 
                       10        20        30        40        50   
2MEPSP         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                   60        70        80          
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEG          
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.0  bits: 19.7 E():   63 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (5-43:6-45) 
 
                 10        20         30        40        50        
2MEPSP  ETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
            .. : ::  : .:.: . .. .: . . ::   : :  : :               
gi|223 INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKA 
               10        20         30        40        50          
 
        60        70        80                                      
2MEPSP KETERMVAIRTELTKLGASVEEG                                      
                                                                    
gi|223 LYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALFGLSRAARNLQDDL 
      60        70        80        90       100       110          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.8  bits: 19.9 E():   65 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (15-31:430-446) 
 
                               10        20        30        40     
2MEPSP                 ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
           50        60        70        80                         
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2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                         
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.7 E():   66 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (5-18:15-28) 
 
                         10        20        30        40        50 
2MEPSP           ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                     : . :::.:   ::                                 
gi|169 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG 
               10        20        30        40        50        60 
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (16-31:152-167) 
 
                              10        20        30        40      
2MEPSP                ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
          50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                           
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC         
             190       200                 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.0  bits: 19.2 E():   72 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (24-79:269-325) 
 
                      10        20        30        40        50    
2MEPSP        ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
            60        70         80                                 
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEG                                 
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.9  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (23-54:89-118) 
 
                       10        20        30        40        50   
2MEPSP         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
             60        70        80                
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEG                
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (23-54:90-119) 
 
                       10        20        30        40        50   
2MEPSP         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
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      60        70        80        90       100         110        
 
             60        70        80                
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEG                
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (23-54:90-119) 
 
                       10        20        30        40        50   
2MEPSP         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             60        70        80                
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEG                
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (23-45:90-112) 
 
                       10        20        30        40        50   
2MEPSP         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
             60        70        80              
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEG              
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (23-54:90-119) 
 
                       10        20        30        40        50   
2MEPSP         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             60        70        80                
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEG                
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (23-54:90-119) 
 
                       10        20        30        40        50   
2MEPSP         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
             60        70        80                
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEG                
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
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>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (23-54:90-119) 
 
                       10        20        30        40        50   
2MEPSP         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             60        70        80                
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEG                
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.7  bits: 17.7 E():   75 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (32-48:8-26) 
 
              10        20        30        40          50          
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
      60        70        80                                        
2MEPSP TERMVAIRTELTKLGASVEEG                                        
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.7  bits: 17.7 E():   75 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (32-48:8-26) 
 
              10        20        30        40          50          
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
      60        70        80                                        
2MEPSP TERMVAIRTELTKLGASVEEG                                        
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (16-31:43-58) 
 
                              10        20        30        40      
2MEPSP                ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
          50        60        70        80                          
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                          
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 46; 23.1% identity (50.8% similar) in 65 aa overlap (17-79:76-140) 
 
                             10        20        30          40     
2MEPSP               ETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAMTLAVVALFAD 
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                                     .: . .  . . .:  :.:...:  :  .  
gi|481 EDINVGFKAAVAARQRPAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGA 
          50        60        70        80        90       100      
 
           50        60        70        80                         
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                         
        : :  :     . :. :..:   :.  .   .::                          
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (28-46:2-20) 
 
               10        20        30        40        50        60 
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                  :.  .:... :::. :.::               
gi|157                           MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAV 
                                         10        20        30     
 
               70        80                                         
2MEPSP ERMVAIRTELTKLGASVEEG                                         
                                                                    
gi|157 QAEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASL 
           40        50        60        70        80        90     
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (5-43:291-330) 
 
                                          10        20         30   
2MEPSP                           ETSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
             40        50        60        70        80             
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG             
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (17-50:110-145) 
 
                             10        20        30             40  
2MEPSP               ETSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
              50        60        70        80  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG  
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 67.7  bits: 15.1 E():   84 
Smith-Waterman score: 31; 40.0% identity (70.0% similar) in 10 aa overlap (18-27:5-14) 
 
               10        20        30        40        50        60 
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                        ::. . : .:                                  
gi|527              TDPGHLQDVXVAINDPKXGVFVNRK                       
                            10        20                            
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>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (8-16:14-22) 
 
                     10        20        30        40        50     
2MEPSP       ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
                    :::. : :.                                       
gi|898 ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDNGGGCGYKDV 
               10        20        30        40        50        60 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.6 E():   86 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (31-79:113-161) 
 
               10        20        30        40        50        60 
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
               70        80                                         
2MEPSP ERMVAIRTELTKLGASVEEG                                         
        :..:   :.  .  ..::                                          
gi|441 LRVIAGALEVHAVKPATEEVPAAKIPTGELQIVDKIDAAFKIAATAANAAPTNDKFTVFE 
            150       160       170       180       190       200   
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.5  bits: 17.4 E():   87 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (19-45:44-71) 
 
                           10        20         30        40        
2MEPSP             ETSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
        50        60        70        80                            
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEG                            
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 18.6 E():   88 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (31-79:125-173) 
 
               10        20        30        40        50        60 
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
               70        80                                         
2MEPSP ERMVAIRTELTKLGASVEEG                                         
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKATPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
          160       170       180       190       200       210     
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.1 E():   88 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (34-64:121-151) 
 
            10        20        30        40        50        60    
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
            70        80                                            
2MEPSP VAIRTELTKLGASVEEG                                            
       :                                                            
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gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (23-54:90-119) 
 
                       10        20        30        40        50   
2MEPSP         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
             60        70        80                
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEG                
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (23-45:90-112) 
 
                       10        20        30        40        50   
2MEPSP         ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
             60        70        80              
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEG              
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (8-16:25-33) 
 
                                10        20        30        40    
2MEPSP                  ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                        
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.4 E():   91 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (8-16:31-39) 
 
                                      10        20        30        
2MEPSP                        ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                  
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.4 E():   91 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (8-16:31-39) 
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                                      10        20        30        
2MEPSP                        ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                  
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.0  bits: 18.9 E():   92 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (37-55:15-35) 
 
         10        20        30        40          50        60     
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
           70        80                                             
2MEPSP AIRTELTKLGASVEEG                                             
                                                                    
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (8-16:32-40) 
 
                                      10        20        30        
2MEPSP                        ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                  
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.0  bits: 16.0 E():   92 
Smith-Waterman score: 35; 29.4% identity (76.5% similar) in 17 aa overlap (49-65:26-42) 
 
       20        30        40        50        60        70         
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     .. ..:  ..: .::.:              
gi|377      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL    
                    10        20        30        40        50      
 
       80 
2MEPSP EG 
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.6 E():   92 
Smith-Waterman score: 46; 26.5% identity (55.1% similar) in 49 aa overlap (31-79:101-149) 
 
               10        20        30        40        50        60 
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
               70        80                                         
2MEPSP ERMVAIRTELTKLGASVEEG                                         
        :..:   :.  .  ..::                                          
gi|249 LRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAPANDKFTVFEGA 
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              140       150       160       170       180       190 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (10-23:41-54) 
 
                                    10        20        30          
2MEPSP                      ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
      40        50        60        70        80                    
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                    
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|52783176|sp|P84160.1|NLTP_CITLI RecName: Full=Non-s  (20 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.7  bits: 14.6 E():   95 
Smith-Waterman score: 29; 53.8% identity (53.8% similar) in 13 aa overlap (6-16:6-18) 
 
                 10        20        30        40        50         
2MEPSP ETSVTVTGP--PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
            :::   :  :: :                                           
gi|527 ITCGQVTGSLAPXIPFLRTG                                         
               10        20                                         
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.4 E():   96 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (31-79:93-141) 
 
               10        20        30        40        50        60 
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
               70        80                                         
2MEPSP ERMVAIRTELTKLGASVEEG                                         
        :..:   :.  .   .::                                          
gi|168 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
            130       140       150       160       170       180   
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (10-23:45-58) 
 
                                    10        20        30          
2MEPSP                      ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
      40        50        60        70        80                    
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG                    
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.4 E():   97 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (31-79:96-144) 
 
               10        20        30        40        50        60 
2MEPSP ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
               70        80                                         
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2MEPSP ERMVAIRTELTKLGASVEEG                                         
        :..:   :.  .   .::                                          
gi|285 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
         130       140       150       160       170       180      
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 66.4  bits: 19.1 E():   99 
Smith-Waterman score: 48; 23.8% identity (58.7% similar) in 63 aa overlap (17-79:315-376) 
 
                             10        20        30        40       
2MEPSP               ETSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
                                     ...: ..:....  ..:  :.   ..:    
gi|845 ALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEA-EAAALLGGKRVIAKLE 
          290       300       310       320        330       340    
 
         50        60        70        80                           
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEG                           
       : :::. .   .::.:    .. : :    ..:                            
gi|845 TRIRDLETALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMN 
           350       360       370       380       390       400    
 
gi|845 IQKRQLGEAESFTMANIQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASA 
           410       420       430       440       450       460    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.3  bits: 19.3 E(): 1e 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (46-58:336-348) 
 
          20        30        40        50        60        70      
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
          80                                                        
2MEPSP SVEEG                                                        
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:01 2011 done: Tue Apr 19 10:58:01 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 303  - 382 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     1     2:* 
  32     6     8:==* 
  34    15    22:=====  * 
  36    54    44:==============*=== 
  38    47    73:================        * 
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  40    81   102:===========================      * 
  42   101   125:==================================       * 
  44   134   138:=============================================* 
  46   159   140:==============================================*====== 
  48   151   134:============================================*====== 
  50   123   122:========================================* 
  52   134   108:===================================*========= 
  54   109    92:==============================*====== 
  56    68    77:=======================  * 
  58    50    63:=================   * 
  60    25    51:=========       * 
  62    46    41:=============*== 
  64    30    33:==========* 
  66    34    26:========*=== 
  68    17    20:======* 
  70     9    16:===  * 
  72    15    12:===*= 
  74    20    10:===*=== 
  76     4     8:==* 
  78    16     6:=*==== 
  80    10     5:=*== 
  82     2     3:* 
  84     6     3:*= 
  86     4     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92    15     1:*====     :*============== 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 6.09850.0034; mu= -0.1753 0.176 
 mean_var=42.493810.985, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.196749 
 Kolmogorov-Smirnov  statistic: 0.0493 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 23.6     1.4 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 22.8     2.5 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 22.2     3.3 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 22.2     3.7 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 22.2     3.7 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 22.2     3.7 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 22.2     3.7 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 22.2     3.7 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 22.2     3.7 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 22.2     3.7 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 22.2     3.7 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 22.2     3.7 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 22.2     3.7 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 22.2     3.7 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 22.2     3.7 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 22.2     3.7 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 22.2     3.7 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 21.4     6.7 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 22.5     7.7 
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gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   52 20.6     8.3 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   52 20.6     8.5 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 20.8     9.3 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 20.8     9.3 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   51 20.3     9.9 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   51 20.3     9.9 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   57 21.7      11 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   57 21.7      11 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 22.4      11 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.0      14 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.7      15 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   54 20.9      17 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   54 20.9      17 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   54 20.9      17 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.1      17 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 19.9      18 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.5      18 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   53 20.6      19 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 21.6      19 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 21.6      19 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 21.6      19 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   55 21.1      20 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 21.6      20 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 21.6      20 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   53 20.6      20 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   54 20.9      21 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   53 20.6      21 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   53 20.6      21 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   53 20.6      21 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.6      21 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.6      21 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 21.3      23 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.5      23 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   53 20.6      23 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.5      24 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   52 20.3      24 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 20.3      27 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.4      28 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 19.8      29 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 19.8      29 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 19.3      32 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 15.3      32 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 20.7      33 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   54 20.7      35 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.2      37 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.6      38 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.1      38 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   50 19.8      38 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   50 19.8      38 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   50 19.8      38 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   50 19.8      38 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   50 19.8      38 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   50 19.8      38 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   50 19.8      38 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   50 19.8      38 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   50 19.8      38 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   50 19.8      38 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.9      38 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   50 19.8      38 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   55 20.9      40 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   55 20.9      40 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.5      42 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.2      42 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 19.5      44 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.3      44 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   49 19.5      46 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   49 19.5      46 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.5      47 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.3      48 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 16.2      48 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.6      49 
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gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      50 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.0      50 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   52 20.2      52 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   48 19.2      53 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 18.7      55 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 19.7      55 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 19.9      57 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.2      61 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.2      61 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.2      61 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.2      61 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 19.6      64 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 19.9      66 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 18.7      67 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.4      68 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.1      72 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 17.9      73 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 17.9      74 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 17.9      74 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 17.9      74 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 17.9      74 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 17.9      74 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 17.9      74 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.7      75 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.7      75 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 17.9      79 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 18.6      80 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.7      81 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.1      81 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 17.9      82 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   41 17.4      83 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   31 15.1      84 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.4      85 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.4      87 
gi|75198875|sp|Q9S8H2|Q9S8H2_SECCE Major BAKER'S A (  26)   31 15.1      88 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.6      89 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.1      89 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.7      89 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.7      89 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.4      90 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   35 16.0      92 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.4      92 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.4      92 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.4      93 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 18.8      93 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   46 18.6      93 
gi|52783176|sp|P84160.1|NLTP_CITLI RecName: Full=N (  20)   29 14.6      95 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 17.9      96 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 18.4      97 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 17.9      98 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   45 18.3      98 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 99.9  bits: 23.6 E():  1.4 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (6-48:59-96) 
 
                                        10        20        30      
2MEPSP                          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          40        50        60        70        80                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (6-48:59-96) 
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                                        10        20        30      
2MEPSP                          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          40        50        60        70        80                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 93.2  bits: 22.2 E():  3.3 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (5-28:85-109) 
 
                                          10        20        30    
2MEPSP                           TSVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
            40        50        60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                                       
gi|668 TTGAFQRIPRSSFANNPRLGRKC                         
          120       130                                
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (6-48:59-96) 
 
                                        10        20        30      
2MEPSP                          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          40        50        60        70        80                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (6-48:59-96) 
 
                                        10        20        30      
2MEPSP                          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          40        50        60        70        80                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (6-48:59-96) 
 
                                        10        20        30      
2MEPSP                          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
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          40        50        60        70        80                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (6-48:59-96) 
 
                                        10        20        30      
2MEPSP                          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          40        50        60        70        80                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (6-48:59-96) 
 
                                        10        20        30      
2MEPSP                          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          40        50        60        70        80                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (6-48:59-96) 
 
                                        10        20        30      
2MEPSP                          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          40        50        60        70        80                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (6-48:59-96) 
 
                                        10        20        30      
2MEPSP                          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          40        50        60        70        80                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
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 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (6-48:59-96) 
 
                                        10        20        30      
2MEPSP                          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          40        50        60        70        80                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (6-48:59-96) 
 
                                        10        20        30      
2MEPSP                          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          40        50        60        70        80                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (6-48:59-96) 
 
                                        10        20        30      
2MEPSP                          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          40        50        60        70        80                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (6-48:59-96) 
 
                                        10        20        30      
2MEPSP                          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          40        50        60        70        80                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (6-48:59-96) 
 
                                        10        20        30      
2MEPSP                          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
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       30        40        50        60        70             80    
 
          40        50        60        70        80                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (6-48:59-96) 
 
                                        10        20        30      
2MEPSP                          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          40        50        60        70        80                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (6-48:59-96) 
 
                                        10        20        30      
2MEPSP                          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          40        50        60        70        80                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 87.6  bits: 21.4 E():  6.7 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (6-48:59-96) 
 
                                        10        20        30      
2MEPSP                          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
          40        50        60        70        80                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 86.5  bits: 22.5 E():  7.7 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (11-54:269-312) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9817

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 86.0  bits: 20.6 E():  8.3 
Smith-Waterman score: 52; 31.4% identity (52.9% similar) in 70 aa overlap (16-79:2-68) 
 
               10        20              30        40        50     
2MEPSP TSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 
                      ::: :   . .  :  :   ::  .:. :.. ::     . .:   
gi|833               MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAEL 
                             10        20        30        40       
 
           60        70        80                                   
2MEPSP RVKETERMVAIRTELTKLGASVEEGP                                   
       . :. ....:  .  ::: :::  :                                    
gi|833 EGKDLQELIAEGS--TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDE 
         50          60         70        80        90       100    
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 85.8  bits: 20.6 E():  8.5 
Smith-Waterman score: 52; 30.0% identity (54.3% similar) in 70 aa overlap (16-79:2-68) 
 
               10        20              30        40        50     
2MEPSP TSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 
                      ::: :   . .. :  :   ::  .:  :.. ::.    . ..   
gi|117               MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISEL 
                             10        20        30        40       
 
           60        70        80                                   
2MEPSP RVKETERMVAIRTELTKLGASVEEGP                                   
       . :. ....:  .:  :: :::  :                                    
gi|117 EGKDINELIASGSE--KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEES 
         50        60           70        80        90       100    
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 85.1  bits: 20.8 E():  9.3 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (6-48:59-103) 
 
                                        10        20          30    
2MEPSP                          TSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
            40        50        60        70        80          
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP          
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 85.1  bits: 20.8 E():  9.3 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (6-48:59-103) 
 
                                        10        20          30    
2MEPSP                          TSVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
            40        50        60        70        80          
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP          
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 84.6  bits: 20.3 E():  9.9 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (16-79:2-68) 
 
               10        20              30        40        50     
2MEPSP TSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 
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                      ::: :   . .. :  :   ::  .:. :.. ::     . ..   
gi|461               MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISEL 
                             10        20        30        40       
 
           60        70        80                                   
2MEPSP RVKETERMVAIRTELTKLGASVEEGP                                   
       . :. ....:  .:  :: :::  :                                    
gi|461 EGKDIQQLIAEGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDM 
         50        60           70        80        90       100    
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 84.6  bits: 20.3 E():  9.9 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (16-79:2-68) 
 
               10        20              30        40        50     
2MEPSP TSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 
                      ::: :   . .. :  :   ::  .:. :.. ::     . ..   
gi|416               MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISEL 
                             10        20        30        40       
 
           60        70        80                                   
2MEPSP RVKETERMVAIRTELTKLGASVEEGP                                   
       . :. ....:  .:  :: :::  :                                    
gi|416 EGKDIQQLIAEGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDM 
         50        60           70        80        90       100    
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  57  Z-score: 84.1  bits: 21.7 E():   11 
Smith-Waterman score: 57; 24.7% identity (56.8% similar) in 81 aa overlap (5-78:168-240) 
 
                                         10           20        30  
2MEPSP                           TSVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
              40        50            60        70        80        
2MEPSP AMTLAVVALFADGPTAIRDVASWR----VKETERMVAIRTELTKLGASVEEGP        
       . : .. :.  : : ..  ..  .    .   ...::.  .  :.: ..:.          
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEK--KIGKTLEKIYVPEEKLL 
           200         210       220       230         240          
 
gi|107 KDIQESPIPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
     250       260       270       280       290       300         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 84.0  bits: 21.7 E():   11 
Smith-Waterman score: 57; 26.5% identity (54.4% similar) in 68 aa overlap (11-78:112-178) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    :.:. :..:   :.  .  ..::                       
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|330 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 83.8  bits: 22.4 E():   11 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (11-54:399-442) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
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gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 81.9  bits: 20.0 E():   14 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (4-42:20-59) 
 
                                10         20        30        40   
2MEPSP                 TSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                          .. : ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
             50        60        70        80                       
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                       
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.2  bits: 19.7 E():   15 
Smith-Waterman score: 49; 30.0% identity (52.9% similar) in 70 aa overlap (16-79:2-68) 
 
               10        20              30        40        50     
2MEPSP TSVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASW 
                      ::: :   . .. :  :   ::  .:  :.. ::.    . ..   
gi|185               MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISEL 
                             10        20        30        40       
 
           60        70        80                                   
2MEPSP RVKETERMVAIRTELTKLGASVEEGP                                   
       . :. ....:   :  :: :::  :                                    
gi|185 EGKDINELIASGPE--KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEES 
         50        60           70        80        90       100    
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.5  bits: 20.9 E():   17 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (7-78:72-142) 
 
                                       10        20        30       
2MEPSP                         TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
         40        50        60        70        80                 
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                 
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.5  bits: 20.9 E():   17 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (7-78:72-142) 
 
                                       10        20        30       
2MEPSP                         TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
         40        50        60        70        80                 
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2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                 
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.5  bits: 20.9 E():   17 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (7-78:72-142) 
 
                                       10        20        30       
2MEPSP                         TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
         40        50        60        70        80                 
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                 
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.1  bits: 21.1 E():   17 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (30-78:131-179) 
 
                10        20        30        40        50          
2MEPSP  TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
      60        70        80                                        
2MEPSP ERMVAIRTELTKLGASVEEGP                                        
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (6-48:59-96) 
 
                                        10        20        30      
2MEPSP                          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
          40        50        60        70        80                
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.8  bits: 19.5 E():   18 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (30-79:22-68) 
 
               10        20        30        40        50        60 
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 
                                    ::  .:. :.. ::     . .:  . :. . 
gi|668         MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQ 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP RMVAIRTELTKLGASVEEGP                                         
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       ...:  .  ::: :::  :                                          
gi|668 ELIAEGS--TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGL 
               60         70        80        90       100          
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.7  bits: 20.6 E():   19 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (11-78:58-124) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
gi|422 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
        150       160       170       180       190       200       
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.4  bits: 21.6 E():   19 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (14-30:399-415) 
 
                                10        20        30        40    
2MEPSP                  TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
            50        60        70        80                        
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                        
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.4  bits: 21.6 E():   19 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (14-30:402-418) 
 
                                10        20        30        40    
2MEPSP                  TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
            50        60        70        80                        
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                        
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.3  bits: 21.6 E():   19 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (14-30:403-419) 
 
                                10        20        30        40    
2MEPSP                  TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
            50        60        70        80                        
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                        
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
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>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 79.2  bits: 21.1 E():   20 
Smith-Waterman score: 55; 26.5% identity (52.9% similar) in 68 aa overlap (11-78:173-239) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
             270       280       290       300       310       320  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.0  bits: 21.6 E():   20 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (14-30:422-438) 
 
                                10        20        30        40    
2MEPSP                  TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
            50        60        70        80                        
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                        
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.0  bits: 21.6 E():   20 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (14-30:422-438) 
 
                                10        20        30        40    
2MEPSP                  TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
            50        60        70        80                        
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                        
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 79.0  bits: 20.6 E():   20 
Smith-Waterman score: 53; 25.0% identity (52.8% similar) in 72 aa overlap (7-78:72-142) 
 
                                       10        20        30       
2MEPSP                         TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
         40        50        60        70        80                 
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                 
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 LKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
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 initn:  47 init1:  47 opt:  54  Z-score: 78.8  bits: 20.9 E():   21 
Smith-Waterman score: 54; 26.5% identity (51.5% similar) in 68 aa overlap (11-78:114-180) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    ..:. :..:   :.  .  . ::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
            210       220       230       240       250       260   
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (11-78:84-150) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
gi|295 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
            180       190       200       210       220       230   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (11-78:86-152) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|109 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (11-78:86-152) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
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gi|239 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (11-78:87-153) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (11-78:87-153) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (22-54:407-439) 
 
                        10        20        30        40        50  
2MEPSP          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
              60        70        80                                
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGP                                
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.9  bits: 18.5 E():   23 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (41-64:15-38) 
 
               20        30        40        50        60        70 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
               80                  
2MEPSP KLGASVEEGP                  
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gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 77.8  bits: 20.6 E():   23 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (11-78:112-178) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|398 AGVQPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|398 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|398 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.6  bits: 18.5 E():   24 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (41-64:17-40) 
 
               20        30        40        50        60        70 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
               80                  
2MEPSP KLGASVEEGP                  
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 77.5  bits: 20.3 E():   24 
Smith-Waterman score: 52; 25.0% identity (54.4% similar) in 68 aa overlap (11-78:75-141) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|134 AIVPPADKYRTFVATFGAASNKAFAEGLSGEPKGGAESSSKAALTSKL-DAAYKLAYKTA 
           50        60        70        80        90        100    
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|134 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
           110       120       130       140       150       160    
 
gi|134 ATAANAAPANDKFTVFEAAFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
           170       180       190       200       210       220    
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.6  bits: 20.3 E():   27 
Smith-Waterman score: 52; 27.5% identity (52.9% similar) in 51 aa overlap (30-80:113-163) 
 
                10        20        30        40        50          
2MEPSP  TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
      60        70        80                                        
2MEPSP ERMVAIRTELTKLGASVEEGP                                        
        :..:   :.  .  ..:: :                                        
gi|441 LRVIAGALEVHAVKPATEEVPAAKIPTGELQIVDKIDAAFKIAATAANAAPTNDKFTVFE 
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            150       160       170       180       190       200   
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.5  bits: 18.4 E():   28 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (41-64:26-49) 
 
               20        30        40        50        60        70 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
               80                  
2MEPSP KLGASVEEGP                  
                                   
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.2  bits: 19.8 E():   29 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (4-42:124-163) 
 
                                           10         20        30  
2MEPSP                            TSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
              40        50        60        70        80            
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP            
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.1  bits: 19.8 E():   29 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (4-42:127-166) 
 
                                           10         20        30  
2MEPSP                            TSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
              40        50        60        70        80            
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP            
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.4  bits: 19.3 E():   32 
Smith-Waterman score: 48; 29.6% identity (54.9% similar) in 71 aa overlap (11-75:96-160) 
 
                                   10        20         30          
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
           40        50        60        70        80              
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP              
        ::.. . ::    . :.  .: . :.  ..  :.  ::.:                   
gi|501 TAVTS-WLDG----KHVVFGEVAD-EKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130            140        150       160       170         
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 75.4  bits: 15.3 E():   32 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (2-8:2-8) 
 
               10        20        30        40        50        60 
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2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 
        ..:. ::                                                     
gi|250 PTITIGGPEYR                                                  
               10                                                   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 75.1  bits: 20.7 E():   33 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (7-42:390-426) 
 
                                       10          20        30     
2MEPSP                         TSVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
           40        50        60        70        80               
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP               
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 54; 25.4% identity (55.6% similar) in 63 aa overlap (18-79:204-264) 
 
                            10        20        30         40       
2MEPSP              TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
         50        60        70        80                           
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGP                           
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFG 
           240         250       260       270       280       290  
 
gi|558 GTAKFEAMYLGTCKALTPLMSSRFPELGMNASHCNEMPWIKSVPFIHLGKQATLSDLLNR 
             300       310       320       330       340       350  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (9-48:161-200) 
 
                                     10        20        30         
2MEPSP                       TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
       40        50        60        70        80                   
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                   
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.1  bits: 17.6 E():   38 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (25-48:1-24) 
 
               10        20        30        40        50        60 
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 
                               : :. .::  : . :.:  . :.:             
gi|291                         MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHV 
                                       10        20        30       
 
               70        80          
2MEPSP RMVAIRTELTKLGASVEEGP          
                                     
gi|291 EGEVYCNVCHSRNLINELSERMAGAQVQL 
         40        50        60      
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>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.1  bits: 19.1 E():   38 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (23-44:68-88) 
 
                       10        20        30        40        50   
2MEPSP         TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
             60        70        80                                 
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGP                                 
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (11-78:87-153) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (11-78:87-153) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (11-78:87-153) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
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gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (11-78:87-153) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (11-78:87-153) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (11-78:87-153) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (11-78:87-153) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               50        60        70        80                     
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2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (11-78:87-153) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (11-78:87-153) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (11-78:87-153) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.9  bits: 17.9 E():   38 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (47-64:28-45) 
 
         20        30        40        50        60        70       
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
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                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
         80                  
2MEPSP EEGP                  
                             
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.9  bits: 19.8 E():   38 
Smith-Waterman score: 50; 25.5% identity (54.9% similar) in 51 aa overlap (30-80:106-156) 
 
                10        20        30        40        50          
2MEPSP  TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
      60        70        80                                        
2MEPSP ERMVAIRTELTKLGASVEEGP                                        
        :..:   :.  .  ..:: :                                        
gi|144 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
         140       150       160       170       180       190      
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 73.6  bits: 20.9 E():   40 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (5-58:79-135) 
 
                                         10        20        30     
2MEPSP                           TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|283 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
           40        50           60        70        80            
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGP            
       :  .  ::.   ..  .: :   ::.:                                  
gi|283 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 73.6  bits: 20.9 E():   40 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (5-58:79-135) 
 
                                         10        20        30     
2MEPSP                           TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|289 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
           40        50           60        70        80            
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGP            
       :  .  ::.   ..  .: :   ::.:                                  
gi|289 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 49; 25.5% identity (54.9% similar) in 51 aa overlap (30-80:81-131) 
 
                10        20        30        40        50          
2MEPSP  TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
      60        70        80                                        
2MEPSP ERMVAIRTELTKLGASVEEGP                                        
        :..:   :.  .  ..:: :                                        
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gi|180 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
              120       130       140       150       160       170 
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 73.2  bits: 20.2 E():   42 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (21-78:297-354) 
 
                         10        20        30        40        50 
2MEPSP           TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
                  60        70        80                            
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEEGP                            
         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (4-37:170-204) 
 
                                           10         20        30  
2MEPSP                            TSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
              40        50        60        70        80            
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP            
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.9  bits: 18.3 E():   44 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (8-40:38-75) 
 
                                      10             20        30   
2MEPSP                        TSVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
             40        50        60        70        80       
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP       
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (11-78:87-153) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
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         180       190       200       210       220       230      
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (11-78:87-153) 
 
                                   10        20        30        40 
2MEPSP                     TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               50        60        70        80                     
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                     
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.4  bits: 18.5 E():   47 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (29-75:38-82) 
 
                 10        20        30        40         50        
2MEPSP   TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
        60         70        80                                     
2MEPSP ETERMVAIRTE-LTKLGASVEEGP                                     
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (23-79:7-64) 
 
               10        20        30         40        50          
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKET 
                             :. . : :. . .:...:....: ..  . :.. . .  
gi|164                 MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKP 
                               10        20        30        40     
 
      60        70        80                                        
2MEPSP ERMVAIRTELTKLGASVEEGP                                        
       :...::  .. . :. .  :                                         
gi|164 EEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIG 
           50        60        70        80        90       100     
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 72.1  bits: 16.2 E():   48 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (18-48:2-30) 
 
               10        20         30        40        50          
2MEPSP TSVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                        .::. : : .. :     ..  :  .::::..            
gi|122                 MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV            
                               10           20        30            
 
      60        70        80 
2MEPSP ERMVAIRTELTKLGASVEEGP 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.1  bits: 17.6 E():   49 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (18-47:41-70) 
 
                            10        20        30        40        
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2MEPSP              TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
        50        60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                         
gi|453 CSPKWLQLLVP                       
               80                        
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (39-60:22-43) 
 
       10        20        30        40        50        60         
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
       70        80                                                 
2MEPSP LTKLGASVEEGP                                                 
                                                                    
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.8  bits: 19.0 E():   50 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (23-44:116-136) 
 
                       10        20        30        40        50   
2MEPSP         TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
             60        70        80                                 
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGP                                 
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 71.6  bits: 20.2 E():   52 
Smith-Waterman score: 52; 25.4% identity (54.0% similar) in 63 aa overlap (18-79:202-262) 
 
                            10        20        30         40       
2MEPSP              TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..: : . .   .:.     :. . :   
gi|558 PSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDPNGKLLDKSSMSADHFWAVRGGGGE 
             180       190       200       210       220       230  
 
         50        60        70        80                           
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGP                           
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVLKIPKTVQEGAIDLVNKWQLVGPALPGDLMIRIILAG 
             240         250       260       270       280          
 
gi|558 NSATFEAMYLGTCSTLTPLMSSKFPELGMNPSHCNEMSWIKSIPFIHLGKQNLDDLLNRN 
     290       300       310       320       330       340          
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.3  bits: 19.2 E():   53 
Smith-Waterman score: 48; 23.6% identity (52.8% similar) in 72 aa overlap (7-78:72-142) 
 
                                       10        20        30       
2MEPSP                         TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. ..:. :: 
gi|168 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKGALTSKL-EAAYKLA 
              50        60        70        80        90        100 
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         40        50        60        70        80                 
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                 
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|168 YKTSEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQFIEKVDSA 
              110       120       130       140       150       160 
 
gi|168 LKVAATAANAAAANDKFTVFEAAFNHAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.1  bits: 18.7 E():   55 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (19-53:72-112) 
 
                           10        20        30              40   
2MEPSP             TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
             50        60        70        80                       
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                       
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.0  bits: 19.7 E():   55 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (4-42:291-330) 
 
                                           10         20        30  
2MEPSP                            TSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
              40        50        60        70        80            
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP            
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.7  bits: 19.9 E():   57 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (23-66:343-385) 
 
                       10        20        30        40        50   
2MEPSP         TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
              60        70        80                                
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGP                                
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (22-77:90-149) 
 
                        10        20        30        40        50  
2MEPSP          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                    60        70        80         
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGP         
       .: ...:     ..:.: . .    ::  .::            

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9836

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (22-77:90-149) 
 
                        10        20        30        40        50  
2MEPSP          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                    60        70        80         
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGP         
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (22-77:90-149) 
 
                        10        20        30        40        50  
2MEPSP          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                    60        70        80         
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGP         
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (22-77:90-149) 
 
                        10        20        30        40        50  
2MEPSP          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                    60        70        80         
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGP         
       .: ...:     ..:.: . .    ::  .::            
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 69.9  bits: 19.6 E():   64 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (4-42:6-45) 
 
                  10         20        30        40        50       
2MEPSP   TSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
            .. : ::  : .:.: . .. .: . . ::   : :  : :               
gi|223 INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKA 
               10        20         30        40        50          
 
         60        70        80                                     
2MEPSP KETERMVAIRTELTKLGASVEEGP                                     
                                                                    
gi|223 LYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALFGLSRAARNLQDDL 
      60        70        80        90       100       110          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.7  bits: 19.9 E():   66 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (14-30:430-446) 
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                                10        20        30        40    
2MEPSP                  TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
            50        60        70        80                        
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                        
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.7 E():   67 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (4-17:15-28) 
 
                          10        20        30        40          
2MEPSP            TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                     : . :::.:   ::                                 
gi|169 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG 
               10        20        30        40        50        60 
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (15-30:152-167) 
 
                               10        20        30        40     
2MEPSP                 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
           50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                            
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC          
             190       200                  
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 68.9  bits: 19.1 E():   72 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (23-78:269-325) 
 
                       10        20        30        40        50   
2MEPSP         TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
             60        70         80                                
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGP                                
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (22-53:89-118) 
 
                        10        20        30        40        50  
2MEPSP          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
              60        70        80               
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGP               
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
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 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (22-53:90-119) 
 
                        10        20        30        40        50  
2MEPSP          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
              60        70        80               
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGP               
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (22-44:90-112) 
 
                        10        20        30        40        50  
2MEPSP          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
              60        70        80             
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGP             
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (22-53:90-119) 
 
                        10        20        30        40        50  
2MEPSP          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              60        70        80               
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGP               
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (22-53:90-119) 
 
                        10        20        30        40        50  
2MEPSP          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              60        70        80               
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGP               
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (22-53:90-119) 
 
                        10        20        30        40        50  
2MEPSP          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9839

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

      60        70        80        90       100         110        
 
              60        70        80               
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGP               
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (22-53:90-119) 
 
                        10        20        30        40        50  
2MEPSP          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              60        70        80               
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGP               
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.6  bits: 17.7 E():   75 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (31-47:8-26) 
 
               10        20        30        40          50         
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
       60        70        80                                       
2MEPSP TERMVAIRTELTKLGASVEEGP                                       
                                                                    
gi|300 LIEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.6  bits: 17.7 E():   75 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (31-47:8-26) 
 
               10        20        30        40          50         
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKE 
                                     ::: :::....  : .:::            
gi|300                        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQK 
                                      10        20        30        
 
       60        70        80                                       
2MEPSP TERMVAIRTELTKLGASVEEGP                                       
                                                                    
gi|300 LIEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNA 
        40        50        60        70        80        90        
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (15-30:43-58) 
 
                               10        20        30        40     
2MEPSP                 TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
           50        60        70        80                         
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                         
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
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>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 46; 23.1% identity (50.8% similar) in 65 aa overlap (16-78:76-140) 
 
                              10        20          30        40    
2MEPSP                TSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAMTLAVVALFAD 
                                     .: . .  . . .:  :.:...:  :  .  
gi|481 EDINVGFKAAVAARQRPAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGA 
          50        60        70        80        90       100      
 
            50        60        70        80                        
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                        
        : :  :     . :. :..:   :.  .   .::                          
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.7 E():   81 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (27-45:2-20) 
 
               10        20        30        40        50        60 
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 
                                 :.  .:... :::. :.::                
gi|157                          MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQ 
                                        10        20        30      
 
               70        80                                         
2MEPSP RMVAIRTELTKLGASVEEGP                                         
                                                                    
gi|157 AEFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLT 
          40        50        60        70        80        90      
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (4-42:291-330) 
 
                                           10         20        30  
2MEPSP                            TSVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
              40        50        60        70        80            
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP            
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (16-49:110-145) 
 
                              10        20          30           40 
2MEPSP                TSVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
               50        60        70        80 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
         . :...:                                
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
        140       150       160       170       
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.8  bits: 17.4 E():   83 
Smith-Waterman score: 41; 25.8% identity (56.5% similar) in 62 aa overlap (21-80:36-96) 
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                         10        20        30        40        50 
2MEPSP           TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  :: : 
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAI-D 
          10        20        30        40        50        60      
 
               60          70        80                             
2MEPSP VASWRVKETERM-VAIRT-ELTKLGASVEEGP                             
       . . ...  . :   ::  :  .:  .. : :                             
gi|484 IPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDG 
           70        80        90       100       110       120     
 
gi|484 EVQE 
            
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 67.7  bits: 15.1 E():   84 
Smith-Waterman score: 31; 40.0% identity (70.0% similar) in 10 aa overlap (17-26:5-14) 
 
               10        20        30        40        50        60 
2MEPSP TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 
                       ::. . : .:                                   
gi|527             TDPGHLQDVXVAINDPKXGVFVNRK                        
                           10        20                             
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (7-15:14-22) 
 
                      10        20        30        40        50    
2MEPSP        TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
                    :::. : :.                                       
gi|898 ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDNGGGCGYKDV 
               10        20        30        40        50        60 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (18-44:44-71) 
 
                            10        20         30        40       
2MEPSP              TSVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
         50        60        70        80                           
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGP                           
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|75198875|sp|Q9S8H2|Q9S8H2_SECCE Major BAKER'S ASTHM  (26 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 67.3  bits: 15.1 E():   88 
Smith-Waterman score: 31; 30.8% identity (69.2% similar) in 13 aa overlap (68-80:6-18) 
 
        40        50        60        70        80         
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP         
                                     :  ..: :. ..:         
gi|751                          EQCYGESCRVGKSISNNPVPACREYV 
                                        10        20       
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 18.6 E():   89 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (30-78:125-173) 
 
                10        20        30        40        50          
2MEPSP  TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9842

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
      60        70        80                                        
2MEPSP ERMVAIRTELTKLGASVEEGP                                        
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKATPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
          160       170       180       190       200       210     
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.1 E():   89 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (33-63:121-151) 
 
             10        20        30        40        50        60   
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
             70        80                                           
2MEPSP VAIRTELTKLGASVEEGP                                           
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (22-53:90-119) 
 
                        10        20        30        40        50  
2MEPSP          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
              60        70        80               
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGP               
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (22-44:90-112) 
 
                        10        20        30        40        50  
2MEPSP          TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
              60        70        80             
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGP             
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (7-15:25-33) 
 
                                 10        20        30        40   
2MEPSP                   TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                       
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
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>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.0  bits: 16.0 E():   92 
Smith-Waterman score: 35; 29.4% identity (76.5% similar) in 17 aa overlap (48-64:26-42) 
 
        20        30        40        50        60        70        
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     .. ..:  ..: .::.:              
gi|377      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL    
                    10        20        30        40        50      
 
        80 
2MEPSP EGP 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (7-15:31-39) 
 
                                       10        20        30       
2MEPSP                         TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                 
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (7-15:31-39) 
 
                                       10        20        30       
2MEPSP                         TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                 
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (7-15:32-40) 
 
                                       10        20        30       
2MEPSP                         TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                 
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (36-54:15-35) 
 
          10        20        30        40          50        60    
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
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            70        80                                            
2MEPSP AIRTELTKLGASVEEGP                                            
                                                                    
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.6 E():   93 
Smith-Waterman score: 46; 26.5% identity (55.1% similar) in 49 aa overlap (30-78:101-149) 
 
                10        20        30        40        50          
2MEPSP  TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
      60        70        80                                        
2MEPSP ERMVAIRTELTKLGASVEEGP                                        
        :..:   :.  .  ..::                                          
gi|249 LRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAPANDKFTVFEGA 
              140       150       160       170       180       190 
 
>>gi|52783176|sp|P84160.1|NLTP_CITLI RecName: Full=Non-s  (20 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.7  bits: 14.6 E():   95 
Smith-Waterman score: 29; 53.8% identity (53.8% similar) in 13 aa overlap (5-15:6-18) 
 
                  10        20        30        40        50        
2MEPSP  TSVTVTGP--PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
            :::   :  :: :                                           
gi|527 ITCGQVTGSLAPXIPFLRTG                                         
               10        20                                         
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 17.9 E():   96 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (9-22:41-54) 
 
                                     10        20        30         
2MEPSP                       TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
       40        50        60        70        80                   
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                   
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.4 E():   97 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (30-78:93-141) 
 
                10        20        30        40        50          
2MEPSP  TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
      60        70        80                                        
2MEPSP ERMVAIRTELTKLGASVEEGP                                        
        :..:   :.  .   .::                                          
gi|168 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
            130       140       150       160       170       180   
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (9-22:45-58) 
 
                                     10        20        30         
2MEPSP                       TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
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gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
       40        50        60        70        80                   
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP                   
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.3 E():   98 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (30-78:96-144) 
 
                10        20        30        40        50          
2MEPSP  TSVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
      60        70        80                                        
2MEPSP ERMVAIRTELTKLGASVEEGP                                        
        :..:   :.  .   .::                                          
gi|285 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
         130       140       150       160       170       180      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:01 2011 done: Tue Apr 19 10:58:01 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 304  - 383 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     0     2:* 
  32     7     8:==* 
  34    16    22:====== * 
  36    53    44:==============*=== 
  38    46    73:================        * 
  40    77   102:==========================       * 
  42    97   125:=================================        * 
  44   140   138:=============================================*= 
  46   171   140:==============================================*========== 
  48   145   134:============================================*==== 
  50   128   122:========================================*== 
  52   131   108:===================================*======== 
  54   109    92:==============================*====== 
  56    61    77:=====================    * 
  58    49    63:=================   * 
  60    30    51:==========      * 
  62    46    41:=============*== 
  64    27    33:========= * 
  66    35    26:========*=== 
  68    16    20:======* 
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  70     9    16:===  * 
  72    15    12:===*= 
  74    20    10:===*=== 
  76     4     8:==* 
  78    16     6:=*==== 
  80    12     5:=*== 
  82     1     3:* 
  84     6     3:*= 
  86     4     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92    15     1:*====     :*============== 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 6.06480.00337; mu= 0.0346 0.175 
 mean_var=42.430711.005, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.196895 
 Kolmogorov-Smirnov  statistic: 0.0530 (N=28) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 23.6     1.4 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 22.8     2.5 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 22.2     3.3 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 22.2     3.7 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 22.2     3.7 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 22.2     3.7 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 22.2     3.7 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 22.2     3.7 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 22.2     3.7 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 22.2     3.7 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 22.2     3.7 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 22.2     3.7 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 22.2     3.7 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 22.2     3.7 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 22.2     3.7 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 22.2     3.7 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 22.2     3.7 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 21.4     6.7 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 22.5     7.7 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   52 20.6     8.3 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   52 20.6     8.5 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 20.8     9.4 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 20.8     9.4 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   51 20.3     9.9 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   51 20.3     9.9 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   57 21.7      11 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   57 21.7      11 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 22.4      11 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.0      14 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.7      15 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   54 20.9      17 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   54 20.9      17 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   54 20.9      17 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.1      17 
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gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   49 19.7      18 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 19.9      18 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.5      18 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   53 20.6      19 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 21.6      19 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 21.6      19 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 21.6      19 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   55 21.1      20 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 21.6      20 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 21.6      20 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   53 20.6      20 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   54 20.9      21 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   53 20.6      21 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   53 20.6      21 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   53 20.6      21 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.6      21 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.6      21 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 21.3      23 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   53 20.6      23 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.4      23 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.4      24 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   52 20.3      24 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 20.3      27 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.4      28 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 19.8      29 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 19.8      29 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 19.3      32 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   31 15.3      33 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 20.7      33 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   54 20.7      35 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.2      37 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.6      38 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.0      38 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   50 19.8      38 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   50 19.8      38 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   50 19.8      38 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   50 19.8      38 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   50 19.8      38 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   50 19.8      38 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   50 19.8      38 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   50 19.8      38 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   50 19.8      38 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   50 19.8      38 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   50 19.8      38 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.9      39 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   55 20.9      40 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   55 20.9      40 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.5      42 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.2      42 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 19.5      44 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.3      44 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   49 19.5      46 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   49 19.5      46 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.5      47 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.3      48 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 16.1      49 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.6      49 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      50 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.0      51 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   52 20.2      52 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   48 19.2      53 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 18.7      55 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 19.7      55 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 19.9      57 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.2      61 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.2      61 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.2      61 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.2      61 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 19.6      64 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 19.9      65 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 18.7      67 
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gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.4      68 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.1      72 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 17.9      74 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 17.9      74 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 17.9      74 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 17.9      74 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 17.9      74 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 17.9      74 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 17.9      74 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.7      76 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.7      76 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 17.9      79 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 18.6      80 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.1      81 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.7      81 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 17.9      83 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   31 15.0      85 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.4      86 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.4      88 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.6      89 
gi|75198875|sp|Q9S8H2|Q9S8H2_SECCE Major BAKER'S A (  26)   31 15.0      89 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.1      89 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.7      90 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.7      90 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.4      90 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.4      92 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.4      92 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 18.8      93 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.4      93 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   35 16.0      93 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   46 18.6      93 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 17.9      96 
gi|52783176|sp|P84160.1|NLTP_CITLI RecName: Full=N (  20)   29 14.5      97 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 18.3      97 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 17.9      98 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   45 18.3      98 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 99.9  bits: 23.6 E():  1.4 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (5-47:59-96) 
 
                                         10        20        30     
2MEPSP                           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           40        50        60        70        80               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD               
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (5-47:59-96) 
 
                                         10        20        30     
2MEPSP                           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           40        50        60        70        80               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 93.2  bits: 22.2 E():  3.3 
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Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (4-27:85-109) 
 
                                           10        20        30   
2MEPSP                            SVTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
             40        50        60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
                                                        
gi|668 TTGAFQRIPRSSFANNPRLGRKC                          
          120       130                                 
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (5-47:59-96) 
 
                                         10        20        30     
2MEPSP                           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           40        50        60        70        80               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (5-47:59-96) 
 
                                         10        20        30     
2MEPSP                           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           40        50        60        70        80               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (5-47:59-96) 
 
                                         10        20        30     
2MEPSP                           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           40        50        60        70        80               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (5-47:59-96) 
 
                                         10        20        30     
2MEPSP                           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
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           40        50        60        70        80               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (5-47:59-96) 
 
                                         10        20        30     
2MEPSP                           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           40        50        60        70        80               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (5-47:59-96) 
 
                                         10        20        30     
2MEPSP                           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           40        50        60        70        80               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (5-47:59-96) 
 
                                         10        20        30     
2MEPSP                           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           40        50        60        70        80               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (5-47:59-96) 
 
                                         10        20        30     
2MEPSP                           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           40        50        60        70        80               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
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>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (5-47:59-96) 
 
                                         10        20        30     
2MEPSP                           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           40        50        60        70        80               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (5-47:59-96) 
 
                                         10        20        30     
2MEPSP                           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           40        50        60        70        80               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD               
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (5-47:59-96) 
 
                                         10        20        30     
2MEPSP                           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           40        50        60        70        80               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (5-47:59-96) 
 
                                         10        20        30     
2MEPSP                           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           40        50        60        70        80               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (5-47:59-96) 
 
                                         10        20        30     
2MEPSP                           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
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gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           40        50        60        70        80               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.2  bits: 22.2 E():  3.7 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (5-47:59-96) 
 
                                         10        20        30     
2MEPSP                           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           40        50        60        70        80               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 87.6  bits: 21.4 E():  6.7 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (5-47:59-96) 
 
                                         10        20        30     
2MEPSP                           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
           40        50        60        70        80               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 86.6  bits: 22.5 E():  7.7 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (10-53:269-312) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 85.9  bits: 20.6 E():  8.3 
Smith-Waterman score: 52; 31.4% identity (52.9% similar) in 70 aa overlap (15-78:2-68) 
 
               10           20           30        40        50     
2MEPSP SVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 
                     ::: :   . .  :  :   ::  .:. :.. ::     . .:  . 
gi|833              MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELE 
                            10        20        30        40        
 
           60        70        80                                   
2MEPSP VKETERMVAIRTELTKLGASVEEGPD                                   
        :. ....:  .  ::: :::  :                                     
gi|833 GKDLQELIAEGS--TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDED 
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        50          60         70        80        90       100     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 85.8  bits: 20.6 E():  8.5 
Smith-Waterman score: 52; 30.0% identity (54.3% similar) in 70 aa overlap (15-78:2-68) 
 
               10           20           30        40        50     
2MEPSP SVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 
                     ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . 
gi|117              MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELE 
                            10        20        30        40        
 
           60        70        80                                   
2MEPSP VKETERMVAIRTELTKLGASVEEGPD                                   
        :. ....:  .:  :: :::  :                                     
gi|117 GKDINELIASGSE--KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESD 
        50        60           70        80        90       100     
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 85.0  bits: 20.8 E():  9.4 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (5-47:59-103) 
 
                                         10        20          30   
2MEPSP                           SVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
             40        50        60        70        80         
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD         
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 85.0  bits: 20.8 E():  9.4 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (5-47:59-103) 
 
                                         10        20          30   
2MEPSP                           SVTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
             40        50        60        70        80         
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD         
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 84.6  bits: 20.3 E():  9.9 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (15-78:2-68) 
 
               10           20           30        40        50     
2MEPSP SVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 
                     ::: :   . .. :  :   ::  .:. :.. ::     . ..  . 
gi|461              MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELE 
                            10        20        30        40        
 
           60        70        80                                   
2MEPSP VKETERMVAIRTELTKLGASVEEGPD                                   
        :. ....:  .:  :: :::  :                                     
gi|461 GKDIQQLIAEGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMG 
        50        60           70        80        90       100     
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 84.6  bits: 20.3 E():  9.9 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (15-78:2-68) 
 
               10           20           30        40        50     
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2MEPSP SVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 
                     ::: :   . .. :  :   ::  .:. :.. ::     . ..  . 
gi|416              MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELE 
                            10        20        30        40        
 
           60        70        80                                   
2MEPSP VKETERMVAIRTELTKLGASVEEGPD                                   
        :. ....:  .:  :: :::  :                                     
gi|416 GKDIQQLIAEGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMG 
        50        60           70        80        90       100     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  57  Z-score: 84.1  bits: 21.7 E():   11 
Smith-Waterman score: 57; 24.7% identity (56.8% similar) in 81 aa overlap (4-77:168-240) 
 
                                          10           20        30 
2MEPSP                            SVTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
               40        50            60        70        80       
2MEPSP AMTLAVVALFADGPTAIRDVASWR----VKETERMVAIRTELTKLGASVEEGPD       
       . : .. :.  : : ..  ..  .    .   ...::.  .  :.: ..:.          
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEK--KIGKTLEKIYVPEEKLL 
           200         210       220       230         240          
 
gi|107 KDIQESPIPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
     250       260       270       280       290       300         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 84.0  bits: 21.7 E():   11 
Smith-Waterman score: 57; 26.5% identity (54.4% similar) in 68 aa overlap (10-77:112-178) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
        .  : :  :.    :.:. :..:   :.  .  ..::                       
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|330 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (10-53:399-442) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 81.8  bits: 20.0 E():   14 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (3-41:20-59) 
 
                                 10         20        30        40  
2MEPSP                  SVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
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                          .. : ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
              50        60        70        80                      
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                      
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.2  bits: 19.7 E():   15 
Smith-Waterman score: 49; 30.0% identity (52.9% similar) in 70 aa overlap (15-78:2-68) 
 
               10           20           30        40        50     
2MEPSP SVTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWR 
                     ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . 
gi|185              MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELE 
                            10        20        30        40        
 
           60        70        80                                   
2MEPSP VKETERMVAIRTELTKLGASVEEGPD                                   
        :. ....:   :  :: :::  :                                     
gi|185 GKDINELIASGPE--KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESD 
        50        60           70        80        90       100     
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.5  bits: 20.9 E():   17 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (6-77:72-142) 
 
                                        10        20        30      
2MEPSP                          SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
          40        50        60        70        80                
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.5  bits: 20.9 E():   17 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (6-77:72-142) 
 
                                        10        20        30      
2MEPSP                          SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
          40        50        60        70        80                
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.5  bits: 20.9 E():   17 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (6-77:72-142) 
 
                                        10        20        30      
2MEPSP                          SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
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gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
          40        50        60        70        80                
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.1  bits: 21.1 E():   17 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (29-77:131-179) 
 
                 10        20        30        40        50         
2MEPSP   SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
       60        70        80                                       
2MEPSP ERMVAIRTELTKLGASVEEGPD                                       
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 49; 27.0% identity (57.1% similar) in 63 aa overlap (20-80:36-97) 
 
                          10        20        30        40          
2MEPSP            SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  :: : 
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAI-D 
          10        20        30        40        50        60      
 
      50        60          70        80                            
2MEPSP VASWRVKETERM-VAIRT-ELTKLGASVEEGPD                            
       . . ...  . :   ::  :  .:  .. : ::                            
gi|484 IPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDG 
           70        80        90       100       110       120     
 
gi|484 EVQE 
            
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (5-47:59-96) 
 
                                         10        20        30     
2MEPSP                           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
           40        50        60        70        80               
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD               
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.8  bits: 19.5 E():   18 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (29-78:22-68) 
 
               10        20        30        40        50        60 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 
                                   ::  .:. :.. ::     . .:  . :. .. 
gi|668        MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQE 
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                      10        20        30        40        50    
 
               70        80                                         
2MEPSP MVAIRTELTKLGASVEEGPD                                         
       ..:  .  ::: :::  :                                           
gi|668 LIAEGS--TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLF 
              60         70        80        90       100       110 
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.6  bits: 20.6 E():   19 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (10-77:58-124) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
gi|422 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
        150       160       170       180       190       200       
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (13-29:399-415) 
 
                                 10        20        30        40   
2MEPSP                   SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
             50        60        70        80                       
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                       
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.4  bits: 21.6 E():   19 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (13-29:402-418) 
 
                                 10        20        30        40   
2MEPSP                   SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
             50        60        70        80                       
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                       
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.4  bits: 21.6 E():   19 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (13-29:403-419) 
 
                                 10        20        30        40   
2MEPSP                   SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
             50        60        70        80                       
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                       
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gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 79.2  bits: 21.1 E():   20 
Smith-Waterman score: 55; 26.5% identity (52.9% similar) in 68 aa overlap (10-77:173-239) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
             270       280       290       300       310       320  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.0  bits: 21.6 E():   20 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (13-29:422-438) 
 
                                 10        20        30        40   
2MEPSP                   SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
             50        60        70        80                       
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                       
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.0  bits: 21.6 E():   20 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (13-29:422-438) 
 
                                 10        20        30        40   
2MEPSP                   SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
             50        60        70        80                       
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                       
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 79.0  bits: 20.6 E():   20 
Smith-Waterman score: 53; 25.0% identity (52.8% similar) in 72 aa overlap (6-77:72-142) 
 
                                        10        20        30      
2MEPSP                          SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
          40        50        60        70        80                
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
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gi|313 LKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 78.8  bits: 20.9 E():   21 
Smith-Waterman score: 54; 26.5% identity (51.5% similar) in 68 aa overlap (10-77:114-180) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
        .  : :  :.    ..:. :..:   :.  .  . ::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
            210       220       230       240       250       260   
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (10-77:84-150) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
gi|295 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
            180       190       200       210       220       230   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (10-77:86-152) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|109 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (10-77:86-152) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
      40        50        60        70        80                    
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2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|239 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (10-77:87-153) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (10-77:87-153) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (21-53:407-439) 
 
                         10        20        30        40        50 
2MEPSP           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
               60        70        80                               
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPD                               
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 77.8  bits: 20.6 E():   23 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (10-77:112-178) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|398 AGVQPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
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      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|398 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|398 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.8  bits: 18.4 E():   23 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (40-63:15-38) 
 
      10        20        30        40        50        60          
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
      70        80                 
2MEPSP KLGASVEEGPD                 
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.5  bits: 18.4 E():   24 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (40-63:17-40) 
 
      10        20        30        40        50        60          
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
      70        80                 
2MEPSP KLGASVEEGPD                 
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 77.5  bits: 20.3 E():   24 
Smith-Waterman score: 52; 25.0% identity (54.4% similar) in 68 aa overlap (10-77:75-141) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|134 AIVPPADKYRTFVATFGAASNKAFAEGLSGEPKGGAESSSKAALTSKL-DAAYKLAYKTA 
           50        60        70        80        90        100    
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|134 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
           110       120       130       140       150       160    
 
gi|134 ATAANAAPANDKFTVFEAAFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
           170       180       190       200       210       220    
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.6  bits: 20.3 E():   27 
Smith-Waterman score: 52; 27.5% identity (52.9% similar) in 51 aa overlap (29-79:113-163) 
 
                 10        20        30        40        50         
2MEPSP   SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
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       60        70        80                                       
2MEPSP ERMVAIRTELTKLGASVEEGPD                                       
        :..:   :.  .  ..:: :                                        
gi|441 LRVIAGALEVHAVKPATEEVPAAKIPTGELQIVDKIDAAFKIAATAANAAPTNDKFTVFE 
            150       160       170       180       190       200   
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.5  bits: 18.4 E():   28 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (40-63:26-49) 
 
      10        20        30        40        50        60          
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
      70        80                 
2MEPSP KLGASVEEGPD                 
                                   
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.2  bits: 19.8 E():   29 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (3-41:124-163) 
 
                                            10         20        30 
2MEPSP                             SVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
               40        50        60        70        80           
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD           
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.0  bits: 19.8 E():   29 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (3-41:127-166) 
 
                                            10         20        30 
2MEPSP                             SVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
               40        50        60        70        80           
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD           
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.4  bits: 19.3 E():   32 
Smith-Waterman score: 48; 29.6% identity (54.9% similar) in 71 aa overlap (10-74:96-160) 
 
                                    10        20         30         
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
            40        50        60        70        80             
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD             
        ::.. . ::    . :.  .: . :.  ..  :.  ::.:                   
gi|501 TAVTS-WLDG----KHVVFGEVAD-EKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130            140        150       160       170         
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
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 initn:  31 init1:  31 opt:  31  Z-score: 75.2  bits: 15.3 E():   33 
Smith-Waterman score: 31; 42.9% identity (85.7% similar) in 7 aa overlap (1-7:2-8) 
 
                10        20        30        40        50          
2MEPSP  SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 
        ..:. ::                                                     
gi|250 PTITIGGPEYR                                                  
               10                                                   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 75.1  bits: 20.7 E():   33 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (6-41:390-426) 
 
                                        10          20        30    
2MEPSP                          SVTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
            40        50        60        70        80              
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD              
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 54; 25.4% identity (55.6% similar) in 63 aa overlap (17-78:204-264) 
 
                             10        20        30         40      
2MEPSP               SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
          50        60        70        80                          
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                          
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFG 
           240         250       260       270       280       290  
 
gi|558 GTAKFEAMYLGTCKALTPLMSSRFPELGMNASHCNEMPWIKSVPFIHLGKQATLSDLLNR 
             300       310       320       330       340       350  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (8-47:161-200) 
 
                                      10        20        30        
2MEPSP                        SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
        40        50        60        70        80                  
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                  
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.0  bits: 17.6 E():   38 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (24-47:1-24) 
 
               10        20        30        40        50        60 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 
                              : :. .::  : . :.:  . :.:              
gi|291                        MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVE 
                                      10        20        30        
 
               70        80         
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2MEPSP MVAIRTELTKLGASVEEGPD         
                                    
gi|291 GEVYCNVCHSRNLINELSERMAGAQVQL 
        40        50        60      
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.0  bits: 19.0 E():   38 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (22-43:68-88) 
 
                        10        20        30        40        50  
2MEPSP          SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
              60        70        80                                
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPD                                
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (10-77:87-153) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (10-77:87-153) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (10-77:87-153) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
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        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (10-77:87-153) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (10-77:87-153) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (10-77:87-153) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (10-77:87-153) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
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gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (10-77:87-153) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (10-77:87-153) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (10-77:87-153) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.9  bits: 19.8 E():   38 
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Smith-Waterman score: 50; 25.5% identity (54.9% similar) in 51 aa overlap (29-79:106-156) 
 
                 10        20        30        40        50         
2MEPSP   SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
       60        70        80                                       
2MEPSP ERMVAIRTELTKLGASVEEGPD                                       
        :..:   :.  .  ..:: :                                        
gi|144 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
         140       150       160       170       180       190      
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.9  bits: 17.9 E():   39 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (46-63:28-45) 
 
          20        30        40        50        60        70      
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
          80                 
2MEPSP EEGPD                 
                             
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 73.6  bits: 20.9 E():   40 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (4-57:79-135) 
 
                                          10        20        30    
2MEPSP                            SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|283 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
            40        50           60        70        80           
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGPD           
       :  .  ::.   ..  .: :   ::.:                                  
gi|283 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 73.6  bits: 20.9 E():   40 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (4-57:79-135) 
 
                                          10        20        30    
2MEPSP                            SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|289 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
            40        50           60        70        80           
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGPD           
       :  .  ::.   ..  .: :   ::.:                                  
gi|289 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 49; 25.5% identity (54.9% similar) in 51 aa overlap (29-79:81-131) 
 
                 10        20        30        40        50         
2MEPSP   SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
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       60        70        80                                       
2MEPSP ERMVAIRTELTKLGASVEEGPD                                       
        :..:   :.  .  ..:: :                                        
gi|180 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
              120       130       140       150       160       170 
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 73.2  bits: 20.2 E():   42 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (20-77:297-354) 
 
                          10        20        30        40          
2MEPSP            SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
      50           60        70        80                           
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEEGPD                           
         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (3-36:170-204) 
 
                                            10         20        30 
2MEPSP                             SVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
               40        50        60        70        80           
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD           
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.8  bits: 18.3 E():   44 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (7-39:38-75) 
 
                                       10             20        30  
2MEPSP                         SVTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
              40        50        60        70        80      
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD      
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (10-77:87-153) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
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gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (10-77:87-153) 
 
                                    10        20        30          
2MEPSP                      SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
      40        50        60        70        80                    
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                    
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.3  bits: 18.5 E():   47 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (28-74:38-82) 
 
                  10        20        30        40         50       
2MEPSP    SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
         60         70        80                                    
2MEPSP ETERMVAIRTE-LTKLGASVEEGPD                                    
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.1  bits: 18.3 E():   48 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (22-78:7-64) 
 
               10        20        30         40        50          
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETE 
                            :. . : :. . .:...:....: ..  . :.. . . : 
gi|164                MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPE 
                              10        20        30        40      
 
      60        70        80                                        
2MEPSP RMVAIRTELTKLGASVEEGPD                                        
       ...::  .. . :. .  :                                          
gi|164 EIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGI 
          50        60        70        80        90       100      
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 72.0  bits: 16.1 E():   49 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (17-47:2-30) 
 
               10        20         30        40        50          
2MEPSP SVTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 
                       .::. : : .. :     ..  :  .::::..             
gi|122                MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV             
                              10           20        30             
 
      60        70        80 
2MEPSP RMVAIRTELTKLGASVEEGPD 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
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 initn:  41 init1:  41 opt:  41  Z-score: 72.0  bits: 17.6 E():   49 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (17-46:41-70) 
 
                             10        20        30        40       
2MEPSP               SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
         50        60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
                                          
gi|453 CSPKWLQLLVP                        
               80                         
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (38-59:22-43) 
 
        10        20        30        40        50        60        
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
        70        80                                                
2MEPSP LTKLGASVEEGPD                                                
                                                                    
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.8  bits: 19.0 E():   51 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (22-43:116-136) 
 
                        10        20        30        40        50  
2MEPSP          SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
              60        70        80                                
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPD                                
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 71.6  bits: 20.2 E():   52 
Smith-Waterman score: 52; 25.4% identity (54.0% similar) in 63 aa overlap (17-78:202-262) 
 
                             10        20        30         40      
2MEPSP               SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..: : . .   .:.     :. . :   
gi|558 PSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDPNGKLLDKSSMSADHFWAVRGGGGE 
             180       190       200       210       220       230  
 
          50        60        70        80                          
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                          
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVLKIPKTVQEGAIDLVNKWQLVGPALPGDLMIRIILAG 
             240         250       260       270       280          
 
gi|558 NSATFEAMYLGTCSTLTPLMSSKFPELGMNPSHCNEMSWIKSIPFIHLGKQNLDDLLNRN 
     290       300       310       320       330       340          
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.3  bits: 19.2 E():   53 
Smith-Waterman score: 48; 23.6% identity (52.8% similar) in 72 aa overlap (6-77:72-142) 
 
                                        10        20        30      
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2MEPSP                          SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. ..:. :: 
gi|168 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKGALTSKL-EAAYKLA 
              50        60        70        80        90        100 
 
          40        50        60        70        80                
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|168 YKTSEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQFIEKVDSA 
              110       120       130       140       150       160 
 
gi|168 LKVAATAANAAAANDKFTVFEAAFNHAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.1  bits: 18.7 E():   55 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (18-52:72-112) 
 
                            10        20        30              40  
2MEPSP              SVTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
              50        60        70        80                      
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                      
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.0  bits: 19.7 E():   55 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (3-41:291-330) 
 
                                            10         20        30 
2MEPSP                             SVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
               40        50        60        70        80           
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD           
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.8  bits: 19.9 E():   57 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (22-65:343-385) 
 
                        10        20        30        40        50  
2MEPSP          SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
               60        70        80                               
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPD                               
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (21-76:90-149) 
 
                         10        20        30        40        50 
2MEPSP           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
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                     60        70        80        
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPD        
       .: ...:     ..:.: . .    ::  .::            
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (21-76:90-149) 
 
                         10        20        30        40        50 
2MEPSP           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                     60        70        80        
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPD        
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (21-76:90-149) 
 
                         10        20        30        40        50 
2MEPSP           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                     60        70        80        
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPD        
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (21-76:90-149) 
 
                         10        20        30        40        50 
2MEPSP           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                     60        70        80        
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPD        
       .: ...:     ..:.: . .    ::  .::            
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 69.9  bits: 19.6 E():   64 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (3-41:6-45) 
 
                   10         20        30        40        50      
2MEPSP    SVTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
            .. : ::  : .:.: . .. .: . . ::   : :  : :               
gi|223 INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKA 
               10        20         30        40        50          
 
          60        70        80                                    
2MEPSP KETERMVAIRTELTKLGASVEEGPD                                    
                                                                    
gi|223 LYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALFGLSRAARNLQDDL 
      60        70        80        90       100       110          
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>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.7  bits: 19.9 E():   65 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (13-29:430-446) 
 
                                 10        20        30        40   
2MEPSP                   SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
             50        60        70        80                       
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                       
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.7 E():   67 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (3-16:15-28) 
 
                           10        20        30        40         
2MEPSP             SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                     : . :::.:   ::                                 
gi|169 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG 
               10        20        30        40        50        60 
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.4 E():   68 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (14-29:152-167) 
 
                                10        20        30        40    
2MEPSP                  SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
            50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
                                             
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC           
             190       200                   
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 68.9  bits: 19.1 E():   72 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (22-77:269-325) 
 
                        10        20        30        40        50  
2MEPSP          SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
              60         70        80                               
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGPD                               
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (21-52:89-118) 
 
                         10        20        30        40        50 
2MEPSP           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
               60        70        80              
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPD              
       .:                                          
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gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (21-52:90-119) 
 
                         10        20        30        40        50 
2MEPSP           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
               60        70        80              
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPD              
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (21-52:90-119) 
 
                         10        20        30        40        50 
2MEPSP           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               60        70        80              
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPD              
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (21-52:90-119) 
 
                         10        20        30        40        50 
2MEPSP           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               60        70        80              
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPD              
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (21-43:90-112) 
 
                         10        20        30        40        50 
2MEPSP           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
               60        70        80            
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPD            
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (21-52:90-119) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9875

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                         10        20        30        40        50 
2MEPSP           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               60        70        80              
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPD              
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (21-52:90-119) 
 
                         10        20        30        40        50 
2MEPSP           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               60        70        80              
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPD              
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (30-46:8-26) 
 
               10        20        30        40          50         
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKET 
                                    ::: :::....  : .:::             
gi|300                       MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKL 
                                     10        20        30         
 
       60        70        80                                       
2MEPSP ERMVAIRTELTKLGASVEEGPD                                       
                                                                    
gi|300 IEDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAA 
       40        50        60        70        80        90         
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (30-46:8-26) 
 
               10        20        30        40          50         
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKET 
                                    ::: :::....  : .:::             
gi|300                       MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKL 
                                     10        20        30         
 
       60        70        80                                       
2MEPSP ERMVAIRTELTKLGASVEEGPD                                       
                                                                    
gi|300 IEDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAA 
       40        50        60        70        80        90         
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (14-29:43-58) 
 
                                10        20        30        40    
2MEPSP                  SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
            50        60        70        80                        
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2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                        
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 46; 23.1% identity (50.8% similar) in 65 aa overlap (15-77:76-140) 
 
                               10        20          30        40   
2MEPSP                 SVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAMTLAVVALFAD 
                                     .: . .  . . .:  :.:...:  :  .  
gi|481 EDINVGFKAAVAARQRPAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGA 
          50        60        70        80        90       100      
 
             50        60        70        80                       
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                       
        : :  :     . :. :..:   :.  .   .::                          
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (3-41:291-330) 
 
                                            10         20        30 
2MEPSP                             SVTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
               40        50        60        70        80           
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD           
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.7 E():   81 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (26-44:2-20) 
 
               10        20        30        40        50        60 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 
                                :.  .:... :::. :.::                 
gi|157                         MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA 
                                       10        20        30       
 
               70        80                                         
2MEPSP MVAIRTELTKLGASVEEGPD                                         
                                                                    
gi|157 EFRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTR 
         40        50        60        70        80        90       
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.8  bits: 17.9 E():   83 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (15-48:110-145) 
 
                               10        20          30             
2MEPSP                 SVTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
      40        50        60        70        80 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
         . :...:                                 
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA  
        140       150       160       170        
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>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 67.6  bits: 15.0 E():   85 
Smith-Waterman score: 31; 40.0% identity (70.0% similar) in 10 aa overlap (16-25:5-14) 
 
               10        20        30        40        50        60 
2MEPSP SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 
                      ::. . : .:                                    
gi|527            TDPGHLQDVXVAINDPKXGVFVNRK                         
                          10        20                              
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.5  bits: 18.4 E():   86 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (6-14:14-22) 
 
                       10        20        30        40        50   
2MEPSP         SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
                    :::. : :.                                       
gi|898 ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDNGGGCGYKDV 
               10        20        30        40        50        60 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 17.4 E():   88 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (17-43:44-71) 
 
                             10        20         30        40      
2MEPSP               SVTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
          50        60        70        80                          
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                          
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 18.6 E():   89 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (29-77:125-173) 
 
                 10        20        30        40        50         
2MEPSP   SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
       60        70        80                                       
2MEPSP ERMVAIRTELTKLGASVEEGPD                                       
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKATPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
          160       170       180       190       200       210     
 
>>gi|75198875|sp|Q9S8H2|Q9S8H2_SECCE Major BAKER'S ASTHM  (26 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 67.2  bits: 15.0 E():   89 
Smith-Waterman score: 31; 30.8% identity (69.2% similar) in 13 aa overlap (67-79:6-18) 
 
         40        50        60        70        80        
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD        
                                     :  ..: :. ..:         
gi|751                          EQCYGESCRVGKSISNNPVPACREYV 
                                        10        20       
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.1 E():   89 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (32-62:121-151) 
 
              10        20        30        40        50        60  
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
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              100       110       120       130       140       150 
 
              70        80                                          
2MEPSP VAIRTELTKLGASVEEGPD                                          
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (21-52:90-119) 
 
                         10        20        30        40        50 
2MEPSP           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
               60        70        80              
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPD              
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (21-43:90-112) 
 
                         10        20        30        40        50 
2MEPSP           SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
               60        70        80            
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPD            
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (6-14:25-33) 
 
                                  10        20        30        40  
2MEPSP                    SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                      
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.4 E():   92 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (6-14:31-39) 
 
                                        10        20        30      
2MEPSP                          SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
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>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.4 E():   92 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (6-14:31-39) 
 
                                        10        20        30      
2MEPSP                          SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (35-53:15-35) 
 
           10        20        30        40          50        60   
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
             70        80                                           
2MEPSP AIRTELTKLGASVEEGPD                                           
                                                                    
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (6-14:32-40) 
 
                                        10        20        30      
2MEPSP                          SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.9  bits: 16.0 E():   93 
Smith-Waterman score: 35; 29.4% identity (76.5% similar) in 17 aa overlap (47-63:26-42) 
 
         20        30        40        50        60        70       
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     .. ..:  ..: .::.:              
gi|377      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL    
                    10        20        30        40        50      
 
         80 
2MEPSP EGPD 
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.6 E():   93 
Smith-Waterman score: 46; 26.5% identity (55.1% similar) in 49 aa overlap (29-77:101-149) 
 
                 10        20        30        40        50         
2MEPSP   SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
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       60        70        80                                       
2MEPSP ERMVAIRTELTKLGASVEEGPD                                       
        :..:   :.  .  ..::                                          
gi|249 LRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAPANDKFTVFEGA 
              140       150       160       170       180       190 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (8-21:41-54) 
 
                                      10        20        30        
2MEPSP                        SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
        40        50        60        70        80                  
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                  
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|52783176|sp|P84160.1|NLTP_CITLI RecName: Full=Non-s  (20 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.6  bits: 14.5 E():   97 
Smith-Waterman score: 29; 53.8% identity (53.8% similar) in 13 aa overlap (4-14:6-18) 
 
                   10        20        30        40        50       
2MEPSP   SVTVTGP--PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
            :::   :  :: :                                           
gi|527 ITCGQVTGSLAPXIPFLRTG                                         
               10        20                                         
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.3 E():   97 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (29-77:93-141) 
 
                 10        20        30        40        50         
2MEPSP   SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
       60        70        80                                       
2MEPSP ERMVAIRTELTKLGASVEEGPD                                       
        :..:   :.  .   .::                                          
gi|168 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
            130       140       150       160       170       180   
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.9 E():   98 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (8-21:45-58) 
 
                                      10        20        30        
2MEPSP                        SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
        40        50        60        70        80                  
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD                  
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.3 E():   98 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (29-77:96-144) 
 
                 10        20        30        40        50         
2MEPSP   SVTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
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                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
       60        70        80                                       
2MEPSP ERMVAIRTELTKLGASVEEGPD                                       
        :..:   :.  .   .::                                          
gi|285 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
         130       140       150       160       170       180      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:01 2011 done: Tue Apr 19 10:58:01 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 305  - 384 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     0     2:* 
  32     7     8:==* 
  34    17    22:====== * 
  36    53    44:==============*=== 
  38    42    73:==============          * 
  40    76   102:==========================       * 
  42    92   125:===============================          * 
  44   136   138:=============================================* 
  46   178   140:==============================================*============= 
  48   147   134:============================================*==== 
  50   130   122:========================================*=== 
  52   134   108:===================================*========= 
  54   112    92:==============================*======= 
  56    58    77:====================     * 
  58    47    63:================    * 
  60    28    51:==========      * 
  62    52    41:=============*==== 
  64    24    33:========  * 
  66    31    26:========*== 
  68    20    20:======* 
  70     9    16:===  * 
  72    14    12:===*= 
  74    19    10:===*=== 
  76     6     8:==* 
  78    14     6:=*=== 
  80    13     5:=*=== 
  82     1     3:* 
  84     7     3:*== 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92    14     1:*====     :*============= 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
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 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 6.03560.00332; mu= 0.2238 0.172 
 mean_var=41.571810.846, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.198918 
 Kolmogorov-Smirnov  statistic: 0.0600 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 23.7     1.3 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 22.9     2.4 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 22.3     3.1 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 22.3     3.6 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 22.3     3.6 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 22.3     3.6 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 22.3     3.6 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 22.3     3.6 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 22.3     3.6 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 22.3     3.6 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 22.3     3.6 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 22.3     3.6 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 22.3     3.6 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 22.3     3.6 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 22.3     3.6 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 22.3     3.6 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 22.3     3.6 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 21.4     6.5 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 22.6     7.4 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   52 20.7       8 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   52 20.6     8.2 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 20.9       9 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 20.9       9 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   51 20.4     9.6 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   51 20.4     9.6 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   57 21.8      10 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   57 21.8      10 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 22.5      10 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.0      14 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.8      15 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   54 21.0      16 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   54 21.0      16 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   54 21.0      16 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.2      17 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   49 19.7      17 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.0      17 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.5      18 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   53 20.7      18 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 21.6      18 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 21.6      18 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 21.6      19 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   55 21.2      19 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 21.6      19 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 21.6      19 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   53 20.7      20 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   54 20.9      20 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   53 20.7      20 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   53 20.7      20 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   53 20.7      20 
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gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.7      20 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 21.4      22 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   53 20.6      23 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.5      23 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.5      24 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   52 20.4      24 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 20.4      26 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.4      27 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 19.9      28 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 19.9      29 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 19.4      31 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 20.8      32 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   54 20.8      34 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.3      36 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   50 19.8      37 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.1      37 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.6      37 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   50 19.8      37 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.9      38 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   55 21.0      39 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   55 21.0      39 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.5      41 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.3      41 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 19.5      43 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   44 18.3      43 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   49 19.5      45 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   49 19.5      45 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.6      46 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.3      47 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   29 14.7      48 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.6      48 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 16.2      48 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      49 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.0      49 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   52 20.2      50 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   48 19.2      52 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 19.7      54 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 18.8      54 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 19.9      56 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.2      60 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.2      60 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.2      60 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.2      60 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 19.7      62 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 19.9      64 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 18.7      65 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.5      67 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.2      71 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.0      72 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.0      73 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.0      73 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.0      73 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.0      73 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.0      73 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.0      73 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.7      74 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.7      74 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 17.9      78 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 18.7      78 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.1      80 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.7      80 
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gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 17.9      82 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.4      84 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   31 15.1      85 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.4      87 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.6      87 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.2      88 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.4      88 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.7      88 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.7      88 
gi|75198875|sp|Q9S8H2|Q9S8H2_SECCE Major BAKER'S A (  26)   31 15.0      89 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.4      91 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.4      91 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 18.9      91 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.4      91 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   46 18.6      92 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   35 16.0      92 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 17.9      95 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 18.4      96 
gi|52783176|sp|P84160.1|NLTP_CITLI RecName: Full=N (  20)   29 14.5      96 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   45 18.4      97 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 17.9      97 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   48 19.1      98 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.3      99 
gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family prot ( 150)   41 17.4   1e 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 100.3  bits: 23.7 E():  1.3 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (4-46:59-96) 
 
                                          10        20        30    
2MEPSP                            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            40        50        60        70        80              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY              
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (4-46:59-96) 
 
                                          10        20        30    
2MEPSP                            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            40        50        60        70        80              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 93.6  bits: 22.3 E():  3.1 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (3-26:85-109) 
 
                                            10        20        30  
2MEPSP                             VTVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
              40        50        60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                                         
gi|668 TTGAFQRIPRSSFANNPRLGRKC                           
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          120       130                                  
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.6  bits: 22.3 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (4-46:59-96) 
 
                                          10        20        30    
2MEPSP                            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            40        50        60        70        80              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.6  bits: 22.3 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (4-46:59-96) 
 
                                          10        20        30    
2MEPSP                            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            40        50        60        70        80              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.6  bits: 22.3 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (4-46:59-96) 
 
                                          10        20        30    
2MEPSP                            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            40        50        60        70        80              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.6  bits: 22.3 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (4-46:59-96) 
 
                                          10        20        30    
2MEPSP                            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            40        50        60        70        80              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.6  bits: 22.3 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (4-46:59-96) 
 
                                          10        20        30    
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2MEPSP                            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            40        50        60        70        80              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.6  bits: 22.3 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (4-46:59-96) 
 
                                          10        20        30    
2MEPSP                            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            40        50        60        70        80              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.6  bits: 22.3 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (4-46:59-96) 
 
                                          10        20        30    
2MEPSP                            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            40        50        60        70        80              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.6  bits: 22.3 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (4-46:59-96) 
 
                                          10        20        30    
2MEPSP                            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            40        50        60        70        80              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.6  bits: 22.3 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (4-46:59-96) 
 
                                          10        20        30    
2MEPSP                            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            40        50        60        70        80              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY              
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       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.6  bits: 22.3 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (4-46:59-96) 
 
                                          10        20        30    
2MEPSP                            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            40        50        60        70        80              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY              
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.6  bits: 22.3 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (4-46:59-96) 
 
                                          10        20        30    
2MEPSP                            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            40        50        60        70        80              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.6  bits: 22.3 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (4-46:59-96) 
 
                                          10        20        30    
2MEPSP                            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            40        50        60        70        80              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.6  bits: 22.3 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (4-46:59-96) 
 
                                          10        20        30    
2MEPSP                            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            40        50        60        70        80              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.6  bits: 22.3 E():  3.6 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (4-46:59-96) 
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                                          10        20        30    
2MEPSP                            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            40        50        60        70        80              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 87.9  bits: 21.4 E():  6.5 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (4-46:59-96) 
 
                                          10        20        30    
2MEPSP                            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
            40        50        60        70        80              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 86.9  bits: 22.6 E():  7.4 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (9-52:269-312) 
 
                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 86.2  bits: 20.7 E():    8 
Smith-Waterman score: 52; 31.4% identity (52.9% similar) in 70 aa overlap (14-77:2-68) 
 
               10           20           30        40        50     
2MEPSP VTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 
                    ::: :   . .  :  :   ::  .:. :.. ::     . .:  .  
gi|833             MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEG 
                           10        20        30        40         
 
           60        70        80                                   
2MEPSP KETERMVAIRTELTKLGASVEEGPDY                                   
       :. ....:  .  ::: :::  :                                      
gi|833 KDLQELIAEGS--TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDM 
       50          60         70        80        90       100      
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 86.1  bits: 20.6 E():  8.2 
Smith-Waterman score: 52; 30.0% identity (54.3% similar) in 70 aa overlap (14-77:2-68) 
 
               10           20           30        40        50     
2MEPSP VTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 
                    ::: :   . .. :  :   ::  .:  :.. ::.    . ..  .  
gi|117             MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEG 
                           10        20        30        40         
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           60        70        80                                   
2MEPSP KETERMVAIRTELTKLGASVEEGPDY                                   
       :. ....:  .:  :: :::  :                                      
gi|117 KDINELIASGSE--KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDE 
       50        60           70        80        90       100      
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 85.3  bits: 20.9 E():    9 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (4-46:59-103) 
 
                                          10        20          30  
2MEPSP                            VTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
              40        50        60        70        80        
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY        
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 85.3  bits: 20.9 E():    9 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (4-46:59-103) 
 
                                          10        20          30  
2MEPSP                            VTVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
              40        50        60        70        80        
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY        
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 84.8  bits: 20.4 E():  9.6 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (14-77:2-68) 
 
               10           20           30        40        50     
2MEPSP VTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 
                    ::: :   . .. :  :   ::  .:. :.. ::     . ..  .  
gi|461             MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEG 
                           10        20        30        40         
 
           60        70        80                                   
2MEPSP KETERMVAIRTELTKLGASVEEGPDY                                   
       :. ....:  .:  :: :::  :                                      
gi|461 KDIQQLIAEGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGF 
       50        60           70        80        90       100      
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 84.8  bits: 20.4 E():  9.6 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (14-77:2-68) 
 
               10           20           30        40        50     
2MEPSP VTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 
                    ::: :   . .. :  :   ::  .:. :.. ::     . ..  .  
gi|416             MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEG 
                           10        20        30        40         
 
           60        70        80                                   
2MEPSP KETERMVAIRTELTKLGASVEEGPDY                                   
       :. ....:  .:  :: :::  :                                      
gi|416 KDIQQLIAEGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGF 
       50        60           70        80        90       100      
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
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 initn:  45 init1:  45 opt:  57  Z-score: 84.4  bits: 21.8 E():   10 
Smith-Waterman score: 57; 24.7% identity (56.8% similar) in 81 aa overlap (3-76:168-240) 
 
                                           10           20          
2MEPSP                             VTVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
      30        40        50            60        70        80      
2MEPSP AMTLAVVALFADGPTAIRDVASWR----VKETERMVAIRTELTKLGASVEEGPDY      
       . : .. :.  : : ..  ..  .    .   ...::.  .  :.: ..:.          
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEK--KIGKTLEKIYVPEEKLL 
           200         210       220       230         240          
 
gi|107 KDIQESPIPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
     250       260       270       280       290       300         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 84.3  bits: 21.8 E():   10 
Smith-Waterman score: 57; 26.5% identity (54.4% similar) in 68 aa overlap (9-76:112-178) 
 
                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    :.:. :..:   :.  .  ..::                       
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|330 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 84.2  bits: 22.5 E():   10 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (9-52:399-442) 
 
                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 82.1  bits: 20.0 E():   14 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (2-40:20-59) 
 
                                  10         20        30        40 
2MEPSP                   VTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                          .. : ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
               50        60        70        80                     
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                     
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.4  bits: 19.8 E():   15 
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Smith-Waterman score: 49; 30.0% identity (52.9% similar) in 70 aa overlap (14-77:2-68) 
 
               10           20           30        40        50     
2MEPSP VTVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRV 
                    ::: :   . .. :  :   ::  .:  :.. ::.    . ..  .  
gi|185             MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEG 
                           10        20        30        40         
 
           60        70        80                                   
2MEPSP KETERMVAIRTELTKLGASVEEGPDY                                   
       :. ....:   :  :: :::  :                                      
gi|185 KDINELIASGPE--KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDE 
       50        60           70        80        90       100      
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.8  bits: 21.0 E():   16 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (5-76:72-142) 
 
                                         10        20        30     
2MEPSP                           VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
           40        50        60        70        80               
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY               
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.8  bits: 21.0 E():   16 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (5-76:72-142) 
 
                                         10        20        30     
2MEPSP                           VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
           40        50        60        70        80               
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY               
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.8  bits: 21.0 E():   16 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (5-76:72-142) 
 
                                         10        20        30     
2MEPSP                           VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
           40        50        60        70        80               
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY               
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
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>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.4  bits: 21.2 E():   17 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (28-76:131-179) 
 
                  10        20        30        40        50        
2MEPSP    VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
        60        70        80                                      
2MEPSP ERMVAIRTELTKLGASVEEGPDY                                      
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 80.2  bits: 19.7 E():   17 
Smith-Waterman score: 49; 27.0% identity (57.1% similar) in 63 aa overlap (19-79:36-97) 
 
                           10        20        30        40         
2MEPSP             VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  :: : 
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAI-D 
          10        20        30        40        50        60      
 
       50        60          70        80                           
2MEPSP VASWRVKETERM-VAIRT-ELTKLGASVEEGPDY                           
       . . ...  . :   ::  :  .:  .. : ::                            
gi|484 IPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDG 
           70        80        90       100       110       120     
 
gi|484 EVQE 
            
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.2  bits: 20.0 E():   17 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (4-46:59-96) 
 
                                          10        20        30    
2MEPSP                            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
            40        50        60        70        80              
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY              
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 80.0  bits: 19.5 E():   18 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (28-77:22-68) 
 
               10        20        30        40        50        60 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                  ::  .:. :.. ::     . .:  . :. ... 
gi|668       MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQEL 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP VAIRTELTKLGASVEEGPDY                                         
       .:  .  ::: :::  :                                            
gi|668 IAEGS--TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
             60         70        80        90       100       110  
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.9  bits: 20.7 E():   18 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (9-76:58-124) 
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                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
gi|422 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
        150       160       170       180       190       200       
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.8  bits: 21.6 E():   18 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (12-28:399-415) 
 
                                  10        20        30        40  
2MEPSP                    VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
              50        60        70        80                      
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                      
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.7  bits: 21.6 E():   18 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (12-28:402-418) 
 
                                  10        20        30        40  
2MEPSP                    VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
              50        60        70        80                      
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                      
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (12-28:403-419) 
 
                                  10        20        30        40  
2MEPSP                    VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
              50        60        70        80                      
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                      
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 79.5  bits: 21.2 E():   19 
Smith-Waterman score: 55; 26.5% identity (52.9% similar) in 68 aa overlap (9-76:173-239) 
 
                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
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            150       160       170       180       190        200  
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
             270       280       290       300       310       320  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.3  bits: 21.6 E():   19 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (12-28:422-438) 
 
                                  10        20        30        40  
2MEPSP                    VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
              50        60        70        80                      
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                      
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.3  bits: 21.6 E():   19 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (12-28:422-438) 
 
                                  10        20        30        40  
2MEPSP                    VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
              50        60        70        80                      
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                      
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 25.0% identity (52.8% similar) in 72 aa overlap (5-76:72-142) 
 
                                         10        20        30     
2MEPSP                           VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
           40        50        60        70        80               
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY               
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 LKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 79.0  bits: 20.9 E():   20 
Smith-Waterman score: 54; 26.5% identity (51.5% similar) in 68 aa overlap (9-76:114-180) 
 
                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
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       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    ..:. :..:   :.  .  . ::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
            210       220       230       240       250       260   
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.0  bits: 20.7 E():   20 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (9-76:84-150) 
 
                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
gi|295 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
            180       190       200       210       220       230   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (9-76:86-152) 
 
                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|109 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (9-76:86-152) 
 
                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|239 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (9-76:87-153) 
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                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (9-76:87-153) 
 
                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.3  bits: 21.4 E():   22 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (20-52:407-439) 
 
                          10        20        30        40          
2MEPSP            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
      50        60        70        80                              
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDY                              
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.1  bits: 20.6 E():   23 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (9-76:112-178) 
 
                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|398 AGVQPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|398 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|398 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.0  bits: 18.5 E():   23 
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Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (39-62:15-38) 
 
       10        20        30        40        50        60         
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
       70        80                
2MEPSP KLGASVEEGPDY                
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.7  bits: 18.5 E():   24 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (39-62:17-40) 
 
       10        20        30        40        50        60         
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
       70        80                
2MEPSP KLGASVEEGPDY                
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 52; 25.0% identity (54.4% similar) in 68 aa overlap (9-76:75-141) 
 
                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|134 AIVPPADKYRTFVATFGAASNKAFAEGLSGEPKGGAESSSKAALTSKL-DAAYKLAYKTA 
           50        60        70        80        90        100    
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|134 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
           110       120       130       140       150       160    
 
gi|134 ATAANAAPANDKFTVFEAAFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
           170       180       190       200       210       220    
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.9  bits: 20.4 E():   26 
Smith-Waterman score: 52; 27.5% identity (52.9% similar) in 51 aa overlap (28-78:113-163) 
 
                  10        20        30        40        50        
2MEPSP    VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
        60        70        80                                      
2MEPSP ERMVAIRTELTKLGASVEEGPDY                                      
        :..:   :.  .  ..:: :                                        
gi|441 LRVIAGALEVHAVKPATEEVPAAKIPTGELQIVDKIDAAFKIAATAANAAPTNDKFTVFE 
            150       160       170       180       190       200   
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.6  bits: 18.4 E():   27 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (39-62:26-49) 
 
       10        20        30        40        50        60         
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
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                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
       70        80                
2MEPSP KLGASVEEGPDY                
                                   
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.4  bits: 19.9 E():   28 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (2-40:124-163) 
 
                                             10         20          
2MEPSP                              VTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
      30        40        50        60        70        80          
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY          
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.3  bits: 19.9 E():   29 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (2-40:127-166) 
 
                                             10         20          
2MEPSP                              VTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
      30        40        50        60        70        80          
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY          
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.6  bits: 19.4 E():   31 
Smith-Waterman score: 48; 29.6% identity (54.9% similar) in 71 aa overlap (9-73:96-160) 
 
                                     10        20         30        
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
             40        50        60        70        80            
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY            
        ::.. . ::    . :.  .: . :.  ..  :.  ::.:                   
gi|501 TAVTS-WLDG----KHVVFGEVAD-EKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130            140        150       160       170         
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (5-40:390-426) 
 
                                         10          20        30   
2MEPSP                           VTVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
             40        50        60        70        80             
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY             
       : :  :.:                                                     
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gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 54; 25.4% identity (55.6% similar) in 63 aa overlap (16-77:204-264) 
 
                              10        20        30         40     
2MEPSP                VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
           50        60        70        80                         
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                         
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFG 
           240         250       260       270       280       290  
 
gi|558 GTAKFEAMYLGTCKALTPLMSSRFPELGMNASHCNEMPWIKSVPFIHLGKQATLSDLLNR 
             300       310       320       330       340       350  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.4  bits: 20.3 E():   36 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (7-46:161-200) 
 
                                       10        20        30       
2MEPSP                         VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
         40        50        60        70        80                 
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                 
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (9-76:87-153) 
 
                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (9-76:87-153) 
 
                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
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         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (9-76:87-153) 
 
                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (9-76:87-153) 
 
                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (9-76:87-153) 
 
                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (9-76:87-153) 
 
                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
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       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (9-76:87-153) 
 
                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (9-76:87-153) 
 
                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (9-76:87-153) 
 
                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (9-76:87-153) 
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                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.2  bits: 19.1 E():   37 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (21-42:68-88) 
 
                         10        20        30        40        50 
2MEPSP           VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
               60        70        80                               
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDY                               
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.2  bits: 17.6 E():   37 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (23-46:1-24) 
 
               10        20        30        40        50        60 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                             : :. .::  : . :.:  . :.:               
gi|291                       MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEG 
                                     10        20        30         
 
               70        80        
2MEPSP VAIRTELTKLGASVEEGPDY        
                                   
gi|291 EVYCNVCHSRNLINELSERMAGAQVQL 
       40        50        60      
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.5% identity (54.9% similar) in 51 aa overlap (28-78:106-156) 
 
                  10        20        30        40        50        
2MEPSP    VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
        60        70        80                                      
2MEPSP ERMVAIRTELTKLGASVEEGPDY                                      
        :..:   :.  .  ..:: :                                        
gi|144 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
         140       150       160       170       180       190      
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.0  bits: 17.9 E():   38 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (45-62:28-45) 
 
           20        30        40        50        60        70     
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
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                  10        20        30        40        50        
 
           80                
2MEPSP EEGPDY                
                             
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 73.8  bits: 21.0 E():   39 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (3-56:79-135) 
 
                                           10        20        30   
2MEPSP                             VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|283 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
             40        50           60        70        80          
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGPDY          
       :  .  ::.   ..  .: :   ::.:                                  
gi|283 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 73.8  bits: 21.0 E():   39 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (3-56:79-135) 
 
                                           10        20        30   
2MEPSP                             VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|289 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
             40        50           60        70        80          
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGPDY          
       :  .  ::.   ..  .: :   ::.:                                  
gi|289 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.5 E():   41 
Smith-Waterman score: 49; 25.5% identity (54.9% similar) in 51 aa overlap (28-78:81-131) 
 
                  10        20        30        40        50        
2MEPSP    VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
        60        70        80                                      
2MEPSP ERMVAIRTELTKLGASVEEGPDY                                      
        :..:   :.  .  ..:: :                                        
gi|180 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
              120       130       140       150       160       170 
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 73.4  bits: 20.3 E():   41 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (19-76:297-354) 
 
                           10        20        30        40         
2MEPSP             VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
       50           60        70        80                          
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEEGPDY                          
         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
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gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 73.1  bits: 19.5 E():   43 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (2-35:170-204) 
 
                                             10         20          
2MEPSP                              VTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
      30        40        50        60        70        80          
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY          
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.0  bits: 18.3 E():   43 
Smith-Waterman score: 44; 26.3% identity (57.9% similar) in 38 aa overlap (6-38:38-75) 
 
                                        10             20        30 
2MEPSP                          VTVTGPPREPFGRKH-----LKAIDVNMNKMPDVA 
                                     :  : .. ::     :    ::.... :.: 
gi|527 NDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAA 
        10        20        30        40        50        60        
 
               40        50        60        70        80     
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY     
       .  ...:.                                               
gi|527 QQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
        70        80        90       100       110       120  
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (9-76:87-153) 
 
                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (9-76:87-153) 
 
                                     10        20        30         
2MEPSP                       VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
       40        50        60        70        80                   
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                   
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
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gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (27-73:38-82) 
 
                   10        20        30        40         50      
2MEPSP     VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
          60         70        80                                   
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDY                                   
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (21-77:7-64) 
 
               10        20         30        40        50          
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETER 
                           :. . : :. . .:...:....: ..  . :.. . . :. 
gi|164               MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEE 
                             10        20        30        40       
 
      60        70        80                                        
2MEPSP MVAIRTELTKLGASVEEGPDY                                        
       ..::  .. . :. .  :                                           
gi|164 IAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIY 
         50        60        70        80        90       100       
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 72.2  bits: 14.7 E():   48 
Smith-Waterman score: 29; 50.0% identity (83.3% similar) in 6 aa overlap (1-6:3-8) 
 
                 10        20        30        40        50         
2MEPSP   VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE 
         .:. ::                                                     
gi|250 PTITIGGPEYR                                                  
               10                                                   
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.1  bits: 17.6 E():   48 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (16-45:41-70) 
 
                              10        20        30        40      
2MEPSP                VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
          50        60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                           
gi|453 CSPKWLQLLVP                         
               80                          
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 72.1  bits: 16.2 E():   48 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (16-46:2-30) 
 
               10        20         30        40        50          
2MEPSP VTVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETER 
                      .::. : : .. :     ..  :  .::::..              
gi|122               MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV              
                             10           20        30              
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      60        70        80 
2MEPSP MVAIRTELTKLGASVEEGPDY 
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (37-58:22-43) 
 
         10        20        30        40        50        60       
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
         70        80                                               
2MEPSP LTKLGASVEEGPDY                                               
                                                                    
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.9  bits: 19.0 E():   49 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (21-42:116-136) 
 
                         10        20        30        40        50 
2MEPSP           VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
               60        70        80                               
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDY                               
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 71.8  bits: 20.2 E():   50 
Smith-Waterman score: 52; 25.4% identity (54.0% similar) in 63 aa overlap (16-77:202-262) 
 
                              10        20        30         40     
2MEPSP                VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..: : . .   .:.     :. . :   
gi|558 PSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDPNGKLLDKSSMSADHFWAVRGGGGE 
             180       190       200       210       220       230  
 
           50        60        70        80                         
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                         
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVLKIPKTVQEGAIDLVNKWQLVGPALPGDLMIRIILAG 
             240         250       260       270       280          
 
gi|558 NSATFEAMYLGTCSTLTPLMSSKFPELGMNPSHCNEMSWIKSIPFIHLGKQNLDDLLNRN 
     290       300       310       320       330       340          
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 48; 23.6% identity (52.8% similar) in 72 aa overlap (5-76:72-142) 
 
                                         10        20        30     
2MEPSP                           VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. ..:. :: 
gi|168 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKGALTSKL-EAAYKLA 
              50        60        70        80        90        100 
 
           40        50        60        70        80               
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY               
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|168 YKTSEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQFIEKVDSA 
              110       120       130       140       150       160 
 
gi|168 LKVAATAANAAAANDKFTVFEAAFNHAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
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              170       180       190       200       210       220 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.2  bits: 19.7 E():   54 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (2-40:291-330) 
 
                                             10         20          
2MEPSP                              VTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
      30        40        50        60        70        80          
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY          
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (17-51:72-112) 
 
                             10        20        30              40 
2MEPSP               VTVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
               50        60        70        80                     
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                     
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 71.0  bits: 19.9 E():   56 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (21-64:343-385) 
 
                         10        20        30        40           
2MEPSP           VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
      50        60        70        80                              
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDY                              
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (20-75:90-149) 
 
                          10        20        30        40          
2MEPSP            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      50              60        70        80       
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDY       
       .: ...:     ..:.: . .    ::  .::            
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (20-75:90-149) 
 
                          10        20        30        40          
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2MEPSP            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      50              60        70        80       
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDY       
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (20-75:90-149) 
 
                          10        20        30        40          
2MEPSP            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      50              60        70        80       
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDY       
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (20-75:90-149) 
 
                          10        20        30        40          
2MEPSP            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      50              60        70        80       
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDY       
       .: ...:     ..:.: . .    ::  .::            
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.1  bits: 19.7 E():   62 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (2-40:6-45) 
 
                    10         20        30        40        50     
2MEPSP     VTVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
            .. : ::  : .:.: . .. .: . . ::   : :  : :               
gi|223 INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKA 
               10        20         30        40        50          
 
           60        70        80                                   
2MEPSP KETERMVAIRTELTKLGASVEEGPDY                                   
                                                                    
gi|223 LYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALFGLSRAARNLQDDL 
      60        70        80        90       100       110          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.9  bits: 19.9 E():   64 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (12-28:430-446) 
 
                                  10        20        30        40  
2MEPSP                    VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
              50        60        70        80                      
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                      
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gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.7 E():   65 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (2-15:15-28) 
 
                            10        20        30        40        
2MEPSP              VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                     : . :::.:   ::                                 
gi|169 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG 
               10        20        30        40        50        60 
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.5 E():   67 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (13-28:152-167) 
 
                                 10        20        30        40   
2MEPSP                   VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
             50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                              
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC            
             190       200                    
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (21-76:269-325) 
 
                         10        20        30        40        50 
2MEPSP           VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
               60         70        80                              
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGPDY                              
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (20-51:89-118) 
 
                          10        20        30        40          
2MEPSP            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
      50        60        70        80             
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDY             
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (20-51:90-119) 
 
                          10        20        30        40          
2MEPSP            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
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      50        60        70        80             
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDY             
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (20-51:90-119) 
 
                          10        20        30        40          
2MEPSP            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      50        60        70        80             
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDY             
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (20-51:90-119) 
 
                          10        20        30        40          
2MEPSP            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      50        60        70        80             
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDY             
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (20-42:90-112) 
 
                          10        20        30        40          
2MEPSP            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
      50        60        70        80           
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDY           
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (20-51:90-119) 
 
                          10        20        30        40          
2MEPSP            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      50        60        70        80             
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDY             
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
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>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (20-51:90-119) 
 
                          10        20        30        40          
2MEPSP            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      50        60        70        80             
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDY             
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (29-45:8-26) 
 
               10        20        30          40        50         
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETE 
                                   ::: :::....  : .:::              
gi|300                      MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLI 
                                    10        20        30          
 
       60        70        80                                       
2MEPSP RMVAIRTELTKLGASVEEGPDY                                       
                                                                    
gi|300 EDINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAY 
      40        50        60        70        80        90          
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (29-45:8-26) 
 
               10        20        30          40        50         
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETE 
                                   ::: :::....  : .:::              
gi|300                      MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLI 
                                    10        20        30          
 
       60        70        80                                       
2MEPSP RMVAIRTELTKLGASVEEGPDY                                       
                                                                    
gi|300 EDVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAY 
      40        50        60        70        80        90          
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (13-28:43-58) 
 
                                 10        20        30        40   
2MEPSP                   VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
             50        60        70        80                       
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                       
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 46; 23.1% identity (50.8% similar) in 65 aa overlap (14-76:76-140) 
 
                                10        20          30        40  
2MEPSP                  VTVTGPPREPFGRKHLKAIDVNMNKMP--DVAMTLAVVALFAD 
                                     .: . .  . . .:  :.:...:  :  .  
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gi|481 EDINVGFKAAVAARQRPAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGA 
          50        60        70        80        90       100      
 
              50        60        70        80                      
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                      
        : :  :     . :. :..:   :.  .   .::                          
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (2-40:291-330) 
 
                                             10         20          
2MEPSP                              VTVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
      30        40        50        60        70        80          
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY          
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (25-43:2-20) 
 
               10        20        30        40        50        60 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                               :.  .:... :::. :.::                  
gi|157                        MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAE 
                                      10        20        30        
 
               70        80                                         
2MEPSP VAIRTELTKLGASVEEGPDY                                         
                                                                    
gi|157 FRQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRL 
        40        50        60        70        80        90        
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (14-47:110-145) 
 
                                10        20          30            
2MEPSP                  VTVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
       40        50        60        70        80 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
         . :...:                                  
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA   
        140       150       160       170         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.4 E():   84 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (5-13:14-22) 
 
                        10        20        30        40        50  
2MEPSP          VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
                    :::. : :.                                       
gi|898 ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDNGGGCGYKDV 
               10        20        30        40        50        60 
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
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 initn:  31 init1:  31 opt:  31  Z-score: 67.6  bits: 15.1 E():   85 
Smith-Waterman score: 31; 40.0% identity (70.0% similar) in 10 aa overlap (15-24:5-14) 
 
               10        20        30        40        50        60 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                     ::. . : .:                                     
gi|527           TDPGHLQDVXVAINDPKXGVFVNRK                          
                         10        20                               
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.5  bits: 17.4 E():   87 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (16-42:44-71) 
 
                              10        20         30        40     
2MEPSP                VTVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
           50        60        70        80                         
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                         
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.6 E():   87 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (28-76:125-173) 
 
                  10        20        30        40        50        
2MEPSP    VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
        60        70        80                                      
2MEPSP ERMVAIRTELTKLGASVEEGPDY                                      
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKATPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
          160       170       180       190       200       210     
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.2 E():   88 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (31-61:121-151) 
 
               10        20        30        40        50        60 
2MEPSP VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
               70        80                                         
2MEPSP VAIRTELTKLGASVEEGPDY                                         
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (5-13:25-33) 
 
                                   10        20        30        40 
2MEPSP                     VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                     
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
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               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (20-51:90-119) 
 
                          10        20        30        40          
2MEPSP            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
      50        60        70        80             
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDY             
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (20-42:90-112) 
 
                          10        20        30        40          
2MEPSP            VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
      50        60        70        80           
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDY           
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|75198875|sp|Q9S8H2|Q9S8H2_SECCE Major BAKER'S ASTHM  (26 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 67.2  bits: 15.0 E():   89 
Smith-Waterman score: 31; 30.8% identity (69.2% similar) in 13 aa overlap (66-78:6-18) 
 
          40        50        60        70        80       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY       
                                     :  ..: :. ..:         
gi|751                          EQCYGESCRVGKSISNNPVPACREYV 
                                        10        20       
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (5-13:31-39) 
 
                                         10        20        30     
2MEPSP                           VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY               
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (5-13:31-39) 
 
                                         10        20        30     
2MEPSP                           VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
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2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY               
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.1  bits: 18.9 E():   91 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (34-52:15-35) 
 
            10        20        30        40          50        60  
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
              70        80                                          
2MEPSP AIRTELTKLGASVEEGPDY                                          
                                                                    
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.4 E():   91 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (5-13:32-40) 
 
                                         10        20        30     
2MEPSP                           VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY               
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.6 E():   92 
Smith-Waterman score: 46; 26.5% identity (55.1% similar) in 49 aa overlap (28-76:101-149) 
 
                  10        20        30        40        50        
2MEPSP    VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
        60        70        80                                      
2MEPSP ERMVAIRTELTKLGASVEEGPDY                                      
        :..:   :.  .  ..::                                          
gi|249 LRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAPANDKFTVFEGA 
              140       150       160       170       180       190 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.9  bits: 16.0 E():   92 
Smith-Waterman score: 35; 29.4% identity (76.5% similar) in 17 aa overlap (46-62:26-42) 
 
          20        30        40        50        60        70      
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     .. ..:  ..: .::.:              
gi|377      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL    
                    10        20        30        40        50      
 
          80 
2MEPSP EGPDY 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (7-20:41-54) 
 
                                       10        20        30       
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2MEPSP                         VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
         40        50        60        70        80                 
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                 
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 18.4 E():   96 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (28-76:93-141) 
 
                  10        20        30        40        50        
2MEPSP    VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
        60        70        80                                      
2MEPSP ERMVAIRTELTKLGASVEEGPDY                                      
        :..:   :.  .   .::                                          
gi|168 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
            130       140       150       160       170       180   
 
>>gi|52783176|sp|P84160.1|NLTP_CITLI RecName: Full=Non-s  (20 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.6  bits: 14.5 E():   96 
Smith-Waterman score: 29; 53.8% identity (53.8% similar) in 13 aa overlap (3-13:6-18) 
 
                    10        20        30        40        50      
2MEPSP    VTVTGP--PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVK 
            :::   :  :: :                                           
gi|527 ITCGQVTGSLAPXIPFLRTG                                         
               10        20                                         
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.4 E():   97 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (28-76:96-144) 
 
                  10        20        30        40        50        
2MEPSP    VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
        60        70        80                                      
2MEPSP ERMVAIRTELTKLGASVEEGPDY                                      
        :..:   :.  .   .::                                          
gi|285 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
         130       140       150       160       170       180      
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 17.9 E():   97 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (7-20:45-58) 
 
                                       10        20        30       
2MEPSP                         VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
         40        50        60        70        80                 
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                 
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 66.4  bits: 19.1 E():   98 
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Smith-Waterman score: 48; 23.8% identity (58.7% similar) in 63 aa overlap (14-76:315-376) 
 
                                10        20        30        40    
2MEPSP                  VTVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
                                     ...: ..:....  ..:  :.   ..:    
gi|845 ALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEA-EAAALLGGKRVIAKLE 
          290       300       310       320        330       340    
 
            50        60        70        80                        
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY                        
       : :::. .   .::.:    .. : :    ..:                            
gi|845 TRIRDLETALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMN 
           350       360       370       380       390       400    
 
gi|845 IQKRQLGEAESFTMANIQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASA 
           410       420       430       440       450       460    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.4  bits: 19.3 E():   99 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (43-55:336-348) 
 
             20        30        40        50        60        70   
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
             80                                                     
2MEPSP SVEEGPDY                                                     
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family protein   (150 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.3  bits: 17.4 E(): 1e 
Smith-Waterman score: 41; 33.3% identity (53.3% similar) in 45 aa overlap (36-79:58-100) 
 
          10        20        30        40        50         60     
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET-ERMVAIR 
                                     :  ::.   ::.:.   . ::.   . : . 
gi|155 LDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFANDHPAIKDAYEAEKKEVLAAQQAAE 
        30        40        50        60        70        80        
 
           70        80                                             
2MEPSP TELTKLGASVEEGPDY                                             
        :  :: :..   ::                                              
gi|155 EEHKKLVAALP--PDAQKADAELTATADDASLTLAAKHDKIVQTFESLPPAVKEELNKLN 
        90         100       110       120       130       140      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:01 2011 done: Tue Apr 19 10:58:01 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 306  - 385 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
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  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32    10     8:==*= 
  34    11    22:====   * 
  36    47    44:==============*= 
  38    46    73:================        * 
  40    80   102:===========================      * 
  42    91   125:===============================          * 
  44   149   138:=============================================*==== 
  46   171   140:==============================================*========== 
  48   142   134:============================================*=== 
  50   131   122:========================================*=== 
  52   145   108:===================================*============= 
  54   107    92:==============================*===== 
  56    57    77:===================      * 
  58    46    63:================    * 
  60    26    51:=========       * 
  62    50    41:=============*=== 
  64    25    33:========= * 
  66    31    26:========*== 
  68    18    20:======* 
  70    10    16:==== * 
  72    12    12:===* 
  74    19    10:===*=== 
  76     7     8:==* 
  78    14     6:=*=== 
  80    13     5:=*=== 
  82     2     3:* 
  84     7     3:*== 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92    14     1:*====     :*============= 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 6.01770.0032; mu= 0.5029 0.166 
 mean_var=40.621610.664, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.201231 
 Kolmogorov-Smirnov  statistic: 0.0604 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 23.8     1.3 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 22.9     2.3 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 22.3     3.1 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 22.3     3.5 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 22.3     3.5 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 22.3     3.5 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 22.3     3.5 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 22.3     3.5 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 22.3     3.5 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 22.3     3.5 
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gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 22.3     3.5 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 22.3     3.5 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 22.3     3.5 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 22.3     3.5 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 22.3     3.5 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 22.3     3.5 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 22.3     3.5 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 21.4     6.3 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 22.6     7.2 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   52 20.7     7.9 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   52 20.7     8.1 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 20.9     8.9 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 20.9     8.9 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   51 20.4     9.5 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   51 20.4     9.5 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   57 21.8      10 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   57 21.8      10 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 22.5      10 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   50 20.1      14 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.8      15 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   54 21.0      16 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   54 21.0      16 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   54 21.0      16 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.2      17 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   49 19.8      17 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.0      17 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.5      18 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   53 20.7      18 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 21.7      18 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 21.7      18 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 21.7      18 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   49 19.7      19 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   55 21.2      19 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 21.6      19 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 21.6      19 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   53 20.7      19 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   54 20.9      20 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   53 20.7      20 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   53 20.7      20 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   53 20.7      20 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.7      20 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 21.4      22 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   53 20.6      22 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.5      23 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   52 20.4      24 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.5      24 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 20.4      26 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   48 19.4      27 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.4      27 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   50 19.9      28 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   50 19.9      29 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 19.4      31 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 20.8      32 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   54 20.8      34 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.3      36 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   50 19.8      37 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.1      37 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   50 19.8      37 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.6      37 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.9      38 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   55 21.0      39 
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gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   55 21.0      39 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.3      41 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.5      41 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   49 19.5      43 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   49 19.5      45 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   49 19.5      45 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.5      46 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.3      48 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.6      49 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 16.1      49 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      49 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.0      50 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   52 20.2      50 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   48 19.2      52 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   50 19.7      54 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 18.7      54 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 19.9      56 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   28 14.4      59 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.2      60 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.2      60 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.2      60 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.2      60 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   50 19.7      63 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 19.9      64 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   46 18.7      66 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.4      68 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.2      71 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 17.9      73 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 17.9      74 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 17.9      74 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 17.9      74 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 17.9      74 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 17.9      74 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 17.9      74 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.7      75 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.7      75 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   47 18.9      78 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 17.9      79 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 18.6      79 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   48 19.1      80 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.7      81 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 17.9      82 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.4      85 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   31 15.0      87 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.4      88 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.6      88 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.1      89 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.4      89 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.7      90 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.7      90 
gi|75198875|sp|Q9S8H2|Q9S8H2_SECCE Major BAKER'S A (  26)   31 15.0      91 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 18.8      92 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.4      92 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.4      92 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.4      92 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   46 18.6      93 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   35 16.0      94 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 17.9      96 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 18.4      97 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   45 18.4      98 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 17.9      98 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   48 19.1      99 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.3   1e 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.3   1e 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 100.6  bits: 23.8 E():  1.3 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (3-45:59-96) 
 
                                           10        20        30   
2MEPSP                             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
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                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             40        50        60        70        80             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC             
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (3-45:59-96) 
 
                                           10        20        30   
2MEPSP                             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             40        50        60        70        80             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 93.8  bits: 22.3 E():  3.1 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (2-25:85-109) 
 
                                             10        20        30 
2MEPSP                              TVTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
               40        50        60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC 
                                                          
gi|668 TTGAFQRIPRSSFANNPRLGRKC                            
          120       130                                   
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.8  bits: 22.3 E():  3.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (3-45:59-96) 
 
                                           10        20        30   
2MEPSP                             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             40        50        60        70        80             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.8  bits: 22.3 E():  3.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (3-45:59-96) 
 
                                           10        20        30   
2MEPSP                             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             40        50        60        70        80             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC             
       . ...  :: .::                                                
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gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.8  bits: 22.3 E():  3.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (3-45:59-96) 
 
                                           10        20        30   
2MEPSP                             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             40        50        60        70        80             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.8  bits: 22.3 E():  3.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (3-45:59-96) 
 
                                           10        20        30   
2MEPSP                             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             40        50        60        70        80             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.8  bits: 22.3 E():  3.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (3-45:59-96) 
 
                                           10        20        30   
2MEPSP                             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             40        50        60        70        80             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.8  bits: 22.3 E():  3.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (3-45:59-96) 
 
                                           10        20        30   
2MEPSP                             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             40        50        60        70        80             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.8  bits: 22.3 E():  3.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (3-45:59-96) 
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                                           10        20        30   
2MEPSP                             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             40        50        60        70        80             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.8  bits: 22.3 E():  3.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (3-45:59-96) 
 
                                           10        20        30   
2MEPSP                             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             40        50        60        70        80             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.8  bits: 22.3 E():  3.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (3-45:59-96) 
 
                                           10        20        30   
2MEPSP                             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             40        50        60        70        80             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.8  bits: 22.3 E():  3.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (3-45:59-96) 
 
                                           10        20        30   
2MEPSP                             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             40        50        60        70        80             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC             
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.8  bits: 22.3 E():  3.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (3-45:59-96) 
 
                                           10        20        30   
2MEPSP                             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             40        50        60        70        80             
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2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.8  bits: 22.3 E():  3.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (3-45:59-96) 
 
                                           10        20        30   
2MEPSP                             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             40        50        60        70        80             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.8  bits: 22.3 E():  3.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (3-45:59-96) 
 
                                           10        20        30   
2MEPSP                             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             40        50        60        70        80             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 92.8  bits: 22.3 E():  3.5 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (3-45:59-96) 
 
                                           10        20        30   
2MEPSP                             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             40        50        60        70        80             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 88.1  bits: 21.4 E():  6.3 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (3-45:59-96) 
 
                                           10        20        30   
2MEPSP                             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
             40        50        60        70        80             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 87.1  bits: 22.6 E():  7.2 
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Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (8-51:269-312) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 86.3  bits: 20.7 E():  7.9 
Smith-Waterman score: 52; 31.4% identity (52.9% similar) in 70 aa overlap (13-76:2-68) 
 
               10           20           30        40        50     
2MEPSP TVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 
                   ::: :   . .  :  :   ::  .:. :.. ::     . .:  . : 
gi|833            MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGK 
                          10        20        30        40          
 
           60        70        80                                   
2MEPSP ETERMVAIRTELTKLGASVEEGPDYC                                   
       . ....:  .  ::: :::  :                                       
gi|833 DLQELIAEGS--TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMG 
      50          60         70        80        90       100       
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 86.2  bits: 20.7 E():  8.1 
Smith-Waterman score: 52; 30.0% identity (54.3% similar) in 70 aa overlap (13-76:2-68) 
 
               10           20           30        40        50     
2MEPSP TVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 
                   ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . : 
gi|117            MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGK 
                          10        20        30        40          
 
           60        70        80                                   
2MEPSP ETERMVAIRTELTKLGASVEEGPDYC                                   
       . ....:  .:  :: :::  :                                       
gi|117 DINELIASGSE--KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDED 
      50        60           70        80        90       100       
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 85.4  bits: 20.9 E():  8.9 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (3-45:59-103) 
 
                                           10        20          30 
2MEPSP                             TVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
               40        50        60        70        80       
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC       
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 85.4  bits: 20.9 E():  8.9 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (3-45:59-103) 
 
                                           10        20          30 
2MEPSP                             TVTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
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               40        50        60        70        80       
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC       
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 84.9  bits: 20.4 E():  9.5 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (13-76:2-68) 
 
               10           20           30        40        50     
2MEPSP TVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 
                   ::: :   . .. :  :   ::  .:. :.. ::     . ..  . : 
gi|461            MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGK 
                          10        20        30        40          
 
           60        70        80                                   
2MEPSP ETERMVAIRTELTKLGASVEEGPDYC                                   
       . ....:  .:  :: :::  :                                       
gi|461 DIQQLIAEGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFG 
      50        60           70        80        90       100       
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 84.9  bits: 20.4 E():  9.5 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (13-76:2-68) 
 
               10           20           30        40        50     
2MEPSP TVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 
                   ::: :   . .. :  :   ::  .:. :.. ::     . ..  . : 
gi|416            MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGK 
                          10        20        30        40          
 
           60        70        80                                   
2MEPSP ETERMVAIRTELTKLGASVEEGPDYC                                   
       . ....:  .:  :: :::  :                                       
gi|416 DIQQLIAEGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFG 
      50        60           70        80        90       100       
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  57  Z-score: 84.5  bits: 21.8 E():   10 
Smith-Waterman score: 57; 24.7% identity (56.8% similar) in 81 aa overlap (2-75:168-240) 
 
                                               10        20         
2MEPSP                              TVTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
       30        40        50            60        70        80     
2MEPSP AMTLAVVALFADGPTAIRDVASWR----VKETERMVAIRTELTKLGASVEEGPDYC     
       . : .. :.  : : ..  ..  .    .   ...::.  .  :.: ..:.          
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEK--KIGKTLEKIYVPEEKLL 
           200         210       220       230         240          
 
gi|107 KDIQESPIPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
     250       260       270       280       290       300         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 84.4  bits: 21.8 E():   10 
Smith-Waterman score: 57; 26.5% identity (54.4% similar) in 68 aa overlap (8-75:112-178) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    :.:. :..:   :.  .  ..::                       
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gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|330 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (8-51:399-442) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 82.1  bits: 20.1 E():   14 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (1-39:20-59) 
 
                                   10         20        30          
2MEPSP                    TVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                          .. : ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
      40        50        60        70        80                    
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                    
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.5  bits: 19.8 E():   15 
Smith-Waterman score: 49; 30.0% identity (52.9% similar) in 70 aa overlap (13-76:2-68) 
 
               10           20           30        40        50     
2MEPSP TVTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVK 
                   ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . : 
gi|185            MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGK 
                          10        20        30        40          
 
           60        70        80                                   
2MEPSP ETERMVAIRTELTKLGASVEEGPDYC                                   
       . ....:   :  :: :::  :                                       
gi|185 DINELIASGPE--KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDED 
      50        60           70        80        90       100       
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (4-75:72-142) 
 
                                          10        20        30    
2MEPSP                            TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
            40        50        60        70        80              
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC              
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
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              170       180       190       200       210       220 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (4-75:72-142) 
 
                                          10        20        30    
2MEPSP                            TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
            40        50        60        70        80              
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC              
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (4-75:72-142) 
 
                                          10        20        30    
2MEPSP                            TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
            40        50        60        70        80              
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC              
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.5  bits: 21.2 E():   17 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (27-75:131-179) 
 
                   10        20        30        40        50       
2MEPSP     TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
         60        70        80                                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYC                                     
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 49; 27.0% identity (57.1% similar) in 63 aa overlap (18-78:36-97) 
 
                            10        20        30        40        
2MEPSP              TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  :: : 
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAI-D 
          10        20        30        40        50        60      
 
        50         60         70        80                          
2MEPSP VASWRVKETERM-VAIRT-ELTKLGASVEEGPDYC                          
       . . ...  . :   ::  :  .:  .. : ::                            
gi|484 IPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDG 
           70        80        90       100       110       120     
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gi|484 EVQE 
            
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.2  bits: 20.0 E():   17 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (3-45:59-96) 
 
                                           10        20        30   
2MEPSP                             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
             40        50        60        70        80             
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC             
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 80.1  bits: 19.5 E():   18 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (27-76:22-68) 
 
               10        20        30        40        50        60 
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 
                                 ::  .:. :.. ::     . .:  . :. .... 
gi|668      MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELI 
                    10        20        30        40        50      
 
               70        80                                        
2MEPSP AIRTELTKLGASVEEGPDYC                                        
       :  .  ::: :::  :                                            
gi|668 AEGS--TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
            60         70        80        90       100       110  
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 80.0  bits: 20.7 E():   18 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (8-75:58-124) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
gi|422 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
        150       160       170       180       190       200       
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (11-27:399-415) 
 
                                   10        20        30        40 
2MEPSP                     TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
               50        60        70        80                     
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                     
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
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>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (11-27:402-418) 
 
                                   10        20        30        40 
2MEPSP                     TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
               50        60        70        80                     
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                     
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (11-27:403-419) 
 
                                   10        20        30        40 
2MEPSP                     TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
               50        60        70        80                     
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                     
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 49; 24.4% identity (53.7% similar) in 41 aa overlap (40-80:45-80) 
 
      10        20        30        40        50        60          
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
      70        80                                                  
2MEPSP GASVEEGPDYC                                                  
       :.....  .::                                                  
gi|144 GVNTKQYINYCEKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLKKGLLE 
      70        80        90       100       110       120          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 79.6  bits: 21.2 E():   19 
Smith-Waterman score: 55; 26.5% identity (52.9% similar) in 68 aa overlap (8-75:173-239) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
             270       280       290       300       310       320  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.4  bits: 21.6 E():   19 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (11-27:422-438) 
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                                   10        20        30        40 
2MEPSP                     TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
               50        60        70        80                     
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                     
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.4  bits: 21.6 E():   19 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (11-27:422-438) 
 
                                   10        20        30        40 
2MEPSP                     TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
               50        60        70        80                     
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                     
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 25.0% identity (52.8% similar) in 72 aa overlap (4-75:72-142) 
 
                                          10        20        30    
2MEPSP                            TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
            40        50        60        70        80              
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC              
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 LKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 79.1  bits: 20.9 E():   20 
Smith-Waterman score: 54; 26.5% identity (51.5% similar) in 68 aa overlap (8-75:114-180) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    ..:. :..:   :.  .  . ::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
            210       220       230       240       250       260   
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.0  bits: 20.7 E():   20 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (8-75:84-150) 
 
                                      10        20        30        
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2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
gi|295 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
            180       190       200       210       220       230   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.0  bits: 20.7 E():   20 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (8-75:86-152) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|109 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.0  bits: 20.7 E():   20 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (8-75:86-152) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|239 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (8-75:87-153) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
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>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (8-75:87-153) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.3  bits: 21.4 E():   22 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (19-51:407-439) 
 
                           10        20        30        40         
2MEPSP             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
       50        60        70        80                             
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYC                             
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.1  bits: 20.6 E():   22 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (8-75:112-178) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|398 AGVQPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|398 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|398 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.0  bits: 18.5 E():   23 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (38-61:15-38) 
 
        10        20        30        40        50        60        
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
        70        80               
2MEPSP KLGASVEEGPDYC               
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
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 initn:  50 init1:  50 opt:  52  Z-score: 77.8  bits: 20.4 E():   24 
Smith-Waterman score: 52; 25.0% identity (54.4% similar) in 68 aa overlap (8-75:75-141) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|134 AIVPPADKYRTFVATFGAASNKAFAEGLSGEPKGGAESSSKAALTSKL-DAAYKLAYKTA 
           50        60        70        80        90        100    
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|134 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
           110       120       130       140       150       160    
 
gi|134 ATAANAAPANDKFTVFEAAFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
           170       180       190       200       210       220    
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.7  bits: 18.5 E():   24 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (38-61:17-40) 
 
        10        20        30        40        50        60        
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
        70        80               
2MEPSP KLGASVEEGPDYC               
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.9  bits: 20.4 E():   26 
Smith-Waterman score: 52; 27.5% identity (52.9% similar) in 51 aa overlap (27-77:113-163) 
 
                   10        20        30        40        50       
2MEPSP     TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
         60        70        80                                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYC                                     
        :..:   :.  .  ..:: :                                        
gi|441 LRVIAGALEVHAVKPATEEVPAAKIPTGELQIVDKIDAAFKIAATAANAAPTNDKFTVFE 
            150       160       170       180       190       200   
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 48; 22.5% identity (50.7% similar) in 71 aa overlap (19-80:90-159) 
 
                           10        20        30        40         
2MEPSP             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:. .... . .::   :: .  ..  
gi|281 GEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVAC-PDGGSICKNR 
      60        70        80        90       100        110         
 
       50        60                 70        80 
2MEPSP ASWRVKETERMVAIRTELTK---------LGASVEEGPDYC 
       . . .:   ..   . .: :         : : .  .:::: 
gi|281 SIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC 
      120       130       140       150          
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.6  bits: 18.4 E():   27 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (38-61:26-49) 
 
        10        20        30        40        50        60        
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2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
        70        80               
2MEPSP KLGASVEEGPDYC               
                                   
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.4  bits: 19.9 E():   28 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (1-39:124-163) 
 
                                              10         20         
2MEPSP                               TVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|289 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
           100       110       120       130       140        150   
 
       30        40        50        60        70        80         
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC         
          : :  : :                                                  
gi|289 IAILPVDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
            160       170       180       190       200       210   
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.3  bits: 19.9 E():   29 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (1-39:127-166) 
 
                                              10         20         
2MEPSP                               TVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|424 TIEGLPEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
        100       110       120       130       140        150      
 
       30        40        50        60        70        80         
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC         
          : :  : :                                                  
gi|424 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGV 
         160       170       180       190       200       210      
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.6  bits: 19.4 E():   31 
Smith-Waterman score: 48; 29.6% identity (54.9% similar) in 71 aa overlap (8-72:96-160) 
 
                                      10        20              30  
2MEPSP                        TVTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
              40        50        60        70        80           
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC           
        ::.. . ::    . :.  .: . :.  ..  :.  ::.:                   
gi|501 TAVTS-WLDG----KHVVFGEVAD-EKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130            140        150       160       170         
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (4-39:390-426) 
 
                                           10         20        30  
2MEPSP                            TVTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
              40        50        60        70        80            
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC            
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       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 54; 25.4% identity (55.6% similar) in 63 aa overlap (15-76:204-264) 
 
                               10        20        30         40    
2MEPSP                 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
            50        60        70        80                        
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                        
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFG 
           240         250       260       270       280       290  
 
gi|558 GTAKFEAMYLGTCKALTPLMSSRFPELGMNASHCNEMPWIKSVPFIHLGKQATLSDLLNR 
             300       310       320       330       340       350  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.4  bits: 20.3 E():   36 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (6-45:161-200) 
 
                                        10        20        30      
2MEPSP                          TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
          40        50        60        70        80                
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (8-75:87-153) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (8-75:87-153) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    :. . :..:   :.  .  ..::                       
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gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (8-75:87-153) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (8-75:87-153) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (8-75:87-153) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (8-75:87-153) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
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         60        70        80        90       100        110      
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (8-75:87-153) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (8-75:87-153) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (8-75:87-153) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (8-75:87-153) 
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                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.2  bits: 19.1 E():   37 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (20-41:68-88) 
 
                          10        20        30        40          
2MEPSP            TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
      50        60        70        80                              
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYC                              
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.5% identity (54.9% similar) in 51 aa overlap (27-77:106-156) 
 
                   10        20        30        40        50       
2MEPSP     TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
         60        70        80                                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYC                                     
        :..:   :.  .  ..:: :                                        
gi|144 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
         140       150       160       170       180       190      
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.1  bits: 17.6 E():   37 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (22-45:1-24) 
 
               10        20        30        40        50        60 
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 
                            : :. .::  : . :.:  . :.:                
gi|291                      MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGE 
                                    10        20        30          
 
               70        80       
2MEPSP AIRTELTKLGASVEEGPDYC       
                                  
gi|291 VYCNVCHSRNLINELSERMAGAQVQL 
      40        50        60      
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.0  bits: 17.9 E():   38 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (44-61:28-45) 
 
            20        30        40        50        60        70    
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     :.: ..:  . :..::.:             

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9940

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
            80               
2MEPSP EEGPDYC               
                             
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 73.9  bits: 21.0 E():   39 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (2-55:79-135) 
 
                                            10        20        30  
2MEPSP                              TVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|283 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
              40        50           60        70        80         
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGPDYC         
       :  .  ::.   ..  .: :   ::.:                                  
gi|283 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 73.9  bits: 21.0 E():   39 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (2-55:79-135) 
 
                                            10        20        30  
2MEPSP                              TVTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|289 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
              40        50           60        70        80         
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGPDYC         
       :  .  ::.   ..  .: :   ::.:                                  
gi|289 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 73.4  bits: 20.3 E():   41 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (18-75:297-354) 
 
                            10        20        30        40        
2MEPSP              TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
        50           60        70        80                         
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEEGPDYC                         
         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.5 E():   41 
Smith-Waterman score: 49; 25.5% identity (54.9% similar) in 51 aa overlap (27-77:81-131) 
 
                   10        20        30        40        50       
2MEPSP     TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
         60        70        80                                     
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2MEPSP ERMVAIRTELTKLGASVEEGPDYC                                     
        :..:   :.  .  ..:: :                                        
gi|180 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
              120       130       140       150       160       170 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 73.1  bits: 19.5 E():   43 
Smith-Waterman score: 49; 30.6% identity (58.3% similar) in 36 aa overlap (1-34:170-204) 
 
                                              10         20         
2MEPSP                               TVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|225 TIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
     140       150       160       170       180       190          
 
       30        40        50        60        70        80         
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC         
          : :                                                       
gi|225 IAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
      200       210       220       230       240       250         
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (8-75:87-153) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (8-75:87-153) 
 
                                      10        20        30        
2MEPSP                        TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
        40        50        60        70        80                  
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                  
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.4  bits: 18.5 E():   46 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (26-72:38-82) 
 
                    10        20        30        40         50     
2MEPSP      TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
           60         70        80                                  
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYC                                  
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        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (20-76:7-64) 
 
               10        20         30        40        50          
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERM 
                          :. . : :. . .:...:....: ..  . :.. . . :.. 
gi|164              MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEI 
                            10        20        30        40        
 
      60        70        80                                        
2MEPSP VAIRTELTKLGASVEEGPDYC                                        
       .::  .. . :. .  :                                            
gi|164 AAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYD 
        50        60        70        80        90       100        
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.0  bits: 17.6 E():   49 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (15-44:41-70) 
 
                               10        20        30        40     
2MEPSP                 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
           50        60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC 
                                            
gi|453 CSPKWLQLLVP                          
               80                           
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 72.0  bits: 16.1 E():   49 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (15-45:2-30) 
 
               10        20         30        40        50          
2MEPSP TVTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                     .::. : : .. :     ..  :  .::::..               
gi|122              MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV               
                            10           20        30               
 
      60        70        80 
2MEPSP VAIRTELTKLGASVEEGPDYC 
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (36-57:22-43) 
 
          10        20        30        40        50        60      
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
          70        80                                              
2MEPSP LTKLGASVEEGPDYC                                              
                                                                    
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.9  bits: 19.0 E():   50 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (20-41:116-136) 
 
                          10        20        30        40          
2MEPSP            TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
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                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
      50        60        70        80                              
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYC                              
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 71.8  bits: 20.2 E():   50 
Smith-Waterman score: 52; 25.4% identity (54.0% similar) in 63 aa overlap (15-76:202-262) 
 
                               10        20        30         40    
2MEPSP                 TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..: : . .   .:.     :. . :   
gi|558 PSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDPNGKLLDKSSMSADHFWAVRGGGGE 
             180       190       200       210       220       230  
 
            50        60        70        80                        
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                        
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVLKIPKTVQEGAIDLVNKWQLVGPALPGDLMIRIILAG 
             240         250       260       270       280          
 
gi|558 NSATFEAMYLGTCSTLTPLMSSKFPELGMNPSHCNEMSWIKSIPFIHLGKQNLDDLLNRN 
     290       300       310       320       330       340          
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 48; 23.6% identity (52.8% similar) in 72 aa overlap (4-75:72-142) 
 
                                          10        20        30    
2MEPSP                            TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. ..:. :: 
gi|168 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKGALTSKL-EAAYKLA 
              50        60        70        80        90        100 
 
            40        50        60        70        80              
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC              
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|168 YKTSEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQFIEKVDSA 
              110       120       130       140       150       160 
 
gi|168 LKVAATAANAAAANDKFTVFEAAFNHAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.2  bits: 19.7 E():   54 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (1-39:291-330) 
 
                                              10         20         
2MEPSP                               TVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  : .:.: . .. .: . . :: 
gi|258 TIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
       30        40        50        60        70        80         
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC         
          : :  : :                                                  
gi|258 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAV 
     320       330       340       350       360       370          
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.2  bits: 18.7 E():   54 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (16-50:72-112) 
 
                              10        20              30          
2MEPSP                TVTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
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gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
      40        50        60        70        80                    
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                    
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.9  bits: 19.9 E():   56 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (20-63:343-385) 
 
                          10        20        30        40          
2MEPSP            TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
       50        60        70        80                             
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYC                             
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 70.5  bits: 14.4 E():   59 
Smith-Waterman score: 28; 75.0% identity (100.0% similar) in 4 aa overlap (76-79:7-10) 
 
          50        60        70        80 
2MEPSP RDVASWRVKETERMVAIRTELTKLGASVEEGPDYC 
                                     ::.:  
gi|250                         PTITIGGPEYR 
                                       10  
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (19-74:90-149) 
 
                           10        20        30        40         
2MEPSP             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       50              60        70        80      
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYC      
       .: ...:     ..:.: . .    ::  .::            
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (19-74:90-149) 
 
                           10        20        30        40         
2MEPSP             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       50              60        70        80      
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYC      
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (19-74:90-149) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9945

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                           10        20        30        40         
2MEPSP             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       50              60        70        80      
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYC      
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (19-74:90-149) 
 
                           10        20        30        40         
2MEPSP             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       50              60        70        80      
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYC      
       .: ...:     ..:.: . .    ::  .::            
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.1  bits: 19.7 E():   63 
Smith-Waterman score: 50; 31.7% identity (56.1% similar) in 41 aa overlap (1-39:6-45) 
 
                     10         20        30        40        50    
2MEPSP      TVTG-PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
            .. : ::  : .:.: . .. .: . . ::   : :  : :               
gi|223 INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKA 
               10        20         30        40        50          
 
            60        70        80                                  
2MEPSP KETERMVAIRTELTKLGASVEEGPDYC                                  
                                                                    
gi|223 LYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALFGLSRAARNLQDDL 
      60        70        80        90       100       110          
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.9  bits: 19.9 E():   64 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (11-27:430-446) 
 
                                   10        20        30        40 
2MEPSP                     TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
               50        60        70        80                     
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                     
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.7 E():   66 
Smith-Waterman score: 46; 50.0% identity (64.3% similar) in 14 aa overlap (1-14:15-28) 
 
                             10        20        30        40       
2MEPSP               TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                     : . :::.:   ::                                 
gi|169 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG 
               10        20        30        40        50        60 
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (12-27:152-167) 
 
                                  10        20        30        40  
2MEPSP                    TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
              50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC 
                                               
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC             
             190       200                     
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.0  bits: 19.2 E():   71 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (20-75:269-325) 
 
                          10        20        30        40          
2MEPSP            TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
      50        60         70        80                             
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGPDYC                             
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (19-50:89-118) 
 
                           10        20        30        40         
2MEPSP             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
       50        60        70        80            
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYC            
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (19-50:90-119) 
 
                           10        20        30        40         
2MEPSP             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       50        60        70        80            
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYC            
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (19-50:90-119) 
 
                           10        20        30        40         
2MEPSP             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
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      60        70        80        90       100         110        
 
       50        60        70        80            
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYC            
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (19-50:90-119) 
 
                           10        20        30        40         
2MEPSP             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
       50        60        70        80            
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYC            
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (19-41:90-112) 
 
                           10        20        30        40         
2MEPSP             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
       50        60        70        80          
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYC          
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (19-50:90-119) 
 
                           10        20        30        40         
2MEPSP             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       50        60        70        80            
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYC            
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (19-50:90-119) 
 
                           10        20        30        40         
2MEPSP             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       50        60        70        80            
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYC            
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
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>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.6  bits: 17.7 E():   75 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (28-44:8-26) 
 
               10        20        30          40        50         
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETER 
                                  ::: :::....  : .:::               
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
       60        70        80                                       
2MEPSP MVAIRTELTKLGASVEEGPDYC                                       
                                                                    
gi|300 DINASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.6  bits: 17.7 E():   75 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (28-44:8-26) 
 
               10        20        30          40        50         
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETER 
                                  ::: :::....  : .:::               
gi|300                     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIE 
                                   10        20        30        40 
 
       60        70        80                                       
2MEPSP MVAIRTELTKLGASVEEGPDYC                                       
                                                                    
gi|300 DVNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYN 
               50        60        70        80        90       100 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 47; 28.9% identity (60.0% similar) in 45 aa overlap (40-80:115-158) 
 
      10        20        30        40        50        60          
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
      70            80                                              
2MEPSP G-ASVEEGP---DYC                                              
       : :.. .::    ::                                              
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (12-27:43-58) 
 
                                  10        20        30        40  
2MEPSP                    TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
              50        60        70        80                      
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                      
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 46; 23.1% identity (50.8% similar) in 65 aa overlap (13-75:76-140) 
 
                                 10        20          30        40 
2MEPSP                   TVTGPPREPFGRKHLKAIDVNMNKMP--DVAMTLAVVALFAD 
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                                     .: . .  . . .:  :.:...:  :  .  
gi|481 EDINVGFKAAVAARQRPAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGA 
          50        60        70        80        90       100      
 
               50        60        70        80                     
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                     
        : :  :     . :. :..:   :.  .   .::                          
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 48; 31.7% identity (53.7% similar) in 41 aa overlap (1-39:291-330) 
 
                                              10         20         
2MEPSP                               TVTG-PPREPFGRKHLK-AIDVNMNKMPDV 
                                     .. : ::  :  :.: . .. .: . . :: 
gi|284 TVEGLDAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDV 
              270       280       290       300       310           
 
       30        40        50        60        70        80         
2MEPSP AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC         
          : :  : :                                                  
gi|284 IAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGV 
     320       330       340       350       360       370          
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.7 E():   81 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (24-42:2-20) 
 
               10        20        30        40        50        60 
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 
                              :.  .:... :::. :.::                   
gi|157                       MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEF 
                                     10        20        30         
 
               70        80                                         
2MEPSP AIRTELTKLGASVEEGPDYC                                         
                                                                    
gi|157 RQLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLS 
       40        50        60        70        80        90         
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (13-46:110-145) 
 
                                 10        20          30           
2MEPSP                   TVTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
        40        50        60        70        80 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC 
         . :...:                                   
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA    
        140       150       160       170          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (4-12:14-22) 
 
                         10        20        30        40        50 
2MEPSP           TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
                    :::. : :.                                       
gi|898 ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDNGGGCGYKDV 
               10        20        30        40        50        60 
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>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 67.5  bits: 15.0 E():   87 
Smith-Waterman score: 31; 40.0% identity (70.0% similar) in 10 aa overlap (14-23:5-14) 
 
               10        20        30        40        50        60 
2MEPSP TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 
                    ::. . : .:                                      
gi|527          TDPGHLQDVXVAINDPKXGVFVNRK                           
                        10        20                                
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 17.4 E():   88 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (15-41:44-71) 
 
                               10        20         30        40    
2MEPSP                 TVTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
            50        60        70        80                        
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                        
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 18.6 E():   88 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (27-75:125-173) 
 
                   10        20        30        40        50       
2MEPSP     TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
         60        70        80                                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYC                                     
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKATPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
          160       170       180       190       200       210     
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.1 E():   89 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (30-60:121-151) 
 
                10        20        30        40        50          
2MEPSP  TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
      60        70        80                                        
2MEPSP VAIRTELTKLGASVEEGPDYC                                        
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (4-12:25-33) 
 
                                    10        20        30          
2MEPSP                      TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                    
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gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (19-50:90-119) 
 
                           10        20        30        40         
2MEPSP             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
       50        60        70        80            
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYC            
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (19-41:90-112) 
 
                           10        20        30        40         
2MEPSP             TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
       50        60        70        80          
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYC          
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|75198875|sp|Q9S8H2|Q9S8H2_SECCE Major BAKER'S ASTHM  (26 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 67.1  bits: 15.0 E():   91 
Smith-Waterman score: 31; 30.8% identity (69.2% similar) in 13 aa overlap (65-77:6-18) 
 
           40        50        60        70        80      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC      
                                     :  ..: :. ..:         
gi|751                          EQCYGESCRVGKSISNNPVPACREYV 
                                        10        20       
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.0  bits: 18.8 E():   92 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (33-51:15-35) 
 
             10        20        30        40          50        60 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
               70        80                                         
2MEPSP AIRTELTKLGASVEEGPDYC                                         
                                                                    
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (4-12:31-39) 
 
                                          10        20        30    
2MEPSP                            TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
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            40        50        60        70        80              
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC              
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (4-12:31-39) 
 
                                          10        20        30    
2MEPSP                            TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC              
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (4-12:32-40) 
 
                                          10        20        30    
2MEPSP                            TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC              
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.6 E():   93 
Smith-Waterman score: 46; 26.5% identity (55.1% similar) in 49 aa overlap (27-75:101-149) 
 
                   10        20        30        40        50       
2MEPSP     TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
         60        70        80                                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYC                                     
        :..:   :.  .  ..::                                          
gi|249 LRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAPANDKFTVFEGA 
              140       150       160       170       180       190 
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.8  bits: 16.0 E():   94 
Smith-Waterman score: 35; 29.4% identity (76.5% similar) in 17 aa overlap (45-61:26-42) 
 
           20        30        40        50        60        70     
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     .. ..:  ..: .::.:              
gi|377      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL    
                    10        20        30        40        50      
 
           80 
2MEPSP EGPDYC 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 17.9 E():   96 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (6-19:41-54) 
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                                        10        20        30      
2MEPSP                          TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
          40        50        60        70        80                
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.4 E():   97 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (27-75:93-141) 
 
                   10        20        30        40        50       
2MEPSP     TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
         60        70        80                                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYC                                     
        :..:   :.  .   .::                                          
gi|168 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
            130       140       150       160       170       180   
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.4 E():   98 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (27-75:96-144) 
 
                   10        20        30        40        50       
2MEPSP     TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
         60        70        80                                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYC                                     
        :..:   :.  .   .::                                          
gi|285 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
         130       140       150       160       170       180      
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (6-19:45-58) 
 
                                        10        20        30      
2MEPSP                          TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
          40        50        60        70        80                
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 66.4  bits: 19.1 E():   99 
Smith-Waterman score: 48; 23.8% identity (58.7% similar) in 63 aa overlap (13-75:315-376) 
 
                                 10        20        30        40   
2MEPSP                   TVTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
                                     ...: ..:....  ..:  :.   ..:    
gi|845 ALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEA-EAAALLGGKRVIAKLE 
          290       300       310       320        330       340    
 
             50        60        70        80                       
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2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC                       
       : :::. .   .::.:    .. : :    ..:                            
gi|845 TRIRDLETALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMN 
           350       360       370       380       390       400    
 
gi|845 IQKRQLGEAESFTMANIQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASA 
           410       420       430       440       450       460    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.3  bits: 19.3 E(): 1e 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (42-54:336-348) 
 
              20        30        40        50        60        70  
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
              80                                                    
2MEPSP SVEEGPDYC                                                    
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 66.3  bits: 19.3 E(): 1e 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (42-80:336-369) 
 
              20        30        40        50        60        70  
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
               80                                                   
2MEPSP S-VEEGPDYC                                                   
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:01 2011 done: Tue Apr 19 10:58:01 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 307  - 386 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32    10     8:==*= 
  34    10    22:====   * 
  36    33    44:===========   * 
  38    48    73:================        * 
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  40    87   102:=============================    * 
  42   110   125:=====================================    * 
  44   152   138:=============================================*===== 
  46   163   140:==============================================*======== 
  48   141   134:============================================*== 
  50   118   122:========================================* 
  52   144   108:===================================*============ 
  54   113    92:==============================*======= 
  56    61    77:=====================    * 
  58    41    63:==============      * 
  60    30    51:==========      * 
  62    46    41:=============*== 
  64    25    33:========= * 
  66    30    26:========*= 
  68    20    20:======* 
  70    10    16:==== * 
  72    10    12:===* 
  74    22    10:===*==== 
  76     5     8:==* 
  78    12     6:=*== 
  80    16     5:=*==== 
  82     1     3:* 
  84     6     3:*= 
  86     4     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92    14     1:*====     :*============= 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.96650.00321; mu= 0.8892 0.166 
 mean_var=39.689010.309, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.203582 
 Kolmogorov-Smirnov  statistic: 0.0503 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 23.8     1.2 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.0     2.2 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   58 22.4     2.9 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 22.4     3.3 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 22.4     3.3 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 22.4     3.3 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 22.4     3.3 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 22.4     3.3 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 22.4     3.3 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 22.4     3.3 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 22.4     3.3 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 22.4     3.3 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 22.4     3.3 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 22.4     3.3 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 22.4     3.3 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 22.4     3.3 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 22.4     3.3 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 21.5     6.1 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 22.7     6.9 
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gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   52 20.7     7.7 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   52 20.7     7.9 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 20.9     8.7 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 20.9     8.7 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   51 20.4     9.3 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   51 20.4     9.3 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   57 21.9     9.7 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   57 21.9     9.8 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 22.6     9.9 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.8      15 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   54 21.0      15 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   54 21.0      15 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   54 21.0      15 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   49 19.8      16 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.2      16 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   49 19.8      17 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.0      17 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.5      17 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   53 20.7      17 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 21.7      18 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 21.7      18 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 21.7      18 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   55 21.2      18 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   49 19.8      18 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 21.7      19 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 21.7      19 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   53 20.7      19 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   54 21.0      19 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   53 20.7      20 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   53 20.7      20 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   53 20.7      20 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.7      20 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 21.4      21 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   53 20.7      22 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.5      23 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   52 20.4      23 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.5      23 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 20.4      26 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   48 19.4      27 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.5      27 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 19.4      31 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 20.8      31 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   54 20.8      33 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   49 19.6      34 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   49 19.6      34 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.3      35 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   50 19.8      36 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   50 19.8      36 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   50 19.8      36 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   50 19.8      36 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   50 19.8      36 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   50 19.8      36 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   50 19.8      36 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   50 19.8      36 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   50 19.8      36 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   50 19.8      36 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.1      37 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   50 19.8      37 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.6      37 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   55 21.0      38 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   55 21.0      38 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.9      38 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.3      40 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.6      40 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   49 19.5      44 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.6      46 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.3      47 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.6      49 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      49 
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gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.0      49 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   52 20.2      49 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 16.1      49 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   48 19.3      51 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   48 19.3      52 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 18.8      54 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 20.0      55 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.2      60 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.2      60 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.2      60 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.2      60 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   28 14.4      61 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 19.9      63 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   49 19.4      65 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.5      67 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.2      71 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.0      73 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.0      73 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.0      73 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.0      73 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.0      73 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.0      73 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.0      73 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   49 19.4      75 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.7      75 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.7      75 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   47 18.9      77 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 17.9      78 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 18.7      79 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   45 18.4      80 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.7      81 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 17.9      82 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.4      85 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.6      88 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.4      88 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   31 15.0      88 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.1      89 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.4      89 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.7      90 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.7      90 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.6      91 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 18.9      91 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.4      91 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.4      91 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.4      92 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   46 18.6      92 
gi|75198875|sp|Q9S8H2|Q9S8H2_SECCE Major BAKER'S A (  26)   31 15.0      92 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   35 15.9      95 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 17.9      96 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 18.4      96 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   47 18.8      97 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   45 18.4      97 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 17.9      98 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   48 19.1      98 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.3      99 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.3      99 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 101.0  bits: 23.8 E():  1.2 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (2-44:59-96) 
 
                                            10        20        30  
2MEPSP                              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              40        50        60        70        80            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI            
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
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            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 96.2  bits: 23.0 E():  2.2 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (2-44:59-96) 
 
                                            10        20        30  
2MEPSP                              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              40        50        60        70        80            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 94.1  bits: 22.4 E():  2.9 
Smith-Waterman score: 58; 44.0% identity (68.0% similar) in 25 aa overlap (1-24:85-109) 
 
                                              10        20          
2MEPSP                               VTGP-PREPFGRKHLKAIDVNMNKMPDVAM 
                                     .::: :::  : ..::  : . :..      
gi|668 DLNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIP 
           60        70        80        90       100       110     
 
      30        40        50        60        70        80 
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI 
                                                           
gi|668 TTGAFQRIPRSSFANNPRLGRKC                             
          120       130                                    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (2-44:59-96) 
 
                                            10        20        30  
2MEPSP                              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              40        50        60        70        80            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (2-44:59-96) 
 
                                            10        20        30  
2MEPSP                              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              40        50        60        70        80            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (2-44:59-96) 
 
                                            10        20        30  
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2MEPSP                              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              40        50        60        70        80            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (2-44:59-96) 
 
                                            10        20        30  
2MEPSP                              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              40        50        60        70        80            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (2-44:59-96) 
 
                                            10        20        30  
2MEPSP                              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              40        50        60        70        80            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (2-44:59-96) 
 
                                            10        20        30  
2MEPSP                              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              40        50        60        70        80            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (2-44:59-96) 
 
                                            10        20        30  
2MEPSP                              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              40        50        60        70        80            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI            
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       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (2-44:59-96) 
 
                                            10        20        30  
2MEPSP                              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              40        50        60        70        80            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (2-44:59-96) 
 
                                            10        20        30  
2MEPSP                              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              40        50        60        70        80            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (2-44:59-96) 
 
                                            10        20        30  
2MEPSP                              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              40        50        60        70        80            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI            
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (2-44:59-96) 
 
                                            10        20        30  
2MEPSP                              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              40        50        60        70        80            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (2-44:59-96) 
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                                            10        20        30  
2MEPSP                              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              40        50        60        70        80            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (2-44:59-96) 
 
                                            10        20        30  
2MEPSP                              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              40        50        60        70        80            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (2-44:59-96) 
 
                                            10        20        30  
2MEPSP                              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              40        50        60        70        80            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 88.3  bits: 21.5 E():  6.1 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (2-44:59-96) 
 
                                            10        20        30  
2MEPSP                              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
              40        50        60        70        80            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 87.4  bits: 22.7 E():  6.9 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (7-50:269-312) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
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         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 86.5  bits: 20.7 E():  7.7 
Smith-Waterman score: 52; 31.4% identity (52.9% similar) in 70 aa overlap (12-75:2-68) 
 
               10           20           30        40        50     
2MEPSP VTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 
                  ::: :   . .  :  :   ::  .:. :.. ::     . .:  . :. 
gi|833           MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKD 
                         10        20        30        40        50 
 
           60        70        80                                   
2MEPSP TERMVAIRTELTKLGASVEEGPDYCI                                   
        ....:  .  ::: :::  :                                        
gi|833 LQELIAEGS--TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGF 
                 60         70        80        90       100        
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 86.4  bits: 20.7 E():  7.9 
Smith-Waterman score: 52; 30.0% identity (54.3% similar) in 70 aa overlap (12-75:2-68) 
 
               10           20           30        40        50     
2MEPSP VTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 
                  ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :. 
gi|117           MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKD 
                         10        20        30        40        50 
 
           60        70        80                                   
2MEPSP TERMVAIRTELTKLGASVEEGPDYCI                                   
        ....:  .:  :: :::  :                                        
gi|117 INELIASGSE--KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDM 
               60           70        80        90       100        
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 85.6  bits: 20.9 E():  8.7 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (2-44:59-103) 
 
                                            10        20            
2MEPSP                              VTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
      30        40        50        60        70        80      
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI      
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 85.6  bits: 20.9 E():  8.7 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (2-44:59-103) 
 
                                            10        20            
2MEPSP                              VTGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
      30        40        50        60        70        80      
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI      
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
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 initn:  39 init1:  39 opt:  51  Z-score: 85.1  bits: 20.4 E():  9.3 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (12-75:2-68) 
 
               10           20           30        40        50     
2MEPSP VTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 
                  ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :. 
gi|461           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKD 
                         10        20        30        40        50 
 
           60        70        80                                   
2MEPSP TERMVAIRTELTKLGASVEEGPDYCI                                   
        ....:  .:  :: :::  :                                        
gi|461 IQQLIAEGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGL 
               60           70        80        90       100        
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 85.1  bits: 20.4 E():  9.3 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (12-75:2-68) 
 
               10           20           30        40        50     
2MEPSP VTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 
                  ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :. 
gi|416           MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKD 
                         10        20        30        40        50 
 
           60        70        80                                   
2MEPSP TERMVAIRTELTKLGASVEEGPDYCI                                   
        ....:  .:  :: :::  :                                        
gi|416 IQQLIAEGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGL 
               60           70        80        90       100        
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  57  Z-score: 84.8  bits: 21.9 E():  9.7 
Smith-Waterman score: 57; 24.7% identity (56.8% similar) in 81 aa overlap (1-74:168-240) 
 
                                                10        20        
2MEPSP                               VTGPPREP---FGRKHLKAIDVNMNKMPDV 
                                     .:.::::    ::  . .:.   .::  :. 
gi|107 RKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDI 
       140       150       160       170       180          190     
 
        30        40        50            60        70        80    
2MEPSP AMTLAVVALFADGPTAIRDVASWR----VKETERMVAIRTELTKLGASVEEGPDYCI    
       . : .. :.  : : ..  ..  .    .   ...::.  .  :.: ..:.          
gi|107 G-TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEK--KIGKTLEKIYVPEEKLL 
           200         210       220       230         240          
 
gi|107 KDIQESPIPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
     250       260       270       280       290       300         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 84.7  bits: 21.9 E():  9.8 
Smith-Waterman score: 57; 26.5% identity (54.4% similar) in 68 aa overlap (7-74:112-178) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    :.:. :..:   :.  .  ..::                       
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|330 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 84.6  bits: 22.6 E():  9.9 
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Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (7-50:399-442) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.6  bits: 19.8 E():   15 
Smith-Waterman score: 49; 30.0% identity (52.9% similar) in 70 aa overlap (12-75:2-68) 
 
               10           20           30        40        50     
2MEPSP VTGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKE 
                  ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :. 
gi|185           MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKD 
                         10        20        30        40        50 
 
           60        70        80                                   
2MEPSP TERMVAIRTELTKLGASVEEGPDYCI                                   
        ....:   :  :: :::  :                                        
gi|185 INELIASGPE--KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDM 
               60           70        80        90       100        
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.1  bits: 21.0 E():   15 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (3-74:72-142) 
 
                                           10        20        30   
2MEPSP                             VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
             40        50        60        70        80             
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI             
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.1  bits: 21.0 E():   15 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (3-74:72-142) 
 
                                           10        20        30   
2MEPSP                             VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
             40        50        60        70        80             
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI             
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.1  bits: 21.0 E():   15 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (3-74:72-142) 
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                                           10        20        30   
2MEPSP                             VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
             40        50        60        70        80             
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI             
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 80.7  bits: 19.8 E():   16 
Smith-Waterman score: 49; 33.3% identity (55.6% similar) in 36 aa overlap (4-38:25-59) 
 
                                    10         20        30         
2MEPSP                      VTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                               ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
       40        50        60        70        80                   
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                   
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.7  bits: 21.2 E():   16 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (26-74:131-179) 
 
                    10        20        30        40        50      
2MEPSP      VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
          60        70        80                                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCI                                    
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 80.4  bits: 19.8 E():   17 
Smith-Waterman score: 49; 27.0% identity (57.1% similar) in 63 aa overlap (17-77:36-97) 
 
                             10        20        30        40       
2MEPSP               VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  :: : 
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAI-D 
          10        20        30        40        50        60      
 
         50         60         70        80                         
2MEPSP VASWRVKETERM-VAIRT-ELTKLGASVEEGPDYCI                         
       . . ...  . :   ::  :  .:  .. : ::                            
gi|484 IPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDG 
           70        80        90       100       110       120     
 
gi|484 EVQE 
            
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (2-44:59-96) 
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                                            10        20        30  
2MEPSP                              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
              40        50        60        70        80            
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI            
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (26-75:22-68) 
 
               10        20        30        40        50        60 
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 
                                ::  .:. :.. ::     . .:  . :. ....: 
gi|668     MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIA 
                   10        20        30        40        50       
 
               70        80                                       
2MEPSP IRTELTKLGASVEEGPDYCI                                       
         .  ::: :::  :                                            
gi|668 EGS--TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
           60         70        80        90       100       110  
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 80.2  bits: 20.7 E():   17 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (7-74:58-124) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
gi|422 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
        150       160       170       180       190       200       
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (10-26:399-415) 
 
                                    10        20        30          
2MEPSP                      VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
      40        50        60        70        80                    
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                    
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (10-26:402-418) 
 
                                    10        20        30          
2MEPSP                      VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
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             380       390       400       410       420       430  
 
      40        50        60        70        80                    
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                    
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (10-26:403-419) 
 
                                    10        20        30          
2MEPSP                      VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
      40        50        60        70        80                    
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                    
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 79.8  bits: 21.2 E():   18 
Smith-Waterman score: 55; 26.5% identity (52.9% similar) in 68 aa overlap (7-74:173-239) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
             270       280       290       300       310       320  
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 79.8  bits: 19.8 E():   18 
Smith-Waterman score: 49; 24.4% identity (53.7% similar) in 41 aa overlap (39-79:45-80) 
 
       10        20        30        40        50        60         
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
       70        80                                                 
2MEPSP GASVEEGPDYCI                                                 
       :.....  .::                                                  
gi|144 GVNTKQYINYCEKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLKKGLLE 
      70        80        90       100       110       120          
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.7  bits: 21.7 E():   19 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (10-26:422-438) 
 
                                    10        20        30          
2MEPSP                      VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
      40        50        60        70        80                    
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                    
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gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.7  bits: 21.7 E():   19 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (10-26:422-438) 
 
                                    10        20        30          
2MEPSP                      VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
      40        50        60        70        80                    
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                    
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 79.5  bits: 20.7 E():   19 
Smith-Waterman score: 53; 25.0% identity (52.8% similar) in 72 aa overlap (3-74:72-142) 
 
                                           10        20        30   
2MEPSP                             VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
             40        50        60        70        80             
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI             
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 LKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 79.3  bits: 21.0 E():   19 
Smith-Waterman score: 54; 26.5% identity (51.5% similar) in 68 aa overlap (7-74:114-180) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    ..:. :..:   :.  .  . ::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
            210       220       230       240       250       260   
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (7-74:84-150) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    ..:. :..:   :.  .  ..::                       
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gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
gi|295 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
            180       190       200       210       220       230   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (7-74:86-152) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|109 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (7-74:86-152) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|239 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (7-74:87-153) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (7-74:87-153) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
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         60        70        80        90       100        110      
 
         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.6  bits: 21.4 E():   21 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (18-50:407-439) 
 
                            10        20        30        40        
2MEPSP              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
        50        60        70        80                            
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCI                            
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.3  bits: 20.7 E():   22 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (7-74:112-178) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|398 AGVQPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|398 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|398 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.1  bits: 18.5 E():   23 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (37-60:15-38) 
 
         10        20        30        40        50        60       
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
         70        80              
2MEPSP KLGASVEEGPDYCI              
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 52; 25.0% identity (54.4% similar) in 68 aa overlap (7-74:75-141) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|134 AIVPPADKYRTFVATFGAASNKAFAEGLSGEPKGGAESSSKAALTSKL-DAAYKLAYKTA 
           50        60        70        80        90        100    
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         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|134 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
           110       120       130       140       150       160    
 
gi|134 ATAANAAPANDKFTVFEAAFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
           170       180       190       200       210       220    
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.8  bits: 18.5 E():   23 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (37-60:17-40) 
 
         10        20        30        40        50        60       
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
         70        80              
2MEPSP KLGASVEEGPDYCI              
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.1  bits: 20.4 E():   26 
Smith-Waterman score: 52; 27.5% identity (52.9% similar) in 51 aa overlap (26-76:113-163) 
 
                    10        20        30        40        50      
2MEPSP      VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
          60        70        80                                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCI                                    
        :..:   :.  .  ..:: :                                        
gi|441 LRVIAGALEVHAVKPATEEVPAAKIPTGELQIVDKIDAAFKIAATAANAAPTNDKFTVFE 
            150       160       170       180       190       200   
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 48; 22.5% identity (50.7% similar) in 71 aa overlap (18-79:90-159) 
 
                            10        20        30        40        
2MEPSP              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:. .... . .::   :: .  ..  
gi|281 GEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVAC-PDGGSICKNR 
      60        70        80        90       100        110         
 
        50        60                 70        80 
2MEPSP ASWRVKETERMVAIRTELTK---------LGASVEEGPDYCI 
       . . .:   ..   . .: :         : : .  .::::  
gi|281 SIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC  
      120       130       140       150           
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.7  bits: 18.5 E():   27 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (37-60:26-49) 
 
         10        20        30        40        50        60       
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
         70        80              
2MEPSP KLGASVEEGPDYCI              
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gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.7  bits: 19.4 E():   31 
Smith-Waterman score: 48; 29.6% identity (54.9% similar) in 71 aa overlap (7-71:96-160) 
 
                                       10        20              30 
2MEPSP                         VTGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
               40        50        60        70        80          
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI          
        ::.. . ::    . :.  .: . :.  ..  :.  ::.:                   
gi|501 TAVTS-WLDG----KHVVFGEVAD-EKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130            140        150       160       170         
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 75.6  bits: 20.8 E():   31 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (3-38:390-426) 
 
                                            10         20        30 
2MEPSP                             VTGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
               40        50        60        70        80           
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI           
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 54; 25.4% identity (55.6% similar) in 63 aa overlap (14-75:204-264) 
 
                                10        20        30         40   
2MEPSP                  VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
             50        60        70        80                       
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                       
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFG 
           240         250       260       270       280       290  
 
gi|558 GTAKFEAMYLGTCKALTPLMSSRFPELGMNASHCNEMPWIKSVPFIHLGKQATLSDLLNR 
             300       310       320       330       340       350  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 74.9  bits: 19.6 E():   34 
Smith-Waterman score: 49; 33.3% identity (55.6% similar) in 36 aa overlap (4-38:129-163) 
 
                                          10         20        30   
2MEPSP                            VTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLA 
                                     ::  : .:.: . .. .: . . ::   :  
gi|289 PEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILP 
      100       110       120       130       140        150        
 
             40        50        60        70        80             
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI             
       :  : :                                                       
gi|289 VDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHF 
       160       170       180       190       200       210        
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
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 initn:  41 init1:  41 opt:  49  Z-score: 74.8  bits: 19.6 E():   34 
Smith-Waterman score: 49; 33.3% identity (55.6% similar) in 36 aa overlap (4-38:132-166) 
 
                                          10         20        30   
2MEPSP                            VTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLA 
                                     ::  : .:.: . .. .: . . ::   :  
gi|424 PEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILP 
             110       120       130       140        150       160 
 
             40        50        60        70        80             
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI             
       :  : :                                                       
gi|424 VDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHF 
              170       180       190       200       210       220 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (5-44:161-200) 
 
                                         10        20        30     
2MEPSP                           VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
           40        50        60        70        80               
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI               
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (7-74:87-153) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (7-74:87-153) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.4  bits: 19.8 E():   36 
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Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (7-74:87-153) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (7-74:87-153) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (7-74:87-153) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (7-74:87-153) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
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gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (7-74:87-153) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (7-74:87-153) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (7-74:87-153) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (7-74:87-153) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
         40        50        60        70        80                 
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2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.3  bits: 19.1 E():   37 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (19-40:68-88) 
 
                           10        20        30        40         
2MEPSP             VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
       50        60        70        80                             
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCI                             
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.5% identity (54.9% similar) in 51 aa overlap (26-76:106-156) 
 
                    10        20        30        40        50      
2MEPSP      VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
          60        70        80                                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCI                                    
        :..:   :.  .  ..:: :                                        
gi|144 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
         140       150       160       170       180       190      
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.1  bits: 17.6 E():   37 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (21-44:1-24) 
 
               10        20        30        40        50        60 
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 
                           : :. .::  : . :.:  . :.:                 
gi|291                     MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGEV 
                                   10        20        30        40 
 
               70        80      
2MEPSP IRTELTKLGASVEEGPDYCI      
                                 
gi|291 YCNVCHSRNLINELSERMAGAQVQL 
               50        60      
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 74.1  bits: 21.0 E():   38 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (1-54:79-135) 
 
                                             10        20        30 
2MEPSP                               VTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|289 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
               40        50           60        70        80        
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGPDYCI        
       :  .  ::.   ..  .: :   ::.:                                  
gi|289 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
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>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 74.1  bits: 21.0 E():   38 
Smith-Waterman score: 55; 28.1% identity (56.1% similar) in 57 aa overlap (1-54:79-135) 
 
                                             10        20        30 
2MEPSP                               VTGPPREPFGRKHLKAIDVNMNKMPDVAMT 
                                     : :  .:  .: . . ..::..:  . :.  
gi|283 HNILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIM 
       50        60        70        80        90       100         
 
               40        50           60        70        80        
2MEPSP LAVVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGPDYCI        
       :  .  ::.   ..  .: :   ::.:                                  
gi|283 LYDLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLF 
      110       120       130       140       150       160         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.0  bits: 17.9 E():   38 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (43-60:28-45) 
 
             20        30        40        50        60        70   
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
             80              
2MEPSP EEGPDYCI              
                             
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 73.6  bits: 20.3 E():   40 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (17-74:297-354) 
 
                             10        20        30        40       
2MEPSP               VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
         50           60        70        80                        
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEEGPDYCI                        
         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.6 E():   40 
Smith-Waterman score: 49; 25.5% identity (54.9% similar) in 51 aa overlap (26-76:81-131) 
 
                    10        20        30        40        50      
2MEPSP      VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
          60        70        80                                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCI                                    
        :..:   :.  .  ..:: :                                        
gi|180 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
              120       130       140       150       160       170 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (7-74:87-153) 
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                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (7-74:87-153) 
 
                                       10        20        30       
2MEPSP                         VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
         40        50        60        70        80                 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                 
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (25-71:38-82) 
 
                     10        20        30        40         50    
2MEPSP       VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
            60         70        80                                 
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCI                                 
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (19-75:7-64) 
 
               10        20         30        40        50          
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMV 
                         :. . : :. . .:...:....: ..  . :.. . . :... 
gi|164             MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIA 
                           10        20        30        40         
 
      60        70        80                                        
2MEPSP AIRTELTKLGASVEEGPDYCI                                        
       ::  .. . :. .  :                                             
gi|164 AILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDE 
       50        60        70        80        90       100         
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.1  bits: 17.6 E():   49 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (14-43:41-70) 
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                                10        20        30        40    
2MEPSP                  VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
            50        60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI 
                                             
gi|453 CSPKWLQLLVP                           
               80                            
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (35-56:22-43) 
 
           10        20        30        40        50        60     
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
           70        80                                             
2MEPSP LTKLGASVEEGPDYCI                                             
                                                                    
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.0  bits: 19.0 E():   49 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (19-40:116-136) 
 
                           10        20        30        40         
2MEPSP             VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
       50        60        70        80                             
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCI                             
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 71.9  bits: 20.2 E():   49 
Smith-Waterman score: 52; 25.4% identity (54.0% similar) in 63 aa overlap (14-75:202-262) 
 
                                10        20        30         40   
2MEPSP                  VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..: : . .   .:.     :. . :   
gi|558 PSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDPNGKLLDKSSMSADHFWAVRGGGGE 
             180       190       200       210       220       230  
 
             50        60        70        80                       
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                       
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVLKIPKTVQEGAIDLVNKWQLVGPALPGDLMIRIILAG 
             240         250       260       270       280          
 
gi|558 NSATFEAMYLGTCSTLTPLMSSKFPELGMNPSHCNEMSWIKSIPFIHLGKQNLDDLLNRN 
     290       300       310       320       330       340          
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.9  bits: 16.1 E():   49 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (14-44:2-30) 
 
               10         20        30        40        50          
2MEPSP VTGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMV 
                    .::. : : .. :     ..  :  .::::..                
gi|122             MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV                
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                           10           20        30                
 
      60        70        80 
2MEPSP AIRTELTKLGASVEEGPDYCI 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 71.6  bits: 19.3 E():   51 
Smith-Waterman score: 48; 32.3% identity (58.1% similar) in 31 aa overlap (4-33:175-204) 
 
                                          10         20        30   
2MEPSP                            VTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLA 
                                     ::  : .:.: . .. .: . . ::   :  
gi|225 PEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILP 
          150       160       170       180       190        200    
 
             40        50        60        70        80             
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI             
       :                                                            
gi|225 VDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHF 
           210       220       230       240       250       260    
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.6  bits: 19.3 E():   52 
Smith-Waterman score: 48; 23.6% identity (52.8% similar) in 72 aa overlap (3-74:72-142) 
 
                                           10        20        30   
2MEPSP                             VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. ..:. :: 
gi|168 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKGALTSKL-EAAYKLA 
              50        60        70        80        90        100 
 
             40        50        60        70        80             
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI             
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|168 YKTSEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQFIEKVDSA 
              110       120       130       140       150       160 
 
gi|168 LKVAATAANAAAANDKFTVFEAAFNHAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (15-49:72-112) 
 
                               10        20              30         
2MEPSP                 VTGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
       40        50        60        70        80                   
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                   
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 71.1  bits: 20.0 E():   55 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (19-62:343-385) 
 
                           10        20        30        40         
2MEPSP             VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
        50        60        70        80                            
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCI                            
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
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>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (18-73:90-149) 
 
                            10        20        30        40        
2MEPSP              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         50             60        70        80     
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCI     
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (18-73:90-149) 
 
                            10        20        30        40        
2MEPSP              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         50             60        70        80     
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCI     
       .: ...:     ..:.: . .    ::  .::            
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (18-73:90-149) 
 
                            10        20        30        40        
2MEPSP              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         50             60        70        80     
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCI     
       .: ...:     ..:.: . .    ::  .::            
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (18-73:90-149) 
 
                            10        20        30        40        
2MEPSP              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         50             60        70        80     
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCI     
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 70.3  bits: 14.4 E():   61 
Smith-Waterman score: 28; 75.0% identity (100.0% similar) in 4 aa overlap (75-78:7-10) 
 
           50        60        70        80 
2MEPSP RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 9982

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     ::.:   
gi|250                         PTITIGGPEYR  
                                       10   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.0  bits: 19.9 E():   63 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (10-26:430-446) 
 
                                    10        20        30          
2MEPSP                      VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
      40        50        60        70        80                    
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                    
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 49; 33.3% identity (55.6% similar) in 36 aa overlap (4-38:296-330) 
 
                                          10         20        30   
2MEPSP                            VTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLA 
                                     ::  : .:.: . .. .: . . ::   :  
gi|258 PEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILP 
         270       280       290       300       310        320     
 
             40        50        60        70        80             
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI             
       :  : :                                                       
gi|258 VDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAVDVDHF 
          330       340       350       360       370       380     
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.5 E():   67 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (11-26:152-167) 
 
                                   10        20        30        40 
2MEPSP                     VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
               50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI 
                                                
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC              
             190       200                      
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (19-74:269-325) 
 
                           10        20        30        40         
2MEPSP             VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
       50        60         70        80                            
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGPDYCI                            
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (18-49:89-118) 
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                            10        20        30        40        
2MEPSP              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
        50        60        70        80           
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCI           
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (18-49:90-119) 
 
                            10        20        30        40        
2MEPSP              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        50        60        70        80           
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCI           
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (18-49:90-119) 
 
                            10        20        30        40        
2MEPSP              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        50        60        70        80           
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCI           
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (18-40:90-112) 
 
                            10        20        30        40        
2MEPSP              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
        50        60        70        80         
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCI         
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (18-49:90-119) 
 
                            10        20        30        40        
2MEPSP              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
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        50        60        70        80           
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCI           
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (18-49:90-119) 
 
                            10        20        30        40        
2MEPSP              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
        50        60        70        80           
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCI           
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (18-49:90-119) 
 
                            10        20        30        40        
2MEPSP              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        50        60        70        80           
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCI           
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 49; 33.3% identity (55.6% similar) in 36 aa overlap (4-38:11-45) 
 
                      10         20        30        40        50   
2MEPSP        VTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                 ::  : .:.: . .. .: . . ::   : :  : :               
gi|223 INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKA 
               10        20         30        40        50          
 
             60        70        80                                 
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCI                                 
                                                                    
gi|223 LYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALFGLSRAARNLQDDL 
      60        70        80        90       100       110          
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.6  bits: 17.7 E():   75 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (27-43:8-26) 
 
               10        20        30          40        50         
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERM 
                                 ::: :::....  : .:::                
gi|300                    MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIED 
                                  10        20        30        40  
 
       60        70        80                                       
2MEPSP VAIRTELTKLGASVEEGPDYCI                                       
                                                                    
gi|300 INASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNA 
              50        60        70        80        90       100  
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
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 initn:  38 init1:  38 opt:  42  Z-score: 68.6  bits: 17.7 E():   75 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (27-43:8-26) 
 
               10        20        30          40        50         
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERM 
                                 ::: :::....  : .:::                
gi|300                    MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIED 
                                  10        20        30        40  
 
       60        70        80                                       
2MEPSP VAIRTELTKLGASVEEGPDYCI                                       
                                                                    
gi|300 VNASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNA 
              50        60        70        80        90       100  
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 47; 28.9% identity (60.0% similar) in 45 aa overlap (39-79:115-158) 
 
       10        20        30        40        50        60         
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
        70           80                                             
2MEPSP G-ASVEEGP---DYCI                                             
       : :.. .::    ::                                              
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (11-26:43-58) 
 
                                   10        20        30        40 
2MEPSP                     VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
               50        60        70        80                     
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                     
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 46; 23.1% identity (50.8% similar) in 65 aa overlap (12-74:76-140) 
 
                                  10        20          30          
2MEPSP                    VTGPPREPFGRKHLKAIDVNMNKMP--DVAMTLAVVALFAD 
                                     .: . .  . . .:  :.:...:  :  .  
gi|481 EDINVGFKAAVAARQRPAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGA 
          50        60        70        80        90       100      
 
      40        50        60        70        80                    
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                    
        : :  :     . :. :..:   :.  .   .::                          
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.4 E():   80 
Smith-Waterman score: 45; 60.0% identity (70.0% similar) in 10 aa overlap (4-13:19-28) 
 
                              10        20        30        40      
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2MEPSP                VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                         :::.:   ::                                 
gi|169 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG 
               10        20        30        40        50        60 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.7 E():   81 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (23-41:2-20) 
 
               10        20        30        40        50        60 
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 
                             :.  .:... :::. :.::                    
gi|157                      MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFR 
                                    10        20        30          
 
               70        80                                         
2MEPSP IRTELTKLGASVEEGPDYCI                                         
                                                                    
gi|157 QLANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSP 
      40        50        60        70        80        90          
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 43; 35.9% identity (56.4% similar) in 39 aa overlap (12-45:110-145) 
 
                                  10        20             30       
2MEPSP                    VTGPPREPFGRKHLKAIDVNMNKMP--DVAM---TLAVVAL 
                                     ::   .:   .:.:  :: :   ::.::   
gi|153 GLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD---SKLPPIDVNMDCKTLGVVPR 
      80        90       100       110          120       130       
 
         40        50        60        70        80 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI 
         . :...:                                    
gi|153 QPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA     
        140       150       160       170           
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.4 E():   85 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (3-11:14-22) 
 
                          10        20        30        40          
2MEPSP            VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
                    :::. : :.                                       
gi|898 ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDNGGGCGYKDV 
               10        20        30        40        50        60 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.6 E():   88 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (26-74:125-173) 
 
                    10        20        30        40        50      
2MEPSP      VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
          60        70        80                                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCI                                    
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKATPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
          160       170       180       190       200       210     
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 17.4 E():   88 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (14-40:44-71) 
 
                                10        20         30        40   
2MEPSP                  VTGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
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            20        30        40        50        60        70    
 
             50        60        70        80                       
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                       
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 67.3  bits: 15.0 E():   88 
Smith-Waterman score: 31; 40.0% identity (70.0% similar) in 10 aa overlap (13-22:5-14) 
 
               10        20        30        40        50        60 
2MEPSP VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 
                   ::. . : .:                                       
gi|527         TDPGHLQDVXVAINDPKXGVFVNRK                            
                       10        20                                 
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.1 E():   89 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (29-59:121-151) 
 
                 10        20        30        40        50         
2MEPSP   VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
       60        70        80                                       
2MEPSP VAIRTELTKLGASVEEGPDYCI                                       
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (3-11:25-33) 
 
                                     10        20        30         
2MEPSP                       VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                   
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (18-49:90-119) 
 
                            10        20        30        40        
2MEPSP              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
        50        60        70        80           
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCI           
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (18-40:90-112) 
 
                            10        20        30        40        
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2MEPSP              VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
        50        60        70        80         
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCI         
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (33-80:178-227) 
 
             10        20        30        40        50         60  
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
              70         80                                         
2MEPSP RTELTKLGASVEEGP-DYCI                                         
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.1  bits: 18.9 E():   91 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (32-50:15-35) 
 
              10        20        30        40          50          
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
      60        70        80                                        
2MEPSP AIRTELTKLGASVEEGPDYCI                                        
                                                                    
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.4 E():   91 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (3-11:31-39) 
 
                                           10        20        30   
2MEPSP                             VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI             
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.4 E():   91 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (3-11:31-39) 
 
                                           10        20        30   
2MEPSP                             VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI             
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gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (3-11:32-40) 
 
                                           10        20        30   
2MEPSP                             VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
             40        50        60        70        80             
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI             
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.6 E():   92 
Smith-Waterman score: 46; 26.5% identity (55.1% similar) in 49 aa overlap (26-74:101-149) 
 
                    10        20        30        40        50      
2MEPSP      VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
          60        70        80                                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCI                                    
        :..:   :.  .  ..::                                          
gi|249 LRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAPANDKFTVFEGA 
              140       150       160       170       180       190 
 
>>gi|75198875|sp|Q9S8H2|Q9S8H2_SECCE Major BAKER'S ASTHM  (26 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 66.9  bits: 15.0 E():   92 
Smith-Waterman score: 31; 30.8% identity (69.2% similar) in 13 aa overlap (64-76:6-18) 
 
            40        50        60        70        80     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI     
                                     :  ..: :. ..:         
gi|751                          EQCYGESCRVGKSISNNPVPACREYV 
                                        10        20       
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.7  bits: 15.9 E():   95 
Smith-Waterman score: 35; 29.4% identity (76.5% similar) in 17 aa overlap (44-60:26-42) 
 
            20        30        40        50        60        70    
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     .. ..:  ..: .::.:              
gi|377      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL    
                    10        20        30        40        50      
 
            80 
2MEPSP EGPDYCI 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 17.9 E():   96 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (5-18:41-54) 
 
                                         10        20        30     
2MEPSP                           VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
           40        50        60        70        80               
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI               
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gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.4 E():   96 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (26-74:93-141) 
 
                    10        20        30        40        50      
2MEPSP      VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
          60        70        80                                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCI                                    
        :..:   :.  .   .::                                          
gi|168 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
            130       140       150       160       170       180   
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 66.6  bits: 18.8 E():   97 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (4-38:296-330) 
 
                                          10         20        30   
2MEPSP                            VTGPPREPFGRKHLK-AIDVNMNKMPDVAMTLA 
                                     ::  :  :.: . .. .: . . ::   :  
gi|284 DAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDVIAILP 
         270       280       290       300       310        320     
 
             40        50        60        70        80             
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI             
       :  : :                                                       
gi|284 VDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHF 
          330       340       350       360       370       380     
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.4 E():   97 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (26-74:96-144) 
 
                    10        20        30        40        50      
2MEPSP      VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
          60        70        80                                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCI                                    
        :..:   :.  .   .::                                          
gi|285 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
         130       140       150       160       170       180      
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (5-18:45-58) 
 
                                         10        20        30     
2MEPSP                           VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
           40        50        60        70        80               
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI               
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 66.4  bits: 19.1 E():   98 
Smith-Waterman score: 48; 23.8% identity (58.7% similar) in 63 aa overlap (12-74:315-376) 
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                                  10        20        30        40  
2MEPSP                    VTGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
                                     ...: ..:....  ..:  :.   ..:    
gi|845 ALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEA-EAAALLGGKRVIAKLE 
          290       300       310       320        330       340    
 
              50        60        70        80                      
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI                      
       : :::. .   .::.:    .. : :    ..:                            
gi|845 TRIRDLETALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMN 
           350       360       370       380       390       400    
 
gi|845 IQKRQLGEAESFTMANIQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASA 
           410       420       430       440       450       460    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.4  bits: 19.3 E():   99 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (41-53:336-348) 
 
               20        30        40        50        60        70 
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
               80                                                   
2MEPSP SVEEGPDYCI                                                   
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 66.4  bits: 19.3 E():   99 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (41-79:336-369) 
 
               20        30        40        50        60        70 
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
                80                                                  
2MEPSP S-VEEGPDYCI                                                  
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:02 2011 done: Tue Apr 19 10:58:02 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 308  - 387 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
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  24     1     0:= 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
  32    13     8:==*== 
  34     8    22:===    * 
  36    35    44:============  * 
  38    52    73:==================      * 
  40    86   102:=============================    * 
  42   114   125:======================================   * 
  44   136   138:=============================================* 
  46   171   140:==============================================*========== 
  48   142   134:============================================*=== 
  50   131   122:========================================*=== 
  52   136   108:===================================*========== 
  54    96    92:==============================*= 
  56    65    77:======================   * 
  58    40    63:==============      * 
  60    27    51:=========       * 
  62    43    41:=============*= 
  64    28    33:==========* 
  66    33    26:========*== 
  68    23    20:======*= 
  70    14    16:=====* 
  72    11    12:===* 
  74    20    10:===*=== 
  76     5     8:==* 
  78    12     6:=*== 
  80    16     5:=*==== 
  82     2     3:* 
  84     5     3:*= 
  86     4     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92    15     1:*====     :*============== 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.89420.00321; mu= 1.3926 0.166 
 mean_var=39.288910.296, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.204616 
 Kolmogorov-Smirnov  statistic: 0.0446 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   63 23.8     1.2 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   60 23.0     2.2 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   58 22.4     3.3 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   58 22.4     3.3 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   58 22.4     3.3 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   58 22.4     3.3 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   58 22.4     3.3 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   58 22.4     3.3 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   58 22.4     3.3 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   58 22.4     3.3 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   58 22.4     3.3 
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gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   58 22.4     3.3 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   58 22.4     3.3 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   58 22.4     3.3 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   58 22.4     3.3 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   58 22.4     3.3 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   57 22.1     3.6 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   55 21.5     6.2 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 22.7     6.9 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   52 20.7     7.8 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   52 20.7       8 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   53 20.9     8.7 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   53 20.9     8.7 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   51 20.4     9.4 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   51 20.4     9.4 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 22.6     9.7 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   57 21.9     9.8 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   56 21.6      12 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.8      15 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   54 21.0      15 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   54 21.0      15 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   54 21.0      15 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.2      16 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   49 19.8      16 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   49 19.8      17 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   50 20.0      17 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   53 20.7      17 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 21.7      17 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 21.7      18 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.5      18 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 21.7      18 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   55 21.2      18 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 21.7      18 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 21.7      18 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   49 19.7      18 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   53 20.7      19 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   54 21.0      19 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   53 20.7      20 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   53 20.7      20 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   53 20.7      20 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.7      20 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 21.4      21 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   53 20.7      22 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   52 20.4      23 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.5      23 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.5      24 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 20.4      26 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   48 19.4      27 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.4      28 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 20.8      31 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 19.4      31 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   54 20.8      33 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   49 19.6      34 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   49 19.6      34 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.3      35 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   50 19.8      37 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   50 19.8      37 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   50 19.8      37 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.1      37 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.6      38 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.8      39 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.3      40 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.5      41 
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gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   45 18.6      43 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   49 19.5      45 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   49 19.5      45 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.5      47 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.3      48 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   52 20.2      49 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.0      50 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      50 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.5      50 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 16.1      51 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   48 19.2      52 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   49 19.5      52 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   48 19.2      52 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 18.7      54 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   44 18.3      55 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 20.0      55 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.2      61 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.2      61 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.2      61 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.2      61 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 19.9      63 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   28 14.3      64 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   49 19.4      65 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 18.0      67 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 18.0      67 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 18.0      67 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 18.0      67 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 18.0      67 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.4      68 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 20.2      68 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 20.2      68 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   42 17.7      71 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.2      71 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 17.9      74 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 17.9      75 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 17.9      75 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 17.9      75 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 17.9      75 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 17.9      75 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 17.9      75 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   49 19.4      75 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.7      77 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.7      77 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 18.6      79 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 17.9      80 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   45 18.4      81 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.7      82 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.4      85 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.6      88 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.4      89 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.4      90 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.1      90 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.6      91 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.6      91 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 18.9      91 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.6      92 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   31 14.9      92 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.4      92 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.4      92 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.4      93 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   46 18.6      93 
gi|75198875|sp|Q9S8H2|Q9S8H2_SECCE Major BAKER'S A (  26)   31 14.9      96 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.4      96 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 17.9      97 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 18.4      97 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   47 18.8      97 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   35 15.9      98 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   45 18.3      98 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   48 19.1      98 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.3      99 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.3      99 
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gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 17.9      99 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 101.0  bits: 23.8 E():  1.2 
Smith-Waterman score: 63; 34.9% identity (53.5% similar) in 43 aa overlap (1-43:59-96) 
 
                                             10        20        30 
2MEPSP                               TGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               40        50        60        70        80           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII           
       . .:.  :: .::                                                
gi|160 GNIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 60; 32.6% identity (53.5% similar) in 43 aa overlap (1-43:59-96) 
 
                                             10        20        30 
2MEPSP                               TGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               40        50        60        70        80           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (1-43:59-96) 
 
                                             10        20        30 
2MEPSP                               TGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               40        50        60        70        80           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (1-43:59-96) 
 
                                             10        20        30 
2MEPSP                               TGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               40        50        60        70        80           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (1-43:59-96) 
 
                                             10        20        30 
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2MEPSP                               TGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               40        50        60        70        80           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (1-43:59-96) 
 
                                             10        20        30 
2MEPSP                               TGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               40        50        60        70        80           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (1-43:59-96) 
 
                                             10        20        30 
2MEPSP                               TGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               40        50        60        70        80           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (1-43:59-96) 
 
                                             10        20        30 
2MEPSP                               TGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               40        50        60        70        80           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (1-43:59-96) 
 
                                             10        20        30 
2MEPSP                               TGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               40        50        60        70        80           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII           
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       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (1-43:59-96) 
 
                                             10        20        30 
2MEPSP                               TGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               40        50        60        70        80           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (1-43:59-96) 
 
                                             10        20        30 
2MEPSP                               TGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               40        50        60        70        80           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (1-43:59-96) 
 
                                             10        20        30 
2MEPSP                               TGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               40        50        60        70        80           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (1-43:59-96) 
 
                                             10        20        30 
2MEPSP                               TGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|145 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               40        50        60        70        80           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII           
       . ...  :: .::                                                
gi|145 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (1-43:59-96) 
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                                             10        20        30 
2MEPSP                               TGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               40        50        60        70        80           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (1-43:59-96) 
 
                                             10        20        30 
2MEPSP                               TGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               40        50        60        70        80           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 58; 32.6% identity (53.5% similar) in 43 aa overlap (1-43:59-96) 
 
                                             10        20        30 
2MEPSP                               TGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :..:    : : .     :  : 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
 
               40        50        60        70        80           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 92.5  bits: 22.1 E():  3.6 
Smith-Waterman score: 57; 45.8% identity (66.7% similar) in 24 aa overlap (1-23:86-109) 
 
                                              10        20          
2MEPSP                               TGP-PREPFGRKHLKAIDVNMNKMPDVAMT 
                                     ::: :::  : ..::  : . :..       
gi|668 LNKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIPT 
          60        70        80        90       100       110      
 
      30        40        50        60        70        80 
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                                           
gi|668 TGAFQRIPRSSFANNPRLGRKC                              
         120       130                                     
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 88.3  bits: 21.5 E():  6.2 
Smith-Waterman score: 55; 32.6% identity (51.2% similar) in 43 aa overlap (1-43:59-96) 
 
                                             10        20        30 
2MEPSP                               TGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::   : :..:    : : .     :  : 
gi|160 TITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDL 
       30        40        50        60        70             80    
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               40        50        60        70        80           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 87.4  bits: 22.7 E():  6.9 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (6-49:269-312) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 86.5  bits: 20.7 E():  7.8 
Smith-Waterman score: 52; 31.4% identity (52.9% similar) in 70 aa overlap (11-74:2-68) 
 
               10           20           30        40        50     
2MEPSP TGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 
                 ::: :   . .  :  :   ::  .:. :.. ::     . .:  . :.  
gi|833          MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDL 
                        10        20        30        40        50  
 
           60        70        80                                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCII                                   
       ....:  .  ::: :::  :                                         
gi|833 QELIAEGS--TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFG 
                60         70        80        90       100         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 86.3  bits: 20.7 E():    8 
Smith-Waterman score: 52; 30.0% identity (54.3% similar) in 70 aa overlap (11-74:2-68) 
 
               10           20           30        40        50     
2MEPSP TGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 
                 ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :.  
gi|117          MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDI 
                        10        20        30        40        50  
 
           60        70        80                                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCII                                   
       ....:  .:  :: :::  :                                         
gi|117 NELIASGSE--KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMG 
              60           70        80        90       100         
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 85.6  bits: 20.9 E():  8.7 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (1-43:59-103) 
 
                                             10        20           
2MEPSP                               TGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
       30        40        50        60        70        80     
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII     
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
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 initn:  51 init1:  51 opt:  53  Z-score: 85.6  bits: 20.9 E():  8.7 
Smith-Waterman score: 53; 26.7% identity (53.3% similar) in 45 aa overlap (1-43:59-103) 
 
                                             10        20           
2MEPSP                               TGPPREPFGRKHLKAIDVNMNK--MPDVAM 
                                     :::  .: :..:    : : .   .  .:. 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAI 
       30        40        50        60        70        80         
 
       30        40        50        60        70        80     
2MEPSP TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII     
       ...   .   :: .:                                          
gi|160 NIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
       90       100       110       120       130       140     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 85.0  bits: 20.4 E():  9.4 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (11-74:2-68) 
 
               10           20           30        40        50     
2MEPSP TGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 
                 ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :.  
gi|461          MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDI 
                        10        20        30        40        50  
 
           60        70        80                                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCII                                   
       ....:  .:  :: :::  :                                         
gi|461 QQLIAEGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLF 
              60           70        80        90       100         
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 85.0  bits: 20.4 E():  9.4 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (11-74:2-68) 
 
               10           20           30        40        50     
2MEPSP TGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 
                 ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :.  
gi|416          MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDI 
                        10        20        30        40        50  
 
           60        70        80                                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCII                                   
       ....:  .:  :: :::  :                                         
gi|416 QQLIAEGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLF 
              60           70        80        90       100         
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 84.7  bits: 22.6 E():  9.7 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (6-49:399-442) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 84.7  bits: 21.9 E():  9.8 
Smith-Waterman score: 57; 26.5% identity (54.4% similar) in 68 aa overlap (6-73:112-178) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
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              90       100       110       120        130       140 
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    :.:. :..:   :.  .  ..::                       
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|330 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  56  Z-score: 83.2  bits: 21.6 E():   12 
Smith-Waterman score: 56; 25.0% identity (56.2% similar) in 80 aa overlap (1-73:169-240) 
 
                                                10        20        
2MEPSP                               TGPPREP---FGRKHLKAIDVNMNKMPDVA 
                                     :.::::    ::  . .:.   .::  :.. 
gi|107 KTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDIG 
      140       150       160       170       180          190      
 
        30        40        50            60        70        80    
2MEPSP MTLAVVALFADGPTAIRDVASWR----VKETERMVAIRTELTKLGASVEEGPDYCII    
        : .. :.  : : ..  ..  .    .   ...::.  .  :.: ..:.           
gi|107 -TYTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEK--KIGKTLEKIYVPEEKLLK 
          200         210       220       230         240       250 
 
gi|107 DIQESPIPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
              260       270       280       290       300         
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.5  bits: 19.8 E():   15 
Smith-Waterman score: 49; 30.0% identity (52.9% similar) in 70 aa overlap (11-74:2-68) 
 
               10           20           30        40        50     
2MEPSP TGPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKET 
                 ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :.  
gi|185          MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDI 
                        10        20        30        40        50  
 
           60        70        80                                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCII                                   
       ....:   :  :: :::  :                                         
gi|185 NELIASGPE--KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMG 
              60           70        80        90       100         
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.1  bits: 21.0 E():   15 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (2-73:72-142) 
 
                                            10        20        30  
2MEPSP                              TGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
              40        50        60        70        80            
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII            
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.1  bits: 21.0 E():   15 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (2-73:72-142) 
 
                                            10        20        30  
2MEPSP                              TGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
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                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
              40        50        60        70        80            
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII            
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.1  bits: 21.0 E():   15 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (2-73:72-142) 
 
                                            10        20        30  
2MEPSP                              TGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
              40        50        60        70        80            
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII            
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.7  bits: 21.2 E():   16 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (25-73:131-179) 
 
                     10        20        30        40        50     
2MEPSP       TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
           60        70        80                                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCII                                   
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 80.6  bits: 19.8 E():   16 
Smith-Waterman score: 49; 33.3% identity (55.6% similar) in 36 aa overlap (3-37:25-59) 
 
                                     10         20        30        
2MEPSP                       TGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                               ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
        40        50        60        70        80                  
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                  
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 49; 27.0% identity (57.1% similar) in 63 aa overlap (16-76:36-97) 
 
                              10        20        30        40      
2MEPSP                TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  :: : 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10003

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAI-D 
          10        20        30        40        50        60      
 
          50         60         70        80                        
2MEPSP VASWRVKETERM-VAIRT-ELTKLGASVEEGPDYCII                        
       . . ...  . :   ::  :  .:  .. : ::                            
gi|484 IPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDG 
           70        80        90       100       110       120     
 
gi|484 EVQE 
            
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.3  bits: 20.0 E():   17 
Smith-Waterman score: 50; 30.2% identity (55.8% similar) in 43 aa overlap (1-43:59-96) 
 
                                             10        20        30 
2MEPSP                               TGPPREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :::  .: :...    : : .     : .: 
gi|160 TVTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVL 
       30        40        50        60        70             80    
 
               40        50        60        70        80           
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII           
       . ...  :: .::                                                
gi|160 GNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRV 
            90       100       110       120       130       140    
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 80.2  bits: 20.7 E():   17 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (6-73:58-124) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
gi|422 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
        150       160       170       180       190       200       
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 80.1  bits: 21.7 E():   17 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (9-25:399-415) 
 
                                     10        20        30         
2MEPSP                       TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
       40        50        60        70        80                   
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                   
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (9-25:402-418) 
 
                                     10        20        30         
2MEPSP                       TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
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             380       390       400       410       420       430  
 
       40        50        60        70        80                   
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                   
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 80.1  bits: 19.5 E():   18 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (25-74:22-68) 
 
               10        20        30        40        50        60 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 
                               ::  .:. :.. ::     . .:  . :. ....:  
gi|668    MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAE 
                  10        20        30        40        50        
 
               70        80                                      
2MEPSP RTELTKLGASVEEGPDYCII                                      
        .  ::: :::  :                                            
gi|668 GS--TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
          60         70        80        90       100       110  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 80.1  bits: 21.7 E():   18 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (9-25:403-419) 
 
                                     10        20        30         
2MEPSP                       TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
       40        50        60        70        80                   
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                   
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 79.8  bits: 21.2 E():   18 
Smith-Waterman score: 55; 26.5% identity (52.9% similar) in 68 aa overlap (6-73:173-239) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
             270       280       290       300       310       320  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (9-25:422-438) 
 
                                     10        20        30         
2MEPSP                       TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
       40        50        60        70        80                   
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                   
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gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (9-25:422-438) 
 
                                     10        20        30         
2MEPSP                       TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
       40        50        60        70        80                   
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                   
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 49; 24.4% identity (53.7% similar) in 41 aa overlap (38-78:45-80) 
 
        10        20        30        40        50        60        
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
        70        80                                                
2MEPSP GASVEEGPDYCII                                                
       :.....  .::                                                  
gi|144 GVNTKQYINYCEKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLKKGLLE 
      70        80        90       100       110       120          
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 79.5  bits: 20.7 E():   19 
Smith-Waterman score: 53; 25.0% identity (52.8% similar) in 72 aa overlap (2-73:72-142) 
 
                                            10        20        30  
2MEPSP                              TGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
              40        50        60        70        80            
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII            
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 LKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 79.3  bits: 21.0 E():   19 
Smith-Waterman score: 54; 26.5% identity (51.5% similar) in 68 aa overlap (6-73:114-180) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    ..:. :..:   :.  .  . ::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
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gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
            210       220       230       240       250       260   
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (6-73:84-150) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
gi|295 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
            180       190       200       210       220       230   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (6-73:86-152) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|109 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (6-73:86-152) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|239 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (6-73:87-153) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
          40        50        60        70        80                
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2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (6-73:87-153) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.6  bits: 21.4 E():   21 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (17-49:407-439) 
 
                             10        20        30        40       
2MEPSP               TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
         50        60        70        80                           
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCII                           
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.3  bits: 20.7 E():   22 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (6-73:112-178) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|398 AGVQPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|398 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|398 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 52; 25.0% identity (54.4% similar) in 68 aa overlap (6-73:75-141) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|134 AIVPPADKYRTFVATFGAASNKAFAEGLSGEPKGGAESSSKAALTSKL-DAAYKLAYKTA 
           50        60        70        80        90        100    
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          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|134 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
           110       120       130       140       150       160    
 
gi|134 ATAANAAPANDKFTVFEAAFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
           170       180       190       200       210       220    
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.9  bits: 18.5 E():   23 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (36-59:15-38) 
 
          10        20        30        40        50        60      
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
          70        80             
2MEPSP KLGASVEEGPDYCII             
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.6  bits: 18.5 E():   24 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (36-59:17-40) 
 
          10        20        30        40        50        60      
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
          70        80             
2MEPSP KLGASVEEGPDYCII             
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.1  bits: 20.4 E():   26 
Smith-Waterman score: 52; 27.5% identity (52.9% similar) in 51 aa overlap (25-75:113-163) 
 
                     10        20        30        40        50     
2MEPSP       TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
           60        70        80                                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCII                                   
        :..:   :.  .  ..:: :                                        
gi|441 LRVIAGALEVHAVKPATEEVPAAKIPTGELQIVDKIDAAFKIAATAANAAPTNDKFTVFE 
            150       160       170       180       190       200   
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 48; 22.5% identity (50.7% similar) in 71 aa overlap (17-78:90-159) 
 
                             10        20        30        40       
2MEPSP               TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:. .... . .::   :: .  ..  
gi|281 GEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVAC-PDGGSICKNR 
      60        70        80        90       100        110         
 
         50        60                 70        80 
2MEPSP ASWRVKETERMVAIRTELTK---------LGASVEEGPDYCII 
       . . .:   ..   . .: :         : : .  .::::   
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gi|281 SIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC   
      120       130       140       150            
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.5  bits: 18.4 E():   28 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (36-59:26-49) 
 
          10        20        30        40        50        60      
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
          70        80             
2MEPSP KLGASVEEGPDYCII             
                                   
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 75.6  bits: 20.8 E():   31 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (2-37:390-426) 
 
                                             10         20          
2MEPSP                              TGPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
      30        40        50        60        70        80          
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII          
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.6  bits: 19.4 E():   31 
Smith-Waterman score: 48; 29.6% identity (54.9% similar) in 71 aa overlap (6-70:96-160) 
 
                                        10        20                
2MEPSP                          TGPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
      30        40        50        60        70        80         
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII         
        ::.. . ::    . :.  .: . :.  ..  :.  ::.:                   
gi|501 TAVTS-WLDG----KHVVFGEVAD-EKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130            140        150       160       170         
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 54; 25.4% identity (55.6% similar) in 63 aa overlap (13-74:204-264) 
 
                                 10        20        30         40  
2MEPSP                   TGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
              50        60        70        80                      
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                      
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFG 
           240         250       260       270       280       290  
 
gi|558 GTAKFEAMYLGTCKALTPLMSSRFPELGMNASHCNEMPWIKSVPFIHLGKQATLSDLLNR 
             300       310       320       330       340       350  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
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 initn:  41 init1:  41 opt:  49  Z-score: 74.9  bits: 19.6 E():   34 
Smith-Waterman score: 49; 33.3% identity (55.6% similar) in 36 aa overlap (3-37:129-163) 
 
                                           10         20        30  
2MEPSP                             TGPPREPFGRKHLK-AIDVNMNKMPDVAMTLA 
                                     ::  : .:.: . .. .: . . ::   :  
gi|289 PEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILP 
      100       110       120       130       140        150        
 
              40        50        60        70        80            
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII            
       :  : :                                                       
gi|289 VDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHF 
       160       170       180       190       200       210        
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 74.8  bits: 19.6 E():   34 
Smith-Waterman score: 49; 33.3% identity (55.6% similar) in 36 aa overlap (3-37:132-166) 
 
                                           10         20        30  
2MEPSP                             TGPPREPFGRKHLK-AIDVNMNKMPDVAMTLA 
                                     ::  : .:.: . .. .: . . ::   :  
gi|424 PEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILP 
             110       120       130       140        150       160 
 
              40        50        60        70        80            
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII            
       :  : :                                                       
gi|424 VDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHF 
              170       180       190       200       210       220 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (4-43:161-200) 
 
                                          10        20        30    
2MEPSP                            TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
            40        50        60        70        80              
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII              
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (6-73:87-153) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (6-73:87-153) 
 
                                        10        20        30      
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2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (6-73:87-153) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (6-73:87-153) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (6-73:87-153) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
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>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (6-73:87-153) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (6-73:87-153) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (6-73:87-153) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (6-73:87-153) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
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         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (6-73:87-153) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.5% identity (54.9% similar) in 51 aa overlap (25-75:106-156) 
 
                     10        20        30        40        50     
2MEPSP       TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
           60        70        80                                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCII                                   
        :..:   :.  .  ..:: :                                        
gi|144 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
         140       150       160       170       180       190      
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.2  bits: 19.1 E():   37 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (18-39:68-88) 
 
                            10        20        30        40        
2MEPSP              TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
        50        60        70        80                            
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCII                            
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.9  bits: 17.6 E():   38 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (20-43:1-24) 
 
               10        20        30        40        50        60 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 
                          : :. .::  : . :.:  . :.:                  
gi|291                    MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGEVY 
                                  10        20        30        40  
 
               70        80     
2MEPSP RTELTKLGASVEEGPDYCII     
                                
gi|291 CNVCHSRNLINELSERMAGAQVQL 
              50        60      
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>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.8  bits: 17.8 E():   39 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (42-59:28-45) 
 
              20        30        40        50        60        70  
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
              80             
2MEPSP EEGPDYCII             
                             
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 73.6  bits: 20.3 E():   40 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (16-73:297-354) 
 
                              10        20        30        40      
2MEPSP                TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
          50           60        70        80                       
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEEGPDYCII                       
         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.5 E():   41 
Smith-Waterman score: 49; 25.5% identity (54.9% similar) in 51 aa overlap (25-75:81-131) 
 
                     10        20        30        40        50     
2MEPSP       TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
           60        70        80                                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCII                                   
        :..:   :.  .  ..:: :                                        
gi|180 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
              120       130       140       150       160       170 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 73.0  bits: 18.6 E():   43 
Smith-Waterman score: 45; 55.6% identity (66.7% similar) in 18 aa overlap (63-80:27-43) 
 
             40        50        60        70        80             
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII             
                                     :. :: .:   : :::::             
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (6-73:87-153) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
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                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (6-73:87-153) 
 
                                        10        20        30      
2MEPSP                          TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
          40        50        60        70        80                
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.4  bits: 18.5 E():   47 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (24-70:38-82) 
 
                      10        20        30        40         50   
2MEPSP        TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
             60         70        80                                
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCII                                
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.1  bits: 18.3 E():   48 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (18-74:7-64) 
 
               10        20         30        40        50          
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVA 
                        :. . : :. . .:...:....: ..  . :.. . . :...: 
gi|164            MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAA 
                          10        20        30        40          
 
      60        70        80                                        
2MEPSP IRTELTKLGASVEEGPDYCII                                        
       :  .. . :. .  :                                              
gi|164 ILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEP 
      50        60        70        80        90       100          
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 52; 25.4% identity (54.0% similar) in 63 aa overlap (13-74:202-262) 
 
                                 10        20        30         40  
2MEPSP                   TGPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..: : . .   .:.     :. . :   
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gi|558 PSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDPNGKLLDKSSMSADHFWAVRGGGGE 
             180       190       200       210       220       230  
 
              50        60        70        80                      
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                      
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVLKIPKTVQEGAIDLVNKWQLVGPALPGDLMIRIILAG 
             240         250       260       270       280          
 
gi|558 NSATFEAMYLGTCSTLTPLMSSKFPELGMNPSHCNEMSWIKSIPFIHLGKQNLDDLLNRN 
     290       300       310       320       330       340          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.9  bits: 19.0 E():   50 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (18-39:116-136) 
 
                            10        20        30        40        
2MEPSP              TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
        50        60        70        80                            
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCII                            
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (34-55:22-43) 
 
            10        20        30        40        50        60    
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
            70        80                                            
2MEPSP LTKLGASVEEGPDYCII                                            
                                                                    
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.9  bits: 17.5 E():   50 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (13-42:41-70) 
 
                                 10        20        30        40   
2MEPSP                   TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
             50        60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                              
gi|453 CSPKWLQLLVP                            
               80                             
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.6  bits: 16.1 E():   51 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (13-43:2-30) 
 
               10         20        30        40        50          
2MEPSP TGPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 
                   .::. : : .. :     ..  :  .::::..                 
gi|122            MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV                 
                          10           20        30                 
 
      60        70        80 
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2MEPSP IRTELTKLGASVEEGPDYCII 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 48; 32.3% identity (58.1% similar) in 31 aa overlap (3-32:175-204) 
 
                                           10         20        30  
2MEPSP                             TGPPREPFGRKHLK-AIDVNMNKMPDVAMTLA 
                                     ::  : .:.: . .. .: . . ::   :  
gi|225 PEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILP 
          150       160       170       180       190        200    
 
              40        50        60        70        80            
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII            
       :                                                            
gi|225 VDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHF 
           210       220       230       240       250       260    
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 71.5  bits: 19.5 E():   52 
Smith-Waterman score: 49; 27.7% identity (61.7% similar) in 47 aa overlap (38-80:115-160) 
 
        10        20        30        40        50        60        
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
         70           80                                            
2MEPSP G-ASVEEGP---DYCII                                            
       : :.. .::    ::..                                            
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 48; 23.6% identity (52.8% similar) in 72 aa overlap (2-73:72-142) 
 
                                            10        20        30  
2MEPSP                              TGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. ..:. :: 
gi|168 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKGALTSKL-EAAYKLA 
              50        60        70        80        90        100 
 
              40        50        60        70        80            
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII            
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|168 YKTSEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQFIEKVDSA 
              110       120       130       140       150       160 
 
gi|168 LKVAATAANAAAANDKFTVFEAAFNHAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.2  bits: 18.7 E():   54 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (14-48:72-112) 
 
                                10        20              30        
2MEPSP                  TGPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
        40        50        60        70        80                  
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                  
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.1  bits: 18.3 E():   55 
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Smith-Waterman score: 44; 30.8% identity (73.1% similar) in 26 aa overlap (28-53:8-32) 
 
               10        20        30        40        50        60 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 
                                  ..: :.:. ::  . ..: :. ..:.        
gi|558                     MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKVMVDGCH 
                                   10         20        30          
 
               70        80                                         
2MEPSP RTELTKLGASVEEGPDYCII                                         
                                                                    
gi|558 GSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVK 
      40        50        60        70        80        90          
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 71.1  bits: 20.0 E():   55 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (18-61:343-385) 
 
                            10        20        30        40        
2MEPSP              TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
         50        60        70        80                           
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCII                           
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (17-72:90-149) 
 
                             10        20        30        40       
2MEPSP               TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          50             60        70        80    
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCII    
       .: ...:     ..:.: . .    ::  .::            
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (17-72:90-149) 
 
                             10        20        30        40       
2MEPSP               TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          50             60        70        80    
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCII    
       .: ...:     ..:.: . .    ::  .::            
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (17-72:90-149) 
 
                             10        20        30        40       
2MEPSP               TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
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          50             60        70        80    
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCII    
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (17-72:90-149) 
 
                             10        20        30        40       
2MEPSP               TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          50             60        70        80    
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCII    
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.0  bits: 19.9 E():   63 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (9-25:430-446) 
 
                                     10        20        30         
2MEPSP                       TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
       40        50        60        70        80                   
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                   
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 69.9  bits: 14.3 E():   64 
Smith-Waterman score: 28; 75.0% identity (100.0% similar) in 4 aa overlap (74-77:7-10) 
 
            50        60        70        80 
2MEPSP RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     ::.:    
gi|250                         PTITIGGPEYR   
                                       10    
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 49; 33.3% identity (55.6% similar) in 36 aa overlap (3-37:296-330) 
 
                                           10         20        30  
2MEPSP                             TGPPREPFGRKHLK-AIDVNMNKMPDVAMTLA 
                                     ::  : .:.: . .. .: . . ::   :  
gi|258 PEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILP 
         270       280       290       300       310        320     
 
              40        50        60        70        80            
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII            
       :  : :                                                       
gi|258 VDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAVDVDHF 
          330       340       350       360       370       380     
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (28-53:8-32) 
 
               10        20        30        40        50        60 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 
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                                  ..: :.:. ::  . ..: :. ..:.        
gi|558                     MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCH 
                                   10         20        30          
 
               70        80                                         
2MEPSP RTELTKLGASVEEGPDYCII                                         
                                                                    
gi|558 GSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVK 
      40        50        60        70        80        90          
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (28-53:8-32) 
 
               10        20        30        40        50        60 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 
                                  ..: :.:. ::  . ..: :. ..:.        
gi|256                     MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCH 
                                   10         20        30          
 
               70        80                                         
2MEPSP RTELTKLGASVEEGPDYCII                                         
                                                                    
gi|256 GSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVK 
      40        50        60        70        80        90          
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (28-53:8-32) 
 
               10        20        30        40        50        60 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 
                                  ..: :.:. ::  . ..: :. ..:.        
gi|558                     MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCH 
                                   10         20        30          
 
               70        80                                         
2MEPSP RTELTKLGASVEEGPDYCII                                         
                                                                    
gi|558 GSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVK 
      40        50        60        70        80        90          
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (28-53:8-32) 
 
               10        20        30        40        50        60 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 
                                  ..: :.:. ::  . ..: :. ..:.        
gi|218                     MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCH 
                                   10         20        30          
 
               70        80                                         
2MEPSP RTELTKLGASVEEGPDYCII                                         
                                                                    
gi|218 GSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVK 
      40        50        60        70        80        90          
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (28-53:8-32) 
 
               10        20        30        40        50        60 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 
                                  ..: :.:. ::  . ..: :. ..:.        
gi|864                     MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCH 
                                   10         20        30          
 
               70        80                                         
2MEPSP RTELTKLGASVEEGPDYCII                                         
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gi|864 GSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVK 
      40        50        60        70        80        90          
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (10-25:152-167) 
 
                                    10        20        30          
2MEPSP                      TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
      40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                                 
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC               
             190       200                       
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 69.3  bits: 20.2 E():   68 
Smith-Waterman score: 52; 27.3% identity (56.4% similar) in 55 aa overlap (2-53:81-135) 
 
                                            10        20        30  
2MEPSP                              TGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :  .:  .: . . ..::..:  . :. :  
gi|283 ILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIMLY 
               60        70        80        90       100       110 
 
              40           50        60        70        80         
2MEPSP VVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGPDYCII         
        .  ::.   ..  .: :   ::.:                                    
gi|283 DLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLFVD 
              120       130       140       150       160       170 
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 69.3  bits: 20.2 E():   68 
Smith-Waterman score: 52; 27.3% identity (56.4% similar) in 55 aa overlap (2-53:81-135) 
 
                                            10        20        30  
2MEPSP                              TGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :  .:  .: . . ..::..:  . :. :  
gi|289 ILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIMLY 
               60        70        80        90       100       110 
 
              40           50        60        70        80         
2MEPSP VVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGPDYCII         
        .  ::.   ..  .: :   ::.:                                    
gi|289 DLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLFVD 
              120       130       140       150       160       170 
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:12-29) 
 
             40        50        60        70        80             
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII             
                                     :. :. .. ..: : :::             
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (18-73:269-325) 
 
                            10        20        30        40        
2MEPSP              TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
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gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
        50        60         70        80                           
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGPDYCII                           
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (17-48:89-118) 
 
                             10        20        30        40       
2MEPSP               TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
         50        60        70        80          
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCII          
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (17-48:90-119) 
 
                             10        20        30        40       
2MEPSP               TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         50        60        70        80          
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCII          
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (17-48:90-119) 
 
                             10        20        30        40       
2MEPSP               TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         50        60        70        80          
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCII          
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (17-48:90-119) 
 
                             10        20        30        40       
2MEPSP               TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
         50        60        70        80          
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCII          
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
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       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (17-39:90-112) 
 
                             10        20        30        40       
2MEPSP               TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
         50        60        70        80        
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCII        
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (17-48:90-119) 
 
                             10        20        30        40       
2MEPSP               TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         50        60        70        80          
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCII          
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (17-48:90-119) 
 
                             10        20        30        40       
2MEPSP               TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         50        60        70        80          
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCII          
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 49; 33.3% identity (55.6% similar) in 36 aa overlap (3-37:11-45) 
 
                       10         20        30        40        50  
2MEPSP         TGPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                 ::  : .:.: . .. .: . . ::   : :  : :               
gi|223 INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKA 
               10        20         30        40        50          
 
              60        70        80                                
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCII                                
                                                                    
gi|223 LYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALFGLSRAARNLQDDL 
      60        70        80        90       100       110          
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.5  bits: 17.7 E():   77 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (26-42:8-26) 
 
               10        20        30          40        50         
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2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMV 
                                ::: :::....  : .:::                 
gi|300                   MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDI 
                                 10        20        30        40   
 
       60        70        80                                       
2MEPSP AIRTELTKLGASVEEGPDYCII                                       
                                                                    
gi|300 NASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAA 
             50        60        70        80        90       100   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.5  bits: 17.7 E():   77 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (26-42:8-26) 
 
               10        20        30          40        50         
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMV 
                                ::: :::....  : .:::                 
gi|300                   MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDV 
                                 10        20        30        40   
 
       60        70        80                                       
2MEPSP AIRTELTKLGASVEEGPDYCII                                       
                                                                    
gi|300 NASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAA 
             50        60        70        80        90       100   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 46; 23.1% identity (50.8% similar) in 65 aa overlap (11-73:76-140) 
 
                                   10        20          30         
2MEPSP                     TGPPREPFGRKHLKAIDVNMNKMP--DVAMTLAVVALFAD 
                                     .: . .  . . .:  :.:...:  :  .  
gi|481 EDINVGFKAAVAARQRPAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGA 
          50        60        70        80        90       100      
 
       40        50        60        70        80                   
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                   
        : :  :     . :. :..:   :.  .   .::                          
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.9 E():   80 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (10-25:43-58) 
 
                                    10        20        30          
2MEPSP                      TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
      40        50        60        70        80                    
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                    
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.4 E():   81 
Smith-Waterman score: 45; 60.0% identity (70.0% similar) in 10 aa overlap (3-12:19-28) 
 
                               10        20        30        40     
2MEPSP                 TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                         :::.:   ::                                 
gi|169 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG 
               10        20        30        40        50        60 
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>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (22-40:2-20) 
 
               10        20        30        40        50        60 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 
                            :.  .:... :::. :.::                     
gi|157                     MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQ 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP RTELTKLGASVEEGPDYCII                                         
                                                                    
gi|157 LANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPA 
               50        60        70        80        90       100 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (2-10:14-22) 
 
                           10        20        30        40         
2MEPSP             TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
                    :::. : :.                                       
gi|898 ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDNGGGCGYKDV 
               10        20        30        40        50        60 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 18.6 E():   88 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (25-73:125-173) 
 
                     10        20        30        40        50     
2MEPSP       TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
           60        70        80                                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCII                                   
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKATPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
          160       170       180       190       200       210     
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (13-39:44-71) 
 
                                 10         20        30        40  
2MEPSP                   TGPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
              50        60        70        80                      
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                      
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (2-10:25-33) 
 
                                      10        20        30        
2MEPSP                        TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                  
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gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.1 E():   90 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (28-58:121-151) 
 
                  10        20        30        40        50        
2MEPSP    TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
        60        70        80                                      
2MEPSP VAIRTELTKLGASVEEGPDYCII                                      
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (17-39:90-112) 
 
                             10        20        30        40       
2MEPSP               TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
         50        60        70        80        
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCII        
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (17-48:90-119) 
 
                             10        20        30        40       
2MEPSP               TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
         50        60        70        80          
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCII          
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.0  bits: 18.9 E():   91 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (31-49:15-35) 
 
               10        20        30        40          50         
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMV 
                                     :.:. :.:.:  .  :  :.:          
gi|908                 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLAD 
                               10        20        30        40     
 
       60        70        80                                       
2MEPSP AIRTELTKLGASVEEGPDYCII                                       
                                                                    
gi|908 CAVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMP 
           50        60        70        80        90       100     
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.0  bits: 18.6 E():   92 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (32-79:178-227) 
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              10        20        30        40        50         60 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
               70         80                                        
2MEPSP RTELTKLGASVEEGP-DYCII                                        
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 67.0  bits: 14.9 E():   92 
Smith-Waterman score: 31; 40.0% identity (70.0% similar) in 10 aa overlap (12-21:5-14) 
 
               10        20        30        40        50        60 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 
                  ::. . : .:                                        
gi|527        TDPGHLQDVXVAINDPKXGVFVNRK                             
                      10        20                                  
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (2-10:31-39) 
 
                                            10        20        30  
2MEPSP                              TGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII            
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (2-10:31-39) 
 
                                            10        20        30  
2MEPSP                              TGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII            
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (2-10:32-40) 
 
                                            10        20        30  
2MEPSP                              TGPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
              40        50        60        70        80            
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII            
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
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>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.6 E():   93 
Smith-Waterman score: 46; 26.5% identity (55.1% similar) in 49 aa overlap (25-73:101-149) 
 
                     10        20        30        40        50     
2MEPSP       TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
           60        70        80                                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCII                                   
        :..:   :.  .  ..::                                          
gi|249 LRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAPANDKFTVFEGA 
              140       150       160       170       180       190 
 
>>gi|75198875|sp|Q9S8H2|Q9S8H2_SECCE Major BAKER'S ASTHM  (26 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 66.6  bits: 14.9 E():   96 
Smith-Waterman score: 31; 30.8% identity (69.2% similar) in 13 aa overlap (63-75:6-18) 
 
             40        50        60        70        80    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII    
                                     :  ..: :. ..:         
gi|751                          EQCYGESCRVGKSISNNPVPACREYV 
                                        10        20       
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 41; 30.8% identity (73.1% similar) in 26 aa overlap (28-53:4-28) 
 
               10        20        30        40        50        60 
2MEPSP TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 
                                  ..: :.:. ::  . ..: :. ..:.        
gi|546                         GTMVSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCH 
                                       10         20        30      
 
               70        80                                         
2MEPSP RTELTKLGASVEEGPDYCII                                         
                                                                    
gi|546 GSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVK 
          40        50        60        70        80        90      
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 17.9 E():   97 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (4-17:41-54) 
 
                                          10        20        30    
2MEPSP                            TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
            40        50        60        70        80              
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII              
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.4 E():   97 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (25-73:93-141) 
 
                     10        20        30        40        50     
2MEPSP       TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
           60        70        80                                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCII                                   
        :..:   :.  .   .::                                          
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gi|168 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
            130       140       150       160       170       180   
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (3-37:296-330) 
 
                                           10         20        30  
2MEPSP                             TGPPREPFGRKHLK-AIDVNMNKMPDVAMTLA 
                                     ::  :  :.: . .. .: . . ::   :  
gi|284 DAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDVIAILP 
         270       280       290       300       310        320     
 
              40        50        60        70        80            
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII            
       :  : :                                                       
gi|284 VDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHF 
          330       340       350       360       370       380     
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.5  bits: 15.9 E():   98 
Smith-Waterman score: 35; 29.4% identity (76.5% similar) in 17 aa overlap (43-59:26-42) 
 
             20        30        40        50        60        70   
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     .. ..:  ..: .::.:              
gi|377      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL    
                    10        20        30        40        50      
 
             80 
2MEPSP EGPDYCII 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.3 E():   98 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (25-73:96-144) 
 
                     10        20        30        40        50     
2MEPSP       TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
           60        70        80                                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCII                                   
        :..:   :.  .   .::                                          
gi|285 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
         130       140       150       160       170       180      
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 66.4  bits: 19.1 E():   98 
Smith-Waterman score: 48; 23.8% identity (58.7% similar) in 63 aa overlap (11-73:315-376) 
 
                                   10        20        30        40 
2MEPSP                     TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
                                     ...: ..:....  ..:  :.   ..:    
gi|845 ALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEA-EAAALLGGKRVIAKLE 
          290       300       310       320        330       340    
 
               50        60        70        80                     
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII                     
       : :::. .   .::.:    .. : :    ..:                            
gi|845 TRIRDLETALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMN 
           350       360       370       380       390       400    
 
gi|845 IQKRQLGEAESFTMANIQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASA 
           410       420       430       440       450       460    
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 66.4  bits: 19.3 E():   99 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (40-78:336-369) 
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      10        20        30        40        50        60          
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
      70         80                                                 
2MEPSP S-VEEGPDYCII                                                 
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.4  bits: 19.3 E():   99 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (40-52:336-348) 
 
      10        20        30        40        50        60          
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
      70        80                                                  
2MEPSP SVEEGPDYCII                                                  
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (4-17:45-58) 
 
                                          10        20        30    
2MEPSP                            TGPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
            40        50        60        70        80              
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII              
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:02 2011 done: Tue Apr 19 10:58:02 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 309  - 388 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     0     0: 
  30     4     2:*= 
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  32    10     8:==*= 
  34    10    22:====   * 
  36    32    44:===========   * 
  38    53    73:==================      * 
  40    88   102:==============================   * 
  42   120   125:======================================== * 
  44   135   138:=============================================* 
  46   162   140:==============================================*======= 
  48   134   134:============================================* 
  50   136   122:========================================*===== 
  52   134   108:===================================*========= 
  54   100    92:==============================*=== 
  56    67    77:=======================  * 
  58    41    63:==============      * 
  60    29    51:==========      * 
  62    42    41:=============* 
  64    28    33:==========* 
  66    32    26:========*== 
  68    22    20:======*= 
  70    16    16:=====* 
  72    12    12:===* 
  74    21    10:===*=== 
  76     6     8:==* 
  78    13     6:=*=== 
  80    16     5:=*==== 
  82     1     3:* 
  84    17     3:*===== 
  86     5     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.89850.00321; mu= 1.3740 0.166 
 mean_var=38.986010.156, 0's: 2 Z-trim: 2  B-trim: 117 in 1/43 
 Lambda= 0.205409 
 Kolmogorov-Smirnov  statistic: 0.0406 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   58 22.4     3.3 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   55 21.5     6.1 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 22.7     6.8 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   52 20.7     7.7 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   52 20.7     7.8 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   53 20.9     9.1 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   53 20.9     9.1 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   53 20.9     9.1 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   53 20.9     9.1 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   53 20.9     9.1 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   53 20.9     9.1 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   53 20.9     9.1 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   53 20.9     9.1 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   53 20.9     9.1 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   53 20.9     9.1 
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gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   53 20.9     9.1 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   53 20.9     9.1 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   53 20.9     9.1 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   53 20.9     9.1 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   51 20.4     9.2 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   51 20.4     9.2 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 22.6     9.6 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   57 21.9     9.6 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   52 20.7     9.9 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.8      15 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   54 21.0      15 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   54 21.0      15 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   54 21.0      15 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.3      16 
gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   49 19.8      16 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   49 19.8      17 
gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen a ( 152)   50 20.0      17 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   53 20.8      17 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 21.7      17 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 21.7      17 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.5      17 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 21.7      17 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   55 21.2      18 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 21.7      18 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 21.7      18 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   49 19.8      18 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   53 20.7      19 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   54 21.0      19 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   53 20.7      19 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   53 20.7      19 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   53 20.7      20 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.7      20 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.7      20 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 21.4      21 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   53 20.7      22 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   52 20.4      23 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.5      23 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.5      24 
gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen a ( 144)   48 19.5      24 
gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea ( 144)   48 19.5      24 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 20.4      25 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   48 19.4      27 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.4      27 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   54 20.9      31 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 19.4      31 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   51 20.1      32 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   54 20.8      33 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   49 19.6      34 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   49 19.6      34 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.3      35 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   50 19.8      36 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   50 19.8      36 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   50 19.8      36 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   50 19.8      36 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   50 19.8      36 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   50 19.8      36 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   50 19.8      36 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   50 19.8      36 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   50 19.8      36 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   50 19.8      36 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   50 19.8      37 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.1      37 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.6      38 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.9      38 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.3      40 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.6      40 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   45 18.6      43 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   49 19.5      44 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   49 19.5      44 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.6      46 
gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen a ( 152)   45 18.5      47 
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gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.3      48 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   52 20.2      49 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.0      49 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      49 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.6      49 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 16.1      51 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   48 19.3      51 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   49 19.5      51 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   48 19.3      52 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 18.8      54 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   44 18.3      54 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 20.0      54 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.2      61 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.2      61 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.2      61 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.2      61 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 19.9      62 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   28 14.3      63 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   49 19.4      65 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 18.0      66 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 18.0      66 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 18.0      66 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 18.0      66 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 18.0      66 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.5      68 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   52 20.2      68 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   52 20.2      68 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   42 17.7      70 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.2      70 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 17.9      73 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 17.9      74 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 17.9      74 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 17.9      74 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 17.9      74 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 17.9      74 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 17.9      74 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   49 19.4      75 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.7      76 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.7      76 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 18.7      79 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 17.9      79 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   45 18.4      80 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.7      82 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   45 18.4      85 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.6      88 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.4      89 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   45 18.4      89 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.1      89 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.6      90 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.6      90 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 18.9      91 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.6      91 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   31 15.0      91 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   45 18.4      91 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   45 18.4      91 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   45 18.4      92 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   46 18.6      92 
gi|75198875|sp|Q9S8H2|Q9S8H2_SECCE Major BAKER'S A (  26)   31 14.9      96 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.4      96 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 17.9      96 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 18.4      96 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   47 18.9      96 
gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea  (  52)   35 15.9      97 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   45 18.4      97 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   48 19.1      98 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.3      98 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.3      98 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 17.9      98 
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 93.2  bits: 22.4 E():  3.3 
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Smith-Waterman score: 58; 33.3% identity (52.4% similar) in 42 aa overlap (1-42:60-96) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     ::  .: :..:    : : .     :  :. 
gi|160 VTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLG 
      30        40        50        60        70             80     
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
        .:.  :: .::                                                 
gi|160 NIAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA 
           90       100       110       120       130       140     
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 88.4  bits: 21.5 E():  6.1 
Smith-Waterman score: 55; 31.0% identity (52.4% similar) in 42 aa overlap (1-42:60-96) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     ::  .: :..:    : : .     :  :. 
gi|160 VTGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDLG 
      30        40        50        60        70             80     
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
        ...  :: .::                                                 
gi|160 NITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA 
           90       100       110       120       130       140     
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 87.6  bits: 22.7 E():  6.8 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (5-48:269-312) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 86.6  bits: 20.7 E():  7.7 
Smith-Waterman score: 52; 31.4% identity (52.9% similar) in 70 aa overlap (10-73:2-68) 
 
               10           20           30        40        50     
2MEPSP GPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 
                ::: :   . .  :  :   ::  .:. :.. ::     . .:  . :. . 
gi|833         MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQ 
                       10        20        30        40        50   
 
           60        70        80                                   
2MEPSP RMVAIRTELTKLGASVEEGPDYCIIT                                   
       ...:  .  ::: :::  :                                          
gi|833 ELIAEGS--TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGL 
               60         70        80        90       100          
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 86.4  bits: 20.7 E():  7.8 
Smith-Waterman score: 52; 30.0% identity (54.3% similar) in 70 aa overlap (10-73:2-68) 
 
               10           20           30        40        50     
2MEPSP GPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 
                ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :. . 
gi|117         MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDIN 
                       10        20        30        40        50   
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           60        70        80                                   
2MEPSP RMVAIRTELTKLGASVEEGPDYCIIT                                   
       ...:  .:  :: :::  :                                          
gi|117 ELIASGSE--KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGF 
             60           70        80        90       100          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 85.2  bits: 20.9 E():  9.1 
Smith-Waterman score: 53; 31.0% identity (52.4% similar) in 42 aa overlap (1-42:60-96) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     ::  .: :..:    : : .     :  :. 
gi|160 VTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLG 
      30        40        50        60        70             80     
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
        ...  :: .::                                                 
gi|160 NITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA 
           90       100       110       120       130       140     
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 85.2  bits: 20.9 E():  9.1 
Smith-Waterman score: 53; 31.0% identity (52.4% similar) in 42 aa overlap (1-42:60-96) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     ::  .: :..:    : : .     :  :. 
gi|160 VTGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLG 
      30        40        50        60        70             80     
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
        ...  :: .::                                                 
gi|160 NITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA 
           90       100       110       120       130       140     
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 85.2  bits: 20.9 E():  9.1 
Smith-Waterman score: 53; 31.0% identity (52.4% similar) in 42 aa overlap (1-42:60-96) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     ::  .: :..:    : : .     :  :. 
gi|160 VTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLG 
      30        40        50        60        70             80     
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
        ...  :: .::                                                 
gi|160 NITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRVA 
           90       100       110       120       130       140     
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 85.2  bits: 20.9 E():  9.1 
Smith-Waterman score: 53; 31.0% identity (52.4% similar) in 42 aa overlap (1-42:60-96) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     ::  .: :..:    : : .     :  :. 
gi|160 VTGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLG 
      30        40        50        60        70             80     
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
        ...  :: .::                                                 
gi|160 NITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA 
           90       100       110       120       130       140     
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>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 85.2  bits: 20.9 E():  9.1 
Smith-Waterman score: 53; 31.0% identity (52.4% similar) in 42 aa overlap (1-42:60-96) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     ::  .: :..:    : : .     :  :. 
gi|160 ITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLG 
      30        40        50        60        70             80     
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
        ...  :: .::                                                 
gi|160 NITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVT 
           90       100       110       120       130       140     
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 85.2  bits: 20.9 E():  9.1 
Smith-Waterman score: 53; 31.0% identity (52.4% similar) in 42 aa overlap (1-42:60-96) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     ::  .: :..:    : : .     :  :. 
gi|160 VTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLG 
      30        40        50        60        70             80     
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
        ...  :: .::                                                 
gi|160 NITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA 
           90       100       110       120       130       140     
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 85.2  bits: 20.9 E():  9.1 
Smith-Waterman score: 53; 31.0% identity (52.4% similar) in 42 aa overlap (1-42:60-96) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     ::  .: :..:    : : .     :  :. 
gi|160 VTGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLG 
      30        40        50        60        70             80     
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
        ...  :: .::                                                 
gi|160 NITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA 
           90       100       110       120       130       140     
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 85.2  bits: 20.9 E():  9.1 
Smith-Waterman score: 53; 31.0% identity (52.4% similar) in 42 aa overlap (1-42:60-96) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     ::  .: :..:    : : .     :  :. 
gi|145 VTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDLG 
      30        40        50        60        70             80     
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
        ...  :: .::                                                 
gi|145 NITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA 
           90       100       110       120       130       140     
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 85.2  bits: 20.9 E():  9.1 
Smith-Waterman score: 53; 31.0% identity (52.4% similar) in 42 aa overlap (1-42:60-96) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     ::  .: :..:    : : .     :  :. 
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gi|160 VTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLG 
      30        40        50        60        70             80     
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
        ...  :: .::                                                 
gi|160 NITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVA 
           90       100       110       120       130       140     
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 85.2  bits: 20.9 E():  9.1 
Smith-Waterman score: 53; 31.0% identity (52.4% similar) in 42 aa overlap (1-42:60-96) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     ::  .: :..:    : : .     :  :. 
gi|160 VTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLG 
      30        40        50        60        70             80     
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
        ...  :: .::                                                 
gi|160 NITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA 
           90       100       110       120       130       140     
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 85.2  bits: 20.9 E():  9.1 
Smith-Waterman score: 53; 31.0% identity (52.4% similar) in 42 aa overlap (1-42:60-96) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     ::  .: :..:    : : .     :  :. 
gi|160 VTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLG 
      30        40        50        60        70             80     
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
        ...  :: .::                                                 
gi|160 NITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVA 
           90       100       110       120       130       140     
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 85.2  bits: 20.9 E():  9.1 
Smith-Waterman score: 53; 31.0% identity (52.4% similar) in 42 aa overlap (1-42:60-96) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     ::  .: :..:    : : .     :  :. 
gi|160 VTGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLG 
      30        40        50        60        70             80     
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
        ...  :: .::                                                 
gi|160 NITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA 
           90       100       110       120       130       140     
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 85.2  bits: 20.9 E():  9.1 
Smith-Waterman score: 53; 31.0% identity (52.4% similar) in 42 aa overlap (1-42:60-96) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     ::  .: :..:    : : .     :  :. 
gi|160 ITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLG 
      30        40        50        60        70             80     
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
        ...  :: .::                                                 
gi|160 NITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA 
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           90       100       110       120       130       140     
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 85.2  bits: 20.9 E():  9.1 
Smith-Waterman score: 53; 31.0% identity (52.4% similar) in 42 aa overlap (1-42:60-96) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     ::  .: :..:    : : .     :  :. 
gi|160 VTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLG 
      30        40        50        60        70             80     
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
        ...  :: .::                                                 
gi|160 NITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVA 
           90       100       110       120       130       140     
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 85.2  bits: 20.4 E():  9.2 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (10-73:2-68) 
 
               10           20           30        40        50     
2MEPSP GPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 
                ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :. . 
gi|461         MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQ 
                       10        20        30        40        50   
 
           60        70        80                                   
2MEPSP RMVAIRTELTKLGASVEEGPDYCIIT                                   
       ...:  .:  :: :::  :                                          
gi|461 QLIAEGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
             60           70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 85.2  bits: 20.4 E():  9.2 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (10-73:2-68) 
 
               10           20           30        40        50     
2MEPSP GPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 
                ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :. . 
gi|416         MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQ 
                       10        20        30        40        50   
 
           60        70        80                                   
2MEPSP RMVAIRTELTKLGASVEEGPDYCIIT                                   
       ...:  .:  :: :::  :                                          
gi|416 QLIAEGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
             60           70        80        90       100          
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 84.9  bits: 22.6 E():  9.6 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (5-48:399-442) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 84.8  bits: 21.9 E():  9.6 
Smith-Waterman score: 57; 26.5% identity (54.4% similar) in 68 aa overlap (5-72:112-178) 
 
                                         10        20        30     
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2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    :.:. :..:   :.  .  ..::                       
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|330 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 84.6  bits: 20.7 E():  9.9 
Smith-Waterman score: 52; 43.5% identity (65.2% similar) in 23 aa overlap (1-22:87-109) 
 
                                              10        20          
2MEPSP                               GP-PREPFGRKHLKAIDVNMNKMPDVAMTL 
                                     :: :::  : ..::  : . :..        
gi|668 NKMNLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIPTT 
         60        70        80        90       100       110       
 
      30        40        50        60        70        80 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT 
                                                           
gi|668 GAFQRIPRSSFANNPRLGRKC                               
        120       130                                      
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.6  bits: 19.8 E():   15 
Smith-Waterman score: 49; 30.0% identity (52.9% similar) in 70 aa overlap (10-73:2-68) 
 
               10           20           30        40        50     
2MEPSP GPPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETE 
                ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :. . 
gi|185         MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDIN 
                       10        20        30        40        50   
 
           60        70        80                                   
2MEPSP RMVAIRTELTKLGASVEEGPDYCIIT                                   
       ...:   :  :: :::  :                                          
gi|185 ELIASGPE--KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGF 
             60           70        80        90       100          
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.2  bits: 21.0 E():   15 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (1-72:72-142) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.2  bits: 21.0 E():   15 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (1-72:72-142) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
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                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.2  bits: 21.0 E():   15 
Smith-Waterman score: 54; 25.0% identity (52.8% similar) in 72 aa overlap (1-72:72-142) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 FKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.8  bits: 21.3 E():   16 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (24-72:131-179) 
 
                      10        20        30        40        50    
2MEPSP        GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
            60        70        80                                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIIT                                  
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 80.7  bits: 19.8 E():   16 
Smith-Waterman score: 49; 33.3% identity (55.6% similar) in 36 aa overlap (2-36:25-59) 
 
                                      10         20        30       
2MEPSP                        GPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                               ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
         40        50        60        70        80                 
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT                 
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 80.4  bits: 19.8 E():   17 
Smith-Waterman score: 49; 27.0% identity (57.1% similar) in 63 aa overlap (15-75:36-97) 
 
                               10        20        30        40     
2MEPSP                 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  :: : 
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gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAI-D 
          10        20        30        40        50        60      
 
           50         60         70        80                       
2MEPSP VASWRVKETERM-VAIRT-ELTKLGASVEEGPDYCIIT                       
       . . ...  . :   ::  :  .:  .. : ::                            
gi|484 IPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDG 
           70        80        90       100       110       120     
 
gi|484 EVQE 
            
 
>>gi|160962611|gb|ABX54876.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 50; 31.0% identity (50.0% similar) in 42 aa overlap (1-42:60-96) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     ::   : :..:    : : .     :  :. 
gi|160 ITGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFLPVGKEHGAPGDENRH-----AGDLG 
      30        40        50        60        70             80     
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
        ...  :: .::                                                 
gi|160 NITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA 
           90       100       110       120       130       140     
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 80.3  bits: 20.8 E():   17 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (5-72:58-124) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
gi|422 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
        150       160       170       180       190       200       
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 80.2  bits: 21.7 E():   17 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (8-24:399-415) 
 
                                      10        20        30        
2MEPSP                        GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
        40        50        60        70        80                  
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT                  
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 80.2  bits: 21.7 E():   17 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (8-24:402-418) 
 
                                      10        20        30        
2MEPSP                        GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
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             380       390       400       410       420       430  
 
        40        50        60        70        80                  
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT                  
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (24-73:22-68) 
 
               10        20        30        40        50        60 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 
                              ::  .:. :.. ::     . .:  . :. ....:   
gi|668   MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEG 
                 10        20        30        40        50         
 
               70        80                                     
2MEPSP TELTKLGASVEEGPDYCIIT                                     
       .  ::: :::  :                                            
gi|668 S--TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
         60         70        80        90       100       110  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 80.2  bits: 21.7 E():   17 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (8-24:403-419) 
 
                                      10        20        30        
2MEPSP                        GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
        40        50        60        70        80                  
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT                  
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 79.9  bits: 21.2 E():   18 
Smith-Waterman score: 55; 26.5% identity (52.9% similar) in 68 aa overlap (5-72:173-239) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
             270       280       290       300       310       320  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (8-24:422-438) 
 
                                      10        20        30        
2MEPSP                        GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
        40        50        60        70        80                  
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT                  
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gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (8-24:422-438) 
 
                                      10        20        30        
2MEPSP                        GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
        40        50        60        70        80                  
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT                  
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 79.8  bits: 19.8 E():   18 
Smith-Waterman score: 49; 24.4% identity (53.7% similar) in 41 aa overlap (37-77:45-80) 
 
         10        20        30        40        50        60       
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
         70        80                                               
2MEPSP GASVEEGPDYCIIT                                               
       :.....  .::                                                  
gi|144 GVNTKQYINYCEKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLKKGLLE 
      70        80        90       100       110       120          
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 79.6  bits: 20.7 E():   19 
Smith-Waterman score: 53; 25.0% identity (52.8% similar) in 72 aa overlap (1-72:72-142) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. :.:. :: 
gi|313 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLA 
              50        60        70        80        90        100 
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|313 YKTAEGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSA 
              110       120       130       140       150       160 
 
gi|313 LKVAATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 79.4  bits: 21.0 E():   19 
Smith-Waterman score: 54; 26.5% identity (51.5% similar) in 68 aa overlap (5-72:114-180) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    ..:. :..:   :.  .  . ::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
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gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
            210       220       230       240       250       260   
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (5-72:84-150) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
gi|295 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
            180       190       200       210       220       230   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (5-72:86-152) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|109 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.3  bits: 20.7 E():   20 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (5-72:86-152) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|239 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (5-72:87-153) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
           40        50        60        70        80               
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2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (5-72:87-153) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.7  bits: 21.4 E():   21 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (16-48:407-439) 
 
                              10        20        30        40      
2MEPSP                GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
          50        60        70        80                          
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT                          
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 78.4  bits: 20.7 E():   22 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (5-72:112-178) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|398 AGVQPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|398 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|398 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 52; 25.0% identity (54.4% similar) in 68 aa overlap (5-72:75-141) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|134 AIVPPADKYRTFVATFGAASNKAFAEGLSGEPKGGAESSSKAALTSKL-DAAYKLAYKTA 
           50        60        70        80        90        100    
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           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|134 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
           110       120       130       140       150       160    
 
gi|134 ATAANAAPANDKFTVFEAAFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
           170       180       190       200       210       220    
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.0  bits: 18.5 E():   23 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (35-58:15-38) 
 
           10        20        30        40        50        60     
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
           70        80            
2MEPSP KLGASVEEGPDYCIIT            
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.7  bits: 18.5 E():   24 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (35-58:17-40) 
 
           10        20        30        40        50        60     
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
           70        80            
2MEPSP KLGASVEEGPDYCIIT            
                                   
gi|124 DGFIDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|160962587|gb|ABX54864.1| Ole e 5 olive pollen aller  (144 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 77.7  bits: 19.5 E():   24 
Smith-Waterman score: 48; 25.0% identity (52.3% similar) in 44 aa overlap (1-42:60-103) 
 
                                             10        20           
2MEPSP                               GPPREPFGRKHLKAIDVNMNK--MPDVAMT 
                                     ::  .: :..:    : : .   .  .:.. 
gi|160 VTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAIN 
      30        40        50        60        70        80          
 
       30        40        50        60        70        80    
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT    
       ..   .   :: .:                                          
gi|160 IVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
      90       100       110       120       130       140     
 
>>gi|160347108|gb|ABX26132.1| allergen Ole e 5 [Olea eur  (144 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 77.7  bits: 19.5 E():   24 
Smith-Waterman score: 48; 25.0% identity (52.3% similar) in 44 aa overlap (1-42:60-103) 
 
                                             10        20           
2MEPSP                               GPPREPFGRKHLKAIDVNMNK--MPDVAMT 
                                     ::  .: :..:    : : .   .  .:.. 
gi|160 VTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGTAAIN 
      30        40        50        60        70        80          
 
       30        40        50        60        70        80    
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT    
       ..   .   :: .:                                          
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gi|160 IVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGCHELSKSTGNAGGRVACGIIGLQG 
      90       100       110       120       130       140     
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 52; 27.5% identity (52.9% similar) in 51 aa overlap (24-74:113-163) 
 
                      10        20        30        40        50    
2MEPSP        GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
            60        70        80                                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIIT                                  
        :..:   :.  .  ..:: :                                        
gi|441 LRVIAGALEVHAVKPATEEVPAAKIPTGELQIVDKIDAAFKIAATAANAAPTNDKFTVFE 
            150       160       170       180       190       200   
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 48; 22.5% identity (50.7% similar) in 71 aa overlap (16-77:90-159) 
 
                              10        20        30        40      
2MEPSP                GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:. .... . .::   :: .  ..  
gi|281 GEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVAC-PDGGSICKNR 
      60        70        80        90       100        110         
 
          50        60                 70        80 
2MEPSP ASWRVKETERMVAIRTELTK---------LGASVEEGPDYCIIT 
       . . .:   ..   . .: :         : : .  .::::    
gi|281 SIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC    
      120       130       140       150             
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.6  bits: 18.4 E():   27 
Smith-Waterman score: 44; 33.3% identity (70.8% similar) in 24 aa overlap (35-58:26-49) 
 
           10        20        30        40        50        60     
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                     .:.   :.: ..:  . :..::.:       
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
           70        80            
2MEPSP KLGASVEEGPDYCIIT            
                                   
gi|187 DGFIDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 58; 36.8% identity (60.5% similar) in 38 aa overlap (1-36:390-426) 
 
                                              10         20         
2MEPSP                               GPPREP-FGRKHLK-AIDVNMNKMPDVAMT 
                                     : :. :  ::::.. .. .: . . ::    
gi|424 SLPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAI 
     360       370       380       390       400        410         
 
       30        40        50        60        70        80         
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT         
       : :  :.:                                                     
gi|424 LPVDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVD 
      420       430       440       450       460       470         
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.7  bits: 19.4 E():   31 
Smith-Waterman score: 48; 29.6% identity (54.9% similar) in 71 aa overlap (5-69:96-160) 
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                                         10         20              
2MEPSP                           GPPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
       30        40        50        60        70        80        
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT        
        ::.. . ::    . :.  .: . :.  ..  :.  ::.:                   
gi|501 TAVTS-WLDG----KHVVFGEVAD-EKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130            140        150       160       170         
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 75.3  bits: 20.1 E():   32 
Smith-Waterman score: 51; 24.4% identity (55.1% similar) in 78 aa overlap (2-72:171-240) 
 
                                               10        20         
2MEPSP                              GPPREP---FGRKHLKAIDVNMNKMPDVAMT 
                                     ::::    ::  . .:.   .::  :.. : 
gi|107 EAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDIG-T 
              150       160       170       180          190        
 
       30        40            50        60        70        80     
2MEPSP LAVVALFADGPTAIRDVASWR----VKETERMVAIRTELTKLGASVEEGPDYCIIT     
        .. :.  : : ..  ..  .    .   ...::.  .  :.: ..:.             
gi|107 YTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEK--KIGKTLEKIYVPEEKLLKDI 
        200         210       220       230         240       250   
 
gi|107 QESPIPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
            260       270       280       290       300         
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 54; 25.4% identity (55.6% similar) in 63 aa overlap (12-73:204-264) 
 
                                  10        20        30         40 
2MEPSP                    GPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
               50        60        70        80                     
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT                     
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFG 
           240         250       260       270       280       290  
 
gi|558 GTAKFEAMYLGTCKALTPLMSSRFPELGMNASHCNEMPWIKSVPFIHLGKQATLSDLLNR 
             300       310       320       330       340       350  
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 75.0  bits: 19.6 E():   34 
Smith-Waterman score: 49; 33.3% identity (55.6% similar) in 36 aa overlap (2-36:129-163) 
 
                                            10         20        30 
2MEPSP                              GPPREPFGRKHLK-AIDVNMNKMPDVAMTLA 
                                     ::  : .:.: . .. .: . . ::   :  
gi|289 PEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILP 
      100       110       120       130       140        150        
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
       :  : :                                                       
gi|289 VDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHF 
       160       170       180       190       200       210        
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 74.9  bits: 19.6 E():   34 
Smith-Waterman score: 49; 33.3% identity (55.6% similar) in 36 aa overlap (2-36:132-166) 
 
                                            10         20        30 
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2MEPSP                              GPPREPFGRKHLK-AIDVNMNKMPDVAMTLA 
                                     ::  : .:.: . .. .: . . ::   :  
gi|424 PEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILP 
             110       120       130       140        150       160 
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
       :  : :                                                       
gi|424 VDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHF 
              170       180       190       200       210       220 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.7  bits: 20.3 E():   35 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (3-42:161-200) 
 
                                           10        20        30   
2MEPSP                             GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
             40        50        60        70        80             
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT             
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (5-72:87-153) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (5-72:87-153) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (5-72:87-153) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
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                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (5-72:87-153) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (5-72:87-153) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (5-72:87-153) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
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 initn:  47 init1:  47 opt:  50  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (5-72:87-153) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (5-72:87-153) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (5-72:87-153) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (5-72:87-153) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
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gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 50; 25.5% identity (54.9% similar) in 51 aa overlap (24-74:106-156) 
 
                      10        20        30        40        50    
2MEPSP        GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
            60        70        80                                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIIT                                  
        :..:   :.  .  ..:: :                                        
gi|144 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
         140       150       160       170       180       190      
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.3  bits: 19.1 E():   37 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (17-38:68-88) 
 
                             10        20        30        40       
2MEPSP               GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
         50        60        70        80                           
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIIT                           
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.0  bits: 17.6 E():   38 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (19-42:1-24) 
 
               10        20        30        40        50        60 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 
                         : :. .::  : . :.:  . :.:                   
gi|291                   MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGEVYC 
                                 10        20        30        40   
 
               70        80    
2MEPSP TELTKLGASVEEGPDYCIIT    
                               
gi|291 NVCHSRNLINELSERMAGAQVQL 
             50        60      
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.9  bits: 17.9 E():   38 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (41-58:28-45) 
 
               20        30        40        50        60        70 
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
               80            
2MEPSP EEGPDYCIIT            
                             
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 73.7  bits: 20.3 E():   40 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (15-72:297-354) 
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                               10        20        30        40     
2MEPSP                 GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
           50           60        70        80                      
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEEGPDYCIIT                      
         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 19.6 E():   40 
Smith-Waterman score: 49; 25.5% identity (54.9% similar) in 51 aa overlap (24-74:81-131) 
 
                      10        20        30        40        50    
2MEPSP        GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
            60        70        80                                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIIT                                  
        :..:   :.  .  ..:: :                                        
gi|180 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
              120       130       140       150       160       170 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 73.1  bits: 18.6 E():   43 
Smith-Waterman score: 45; 55.6% identity (66.7% similar) in 18 aa overlap (62-79:27-43) 
 
              40        50        60        70        80            
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT            
                                     :. :: .:   : :::::             
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (5-72:87-153) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (5-72:87-153) 
 
                                         10        20        30     
2MEPSP                           GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
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gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
           40        50        60        70        80               
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT               
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (23-69:38-82) 
 
                       10        20        30        40         50  
2MEPSP         GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
              60         70        80                               
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIIT                               
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|160962591|gb|ABX54866.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.4  bits: 18.5 E():   47 
Smith-Waterman score: 45; 28.6% identity (54.8% similar) in 42 aa overlap (1-42:60-96) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     ::  .: :...    : : .     : .:. 
gi|160 VTGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEQGAPGDENRH-----AGVLG 
      30        40        50        60        70             80     
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
        ...  :: .::                                                 
gi|160 NITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVA 
           90       100       110       120       130       140     
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (17-73:7-64) 
 
               10        20         30        40        50          
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVAI 
                       :. . : :. . .:...:....: ..  . :.. . . :...:: 
gi|164           MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAI 
                         10        20        30        40        50 
 
      60        70        80                                        
2MEPSP RTELTKLGASVEEGPDYCIIT                                        
         .. . :. .  :                                               
gi|164 LKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPV 
               60        70        80        90       100       110 
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 52; 25.4% identity (54.0% similar) in 63 aa overlap (12-73:202-262) 
 
                                  10        20        30         40 
2MEPSP                    GPPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..: : . .   .:.     :. . :   
gi|558 PSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDPNGKLLDKSSMSADHFWAVRGGGGE 
             180       190       200       210       220       230  
 
               50        60        70        80                     
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2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT                     
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVLKIPKTVQEGAIDLVNKWQLVGPALPGDLMIRIILAG 
             240         250       260       270       280          
 
gi|558 NSATFEAMYLGTCSTLTPLMSSKFPELGMNPSHCNEMSWIKSIPFIHLGKQNLDDLLNRN 
     290       300       310       320       330       340          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.0  bits: 19.0 E():   49 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (17-38:116-136) 
 
                             10        20        30        40       
2MEPSP               GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
         50        60        70        80                           
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIIT                           
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (33-54:22-43) 
 
             10        20        30        40        50        60   
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
             70        80                                           
2MEPSP LTKLGASVEEGPDYCIIT                                           
                                                                    
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.9  bits: 17.6 E():   49 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (12-41:41-70) 
 
                                  10        20        30        40  
2MEPSP                    GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
              50        60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT 
                                               
gi|453 CSPKWLQLLVP                             
               80                              
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.7  bits: 16.1 E():   51 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (12-42:2-30) 
 
               10         20        30        40        50          
2MEPSP GPPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 
                  .::. : : .. :     ..  :  .::::..                  
gi|122           MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV                  
                         10           20        30                  
 
      60        70        80 
2MEPSP RTELTKLGASVEEGPDYCIIT 
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 71.6  bits: 19.3 E():   51 
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Smith-Waterman score: 48; 32.3% identity (58.1% similar) in 31 aa overlap (2-31:175-204) 
 
                                            10         20        30 
2MEPSP                              GPPREPFGRKHLK-AIDVNMNKMPDVAMTLA 
                                     ::  : .:.: . .. .: . . ::   :  
gi|225 PEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILP 
          150       160       170       180       190        200    
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
       :                                                            
gi|225 VDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHF 
           210       220       230       240       250       260    
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 71.6  bits: 19.5 E():   51 
Smith-Waterman score: 49; 27.7% identity (61.7% similar) in 47 aa overlap (37-79:115-160) 
 
         10        20        30        40        50        60       
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
          70           80                                           
2MEPSP G-ASVEEGP---DYCIIT                                           
       : :.. .::    ::..                                            
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 71.6  bits: 19.3 E():   52 
Smith-Waterman score: 48; 23.6% identity (52.8% similar) in 72 aa overlap (1-72:72-142) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :   :: :  . ..  .  .:. ..:. :: 
gi|168 LAAAAGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKGALTSKL-EAAYKLA 
              50        60        70        80        90        100 
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
         .  .  : :  :.    ..:. :..:   :.  .  ..::                   
gi|168 YKTSEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQFIEKVDSA 
              110       120       130       140       150       160 
 
gi|168 LKVAATAANAAAANDKFTVFEAAFNHAIKASTGGAYESYKFIPALEAAVKQAYAATVATA 
              170       180       190       200       210       220 
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (13-47:72-112) 
 
                                 10        20              30       
2MEPSP                   GPPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
         40        50        60        70        80                 
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT                 
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 44; 30.8% identity (73.1% similar) in 26 aa overlap (27-52:8-32) 
 
               10        20        30        40        50        60 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 
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                                 ..: :.:. ::  . ..: :. ..:.         
gi|558                    MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKVMVDGCHG 
                                  10         20        30        40 
 
               70        80                                         
2MEPSP TELTKLGASVEEGPDYCIIT                                         
                                                                    
gi|558 SDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKG 
               50        60        70        80        90       100 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 71.2  bits: 20.0 E():   54 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (17-60:343-385) 
 
                             10        20        30        40       
2MEPSP               GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
          50        60        70        80                          
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT                          
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (16-71:90-149) 
 
                              10        20        30        40      
2MEPSP                GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           50             60        70        80   
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIIT   
       .: ...:     ..:.: . .    ::  .::            
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (16-71:90-149) 
 
                              10        20        30        40      
2MEPSP                GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           50             60        70        80   
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIIT   
       .: ...:     ..:.: . .    ::  .::            
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (16-71:90-149) 
 
                              10        20        30        40      
2MEPSP                GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           50             60        70        80   
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIIT   
       .: ...:     ..:.: . .    ::  .::            
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gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (16-71:90-149) 
 
                              10        20        30        40      
2MEPSP                GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           50             60        70        80   
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIIT   
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.1  bits: 19.9 E():   62 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (8-24:430-446) 
 
                                      10        20        30        
2MEPSP                        GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
        40        50        60        70        80                  
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT                  
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 70.0  bits: 14.3 E():   63 
Smith-Waterman score: 28; 75.0% identity (100.0% similar) in 4 aa overlap (73-76:7-10) 
 
             50        60        70        80 
2MEPSP RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT 
                                     ::.:     
gi|250                         PTITIGGPEYR    
                                       10     
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 49; 33.3% identity (55.6% similar) in 36 aa overlap (2-36:296-330) 
 
                                            10         20        30 
2MEPSP                              GPPREPFGRKHLK-AIDVNMNKMPDVAMTLA 
                                     ::  : .:.: . .. .: . . ::   :  
gi|258 PEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILP 
         270       280       290       300       310        320     
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
       :  : :                                                       
gi|258 VDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAVDVDHF 
          330       340       350       360       370       380     
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (27-52:8-32) 
 
               10        20        30        40        50        60 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 
                                 ..: :.:. ::  . ..: :. ..:.         
gi|558                    MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHG 
                                  10         20        30        40 
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               70        80                                         
2MEPSP TELTKLGASVEEGPDYCIIT                                         
                                                                    
gi|558 SDPCIIHRGKPFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKG 
               50        60        70        80        90       100 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (27-52:8-32) 
 
               10        20        30        40        50        60 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 
                                 ..: :.:. ::  . ..: :. ..:.         
gi|256                    MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHG 
                                  10         20        30        40 
 
               70        80                                         
2MEPSP TELTKLGASVEEGPDYCIIT                                         
                                                                    
gi|256 SDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKG 
               50        60        70        80        90       100 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (27-52:8-32) 
 
               10        20        30        40        50        60 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 
                                 ..: :.:. ::  . ..: :. ..:.         
gi|558                    MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHG 
                                  10         20        30        40 
 
               70        80                                         
2MEPSP TELTKLGASVEEGPDYCIIT                                         
                                                                    
gi|558 SDPCIIHRGKPFTLEALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKG 
               50        60        70        80        90       100 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (27-52:8-32) 
 
               10        20        30        40        50        60 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 
                                 ..: :.:. ::  . ..: :. ..:.         
gi|218                    MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHG 
                                  10         20        30        40 
 
               70        80                                         
2MEPSP TELTKLGASVEEGPDYCIIT                                         
                                                                    
gi|218 SDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKG 
               50        60        70        80        90       100 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (27-52:8-32) 
 
               10        20        30        40        50        60 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 
                                 ..: :.:. ::  . ..: :. ..:.         
gi|864                    MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHG 
                                  10         20        30        40 
 
               70        80                                         
2MEPSP TELTKLGASVEEGPDYCIIT                                         
                                                                    
gi|864 SDPCIIHRGKPFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKG 
               50        60        70        80        90       100 
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10060

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (9-24:152-167) 
 
                                     10        20        30         
2MEPSP                       GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
       40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT 
                                                  
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC                
             190       200                        
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 69.4  bits: 20.2 E():   68 
Smith-Waterman score: 52; 27.3% identity (56.4% similar) in 55 aa overlap (1-52:81-135) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :  .:  .: . . ..::..:  . :. :  
gi|283 ILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIMLY 
               60        70        80        90       100       110 
 
               40           50        60        70        80        
2MEPSP VVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGPDYCIIT        
        .  ::.   ..  .: :   ::.:                                    
gi|283 DLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLFVD 
              120       130       140       150       160       170 
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 69.4  bits: 20.2 E():   68 
Smith-Waterman score: 52; 27.3% identity (56.4% similar) in 55 aa overlap (1-52:81-135) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :  .:  .: . . ..::..:  . :. :  
gi|289 ILNDQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIMLY 
               60        70        80        90       100       110 
 
               40           50        60        70        80        
2MEPSP VVALFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGPDYCIIT        
        .  ::.   ..  .: :   ::.:                                    
gi|289 DLLYFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLFVD 
              120       130       140       150       160       170 
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:12-29) 
 
              40        50        60        70        80            
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT            
                                     :. :. .. ..: : :::             
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.1  bits: 19.2 E():   70 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (17-72:269-325) 
 
                             10        20        30        40       
2MEPSP               GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
         50        60         70        80                          
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2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGPDYCIIT                          
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (16-47:89-118) 
 
                              10        20        30        40      
2MEPSP                GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
          50        60        70        80         
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT         
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (16-47:90-119) 
 
                              10        20        30        40      
2MEPSP                GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          50        60        70        80         
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT         
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (16-47:90-119) 
 
                              10        20        30        40      
2MEPSP                GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          50        60        70        80         
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT         
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (16-47:90-119) 
 
                              10        20        30        40      
2MEPSP                GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
          50        60        70        80         
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT         
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
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Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (16-38:90-112) 
 
                              10        20        30        40      
2MEPSP                GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
          50        60        70        80       
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT       
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (16-47:90-119) 
 
                              10        20        30        40      
2MEPSP                GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          50        60        70        80         
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT         
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (16-47:90-119) 
 
                              10        20        30        40      
2MEPSP                GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          50        60        70        80         
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT         
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 49; 33.3% identity (55.6% similar) in 36 aa overlap (2-36:11-45) 
 
                        10         20        30        40        50 
2MEPSP          GPPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                 ::  : .:.: . .. .: . . ::   : :  : :               
gi|223 INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKA 
               10        20         30        40        50          
 
               60        70        80                               
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIIT                               
                                                                    
gi|223 LYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALFGLSRAARNLQDDL 
      60        70        80        90       100       110          
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (25-41:8-26) 
 
               10        20        30          40        50         
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVA 
                               ::: :::....  : .:::                  
gi|300                  MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDIN 
                                10        20        30        40    
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       60        70        80                                       
2MEPSP IRTELTKLGASVEEGPDYCIIT                                       
                                                                    
gi|300 ASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAAD 
            50        60        70        80        90       100    
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (25-41:8-26) 
 
               10        20        30          40        50         
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVA 
                               ::: :::....  : .:::                  
gi|300                  MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVN 
                                10        20        30        40    
 
       60        70        80                                       
2MEPSP IRTELTKLGASVEEGPDYCIIT                                       
                                                                    
gi|300 ASFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAAD 
            50        60        70        80        90       100    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 46; 23.1% identity (50.8% similar) in 65 aa overlap (10-72:76-140) 
 
                                    10        20          30        
2MEPSP                      GPPREPFGRKHLKAIDVNMNKMP--DVAMTLAVVALFAD 
                                     .: . .  . . .:  :.:...:  :  .  
gi|481 EDINVGFKAAVAARQRPAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGA 
          50        60        70        80        90       100      
 
        40        50        60        70        80                  
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT                  
        : :  :     . :. :..:   :.  .   .::                          
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (9-24:43-58) 
 
                                     10        20        30         
2MEPSP                       GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
       40        50        60        70        80                   
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT                   
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.4 E():   80 
Smith-Waterman score: 45; 60.0% identity (70.0% similar) in 10 aa overlap (2-11:19-28) 
 
                                10        20        30        40    
2MEPSP                  GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                         :::.:   ::                                 
gi|169 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG 
               10        20        30        40        50        60 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (21-39:2-20) 
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               10        20        30        40        50        60 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 
                           :.  .:... :::. :.::                      
gi|157                    MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQL 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP TELTKLGASVEEGPDYCIIT                                         
                                                                    
gi|157 ANGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAA 
              50        60        70        80        90       100  
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (1-9:14-22) 
 
                            10        20        30        40        
2MEPSP              GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
                    :::. : :.                                       
gi|898 ARALVFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPDDNGGGCGYKDV 
               10        20        30        40        50        60 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.6 E():   88 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (24-72:125-173) 
 
                      10        20        30        40        50    
2MEPSP        GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
            60        70        80                                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIIT                                  
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKATPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
          160       170       180       190       200       210     
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 17.4 E():   89 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (12-38:44-71) 
 
                                  10         20        30        40 
2MEPSP                    GPPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
               50        60        70        80                     
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT                     
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (1-9:25-33) 
 
                                       10        20        30       
2MEPSP                         GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                               :::. : :.                            
gi|898 MWSLMQAQVAMVVALSFLVSGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKPTGAGPD 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT                 
                                                                    
gi|898 DNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVVVHITDM 
               70        80        90       100       110       120 
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>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.1 E():   89 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (27-57:121-151) 
 
                   10        20        30        40        50       
2MEPSP     GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
         60        70        80                                     
2MEPSP VAIRTELTKLGASVEEGPDYCIIT                                     
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (16-38:90-112) 
 
                              10        20        30        40      
2MEPSP                GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
          50        60        70        80       
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT       
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (16-47:90-119) 
 
                              10        20        30        40      
2MEPSP                GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
          50        60        70        80         
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT         
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.1  bits: 18.9 E():   91 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (30-48:15-35) 
 
               10        20        30          40        50         
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVA 
                                    :.:. :.:.:  .  :  :.:           
gi|908                MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADC 
                              10        20        30        40      
 
       60        70        80                                       
2MEPSP IRTELTKLGASVEEGPDYCIIT                                       
                                                                    
gi|908 AVGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPL 
          50        60        70        80        90       100      
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (31-78:178-227) 
 
               10        20        30        40        50           
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
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gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
      60        70         80                                       
2MEPSP RTELTKLGASVEEGP-DYCIIT                                       
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 67.0  bits: 15.0 E():   91 
Smith-Waterman score: 31; 40.0% identity (70.0% similar) in 10 aa overlap (11-20:5-14) 
 
               10        20        30        40        50        60 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 
                 ::. . : .:                                         
gi|527       TDPGHLQDVXVAINDPKXGVFVNRK                              
                     10        20                                   
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.4 E():   91 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (1-9:31-39) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 MTVVSIMWSLVQVQVLVAVALAFLVGGAWCGPPKVPPGKNITAKYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.4 E():   91 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (1-9:31-39) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|105 MTVVSIMWSLVQVQVLVAVALSFLVGGAWCGPPKVPPGKNITANYGSDWLDAKATWYGKP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
                                                                    
gi|105 TGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFEIKCDKPAECSGKPVV 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (1-9:32-40) 
 
                                             10        20        30 
2MEPSP                               GPPREPFGRKHLKAIDVNMNKMPDVAMTLA 
                                     :::. : :.                      
gi|115 AVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKVPPGKNITATYGKDWLDAKATWYGKP 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
                                                                    
gi|115 TGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVECSGKPVV 
              70        80        90       100       110       120  
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.6 E():   92 
Smith-Waterman score: 46; 26.5% identity (55.1% similar) in 49 aa overlap (24-72:101-149) 
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                      10        20        30        40        50    
2MEPSP        GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
            60        70        80                                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIIT                                  
        :..:   :.  .  ..::                                          
gi|249 LRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAPANDKFTVFEGA 
              140       150       160       170       180       190 
 
>>gi|75198875|sp|Q9S8H2|Q9S8H2_SECCE Major BAKER'S ASTHM  (26 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 66.7  bits: 14.9 E():   96 
Smith-Waterman score: 31; 30.8% identity (69.2% similar) in 13 aa overlap (62-74:6-18) 
 
              40        50        60        70        80   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT   
                                     :  ..: :. ..:         
gi|751                          EQCYGESCRVGKSISNNPVPACREYV 
                                        10        20       
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 41; 30.8% identity (73.1% similar) in 26 aa overlap (27-52:4-28) 
 
               10        20        30        40        50        60 
2MEPSP GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 
                                 ..: :.:. ::  . ..: :. ..:.         
gi|546                        GTMVSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHG 
                                      10         20        30       
 
               70        80                                         
2MEPSP TELTKLGASVEEGPDYCIIT                                         
                                                                    
gi|546 SDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKG 
         40        50        60        70        80        90       
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (3-16:41-54) 
 
                                           10        20        30   
2MEPSP                             GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
             40        50        60        70        80             
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT             
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.4 E():   96 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (24-72:93-141) 
 
                      10        20        30        40        50    
2MEPSP        GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
            60        70        80                                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIIT                                  
        :..:   :.  .   .::                                          
gi|168 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
            130       140       150       160       170       180   
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
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 initn:  39 init1:  39 opt:  47  Z-score: 66.6  bits: 18.9 E():   96 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (2-36:296-330) 
 
                                            10         20        30 
2MEPSP                              GPPREPFGRKHLK-AIDVNMNKMPDVAMTLA 
                                     ::  :  :.: . .. .: . . ::   :  
gi|284 DAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDVIAILP 
         270       280       290       300       310        320     
 
               40        50        60        70        80           
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT           
       :  : :                                                       
gi|284 VDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHF 
          330       340       350       360       370       380     
 
>>gi|37725377|gb|AAO33897.1| Ole e 3 allergen [Olea euro  (52 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.5  bits: 15.9 E():   97 
Smith-Waterman score: 35; 29.4% identity (76.5% similar) in 17 aa overlap (42-58:26-42) 
 
              20        30        40        50        60        70  
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     .. ..:  ..: .::.:              
gi|377      EHERIFKRFDAKGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGDGFL    
                    10        20        30        40        50      
 
              80 
2MEPSP EGPDYCIIT 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.4 E():   97 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (24-72:96-144) 
 
                      10        20        30        40        50    
2MEPSP        GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
            60        70        80                                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIIT                                  
        :..:   :.  .   .::                                          
gi|285 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
         130       140       150       160       170       180      
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 66.5  bits: 19.1 E():   98 
Smith-Waterman score: 48; 23.8% identity (58.7% similar) in 63 aa overlap (10-72:315-376) 
 
                                    10        20        30          
2MEPSP                      GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
                                     ...: ..:....  ..:  :.   ..:    
gi|845 ALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEA-EAAALLGGKRVIAKLE 
          290       300       310       320        330       340    
 
      40        50        60        70        80                    
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT                    
       : :::. .   .::.:    .. : :    ..:                            
gi|845 TRIRDLETALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMN 
           350       360       370       380       390       400    
 
gi|845 IQKRQLGEAESFTMANIQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASA 
           410       420       430       440       450       460    
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 66.5  bits: 19.3 E():   98 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (39-77:336-369) 
 
       10        20        30        40        50        60         
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
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         310       320       330       340           350            
 
        70        80                                                
2MEPSP S-VEEGPDYCIIT                                                
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.5  bits: 19.3 E():   98 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (39-51:336-348) 
 
       10        20        30        40        50        60         
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
       70        80                                                 
2MEPSP SVEEGPDYCIIT                                                 
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.9 E():   98 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (3-16:45-58) 
 
                                           10        20        30   
2MEPSP                             GPPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
             40        50        60        70        80             
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIIT             
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:02 2011 done: Tue Apr 19 10:58:02 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 310  - 389 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
  32    13     8:==*== 
  34    13    22:=====  * 
  36    40    44:==============* 
  38    48    73:================        * 
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  40    86   102:=============================    * 
  42   113   125:======================================   * 
  44   140   138:=============================================*= 
  46   170   140:==============================================*========== 
  48   136   134:============================================*= 
  50   157   122:========================================*============ 
  52   114   108:===================================*== 
  54   110    92:==============================*====== 
  56    56    77:===================      * 
  58    40    63:==============      * 
  60    17    51:======          * 
  62    30    41:==========   * 
  64    35    33:==========*= 
  66    31    26:========*== 
  68    28    20:======*=== 
  70    15    16:=====* 
  72    24    12:===*==== 
  74    18    10:===*== 
  76    11     8:==*= 
  78     5     6:=* 
  80    21     5:=*===== 
  82     8     3:*== 
  84     1     3:* 
  86     4     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.42540.00318; mu= 3.8921 0.165 
 mean_var=37.1160 9.708, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.210520 
 Kolmogorov-Smirnov  statistic: 0.0402 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.0     5.6 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   52 20.8     7.3 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   52 20.8     7.4 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 22.9     7.8 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   57 22.1     8.2 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   51 20.5     8.8 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   51 20.5     8.8 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   51 20.4      13 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.5      14 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.9      14 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.0      14 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.0      14 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.9      14 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.0      15 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.0      15 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.0      15 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   53 20.9      15 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 19.1      15 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   55 21.5      15 
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gi|30144660|gb|AAP13554.1| major allergen Per a 1. ( 124)   49 19.9      15 
gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea ( 152)   50 20.1      16 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 19.1      16 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   49 19.9      16 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   53 20.9      17 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   53 20.9      17 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   53 20.9      17 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   54 21.2      17 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.6      17 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   53 20.9      17 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   53 20.9      17 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   53 20.9      17 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   49 19.8      17 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 20.9      17 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 20.9      17 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 21.7      17 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 19.0      18 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   53 20.9      19 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   52 20.6      20 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.6      20 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   48 19.5      21 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 20.6      22 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   48 19.5      25 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   54 21.1      28 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   51 20.3      28 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 19.5      29 
gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea ( 152)   47 19.2      29 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.5      30 
gi|2897849|gb|AAC34312.1| allergen [Periplaneta am ( 228)   49 19.7      31 
gi|4240399|gb|AAD13533.1| major allergen Per a 1.0 ( 231)   49 19.7      31 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   46 18.9      32 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   50 20.0      32 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   50 20.0      32 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   50 20.0      32 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   50 20.0      32 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   50 20.0      32 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   50 20.0      32 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   50 20.0      32 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   50 20.0      32 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   50 20.0      32 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   50 20.0      32 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   50 20.0      33 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.5      34 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.2      35 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   47 19.2      35 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.7      36 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.8      39 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.6      39 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   49 19.7      40 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   49 19.7      40 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   45 18.6      41 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   52 20.5      42 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.6      44 
gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen a ( 152)   45 18.6      45 
gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen a ( 152)   45 18.6      45 
gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea ( 152)   45 18.6      45 
gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea ( 152)   45 18.6      45 
gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen a ( 152)   45 18.6      45 
gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen a ( 152)   45 18.6      45 
gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea ( 152)   45 18.6      45 
gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea ( 152)   45 18.6      45 
gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea ( 152)   45 18.6      45 
gi|145313972|gb|ABP58627.1| pollen allergen Ole e  ( 152)   45 18.6      45 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   45 18.6      45 
gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen a ( 152)   45 18.6      45 
gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen a ( 152)   45 18.6      45 
gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea ( 152)   45 18.6      45 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.1      45 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   49 19.7      46 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.3      46 
gi|2253610|gb|AAC34737.1| Cr-PII allergen [Peripla ( 274)   48 19.4      47 
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gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 20.2      47 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.6      47 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.5      50 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 18.9      51 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   44 18.3      52 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.2      53 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   49 19.6      57 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.9      57 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   47 19.1      58 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.3      58 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.3      58 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.3      58 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.3      58 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.3      63 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.5      63 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 18.0      65 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 18.0      65 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 18.0      65 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 18.0      65 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 18.0      65 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   49 19.6      65 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.3      69 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   42 17.7      69 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   51 20.1      70 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   51 20.1      70 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.0      71 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.0      71 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.0      71 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.0      71 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.0      71 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.0      71 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.0      71 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 18.8      72 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   49 19.6      73 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.7      74 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.7      74 
gi|169971|gb|AAA33965.1| glycinin precursor [Glyci ( 240)   45 18.5      74 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.0      76 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   45 18.5      76 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   28 14.0      79 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.8      80 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.7      80 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.0      81 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.8      83 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   46 18.8      84 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.2      84 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.6      84 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.6      84 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   48 19.3      86 
gi|284518361|gb|ADB92492.1| major allergen Cr-PII  ( 395)   47 19.0      86 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   50 19.8      87 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.4      88 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.7      88 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.7      88 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 18.5      89 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   45 18.5      90 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 17.9      92 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 17.9      94 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   45 18.5      94 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.4      94 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 17.9      97 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 17.9      97 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.2      99 
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 89.0  bits: 23.0 E():  5.6 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (4-47:269-312) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
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gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 87.0  bits: 20.8 E():  7.3 
Smith-Waterman score: 52; 31.4% identity (52.9% similar) in 70 aa overlap (9-72:2-68) 
 
               10           20           30        40        50     
2MEPSP PPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 
               ::: :   . .  :  :   ::  .:. :.. ::     . .:  . :. .. 
gi|833        MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQE 
                      10        20        30        40        50    
 
           60        70        80                                   
2MEPSP MVAIRTELTKLGASVEEGPDYCIITP                                   
       ..:  .  ::: :::  :                                           
gi|833 LIAEGS--TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLF 
              60         70        80        90       100       110 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 86.9  bits: 20.8 E():  7.4 
Smith-Waterman score: 52; 30.0% identity (54.3% similar) in 70 aa overlap (9-72:2-68) 
 
               10           20           30        40        50     
2MEPSP PPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 
               ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :. .. 
gi|117        MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINE 
                      10        20        30        40        50    
 
           60        70        80                                   
2MEPSP MVAIRTELTKLGASVEEGPDYCIITP                                   
       ..:  .:  :: :::  :                                           
gi|117 LIASGSE--KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFG 
            60           70        80        90       100       110 
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 86.4  bits: 22.9 E():  7.8 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (4-47:399-442) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 86.0  bits: 22.1 E():  8.2 
Smith-Waterman score: 57; 26.5% identity (54.4% similar) in 68 aa overlap (4-71:112-178) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    :.:. :..:   :.  .  ..::                       
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
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              150       160       170       180       190       200 
 
gi|330 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 85.5  bits: 20.5 E():  8.8 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (9-72:2-68) 
 
               10           20           30        40        50     
2MEPSP PPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 
               ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :. .. 
gi|461        MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQ 
                      10        20        30        40        50    
 
           60        70        80                                  
2MEPSP MVAIRTELTKLGASVEEGPDYCIITP                                  
       ..:  .:  :: :::  :                                          
gi|461 LIAEGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
            60           70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 85.5  bits: 20.5 E():  8.8 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (9-72:2-68) 
 
               10           20           30        40        50     
2MEPSP PPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 
               ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :. .. 
gi|416        MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQ 
                      10        20        30        40        50    
 
           60        70        80                                  
2MEPSP MVAIRTELTKLGASVEEGPDYCIITP                                  
       ..:  .:  :: :::  :                                          
gi|416 LIAEGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
            60           70        80        90       100          
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 82.8  bits: 20.4 E():   13 
Smith-Waterman score: 51; 33.3% identity (63.6% similar) in 33 aa overlap (49-80:104-136) 
 
       20        30        40        50        60         70        
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
        80              
2MEPSP ITP              
       :.:              
gi|110 ISPSQGCQFSSPYWSY 
           140          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.0  bits: 21.5 E():   14 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (23-71:131-179) 
 
                       10        20        30        40        50   
2MEPSP         PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
             60        70        80                                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITP                                 
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.9  bits: 19.9 E():   14 
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Smith-Waterman score: 49; 30.0% identity (52.9% similar) in 70 aa overlap (9-72:2-68) 
 
               10           20           30        40        50     
2MEPSP PPREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETER 
               ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :. .. 
gi|185        MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINE 
                      10        20        30        40        50    
 
           60        70        80                                   
2MEPSP MVAIRTELTKLGASVEEGPDYCIITP                                   
       ..:   :  :: :::  :                                           
gi|185 LIASGPE--KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFG 
            60           70        80        90       100       110 
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 81.7  bits: 22.0 E():   14 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (7-23:399-415) 
 
                                       10        20        30       
2MEPSP                         PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
         40        50        60        70        80                 
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP                 
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 81.7  bits: 22.0 E():   14 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (7-23:402-418) 
 
                                       10        20        30       
2MEPSP                         PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
         40        50        60        70        80                 
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP                 
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 81.6  bits: 19.9 E():   14 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (42-80:63-104) 
 
              20        30        40          50        60          
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
       70        80              
2MEPSP VEEGPDYCIITP              
       .   : ::.  :              
gi|999 AALVPKYCLQHPHACDLYKNQTVMS 
            100       110        
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 81.6  bits: 22.0 E():   15 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (7-23:403-419) 
 
                                       10        20        30       
2MEPSP                         PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
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         40        50        60        70        80                 
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP                 
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 81.3  bits: 22.0 E():   15 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (7-23:422-438) 
 
                                       10        20        30       
2MEPSP                         PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
         40        50        60        70        80                 
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP                 
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 81.3  bits: 22.0 E():   15 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (7-23:422-438) 
 
                                       10        20        30       
2MEPSP                         PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
         40        50        60        70        80                 
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP                 
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.2  bits: 20.9 E():   15 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (4-71:58-124) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
gi|422 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
        150       160       170       180       190       200       
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 81.2  bits: 19.1 E():   15 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (34-80:15-61) 
 
            10        20        30        40        50         60   
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTEL 
                                     .:.   :.: ..:  . :..::.: : :.  
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
             70        80           
2MEPSP TKLGASVEEGPDYCIITP           
         .  . .:  ..:  .:           
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gi|124 DGF-IDFDEFISFCNANPGLMKDVAKVF 
            50        60        70  
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 81.2  bits: 21.5 E():   15 
Smith-Waterman score: 55; 26.5% identity (52.9% similar) in 68 aa overlap (4-71:173-239) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
             270       280       290       300       310       320  
 
>>gi|30144660|gb|AAP13554.1| major allergen Per a 1.0105  (124 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 49; 33.3% identity (55.6% similar) in 36 aa overlap (1-35:25-59) 
 
                                       10         20        30      
2MEPSP                         PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFA 
                               ::  : .:.: . .. .: . . ::   : :  : : 
gi|301 NSARGEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKA 
               10        20        30        40         50          
 
          40        50        60        70        80                
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP                
                                                                    
gi|301 LFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHFIELIRS 
      60        70        80        90       100       110          
 
>>gi|160347106|gb|ABX26131.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 80.9  bits: 20.1 E():   16 
Smith-Waterman score: 50; 31.7% identity (51.2% similar) in 41 aa overlap (1-41:61-96) 
 
                                             10        20        30 
2MEPSP                               PPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                     :  .: :..:    : : .     :  :.  
gi|160 TGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLGN 
               40        50        60        70             80      
 
               40        50        60        70        80           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP           
       .:.  :: .::                                                  
gi|160 IAVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVAC 
          90       100       110       120       130       140      
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.9  bits: 19.1 E():   16 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (34-80:17-63) 
 
            10        20        30        40        50         60   
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTEL 
                                     .:.   :.: ..:  . :..::.: : :.  
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
             70        80           
2MEPSP TKLGASVEEGPDYCIITP           
         .  . .:  ..:  .:           
gi|124 DGF-IDFDEFISFCNANPGLMKDVAKVF 
          50        60        70    
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
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 initn:  40 init1:  40 opt:  49  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 49; 27.0% identity (57.1% similar) in 63 aa overlap (14-74:36-97) 
 
                                10        20        30        40    
2MEPSP                  PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  :: : 
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAI-D 
          10        20        30        40        50        60      
 
            50         60         70        80                      
2MEPSP VASWRVKETERM-VAIRT-ELTKLGASVEEGPDYCIITP                      
       . . ...  . :   ::  :  .:  .. : ::                            
gi|484 IPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDG 
           70        80        90       100       110       120     
 
gi|484 EVQE 
            
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 80.6  bits: 20.9 E():   17 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (4-71:76-142) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|313 AGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          50        60        70        80        90        100     
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|313 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVA 
          110       120       130       140       150       160     
 
gi|313 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          170       180       190       200       210       220     
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 80.6  bits: 20.9 E():   17 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (4-71:76-142) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|313 AGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          50        60        70        80        90        100     
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|313 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVA 
          110       120       130       140       150       160     
 
gi|313 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          170       180       190       200       210       220     
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 80.6  bits: 20.9 E():   17 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (4-71:76-142) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|313 AGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          50        60        70        80        90        100     
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|313 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVA 
          110       120       130       140       150       160     
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gi|313 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          170       180       190       200       210       220     
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 80.5  bits: 21.2 E():   17 
Smith-Waterman score: 54; 26.5% identity (51.5% similar) in 68 aa overlap (4-71:114-180) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    ..:. :..:   :.  .  . ::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
            210       220       230       240       250       260   
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 80.5  bits: 19.6 E():   17 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (23-72:22-68) 
 
               10        20        30        40        50        60 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                             ::  .:. :.. ::     . .:  . :. ....:  . 
gi|668  MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS 
                10        20        30        40        50          
 
               70        80                                    
2MEPSP ELTKLGASVEEGPDYCIITP                                    
         ::: :::  :                                            
gi|668 --TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
        60         70        80        90       100       110  
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 80.3  bits: 20.9 E():   17 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (4-71:84-150) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
gi|295 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
            180       190       200       210       220       230   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 80.3  bits: 20.9 E():   17 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (4-71:86-152) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    ..:. :..:   :.  .  ..::                       
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gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|109 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 80.2  bits: 20.9 E():   17 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (4-71:86-152) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|239 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 80.2  bits: 19.8 E():   17 
Smith-Waterman score: 49; 24.4% identity (53.7% similar) in 41 aa overlap (36-76:45-80) 
 
          10        20        30        40        50        60      
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
          70        80                                              
2MEPSP GASVEEGPDYCIITP                                              
       :.....  .::                                                  
gi|144 GVNTKQYINYCEKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLKKGLLE 
      70        80        90       100       110       120          
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 80.2  bits: 20.9 E():   17 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (4-71:87-153) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 80.2  bits: 20.9 E():   17 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (4-71:87-153) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            40        50        60        70        80              
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2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.1  bits: 21.7 E():   17 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (15-47:407-439) 
 
                               10        20        30        40     
2MEPSP                 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
           50        60        70        80                         
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP                         
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.9  bits: 19.0 E():   18 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (34-80:26-72) 
 
            10        20        30        40        50         60   
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTEL 
                                     .:.   :.: ..:  . :..::.: : :.  
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
             70        80           
2MEPSP TKLGASVEEGPDYCIITP           
         .  . .:  ..:  .:           
gi|187 DGF-IDFDEFISFCNANPGLMKDVAKVF 
           60        70        80   
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 79.5  bits: 20.9 E():   19 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (4-71:112-178) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|398 AGVQPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|398 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|398 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 78.9  bits: 20.6 E():   20 
Smith-Waterman score: 52; 25.0% identity (54.4% similar) in 68 aa overlap (4-71:75-141) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|134 AIVPPADKYRTFVATFGAASNKAFAEGLSGEPKGGAESSSKAALTSKL-DAAYKLAYKTA 
           50        60        70        80        90        100    
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
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        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|134 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
           110       120       130       140       150       160    
 
gi|134 ATAANAAPANDKFTVFEAAFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
           170       180       190       200       210       220    
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 78.9  bits: 20.6 E():   20 
Smith-Waterman score: 52; 25.0% identity (54.4% similar) in 68 aa overlap (4-71:76-142) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|313 AGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          50        60        70        80        90        100     
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|313 EGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVA 
          110       120       130       140       150       160     
 
gi|313 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          170       180       190       200       210       220     
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 78.5  bits: 19.5 E():   21 
Smith-Waterman score: 48; 27.3% identity (60.6% similar) in 33 aa overlap (49-80:96-128) 
 
       20        30        40        50         60        70        
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
        80           
2MEPSP ITP           
       :.:           
gi|244 ISPSQGCQFQSSY 
         130         
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.1  bits: 20.6 E():   22 
Smith-Waterman score: 52; 27.5% identity (52.9% similar) in 51 aa overlap (23-73:113-163) 
 
                       10        20        30        40        50   
2MEPSP         PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
             60        70        80                                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITP                                 
        :..:   :.  .  ..:: :                                        
gi|441 LRVIAGALEVHAVKPATEEVPAAKIPTGELQIVDKIDAAFKIAATAANAAPTNDKFTVFE 
            150       160       170       180       190       200   
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 48; 22.5% identity (50.7% similar) in 71 aa overlap (15-76:90-159) 
 
                               10        20        30        40     
2MEPSP                 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:. .... . .::   :: .  ..  
gi|281 GEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVAC-PDGGSICKNR 
      60        70        80        90       100        110         
 
           50        60                 70        80 
2MEPSP ASWRVKETERMVAIRTELTK---------LGASVEEGPDYCIITP 
       . . .:   ..   . .: :         : : .  .::::     
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gi|281 SIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC     
      120       130       140       150              
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 76.6  bits: 21.1 E():   28 
Smith-Waterman score: 54; 25.4% identity (55.6% similar) in 63 aa overlap (11-72:204-264) 
 
                                   10        20         30          
2MEPSP                     PPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
      40        50        60        70        80                    
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP                    
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFG 
           240         250       260       270       280       290  
 
gi|558 GTAKFEAMYLGTCKALTPLMSSRFPELGMNASHCNEMPWIKSVPFIHLGKQATLSDLLNR 
             300       310       320       330       340       350  
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 76.3  bits: 20.3 E():   28 
Smith-Waterman score: 51; 24.4% identity (55.1% similar) in 78 aa overlap (1-71:171-240) 
 
                                                10        20        
2MEPSP                               PPREP---FGRKHLKAIDVNMNKMPDVAMT 
                                     ::::    ::  . .:.   .::  :.. : 
gi|107 EAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDIG-T 
              150       160       170       180          190        
 
        30        40            50        60        70        80    
2MEPSP LAVVALFADGPTAIRDVASWR----VKETERMVAIRTELTKLGASVEEGPDYCIITP    
        .. :.  : : ..  ..  .    .   ...::.  .  :.: ..:.             
gi|107 YTIRAV--DDPRTLNKIVYIKPAKNIYSFNEIVALWEK--KIGKTLEKIYVPEEKLLKDI 
        200         210       220       230         240       250   
 
gi|107 QESPIPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
            260       270       280       290       300         
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.3  bits: 19.5 E():   29 
Smith-Waterman score: 48; 29.6% identity (54.9% similar) in 71 aa overlap (4-68:96-160) 
 
                                          10         20             
2MEPSP                            PPREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
        30        40        50        60        70        80       
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP       
        ::.. . ::    . :.  .: . :.  ..  :.  ::.:                   
gi|501 TAVTS-WLDG----KHVVFGEVAD-EKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130            140        150       160       170         
 
>>gi|160347120|gb|ABX26138.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.0  bits: 19.2 E():   29 
Smith-Waterman score: 47; 29.3% identity (51.2% similar) in 41 aa overlap (1-41:61-96) 
 
                                             10        20        30 
2MEPSP                               PPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                     :  .: :..:    : : .     :  :.  
gi|160 TGNLSGLKPGLHGFHVNALGATTNGCMSTGPHFDPVGKEHGAPGDENRH-----AGDLGN 
               40        50        60        70             80      
 
               40        50        60        70        80           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP           
       ...  :: .::                                                  
gi|160 ITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVAC 
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          90       100       110       120       130       140      
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (2-41:161-200) 
 
                                            10        20        30  
2MEPSP                              PPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
              40        50        60        70        80            
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP            
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|2897849|gb|AAC34312.1| allergen [Periplaneta americ  (228 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 75.7  bits: 19.7 E():   31 
Smith-Waterman score: 49; 33.3% identity (55.6% similar) in 36 aa overlap (1-35:129-163) 
 
                                             10         20          
2MEPSP                               PPREPFGRKHLK-AIDVNMNKMPDVAMTLA 
                                     ::  : .:.: . .. .: . . ::   :  
gi|289 PEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILP 
      100       110       120       130       140        150        
 
      30        40        50        60        70        80          
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP          
       :  : :                                                       
gi|289 VDELKALFDEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHF 
       160       170       180       190       200       210        
 
>>gi|4240399|gb|AAD13533.1| major allergen Per a 1.0101   (231 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 75.6  bits: 19.7 E():   31 
Smith-Waterman score: 49; 33.3% identity (55.6% similar) in 36 aa overlap (1-35:132-166) 
 
                                             10         20          
2MEPSP                               PPREPFGRKHLK-AIDVNMNKMPDVAMTLA 
                                     ::  : .:.: . .. .: . . ::   :  
gi|424 PEFANFYNFLKEHGLDVADFLNEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILP 
             110       120       130       140        150       160 
 
      30        40        50        60        70        80          
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP          
       :  : :                                                       
gi|424 VDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQDLLQNLRDKGVDVDHF 
              170       180       190       200       210       220 
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 46; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:90-109) 
 
                                            10        20        30  
2MEPSP                              PPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :::  : ..::  : . :..           
gi|668 NLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIPTTGAF 
      60        70        80        90       100       110          
 
              40        50        60        70        80 
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP 
                                                         
gi|668 QRIPRSSFANNPRLGRKC                                
     120       130                                       
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (4-71:87-153) 
 
                                          10        20        30    
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2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (4-71:87-153) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (4-71:87-153) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (4-71:87-153) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
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>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (4-71:87-153) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (4-71:87-153) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (4-71:87-153) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (4-71:87-153) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
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         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (4-71:87-153) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (4-71:87-153) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 20.0 E():   33 
Smith-Waterman score: 50; 25.5% identity (54.9% similar) in 51 aa overlap (23-73:106-156) 
 
                       10        20        30        40        50   
2MEPSP         PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
             60        70        80                                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITP                                 
        :..:   :.  .  ..:: :                                        
gi|144 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
         140       150       160       170       180       190      
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 74.8  bits: 20.5 E():   34 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (14-71:297-354) 
 
                                10        20        30        40    
2MEPSP                  PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
            50           60        70        80                     
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEEGPDYCIITP                     
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         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.8  bits: 19.2 E():   35 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (16-37:68-88) 
 
                              10        20        30        40      
2MEPSP                PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
          50        60        70        80                          
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITP                          
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.6  bits: 19.2 E():   35 
Smith-Waterman score: 47; 50.0% identity (66.7% similar) in 12 aa overlap (69-80:36-47) 
 
       40        50        60        70        80                   
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP                   
                                     :  . :::.: :                   
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPGRMRSF 
          10        20        30        40        50        60      
 
gi|727 CSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNGGV 
          70        80        90       100       110       120      
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 49; 25.5% identity (54.9% similar) in 51 aa overlap (23-73:81-131) 
 
                       10        20        30        40        50   
2MEPSP         PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
             60        70        80                                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITP                                 
        :..:   :.  .  ..:: :                                        
gi|180 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
              120       130       140       150       160       170 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.8  bits: 17.8 E():   39 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (40-57:28-45) 
 
      10        20        30        40        50        60          
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
      70        80           
2MEPSP EEGPDYCIITP           
                             
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.7  bits: 17.6 E():   39 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (18-41:1-24) 
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               10        20        30        40        50        60 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                        : :. .::  : . :.:  . :.:                    
gi|291                  MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGEVYCN 
                                10        20        30        40    
 
               70        80   
2MEPSP ELTKLGASVEEGPDYCIITP   
                              
gi|291 VCHSRNLINELSERMAGAQVQL 
            50        60      
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.6  bits: 19.7 E():   40 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (4-71:87-153) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 73.6  bits: 19.7 E():   40 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (4-71:87-153) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 73.4  bits: 18.6 E():   41 
Smith-Waterman score: 45; 55.6% identity (66.7% similar) in 18 aa overlap (61-78:27-43) 
 
               40        50        60        70        80           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP           
                                     :. :: .:   : :::::             
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 73.3  bits: 20.5 E():   42 
Smith-Waterman score: 52; 25.4% identity (54.0% similar) in 63 aa overlap (11-72:202-262) 
 
                                   10        20         30          
2MEPSP                     PPREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..: : . .   .:.     :. . :   
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gi|558 PSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDPNGKLLDKSSMSADHFWAVRGGGGE 
             180       190       200       210       220       230  
 
      40        50        60        70        80                    
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP                    
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVLKIPKTVQEGAIDLVNKWQLVGPALPGDLMIRIILAG 
             240         250       260       270       280          
 
gi|558 NSATFEAMYLGTCSTLTPLMSSKFPELGMNPSHCNEMSWIKSIPFIHLGKQNLDDLLNRN 
     290       300       310       320       330       340          
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.8  bits: 18.6 E():   44 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (22-68:38-82) 
 
                        10        20        30         40        50 
2MEPSP          PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
               60         70        80                              
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIITP                              
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|160962547|gb|ABX54844.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (1-41:61-96) 
 
                                             10        20        30 
2MEPSP                               PPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                     :  .: :..:    : : .     :  :.  
gi|160 TGNLSGLKPGLHGFHVHALGDATNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLGN 
               40        50        60        70             80      
 
               40        50        60        70        80           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP           
       ...  :: .::                                                  
gi|160 ITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVAC 
          90       100       110       120       130       140      
 
>>gi|160962597|gb|ABX54869.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (1-41:61-96) 
 
                                             10        20        30 
2MEPSP                               PPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                     :  .: :..:    : : .     :  :.  
gi|160 TGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLGN 
               40        50        60        70             80      
 
               40        50        60        70        80           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP           
       ...  :: .::                                                  
gi|160 ITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHVLSKSTGNAGGRVAC 
          90       100       110       120       130       140      
 
>>gi|160347138|gb|ABX26147.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (1-41:61-96) 
 
                                             10        20        30 
2MEPSP                               PPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                     :  .: :..:    : : .     :  :.  
gi|160 TGNLSGLKPGLHGFHVNALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLGN 
               40        50        60        70             80      
 
               40        50        60        70        80           
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2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP           
       ...  :: .::                                                  
gi|160 ITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVAC 
          90       100       110       120       130       140      
 
>>gi|160347112|gb|ABX26134.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (1-41:61-96) 
 
                                             10        20        30 
2MEPSP                               PPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                     :  .: :..:    : : .     :  :.  
gi|160 TGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLGN 
               40        50        60        70             80      
 
               40        50        60        70        80           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP           
       ...  :: .::                                                  
gi|160 ITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHEQSKSTGNAGGRVAC 
          90       100       110       120       130       140      
 
>>gi|160962543|gb|ABX54842.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (1-41:61-96) 
 
                                             10        20        30 
2MEPSP                               PPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                     :  .: :..:    : : .     :  :.  
gi|160 TGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLGN 
               40        50        60        70             80      
 
               40        50        60        70        80           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP           
       ...  :: .::                                                  
gi|160 ITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVAC 
          90       100       110       120       130       140      
 
>>gi|160962557|gb|ABX54849.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (1-41:61-96) 
 
                                             10        20        30 
2MEPSP                               PPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                     :  .: :..:    : : .     :  :.  
gi|160 TGNLSGLKPGLHGFHVHALGDITNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLGN 
               40        50        60        70             80      
 
               40        50        60        70        80           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP           
       ...  :: .::                                                  
gi|160 ITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVAC 
          90       100       110       120       130       140      
 
>>gi|160347124|gb|ABX26140.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (1-41:61-96) 
 
                                             10        20        30 
2MEPSP                               PPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                     :  .: :..:    : : .     :  :.  
gi|160 TGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLGN 
               40        50        60        70             80      
 
               40        50        60        70        80           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP           
       ...  :: .::                                                  
gi|160 ITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVTC 
          90       100       110       120       130       140      
 
>>gi|160347130|gb|ABX26143.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.7  bits: 18.6 E():   45 
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Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (1-41:61-96) 
 
                                             10        20        30 
2MEPSP                               PPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                     :  .: :..:    : : .     :  :.  
gi|160 TGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLGN 
               40        50        60        70             80      
 
               40        50        60        70        80           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP           
       ...  :: .::                                                  
gi|160 ITVGEDGTAAINIVDRQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVAC 
          90       100       110       120       130       140      
 
>>gi|160347122|gb|ABX26139.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (1-41:61-96) 
 
                                             10        20        30 
2MEPSP                               PPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                     :  .: :..:    : : .     :  :.  
gi|160 TGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLGN 
               40        50        60        70             80      
 
               40        50        60        70        80           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP           
       ...  :: .::                                                  
gi|160 ITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGDAGGRVAC 
          90       100       110       120       130       140      
 
>>gi|145313972|gb|ABP58627.1| pollen allergen Ole e 5 [O  (152 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (1-41:61-96) 
 
                                             10        20        30 
2MEPSP                               PPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                     :  .: :..:    : : .     :  :.  
gi|145 TGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGTPGDENRH-----AGDLGN 
               40        50        60        70             80      
 
               40        50        60        70        80           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP           
       ...  :: .::                                                  
gi|145 ITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVAC 
          90       100       110       120       130       140      
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (1-41:61-96) 
 
                                             10        20        30 
2MEPSP                               PPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                     :  .: :..:    : : .     :  :.  
gi|160 TGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLGN 
               40        50        60        70             80      
 
               40        50        60        70        80           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP           
       ...  :: .::                                                  
gi|160 ITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVAC 
          90       100       110       120       130       140      
 
>>gi|160962577|gb|ABX54859.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (1-41:61-96) 
 
                                             10        20        30 
2MEPSP                               PPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                     :  .: :..:    : : .     :  :.  
gi|160 TGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLGN 
               40        50        60        70             80      
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               40        50        60        70        80           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP           
       ...  :: .::                                                  
gi|160 ITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVAC 
          90       100       110       120       130       140      
 
>>gi|160962583|gb|ABX54862.1| Ole e 5 olive pollen aller  (152 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (1-41:61-96) 
 
                                             10        20        30 
2MEPSP                               PPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                     :  .: :..:    : : .     :  :.  
gi|160 TGNLSGLKPGLHGFHVHALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLGN 
               40        50        60        70             80      
 
               40        50        60        70        80           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP           
       ...  :: .::                                                  
gi|160 ITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDFGRGGHELSKSTGNAGGRVAC 
          90       100       110       120       130       140      
 
>>gi|160347134|gb|ABX26145.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 45; 29.3% identity (51.2% similar) in 41 aa overlap (1-41:61-96) 
 
                                             10        20        30 
2MEPSP                               PPREPFGRKHLKAIDVNMNKMPDVAMTLAV 
                                     :  .: :..:    : : .     :  :.  
gi|160 TGNLSGLKPGLHGFHVRALGDTTNGCMSTGPHFNPVGKEHGAPGDENRH-----AGDLGN 
               40        50        60        70             80      
 
               40        50        60        70        80           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP           
       ...  :: .::                                                  
gi|160 ITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVAC 
          90       100       110       120       130       140      
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.6  bits: 19.1 E():   45 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (16-37:116-136) 
 
                              10        20        30        40      
2MEPSP                PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
          50        60        70        80                          
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITP                          
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 72.5  bits: 19.7 E():   46 
Smith-Waterman score: 49; 27.7% identity (61.7% similar) in 47 aa overlap (36-78:115-160) 
 
          10        20        30        40        50        60      
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
           70           80                                          
2MEPSP G-ASVEEGP---DYCIITP                                          
       : :.. .::    ::..                                            
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
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>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.4  bits: 18.3 E():   46 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (16-72:7-64) 
 
               10        20         30        40        50          
2MEPSP PPREPFGRKHLKAIDVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 
                      :. . : :. . .:...:....: ..  . :.. . . :...::  
gi|164          MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAIL 
                        10        20        30        40        50  
 
      60        70        80                                        
2MEPSP TELTKLGASVEEGPDYCIITP                                        
        .. . :. .  :                                                
gi|164 KDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVT 
              60        70        80        90       100       110  
 
>>gi|2253610|gb|AAC34737.1| Cr-PII allergen [Periplaneta  (274 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 48; 32.3% identity (58.1% similar) in 31 aa overlap (1-30:175-204) 
 
                                             10         20          
2MEPSP                               PPREPFGRKHLK-AIDVNMNKMPDVAMTLA 
                                     ::  : .:.: . .. .: . . ::   :  
gi|225 PEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILP 
          150       160       170       180       190        200    
 
      30        40        50        60        70        80          
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP          
       :                                                            
gi|225 VDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHF 
           210       220       230       240       250       260    
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 72.3  bits: 20.2 E():   47 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (16-59:343-385) 
 
                              10        20        30        40      
2MEPSP                PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
           50        60        70        80                         
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP                         
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (32-53:22-43) 
 
              10        20        30        40        50        60  
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
              70        80                                          
2MEPSP LTKLGASVEEGPDYCIITP                                          
                                                                    
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.8  bits: 17.5 E():   50 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (11-40:41-70) 
 
                                   10        20        30        40 
2MEPSP                     PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
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gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
               50        60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP 
                                                
gi|453 CSPKWLQLLVP                              
               80                               
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.8  bits: 18.9 E():   51 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (12-46:72-112) 
 
                                  10        20              30      
2MEPSP                    PPREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
          40        50        60        70        80                
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP                
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.5  bits: 18.3 E():   52 
Smith-Waterman score: 44; 30.8% identity (73.1% similar) in 26 aa overlap (26-51:8-32) 
 
               10        20        30        40        50        60 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                ..: :.:. ::  . ..: :. ..:.          
gi|558                   MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKVMVDGCHGS 
                                 10         20        30        40  
 
               70        80                                         
2MEPSP ELTKLGASVEEGPDYCIITP                                         
                                                                    
gi|558 DPCIIHRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQ 
              50        60        70        80        90       100  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.3  bits: 20.2 E():   53 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (7-23:430-446) 
 
                                       10        20        30       
2MEPSP                         PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
         40        50        60        70        80                 
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP                 
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 70.8  bits: 19.6 E():   57 
Smith-Waterman score: 49; 33.3% identity (55.6% similar) in 36 aa overlap (1-35:296-330) 
 
                                             10         20          
2MEPSP                               PPREPFGRKHLK-AIDVNMNKMPDVAMTLA 
                                     ::  : .:.: . .. .: . . ::   :  
gi|258 PEFANFYNFLKGHGLDVADYINEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILP 
         270       280       290       300       310        320     
 
      30        40        50        60        70        80          
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP          
       :  : :                                                       
gi|258 VDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKAVDVDHF 
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          330       340       350       360       370       380     
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.8  bits: 15.9 E():   57 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (11-41:2-30) 
 
               10         20        30        40        50          
2MEPSP PPREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 
                 .::. : : .. :     ..  :  .::::..                   
gi|122          MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV                   
                        10           20        30                   
 
      60        70        80 
2MEPSP TELTKLGASVEEGPDYCIITP 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 47; 23.5% identity (54.4% similar) in 68 aa overlap (4-71:76-142) 
 
                                          10        20        30    
2MEPSP                            PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. ..:. ::  .  
gi|168 AGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKGALTSKL-EAAYKLAYKTS 
          50        60        70        80        90        100     
 
            40        50        60        70        80              
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP              
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|168 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQFIEKVDSALKVA 
          110       120       130       140       150       160     
 
gi|168 ATAANAAAANDKFTVFEAAFNHAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          170       180       190       200       210       220     
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (15-70:90-149) 
 
                               10        20        30        40     
2MEPSP                 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            50             60        70        80  
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITP  
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (15-70:90-149) 
 
                               10        20        30        40     
2MEPSP                 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            50             60        70        80  
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITP  
       .: ...:     ..:.: . .    ::  .::            
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (15-70:90-149) 
 
                               10        20        30        40     
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2MEPSP                 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            50             60        70        80  
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITP  
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (15-70:90-149) 
 
                               10        20        30        40     
2MEPSP                 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            50             60        70        80  
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITP  
       .: ...:     ..:.: . .    ::  .::            
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.0  bits: 19.3 E():   63 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (16-71:269-325) 
 
                              10        20        30        40      
2MEPSP                PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
          50        60         70        80                         
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGPDYCIITP                         
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.5 E():   63 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (8-23:152-167) 
 
                                      10        20        30        
2MEPSP                        PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
        40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP 
                                                   
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC                 
             190       200                         
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (26-51:8-32) 
 
               10        20        30        40        50        60 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                ..: :.:. ::  . ..: :. ..:.          
gi|558                   MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGS 
                                 10         20        30        40  
 
               70        80                                         
2MEPSP ELTKLGASVEEGPDYCIITP                                         
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gi|558 DPCIIHRGKPFTLEALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQ 
              50        60        70        80        90       100  
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (26-51:8-32) 
 
               10        20        30        40        50        60 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                ..: :.:. ::  . ..: :. ..:.          
gi|558                   MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGS 
                                 10         20        30        40  
 
               70        80                                         
2MEPSP ELTKLGASVEEGPDYCIITP                                         
                                                                    
gi|558 DPCIIHRGKPFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQ 
              50        60        70        80        90       100  
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (26-51:8-32) 
 
               10        20        30        40        50        60 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                ..: :.:. ::  . ..: :. ..:.          
gi|256                   MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGS 
                                 10         20        30        40  
 
               70        80                                         
2MEPSP ELTKLGASVEEGPDYCIITP                                         
                                                                    
gi|256 DPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQ 
              50        60        70        80        90       100  
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (26-51:8-32) 
 
               10        20        30        40        50        60 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                ..: :.:. ::  . ..: :. ..:.          
gi|218                   MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGS 
                                 10         20        30        40  
 
               70        80                                         
2MEPSP ELTKLGASVEEGPDYCIITP                                         
                                                                    
gi|218 DPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQ 
              50        60        70        80        90       100  
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (26-51:8-32) 
 
               10        20        30        40        50        60 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                ..: :.:. ::  . ..: :. ..:.          
gi|864                   MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGS 
                                 10         20        30        40  
 
               70        80                                         
2MEPSP ELTKLGASVEEGPDYCIITP                                         
                                                                    
gi|864 DPCIIHRGKPFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQ 
              50        60        70        80        90       100  
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.7  bits: 19.6 E():   65 
Smith-Waterman score: 49; 33.3% identity (55.6% similar) in 36 aa overlap (1-35:11-45) 
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                         10         20        30        40          
2MEPSP           PPREPFGRKHLK-AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                 ::  : .:.: . .. .: . . ::   : :  : :               
gi|223 INEIHSIIGLPPFVPPSRRHARRGVGIN-GLIDDVIAILPVDELKALFQEKLETSPDFKA 
               10        20         30        40        50          
 
      50        60        70        80                              
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITP                              
                                                                    
gi|223 LYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRALFGLSRAARNLQDDL 
      60        70        80        90       100       110          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 18.3 E():   69 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (73-80:172-179) 
 
             50        60        70        80        
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP        
                                     : :: :.:        
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
             150       160       170       180       
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.7 E():   69 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:12-29) 
 
               40        50        60        70        80           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP           
                                     :. :. .. ..: : :::             
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 69.2  bits: 20.1 E():   70 
Smith-Waterman score: 51; 26.9% identity (57.7% similar) in 52 aa overlap (3-51:84-135) 
 
                                           10        20        30   
2MEPSP                             PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
                                     .:  .: . . ..::..:  . :. :  .  
gi|283 DQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIMLYDLL 
            60        70        80        90       100       110    
 
             40           50        60        70        80          
2MEPSP LFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGPDYCIITP          
        ::.   ..  .: :   ::.:                                       
gi|283 YFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLFVDHDV 
           120       130       140       150       160       170    
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 69.2  bits: 20.1 E():   70 
Smith-Waterman score: 51; 26.9% identity (57.7% similar) in 52 aa overlap (3-51:84-135) 
 
                                           10        20        30   
2MEPSP                             PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
                                     .:  .: . . ..::..:  . :. :  .  
gi|289 DQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIMLYDLL 
            60        70        80        90       100       110    
 
             40           50        60        70        80          
2MEPSP LFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGPDYCIITP          
        ::.   ..  .: :   ::.:                                       
gi|289 YFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLFVDHDV 
           120       130       140       150       160       170    
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (15-46:89-118) 
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                               10        20        30        40     
2MEPSP                 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
           50        60        70        80        
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP        
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (15-46:90-119) 
 
                               10        20        30        40     
2MEPSP                 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
           50        60        70        80        
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP        
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (15-46:90-119) 
 
                               10        20        30        40     
2MEPSP                 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           50        60        70        80        
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP        
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (15-46:90-119) 
 
                               10        20        30        40     
2MEPSP                 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           50        60        70        80        
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP        
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (15-46:90-119) 
 
                               10        20        30        40     
2MEPSP                 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
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           50        60        70        80        
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP        
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (15-37:90-112) 
 
                               10        20        30        40     
2MEPSP                 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
           50        60        70        80      
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP      
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (15-46:90-119) 
 
                               10        20        30        40     
2MEPSP                 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           50        60        70        80        
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP        
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 46; 23.1% identity (50.8% similar) in 65 aa overlap (9-71:76-140) 
 
                                     10        20          30       
2MEPSP                       PPREPFGRKHLKAIDVNMNKMP--DVAMTLAVVALFAD 
                                     .: . .  . . .:  :.:...:  :  .  
gi|481 EDINVGFKAAVAARQRPAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGA 
          50        60        70        80        90       100      
 
         40        50        60        70        80                 
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP                 
        : :  :     . :. :..:   :.  .   .::                          
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 53; 36.1% identity (61.1% similar) in 36 aa overlap (2-35:392-426) 
 
                                             10         20          
2MEPSP                              PPREP-FGRKHLK-AIDVNMNKMPDVAMTLA 
                                     :. :  ::::.. .. .: . . ::   :  
gi|424 PEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAILP 
             370       380       390       400        410       420 
 
      30        40        50        60        70        80          
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP          
       :  :.:                                                       
gi|424 VDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHF 
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              430       440       450       460       470       480 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (24-40:8-26) 
 
               10        20        30          40        50         
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAI 
                              ::: :::....  : .:::                   
gi|300                 MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINA 
                               10        20        30        40     
 
       60        70        80                                       
2MEPSP RTELTKLGASVEEGPDYCIITP                                       
                                                                    
gi|300 SFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADH 
           50        60        70        80        90       100     
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (24-40:8-26) 
 
               10        20        30          40        50         
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAI 
                              ::: :::....  : .:::                   
gi|300                 MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNA 
                               10        20        30        40     
 
       60        70        80                                       
2MEPSP RTELTKLGASVEEGPDYCIITP                                       
                                                                    
gi|300 SFRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADH 
           50        60        70        80        90       100     
 
>>gi|169971|gb|AAA33965.1| glycinin precursor [Glycine m  (240 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 18.5 E():   74 
Smith-Waterman score: 45; 60.0% identity (70.0% similar) in 10 aa overlap (1-10:19-28) 
 
                                 10        20        30        40   
2MEPSP                   PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR 
                         :::.:   ::                                 
gi|169 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG 
               10        20        30        40        50        60 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.0 E():   76 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (8-23:43-58) 
 
                                      10        20        30        
2MEPSP                        PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
        40        50        60        70        80                  
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP                  
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.5  bits: 18.5 E():   76 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (65-80:180-196) 
 
           40        50        60        70         80              
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITP              
                                     :.: :. : :.::   :              
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCCTPPQNTPETCPPTNYS 
     150       160       170       180       190       200          
 
gi|114 EIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
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     210       220       230       240      
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 68.2  bits: 14.0 E():   79 
Smith-Waterman score: 28; 75.0% identity (100.0% similar) in 4 aa overlap (72-75:7-10) 
 
              50        60        70        80 
2MEPSP RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP 
                                     ::.:      
gi|250                         PTITIGGPEYR     
                                       10      
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (23-71:125-173) 
 
                       10        20        30        40        50   
2MEPSP         PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
             60        70        80                                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITP                                 
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKATPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
          160       170       180       190       200       210     
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (20-38:2-20) 
 
               10        20        30        40        50        60 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                          :.  .:... :::. :.::                       
gi|157                   MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLA 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP ELTKLGASVEEGPDYCIITP                                         
                                                                    
gi|157 NGAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAK 
             50        60        70        80        90       100   
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.0  bits: 19.0 E():   81 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (29-47:15-35) 
 
               10        20        30          40        50         
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAI 
                                   :.:. :.:.:  .  :  :.:            
gi|908               MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCA 
                             10        20        30        40       
 
       60        70        80                                       
2MEPSP RTELTKLGASVEEGPDYCIITP                                       
                                                                    
gi|908 VGFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLY 
         50        60        70        80        90       100       
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (30-77:178-227) 
 
                10        20        30        40        50          
2MEPSP  PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
       60        70         80                                      
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2MEPSP RTELTKLGASVEEGP-DYCIITP                                      
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 46; 26.5% identity (55.1% similar) in 49 aa overlap (23-71:101-149) 
 
                       10        20        30        40        50   
2MEPSP         PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
             60        70        80                                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITP                                 
        :..:   :.  .  ..::                                          
gi|249 LRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAPANDKFTVFEGA 
              140       150       160       170       180       190 
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (26-56:121-151) 
 
                    10        20        30        40        50      
2MEPSP      PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
          60        70        80                                    
2MEPSP VAIRTELTKLGASVEEGPDYCIITP                                    
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 67.7  bits: 19.6 E():   84 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (38-76:336-369) 
 
        10        20        30        40        50        60        
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
         70        80                                               
2MEPSP S-VEEGPDYCIITP                                               
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.7  bits: 19.6 E():   84 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (38-50:336-348) 
 
        10        20        30        40        50        60        
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
        70        80                                                
2MEPSP SVEEGPDYCIITP                                                
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 67.6  bits: 19.3 E():   86 
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Smith-Waterman score: 48; 23.8% identity (58.7% similar) in 63 aa overlap (9-71:315-376) 
 
                                     10        20        30         
2MEPSP                       PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
                                     ...: ..:....  ..:  :.   ..:    
gi|845 ALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEA-EAAALLGGKRVIAKLE 
          290       300       310       320        330       340    
 
       40        50        60        70        80                   
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP                   
       : :::. .   .::.:    .. : :    ..:                            
gi|845 TRIRDLETALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMN 
           350       360       370       380       390       400    
 
gi|845 IQKRQLGEAESFTMANIQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASA 
           410       420       430       440       450       460    
 
>>gi|284518361|gb|ADB92492.1| major allergen Cr-PII [Per  (395 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (1-35:296-330) 
 
                                             10         20          
2MEPSP                               PPREPFGRKHLK-AIDVNMNKMPDVAMTLA 
                                     ::  :  :.: . .. .: . . ::   :  
gi|284 DAFNNFYNFMKEHGLDVVDYINEIHSIIGLPPFVPPTRRHARRGVGIN-GLIDDVIAILP 
         270       280       290       300       310        320     
 
      30        40        50        60        70        80          
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP          
       :  : :                                                       
gi|284 VDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMPEYQELLQNLRDKGVDVDHF 
          330       340       350       360       370       380     
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 67.4  bits: 19.8 E():   87 
Smith-Waterman score: 50; 23.6% identity (54.5% similar) in 55 aa overlap (11-65:178-227) 
 
                                   10        20        30        40 
2MEPSP                     PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :... :....  .. . :      :.:    
gi|425 QQLEDTRHRLEEEERKRASLENHAHTLEVELESLKVQLDEESEARLELERQLTKANG--- 
       150       160       170       180       190       200        
 
               50        60        70        80                     
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP                     
         :.:::. :   .. :   :. .:                                    
gi|425 --DAASWKSKYEAELQAHADEVEELRRKMAQKISEYEEQLEALLNKCSSLEKQKSRLQSE 
            210       220       230       240       250       260   
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 17.4 E():   88 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (11-37:44-71) 
 
                                   10         20        30          
2MEPSP                     PPREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
      40        50        60        70        80                    
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP                    
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.4  bits: 17.7 E():   88 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (15-46:90-119) 
 
                               10        20        30        40     
2MEPSP                 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
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                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
           50        60        70        80        
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP        
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.7 E():   88 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (15-37:90-112) 
 
                               10        20        30        40     
2MEPSP                 PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
           50        60        70        80      
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP      
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.5 E():   89 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (23-71:93-141) 
 
                       10        20        30        40        50   
2MEPSP         PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
             60        70        80                                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITP                                 
        :..:   :.  .   .::                                          
gi|168 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
            130       140       150       160       170       180   
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.5 E():   90 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (23-71:96-144) 
 
                       10        20        30        40        50   
2MEPSP         PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
             60        70        80                                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITP                                 
        :..:   :.  .   .::                                          
gi|285 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
         130       140       150       160       170       180      
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 17.9 E():   92 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (2-15:41-54) 
 
                                            10        20        30  
2MEPSP                              PPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
              40        50        60        70        80            
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP            
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gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (2-15:45-58) 
 
                                            10        20        30  
2MEPSP                              PPREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
              40        50        60        70        80            
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP            
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.8  bits: 18.5 E():   94 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (23-71:107-155) 
 
                       10        20        30        40        50   
2MEPSP         PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
             60        70        80                                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITP                                 
        :..:   :.  .   .::                                          
gi|330 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
        140       150       160       170       180       190       
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 41; 30.8% identity (73.1% similar) in 26 aa overlap (26-51:4-28) 
 
               10        20        30        40        50        60 
2MEPSP PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                ..: :.:. ::  . ..: :. ..:.          
gi|546                       GTMVSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGS 
                                     10         20        30        
 
               70        80                                         
2MEPSP ELTKLGASVEEGPDYCIITP                                         
                                                                    
gi|546 DPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQ 
        40        50        60        70        80        90        
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 17.9 E():   97 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (8-22:152-166) 
 
                                      10        20        30        
2MEPSP                        PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
        40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP 
                                                   
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC               
             190       200       210               
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 17.9 E():   97 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (8-22:152-166) 
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                                      10        20        30        
2MEPSP                        PPREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
        40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP 
                                                   
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC               
             190       200       210               
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 18.2 E():   99 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (73-80:245-252) 
 
             50        60        70        80        
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITP        
                                     : :: :.:        
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
          220       230       240       250          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:02 2011 done: Tue Apr 19 10:58:02 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 311  - 390 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     3     2:* 
  32    10     8:==*= 
  34    10    22:====   * 
  36    38    44:============= * 
  38    63    73:=====================   * 
  40    74   102:=========================        * 
  42   111   125:=====================================    * 
  44   152   138:=============================================*===== 
  46   177   140:==============================================*============ 
  48   116   134:=======================================     * 
  50   152   122:========================================*========== 
  52   119   108:===================================*==== 
  54    97    92:==============================*== 
  56    82    77:=========================*== 
  58    29    63:==========          * 
  60    15    51:=====           * 
  62    29    41:==========   * 
  64    28    33:==========* 
  66    57    26:========*========== 
  68    31    20:======*==== 
  70    16    16:=====* 
  72    12    12:===* 
  74     7    10:===* 
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  76    18     8:==*=== 
  78     3     6:=* 
  80    14     5:=*=== 
  82    12     3:*=== 
  84     5     3:*= 
  86     3     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.86790.00313; mu= 6.7932 0.162 
 mean_var=35.1882 8.988, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.216210 
 Kolmogorov-Smirnov  statistic: 0.0447 (N=29) at  64 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.3     4.5 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.3     6.1 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   52 20.9     6.8 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   57 22.4     6.8 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   52 20.9     6.9 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   51 20.6     8.2 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   51 20.6     8.2 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.3      11 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.3      11 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   51 20.6      11 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.8      11 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.3      11 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.3      12 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.3      12 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   55 21.7      13 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   53 21.1      13 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 20.0      13 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 20.0      14 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   54 21.4      14 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.0      14 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   53 21.1      14 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   53 21.1      14 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   53 21.1      14 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   53 21.1      15 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   53 21.1      15 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   53 21.1      15 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.1      15 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   49 20.0      15 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 19.1      15 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 19.1      16 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.7      16 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   49 19.9      16 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   53 21.1      16 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   52 20.8      17 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.8      18 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 19.1      18 
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gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 20.8      19 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   48 19.6      20 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   54 21.4      22 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   48 19.6      23 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   50 20.2      24 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.8      25 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   51 20.5      26 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 19.6      26 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.6      28 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   50 20.2      28 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   50 20.2      28 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   50 20.2      28 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   50 20.2      28 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   50 20.2      28 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   50 20.2      28 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   50 20.2      28 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   50 20.2      28 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   50 20.2      28 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   50 20.2      28 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.8      28 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   50 20.2      28 
gi|66840996|emb|CAI64397.1| putative leucine-rich  ( 137)   46 19.0      31 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.3      32 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.9      32 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   47 19.3      33 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   52 20.8      34 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   49 19.9      35 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   49 19.9      35 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 20.5      39 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   45 18.7      39 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.8      40 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.5      41 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.3      41 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.7      42 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.5      44 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.7      44 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.4      45 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.0      46 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   44 18.4      50 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   47 19.3      51 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.5      52 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.6      54 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.4      55 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.4      55 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.4      55 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.4      55 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   51 20.4      56 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   51 20.4      56 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.7      58 
gi|4240395|gb|AAD13531.1| major allergen Bla g 1.0 ( 492)   49 19.9      61 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 18.1      62 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 18.1      62 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 18.1      62 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 18.1      62 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 18.1      62 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 19.0      64 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.4      64 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.7      66 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   42 17.8      67 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.1      68 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.1      68 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.1      68 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.1      68 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.1      68 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.1      68 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.1      68 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.8      70 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.8      70 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   50 20.1      70 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.2      70 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 19.0      71 
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gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.1      72 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   48 19.5      72 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.8      72 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.8      72 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   42 17.8      72 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   42 17.8      73 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.9      73 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   46 18.9      74 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   42 17.8      75 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.8      77 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.4      77 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 18.6      80 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   45 18.6      80 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   45 18.6      84 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.8      84 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.8      84 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 18.0      86 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.5      86 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 18.0      87 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.6      87 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.0      89 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.0      90 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.0      90 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.3      90 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 18.0      90 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.4      92 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.3      92 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.0      93 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.2      93 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   43 18.0      95 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   43 18.0      95 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   43 18.0      95 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   43 18.0      95 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   43 18.0      95 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   43 18.0      95 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   43 18.0      95 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   43 18.0      95 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   43 18.0      95 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   43 18.0      95 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   43 18.0      95 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   43 18.0      95 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   43 18.0      95 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.2      96 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   44 18.3      96 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   47 19.2      97 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   47 19.2      97 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   47 19.2      97 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   47 19.2      97 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   47 19.2      97 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   47 19.2      97 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   47 19.2      97 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   47 19.2      97 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   47 19.2      97 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   47 19.2      97 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   47 19.2      97 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   47 19.2      97 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   47 19.2      97 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   47 19.2      97 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.0      97 
gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family prot ( 150)   41 17.4      97 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   46 18.9      98 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.3   1e 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   44 18.3   1e 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.3   1e 
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 90.8  bits: 23.3 E():  4.5 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (3-46:269-312) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
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                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 88.4  bits: 23.3 E():  6.1 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (3-46:399-442) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 87.6  bits: 20.9 E():  6.8 
Smith-Waterman score: 52; 31.4% identity (52.9% similar) in 70 aa overlap (8-71:2-68) 
 
               10           20           30        40        50     
2MEPSP PREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 
              ::: :   . .  :  :   ::  .:. :.. ::     . .:  . :. ... 
gi|833       MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQEL 
                     10        20        30        40        50     
 
           60        70        80                                   
2MEPSP VAIRTELTKLGASVEEGPDYCIITPP                                   
       .:  .  ::: :::  :                                            
gi|833 IAEGS--TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
             60         70        80        90       100       110  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 87.5  bits: 22.4 E():  6.8 
Smith-Waterman score: 57; 26.5% identity (54.4% similar) in 68 aa overlap (3-70:112-178) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    :.:. :..:   :.  .  ..::                       
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|330 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 87.4  bits: 20.9 E():  6.9 
Smith-Waterman score: 52; 30.0% identity (54.3% similar) in 70 aa overlap (8-71:2-68) 
 
               10           20           30        40        50     
2MEPSP PREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 
              ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :. ... 
gi|117       MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINEL 
                     10        20        30        40        50     
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           60        70        80                                   
2MEPSP VAIRTELTKLGASVEEGPDYCIITPP                                   
       .:  .:  :: :::  :                                            
gi|117 IASGSE--KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGL 
           60           70        80        90       100       110  
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 86.0  bits: 20.6 E():  8.2 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (8-71:2-68) 
 
               10           20           30        40        50     
2MEPSP PREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 
              ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :. ... 
gi|461       MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQL 
                     10        20        30        40        50     
 
           60        70        80                                 
2MEPSP VAIRTELTKLGASVEEGPDYCIITPP                                 
       .:  .:  :: :::  :                                          
gi|461 IAEGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
           60           70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 86.0  bits: 20.6 E():  8.2 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (8-71:2-68) 
 
               10           20           30        40        50     
2MEPSP PREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 
              ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :. ... 
gi|416       MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQL 
                     10        20        30        40        50     
 
           60        70        80                                 
2MEPSP VAIRTELTKLGASVEEGPDYCIITPP                                 
       .:  .:  :: :::  :                                          
gi|416 IAEGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
           60           70        80        90       100          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.5  bits: 22.3 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (6-22:399-415) 
 
                                        10        20        30      
2MEPSP                          PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
          40        50        60        70        80                
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.5  bits: 22.3 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (6-22:402-418) 
 
                                        10        20        30      
2MEPSP                          PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
          40        50        60        70        80                
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
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 initn:  45 init1:  45 opt:  51  Z-score: 83.5  bits: 20.6 E():   11 
Smith-Waterman score: 51; 33.3% identity (63.6% similar) in 33 aa overlap (48-79:104-136) 
 
        20        30        40        50        60         70       
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
         80             
2MEPSP ITPP             
       :.:              
gi|110 ISPSQGCQFSSPYWSY 
           140          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.5  bits: 21.8 E():   11 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (22-70:131-179) 
 
                        10        20        30        40        50  
2MEPSP          PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
              60        70        80                                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPP                                
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.4  bits: 22.3 E():   11 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (6-22:403-419) 
 
                                        10        20        30      
2MEPSP                          PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
          40        50        60        70        80                
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.2  bits: 22.3 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (6-22:422-438) 
 
                                        10        20        30      
2MEPSP                          PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
          40        50        60        70        80                
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.2  bits: 22.3 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (6-22:422-438) 
 
                                        10        20        30      
2MEPSP                          PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
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             400       410       420       430       440       450  
 
          40        50        60        70        80                
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 82.7  bits: 21.7 E():   13 
Smith-Waterman score: 55; 26.5% identity (52.9% similar) in 68 aa overlap (3-70:173-239) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
             270       280       290       300       310       320  
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 82.4  bits: 21.1 E():   13 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (3-70:58-124) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
gi|422 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
        150       160       170       180       190       200       
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 82.4  bits: 20.0 E():   13 
Smith-Waterman score: 49; 30.0% identity (52.9% similar) in 70 aa overlap (8-71:2-68) 
 
               10           20           30        40        50     
2MEPSP PREPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERM 
              ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :. ... 
gi|185       MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINEL 
                     10        20        30        40        50     
 
           60        70        80                                   
2MEPSP VAIRTELTKLGASVEEGPDYCIITPP                                   
       .:   :  :: :::  :                                            
gi|185 IASGPE--KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGL 
           60           70        80        90       100       110  
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 82.1  bits: 20.0 E():   14 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (41-79:63-104) 
 
               20        30        40          50        60         
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
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        70        80             
2MEPSP VEEGPDYCIITPP             
       .   : ::.  :              
gi|999 AALVPKYCLQHPHACDLYKNQTVMS 
            100       110        
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 81.9  bits: 21.4 E():   14 
Smith-Waterman score: 54; 26.5% identity (51.5% similar) in 68 aa overlap (3-70:114-180) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    ..:. :..:   :.  .  . ::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
            210       220       230       240       250       260   
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.9  bits: 22.0 E():   14 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (14-46:407-439) 
 
                                10        20        30        40    
2MEPSP                  PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
            50        60        70        80                        
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                        
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.8  bits: 21.1 E():   14 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (3-70:76-142) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|313 AGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          50        60        70        80        90        100     
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|313 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVA 
          110       120       130       140       150       160     
 
gi|313 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          170       180       190       200       210       220     
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.8  bits: 21.1 E():   14 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (3-70:76-142) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|313 AGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          50        60        70        80        90        100     
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10117

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|313 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVA 
          110       120       130       140       150       160     
 
gi|313 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          170       180       190       200       210       220     
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.8  bits: 21.1 E():   14 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (3-70:76-142) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|313 AGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          50        60        70        80        90        100     
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|313 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVA 
          110       120       130       140       150       160     
 
gi|313 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          170       180       190       200       210       220     
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.5  bits: 21.1 E():   15 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (3-70:84-150) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
gi|295 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
            180       190       200       210       220       230   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.5  bits: 21.1 E():   15 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (3-70:86-152) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|109 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.5  bits: 21.1 E():   15 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (3-70:86-152) 
 
                                           10        20        30   

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10118

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|239 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.5  bits: 21.1 E():   15 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (3-70:87-153) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.5  bits: 21.1 E():   15 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (3-70:87-153) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 49; 27.0% identity (57.1% similar) in 63 aa overlap (13-73:36-97) 
 
                                 10        20        30        40   
2MEPSP                   PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  :: : 
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAI-D 
          10        20        30        40        50        60      
 
             50          60        70        80                     
2MEPSP VASWRVKETERM-VAIRT-ELTKLGASVEEGPDYCIITPP                     
       . . ...  . :   ::  :  .:  .. : ::                            
gi|484 IPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDG 
           70        80        90       100       110       120     
 
gi|484 EVQE 
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>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 81.1  bits: 19.1 E():   15 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (33-79:15-61) 
 
             10        20        30        40        50         60  
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTEL 
                                     .:.   :.: ..:  . :..::.: : :.  
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
              70        80          
2MEPSP TKLGASVEEGPDYCIITPP          
         .  . .:  ..:  .:           
gi|124 DGF-IDFDEFISFCNANPGLMKDVAKVF 
            50        60        70  
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.9  bits: 19.1 E():   16 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (33-79:17-63) 
 
             10        20        30        40        50         60  
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTEL 
                                     .:.   :.: ..:  . :..::.: : :.  
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
              70        80          
2MEPSP TKLGASVEEGPDYCIITPP          
         .  . .:  ..:  .:           
gi|124 DGF-IDFDEFISFCNANPGLMKDVAKVF 
          50        60        70    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 80.8  bits: 19.7 E():   16 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (22-71:22-68) 
 
               10        20        30        40        50        60 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
               70        80                                   
2MEPSP LTKLGASVEEGPDYCIITPP                                   
        ::: :::  :                                            
gi|668 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 80.8  bits: 19.9 E():   16 
Smith-Waterman score: 49; 24.4% identity (53.7% similar) in 41 aa overlap (35-75:45-80) 
 
           10        20        30        40        50        60     
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
           70        80                                             
2MEPSP GASVEEGPDYCIITPP                                             
       :.....  .::                                                  
gi|144 GVNTKQYINYCEKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLKKGLLE 
      70        80        90       100       110       120          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 80.8  bits: 21.1 E():   16 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (3-70:112-178) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
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gi|398 AGVQPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|398 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|398 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 80.1  bits: 20.8 E():   17 
Smith-Waterman score: 52; 25.0% identity (54.4% similar) in 68 aa overlap (3-70:75-141) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|134 AIVPPADKYRTFVATFGAASNKAFAEGLSGEPKGGAESSSKAALTSKL-DAAYKLAYKTA 
           50        60        70        80        90        100    
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|134 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
           110       120       130       140       150       160    
 
gi|134 ATAANAAPANDKFTVFEAAFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
           170       180       190       200       210       220    
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 80.1  bits: 20.8 E():   18 
Smith-Waterman score: 52; 25.0% identity (54.4% similar) in 68 aa overlap (3-70:76-142) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|313 AGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          50        60        70        80        90        100     
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|313 EGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVA 
          110       120       130       140       150       160     
 
gi|313 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          170       180       190       200       210       220     
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.9  bits: 19.1 E():   18 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (33-79:26-72) 
 
             10        20        30        40        50         60  
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTEL 
                                     .:.   :.: ..:  . :..::.: : :.  
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
              70        80          
2MEPSP TKLGASVEEGPDYCIITPP          
         .  . .:  ..:  .:           
gi|187 DGF-IDFDEFISFCNANPGLMKDVAKVF 
           60        70        80   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.4  bits: 20.8 E():   19 
Smith-Waterman score: 52; 27.5% identity (52.9% similar) in 51 aa overlap (22-72:113-163) 
 
                        10        20        30        40        50  
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2MEPSP          PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
              60        70        80                                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPP                                
        :..:   :.  .  ..:: :                                        
gi|441 LRVIAGALEVHAVKPATEEVPAAKIPTGELQIVDKIDAAFKIAATAANAAPTNDKFTVFE 
            150       160       170       180       190       200   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.0  bits: 19.6 E():   20 
Smith-Waterman score: 48; 27.3% identity (60.6% similar) in 33 aa overlap (48-79:96-128) 
 
        20        30        40        50         60        70       
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
         80          
2MEPSP ITPP          
       :.:           
gi|244 ISPSQGCQFQSSY 
         130         
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 78.3  bits: 21.4 E():   22 
Smith-Waterman score: 54; 25.4% identity (55.6% similar) in 63 aa overlap (10-71:204-264) 
 
                                    10        20         30         
2MEPSP                      PREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
       40        50        60        70        80                   
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                   
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFG 
           240         250       260       270       280       290  
 
gi|558 GTAKFEAMYLGTCKALTPLMSSRFPELGMNASHCNEMPWIKSVPFIHLGKQATLSDLLNR 
             300       310       320       330       340       350  
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 48; 22.5% identity (50.7% similar) in 71 aa overlap (14-75:90-159) 
 
                                10        20        30        40    
2MEPSP                  PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:. .... . .::   :: .  ..  
gi|281 GEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVAC-PDGGSICKNR 
      60        70        80        90       100        110         
 
            50        60                 70        80 
2MEPSP ASWRVKETERMVAIRTELTK---------LGASVEEGPDYCIITPP 
       . . .:   ..   . .: :         : : .  .::::      
gi|281 SIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC      
      120       130       140       150               
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 77.7  bits: 20.2 E():   24 
Smith-Waterman score: 50; 55.6% identity (72.2% similar) in 18 aa overlap (64-80:180-196) 
 
            40        50        60        70         80             
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPP             
                                     :.: :. : :.::  :::             
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
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gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.2  bits: 20.8 E():   25 
Smith-Waterman score: 52; 25.0% identity (62.5% similar) in 40 aa overlap (1-40:161-200) 
 
                                             10        20        30 
2MEPSP                               PREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :.: . .: : ..:...: . .  ..:.:  
gi|513 YLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEGFLNLTVE 
              140       150       160       170       180       190 
 
               40        50        60        70        80           
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP           
        . :  :  .                                                   
gi|513 EVNATVPDLVNSFSANVKKIYDLGARTFWIHNTGPIGCLSFILTYFPWAEKDSAGCAKAY 
              200       210       220       230       240       250 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.0  bits: 20.5 E():   26 
Smith-Waterman score: 51; 27.8% identity (59.3% similar) in 54 aa overlap (35-80:115-167) 
 
           10        20        30        40        50        60     
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
            70               80                                     
2MEPSP G-ASVEEGP---DYCII----TPP                                     
       : :.. .::    ::..    .::                                     
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.9  bits: 19.6 E():   26 
Smith-Waterman score: 48; 29.6% identity (54.9% similar) in 71 aa overlap (3-67:96-160) 
 
                                           10         20            
2MEPSP                             PREPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
         30        40        50        60        70        80      
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP      
        ::.. . ::    . :.  .: . :.  ..  :.  ::.:                   
gi|501 TAVTS-WLDG----KHVVFGEVAD-EKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130            140        150       160       170         
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.5  bits: 19.6 E():   28 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (74-80:141-147) 
 
            50        60        70        80                        
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                        
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (3-70:87-153) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10123

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (3-70:87-153) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (3-70:87-153) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (3-70:87-153) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10124

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  47 init1:  47 opt:  50  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (3-70:87-153) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (3-70:87-153) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (3-70:87-153) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (3-70:87-153) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
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gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (3-70:87-153) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (3-70:87-153) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 76.3  bits: 20.8 E():   28 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (13-70:297-354) 
 
                                 10        20        30        40   
2MEPSP                   PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
                50        60        70        80                    
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEEGPDYCIITPP                    
         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.3  bits: 20.2 E():   28 
Smith-Waterman score: 50; 25.5% identity (54.9% similar) in 51 aa overlap (22-72:106-156) 
 
                        10        20        30        40        50  
2MEPSP          PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
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              60        70        80                                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPP                                
        :..:   :.  .  ..:: :                                        
gi|144 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
         140       150       160       170       180       190      
 
>>gi|66840996|emb|CAI64397.1| putative leucine-rich repe  (137 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.0 E():   31 
Smith-Waterman score: 46; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:90-109) 
 
                                             10        20        30 
2MEPSP                               PREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :::  : ..::  : . :..           
gi|668 NLSGPLAPELGKLDRLQYLEIDHNRLTGPIPRELAGLSNLKHADFSNNNLCGPIPTTGAF 
      60        70        80        90       100       110          
 
               40        50        60        70        80 
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP 
                                                          
gi|668 QRIPRSSFANNPRLGRKC                                 
     120       130                                        
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.4  bits: 19.3 E():   32 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (15-36:68-88) 
 
                               10        20        30        40     
2MEPSP                 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
           50        60        70        80                         
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                         
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 49; 25.5% identity (54.9% similar) in 51 aa overlap (22-72:81-131) 
 
                        10        20        30        40        50  
2MEPSP          PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
              60        70        80                                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPP                                
        :..:   :.  .  ..:: :                                        
gi|180 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
              120       130       140       150       160       170 
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.2  bits: 19.3 E():   33 
Smith-Waterman score: 47; 50.0% identity (66.7% similar) in 12 aa overlap (68-79:36-47) 
 
        40        50        60        70        80                  
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                  
                                     :  . :::.: :                   
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPGRMRSF 
          10        20        30        40        50        60      
 
gi|727 CSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNGGV 
          70        80        90       100       110       120      
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 52; 25.4% identity (54.0% similar) in 63 aa overlap (10-71:202-262) 
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                                    10        20         30         
2MEPSP                      PREPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..: : . .   .:.     :. . :   
gi|558 PSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDPNGKLLDKSSMSADHFWAVRGGGGE 
             180       190       200       210       220       230  
 
       40        50        60        70        80                   
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                   
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVLKIPKTVQEGAIDLVNKWQLVGPALPGDLMIRIILAG 
             240         250       260       270       280          
 
gi|558 NSATFEAMYLGTCSTLTPLMSSKFPELGMNPSHCNEMSWIKSIPFIHLGKQNLDDLLNRN 
     290       300       310       320       330       340          
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (3-70:87-153) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (3-70:87-153) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 73.9  bits: 20.5 E():   39 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (15-58:343-385) 
 
                               10        20        30        40     
2MEPSP                 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
            50        60        70        80                        
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                        
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 73.8  bits: 18.7 E():   39 
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Smith-Waterman score: 45; 55.6% identity (66.7% similar) in 18 aa overlap (60-77:27-43) 
 
      30        40        50        60        70        80          
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP          
                                     :. :: .:   : :::::             
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.6  bits: 17.8 E():   40 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (39-56:28-45) 
 
       10        20        30        40        50        60         
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
       70        80          
2MEPSP EEGPDYCIITPP          
                             
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.4  bits: 17.5 E():   41 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (17-40:1-24) 
 
               10        20        30        40        50        60 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                       : :. .::  : . :.:  . :.:                     
gi|291                 MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGEVYCNV 
                               10        20        30        40     
 
               70        80  
2MEPSP LTKLGASVEEGPDYCIITPP  
                             
gi|291 CHSRNLINELSERMAGAQVQL 
           50        60      
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.4  bits: 19.3 E():   41 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (15-36:116-136) 
 
                               10        20        30        40     
2MEPSP                 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
           50        60        70        80                         
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                         
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.2  bits: 18.7 E():   42 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (21-67:38-82) 
 
                         10        20        30         40          
2MEPSP           PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
      50        60         70        80                             
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIITPP                             
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        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.9  bits: 20.5 E():   44 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (6-22:430-446) 
 
                                        10        20        30      
2MEPSP                          PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
          40        50        60        70        80                
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (31-52:22-43) 
 
               10        20        30        40        50        60 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     ::: :. . :. :    .: ::         
gi|167          MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGP 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP LTKLGASVEEGPDYCIITPP                                         
                                                                    
gi|167 GTIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGG 
              60        70        80        90       100       110  
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (15-71:7-64) 
 
               10        20         30        40        50          
2MEPSP PREPFGRKHLKAIDVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                     :. . : :. . .:...:....: ..  . :.. . . :...::   
gi|164         MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILK 
                       10        20        30        40        50   
 
      60        70        80                                        
2MEPSP ELTKLGASVEEGPDYCIITPP                                        
       .. . :. .  :                                                 
gi|164 DFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTP 
             60        70        80        90       100       110   
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 72.5  bits: 19.0 E():   46 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (11-45:72-112) 
 
                                   10        20              30     
2MEPSP                     PREPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
           40        50        60        70        80               
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP               
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 44; 30.8% identity (73.1% similar) in 26 aa overlap (25-50:8-32) 
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               10        20        30        40        50        60 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                               ..: :.:. ::  . ..: :. ..:.           
gi|558                  MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKVMVDGCHGSD 
                                10         20        30        40   
 
               70        80                                         
2MEPSP LTKLGASVEEGPDYCIITPP                                         
                                                                    
gi|558 PCIIHRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQ 
             50        60        70        80        90       100   
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 47; 23.5% identity (54.4% similar) in 68 aa overlap (3-70:76-142) 
 
                                           10        20        30   
2MEPSP                             PREPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. ..:. ::  .  
gi|168 AGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKGALTSKL-EAAYKLAYKTS 
          50        60        70        80        90        100     
 
             40        50        60        70        80             
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP             
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|168 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQFIEKVDSALKVA 
          110       120       130       140       150       160     
 
gi|168 ATAANAAAANDKFTVFEAAFNHAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          170       180       190       200       210       220     
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.6  bits: 17.5 E():   52 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (10-39:41-70) 
 
                                    10        20        30          
2MEPSP                      PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
      40        50        60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP 
                                                 
gi|453 CSPKWLQLLVP                               
               80                                
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.2  bits: 19.6 E():   54 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (15-70:269-325) 
 
                               10        20        30        40     
2MEPSP                 PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
           50        60         70        80                        
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGPDYCIITPP                        
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (14-69:90-149) 
 
                                10        20        30        40    
2MEPSP                  PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
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gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                  50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPP 
       .: ...:     ..:.: . .    ::  .::            
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (14-69:90-149) 
 
                                10        20        30        40    
2MEPSP                  PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                  50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPP 
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (14-69:90-149) 
 
                                10        20        30        40    
2MEPSP                  PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                  50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPP 
       .: ...:     ..:.: . .    ::  .::            
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (14-69:90-149) 
 
                                10        20        30        40    
2MEPSP                  PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                  50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPP 
       .: ...:     ..:.: . .    ::  .::            
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
       120       130       140       150       160 
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 70.9  bits: 20.4 E():   56 
Smith-Waterman score: 51; 26.9% identity (57.7% similar) in 52 aa overlap (2-50:84-135) 
 
                                            10        20        30  
2MEPSP                              PREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
                                     .:  .: . . ..::..:  . :. :  .  
gi|289 DQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIMLYDLL 
            60        70        80        90       100       110    
 
              40           50        60        70        80         
2MEPSP LFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGPDYCIITPP         
        ::.   ..  .: :   ::.:                                       
gi|289 YFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLFVDHDV 
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           120       130       140       150       160       170    
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 70.9  bits: 20.4 E():   56 
Smith-Waterman score: 51; 26.9% identity (57.7% similar) in 52 aa overlap (2-50:84-135) 
 
                                            10        20        30  
2MEPSP                              PREPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
                                     .:  .: . . ..::..:  . :. :  .  
gi|283 DQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIMLYDLL 
            60        70        80        90       100       110    
 
              40           50        60        70        80         
2MEPSP LFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGPDYCIITPP         
        ::.   ..  .: :   ::.:                                       
gi|283 YFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLFVDHDV 
           120       130       140       150       160       170    
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 18.7 E():   58 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (7-22:152-167) 
 
                                       10        20        30       
2MEPSP                         PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
         40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP 
                                                    
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC                  
             190       200                          
 
>>gi|4240395|gb|AAD13531.1| major allergen Bla g 1.02 [B  (492 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 70.3  bits: 19.9 E():   61 
Smith-Waterman score: 53; 36.1% identity (61.1% similar) in 36 aa overlap (1-34:392-426) 
 
                                              10         20         
2MEPSP                               PREP-FGRKHLK-AIDVNMNKMPDVAMTLA 
                                     :. :  ::::.. .. .: . . ::   :  
gi|424 PEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGIN-GLIDDVIAILP 
             370       380       390       400        410       420 
 
       30        40        50        60        70        80         
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP         
       :  :.:                                                       
gi|424 VDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDLIQRLKDKGVDVDHF 
              430       440       450       460       470       480 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (25-50:8-32) 
 
               10        20        30        40        50        60 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                               ..: :.:. ::  . ..: :. ..:.           
gi|558                  MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSD 
                                10         20        30        40   
 
               70        80                                         
2MEPSP LTKLGASVEEGPDYCIITPP                                         
                                                                    
gi|558 PCIIHRGKPFTLEALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQ 
             50        60        70        80        90       100   
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (25-50:8-32) 
 
               10        20        30        40        50        60 
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2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                               ..: :.:. ::  . ..: :. ..:.           
gi|218                  MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSD 
                                10         20        30        40   
 
               70        80                                         
2MEPSP LTKLGASVEEGPDYCIITPP                                         
                                                                    
gi|218 PCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQ 
             50        60        70        80        90       100   
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (25-50:8-32) 
 
               10        20        30        40        50        60 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                               ..: :.:. ::  . ..: :. ..:.           
gi|864                  MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSD 
                                10         20        30        40   
 
               70        80                                         
2MEPSP LTKLGASVEEGPDYCIITPP                                         
                                                                    
gi|864 PCIIHRGKPFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQ 
             50        60        70        80        90       100   
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (25-50:8-32) 
 
               10        20        30        40        50        60 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                               ..: :.:. ::  . ..: :. ..:.           
gi|558                  MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSD 
                                10         20        30        40   
 
               70        80                                         
2MEPSP LTKLGASVEEGPDYCIITPP                                         
                                                                    
gi|558 PCIIHRGKPFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQ 
             50        60        70        80        90       100   
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (25-50:8-32) 
 
               10        20        30        40        50        60 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                               ..: :.:. ::  . ..: :. ..:.           
gi|256                  MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSD 
                                10         20        30        40   
 
               70        80                                         
2MEPSP LTKLGASVEEGPDYCIITPP                                         
                                                                    
gi|256 PCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQ 
             50        60        70        80        90       100   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 46; 23.1% identity (50.8% similar) in 65 aa overlap (8-70:76-140) 
 
                                      10        20          30      
2MEPSP                        PREPFGRKHLKAIDVNMNKMP--DVAMTLAVVALFAD 
                                     .: . .  . . .:  :.:...:  :  .  
gi|481 EDINVGFKAAVAARQRPAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGA 
          50        60        70        80        90       100      
 
          40        50        60        70        80                
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                
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        : :  :     . :. :..:   :.  .   .::                          
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 18.4 E():   64 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (72-79:172-179) 
 
              50        60        70        80       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP       
                                     : :: :.:        
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
             150       160       170       180       
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.6  bits: 15.7 E():   66 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (10-40:2-30) 
 
               10         20        30        40        50          
2MEPSP PREPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                .::. : : .. :     ..  :  .::::..                    
gi|122         MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV                    
                       10           20        30                    
 
      60        70        80 
2MEPSP ELTKLGASVEEGPDYCIITPP 
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 17.8 E():   67 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (60-77:12-29) 
 
      30        40        50        60        70        80          
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP          
                                     :. :. .. ..: : :::             
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (14-45:89-118) 
 
                                10        20        30        40    
2MEPSP                  PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
            50        60        70        80       
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP       
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (14-45:90-119) 
 
                                10        20        30        40    
2MEPSP                  PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
            50        60        70        80       
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP       
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       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (14-45:90-119) 
 
                                10        20        30        40    
2MEPSP                  PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            50        60        70        80       
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP       
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (14-36:90-112) 
 
                                10        20        30        40    
2MEPSP                  PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
            50        60        70        80     
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP     
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (14-45:90-119) 
 
                                10        20        30        40    
2MEPSP                  PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            50        60        70        80       
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP       
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (14-45:90-119) 
 
                                10        20        30        40    
2MEPSP                  PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            50        60        70        80       
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP       
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (14-45:90-119) 
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                                10        20        30        40    
2MEPSP                  PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            50        60        70        80       
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP       
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 69.2  bits: 19.8 E():   70 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (37-75:336-369) 
 
         10        20        30        40        50        60       
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
          70        80                                              
2MEPSP S-VEEGPDYCIITPP                                              
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.2  bits: 19.8 E():   70 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (37-49:336-348) 
 
         10        20        30        40        50        60       
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
         70        80                                               
2MEPSP SVEEGPDYCIITPP                                               
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 69.2  bits: 20.1 E():   70 
Smith-Waterman score: 50; 23.6% identity (54.5% similar) in 55 aa overlap (10-64:178-227) 
 
                                    10        20        30          
2MEPSP                      PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :... :....  .. . :      :.:    
gi|425 QQLEDTRHRLEEEERKRASLENHAHTLEVELESLKVQLDEESEARLELERQLTKANG--- 
       150       160       170       180       190       200        
 
      40        50        60        70        80                    
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                    
         :.:::. :   .. :   :. .:                                    
gi|425 --DAASWKSKYEAELQAHADEVEELRRKMAQKISEYEEQLEALLNKCSSLEKQKSRLQSE 
            210       220       230       240       250       260   
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.1  bits: 19.2 E():   70 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (28-46:15-35) 
 
               10        20        30          40        50         
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIR 
                                  :.:. :.:.:  .  :  :.:             
gi|908              MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAV 
                            10        20        30        40        
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       60        70        80                                       
2MEPSP TELTKLGASVEEGPDYCIITPP                                       
                                                                    
gi|908 GFGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYI 
        50        60        70        80        90       100        
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 19.0 E():   71 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (22-70:125-173) 
 
                        10        20        30        40        50  
2MEPSP          PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
              60        70        80                                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPP                                
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKATPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
          160       170       180       190       200       210     
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.1 E():   72 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (7-22:43-58) 
 
                                       10        20        30       
2MEPSP                         PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
         40        50        60        70        80                 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                 
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.9  bits: 19.5 E():   72 
Smith-Waterman score: 48; 23.8% identity (58.7% similar) in 63 aa overlap (8-70:315-376) 
 
                                      10        20        30        
2MEPSP                        PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
                                     ...: ..:....  ..:  :.   ..:    
gi|845 ALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEA-EAAALLGGKRVIAKLE 
          290       300       310       320        330       340    
 
        40        50        60        70        80                  
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                  
       : :::. .   .::.:    .. : :    ..:                            
gi|845 TRIRDLETALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMN 
           350       360       370       380       390       400    
 
gi|845 IQKRQLGEAESFTMANIQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASA 
           410       420       430       440       450       460    
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (23-39:8-26) 
 
               10        20        30          40        50         
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIR 
                             ::: :::....  : .:::                    
gi|300                MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINAS 
                              10        20        30        40      
 
       60        70        80                                       
2MEPSP TELTKLGASVEEGPDYCIITPP                                       
                                                                    
gi|300 FRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHA 
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          50        60        70        80        90       100      
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (23-39:8-26) 
 
               10        20        30          40        50         
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIR 
                             ::: :::....  : .:::                    
gi|300                MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNAS 
                              10        20        30        40      
 
       60        70        80                                       
2MEPSP TELTKLGASVEEGPDYCIITPP                                       
                                                                    
gi|300 FRAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHA 
          50        60        70        80        90       100      
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 42; 31.4% identity (49.0% similar) in 51 aa overlap (35-80:73-120) 
 
           10        20        30        40        50         60    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
            70            80                   
2MEPSP LGASVEEGPDYCIIT----PP                   
        :  : : : .: :.    ::                   
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN 
     100       110       120       130         
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.9  bits: 17.8 E():   73 
Smith-Waterman score: 42; 31.4% identity (49.0% similar) in 51 aa overlap (35-80:37-84) 
 
           10        20        30        40        50         60    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
            70            80                                        
2MEPSP LGASVEEGPDYCIIT----PP                                        
        :  : : : .: :.    ::                                        
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.8  bits: 18.9 E():   73 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (29-76:178-227) 
 
                 10        20        30        40        50         
2MEPSP   PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
        60        70         80                                     
2MEPSP RTELTKLGASVEEGP-DYCIITPP                                     
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 18.9 E():   74 
Smith-Waterman score: 46; 26.5% identity (55.1% similar) in 49 aa overlap (22-70:101-149) 
 
                        10        20        30        40        50  
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2MEPSP          PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
              60        70        80                                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPP                                
        :..:   :.  .  ..::                                          
gi|249 LRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAPANDKFTVFEGA 
              140       150       160       170       180       190 
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 42; 31.4% identity (49.0% similar) in 51 aa overlap (35-80:31-78) 
 
           10        20        30        40        50         60    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
            70            80                                        
2MEPSP LGASVEEGPDYCIIT----PP                                        
        :  : : : .: :.    ::                                        
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (19-37:2-20) 
 
               10        20        30        40        50        60 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                         :.  .:... :::. :.::                        
gi|157                  MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLAN 
                                10        20        30        40    
 
               70        80                                         
2MEPSP LTKLGASVEEGPDYCIITPP                                         
                                                                    
gi|157 GAPDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKA 
            50        60        70        80        90       100    
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.4  bits: 18.4 E():   77 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (25-55:121-151) 
 
                     10        20        30        40        50     
2MEPSP       PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
           60        70        80                                   
2MEPSP VAIRTELTKLGASVEEGPDYCIITPP                                   
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (22-70:93-141) 
 
                        10        20        30        40        50  
2MEPSP          PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
              60        70        80                                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPP                                
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        :..:   :.  .   .::                                          
gi|168 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
            130       140       150       160       170       180   
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (22-70:96-144) 
 
                        10        20        30        40        50  
2MEPSP          PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
              60        70        80                                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPP                                
        :..:   :.  .   .::                                          
gi|285 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
         130       140       150       160       170       180      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (22-70:107-155) 
 
                        10        20        30        40        50  
2MEPSP          PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
              60        70        80                                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPP                                
        :..:   :.  .   .::                                          
gi|330 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
        140       150       160       170       180       190       
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (14-45:90-119) 
 
                                10        20        30        40    
2MEPSP                  PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
            50        60        70        80       
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP       
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (14-36:90-112) 
 
                                10        20        30        40    
2MEPSP                  PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
            50        60        70        80     
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP     
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.0 E():   86 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (1-14:41-54) 
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                                             10        20        30 
2MEPSP                               PREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|144 LGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
               20        30        40        50        60        70 
 
               40        50        60        70        80           
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP           
                                                                    
gi|144 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
               80        90       100       110       120       130 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (10-36:44-71) 
 
                                    10         20        30         
2MEPSP                      PREPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
       40        50        60        70        80                   
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                   
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.0 E():   87 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (1-14:45-58) 
 
                                             10        20        30 
2MEPSP                               PREPFGRKHLKAIDVNMNKMPDVAMTLAVV 
                                     :  :::.  .  ::                 
gi|622 LGEPIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGK 
           20        30        40        50        60        70     
 
               40        50        60        70        80           
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP           
                                                                    
gi|622 QFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKF 
           80        90       100       110       120       130     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.4  bits: 18.6 E():   87 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (43-72:227-256) 
 
             20        30        40        50        60        70   
2MEPSP IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
             80                                             
2MEPSP DYCIITPP                                             
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.0 E():   89 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (70-80:3-13) 
 
      40        50        60        70        80                    
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                    
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
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gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.0 E():   90 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (7-21:152-166) 
 
                                       10        20        30       
2MEPSP                         PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
         40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP 
                                                    
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC                
             190       200       210                
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.0 E():   90 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (7-21:152-166) 
 
                                       10        20        30       
2MEPSP                         PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
         40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP 
                                                    
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC                
             190       200       210                
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 18.3 E():   90 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (72-79:245-252) 
 
              50        60        70        80       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP       
                                     : :: :.:        
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
          220       230       240       250          
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.0 E():   90 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (73-80:116-123) 
 
             50        60        70        80                       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                       
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
 
gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 41; 30.8% identity (73.1% similar) in 26 aa overlap (25-50:4-28) 
 
               10        20        30        40        50        60 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                               ..: :.:. ::  . ..: :. ..:.           
gi|546                      GTMVSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSD 
                                    10         20        30         
 
               70        80                                         
2MEPSP LTKLGASVEEGPDYCIITPP                                         
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gi|546 PCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQ 
       40        50        60        70        80        90         
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 18.3 E():   92 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (20-34:1-15) 
 
               10        20        30        40        50        60 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                          : . ...: ::::::                           
gi|386                    MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKW 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP LTKLGASVEEGPDYCIITPP                                         
                                                                    
gi|386 LDAKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCT 
              50        60        70        80        90       100  
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (73-80:109-116) 
 
             50        60        70        80                       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                       
                                     .:: : ::                       
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
       80        90       100       110       120       130         
 
gi|616 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
      140       150       160       170       180       190         
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.8  bits: 19.2 E():   93 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (32-53:469-490) 
 
              10        20        30        40        50        60  
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
              70        80 
2MEPSP TKLGASVEEGPDYCIITPP 
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (73-80:115-122) 
 
             50        60        70        80                       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                       
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (73-80:115-122) 
 
             50        60        70        80                       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                       
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
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>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (73-80:115-122) 
 
             50        60        70        80                       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                       
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (73-80:115-122) 
 
             50        60        70        80                       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                       
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPPNVNKIEEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (73-80:115-122) 
 
             50        60        70        80                       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                       
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (73-80:115-122) 
 
             50        60        70        80                       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                       
                                     .:: : ::                       
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|223 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (73-80:115-122) 
 
             50        60        70        80                       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                       
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (73-80:115-122) 
 
             50        60        70        80                       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                       
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                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (73-80:115-122) 
 
             50        60        70        80                       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                       
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPPNVNKIEEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (73-80:115-122) 
 
             50        60        70        80                       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                       
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (73-80:115-122) 
 
             50        60        70        80                       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                       
                                     .:: : ::                       
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|837 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 45; 24.3% identity (61.4% similar) in 70 aa overlap (16-77:123-188) 
 
                              10        20         30        40     
2MEPSP                PREPFGRKHLKAIDVNMNKMPD-VAMTLAVVALFADGPTAIRDVA 
                                     :.::. . .:.: ...:..     .:.:.  
gi|217 YYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVII----GIKDLD 
            100       110       120       130       140             
 
           50            60           70        80                  
2MEPSP SWRVKETERMV----AIRTE---LTKLGASVEEGPDYCIITPP                  
       ..:  . : ..    . .:.   .. .: :  .: :: :.                     
gi|217 AFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYFAANI 
      150       160       170       180       190       200         
 
gi|217 DLMMIEEYPYVVIL 
      210       220   
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 45; 24.3% identity (61.4% similar) in 70 aa overlap (16-77:123-188) 
 
                              10        20         30        40     
2MEPSP                PREPFGRKHLKAIDVNMNKMPD-VAMTLAVVALFADGPTAIRDVA 
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                                     :.::. . .:.: ...:..     .:.:.  
gi|217 YYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVII----GIKDLD 
            100       110       120       130       140             
 
           50            60           70        80                  
2MEPSP SWRVKETERMV----AIRTE---LTKLGASVEEGPDYCIITPP                  
       ..:  . : ..    . .:.   .. .: :  .: :: :.                     
gi|217 AFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGYGYFAANI 
      150       160       170       180       190       200         
 
gi|217 DLMMIEEYPYVVIL 
      210       220   
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.7  bits: 19.2 E():   96 
Smith-Waterman score: 48; 28.9% identity (57.9% similar) in 38 aa overlap (35-71:122-159) 
 
           10        20        30        40         50        60    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR-DVASWRVKETERMVAIRTELTK 
                                     ::  :   : :.:. ..     :  :...  
gi|476 AVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIAAYPDPAKWKNSKIWMHFARLTDFNL 
             100       110       120       130       140       150  
 
            70        80                                            
2MEPSP LGASVEEGPDYCIITPP                                            
       .:..: .:                                                     
gi|476 MGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTLTNSPEFHLV 
             160       170       180       190       200       210  
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 44; 29.4% identity (47.1% similar) in 34 aa overlap (48-80:170-203) 
 
        20        30        40        50        60        70        
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
         80                                                         
2MEPSP ITPP                                                         
       : ::                                                         
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (35-71:121-158) 
 
           10        20        30         40        50        60    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            70        80                                            
2MEPSP LGASVEEGPDYCIITPP                                            
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (35-71:121-158) 
 
           10        20        30         40        50        60    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
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            70        80                                            
2MEPSP LGASVEEGPDYCIITPP                                            
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (35-71:121-158) 
 
           10        20        30         40        50        60    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            70        80                                            
2MEPSP LGASVEEGPDYCIITPP                                            
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (35-71:121-158) 
 
           10        20        30         40        50        60    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|117 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            70        80                                            
2MEPSP LGASVEEGPDYCIITPP                                            
       .: .: .:                                                     
gi|117 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (35-71:121-158) 
 
           10        20        30         40        50        60    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            70        80                                            
2MEPSP LGASVEEGPDYCIITPP                                            
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (35-71:121-158) 
 
           10        20        30         40        50        60    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            70        80                                            
2MEPSP LGASVEEGPDYCIITPP                                            
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  46 init1:  46 opt:  47  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (35-71:121-158) 
 
           10        20        30         40        50        60    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            70        80                                            
2MEPSP LGASVEEGPDYCIITPP                                            
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (35-71:121-158) 
 
           10        20        30         40        50        60    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            70        80                                            
2MEPSP LGASVEEGPDYCIITPP                                            
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (35-71:121-158) 
 
           10        20        30         40        50        60    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            70        80                                            
2MEPSP LGASVEEGPDYCIITPP                                            
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (35-71:121-158) 
 
           10        20        30         40        50        60    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            70        80                                            
2MEPSP LGASVEEGPDYCIITPP                                            
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (35-71:121-158) 
 
           10        20        30         40        50        60    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
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              100       110       120       130       140       150 
 
            70        80                                            
2MEPSP LGASVEEGPDYCIITPP                                            
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (35-71:121-158) 
 
           10        20        30         40        50        60    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            70        80                                            
2MEPSP LGASVEEGPDYCIITPP                                            
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (35-71:121-158) 
 
           10        20        30         40        50        60    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            70        80                                            
2MEPSP LGASVEEGPDYCIITPP                                            
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (35-71:121-158) 
 
           10        20        30         40        50        60    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            70        80                                            
2MEPSP LGASVEEGPDYCIITPP                                            
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (70-80:20-30) 
 
      40        50        60        70        80                    
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP                    
                                     .: ::: :  :                    
gi|510            MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNC 
                          10        20        30        40          
 
gi|510 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
      50        60        70        80        90       100          
 
>>gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family protein   (150 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.5  bits: 17.4 E():   97 
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Smith-Waterman score: 41; 33.3% identity (53.3% similar) in 45 aa overlap (30-73:58-100) 
 
                10        20        30        40        50          
2MEPSP  PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET-ERMVAIR 
                                     :  ::.   ::.:.   . ::.   . : . 
gi|155 LDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFANDHPAIKDAYEAEKKEVLAAQQAAE 
        30        40        50        60        70        80        
 
       60        70        80                                       
2MEPSP TELTKLGASVEEGPDYCIITPP                                       
        :  :: :..   ::                                              
gi|155 EEHKKLVAALP--PDAQKADAELTATADDASLTLAAKHDKIVQTFESLPPAVKEELNKLN 
        90         100       110       120       130       140      
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 66.5  bits: 18.9 E():   98 
Smith-Waterman score: 46; 31.7% identity (53.7% similar) in 41 aa overlap (31-71:136-174) 
 
               10        20        30        40        50        60 
2MEPSP PREPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     :. . :  ..  :.::.::     :   .  
gi|558 IAAENVIDVKLVDANGKLHDKKSMGDDHFWAVRGGGGESFGIVVSWQVKLLP--VPPTVT 
         110       120       130       140       150         160    
 
               70        80                                         
2MEPSP LTKLGASVEEGPDYCIITPP                                         
       . :.  :: ::                                                  
gi|558 IFKIPKSVSEGAVDIINKWQLVAPQLPADLMIRIIAMGPKATFEAMYLGTCKTLTPMMQS 
           170       180       190       200       210       220    
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 18.3 E(): 1e 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (72-79:272-279) 
 
              50        60        70        80       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP       
                                     : :: :.:        
gi|170 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
             250       260       270       280       
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 18.3 E(): 1e 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (72-79:272-279) 
 
              50        60        70        80       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP       
                                     : :: :.:        
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
             250       260       270       280       
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 18.3 E(): 1e 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (72-79:272-279) 
 
              50        60        70        80       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPP       
                                     : :: :.:        
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
             250       260       270       280       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:02 2011 done: Tue Apr 19 10:58:02 2011 
 Total Scan time:  0.030 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
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FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 312  - 391 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     3     0:= 
  28     0     0: 
  30     6     2:*= 
  32     7     8:==* 
  34    10    22:====   * 
  36    36    44:============  * 
  38    62    73:=====================   * 
  40    78   102:==========================       * 
  42   123   125:=========================================* 
  44   145   138:=============================================*=== 
  46   171   140:==============================================*========== 
  48   126   134:==========================================  * 
  50   144   122:========================================*======= 
  52   121   108:===================================*===== 
  54    93    92:==============================* 
  56    81    77:=========================*= 
  58    32    63:===========         * 
  60    15    51:=====           * 
  62    30    41:==========   * 
  64    26    33:========= * 
  66    54    26:========*========= 
  68    34    20:======*===== 
  70    18    16:=====* 
  72    10    12:===* 
  74     7    10:===* 
  76    15     8:==*== 
  78     2     6:=* 
  80    17     5:=*==== 
  82    12     3:*=== 
  84     4     3:*= 
  86     3     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.89480.00311; mu= 6.6062 0.160 
 mean_var=35.6259 9.049, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.214878 
 Kolmogorov-Smirnov  statistic: 0.0434 (N=29) at  64 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10152

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

The best scores are:                                      opt bits E(1491) 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.3     4.6 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.2     6.2 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   52 20.9     6.9 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   57 22.3       7 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   52 20.9       7 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   51 20.6     8.4 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   51 20.6     8.4 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.9     9.4 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.3      12 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.3      12 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.7      12 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.3      12 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.3      12 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.3      12 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   55 21.7      13 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   50 20.2      13 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.9      13 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   53 21.1      13 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.9      14 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   54 21.4      14 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.0      14 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   53 21.1      14 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   53 21.1      14 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   53 21.1      14 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   53 21.1      15 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   53 21.1      15 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   53 21.1      15 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.1      15 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   49 19.9      15 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 19.0      16 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.8      16 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 19.0      16 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.6      16 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   53 21.1      16 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.9      16 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.1      17 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   52 20.8      18 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.8      18 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 19.0      18 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 20.8      20 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   54 21.4      23 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   48 19.6      24 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 19.6      26 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.6      28 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   50 20.2      28 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   50 20.2      28 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   50 20.2      28 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   50 20.2      28 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   50 20.2      28 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   50 20.2      28 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   50 20.2      28 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   50 20.2      28 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   50 20.2      28 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   50 20.2      28 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.8      29 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   50 20.2      29 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.3      32 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.9      32 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   47 19.3      33 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   52 20.8      34 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   49 19.9      35 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   49 19.9      35 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 20.5      39 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   45 18.7      39 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.8      40 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.5      41 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.3      41 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.7      42 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.4      44 
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gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.7      45 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.4      45 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.0      47 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   44 18.4      50 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.5      52 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   47 19.3      52 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.5      55 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.4      55 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.4      55 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.4      55 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.4      55 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   51 20.4      57 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   51 20.4      57 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.7      59 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 18.1      62 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 18.1      62 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 18.1      62 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 18.1      62 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 18.1      62 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      64 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.4      65 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 18.9      65 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.7      66 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   42 17.8      68 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.1      68 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.1      68 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.1      68 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.1      68 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.1      68 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.1      68 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.1      68 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.8      71 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.8      71 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   50 20.1      71 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.2      71 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.9      71 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.1      72 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.8      72 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   42 17.8      72 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.8      72 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   48 19.5      73 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   42 17.8      73 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.9      73 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   46 18.9      74 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      74 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      74 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   42 17.8      75 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.8      77 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.3      78 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 18.6      80 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   45 18.6      81 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   45 18.6      84 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.7      84 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.7      84 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.5      86 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.6      88 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.0      90 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.0      90 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.0      90 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 18.0      91 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.3      91 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.6      92 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.4      92 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.3      92 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.0      93 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.2      94 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   43 18.0      96 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   43 18.0      96 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   43 18.0      96 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   43 18.0      96 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   43 18.0      96 
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gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   43 18.0      96 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   43 18.0      96 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   43 18.0      96 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   43 18.0      96 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   43 18.0      96 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   43 18.0      96 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   43 18.0      96 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   43 18.0      96 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.2      96 
gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family prot ( 150)   41 17.4      97 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.0      97 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   47 19.2      98 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   47 19.2      98 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   47 19.2      98 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   47 19.2      98 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   47 19.2      98 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   47 19.2      98 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   47 19.2      98 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   47 19.2      98 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   47 19.2      98 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   47 19.2      98 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   47 19.2      98 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   47 19.2      98 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   47 19.2      98 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   47 19.2      98 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   46 18.9      99 
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 90.6  bits: 23.3 E():  4.6 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (2-45:269-312) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 88.2  bits: 23.2 E():  6.2 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (2-45:399-442) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 87.4  bits: 20.9 E():  6.9 
Smith-Waterman score: 52; 31.4% identity (52.9% similar) in 70 aa overlap (7-70:2-68) 
 
               10           20           30        40        50     
2MEPSP REPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 
             ::: :   . .  :  :   ::  .:. :.. ::     . .:  . :. .... 
gi|833      MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELI 
                    10        20        30        40        50      
 
           60        70        80                                  
2MEPSP AIRTELTKLGASVEEGPDYCIITPPE                                  
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       :  .  ::: :::  :                                            
gi|833 AEGS--TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
            60         70        80        90       100       110  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 87.3  bits: 22.3 E():    7 
Smith-Waterman score: 57; 26.5% identity (54.4% similar) in 68 aa overlap (2-69:112-178) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    :.:. :..:   :.  .  ..::                       
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|330 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 87.3  bits: 20.9 E():    7 
Smith-Waterman score: 52; 30.0% identity (54.3% similar) in 70 aa overlap (7-70:2-68) 
 
               10           20           30        40        50     
2MEPSP REPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 
             ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :. .... 
gi|117      MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELI 
                    10        20        30        40        50      
 
           60        70        80                                   
2MEPSP AIRTELTKLGASVEEGPDYCIITPPE                                   
       :  .:  :: :::  :                                             
gi|117 ASGSE--KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLF 
          60           70        80        90       100       110   
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 85.9  bits: 20.6 E():  8.4 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (7-70:2-68) 
 
               10           20           30        40        50     
2MEPSP REPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 
             ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :. .... 
gi|461      MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLI 
                    10        20        30        40        50      
 
           60        70        80                                
2MEPSP AIRTELTKLGASVEEGPDYCIITPPE                                
       :  .:  :: :::  :                                          
gi|461 AEGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          60           70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 85.9  bits: 20.6 E():  8.4 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (7-70:2-68) 
 
               10           20           30        40        50     
2MEPSP REPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 
             ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :. .... 
gi|416      MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLI 
                    10        20        30        40        50      
 
           60        70        80                                
2MEPSP AIRTELTKLGASVEEGPDYCIITPPE                                
       :  .:  :: :::  :                                          
gi|416 AEGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
          60           70        80        90       100          
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>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 85.0  bits: 20.9 E():  9.4 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (47-80:104-138) 
 
         20        30        40        50         60        70      
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
          80            
2MEPSP ITPPE            
       :.: .            
gi|110 ISPSQGCQFSSPYWSY 
           140          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (5-21:399-415) 
 
                                         10        20        30     
2MEPSP                           REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
           40        50        60        70        80               
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE               
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 
      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (5-21:402-418) 
 
                                         10        20        30     
2MEPSP                           REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
           40        50        60        70        80               
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE               
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.3  bits: 21.7 E():   12 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (21-69:131-179) 
 
                         10        20        30        40        50 
2MEPSP           REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
               60        70        80                               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPE                               
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (5-21:403-419) 
 
                                         10        20        30     
2MEPSP                           REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
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gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
           40        50        60        70        80               
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE               
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.0  bits: 22.3 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (5-21:422-438) 
 
                                         10        20        30     
2MEPSP                           REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
           40        50        60        70        80               
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE               
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.0  bits: 22.3 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (5-21:422-438) 
 
                                         10        20        30     
2MEPSP                           REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
           40        50        60        70        80               
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE               
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 82.5  bits: 21.7 E():   13 
Smith-Waterman score: 55; 26.5% identity (52.9% similar) in 68 aa overlap (2-69:173-239) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
             270       280       290       300       310       320  
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 82.4  bits: 20.2 E():   13 
Smith-Waterman score: 50; 24.0% identity (52.0% similar) in 50 aa overlap (34-80:45-89) 
 
            10        20        30        40        50        60    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
            70           80                                         
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2MEPSP GASVEEGPDYC---IITPPE                                         
       :.....  .::    :.: .                                         
gi|144 GVNTKQYINYCEKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLKKGLLE 
      70        80        90       100       110       120          
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 82.3  bits: 19.9 E():   13 
Smith-Waterman score: 49; 30.0% identity (52.9% similar) in 70 aa overlap (7-70:2-68) 
 
               10           20           30        40        50     
2MEPSP REPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMV 
             ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :. .... 
gi|185      MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELI 
                    10        20        30        40        50      
 
           60        70        80                                   
2MEPSP AIRTELTKLGASVEEGPDYCIITPPE                                   
       :   :  :: :::  :                                             
gi|185 ASGPE--KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLF 
          60           70        80        90       100       110   
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 82.2  bits: 21.1 E():   13 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (2-69:58-124) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
gi|422 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
        150       160       170       180       190       200       
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 82.0  bits: 19.9 E():   14 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (40-78:63-104) 
 
      10        20        30        40          50        60        
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
         70        80            
2MEPSP VEEGPDYCIITPPE            
       .   : ::.  :              
gi|999 AALVPKYCLQHPHACDLYKNQTVMS 
            100       110        
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 81.8  bits: 21.4 E():   14 
Smith-Waterman score: 54; 26.5% identity (51.5% similar) in 68 aa overlap (2-69:114-180) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    ..:. :..:   :.  .  . ::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
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gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
            210       220       230       240       250       260   
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.7  bits: 22.0 E():   14 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (13-45:407-439) 
 
                                 10        20        30        40   
2MEPSP                   REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
             50        60        70        80                       
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                       
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.6  bits: 21.1 E():   14 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (2-69:76-142) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|313 AGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          50        60        70        80        90        100     
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|313 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVA 
          110       120       130       140       150       160     
 
gi|313 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          170       180       190       200       210       220     
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.6  bits: 21.1 E():   14 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (2-69:76-142) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|313 AGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          50        60        70        80        90        100     
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|313 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVA 
          110       120       130       140       150       160     
 
gi|313 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          170       180       190       200       210       220     
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.6  bits: 21.1 E():   14 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (2-69:76-142) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|313 AGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          50        60        70        80        90        100     
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    ..:. :..:   :.  .  ..::                       
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gi|313 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVA 
          110       120       130       140       150       160     
 
gi|313 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          170       180       190       200       210       220     
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.4  bits: 21.1 E():   15 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (2-69:84-150) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
gi|295 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
            180       190       200       210       220       230   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.4  bits: 21.1 E():   15 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (2-69:86-152) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|109 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.3  bits: 21.1 E():   15 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (2-69:86-152) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|239 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.3  bits: 21.1 E():   15 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (2-69:87-153) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
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         60        70        80        90       100        110      
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.3  bits: 21.1 E():   15 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (2-69:87-153) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 81.2  bits: 19.9 E():   15 
Smith-Waterman score: 49; 27.0% identity (57.1% similar) in 63 aa overlap (12-72:36-97) 
 
                                  10        20        30        40  
2MEPSP                    REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  :: : 
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAI-D 
          10        20        30        40        50        60      
 
              50          60        70        80                    
2MEPSP VASWRVKETERM-VAIRT-ELTKLGASVEEGPDYCIITPPE                    
       . . ...  . :   ::  :  .:  .. : ::                            
gi|484 IPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDG 
           70        80        90       100       110       120     
 
gi|484 EVQE 
            
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 81.0  bits: 19.0 E():   16 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (32-78:15-61) 
 
              10        20        30        40        50         60 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTEL 
                                     .:.   :.: ..:  . :..::.: : :.  
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
               70        80         
2MEPSP TKLGASVEEGPDYCIITPPE         
         .  . .:  ..:  .:           
gi|124 DGF-IDFDEFISFCNANPGLMKDVAKVF 
            50        60        70  
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 80.9  bits: 20.8 E():   16 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (63-80:180-197) 
 
             40        50        60        70         80            
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPE            
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                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.8  bits: 19.0 E():   16 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (32-78:17-63) 
 
              10        20        30        40        50         60 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTEL 
                                     .:.   :.: ..:  . :..::.: : :.  
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
               70        80         
2MEPSP TKLGASVEEGPDYCIITPPE         
         .  . .:  ..:  .:           
gi|124 DGF-IDFDEFISFCNANPGLMKDVAKVF 
          50        60        70    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 80.7  bits: 19.6 E():   16 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (21-70:22-68) 
 
                10        20        30        40        50          
2MEPSP  REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
      60        70        80                                  
2MEPSP LTKLGASVEEGPDYCIITPPE                                  
        ::: :::  :                                            
gi|668 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 80.6  bits: 21.1 E():   16 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (2-69:112-178) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|398 AGVQPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|398 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|398 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 80.6  bits: 19.9 E():   16 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (47-80:96-130) 
 
         20        30        40        50         60        70      
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
          80         
2MEPSP ITPPE         
       :.: .         
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gi|244 ISPSQGCQFQSSY 
         130         
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 80.3  bits: 21.1 E():   17 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (34-80:115-168) 
 
            10        20        30        40        50        60    
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
             70               80                                    
2MEPSP G-ASVEEGP---DYCII----TPPE                                    
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 80.0  bits: 20.8 E():   18 
Smith-Waterman score: 52; 25.0% identity (54.4% similar) in 68 aa overlap (2-69:75-141) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|134 AIVPPADKYRTFVATFGAASNKAFAEGLSGEPKGGAESSSKAALTSKL-DAAYKLAYKTA 
           50        60        70        80        90        100    
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|134 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
           110       120       130       140       150       160    
 
gi|134 ATAANAAPANDKFTVFEAAFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
           170       180       190       200       210       220    
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 80.0  bits: 20.8 E():   18 
Smith-Waterman score: 52; 25.0% identity (54.4% similar) in 68 aa overlap (2-69:76-142) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|313 AGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          50        60        70        80        90        100     
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|313 EGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVA 
          110       120       130       140       150       160     
 
gi|313 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          170       180       190       200       210       220     
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.9  bits: 19.0 E():   18 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (32-78:26-72) 
 
              10        20        30        40        50         60 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTEL 
                                     .:.   :.: ..:  . :..::.: : :.  
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
               70        80         
2MEPSP TKLGASVEEGPDYCIITPPE         
         .  . .:  ..:  .:           
gi|187 DGF-IDFDEFISFCNANPGLMKDVAKVF 
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           60        70        80   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.3  bits: 20.8 E():   20 
Smith-Waterman score: 52; 27.5% identity (52.9% similar) in 51 aa overlap (21-71:113-163) 
 
                         10        20        30        40        50 
2MEPSP           REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
               60        70        80                               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPE                               
        :..:   :.  .  ..:: :                                        
gi|441 LRVIAGALEVHAVKPATEEVPAAKIPTGELQIVDKIDAAFKIAATAANAAPTNDKFTVFE 
            150       160       170       180       190       200   
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 78.1  bits: 21.4 E():   23 
Smith-Waterman score: 54; 25.4% identity (55.6% similar) in 63 aa overlap (9-70:204-264) 
 
                                     10        20         30        
2MEPSP                       REPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
        40        50        60        70        80                  
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                  
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFG 
           240         250       260       270       280       290  
 
gi|558 GTAKFEAMYLGTCKALTPLMSSRFPELGMNASHCNEMPWIKSVPFIHLGKQATLSDLLNR 
             300       310       320       330       340       350  
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 48; 22.5% identity (50.7% similar) in 71 aa overlap (13-74:90-159) 
 
                                 10        20        30        40   
2MEPSP                   REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:. .... . .::   :: .  ..  
gi|281 GEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVAC-PDGGSICKNR 
      60        70        80        90       100        110         
 
             50        60                 70        80 
2MEPSP ASWRVKETERMVAIRTELTK---------LGASVEEGPDYCIITPPE 
       . . .:   ..   . .: :         : : .  .::::       
gi|281 SIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC       
      120       130       140       150                
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.9  bits: 19.6 E():   26 
Smith-Waterman score: 48; 29.6% identity (54.9% similar) in 71 aa overlap (2-66:96-160) 
 
                                            10         20           
2MEPSP                              REPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
          30        40        50        60        70        80     
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE     
        ::.. . ::    . :.  .: . :.  ..  :.  ::.:                   
gi|501 TAVTS-WLDG----KHVVFGEVAD-EKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130            140        150       160       170         
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.4  bits: 19.6 E():   28 
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Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (73-79:141-147) 
 
             50        60        70        80                       
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                       
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.3  bits: 20.2 E():   28 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (2-69:87-153) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.3  bits: 20.2 E():   28 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (2-69:87-153) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.3  bits: 20.2 E():   28 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (2-69:87-153) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.3  bits: 20.2 E():   28 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (2-69:87-153) 
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                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.3  bits: 20.2 E():   28 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (2-69:87-153) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.3  bits: 20.2 E():   28 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (2-69:87-153) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.3  bits: 20.2 E():   28 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (2-69:87-153) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
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         180       190       200       210       220       230      
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.3  bits: 20.2 E():   28 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (2-69:87-153) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.3  bits: 20.2 E():   28 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (2-69:87-153) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.3  bits: 20.2 E():   28 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (2-69:87-153) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 76.2  bits: 20.8 E():   29 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (12-69:297-354) 
 
                                  10        20        30        40  
2MEPSP                    REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
                 50        60        70        80                   
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEEGPDYCIITPPE                   
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         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.2  bits: 20.2 E():   29 
Smith-Waterman score: 50; 25.5% identity (54.9% similar) in 51 aa overlap (21-71:106-156) 
 
                         10        20        30        40        50 
2MEPSP           REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
               60        70        80                               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPE                               
        :..:   :.  .  ..:: :                                        
gi|144 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
         140       150       160       170       180       190      
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.3  bits: 19.3 E():   32 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (14-35:68-88) 
 
                                10        20        30        40    
2MEPSP                  REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
            50        60        70        80                        
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                        
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 49; 25.5% identity (54.9% similar) in 51 aa overlap (21-71:81-131) 
 
                         10        20        30        40        50 
2MEPSP           REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
               60        70        80                               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPE                               
        :..:   :.  .  ..:: :                                        
gi|180 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
              120       130       140       150       160       170 
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.1  bits: 19.3 E():   33 
Smith-Waterman score: 47; 50.0% identity (66.7% similar) in 12 aa overlap (67-78:36-47) 
 
         40        50        60        70        80                 
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                 
                                     :  . :::.: :                   
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPGRMRSF 
          10        20        30        40        50        60      
 
gi|727 CSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNGGV 
          70        80        90       100       110       120      
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 74.8  bits: 20.8 E():   34 
Smith-Waterman score: 52; 25.4% identity (54.0% similar) in 63 aa overlap (9-70:202-262) 
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                                     10        20         30        
2MEPSP                       REPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..: : . .   .:.     :. . :   
gi|558 PSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDPNGKLLDKSSMSADHFWAVRGGGGE 
             180       190       200       210       220       230  
 
        40        50        60        70        80                  
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                  
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVLKIPKTVQEGAIDLVNKWQLVGPALPGDLMIRIILAG 
             240         250       260       270       280          
 
gi|558 NSATFEAMYLGTCSTLTPLMSSKFPELGMNPSHCNEMSWIKSIPFIHLGKQNLDDLLNRN 
     290       300       310       320       330       340          
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (2-69:87-153) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (2-69:87-153) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 73.7  bits: 20.5 E():   39 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (14-57:343-385) 
 
                                10        20        30        40    
2MEPSP                  REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
             50        60        70        80                       
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                       
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
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 initn:  39 init1:  39 opt:  45  Z-score: 73.7  bits: 18.7 E():   39 
Smith-Waterman score: 45; 55.6% identity (66.7% similar) in 18 aa overlap (59-76:27-43) 
 
       30        40        50        60        70        80         
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE         
                                     :. :: .:   : :::::             
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.6  bits: 17.8 E():   40 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (38-55:28-45) 
 
        10        20        30        40        50        60        
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
        70        80         
2MEPSP EEGPDYCIITPPE         
                             
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.4  bits: 17.5 E():   41 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (16-39:1-24) 
 
               10        20        30        40        50        60 
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                      : :. .::  : . :.:  . :.:                      
gi|291                MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGEVYCNVC 
                              10        20        30        40      
 
               70        80 
2MEPSP TKLGASVEEGPDYCIITPPE 
                            
gi|291 HSRNLINELSERMAGAQVQL 
          50        60      
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.3  bits: 19.3 E():   41 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (14-35:116-136) 
 
                                10        20        30        40    
2MEPSP                  REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
            50        60        70        80                        
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                        
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.2  bits: 18.7 E():   42 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (20-66:38-82) 
 
                          10        20        30         40         
2MEPSP            REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
       50         60        70        80                            
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2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIITPPE                            
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.8  bits: 20.4 E():   44 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (5-21:430-446) 
 
                                         10        20        30     
2MEPSP                           REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
           40        50        60        70        80               
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE               
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.8  bits: 18.7 E():   45 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (30-51:22-43) 
 
               10        20        30        40        50        60 
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                    ::: :. . :. :    .: ::          
gi|167         MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPG 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP TKLGASVEEGPDYCIITPPE                                         
                                                                    
gi|167 TIKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGS 
             60        70        80        90       100       110   
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (14-70:7-64) 
 
               10        20         30        40        50          
2MEPSP REPFGRKHLKAIDVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                    :. . : :. . .:...:....: ..  . :.. . . :...::  . 
gi|164        MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKD 
                      10        20        30        40        50    
 
      60        70        80                                        
2MEPSP LTKLGASVEEGPDYCIITPPE                                        
       . . :. .  :                                                  
gi|164 FDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPG 
            60        70        80        90       100       110    
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 72.4  bits: 19.0 E():   47 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (10-44:72-112) 
 
                                    10        20              30    
2MEPSP                      REPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
            40        50        60        70        80              
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE              
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.8  bits: 18.4 E():   50 
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Smith-Waterman score: 44; 30.8% identity (73.1% similar) in 26 aa overlap (24-49:8-32) 
 
               10        20        30        40        50        60 
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                              ..: :.:. ::  . ..: :. ..:.            
gi|558                 MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKVMVDGCHGSDP 
                               10         20        30        40    
 
               70        80                                         
2MEPSP TKLGASVEEGPDYCIITPPE                                         
                                                                    
gi|558 CIIHRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQY 
            50        60        70        80        90       100    
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.6  bits: 17.5 E():   52 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (9-38:41-70) 
 
                                     10        20        30         
2MEPSP                       REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
       40        50        60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE 
                                                  
gi|453 CSPKWLQLLVP                                
               80                                 
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.6  bits: 19.3 E():   52 
Smith-Waterman score: 47; 23.5% identity (54.4% similar) in 68 aa overlap (2-69:76-142) 
 
                                            10        20        30  
2MEPSP                              REPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. ..:. ::  .  
gi|168 AGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKGALTSKL-EAAYKLAYKTS 
          50        60        70        80        90        100     
 
              40        50        60        70        80            
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE            
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|168 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQFIEKVDSALKVA 
          110       120       130       140       150       160     
 
gi|168 ATAANAAAANDKFTVFEAAFNHAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          170       180       190       200       210       220     
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.1  bits: 19.5 E():   55 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (14-69:269-325) 
 
                                10        20        30        40    
2MEPSP                  REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
            50        60         70        80                       
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGPDYCIITPPE                       
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (13-68:90-149) 
 
                                 10        20        30        40   
2MEPSP                   REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
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                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                   50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPE 
       .: ...:     ..:.: . .    ::  .::             
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN  
       120       130       140       150       160  
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (13-68:90-149) 
 
                                 10        20        30        40   
2MEPSP                   REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                   50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPE 
       .: ...:     ..:.: . .    ::  .::             
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN  
       120       130       140       150       160  
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (13-68:90-149) 
 
                                 10        20        30        40   
2MEPSP                   REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                   50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPE 
       .: ...:     ..:.: . .    ::  .::             
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN  
       120       130       140       150       160  
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (13-68:90-149) 
 
                                 10        20        30        40   
2MEPSP                   REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                   50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPE 
       .: ...:     ..:.: . .    ::  .::             
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN  
       120       130       140       150       160  
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 70.8  bits: 20.4 E():   57 
Smith-Waterman score: 51; 26.9% identity (57.7% similar) in 52 aa overlap (1-49:84-135) 
 
                                             10        20        30 
2MEPSP                               REPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
                                     .:  .: . . ..::..:  . :. :  .  
gi|289 DQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIMLYDLL 
            60        70        80        90       100       110    
 
               40           50        60        70        80        
2MEPSP LFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGPDYCIITPPE        
        ::.   ..  .: :   ::.:                                       
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gi|289 YFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLFVDHDV 
           120       130       140       150       160       170    
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 70.8  bits: 20.4 E():   57 
Smith-Waterman score: 51; 26.9% identity (57.7% similar) in 52 aa overlap (1-49:84-135) 
 
                                             10        20        30 
2MEPSP                               REPFGRKHLKAIDVNMNKMPDVAMTLAVVA 
                                     .:  .: . . ..::..:  . :. :  .  
gi|283 DQVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIMLYDLL 
            60        70        80        90       100       110    
 
               40           50        60        70        80        
2MEPSP LFADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGPDYCIITPPE        
        ::.   ..  .: :   ::.:                                       
gi|283 YFANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLFVDHDV 
           120       130       140       150       160       170    
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 18.7 E():   59 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (6-21:152-167) 
 
                                        10        20        30      
2MEPSP                          REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
          40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE 
                                                     
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC                   
             190       200                           
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (24-49:8-32) 
 
               10        20        30        40        50        60 
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                              ..: :.:. ::  . ..: :. ..:.            
gi|558                 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDP 
                               10         20        30        40    
 
               70        80                                         
2MEPSP TKLGASVEEGPDYCIITPPE                                         
                                                                    
gi|558 CIIHRGKPFTLEALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQY 
            50        60        70        80        90       100    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (24-49:8-32) 
 
               10        20        30        40        50        60 
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                              ..: :.:. ::  . ..: :. ..:.            
gi|218                 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDP 
                               10         20        30        40    
 
               70        80                                         
2MEPSP TKLGASVEEGPDYCIITPPE                                         
                                                                    
gi|218 CIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQY 
            50        60        70        80        90       100    
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (24-49:8-32) 
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               10        20        30        40        50        60 
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                              ..: :.:. ::  . ..: :. ..:.            
gi|864                 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDP 
                               10         20        30        40    
 
               70        80                                         
2MEPSP TKLGASVEEGPDYCIITPPE                                         
                                                                    
gi|864 CIIHRGKPFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQY 
            50        60        70        80        90       100    
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (24-49:8-32) 
 
               10        20        30        40        50        60 
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                              ..: :.:. ::  . ..: :. ..:.            
gi|558                 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDP 
                               10         20        30        40    
 
               70        80                                         
2MEPSP TKLGASVEEGPDYCIITPPE                                         
                                                                    
gi|558 CIIHRGKPFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQY 
            50        60        70        80        90       100    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (24-49:8-32) 
 
               10        20        30        40        50        60 
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                              ..: :.:. ::  . ..: :. ..:.            
gi|256                 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDP 
                               10         20        30        40    
 
               70        80                                         
2MEPSP TKLGASVEEGPDYCIITPPE                                         
                                                                    
gi|256 CIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQY 
            50        60        70        80        90       100    
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (47-80:170-204) 
 
         20        30        40        50        60        70       
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
          80                                                        
2MEPSP ITPPE                                                        
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 18.4 E():   65 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (71-78:172-179) 
 
               50        60        70        80      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE      
                                     : :: :.:        
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
             150       160       170       180       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
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 initn:  45 init1:  45 opt:  46  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 46; 23.1% identity (50.8% similar) in 65 aa overlap (7-69:76-140) 
 
                                       10        20          30     
2MEPSP                         REPFGRKHLKAIDVNMNKMP--DVAMTLAVVALFAD 
                                     .: . .  . . .:  :.:...:  :  .  
gi|481 EDINVGFKAAVAARQRPAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGA 
          50        60        70        80        90       100      
 
           40        50        60        70        80               
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE               
        : :  :     . :. :..:   :.  .   .::                          
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.7  bits: 15.7 E():   66 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (9-39:2-30) 
 
               10         20        30        40        50          
2MEPSP REPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
               .::. : : .. :     ..  :  .::::..                     
gi|122        MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV                     
                      10           20        30                     
 
      60        70        80 
2MEPSP LTKLGASVEEGPDYCIITPPE 
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:12-29) 
 
       30        40        50        60        70        80         
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE         
                                     :. :. .. ..: : :::             
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (13-44:89-118) 
 
                                 10        20        30        40   
2MEPSP                   REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
             50        60        70        80      
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE      
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (13-44:90-119) 
 
                                 10        20        30        40   
2MEPSP                   REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
             50        60        70        80      
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2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE      
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (13-44:90-119) 
 
                                 10        20        30        40   
2MEPSP                   REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             50        60        70        80      
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE      
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (13-44:90-119) 
 
                                 10        20        30        40   
2MEPSP                   REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             50        60        70        80      
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE      
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (13-44:90-119) 
 
                                 10        20        30        40   
2MEPSP                   REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             50        60        70        80      
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE      
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (13-35:90-112) 
 
                                 10        20        30        40   
2MEPSP                   REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
             50        60        70        80    
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE    
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.4  bits: 18.1 E():   68 
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Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (13-44:90-119) 
 
                                 10        20        30        40   
2MEPSP                   REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             50        60        70        80      
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE      
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.1  bits: 19.8 E():   71 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (36-48:336-348) 
 
          10        20        30        40        50        60      
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
          70        80                                              
2MEPSP SVEEGPDYCIITPPE                                              
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 69.1  bits: 19.8 E():   71 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (36-74:336-369) 
 
          10        20        30        40        50        60      
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
           70        80                                             
2MEPSP S-VEEGPDYCIITPPE                                             
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 69.1  bits: 20.1 E():   71 
Smith-Waterman score: 50; 23.6% identity (54.5% similar) in 55 aa overlap (9-63:178-227) 
 
                                     10        20        30         
2MEPSP                       REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :... :....  .. . :      :.:    
gi|425 QQLEDTRHRLEEEERKRASLENHAHTLEVELESLKVQLDEESEARLELERQLTKANG--- 
       150       160       170       180       190       200        
 
       40        50        60        70        80                   
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                   
         :.:::. :   .. :   :. .:                                    
gi|425 --DAASWKSKYEAELQAHADEVEELRRKMAQKISEYEEQLEALLNKCSSLEKQKSRLQSE 
            210       220       230       240       250       260   
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (27-45:15-35) 
 
               10        20        30          40        50         
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRT 
                                 :.:. :.:.:  .  :  :.:              
gi|908             MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVG 
                           10        20        30        40         
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       60        70        80                                       
2MEPSP ELTKLGASVEEGPDYCIITPPE                                       
                                                                    
gi|908 FGSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIA 
       50        60        70        80        90       100         
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 18.9 E():   71 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (21-69:125-173) 
 
                         10        20        30        40        50 
2MEPSP           REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
               60        70        80                               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPE                               
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKATPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
          160       170       180       190       200       210     
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.1 E():   72 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (6-21:43-58) 
 
                                        10        20        30      
2MEPSP                          REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
          40        50        60        70        80                
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (22-38:8-26) 
 
               10        20        30          40        50         
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRT 
                            ::: :::....  : .:::                     
gi|300               MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASF 
                             10        20        30        40       
 
       60        70        80                                       
2MEPSP ELTKLGASVEEGPDYCIITPPE                                       
                                                                    
gi|300 RAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAA 
         50        60        70        80        90       100       
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 42; 31.4% identity (49.0% similar) in 51 aa overlap (34-79:73-120) 
 
            10        20        30        40        50         60   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
             70            80                  
2MEPSP LGASVEEGPDYCIIT----PPE                  
        :  : : : .: :.    ::                   
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN 
     100       110       120       130         
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>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (22-38:8-26) 
 
               10        20        30          40        50         
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRT 
                            ::: :::....  : .:::                     
gi|300               MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASF 
                             10        20        30        40       
 
       60        70        80                                       
2MEPSP ELTKLGASVEEGPDYCIITPPE                                       
                                                                    
gi|300 RAAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAA 
         50        60        70        80        90       100       
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.8  bits: 19.5 E():   73 
Smith-Waterman score: 48; 23.8% identity (58.7% similar) in 63 aa overlap (7-69:315-376) 
 
                                       10        20        30       
2MEPSP                         REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
                                     ...: ..:....  ..:  :.   ..:    
gi|845 ALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEA-EAAALLGGKRVIAKLE 
          290       300       310       320        330       340    
 
         40        50        60        70        80                 
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                 
       : :::. .   .::.:    .. : :    ..:                            
gi|845 TRIRDLETALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMN 
           350       360       370       380       390       400    
 
gi|845 IQKRQLGEAESFTMANIQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASA 
           410       420       430       440       450       460    
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.8  bits: 17.8 E():   73 
Smith-Waterman score: 42; 31.4% identity (49.0% similar) in 51 aa overlap (34-79:37-84) 
 
            10        20        30        40        50         60   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
             70            80                                       
2MEPSP LGASVEEGPDYCIIT----PPE                                       
        :  : : : .: :.    ::                                        
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.8  bits: 18.9 E():   73 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (28-75:178-227) 
 
                  10        20        30        40        50        
2MEPSP    REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
         60        70         80                                    
2MEPSP RTELTKLGASVEEGP-DYCIITPPE                                    
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 46; 26.5% identity (55.1% similar) in 49 aa overlap (21-69:101-149) 
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                         10        20        30        40        50 
2MEPSP           REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
               60        70        80                               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPE                               
        :..:   :.  .  ..::                                          
gi|249 LRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAPANDKFTVFEGA 
              140       150       160       170       180       190 
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (47-80:188-222) 
 
         20        30        40        50        60        70       
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
          80                                                        
2MEPSP ITPPE                                                        
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (47-80:188-222) 
 
         20        30        40        50        60        70       
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
          80                                                        
2MEPSP ITPPE                                                        
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 42; 31.4% identity (49.0% similar) in 51 aa overlap (34-79:31-78) 
 
            10        20        30        40        50         60   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
             70            80                                       
2MEPSP LGASVEEGPDYCIIT----PPE                                       
        :  : : : .: :.    ::                                        
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (18-36:2-20) 
 
               10        20        30        40        50        60 
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                        :.  .:... :::. :.::                         
gi|157                 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLANG 
                               10        20        30        40     
 
               70        80                                         
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2MEPSP TKLGASVEEGPDYCIITPPE                                         
                                                                    
gi|157 APDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAA 
           50        60        70        80        90       100     
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.3  bits: 18.3 E():   78 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (24-54:121-151) 
 
                      10        20        30        40        50    
2MEPSP        REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
            60        70        80                                  
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPE                                  
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (21-69:93-141) 
 
                         10        20        30        40        50 
2MEPSP           REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
               60        70        80                               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPE                               
        :..:   :.  .   .::                                          
gi|168 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
            130       140       150       160       170       180   
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (21-69:96-144) 
 
                         10        20        30        40        50 
2MEPSP           REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
               60        70        80                               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPE                               
        :..:   :.  .   .::                                          
gi|285 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
         130       140       150       160       170       180      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (21-69:107-155) 
 
                         10        20        30        40        50 
2MEPSP           REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
               60        70        80                               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPE                               
        :..:   :.  .   .::                                          
gi|330 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
        140       150       160       170       180       190       
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.7  bits: 17.7 E():   84 
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Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (13-44:90-119) 
 
                                 10        20        30        40   
2MEPSP                   REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
             50        60        70        80      
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE      
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (13-35:90-112) 
 
                                 10        20        30        40   
2MEPSP                   REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
             50        60        70        80    
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE    
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (9-35:44-71) 
 
                                     10         20        30        
2MEPSP                       REPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
        40        50        60        70        80                  
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                  
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.6 E():   88 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (42-71:227-256) 
 
              20        30        40        50        60        70  
2MEPSP IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
              80                                            
2MEPSP DYCIITPPE                                            
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.0 E():   90 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (69-79:3-13) 
 
       40        50        60        70        80                   
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                   
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
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gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.0 E():   90 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (6-20:152-166) 
 
                                        10        20        30      
2MEPSP                          REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
          40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE 
                                                     
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC                 
             190       200       210                 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.0 E():   90 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (6-20:152-166) 
 
                                        10        20        30      
2MEPSP                          REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
          40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE 
                                                     
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC                 
             190       200       210                 
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.0 E():   91 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (72-79:116-123) 
 
              50        60        70        80                      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                      
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
 
gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 18.3 E():   91 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (71-78:245-252) 
 
               50        60        70        80      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE      
                                     : :: :.:        
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
          220       230       240       250          
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.0  bits: 18.6 E():   92 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (72-80:214-222) 
 
              50        60        70        80                      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                      
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
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>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 41; 30.8% identity (73.1% similar) in 26 aa overlap (24-49:4-28) 
 
               10        20        30        40        50        60 
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                              ..: :.:. ::  . ..: :. ..:.            
gi|546                     GTMVSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDP 
                                   10         20        30          
 
               70        80                                         
2MEPSP TKLGASVEEGPDYCIITPPE                                         
                                                                    
gi|546 CIIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQY 
      40        50        60        70        80        90          
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 18.3 E():   92 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (19-33:1-15) 
 
               10        20        30        40        50        60 
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                         : . ...: ::::::                            
gi|386                   MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKWL 
                                 10        20        30        40   
 
               70        80                                         
2MEPSP TKLGASVEEGPDYCIITPPE                                         
                                                                    
gi|386 DAKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTK 
             50        60        70        80        90       100   
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (72-79:109-116) 
 
              50        60        70        80                      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                      
                                     .:: : ::                       
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
       80        90       100       110       120       130         
 
gi|616 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
      140       150       160       170       180       190         
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (31-52:469-490) 
 
               10        20        30        40        50        60 
2MEPSP REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
               70        80 
2MEPSP TKLGASVEEGPDYCIITPPE 
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   96 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (72-79:115-122) 
 
              50        60        70        80                      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                      
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
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>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   96 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (72-79:115-122) 
 
              50        60        70        80                      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                      
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   96 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (72-79:115-122) 
 
              50        60        70        80                      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                      
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   96 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (72-79:115-122) 
 
              50        60        70        80                      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                      
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   96 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (72-79:115-122) 
 
              50        60        70        80                      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                      
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   96 
Smith-Waterman score: 45; 24.3% identity (61.4% similar) in 70 aa overlap (15-76:123-188) 
 
                               10        20         30        40    
2MEPSP                 REPFGRKHLKAIDVNMNKMPD-VAMTLAVVALFADGPTAIRDVA 
                                     :.::. . .:.: ...:..     .:.:.  
gi|217 YYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVII----GIKDLD 
            100       110       120       130       140             
 
            50               60        70        80                 
2MEPSP SWRVKETERMV----AIRTE---LTKLGASVEEGPDYCIITPPE                 
       ..:  . : ..    . .:.   .. .: :  .: :: :.                     
gi|217 AFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYFAANI 
      150       160       170       180       190       200         
 
gi|217 DLMMIEEYPYVVIL 
      210       220   
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>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   96 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (72-79:115-122) 
 
              50        60        70        80                      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                      
                                     .:: : ::                       
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|223 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   96 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (72-79:115-122) 
 
              50        60        70        80                      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                      
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   96 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (72-79:115-122) 
 
              50        60        70        80                      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                      
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPPNVNKIEEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   96 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (72-79:115-122) 
 
              50        60        70        80                      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                      
                                     .:: : ::                       
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|837 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   96 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (72-79:115-122) 
 
              50        60        70        80                      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                      
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPPNVNKIEEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   96 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (72-79:115-122) 
 
              50        60        70        80                      
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2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                      
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   96 
Smith-Waterman score: 45; 24.3% identity (61.4% similar) in 70 aa overlap (15-76:123-188) 
 
                               10        20         30        40    
2MEPSP                 REPFGRKHLKAIDVNMNKMPD-VAMTLAVVALFADGPTAIRDVA 
                                     :.::. . .:.: ...:..     .:.:.  
gi|217 YYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVII----GIKDLD 
            100       110       120       130       140             
 
            50               60        70        80                 
2MEPSP SWRVKETERMV----AIRTE---LTKLGASVEEGPDYCIITPPE                 
       ..:  . : ..    . .:.   .. .: :  .: :: :.                     
gi|217 AFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGYGYFAANI 
      150       160       170       180       190       200         
 
gi|217 DLMMIEEYPYVVIL 
      210       220   
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 48; 28.9% identity (57.9% similar) in 38 aa overlap (34-70:122-159) 
 
            10        20        30        40         50        60   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR-DVASWRVKETERMVAIRTELTK 
                                     ::  :   : :.:. ..     :  :...  
gi|476 AVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIAAYPDPAKWKNSKIWMHFARLTDFNL 
             100       110       120       130       140       150  
 
             70        80                                           
2MEPSP LGASVEEGPDYCIITPPE                                           
       .:..: .:                                                     
gi|476 MGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTLTNSPEFHLV 
             160       170       180       190       200       210  
 
>>gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family protein   (150 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.5  bits: 17.4 E():   97 
Smith-Waterman score: 41; 33.3% identity (53.3% similar) in 45 aa overlap (29-72:58-100) 
 
                 10        20        30        40        50         
2MEPSP   REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET-ERMVAIR 
                                     :  ::.   ::.:.   . ::.   . : . 
gi|155 LDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFANDHPAIKDAYEAEKKEVLAAQQAAE 
        30        40        50        60        70        80        
 
        60        70        80                                      
2MEPSP TELTKLGASVEEGPDYCIITPPE                                      
        :  :: :..   ::                                              
gi|155 EEHKKLVAALP--PDAQKADAELTATADDASLTLAAKHDKIVQTFESLPPAVKEELNKLN 
        90         100       110       120       130       140      
 
>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.0 E():   97 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (69-79:20-30) 
 
       40        50        60        70        80                   
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE                   
                                     .: ::: :  :                    
gi|510            MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNC 
                          10        20        30        40          
 
gi|510 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
      50        60        70        80        90       100          
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>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (34-70:121-158) 
 
            10        20        30         40        50        60   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
             70        80                                           
2MEPSP LGASVEEGPDYCIITPPE                                           
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (34-70:121-158) 
 
            10        20        30         40        50        60   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
             70        80                                           
2MEPSP LGASVEEGPDYCIITPPE                                           
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (34-70:121-158) 
 
            10        20        30         40        50        60   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
             70        80                                           
2MEPSP LGASVEEGPDYCIITPPE                                           
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (34-70:121-158) 
 
            10        20        30         40        50        60   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
             70        80                                           
2MEPSP LGASVEEGPDYCIITPPE                                           
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (34-70:121-158) 
 
            10        20        30         40        50        60   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
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                                     ::  .: .. :::. ..   . :  : .:  
gi|117 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
             70        80                                           
2MEPSP LGASVEEGPDYCIITPPE                                           
       .: .: .:                                                     
gi|117 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (34-70:121-158) 
 
            10        20        30         40        50        60   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
             70        80                                           
2MEPSP LGASVEEGPDYCIITPPE                                           
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (34-70:121-158) 
 
            10        20        30         40        50        60   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
             70        80                                           
2MEPSP LGASVEEGPDYCIITPPE                                           
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (34-70:121-158) 
 
            10        20        30         40        50        60   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
             70        80                                           
2MEPSP LGASVEEGPDYCIITPPE                                           
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (34-70:121-158) 
 
            10        20        30         40        50        60   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
             70        80                                           
2MEPSP LGASVEEGPDYCIITPPE                                           
       .: .: .:                                                     
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gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (34-70:121-158) 
 
            10        20        30         40        50        60   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
             70        80                                           
2MEPSP LGASVEEGPDYCIITPPE                                           
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (34-70:121-158) 
 
            10        20        30         40        50        60   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
             70        80                                           
2MEPSP LGASVEEGPDYCIITPPE                                           
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (34-70:121-158) 
 
            10        20        30         40        50        60   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
             70        80                                           
2MEPSP LGASVEEGPDYCIITPPE                                           
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (34-70:121-158) 
 
            10        20        30         40        50        60   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
             70        80                                           
2MEPSP LGASVEEGPDYCIITPPE                                           
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (34-70:121-158) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10192

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

            10        20        30         40        50        60   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
             70        80                                           
2MEPSP LGASVEEGPDYCIITPPE                                           
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 66.4  bits: 18.9 E():   99 
Smith-Waterman score: 46; 31.7% identity (53.7% similar) in 41 aa overlap (30-70:136-174) 
 
                10        20        30        40        50          
2MEPSP  REPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     :. . :  ..  :.::.::     :   .  
gi|558 IAAENVIDVKLVDANGKLHDKKSMGDDHFWAVRGGGGESFGIVVSWQVKLLP--VPPTVT 
         110       120       130       140       150         160    
 
      60        70        80                                        
2MEPSP LTKLGASVEEGPDYCIITPPE                                        
       . :.  :: ::                                                  
gi|558 IFKIPKSVSEGAVDIINKWQLVAPQLPADLMIRIIAMGPKATFEAMYLGTCKTLTPMMQS 
           170       180       190       200       210       220    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:02 2011 done: Tue Apr 19 10:58:02 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 313  - 392 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     5     2:*= 
  32     7     8:==* 
  34    15    22:=====  * 
  36    29    44:==========    * 
  38    70    73:========================* 
  40    83   102:============================     * 
  42   118   125:======================================== * 
  44   143   138:=============================================*== 
  46   161   140:==============================================*======= 
  48   114   134:======================================      * 
  50   147   122:========================================*======== 
  52   130   108:===================================*======== 
  54   102    92:==============================*=== 
  56    81    77:=========================*= 
  58    30    63:==========          * 
  60    17    51:======          * 
  62    24    41:========     * 
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  64    29    33:==========* 
  66    58    26:========*=========== 
  68    34    20:======*===== 
  70    18    16:=====* 
  72     9    12:===* 
  74     5    10:== * 
  76    16     8:==*=== 
  78     3     6:=* 
  80    16     5:=*==== 
  82    12     3:*=== 
  84     5     3:*= 
  86     2     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.82190.00313; mu= 7.0801 0.162 
 mean_var=35.4365 8.982, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.215451 
 Kolmogorov-Smirnov  statistic: 0.0447 (N=29) at  64 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   60 23.3     4.6 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   60 23.3     6.2 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   57 22.3       7 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   52 20.9       7 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   52 20.9     7.1 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   51 20.5     8.5 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   51 20.5     8.5 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.8     9.5 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   57 22.3      12 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.3      12 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.3      12 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.7      12 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.3      12 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.3      12 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   55 21.7      13 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   50 20.2      13 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   53 21.1      13 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.9      14 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.9      14 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 22.0      14 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   54 21.4      14 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   53 21.1      15 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   53 21.1      15 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   53 21.1      15 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   53 21.1      15 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   53 21.1      15 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   53 21.1      15 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   53 21.1      15 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   53 21.1      15 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   49 19.9      15 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.8      16 
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gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 19.0      16 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 19.0      16 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   53 21.1      16 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.6      16 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.9      17 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.1      17 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   52 20.8      18 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   52 20.8      18 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 19.0      18 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 20.8      20 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   54 21.4      22 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   48 19.6      24 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   47 19.3      26 
gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fum ( 178)   48 19.6      27 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.6      28 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   50 20.2      29 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   50 20.2      29 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   50 20.2      29 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   50 20.2      29 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   50 20.2      29 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   50 20.2      29 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   50 20.2      29 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   50 20.2      29 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   50 20.2      29 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   50 20.2      29 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.8      29 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   50 20.2      29 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.3      33 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.9      33 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   47 19.3      33 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   49 19.9      35 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   49 19.9      35 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 20.5      39 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.8      41 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.3      42 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.5      42 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.7      43 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.5      44 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.7      45 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.4      46 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 19.0      47 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   44 18.4      51 
gi|1684720|emb|CAB05372.1| major allergen Phl p 5  ( 276)   47 19.2      52 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.5      53 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.3      53 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.5      55 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.3      56 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.3      56 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.3      56 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.3      56 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.6      59 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 18.0      63 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 18.0      63 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 18.0      63 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 18.0      63 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 18.0      63 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      64 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 18.9      65 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.3      66 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.6      68 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   42 17.7      69 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.0      69 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.0      69 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.0      69 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.0      69 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.0      69 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.0      69 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.0      69 
gi|289721058|gb|ADD17628.1| Per a 3 allergen [Peri ( 685)   50 20.1      70 
gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Al ( 685)   50 20.1      70 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.8      70 
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gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.8      70 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   50 20.1      70 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.2      71 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.9      72 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   48 19.5      73 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.0      73 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.7      74 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.7      74 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   42 17.7      74 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.9      74 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   42 17.7      74 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   46 18.9      75 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      75 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      75 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   42 17.7      76 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.3      78 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.7      79 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 18.6      81 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   45 18.6      82 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   46 18.9      84 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   45 18.6      85 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.7      86 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.7      86 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.4      88 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.6      88 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.8      89 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.0      91 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.0      91 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.0      91 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.3      92 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 18.0      92 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.6      92 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.3      93 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.4      94 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.0      94 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.2      94 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.2      96 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   43 18.0      97 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   43 18.0      97 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   43 18.0      97 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   43 18.0      97 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   43 18.0      97 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   43 18.0      97 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   43 18.0      97 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   43 18.0      97 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   43 18.0      97 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   43 18.0      97 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   43 18.0      97 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   43 18.0      97 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   43 18.0      97 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   47 19.2      98 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   47 19.2      98 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   47 19.2      98 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   47 19.2      98 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   47 19.2      98 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   47 19.2      98 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   47 19.2      98 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   47 19.2      98 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   47 19.2      98 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   47 19.2      98 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   47 19.2      98 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   47 19.2      98 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   47 19.2      98 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   47 19.2      98 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.0      98 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   46 18.9      99 
gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family prot ( 150)   41 17.4      99 
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 90.6  bits: 23.3 E():  4.6 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (1-44:269-312) 
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                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|148 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      240       250       260       270       280       290         
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
       ..: :.   .. .:                                               
gi|148 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDE 
      300       310       320       330       340       350         
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 88.3  bits: 23.3 E():  6.2 
Smith-Waterman score: 60; 18.2% identity (61.4% similar) in 44 aa overlap (1-44:399-442) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     .:   . . . :.. .:.    ...:.:.  
gi|601 IGSKYAVNTISGTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGA 
      370       380       390       400       410       420         
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
       ..: :.   .. .:                                               
gi|601 LTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDE 
      430       440       450       460       470       480         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  57  Z-score: 87.3  bits: 22.3 E():    7 
Smith-Waterman score: 57; 26.5% identity (54.4% similar) in 68 aa overlap (1-68:112-178) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|330 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    :.:. :..:   :.  .  ..::                       
gi|330 EGATPEAKYDAYVATVSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|330 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 87.3  bits: 20.9 E():    7 
Smith-Waterman score: 52; 31.4% identity (52.9% similar) in 70 aa overlap (6-69:2-68) 
 
               10              20        30        40        50     
2MEPSP EPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 
            ::: :   . .  :  :   ::  .:. :.. ::     . .:  . :. ....: 
gi|833     MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIA 
                   10        20        30        40        50       
 
           60        70        80                                 
2MEPSP IRTELTKLGASVEEGPDYCIITPPEK                                 
         .  ::: :::  :                                            
gi|833 EGS--TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
           60         70        80        90       100       110  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 87.2  bits: 20.9 E():  7.1 
Smith-Waterman score: 52; 30.0% identity (54.3% similar) in 70 aa overlap (6-69:2-68) 
 
               10              20        30        40        50     
2MEPSP EPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 
            ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :. ....: 
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gi|117     MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIA 
                   10        20        30        40        50       
 
           60        70        80                                   
2MEPSP IRTELTKLGASVEEGPDYCIITPPEK                                   
         .:  :: :::  :                                              
gi|117 SGSE--KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
         60           70        80        90       100       110    
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 85.8  bits: 20.5 E():  8.5 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (6-69:2-68) 
 
               10              20        30        40        50     
2MEPSP EPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 
            ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :. ....: 
gi|461     MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIA 
                   10        20        30        40        50       
 
           60        70        80                               
2MEPSP IRTELTKLGASVEEGPDYCIITPPEK                               
         .:  :: :::  :                                          
gi|461 EGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
         60           70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 85.8  bits: 20.5 E():  8.5 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (6-69:2-68) 
 
               10              20        30        40        50     
2MEPSP EPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 
            ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :. ....: 
gi|416     MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIA 
                   10        20        30        40        50       
 
           60        70        80                               
2MEPSP IRTELTKLGASVEEGPDYCIITPPEK                               
         .:  :: :::  :                                          
gi|416 EGSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
         60           70        80        90       100          
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 84.9  bits: 20.8 E():  9.5 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (46-79:104-138) 
 
          20        30        40        50         60        70     
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
           80           
2MEPSP ITPPEK           
       :.: .            
gi|110 ISPSQGCQFSSPYWSY 
           140          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (4-20:399-415) 
 
                                          10        20        30    
2MEPSP                            EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
      370       380       390       400       410       420         
 
            40        50        60        70        80              
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK              
                                                                    
gi|370 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQREQARQLKN 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10198

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

      430       440       450       460       470       480         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (4-20:402-418) 
 
                                          10        20        30    
2MEPSP                            EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
            40        50        60        70        80              
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK              
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (4-20:403-419) 
 
                                          10        20        30    
2MEPSP                            EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
            40        50        60        70        80              
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK              
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.3  bits: 21.7 E():   12 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (20-68:131-179) 
 
                          10        20        30        40          
2MEPSP            EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
      50        60        70        80                              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEK                              
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.0  bits: 22.3 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (4-20:422-438) 
 
                                          10        20        30    
2MEPSP                            EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
            40        50        60        70        80              
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK              
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.0  bits: 22.3 E():   12 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (4-20:422-438) 
 
                                          10        20        30    
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2MEPSP                            EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
            40        50        60        70        80              
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK              
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 82.5  bits: 21.7 E():   13 
Smith-Waterman score: 55; 26.5% identity (52.9% similar) in 68 aa overlap (1-68:173-239) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAASKYKTFVATFGAASNKAFAEALSTEPKGAAVASSKAVLTSKL-DAAYKLAYKSA 
            150       160       170       180       190        200  
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVA 
             210       220       230       240       250       260  
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
             270       280       290       300       310       320  
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 82.2  bits: 20.2 E():   13 
Smith-Waterman score: 50; 24.0% identity (52.0% similar) in 50 aa overlap (33-79:45-89) 
 
             10        20        30        40        50        60   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
             70           80                                        
2MEPSP GASVEEGPDYC---IITPPEK                                        
       :.....  .::    :.: .                                         
gi|144 GVNTKQYINYCEKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLKKGLLE 
      70        80        90       100       110       120          
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 82.2  bits: 21.1 E():   13 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (1-68:58-124) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|422 RRLQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
        30        40        50        60        70         80       
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|422 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVA 
         90       100       110       120       130       140       
 
gi|422 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
        150       160       170       180       190       200       
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 82.1  bits: 19.9 E():   14 
Smith-Waterman score: 49; 30.0% identity (52.9% similar) in 70 aa overlap (6-69:2-68) 
 
               10              20        30        40        50     
2MEPSP EPFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA 
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            ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :. ....: 
gi|185     MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIA 
                   10        20        30        40        50       
 
           60        70        80                                   
2MEPSP IRTELTKLGASVEEGPDYCIITPPEK                                   
          :  :: :::  :                                              
gi|185 SGPE--KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
         60           70        80        90       100       110    
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 81.8  bits: 19.9 E():   14 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (39-77:63-104) 
 
       10        20        30        40          50        60       
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
          70        80           
2MEPSP VEEGPDYCIITPPEK           
       .   : ::.  :              
gi|999 AALVPKYCLQHPHACDLYKNQTVMS 
            100       110        
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (12-44:407-439) 
 
                                  10        20        30        40  
2MEPSP                    EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
              50        60        70        80                      
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                      
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 81.8  bits: 21.4 E():   14 
Smith-Waterman score: 54; 26.5% identity (51.5% similar) in 68 aa overlap (1-68:114-180) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :    ..  :  .:. :.:. ::  .  
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSA 
            90       100       110       120       130        140   
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    ..:. :..:   :.  .  . ::                       
gi|113 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVA 
            150       160       170       180       190       200   
 
gi|113 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVK 
            210       220       230       240       250       260   
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.6  bits: 21.1 E():   15 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (1-68:76-142) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|313 AGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          50        60        70        80        90        100     
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               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|313 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVA 
          110       120       130       140       150       160     
 
gi|313 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          170       180       190       200       210       220     
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.6  bits: 21.1 E():   15 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (1-68:76-142) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|313 AGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          50        60        70        80        90        100     
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|313 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVA 
          110       120       130       140       150       160     
 
gi|313 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          170       180       190       200       210       220     
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.6  bits: 21.1 E():   15 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (1-68:76-142) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|313 AGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          50        60        70        80        90        100     
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|313 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVA 
          110       120       130       140       150       160     
 
gi|313 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          170       180       190       200       210       220     
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.4  bits: 21.1 E():   15 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (1-68:84-150) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
            60        70        80        90       100        110   
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|295 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
            120       130       140       150       160       170   
 
gi|295 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
            180       190       200       210       220       230   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.4  bits: 21.1 E():   15 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (1-68:86-152) 
 
                                             10        20        30 
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2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|109 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|109 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|109 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.3  bits: 21.1 E():   15 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (1-68:86-152) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|239 AGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          60        70        80        90       100        110     
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|239 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
          120       130       140       150       160       170     
 
gi|239 ATAANAAPANDKFTVFEAAFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          180       190       200       210       220       230     
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.3  bits: 21.1 E():   15 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (1-68:87-153) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 81.3  bits: 21.1 E():   15 
Smith-Waterman score: 53; 26.5% identity (52.9% similar) in 68 aa overlap (1-68:87-153) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    :.:. : .:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
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>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 49; 27.0% identity (57.1% similar) in 63 aa overlap (11-71:36-97) 
 
                                   10        20        30        40 
2MEPSP                     EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  :: : 
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAI-D 
          10        20        30        40        50        60      
 
               50          60        70        80                   
2MEPSP VASWRVKETERM-VAIRT-ELTKLGASVEEGPDYCIITPPEK                   
       . . ...  . :   ::  :  .:  .. : ::                            
gi|484 IPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDG 
           70        80        90       100       110       120     
 
gi|484 EVQE 
            
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 80.9  bits: 20.8 E():   16 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (62-79:180-197) 
 
              40        50        60         70        80           
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEK           
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.9  bits: 19.0 E():   16 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (31-77:15-61) 
 
               10        20        30        40        50           
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTEL 
                                     .:.   :.: ..:  . :..::.: : :.  
gi|124                 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                               10        20        30        40     
 
      60        70        80        
2MEPSP TKLGASVEEGPDYCIITPPEK        
         .  . .:  ..:  .:           
gi|124 DGF-IDFDEFISFCNANPGLMKDVAKVF 
            50        60        70  
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.6  bits: 19.0 E():   16 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (31-77:17-63) 
 
               10        20        30        40        50           
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTEL 
                                     .:.   :.: ..:  . :..::.: : :.  
gi|124               GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                             10        20        30        40       
 
      60        70        80        
2MEPSP TKLGASVEEGPDYCIITPPEK        
         .  . .:  ..:  .:           
gi|124 DGF-IDFDEFISFCNANPGLMKDVAKVF 
          50        60        70    
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 80.6  bits: 21.1 E():   16 
Smith-Waterman score: 53; 25.0% identity (54.4% similar) in 68 aa overlap (1-68:112-178) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
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gi|398 AGVQPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
              90       100       110       120        130       140 
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|398 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
              150       160       170       180       190       200 
 
gi|398 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
              210       220       230       240       250       260 
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 80.6  bits: 19.6 E():   16 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (20-69:22-68) 
 
                 10        20        30        40        50         
2MEPSP   EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
       60        70        80                                 
2MEPSP LTKLGASVEEGPDYCIITPPEK                                 
        ::: :::  :                                            
gi|668 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (46-79:96-130) 
 
          20        30        40        50         60        70     
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
           80        
2MEPSP ITPPEK        
       :.: .         
gi|244 ISPSQGCQFQSSY 
         130         
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 80.3  bits: 21.1 E():   17 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (33-79:115-168) 
 
             10        20        30        40        50        60   
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
              70               80                                   
2MEPSP G-ASVEEGP---DYCII----TPPEK                                   
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 80.0  bits: 20.8 E():   18 
Smith-Waterman score: 52; 25.0% identity (54.4% similar) in 68 aa overlap (1-68:75-141) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|134 AIVPPADKYRTFVATFGAASNKAFAEGLSGEPKGGAESSSKAALTSKL-DAAYKLAYKTA 
           50        60        70        80        90        100    
 
               40        50        60        70        80           
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2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|134 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
           110       120       130       140       150       160    
 
gi|134 ATAANAAPANDKFTVFEAAFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
           170       180       190       200       210       220    
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 79.9  bits: 20.8 E():   18 
Smith-Waterman score: 52; 25.0% identity (54.4% similar) in 68 aa overlap (1-68:76-142) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|313 AGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
          50        60        70        80        90        100     
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|313 EGATPEAEYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVA 
          110       120       130       140       150       160     
 
gi|313 ATAANAAPANDKFTVFEAAFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          170       180       190       200       210       220     
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.7  bits: 19.0 E():   18 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (31-77:26-72) 
 
               10        20        30        40        50           
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTEL 
                                     .:.   :.: ..:  . :..::.: : :.  
gi|187      KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDG 
                    10        20        30        40        50      
 
      60        70        80        
2MEPSP TKLGASVEEGPDYCIITPPEK        
         .  . .:  ..:  .:           
gi|187 DGF-IDFDEFISFCNANPGLMKDVAKVF 
           60        70        80   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.2  bits: 20.8 E():   20 
Smith-Waterman score: 52; 27.5% identity (52.9% similar) in 51 aa overlap (20-70:113-163) 
 
                          10        20        30        40          
2MEPSP            EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
      50        60        70        80                              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEK                              
        :..:   :.  .  ..:: :                                        
gi|441 LRVIAGALEVHAVKPATEEVPAAKIPTGELQIVDKIDAAFKIAATAANAAPTNDKFTVFE 
            150       160       170       180       190       200   
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 78.2  bits: 21.4 E():   22 
Smith-Waterman score: 54; 25.4% identity (55.6% similar) in 63 aa overlap (8-69:204-264) 
 
                                      10        20         30       
2MEPSP                        EPFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
         40        50        60        70        80                 
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                 
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       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFG 
           240         250       260       270       280       290  
 
gi|558 GTAKFEAMYLGTCKALTPLMSSRFPELGMNASHCNEMPWIKSVPFIHLGKQATLSDLLNR 
             300       310       320       330       340       350  
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 48; 22.5% identity (50.7% similar) in 71 aa overlap (12-73:90-159) 
 
                                  10        20        30        40  
2MEPSP                    EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:. .... . .::   :: .  ..  
gi|281 GEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVAC-PDGGSICKNR 
      60        70        80        90       100        110         
 
              50        60                 70        80 
2MEPSP ASWRVKETERMVAIRTELTK---------LGASVEEGPDYCIITPPEK 
       . . .:   ..   . .: :         : : .  .::::        
gi|281 SIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC        
      120       130       140       150                 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.0  bits: 19.3 E():   26 
Smith-Waterman score: 47; 47.8% identity (60.9% similar) in 23 aa overlap (58-80:27-48) 
 
        30        40        50        60        70        80        
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK        
                                     :. :: .:   : :::::   .:        
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|5019414|emb|CAB44442.1| PPIase [Aspergillus fumigat  (178 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.8  bits: 19.6 E():   27 
Smith-Waterman score: 48; 29.6% identity (54.9% similar) in 71 aa overlap (1-65:96-160) 
 
                                             10         20          
2MEPSP                               EPFGRKHLKAIDVNM-NKMPDVA-----MT 
                                     : :.::: :   ..: :  :..      .: 
gi|501 IIPNFMIQGGDFTRGNGTGGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFIT 
          70        80        90       100       110       120      
 
           30        40        50        60        70        80    
2MEPSP LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK    
        ::.. . ::    . :.  .: . :.  ..  :.  ::.:                   
gi|501 TAVTS-WLDG----KHVVFGEVAD-EKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL 
         130            140        150       160       170         
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.3  bits: 19.6 E():   28 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (72-78:141-147) 
 
              50        60        70        80                      
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                      
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.3  bits: 20.2 E():   29 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (1-68:87-153) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
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                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.3  bits: 20.2 E():   29 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (1-68:87-153) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.3  bits: 20.2 E():   29 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (1-68:87-153) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.3  bits: 20.2 E():   29 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (1-68:87-153) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
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 initn:  47 init1:  47 opt:  50  Z-score: 76.3  bits: 20.2 E():   29 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (1-68:87-153) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.3  bits: 20.2 E():   29 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (1-68:87-153) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIGALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.3  bits: 20.2 E():   29 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (1-68:87-153) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.3  bits: 20.2 E():   29 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (1-68:87-153) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
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gi|217 ATAANAAPANDKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAGEVK 
         180       190       200       210       220       230      
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.3  bits: 20.2 E():   29 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (1-68:87-153) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 76.3  bits: 20.2 E():   29 
Smith-Waterman score: 50; 25.0% identity (52.9% similar) in 68 aa overlap (1-68:87-153) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    :. . :..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSSALRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANHKFTVFEAAFNDAIKASTGGAYESYNFIPALEAAVKQAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 76.2  bits: 20.8 E():   29 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (11-68:297-354) 
 
                                   10        20        30        40 
2MEPSP                     EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
                  50        60        70        80                  
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEEGPDYCIITPPEK                  
         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.2  bits: 20.2 E():   29 
Smith-Waterman score: 50; 25.5% identity (54.9% similar) in 51 aa overlap (20-70:106-156) 
 
                          10        20        30        40          
2MEPSP            EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
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      50        60        70        80                              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEK                              
        :..:   :.  .  ..:: :                                        
gi|144 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
         140       150       160       170       180       190      
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.2  bits: 19.3 E():   33 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (13-34:68-88) 
 
                                 10        20        30        40   
2MEPSP                   EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
             50        60        70        80                       
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                       
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.2  bits: 19.9 E():   33 
Smith-Waterman score: 49; 25.5% identity (54.9% similar) in 51 aa overlap (20-70:81-131) 
 
                          10        20        30        40          
2MEPSP            EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
      50        60        70        80                              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEK                              
        :..:   :.  .  ..:: :                                        
gi|180 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
              120       130       140       150       160       170 
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.0  bits: 19.3 E():   33 
Smith-Waterman score: 47; 50.0% identity (66.7% similar) in 12 aa overlap (66-77:36-47) 
 
          40        50        60        70        80                
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                
                                     :  . :::.: :                   
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPGRMRSF 
          10        20        30        40        50        60      
 
gi|727 CSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNGGV 
          70        80        90       100       110       120      
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (1-68:87-153) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
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 initn:  46 init1:  46 opt:  49  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 49; 25.0% identity (52.9% similar) in 68 aa overlap (1-68:87-153) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. :.:. ::  .  
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL-DAAYKLAYKTA 
         60        70        80        90       100        110      
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    :.:.  ..:   :.  .  ..::                       
gi|217 EGATPEAKYDAYVATVSEALSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVA 
         120       130       140       150       160       170      
 
gi|217 ATAANAAPANDKITVFEAAFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVK 
         180       190       200       210       220       230      
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 73.8  bits: 20.5 E():   39 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (13-56:343-385) 
 
                                 10        20        30        40   
2MEPSP                   EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
              50        60        70        80                      
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                      
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.4  bits: 17.8 E():   41 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (37-54:28-45) 
 
         10        20        30        40        50        60       
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
         70        80        
2MEPSP EEGPDYCIITPPEK        
                             
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.3  bits: 19.3 E():   42 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (13-34:116-136) 
 
                                 10        20        30        40   
2MEPSP                   EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
             50        60        70        80                       
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                       
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.2  bits: 17.5 E():   42 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (15-38:1-24) 
 
               10        20        30        40        50        60 
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2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                     : :. .::  : . :.:  . :.:                       
gi|291               MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGEVYCNVCH 
                             10        20        30        40       
 
               70        80 
2MEPSP KLGASVEEGPDYCIITPPEK 
                            
gi|291 SRNLINELSERMAGAQVQL  
         50        60       
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (19-65:38-82) 
 
                           10        20        30         40        
2MEPSP             EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
        50         60        70        80                           
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIITPPEK                           
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.8  bits: 20.5 E():   44 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (4-20:430-446) 
 
                                          10        20        30    
2MEPSP                            EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
            40        50        60        70        80              
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK              
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (29-50:22-43) 
 
               10        20        30        40        50        60 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                                   ::: :. . :. :    .: ::           
gi|167        MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGT 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP KLGASVEEGPDYCIITPPEK                                         
                                                                    
gi|167 IKKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSI 
            60        70        80        90       100       110    
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.5  bits: 18.4 E():   46 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (13-69:7-64) 
 
               10        20         30        40        50          
2MEPSP EPFGRKHLKAIDVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                   :. . : :. . .:...:....: ..  . :.. . . :...::  .. 
gi|164       MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDF 
                     10        20        30        40        50     
 
      60        70        80                                        
2MEPSP TKLGASVEEGPDYCIITPPEK                                        
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        . :. .  :                                                   
gi|164 DQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQ 
           60        70        80        90       100       110     
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 72.3  bits: 19.0 E():   47 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (9-43:72-112) 
 
                                     10        20              30   
2MEPSP                       EPFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
             40        50        60        70        80             
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK             
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 44; 30.8% identity (73.1% similar) in 26 aa overlap (23-48:8-32) 
 
               10        20        30        40        50        60 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                             ..: :.:. ::  . ..: :. ..:.             
gi|558                MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKVMVDGCHGSDPC 
                              10         20        30        40     
 
               70        80                                         
2MEPSP KLGASVEEGPDYCIITPPEK                                         
                                                                    
gi|558 IIHRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYD 
           50        60        70        80        90       100     
 
>>gi|1684720|emb|CAB05372.1| major allergen Phl p 5 [Phl  (276 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 47; 23.5% identity (54.4% similar) in 68 aa overlap (1-68:76-142) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :: :  . ..  .  .:. ..:. ::  .  
gi|168 AGVPPADKYKTFVATFGAASNKAFAEGLSAEPKGAAESSSKGALTSKL-EAAYKLAYKTS 
          50        60        70        80        90        100     
 
               40        50        60        70        80           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK           
        .  : :  :.    ..:. :..:   :.  .  ..::                       
gi|168 EGATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAAEEVKVIPAGELQFIEKVDSALKVA 
          110       120       130       140       150       160     
 
gi|168 ATAANAAAANDKFTVFEAAFNHAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVK 
          170       180       190       200       210       220     
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.4  bits: 17.5 E():   53 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (8-37:41-70) 
 
                                      10        20        30        
2MEPSP                        EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
        40        50        60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK 
                                                   
gi|453 CSPKWLQLLVP                                 
               80                                  
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>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.4  bits: 18.3 E():   53 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (35-80:52-93) 
 
           10        20        30        40        50        60     
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
           70        80                                             
2MEPSP SVEEGPDYCIITPPEK                                             
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 71.1  bits: 19.5 E():   55 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (13-68:269-325) 
 
                                 10        20        30        40   
2MEPSP                   EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
             50        60         70        80                      
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGPDYCIITPPEK                      
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (12-67:90-149) 
 
                                  10        20        30        40  
2MEPSP                    EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                    50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEK 
       .: ...:     ..:.: . .    ::  .::              
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN   
       120       130       140       150       160   
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (12-67:90-149) 
 
                                  10        20        30        40  
2MEPSP                    EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                    50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEK 
       .: ...:     ..:.: . .    ::  .::              
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN   
       120       130       140       150       160   
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (12-67:90-149) 
 
                                  10        20        30        40  
2MEPSP                    EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
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gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                    50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEK 
       .: ...:     ..:.: . .    ::  .::              
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN   
       120       130       140       150       160   
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (12-67:90-149) 
 
                                  10        20        30        40  
2MEPSP                    EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                    50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEK 
       .: ...:     ..:.: . .    ::  .::              
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN   
       120       130       140       150       160   
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 18.6 E():   59 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (5-20:152-167) 
 
                                         10        20        30     
2MEPSP                           EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
           40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK 
                                                      
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC                    
             190       200                            
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (23-48:8-32) 
 
               10        20        30        40        50        60 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                             ..: :.:. ::  . ..: :. ..:.             
gi|558                MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPC 
                              10         20        30        40     
 
               70        80                                         
2MEPSP KLGASVEEGPDYCIITPPEK                                         
                                                                    
gi|558 IIHRGKPFTLEALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYD 
           50        60        70        80        90       100     
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (23-48:8-32) 
 
               10        20        30        40        50        60 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                             ..: :.:. ::  . ..: :. ..:.             
gi|864                MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPC 
                              10         20        30        40     
 
               70        80                                         
2MEPSP KLGASVEEGPDYCIITPPEK                                         
                                                                    
gi|864 IIHRGKPFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYD 
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           50        60        70        80        90       100     
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (23-48:8-32) 
 
               10        20        30        40        50        60 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                             ..: :.:. ::  . ..: :. ..:.             
gi|218                MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPC 
                              10         20        30        40     
 
               70        80                                         
2MEPSP KLGASVEEGPDYCIITPPEK                                         
                                                                    
gi|218 IIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYD 
           50        60        70        80        90       100     
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (23-48:8-32) 
 
               10        20        30        40        50        60 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                             ..: :.:. ::  . ..: :. ..:.             
gi|256                MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPC 
                              10         20        30        40     
 
               70        80                                         
2MEPSP KLGASVEEGPDYCIITPPEK                                         
                                                                    
gi|256 IIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYD 
           50        60        70        80        90       100     
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (23-48:8-32) 
 
               10        20        30        40        50        60 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                             ..: :.:. ::  . ..: :. ..:.             
gi|558                MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPC 
                              10         20        30        40     
 
               70        80                                         
2MEPSP KLGASVEEGPDYCIITPPEK                                         
                                                                    
gi|558 IIHRGKPFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYD 
           50        60        70        80        90       100     
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (46-79:170-204) 
 
          20        30        40        50        60         70     
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
           80                                                       
2MEPSP ITPPEK                                                       
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.7  bits: 18.9 E():   65 
Smith-Waterman score: 46; 23.1% identity (50.8% similar) in 65 aa overlap (6-68:76-140) 
 
                                        10          20        30    
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2MEPSP                          EPFGRKHLKAIDVNMNKMP--DVAMTLAVVALFAD 
                                     .: . .  . . .:  :.:...:  :  .  
gi|481 EDINVGFKAAVAARQRPAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGA 
          50        60        70        80        90       100      
 
            40        50        60        70        80              
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK              
        : :  :     . :. :..:   :.  .   .::                          
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 18.3 E():   66 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (70-77:172-179) 
 
      40        50        60        70        80     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK     
                                     : :: :.:        
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
             150       160       170       180       
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.4  bits: 15.6 E():   68 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (8-38:2-30) 
 
               10         20        30        40        50          
2MEPSP EPFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
              .::. : : .. :     ..  :  .::::..                      
gi|122       MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV                      
                     10           20        30                      
 
      60        70        80 
2MEPSP TKLGASVEEGPDYCIITPPEK 
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.7 E():   69 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:12-29) 
 
        30        40        50        60        70        80        
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK        
                                     :. :. .. ..: : :::             
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (12-43:89-118) 
 
                                  10        20        30        40  
2MEPSP                    EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
              50        60        70        80     
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK     
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (12-43:90-119) 
 
                                  10        20        30        40  
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2MEPSP                    EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              50        60        70        80     
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK     
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (12-43:90-119) 
 
                                  10        20        30        40  
2MEPSP                    EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
              50        60        70        80     
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK     
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (12-43:90-119) 
 
                                  10        20        30        40  
2MEPSP                    EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              50        60        70        80     
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK     
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (12-34:90-112) 
 
                                  10        20        30        40  
2MEPSP                    EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
              50        60        70        80   
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK   
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (12-43:90-119) 
 
                                  10        20        30        40  
2MEPSP                    EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              50        60        70        80     
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK     
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       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (12-43:90-119) 
 
                                  10        20        30        40  
2MEPSP                    EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              50        60        70        80     
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK     
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|289721058|gb|ADD17628.1| Per a 3 allergen [Periplan  (685 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 69.2  bits: 20.1 E():   70 
Smith-Waterman score: 50; 27.5% identity (56.9% similar) in 51 aa overlap (1-48:85-135) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :  .: . . ..::..:  . :. :  .   
gi|289 QVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIMLYDLLY 
           60        70        80        90       100       110     
 
               40           50        60        70        80        
2MEPSP FADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK        
       ::.   ..  .: :   ::.:                                        
gi|289 FANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLFVDHDVI 
          120       130       140       150       160       170     
 
>>gi|2833325|sp|Q25641.1|CRPI_PERAM RecName: Full=Allerg  (685 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 69.2  bits: 20.1 E():   70 
Smith-Waterman score: 50; 27.5% identity (56.9% similar) in 51 aa overlap (1-48:85-135) 
 
                                             10        20        30 
2MEPSP                               EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL 
                                     :  .: . . ..::..:  . :. :  .   
gi|283 QVEVGIPMTSKQTSATTVPPSGEAVHGVLQEGHARPRGEPFSVNYEKHREQAIMLYDLLY 
           60        70        80        90       100       110     
 
               40           50        60        70        80        
2MEPSP FADGPTAIRDVASW---RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK        
       ::.   ..  .: :   ::.:                                        
gi|283 FANDYDTFYKTACWARDRVNEGMFMYSFSIAVFHRDDMQGVMLPPPYEVYPYLFVDHDVI 
          120       130       140       150       160       170     
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.1  bits: 19.8 E():   70 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (35-47:336-348) 
 
           10        20        30        40        50        60     
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
           70        80                                             
2MEPSP SVEEGPDYCIITPPEK                                             
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 69.1  bits: 19.8 E():   70 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (35-73:336-369) 
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           10        20        30        40        50        60     
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
            70        80                                            
2MEPSP S-VEEGPDYCIITPPEK                                            
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 69.1  bits: 20.1 E():   70 
Smith-Waterman score: 50; 23.6% identity (54.5% similar) in 55 aa overlap (8-62:178-227) 
 
                                      10        20        30        
2MEPSP                        EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :... :....  .. . :      :.:    
gi|425 QQLEDTRHRLEEEERKRASLENHAHTLEVELESLKVQLDEESEARLELERQLTKANG--- 
       150       160       170       180       190       200        
 
        40        50        60        70        80                  
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                  
         :.:::. :   .. :   :. .:                                    
gi|425 --DAASWKSKYEAELQAHADEVEELRRKMAQKISEYEEQLEALLNKCSSLEKQKSRLQSE 
            210       220       230       240       250       260   
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (26-44:15-35) 
 
               10        20        30          40        50         
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTE 
                                :.:. :.:.:  .  :  :.:               
gi|908            MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGF 
                          10        20        30        40          
 
       60        70        80                                       
2MEPSP LTKLGASVEEGPDYCIITPPEK                                       
                                                                    
gi|908 GSSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAG 
      50        60        70        80        90       100          
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 18.9 E():   72 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (20-68:125-173) 
 
                          10        20        30        40          
2MEPSP            EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
      50        60        70        80                              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEK                              
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKATPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
          160       170       180       190       200       210     
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.9  bits: 19.5 E():   73 
Smith-Waterman score: 48; 23.8% identity (58.7% similar) in 63 aa overlap (6-68:315-376) 
 
                                        10        20        30      
2MEPSP                          EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
                                     ...: ..:....  ..:  :.   ..:    
gi|845 ALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEA-EAAALLGGKRVIAKLE 
          290       300       310       320        330       340    
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          40        50        60        70        80                
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                
       : :::. .   .::.:    .. : :    ..:                            
gi|845 TRIRDLETALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMN 
           350       360       370       380       390       400    
 
gi|845 IQKRQLGEAESFTMANIQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASA 
           410       420       430       440       450       460    
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (5-20:43-58) 
 
                                         10        20        30     
2MEPSP                           EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
           40        50        60        70        80               
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK               
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (21-37:8-26) 
 
               10        20        30          40        50         
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTE 
                           ::: :::....  : .:::                      
gi|300              MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFR 
                            10        20        30        40        
 
       60        70        80                                       
2MEPSP LTKLGASVEEGPDYCIITPPEK                                       
                                                                    
gi|300 AAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAP 
        50        60        70        80        90       100        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (21-37:8-26) 
 
               10        20        30          40        50         
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTE 
                           ::: :::....  : .:::                      
gi|300              MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFR 
                            10        20        30        40        
 
       60        70        80                                       
2MEPSP LTKLGASVEEGPDYCIITPPEK                                       
                                                                    
gi|300 AAMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAP 
        50        60        70        80        90       100        
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 31.4% identity (49.0% similar) in 51 aa overlap (33-78:73-120) 
 
             10        20        30        40        50         60  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
              70            80                 
2MEPSP LGASVEEGPDYCIIT----PPEK                 
        :  : : : .: :.    ::                   
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN 
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     100       110       120       130         
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (27-74:178-227) 
 
                   10        20        30        40        50       
2MEPSP     EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
          60        70         80                                   
2MEPSP RTELTKLGASVEEGP-DYCIITPPEK                                   
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 42; 31.4% identity (49.0% similar) in 51 aa overlap (33-78:37-84) 
 
             10        20        30        40        50         60  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
              70            80                                      
2MEPSP LGASVEEGPDYCIIT----PPEK                                      
        :  : : : .: :.    ::                                        
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 18.9 E():   75 
Smith-Waterman score: 46; 26.5% identity (55.1% similar) in 49 aa overlap (20-68:101-149) 
 
                          10        20        30        40          
2MEPSP            EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
      50        60        70        80                              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEK                              
        :..:   :.  .  ..::                                          
gi|249 LRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAPANDKFTVFEGA 
              140       150       160       170       180       190 
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (46-79:188-222) 
 
          20        30        40        50        60         70     
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
           80                                                       
2MEPSP ITPPEK                                                       
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (46-79:188-222) 
 
          20        30        40        50        60         70     
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2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
           80                                                       
2MEPSP ITPPEK                                                       
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 42; 31.4% identity (49.0% similar) in 51 aa overlap (33-78:31-78) 
 
             10        20        30        40        50         60  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
              70            80                                      
2MEPSP LGASVEEGPDYCIIT----PPEK                                      
        :  : : : .: :.    ::                                        
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.3  bits: 18.3 E():   78 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (23-53:121-151) 
 
                       10        20        30        40        50   
2MEPSP         EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
             60        70        80                                 
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEK                                 
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (17-35:2-20) 
 
               10        20        30        40        50        60 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                       :.  .:... :::. :.::                          
gi|157                MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLANGA 
                              10        20        30        40      
 
               70        80                                         
2MEPSP KLGASVEEGPDYCIITPPEK                                         
                                                                    
gi|157 PDKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAAD 
          50        60        70        80        90       100      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (20-68:93-141) 
 
                          10        20        30        40          
2MEPSP            EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
      50        60        70        80                              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEK                              

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10224

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

        :..:   :.  .   .::                                          
gi|168 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
            130       140       150       160       170       180   
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (20-68:96-144) 
 
                          10        20        30        40          
2MEPSP            EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
      50        60        70        80                              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEK                              
        :..:   :.  .   .::                                          
gi|285 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
         130       140       150       160       170       180      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.9 E():   84 
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 54 aa overlap (23-75:8-54) 
 
               10        20        30         40        50          
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVAL-FADGPTAIRDVASWRVKETERMVAIRTEL 
                             :.:..::: :  .:.:  .      .. : ..... :  
gi|122                MRQSLKVMVLSTVALLFMANPAAASE------EKKEYLIVVEPEE 
                              10        20              30          
 
      60        70        80                                        
2MEPSP TKLGASVEEGPDYCIITPPEK                                        
       .. . ::::. :  .:                                             
gi|122 VS-AQSVEESYDVDVIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPW 
      40         50        60        70        80        90         
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (20-68:107-155) 
 
                          10        20        30        40          
2MEPSP            EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
      50        60        70        80                              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEK                              
        :..:   :.  .   .::                                          
gi|330 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
        140       150       160       170       180       190       
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 17.7 E():   86 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (12-34:90-112) 
 
                                  10        20        30        40  
2MEPSP                    EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
              50        60        70        80   
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK   
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.6  bits: 17.7 E():   86 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (12-43:90-119) 
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                                  10        20        30        40  
2MEPSP                    EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
              50        60        70        80     
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK     
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 17.4 E():   88 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (8-34:44-71) 
 
                                      10         20        30       
2MEPSP                        EPFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
         40        50        60        70        80                 
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                 
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.6 E():   88 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (41-70:227-256) 
 
               20        30        40        50        60        70 
2MEPSP IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
               80                                           
2MEPSP DYCIITPPEK                                           
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.3  bits: 19.8 E():   89 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (56-80:517-541) 
 
          30        40        50        60        70        80      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK      
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.0 E():   91 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (68-78:3-13) 
 
        40        50        60        70        80                  
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                  
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
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>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.0 E():   91 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (5-19:152-166) 
 
                                         10        20        30     
2MEPSP                           EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
           40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK 
                                                      
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC                  
             190       200       210                  
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.0 E():   91 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (5-19:152-166) 
 
                                         10        20        30     
2MEPSP                           EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
           40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK 
                                                      
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC                  
             190       200       210                  
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 18.3 E():   92 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (70-77:245-252) 
 
      40        50        60        70        80     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK     
                                     : :: :.:        
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
          220       230       240       250          
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.0 E():   92 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (71-78:116-123) 
 
               50        60        70        80                     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                     
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
 
gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.0  bits: 18.6 E():   92 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (71-79:214-222) 
 
               50        60        70        80                     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                     
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (18-32:1-15) 
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               10        20        30        40        50        60 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                        : . ...: ::::::                             
gi|386                  MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKWLD 
                                10        20        30        40    
 
               70        80                                         
2MEPSP KLGASVEEGPDYCIITPPEK                                         
                                                                    
gi|386 AKSTWYGKPTGAGPKDNGGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFEIKCTKP 
            50        60        70        80        90       100    
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 41; 30.8% identity (73.1% similar) in 26 aa overlap (23-48:4-28) 
 
               10        20        30        40        50        60 
2MEPSP EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                             ..: :.:. ::  . ..: :. ..:.             
gi|546                    GTMVSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPC 
                                  10         20        30        40 
 
               70        80                                         
2MEPSP KLGASVEEGPDYCIITPPEK                                         
                                                                    
gi|546 IIHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYD 
               50        60        70        80        90       100 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.0 E():   94 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (71-78:109-116) 
 
               50        60        70        80                     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                     
                                     .:: : ::                       
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
       80        90       100       110       120       130         
 
gi|616 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
      140       150       160       170       180       190         
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (30-51:469-490) 
 
                10        20        30        40        50          
2MEPSP  EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
      60        70        80 
2MEPSP TKLGASVEEGPDYCIITPPEK 
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 48; 28.9% identity (57.9% similar) in 38 aa overlap (33-69:122-159) 
 
             10        20        30         40        50        60  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR-DVASWRVKETERMVAIRTELTK 
                                     ::  :   : :.:. ..     :  :...  
gi|476 AVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIAAYPDPAKWKNSKIWMHFARLTDFNL 
             100       110       120       130       140       150  
 
              70        80                                          
2MEPSP LGASVEEGPDYCIITPPEK                                          
       .:..: .:                                                     
gi|476 MGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTLTNSPEFHLV 
             160       170       180       190       200       210  
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>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (71-78:115-122) 
 
               50        60        70        80                     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                     
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (71-78:115-122) 
 
               50        60        70        80                     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                     
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (71-78:115-122) 
 
               50        60        70        80                     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                     
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (71-78:115-122) 
 
               50        60        70        80                     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                     
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (71-78:115-122) 
 
               50        60        70        80                     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                     
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (71-78:115-122) 
 
               50        60        70        80                     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                     
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                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (71-78:115-122) 
 
               50        60        70        80                     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                     
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPPNVNKIEEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (71-78:115-122) 
 
               50        60        70        80                     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                     
                                     .:: : ::                       
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|223 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 45; 24.3% identity (61.4% similar) in 70 aa overlap (14-75:123-188) 
 
                                10        20         30        40   
2MEPSP                  EPFGRKHLKAIDVNMNKMPD-VAMTLAVVALFADGPTAIRDVA 
                                     :.::. . .:.: ...:..     .:.:.  
gi|217 YYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVII----GIKDLD 
            100       110       120       130       140             
 
             50               60        70        80                
2MEPSP SWRVKETERMV----AIRTE---LTKLGASVEEGPDYCIITPPEK                
       ..:  . : ..    . .:.   .. .: :  .: :: :.                     
gi|217 AFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGYGYFAANI 
      150       160       170       180       190       200         
 
gi|217 DLMMIEEYPYVVIL 
      210       220   
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (71-78:115-122) 
 
               50        60        70        80                     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                     
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (71-78:115-122) 
 
               50        60        70        80                     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                     
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                                     .:: : ::                       
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|837 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 45; 24.3% identity (61.4% similar) in 70 aa overlap (14-75:123-188) 
 
                                10        20         30        40   
2MEPSP                  EPFGRKHLKAIDVNMNKMPD-VAMTLAVVALFADGPTAIRDVA 
                                     :.::. . .:.: ...:..     .:.:.  
gi|217 YYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVII----GIKDLD 
            100       110       120       130       140             
 
             50               60        70        80                
2MEPSP SWRVKETERMV----AIRTE---LTKLGASVEEGPDYCIITPPEK                
       ..:  . : ..    . .:.   .. .: :  .: :: :.                     
gi|217 AFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYFAANI 
      150       160       170       180       190       200         
 
gi|217 DLMMIEEYPYVVIL 
      210       220   
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (71-78:115-122) 
 
               50        60        70        80                     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                     
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPPNVNKIEEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (33-69:121-158) 
 
             10        20        30         40        50        60  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              70        80                                          
2MEPSP LGASVEEGPDYCIITPPEK                                          
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (33-69:121-158) 
 
             10        20        30         40        50        60  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              70        80                                          
2MEPSP LGASVEEGPDYCIITPPEK                                          
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
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>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (33-69:121-158) 
 
             10        20        30         40        50        60  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              70        80                                          
2MEPSP LGASVEEGPDYCIITPPEK                                          
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (33-69:121-158) 
 
             10        20        30         40        50        60  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              70        80                                          
2MEPSP LGASVEEGPDYCIITPPEK                                          
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (33-69:121-158) 
 
             10        20        30         40        50        60  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              70        80                                          
2MEPSP LGASVEEGPDYCIITPPEK                                          
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (33-69:121-158) 
 
             10        20        30         40        50        60  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              70        80                                          
2MEPSP LGASVEEGPDYCIITPPEK                                          
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (33-69:121-158) 
 
             10        20        30         40        50        60  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
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gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              70        80                                          
2MEPSP LGASVEEGPDYCIITPPEK                                          
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (33-69:121-158) 
 
             10        20        30         40        50        60  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|117 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              70        80                                          
2MEPSP LGASVEEGPDYCIITPPEK                                          
       .: .: .:                                                     
gi|117 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (33-69:121-158) 
 
             10        20        30         40        50        60  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              70        80                                          
2MEPSP LGASVEEGPDYCIITPPEK                                          
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (33-69:121-158) 
 
             10        20        30         40        50        60  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              70        80                                          
2MEPSP LGASVEEGPDYCIITPPEK                                          
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (33-69:121-158) 
 
             10        20        30         40        50        60  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              70        80                                          
2MEPSP LGASVEEGPDYCIITPPEK                                          
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
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              160       170       180       190       200       210 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (33-69:121-158) 
 
             10        20        30         40        50        60  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              70        80                                          
2MEPSP LGASVEEGPDYCIITPPEK                                          
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (33-69:121-158) 
 
             10        20        30         40        50        60  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              70        80                                          
2MEPSP LGASVEEGPDYCIITPPEK                                          
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (33-69:121-158) 
 
             10        20        30         40        50        60  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              70        80                                          
2MEPSP LGASVEEGPDYCIITPPEK                                          
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 18.0 E():   98 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (68-78:20-30) 
 
        40        50        60        70        80                  
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEK                  
                                     .: ::: :  :                    
gi|510            MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNC 
                          10        20        30        40          
 
gi|510 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
      50        60        70        80        90       100          
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 66.4  bits: 18.9 E():   99 
Smith-Waterman score: 46; 31.7% identity (53.7% similar) in 41 aa overlap (29-69:136-174) 
 
                 10        20        30        40        50         
2MEPSP   EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     :. . :  ..  :.::.::     :   .  
gi|558 IAAENVIDVKLVDANGKLHDKKSMGDDHFWAVRGGGGESFGIVVSWQVKLLP--VPPTVT 
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         110       120       130       140       150         160    
 
       60        70        80                                       
2MEPSP LTKLGASVEEGPDYCIITPPEK                                       
       . :.  :: ::                                                  
gi|558 IFKIPKSVSEGAVDIINKWQLVAPQLPADLMIRIIAMGPKATFEAMYLGTCKTLTPMMQS 
           170       180       190       200       210       220    
 
>>gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family protein   (150 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 41; 33.3% identity (53.3% similar) in 45 aa overlap (28-71:58-100) 
 
                  10        20        30        40         50       
2MEPSP    EPFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET-ERMVAIR 
                                     :  ::.   ::.:.   . ::.   . : . 
gi|155 LDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFANDHPAIKDAYEAEKKEVLAAQQAAE 
        30        40        50        60        70        80        
 
         60        70        80                                     
2MEPSP TELTKLGASVEEGPDYCIITPPEK                                     
        :  :: :..   ::                                              
gi|155 EEHKKLVAALP--PDAQKADAELTATADDASLTLAAKHDKIVQTFESLPPAVKEELNKLN 
        90         100       110       120       130       140      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:02 2011 done: Tue Apr 19 10:58:02 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 314  - 393 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     3     2:* 
  32    11     8:==*= 
  34    12    22:====   * 
  36    36    44:============  * 
  38    69    73:======================= * 
  40    89   102:==============================   * 
  42   120   125:======================================== * 
  44   132   138:============================================ * 
  46   158   140:==============================================*====== 
  48   128   134:=========================================== * 
  50   138   122:========================================*===== 
  52   128   108:===================================*======= 
  54    98    92:==============================*== 
  56    77    77:=========================* 
  58    30    63:==========          * 
  60    28    51:==========      * 
  62    26    41:=========    * 
  64    39    33:==========*== 
  66    47    26:========*======= 
  68    40    20:======*======= 
  70    21    16:=====*= 
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  72     9    12:===* 
  74    14    10:===*= 
  76     6     8:==* 
  78     3     6:=* 
  80    11     5:=*== 
  82     6     3:*= 
  84     6     3:*= 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.16370.0032; mu= 5.4380 0.166 
 mean_var=37.0463 9.284, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.210718 
 Kolmogorov-Smirnov  statistic: 0.0377 (N=28) at  62 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   52 20.7     7.7 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   52 20.7     7.9 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   58 22.4     8.5 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   51 20.4     9.3 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   51 20.4     9.3 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   52 20.7      10 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.7      11 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   58 22.3      11 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   58 22.3      12 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.5      14 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.0      14 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.0      14 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.0      15 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.0      15 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   50 20.1      15 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.8      15 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.8      15 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   54 21.2      15 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 18.9      17 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   49 19.8      17 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 21.7      17 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 18.9      17 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.5      18 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.6      18 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.8      18 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 18.9      20 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 20.9      20 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 20.6      23 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   48 19.4      26 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   54 21.1      27 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   50 20.0      29 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   50 20.0      31 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   50 20.0      31 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   50 20.0      31 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   50 20.0      31 
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gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.4      31 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.0      32 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 20.0      32 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 20.0      33 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   50 20.0      33 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   50 20.0      33 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   50 20.0      33 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.5      34 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 20.0      36 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.1      36 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   47 19.1      37 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.7      37 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.7      39 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.7      43 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.4      43 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   50 19.9      43 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 20.2      46 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.5      46 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.1      47 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.3      49 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      49 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 18.8      52 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.2      52 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.4      55 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   44 18.2      55 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.2      57 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   48 19.4      58 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.2      61 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.2      61 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.2      61 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.2      61 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.1      61 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.1      61 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.1      61 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.1      61 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.1      61 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.1      61 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.1      61 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.1      61 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.1      61 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.1      61 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.3      63 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.5      65 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.7      65 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 17.9      68 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 17.9      68 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 17.9      68 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 17.9      68 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 17.9      68 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.2      71 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.8      72 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   42 17.7      73 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 18.8      73 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 17.9      74 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 17.9      75 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 17.9      75 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 17.9      75 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 17.9      75 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 17.9      75 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 17.9      75 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   46 18.8      75 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.8      75 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   47 19.0      78 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 15.1      78 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   42 17.6      78 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.6      78 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.6      78 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   42 17.6      79 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 17.9      79 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   42 17.6      80 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   42 17.6      80 
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gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   42 17.6      80 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.8      80 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.0      81 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   42 17.6      81 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.6      82 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.6      82 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.8      83 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   50 19.9      84 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.6      84 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   46 18.8      84 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.8      84 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.8      84 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   48 19.3      84 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.2      86 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 18.5      90 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   45 18.5      91 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.6      92 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.6      92 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.3      92 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   45 18.5      95 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   28 13.7      95 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   40 17.1      97 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   41 17.3      98 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   41 17.3      98 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   41 17.3      98 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 17.9      99 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.5      99 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.3      99 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 17.9      99 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 17.9      99 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 17.9   1e 
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 86.5  bits: 20.7 E():  7.7 
Smith-Waterman score: 52; 31.4% identity (52.9% similar) in 70 aa overlap (5-68:2-68) 
 
                  10           20        30        40        50     
2MEPSP PFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 
           ::: :   . .  :  :   ::  .:. :.. ::     . .:  . :. ....:  
gi|833    MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAE 
                  10        20        30        40        50        
 
           60        70        80                                
2MEPSP RTELTKLGASVEEGPDYCIITPPEKL                                
        .  ::: :::  :                                            
gi|833 GS--TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
          60         70        80        90       100       110  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 86.4  bits: 20.7 E():  7.9 
Smith-Waterman score: 52; 30.0% identity (54.3% similar) in 70 aa overlap (5-68:2-68) 
 
                  10           20        30        40        50     
2MEPSP PFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 
           ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :. ....:  
gi|117    MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIAS 
                  10        20        30        40        50        
 
           60        70        80                                  
2MEPSP RTELTKLGASVEEGPDYCIITPPEKL                                  
        .:  :: :::  :                                              
gi|117 GSE--KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
        60           70        80        90       100       110    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 85.8  bits: 22.4 E():  8.5 
Smith-Waterman score: 58; 21.2% identity (66.7% similar) in 33 aa overlap (11-43:280-312) 
 
                                   10        20        30        40 
2MEPSP                     PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.. .:.    ...:.:. ..: :.   .. 
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gi|148 GTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANI 
     250       260       270       280       290       300          
 
               50        60        70        80                     
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL                     
        .:                                                          
gi|148 LAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDELAKKVAELTEK 
     310       320       330       340       350       360          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 85.1  bits: 20.4 E():  9.3 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (5-68:2-68) 
 
                  10           20        30        40        50     
2MEPSP PFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 
           ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :. ....:  
gi|461    MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAE 
                  10        20        30        40        50        
 
           60        70        80                              
2MEPSP RTELTKLGASVEEGPDYCIITPPEKL                              
        .:  :: :::  :                                          
gi|461 GSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60           70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 85.1  bits: 20.4 E():  9.3 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (5-68:2-68) 
 
                  10           20        30        40        50     
2MEPSP PFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 
           ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :. ....:  
gi|416    MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAE 
                  10        20        30        40        50        
 
           60        70        80                              
2MEPSP RTELTKLGASVEEGPDYCIITPPEKL                              
        .:  :: :::  :                                          
gi|416 GSE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
        60           70        80        90       100          
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 84.5  bits: 20.7 E():   10 
Smith-Waterman score: 52; 50.0% identity (62.5% similar) in 24 aa overlap (57-80:27-49) 
 
         30        40        50        60        70        80       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL       
                                     :. :: .:   : :::::   .::       
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 84.0  bits: 20.7 E():   11 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (45-78:104-138) 
 
           20        30        40        50         60        70    
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
            80          
2MEPSP ITPPEKL          
       :.: .            
gi|110 ISPSQGCQFSSPYWSY 
           140          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10239

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  57 init1:  57 opt:  58  Z-score: 83.5  bits: 22.3 E():   11 
Smith-Waterman score: 58; 24.4% identity (57.7% similar) in 78 aa overlap (3-80:399-471) 
 
                                           10        20        30   
2MEPSP                             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :  .  . : .    
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVV-- 
      370       380       390       400       410       420         
 
             40        50        60        70        80             
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL             
        :  .  ::.   .:. ..::..:. .. . .   : .  : . ::..             
gi|370 -PQNFA-VAGKSQSENFEYVAFKTD-SRPSIANLAGENSVIDNLPEEVVANSYGLQREQA 
         430        440        450       460       470       480    
 
gi|370 RQLKNNNPFKFFVPPSQQSPRAVA 
           490       500        
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 58; 21.2% identity (66.7% similar) in 33 aa overlap (11-43:410-442) 
 
                                   10        20        30        40 
2MEPSP                     PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.. .:.    ...:.:. ..: :.   .. 
gi|601 GTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANI 
     380       390       400       410       420       430          
 
               50        60        70        80                     
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL                     
        .:                                                          
gi|601 LAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDELAHKVAELTEK 
     440       450       460       470       480       490          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.0  bits: 21.5 E():   14 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (19-67:131-179) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (3-19:402-418) 
 
                                           10        20        30   
2MEPSP                             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
             40        50        60        70        80             
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL             
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (3-19:403-419) 
 
                                           10        20        30   
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2MEPSP                             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
             40        50        60        70        80             
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL             
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (3-19:422-438) 
 
                                           10        20        30   
2MEPSP                             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
             40        50        60        70        80             
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL             
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (3-19:422-438) 
 
                                           10        20        30   
2MEPSP                             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
             40        50        60        70        80             
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL             
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.5  bits: 20.1 E():   15 
Smith-Waterman score: 50; 24.0% identity (52.0% similar) in 50 aa overlap (32-78:45-89) 
 
              10        20        30        40        50        60  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
              70           80                                       
2MEPSP GASVEEGPDYC---IITPPEKL                                       
       :.....  .::    :.: .                                         
gi|144 GVNTKQYINYCEKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLKKGLLE 
      70        80        90       100       110       120          
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.5  bits: 19.8 E():   15 
Smith-Waterman score: 49; 30.0% identity (52.9% similar) in 70 aa overlap (5-68:2-68) 
 
                  10           20        30        40        50     
2MEPSP PFGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAI 
           ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :. ....:  
gi|185    MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIAS 
                  10        20        30        40        50        
 
           60        70        80                                  
2MEPSP RTELTKLGASVEEGPDYCIITPPEKL                                  
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         :  :: :::  :                                              
gi|185 GPE--KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
        60           70        80        90       100       110    
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 81.2  bits: 19.8 E():   15 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (38-76:63-104) 
 
        10        20        30        40          50        60      
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
           70        80          
2MEPSP VEEGPDYCIITPPEKL          
       .   : ::.  :              
gi|999 AALVPKYCLQHPHACDLYKNQTVMS 
            100       110        
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.1  bits: 21.2 E():   15 
Smith-Waterman score: 54; 28.6% identity (55.1% similar) in 49 aa overlap (19-67:130-178) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|330 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
     100       110       120       130       140       150          
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|330 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.5  bits: 18.9 E():   17 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (30-76:15-61) 
 
               10        20        30        40        50           
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELT 
                                    .:.   :.: ..:  . :..::.: : :.   
gi|124                GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGD 
                              10        20        30        40      
 
      60        70        80       
2MEPSP KLGASVEEGPDYCIITPPEKL       
        .  . .:  ..:  .:           
gi|124 GF-IDFDEFISFCNANPGLMKDVAKVF 
           50        60        70  
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 80.4  bits: 19.8 E():   17 
Smith-Waterman score: 49; 27.0% identity (57.1% similar) in 63 aa overlap (10-70:36-97) 
 
                                    10        20        30          
2MEPSP                      PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  :: : 
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAI-D 
          10        20        30        40        50        60      
 
      40        50          60        70        80                  
2MEPSP VASWRVKETERM-VAIRT-ELTKLGASVEEGPDYCIITPPEKL                  
       . . ...  . :   ::  :  .:  .. : ::                            
gi|484 IPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDG 
           70        80        90       100       110       120     
 
gi|484 EVQE 
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>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.3  bits: 21.7 E():   17 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (11-43:407-439) 
 
                                   10        20        30        40 
2MEPSP                     PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
               50        60        70        80                     
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL                     
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.2  bits: 18.9 E():   17 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (30-76:17-63) 
 
               10        20        30        40        50           
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELT 
                                    .:.   :.: ..:  . :..::.: : :.   
gi|124              GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGD 
                            10        20        30        40        
 
      60        70        80       
2MEPSP KLGASVEEGPDYCIITPPEKL       
        .  . .:  ..:  .:           
gi|124 GF-IDFDEFISFCNANPGLMKDVAKVF 
         50        60        70    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 80.0  bits: 19.5 E():   18 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (19-68:22-68) 
 
                  10        20        30        40        50        
2MEPSP    PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
        60        70        80                                
2MEPSP LTKLGASVEEGPDYCIITPPEKL                                
        ::: :::  :                                            
gi|668 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.8  bits: 20.6 E():   18 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (61-78:180-197) 
 
               40        50        60         70        80          
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKL          
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 79.8  bits: 19.8 E():   18 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (45-78:96-130) 
 
           20        30        40        50         60        70    
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
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            80       
2MEPSP ITPPEKL       
       :.: .         
gi|244 ISPSQGCQFQSSY 
         130         
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.3  bits: 18.9 E():   20 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (30-76:26-72) 
 
               10        20        30        40        50           
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELT 
                                    .:.   :.: ..:  . :..::.: : :.   
gi|187     KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGD 
                   10        20        30        40        50       
 
      60        70        80       
2MEPSP KLGASVEEGPDYCIITPPEKL       
        .  . .:  ..:  .:           
gi|187 GF-IDFDEFISFCNANPGLMKDVAKVF 
          60        70        80   
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 79.0  bits: 20.9 E():   20 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (32-78:115-168) 
 
              10        20        30        40        50        60  
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
                  70            80                                  
2MEPSP G-ASVEEGP---DYCII----TPPEKL                                  
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.1  bits: 20.6 E():   23 
Smith-Waterman score: 52; 27.5% identity (52.9% similar) in 51 aa overlap (19-69:113-163) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..:: :                                        
gi|441 LRVIAGALEVHAVKPATEEVPAAKIPTGELQIVDKIDAAFKIAATAANAAPTNDKFTVFE 
            150       160       170       180       190       200   
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 48; 22.5% identity (50.7% similar) in 71 aa overlap (11-72:90-159) 
 
                                   10        20        30        40 
2MEPSP                     PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:. .... . .::   :: .  ..  
gi|281 GEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVAC-PDGGSICKNR 
      60        70        80        90       100        110         
 
               50        60                 70        80 
2MEPSP ASWRVKETERMVAIRTELTK---------LGASVEEGPDYCIITPPEKL 
       . . .:   ..   . .: :         : : .  .::::         
gi|281 SIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC         
      120       130       140       150                  
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
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 initn:  38 init1:  38 opt:  54  Z-score: 76.7  bits: 21.1 E():   27 
Smith-Waterman score: 54; 25.4% identity (55.6% similar) in 63 aa overlap (7-68:204-264) 
 
                                       10        20         30      
2MEPSP                         PFGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
          40        50        60        70        80                
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL                
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFG 
           240         250       260       270       280       290  
 
gi|558 GTAKFEAMYLGTCKALTPLMSSRFPELGMNASHCNEMPWIKSVPFIHLGKQATLSDLLNR 
             300       310       320       330       340       350  
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (19-67:76-124) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|422 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
          50        60        70        80        90       100      
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|422 LRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
         110       120       130       140       150       160      
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (19-67:93-141) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|134 ASNKAFAEGLSGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
             70        80        90       100       110       120   
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|134 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
            130       140       150       160       170       180   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (19-67:94-142) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (19-67:94-142) 
 
                           10        20        30        40         
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2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (19-67:94-142) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 19.4 E():   31 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (71-77:141-147) 
 
               50        60        70        80                     
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL                     
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (19-67:102-150) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|295 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
              80        90       100       110       120       130  
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|295 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
             140       150       160       170       180       190  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (19-67:104-152) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|109 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|109 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
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>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 20.0 E():   33 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (19-67:104-152) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|239 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|239 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 20.0 E():   33 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (19-67:105-153) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 20.0 E():   33 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (19-67:105-153) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.1  bits: 20.0 E():   33 
Smith-Waterman score: 50; 25.5% identity (54.9% similar) in 51 aa overlap (19-69:106-156) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..:: :                                        
gi|144 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
         140       150       160       170       180       190      
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 74.9  bits: 20.5 E():   34 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (10-67:297-354) 
 
                                    10        20        30          
2MEPSP                      PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
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                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
      40           50        60        70        80                 
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEEGPDYCIITPPEKL                 
         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.5  bits: 20.0 E():   36 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (19-67:130-178) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|398 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
     100       110       120       130       140       150          
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|398 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.5  bits: 19.1 E():   36 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (12-33:68-88) 
 
                                  10        20        30        40  
2MEPSP                    PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
              50        60        70        80                      
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL                      
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.3  bits: 19.1 E():   37 
Smith-Waterman score: 47; 50.0% identity (66.7% similar) in 12 aa overlap (65-76:36-47) 
 
           40        50        60        70        80               
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL               
                                     :  . :::.: :                   
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPGRMRSF 
          10        20        30        40        50        60      
 
gi|727 CSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNGGV 
          70        80        90       100       110       120      
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 49; 25.5% identity (54.9% similar) in 51 aa overlap (19-69:81-131) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..:: :                                        
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gi|180 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
              120       130       140       150       160       170 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.9  bits: 19.7 E():   39 
Smith-Waterman score: 49; 26.5% identity (55.1% similar) in 49 aa overlap (19-67:94-142) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAEYDAYVATLSEA 
            70        80        90       100       110       120    
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 17.7 E():   43 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (36-53:28-45) 
 
          10        20        30        40        50        60      
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
          70        80       
2MEPSP EEGPDYCIITPPEKL       
                             
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.0  bits: 17.4 E():   43 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (14-37:1-24) 
 
               10        20        30        40        50        60 
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 
                    : :. .::  : . :.:  . :.:                        
gi|291              MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGEVYCNVCHS 
                            10        20        30        40        
 
               70        80 
2MEPSP LGASVEEGPDYCIITPPEKL 
                            
gi|291 RNLINELSERMAGAQVQL   
        50        60        
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.0  bits: 19.9 E():   43 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (19-67:191-239) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
              170       180       190       200       210       220 
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
              230       240       250       260       270       280 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 72.5  bits: 20.2 E():   46 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (12-55:343-385) 
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                                  10        20        30        40  
2MEPSP                    PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
               50        60        70        80                     
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL                     
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.4  bits: 18.5 E():   46 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (18-64:38-82) 
 
                            10        20        30         40       
2MEPSP              PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
         50         60        70        80                          
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIITPPEKL                          
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.4  bits: 19.1 E():   47 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (12-33:116-136) 
 
                                  10        20        30        40  
2MEPSP                    PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
              50        60        70        80                      
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL                      
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.0  bits: 18.3 E():   49 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (12-68:7-64) 
 
               10        20         30        40        50          
2MEPSP PFGRKHLKAIDVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
                  :. . : :. . .:...:....: ..  . :.. . . :...::  ..  
gi|164      MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFD 
                    10        20        30        40        50      
 
      60        70        80                                        
2MEPSP KLGASVEEGPDYCIITPPEKL                                        
       . :. .  :                                                    
gi|164 QPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQC 
          60        70        80        90       100       110      
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (28-49:22-43) 
 
               10        20        30        40        50        60 
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 
                                  ::: :. . :. :    .: ::            
gi|167       MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTI 
                     10        20        30        40        50     
 
               70        80                                         
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2MEPSP LGASVEEGPDYCIITPPEKL                                         
                                                                    
gi|167 KKITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIM 
           60        70        80        90       100       110     
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.5  bits: 18.8 E():   52 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (8-42:72-112) 
 
                                      10        20              30  
2MEPSP                        PFGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
              40        50        60        70        80            
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL            
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.5  bits: 20.2 E():   52 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (3-19:430-446) 
 
                                           10        20        30   
2MEPSP                             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
             40        50        60        70        80             
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL             
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.1  bits: 17.4 E():   55 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (7-36:41-70) 
 
                                       10        20        30       
2MEPSP                         PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
         40        50        60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL 
                                                    
gi|453 CSPKWLQLLVP                                  
               80                                   
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 44; 30.8% identity (73.1% similar) in 26 aa overlap (22-47:8-32) 
 
               10        20        30        40        50        60 
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 
                            ..: :.:. ::  . ..: :. ..:.              
gi|558               MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKVMVDGCHGSDPCI 
                             10         20        30        40      
 
               70        80                                         
2MEPSP LGASVEEGPDYCIITPPEKL                                         
                                                                    
gi|558 IHRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDA 
          50        60        70        80        90       100      
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.8  bits: 18.2 E():   57 
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Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (34-79:52-93) 
 
            10        20        30        40        50        60    
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
            70        80                                            
2MEPSP SVEEGPDYCIITPPEKL                                            
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 70.7  bits: 19.4 E():   58 
Smith-Waterman score: 48; 25.4% identity (50.7% similar) in 67 aa overlap (1-67:115-180) 
 
                                             10        20        30 
2MEPSP                               PFGRKHLKAIDVNMNKMPDVAMTLAVVALF 
                                     : :    ..  :  .:. :.:. ::  .   
gi|113 GVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKL-DAAYKLAYKSAE 
           90       100       110       120       130        140    
 
               40        50        60        70        80           
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL           
       .  : :  :.    ..:. :..:   :.  .  . ::                        
gi|113 GATPEAKYDAYVATLSEALRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVAA 
           150       160       170       180       190       200    
 
gi|113 TAANAAPANDKFTVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVKY 
           210       220       230       240       250       260    
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (11-66:90-149) 
 
                                   10        20        30        40 
2MEPSP                     PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                     50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKL 
       .: ...:     ..:.: . .    ::  .::               
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN    
       120       130       140       150       160    
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (11-66:90-149) 
 
                                   10        20        30        40 
2MEPSP                     PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                     50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKL 
       .: ...:     ..:.: . .    ::  .::               
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN    
       120       130       140       150       160    
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (11-66:90-149) 
 
                                   10        20        30        40 
2MEPSP                     PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
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                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                     50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKL 
       .: ...:     ..:.: . .    ::  .::               
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN    
       120       130       140       150       160    
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (11-66:90-149) 
 
                                   10        20        30        40 
2MEPSP                     PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                     50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKL 
       .: ...:     ..:.: . .    ::  .::               
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN    
       120       130       140       150       160    
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (19-67:105-153) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (19-67:105-153) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (19-67:105-153) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
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gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (19-67:105-153) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (19-67:105-153) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (19-67:105-153) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (19-67:105-153) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (19-67:105-153) 
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                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (19-67:105-153) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (19-67:105-153) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.0  bits: 19.3 E():   63 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (12-67:269-325) 
 
                                  10        20        30        40  
2MEPSP                    PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
              50         60        70        80                     
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGPDYCIITPPEKL                     
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.5 E():   65 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (4-19:152-167) 
 
                                          10        20        30    
2MEPSP                            PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
            40        50        60        70        80 
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2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL 
                                                       
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC                     
             190       200                             
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.7  bits: 15.7 E():   65 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (7-37:2-30) 
 
               10         20        30        40        50          
2MEPSP PFGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELT 
             .::. : : .. :     ..  :  .::::..                       
gi|122      MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV                       
                    10           20        30                       
 
      60        70        80 
2MEPSP KLGASVEEGPDYCIITPPEKL 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (22-47:8-32) 
 
               10        20        30        40        50        60 
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 
                            ..: :.:. ::  . ..: :. ..:.              
gi|256               MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCI 
                             10         20        30        40      
 
               70        80                                         
2MEPSP LGASVEEGPDYCIITPPEKL                                         
                                                                    
gi|256 IHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDA 
          50        60        70        80        90       100      
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (22-47:8-32) 
 
               10        20        30        40        50        60 
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 
                            ..: :.:. ::  . ..: :. ..:.              
gi|558               MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCI 
                             10         20        30        40      
 
               70        80                                         
2MEPSP LGASVEEGPDYCIITPPEKL                                         
                                                                    
gi|558 IHRGKPFTLEALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDA 
          50        60        70        80        90       100      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (22-47:8-32) 
 
               10        20        30        40        50        60 
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 
                            ..: :.:. ::  . ..: :. ..:.              
gi|558               MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCI 
                             10         20        30        40      
 
               70        80                                         
2MEPSP LGASVEEGPDYCIITPPEKL                                         
                                                                    
gi|558 IHRGKPFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDA 
          50        60        70        80        90       100      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (22-47:8-32) 
 
               10        20        30        40        50        60 
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2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 
                            ..: :.:. ::  . ..: :. ..:.              
gi|218               MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCI 
                             10         20        30        40      
 
               70        80                                         
2MEPSP LGASVEEGPDYCIITPPEKL                                         
                                                                    
gi|218 IHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDI 
          50        60        70        80        90       100      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (22-47:8-32) 
 
               10        20        30        40        50        60 
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 
                            ..: :.:. ::  . ..: :. ..:.              
gi|864               MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCI 
                             10         20        30        40      
 
               70        80                                         
2MEPSP LGASVEEGPDYCIITPPEKL                                         
                                                                    
gi|864 IHRGKPFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDA 
          50        60        70        80        90       100      
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 18.2 E():   71 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (69-76:172-179) 
 
       40        50        60        70        80    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL    
                                     : :: :.:        
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
             150       160       170       180       
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (45-78:170-204) 
 
           20        30        40        50        60         70    
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
            80                                                      
2MEPSP ITPPEKL                                                      
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:12-29) 
 
         30        40        50        60        70        80       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL       
                                     :. :. .. ..: : :::             
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 46; 23.1% identity (50.8% similar) in 65 aa overlap (5-67:76-140) 
 
                                         10          20        30   
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2MEPSP                           PFGRKHLKAIDVNMNKMP--DVAMTLAVVALFAD 
                                     .: . .  . . .:  :.:...:  :  .  
gi|481 EDINVGFKAAVAARQRPAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGA 
          50        60        70        80        90       100      
 
             40        50        60        70        80             
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL             
        : :  :     . :. :..:   :.  .   .::                          
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (11-42:89-118) 
 
                                   10        20        30        40 
2MEPSP                     PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
               50        60        70        80    
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL    
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (11-42:90-119) 
 
                                   10        20        30        40 
2MEPSP                     PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               50        60        70        80    
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL    
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (11-42:90-119) 
 
                                   10        20        30        40 
2MEPSP                     PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
               50        60        70        80    
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL    
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (11-42:90-119) 
 
                                   10        20        30        40 
2MEPSP                     PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
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               50        60        70        80    
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL    
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (11-42:90-119) 
 
                                   10        20        30        40 
2MEPSP                     PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               50        60        70        80    
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL    
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (11-42:90-119) 
 
                                   10        20        30        40 
2MEPSP                     PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               50        60        70        80    
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL    
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (11-33:90-112) 
 
                                   10        20        30        40 
2MEPSP                     PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
               50        60        70        80  
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL  
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (19-67:105-153) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
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>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (19-67:105-153) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 19.0 E():   78 
Smith-Waterman score: 53; 28.3% identity (61.7% similar) in 60 aa overlap (22-80:8-60) 
 
               10        20         30        40        50          
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVAL-FADGPTAIRDVASWRVKETERMVAIRTELT 
                            :.:..::: :  .:.:  .      .. : ..... : . 
gi|122               MRQSLKVMVLSTVALLFMANPAAASE------EKKEYLIVVEPEEV 
                             10        20              30        40 
 
      60        70        80                                        
2MEPSP KLGASVEEGPDYCIITPPEKL                                        
       . . ::::. :  .:   :..                                        
gi|122 S-AQSVEESYDVDVIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWG 
                50        60        70        80        90          
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 68.3  bits: 15.1 E():   78 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (73-80:9-16) 
 
             50        60        70        80         
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL         
                                     :: :: :.         
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP 
                                     10        20     
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 31.4% identity (49.0% similar) in 51 aa overlap (32-77:73-120) 
 
              10        20        30        40        50         60 
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
               70            80                
2MEPSP LGASVEEGPDYCIIT----PPEKL                
        :  : : : .: :.    ::                   
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN 
     100       110       120       130         
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (20-36:8-26) 
 
               10        20        30          40        50         
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTEL 
                          ::: :::....  : .:::                       
gi|300             MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRA 
                           10        20        30        40         
 
       60        70        80                                       
2MEPSP TKLGASVEEGPDYCIITPPEKL                                       
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gi|300 AMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPE 
       50        60        70        80        90       100         
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (20-36:8-26) 
 
               10        20        30          40        50         
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTEL 
                          ::: :::....  : .:::                       
gi|300             MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRA 
                           10        20        30        40         
 
       60        70        80                                       
2MEPSP TKLGASVEEGPDYCIITPPEKL                                       
                                                                    
gi|300 AMATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPE 
       50        60        70        80        90       100         
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 31.4% identity (49.0% similar) in 51 aa overlap (32-77:37-84) 
 
              10        20        30        40        50         60 
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
               70            80                                     
2MEPSP LGASVEEGPDYCIIT----PPEKL                                     
        :  : : : .: :.    ::                                        
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (4-19:43-58) 
 
                                          10        20        30    
2MEPSP                            PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
            40        50        60        70        80              
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL              
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 42; 37.5% identity (58.3% similar) in 24 aa overlap (57-80:28-50) 
 
         30        40        50        60        70        80       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL       
                                     :.:.:  .   : : :.:   ::.       
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 42; 37.5% identity (58.3% similar) in 24 aa overlap (57-80:28-50) 
 
         30        40        50        60        70        80       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL       
                                     :.:.:  .   : : :.:   ::.       
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gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 42; 37.5% identity (58.3% similar) in 24 aa overlap (57-80:28-50) 
 
         30        40        50        60        70        80       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL       
                                     :.:.:  .   : : :.:   ::.       
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (19-67:125-173) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKATPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
          160       170       180       190       200       210     
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.0  bits: 19.0 E():   81 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (25-43:15-35) 
 
               10        20        30          40        50         
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTEL 
                               :.:. :.:.:  .  :  :.:                
gi|908           MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFG 
                         10        20        30        40        50 
 
       60        70        80                                       
2MEPSP TKLGASVEEGPDYCIITPPEKL                                       
                                                                    
gi|908 SSAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGN 
               60        70        80        90       100       110 
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 42; 31.4% identity (49.0% similar) in 51 aa overlap (32-77:31-78) 
 
              10        20        30        40        50         60 
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
               70            80                                     
2MEPSP LGASVEEGPDYCIIT----PPEKL                                     
        :  : : : .: :.    ::                                        
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 67.9  bits: 19.6 E():   82 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (34-72:336-369) 
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            10        20        30        40        50        60    
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
             70        80                                           
2MEPSP S-VEEGPDYCIITPPEKL                                           
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.9  bits: 19.6 E():   82 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (34-46:336-348) 
 
            10        20        30        40        50        60    
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
            70        80                                            
2MEPSP SVEEGPDYCIITPPEKL                                            
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (26-73:178-227) 
 
                    10        20        30        40         50     
2MEPSP      PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
           60         70        80                                  
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKL                                  
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 67.7  bits: 19.9 E():   84 
Smith-Waterman score: 50; 23.6% identity (54.5% similar) in 55 aa overlap (7-61:178-227) 
 
                                       10        20        30       
2MEPSP                         PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :... :....  .. . :      :.:    
gi|425 QQLEDTRHRLEEEERKRASLENHAHTLEVELESLKVQLDEESEARLELERQLTKANG--- 
       150       160       170       180       190       200        
 
         40        50        60        70        80                 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL                 
         :.:::. :   .. :   :. .:                                    
gi|425 --DAASWKSKYEAELQAHADEVEELRRKMAQKISEYEEQLEALLNKCSSLEKQKSRLQSE 
            210       220       230       240       250       260   
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (16-34:2-20) 
 
               10        20        30        40        50        60 
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 
                      :.  .:... :::. :.::                           
gi|157               MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLANGAP 
                             10        20        30        40       
 
               70        80                                         
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2MEPSP LGASVEEGPDYCIITPPEKL                                         
                                                                    
gi|157 DKTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADA 
         50        60        70        80        90       100       
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 46; 26.5% identity (55.1% similar) in 49 aa overlap (19-67:101-149) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .  ..::                                          
gi|249 LRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAPANDKFTVFEGA 
              140       150       160       170       180       190 
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (45-78:188-222) 
 
           20        30        40        50        60         70    
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
            80                                                      
2MEPSP ITPPEKL                                                      
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (45-78:188-222) 
 
           20        30        40        50        60         70    
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
            80                                                      
2MEPSP ITPPEKL                                                      
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 67.7  bits: 19.3 E():   84 
Smith-Waterman score: 48; 23.8% identity (58.7% similar) in 63 aa overlap (5-67:315-376) 
 
                                         10        20        30     
2MEPSP                           PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
                                     ...: ..:....  ..:  :.   ..:    
gi|845 ALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEA-EAAALLGGKRVIAKLE 
          290       300       310       320        330       340    
 
           40        50        60        70        80               
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL               
       : :::. .   .::.:    .. : :    ..:                            
gi|845 TRIRDLETALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMN 
           350       360       370       380       390       400    
 
gi|845 IQKRQLGEAESFTMANIQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASA 
           410       420       430       440       450       460    
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>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 18.2 E():   86 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (22-52:121-151) 
 
                        10        20        30        40        50  
2MEPSP          PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
              60        70        80                                
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKL                                
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.5 E():   90 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (19-67:93-141) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .   .::                                          
gi|168 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
            130       140       150       160       170       180   
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.1  bits: 18.5 E():   91 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (19-67:96-144) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .   .::                                          
gi|285 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
         130       140       150       160       170       180      
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (11-42:90-119) 
 
                                   10        20        30        40 
2MEPSP                     PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
               50        60        70        80    
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL    
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (11-33:90-112) 
 
                                   10        20        30        40 
2MEPSP                     PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
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                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
               50        60        70        80  
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL  
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.9  bits: 17.3 E():   92 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (7-33:44-71) 
 
                                       10         20        30      
2MEPSP                         PFGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
          40        50        60        70        80                
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL                
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.8  bits: 18.5 E():   95 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (19-67:107-155) 
 
                           10        20        30        40         
2MEPSP             PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
       50        60        70        80                             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKL                             
        :..:   :.  .   .::                                          
gi|330 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
        140       150       160       170       180       190       
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.7  bits: 13.7 E():   95 
Smith-Waterman score: 28; 75.0% identity (100.0% similar) in 4 aa overlap (68-71:7-10) 
 
        40        50        60        70        80 
2MEPSP RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL 
                                     ::.:          
gi|250                         PTITIGGPEYR         
                                       10          
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.5  bits: 17.1 E():   97 
Smith-Waterman score: 40; 35.3% identity (58.8% similar) in 17 aa overlap (64-80:89-105) 
 
            40        50        60        70        80           
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL           
                                     .::  :  : .. : :.           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
       60        70        80        90       100       110      
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.4  bits: 17.3 E():   98 
Smith-Waterman score: 41; 37.5% identity (58.3% similar) in 24 aa overlap (57-80:28-50) 
 
         30        40        50        60        70        80       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL       
                                     :.:.:  :   : : :.:   .:.       
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
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gi|158 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.4  bits: 17.3 E():   98 
Smith-Waterman score: 41; 37.5% identity (58.3% similar) in 24 aa overlap (57-80:28-50) 
 
         30        40        50        60        70        80       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL       
                                     :.:.:  :   : : :.:   .:.       
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
gi|212 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.4  bits: 17.3 E():   98 
Smith-Waterman score: 41; 37.5% identity (58.3% similar) in 24 aa overlap (57-80:28-50) 
 
         30        40        50        60        70        80       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL       
                                     :.:.:  :   : : :.:   .:.       
gi|214    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
gi|214 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (67-77:3-13) 
 
         40        50        60        70        80                 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL                 
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.5 E():   99 
Smith-Waterman score: 45; 24.1% identity (54.2% similar) in 83 aa overlap (2-80:179-248) 
 
                                            10        20        30  
2MEPSP                              PFGRKHLKAIDVNMNKMPDVAMTLAVVALFA 
                                     ::  . .:.   .::  :.. : .. :.   
gi|107 YVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNARAV---FNKEDDIG-TYTIRAV-- 
      150       160       170       180          190        200     
 
              40            50        60        70        80        
2MEPSP DGPTAIRDVASWR----VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL        
       : : ..  ..  .    .   ...::.  .  :.: ..:.     : .: :::        
gi|107 DDPRTLNKIVYIKPAKNIYSFNEIVALWEK--KIGKTLEK-----IYVPEEKLLKDIQES 
            210       220       230         240            250      
 
gi|107 PIPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
         260       270       280       290       300         
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 41; 30.8% identity (73.1% similar) in 26 aa overlap (22-47:4-28) 
 
               10        20        30        40        50        60 
2MEPSP PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 
                            ..: :.:. ::  . ..: :. ..:.              
gi|546                   GTMVSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCI 
                                 10         20        30        40  
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               70        80                                         
2MEPSP LGASVEEGPDYCIITPPEKL                                         
                                                                    
gi|546 IHRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDI 
              50        60        70        80        90       100  
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 17.9 E():   99 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (4-18:152-166) 
 
                                          10        20        30    
2MEPSP                            PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
            40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL 
                                                       
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC                   
             190       200       210                   
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 17.9 E():   99 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (4-18:152-166) 
 
                                          10        20        30    
2MEPSP                            PFGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
            40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL 
                                                       
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC                   
             190       200       210                   
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 17.9 E(): 1e 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (70-77:116-123) 
 
      40        50        60        70        80                    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL                    
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
 
gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:02 2011 done: Tue Apr 19 10:58:02 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 315  - 394 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
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       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     3     2:* 
  32     9     8:==* 
  34    11    22:====   * 
  36    41    44:==============* 
  38    64    73:======================  * 
  40    90   102:==============================   * 
  42   121   125:=========================================* 
  44   136   138:=============================================* 
  46   157   140:==============================================*====== 
  48   124   134:==========================================  * 
  50   139   122:========================================*====== 
  52   127   108:===================================*======= 
  54    88    92:==============================* 
  56    77    77:=========================* 
  58    38    63:=============       * 
  60    28    51:==========      * 
  62    31    41:===========  * 
  64    47    33:==========*===== 
  66    41    26:========*===== 
  68    35    20:======*===== 
  70    20    16:=====*= 
  72    11    12:===* 
  74    17    10:===*== 
  76     3     8:= * 
  78     3     6:=* 
  80    13     5:=*=== 
  82     4     3:*= 
  84     5     3:*= 
  86     3     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.16320.00329; mu= 5.4337 0.171 
 mean_var=37.8660 9.442, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.208425 
 Kolmogorov-Smirnov  statistic: 0.0363 (N=28) at  62 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   52 20.6     8.1 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   52 20.6     8.3 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   53 20.9     8.5 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   58 22.3     8.9 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   51 20.3     9.8 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   51 20.3     9.8 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.6      11 
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gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   58 22.3      12 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   58 22.3      12 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.4      14 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.0      15 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 22.0      15 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.0      15 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.0      15 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   50 20.0      15 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.7      15 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.7      16 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   54 21.1      16 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 18.9      17 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   49 19.7      18 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 21.7      18 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 18.9      18 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.4      19 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.6      19 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.7      19 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 18.9      20 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 20.8      21 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 20.5      24 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   48 19.4      27 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   54 21.1      28 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   50 19.9      30 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   50 19.9      32 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   50 19.9      32 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   50 19.9      32 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   50 19.9      32 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.4      33 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 19.9      33 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 19.9      34 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 19.9      34 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   50 19.9      34 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   50 19.9      34 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   50 19.9      34 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.5      35 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 19.9      37 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.1      37 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   47 19.1      38 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.6      38 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.6      40 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   45 18.5      43 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   45 18.5      44 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.7      44 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.4      44 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   50 19.9      45 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   45 18.5      45 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 20.2      47 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.5      48 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.1      48 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.2      50 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      50 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 18.8      54 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.2      54 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.4      56 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   44 18.2      57 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.2      59 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.2      62 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.2      62 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.2      62 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.2      62 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.0      63 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.0      63 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.0      63 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.0      63 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.0      63 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.0      63 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.0      63 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.0      63 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.0      63 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.0      63 
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gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.3      64 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   48 19.3      65 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.5      67 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.7      67 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   44 18.2      69 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 17.9      69 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 17.9      69 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 17.9      69 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 17.9      69 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 17.9      69 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.2      73 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.0      73 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.7      74 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   42 17.6      75 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 18.7      75 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 17.9      76 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 17.9      76 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 17.9      76 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 17.9      76 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 17.9      76 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 17.9      76 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 17.9      76 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   46 18.7      77 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.7      77 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 15.1      80 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.6      80 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.6      80 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 17.9      81 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   41 17.3      81 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   42 17.6      82 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   42 17.6      82 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   42 17.6      82 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.7      82 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.0      83 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.6      84 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.6      84 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.7      85 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   50 19.8      86 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.6      86 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   46 18.7      86 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.7      86 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.7      86 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   48 19.3      86 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.2      88 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 18.4      92 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   45 18.4      93 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.6      94 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.6      94 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.3      94 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   45 18.4      97 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   28 13.7      97 
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 86.2  bits: 20.6 E():  8.1 
Smith-Waterman score: 52; 31.4% identity (52.9% similar) in 70 aa overlap (4-67:2-68) 
 
                  10           20        30        40        50     
2MEPSP FGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 
          ::: :   . .  :  :   ::  .:. :.. ::     . .:  . :. ....:   
gi|833   MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEG 
                 10        20        30        40        50         
 
           60        70        80                               
2MEPSP TELTKLGASVEEGPDYCIITPPEKLN                               
       .  ::: :::  :                                            
gi|833 S--TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
         60         70        80        90       100       110  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 86.0  bits: 20.6 E():  8.3 
Smith-Waterman score: 52; 30.0% identity (54.3% similar) in 70 aa overlap (4-67:2-68) 
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                  10           20        30        40        50     
2MEPSP FGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 
          ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :. ....:   
gi|117   MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG 
                 10        20        30        40        50         
 
           60        70        80                                 
2MEPSP TELTKLGASVEEGPDYCIITPPEKLN                                 
       .:  :: :::  :                                              
gi|117 SE--KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
       60           70        80        90       100       110    
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 85.8  bits: 20.9 E():  8.5 
Smith-Waterman score: 53; 48.0% identity (64.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN      
                                     :. :: .:   : :::::   .::.      
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 85.4  bits: 22.3 E():  8.9 
Smith-Waterman score: 58; 21.2% identity (66.7% similar) in 33 aa overlap (10-42:280-312) 
 
                                    10        20        30          
2MEPSP                      FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.. .:.    ...:.:. ..: :.   .. 
gi|148 GTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANI 
     250       260       270       280       290       300          
 
      40        50        60        70        80                    
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                    
        .:                                                          
gi|148 LAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDELAKKVAELTEK 
     310       320       330       340       350       360          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 84.7  bits: 20.3 E():  9.8 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (4-67:2-68) 
 
                  10           20        30        40        50     
2MEPSP FGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 
          ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :. ....:   
gi|461   MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEG 
                 10        20        30        40        50         
 
           60        70        80                             
2MEPSP TELTKLGASVEEGPDYCIITPPEKLN                             
       .:  :: :::  :                                          
gi|461 SE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
       60           70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 84.7  bits: 20.3 E():  9.8 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (4-67:2-68) 
 
                  10           20        30        40        50     
2MEPSP FGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 
          ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :. ....:   
gi|416   MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEG 
                 10        20        30        40        50         
 
           60        70        80                             
2MEPSP TELTKLGASVEEGPDYCIITPPEKLN                             
       .:  :: :::  :                                          
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gi|416 SE--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
       60           70        80        90       100          
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 83.7  bits: 20.6 E():   11 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (44-77:104-138) 
 
            20        30        40        50         60        70   
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
             80         
2MEPSP ITPPEKLN         
       :.: .            
gi|110 ISPSQGCQFSSPYWSY 
           140          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  58  Z-score: 83.2  bits: 22.3 E():   12 
Smith-Waterman score: 58; 24.4% identity (57.7% similar) in 78 aa overlap (2-79:399-471) 
 
                                            10        20        30  
2MEPSP                              FGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :  .  . : .    
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVV-- 
      370       380       390       400       410       420         
 
              40        50        60        70        80            
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN            
        :  .  ::.   .:. ..::..:. .. . .   : .  : . ::..             
gi|370 -PQNFA-VAGKSQSENFEYVAFKTD-SRPSIANLAGENSVIDNLPEEVVANSYGLQREQA 
         430        440        450       460       470       480    
 
gi|370 RQLKNNNPFKFFVPPSQQSPRAVA 
           490       500        
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 83.0  bits: 22.3 E():   12 
Smith-Waterman score: 58; 21.2% identity (66.7% similar) in 33 aa overlap (10-42:410-442) 
 
                                    10        20        30          
2MEPSP                      FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.. .:.    ...:.:. ..: :.   .. 
gi|601 GTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANI 
     380       390       400       410       420       430          
 
      40        50        60        70        80                    
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                    
        .:                                                          
gi|601 LAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDELAHKVAELTEK 
     440       450       460       470       480       490          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.7  bits: 21.4 E():   14 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (18-66:131-179) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
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 initn:  57 init1:  57 opt:  57  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (2-18:402-418) 
 
                                            10        20        30  
2MEPSP                              FGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
              40        50        60        70        80            
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN            
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (2-18:403-419) 
 
                                            10        20        30  
2MEPSP                              FGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
              40        50        60        70        80            
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN            
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 81.2  bits: 22.0 E():   15 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (2-18:422-438) 
 
                                            10        20        30  
2MEPSP                              FGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
              40        50        60        70        80            
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN            
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 81.2  bits: 22.0 E():   15 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (2-18:422-438) 
 
                                            10        20        30  
2MEPSP                              FGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
              40        50        60        70        80            
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN            
                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 50; 24.0% identity (52.0% similar) in 50 aa overlap (31-77:45-89) 
 
               10        20        30        40        50        60 
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
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           20        30        40        50        60               
 
               70           80                                      
2MEPSP GASVEEGPDYC---IITPPEKLN                                      
       :.....  .::    :.: .                                         
gi|144 GVNTKQYINYCEKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLKKGLLE 
      70        80        90       100       110       120          
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.1  bits: 19.7 E():   15 
Smith-Waterman score: 49; 30.0% identity (52.9% similar) in 70 aa overlap (4-67:2-68) 
 
                  10           20        30        40        50     
2MEPSP FGRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR 
          ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :. ....:   
gi|185   MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASG 
                 10        20        30        40        50         
 
           60        70        80                                 
2MEPSP TELTKLGASVEEGPDYCIITPPEKLN                                 
        :  :: :::  :                                              
gi|185 PE--KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
       60           70        80        90       100       110    
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 80.8  bits: 19.7 E():   16 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (37-75:63-104) 
 
         10        20        30        40          50        60     
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
            70        80         
2MEPSP VEEGPDYCIITPPEKLN         
       .   : ::.  :              
gi|999 AALVPKYCLQHPHACDLYKNQTVMS 
            100       110        
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.7  bits: 21.1 E():   16 
Smith-Waterman score: 54; 28.6% identity (55.1% similar) in 49 aa overlap (18-66:130-178) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|330 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
     100       110       120       130       140       150          
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|330 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.2  bits: 18.9 E():   17 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (29-75:15-61) 
 
               10        20        30        40        50           
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTK 
                                   .:.   :.: ..:  . :..::.: : :.    
gi|124               GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDG 
                             10        20        30        40       
 
      60        70        80      
2MEPSP LGASVEEGPDYCIITPPEKLN      
       .  . .:  ..:  .:           
gi|124 F-IDFDEFISFCNANPGLMKDVAKVF 
          50        60        70  
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>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 80.1  bits: 19.7 E():   18 
Smith-Waterman score: 49; 27.0% identity (57.1% similar) in 63 aa overlap (9-69:36-97) 
 
                                     10        20        30         
2MEPSP                       FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  :: : 
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAI-D 
          10        20        30        40        50        60      
 
       40        50          60        70        80                 
2MEPSP VASWRVKETERM-VAIRT-ELTKLGASVEEGPDYCIITPPEKLN                 
       . . ...  . :   ::  :  .:  .. : ::                            
gi|484 IPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLACGWVDG 
           70        80        90       100       110       120     
 
gi|484 EVQE 
            
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.0  bits: 21.7 E():   18 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (10-42:407-439) 
 
                                    10        20        30          
2MEPSP                      FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
      40        50        60        70        80                    
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                    
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.9  bits: 18.9 E():   18 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (29-75:17-63) 
 
               10        20        30        40        50           
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTK 
                                   .:.   :.: ..:  . :..::.: : :.    
gi|124             GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDG 
                           10        20        30        40         
 
      60        70        80      
2MEPSP LGASVEEGPDYCIITPPEKLN      
       .  . .:  ..:  .:           
gi|124 F-IDFDEFISFCNANPGLMKDVAKVF 
        50        60        70    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.7  bits: 19.4 E():   19 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (18-67:22-68) 
 
                   10        20        30        40        50       
2MEPSP     FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
         60        70        80                               
2MEPSP LTKLGASVEEGPDYCIITPPEKLN                               
        ::: :::  :                                            
gi|668 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.5  bits: 20.6 E():   19 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (60-77:180-197) 
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      30        40        50        60         70        80         
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLN         
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 79.5  bits: 19.7 E():   19 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (44-77:96-130) 
 
            20        30        40        50         60        70   
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
             80      
2MEPSP ITPPEKLN      
       :.: .         
gi|244 ISPSQGCQFQSSY 
         130         
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 78.9  bits: 18.9 E():   20 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (29-75:26-72) 
 
               10        20        30        40        50           
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTK 
                                   .:.   :.: ..:  . :..::.: : :.    
gi|187    KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDG 
                  10        20        30        40        50        
 
      60        70        80      
2MEPSP LGASVEEGPDYCIITPPEKLN      
       .  . .:  ..:  .:           
gi|187 F-IDFDEFISFCNANPGLMKDVAKVF 
         60        70        80   
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 78.7  bits: 20.8 E():   21 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (31-77:115-168) 
 
               10        20        30        40        50        60 
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
                   70            80                                 
2MEPSP G-ASVEEGP---DYCII----TPPEKLN                                 
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.8  bits: 20.5 E():   24 
Smith-Waterman score: 52; 27.5% identity (52.9% similar) in 51 aa overlap (18-68:113-163) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..:: :                                        
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gi|441 LRVIAGALEVHAVKPATEEVPAAKIPTGELQIVDKIDAAFKIAATAANAAPTNDKFTVFE 
            150       160       170       180       190       200   
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 48; 22.5% identity (50.7% similar) in 71 aa overlap (10-71:90-159) 
 
                                    10        20        30          
2MEPSP                      FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:. .... . .::   :: .  ..  
gi|281 GEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVAC-PDGGSICKNR 
      60        70        80        90       100        110         
 
      40        50                 60        70        80 
2MEPSP ASWRVKETERMVAIRTELTK---------LGASVEEGPDYCIITPPEKLN 
       . . .:   ..   . .: :         : : .  .::::          
gi|281 SIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC          
      120       130       140       150                   
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 76.5  bits: 21.1 E():   28 
Smith-Waterman score: 54; 25.4% identity (55.6% similar) in 63 aa overlap (6-67:204-264) 
 
                                        10        20         30     
2MEPSP                          FGRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
           40        50        60        70        80               
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN               
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFG 
           240         250       260       270       280       290  
 
gi|558 GTAKFEAMYLGTCKALTPLMSSRFPELGMNASHCNEMPWIKSVPFIHLGKQATLSDLLNR 
             300       310       320       330       340       350  
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.9  bits: 19.9 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (18-66:76-124) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|422 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
          50        60        70        80        90       100      
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|422 LRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
         110       120       130       140       150       160      
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (18-66:93-141) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|134 ASNKAFAEGLSGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
             70        80        90       100       110       120   
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|134 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
            130       140       150       160       170       180   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
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 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (18-66:94-142) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (18-66:94-142) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (18-66:94-142) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.2  bits: 19.4 E():   33 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (70-76:141-147) 
 
      40        50        60        70        80                    
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                    
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 19.9 E():   33 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (18-66:102-150) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|295 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
              80        90       100       110       120       130  
 
        50        60        70        80                            
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2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|295 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
             140       150       160       170       180       190  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (18-66:104-152) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|109 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|109 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (18-66:104-152) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|239 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|239 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.9  bits: 19.9 E():   34 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (18-66:105-153) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.9  bits: 19.9 E():   34 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (18-66:105-153) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.9  bits: 19.9 E():   34 
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Smith-Waterman score: 50; 25.5% identity (54.9% similar) in 51 aa overlap (18-68:106-156) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..:: :                                        
gi|144 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
         140       150       160       170       180       190      
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 74.7  bits: 20.5 E():   35 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (9-66:297-354) 
 
                                     10        20        30         
2MEPSP                       FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
       40           50        60        70        80                
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                
         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.2  bits: 19.9 E():   37 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (18-66:130-178) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|398 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
     100       110       120       130       140       150          
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|398 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.2  bits: 19.1 E():   37 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (11-32:68-88) 
 
                                   10        20        30        40 
2MEPSP                     FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
               50        60        70        80                     
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                     
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.0  bits: 19.1 E():   38 
Smith-Waterman score: 47; 50.0% identity (66.7% similar) in 12 aa overlap (64-75:36-47) 
 
            40        50        60        70        80              
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN              
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                                     :  . :::.: :                   
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPGRMRSF 
          10        20        30        40        50        60      
 
gi|727 CSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNGGV 
          70        80        90       100       110       120      
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.0  bits: 19.6 E():   38 
Smith-Waterman score: 49; 25.5% identity (54.9% similar) in 51 aa overlap (18-68:81-131) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..:: :                                        
gi|180 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
              120       130       140       150       160       170 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 19.6 E():   40 
Smith-Waterman score: 49; 26.5% identity (55.1% similar) in 49 aa overlap (18-66:94-142) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAEYDAYVATLSEA 
            70        80        90       100       110       120    
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 73.0  bits: 18.5 E():   43 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (31-80:73-124) 
 
               10        20        30        40        50           
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
      60        70            80               
2MEPSP LGASVEEGPDYCIIT----PPEKLN               
        :  : : : .: :.    ::  .:               
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN 
     100       110       120       130         
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.9  bits: 18.5 E():   44 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (31-80:37-88) 
 
               10        20        30        40        50           
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
      60        70            80                                    
2MEPSP LGASVEEGPDYCIIT----PPEKLN                                    
        :  : : : .: :.    ::  .:                                    
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
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>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.9  bits: 17.7 E():   44 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (35-52:28-45) 
 
           10        20        30        40        50        60     
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
           70        80      
2MEPSP EEGPDYCIITPPEKLN      
                             
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.8  bits: 17.4 E():   44 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (13-36:1-24) 
 
               10        20        30        40        50        60 
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                   : :. .::  : . :.:  . :.:                         
gi|291             MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGEVYCNVCHSR 
                           10        20        30        40         
 
               70        80 
2MEPSP GASVEEGPDYCIITPPEKLN 
                            
gi|291 NLINELSERMAGAQVQL    
       50        60         
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.7  bits: 19.9 E():   45 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (18-66:191-239) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
              170       180       190       200       210       220 
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
              230       240       250       260       270       280 
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 45; 30.9% identity (49.1% similar) in 55 aa overlap (31-80:31-82) 
 
               10        20        30        40        50           
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
      60        70            80                                    
2MEPSP LGASVEEGPDYCIIT----PPEKLN                                    
        :  : : : .: :.    ::  .:                                    
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 72.2  bits: 20.2 E():   47 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (11-54:343-385) 
 
                                   10        20        30           
2MEPSP                     FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
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gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
      40        50        60        70        80                    
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                    
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.2  bits: 18.5 E():   48 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (17-63:38-82) 
 
                             10        20        30         40      
2MEPSP               FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
          50         60        70        80                         
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIITPPEKLN                         
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.2  bits: 19.1 E():   48 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (11-32:116-136) 
 
                                   10        20        30        40 
2MEPSP                     FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
               50        60        70        80                     
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                     
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.8  bits: 18.2 E():   50 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (11-67:7-64) 
 
               10         20        30        40        50          
2MEPSP FGRKHLKAIDVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 
                 :. . : :. . .:...:....: ..  . :.. . . :...::  .. . 
gi|164     MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQ 
                   10        20        30        40        50       
 
      60        70        80                                        
2MEPSP LGASVEEGPDYCIITPPEKLN                                        
        :. .  :                                                     
gi|164 PGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCN 
         60        70        80        90       100       110       
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (27-48:22-43) 
 
               10        20        30        40        50        60 
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                 ::: :. . :. :    .: ::             
gi|167      MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIK 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP GASVEEGPDYCIITPPEKLN                                         
                                                                    
gi|167 KITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMK 
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          60        70        80        90       100       110      
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.3  bits: 18.8 E():   54 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (7-41:72-112) 
 
                                       10        20              30 
2MEPSP                         FGRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
               40        50        60        70        80           
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN           
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.3  bits: 20.2 E():   54 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (2-18:430-446) 
 
                                            10        20        30  
2MEPSP                              FGRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
              40        50        60        70        80            
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN            
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.9  bits: 17.4 E():   56 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (6-35:41-70) 
 
                                        10        20        30      
2MEPSP                          FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
          40        50        60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                                     
gi|453 CSPKWLQLLVP                                   
               80                                    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.9  bits: 18.2 E():   57 
Smith-Waterman score: 44; 30.8% identity (73.1% similar) in 26 aa overlap (21-46:8-32) 
 
               10        20        30        40        50        60 
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                           ..: :.:. ::  . ..: :. ..:.               
gi|558              MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKVMVDGCHGSDPCII 
                            10         20        30        40       
 
               70        80                                         
2MEPSP GASVEEGPDYCIITPPEKLN                                         
                                                                    
gi|558 HRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAK 
         50        60        70        80        90       100       
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.6  bits: 18.2 E():   59 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (33-78:52-93) 
 
             10        20        30        40        50        60   

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10285

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
             70        80                                           
2MEPSP SVEEGPDYCIITPPEKLN                                           
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (10-65:90-149) 
 
                                    10        20        30          
2MEPSP                      FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      40              50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
       .: ...:     ..:.: . .    ::  .::                
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN     
       120       130       140       150       160     
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (10-65:90-149) 
 
                                    10        20        30          
2MEPSP                      FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      40              50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
       .: ...:     ..:.: . .    ::  .::                
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN     
       120       130       140       150       160     
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (10-65:90-149) 
 
                                    10        20        30          
2MEPSP                      FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      40              50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
       .: ...:     ..:.: . .    ::  .::                
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN     
       120       130       140       150       160     
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (10-65:90-149) 
 
                                    10        20        30          
2MEPSP                      FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      40              50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
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       .: ...:     ..:.: . .    ::  .::                
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN     
       120       130       140       150       160     
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   63 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (18-66:105-153) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   63 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (18-66:105-153) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   63 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (18-66:105-153) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   63 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (18-66:105-153) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   63 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (18-66:105-153) 
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                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   63 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (18-66:105-153) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   63 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (18-66:105-153) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   63 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (18-66:105-153) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   63 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (18-66:105-153) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
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        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   63 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (18-66:105-153) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.8  bits: 19.3 E():   64 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (11-66:269-325) 
 
                                   10        20        30        40 
2MEPSP                     FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
               50         60        70        80                    
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGPDYCIITPPEKLN                    
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.8  bits: 19.3 E():   65 
Smith-Waterman score: 53; 28.3% identity (61.7% similar) in 60 aa overlap (21-79:8-60) 
 
               10        20         30        40        50          
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVAL-FADGPTAIRDVASWRVKETERMVAIRTELTK 
                           :.:..::: :  .:.:  .      .. : ..... : .. 
gi|122              MRQSLKVMVLSTVALLFMANPAAASE------EKKEYLIVVEPEEVS 
                            10        20              30        40  
 
      60        70        80                                        
2MEPSP LGASVEEGPDYCIITPPEKLN                                        
        . ::::. :  .:   :..                                         
gi|122 -AQSVEESYDVDVIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGI 
               50        60        70        80        90       100 
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.5 E():   67 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (3-18:152-167) 
 
                                           10        20        30   
2MEPSP                             FGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
             40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                                        
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC                      
             190       200                              
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
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 initn:  35 init1:  35 opt:  35  Z-score: 69.5  bits: 15.7 E():   67 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (6-36:2-30) 
 
               10         20        30        40        50          
2MEPSP FGRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK 
            .::. : : .. :     ..  :  .::::..                        
gi|122     MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV                        
                   10           20        30                        
 
      60        70        80 
2MEPSP LGASVEEGPDYCIITPPEKLN 
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.3  bits: 18.2 E():   69 
Smith-Waterman score: 44; 32.6% identity (51.2% similar) in 43 aa overlap (43-80:83-125) 
 
             20        30        40        50         60        70  
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
                  80                                                
2MEPSP IIT----PPEKLN                                                
        :.    ::  .:                                                
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.2  bits: 17.9 E():   69 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (21-46:8-32) 
 
               10        20        30        40        50        60 
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                           ..: :.:. ::  . ..: :. ..:.               
gi|218              MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCII 
                            10         20        30        40       
 
               70        80                                         
2MEPSP GASVEEGPDYCIITPPEKLN                                         
                                                                    
gi|218 HRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIK 
         50        60        70        80        90       100       
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.2  bits: 17.9 E():   69 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (21-46:8-32) 
 
               10        20        30        40        50        60 
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                           ..: :.:. ::  . ..: :. ..:.               
gi|256              MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCII 
                            10         20        30        40       
 
               70        80                                         
2MEPSP GASVEEGPDYCIITPPEKLN                                         
                                                                    
gi|256 HRGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAK 
         50        60        70        80        90       100       
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.2  bits: 17.9 E():   69 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (21-46:8-32) 
 
               10        20        30        40        50        60 
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                           ..: :.:. ::  . ..: :. ..:.               
gi|864              MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCII 
                            10         20        30        40       
 
               70        80                                         
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2MEPSP GASVEEGPDYCIITPPEKLN                                         
                                                                    
gi|864 HRGKPFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAK 
         50        60        70        80        90       100       
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.2  bits: 17.9 E():   69 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (21-46:8-32) 
 
               10        20        30        40        50        60 
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                           ..: :.:. ::  . ..: :. ..:.               
gi|558              MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCII 
                            10         20        30        40       
 
               70        80                                         
2MEPSP GASVEEGPDYCIITPPEKLN                                         
                                                                    
gi|558 HRGKPFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAK 
         50        60        70        80        90       100       
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.2  bits: 17.9 E():   69 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (21-46:8-32) 
 
               10        20        30        40        50        60 
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                           ..: :.:. ::  . ..: :. ..:.               
gi|558              MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCII 
                            10         20        30        40       
 
               70        80                                         
2MEPSP GASVEEGPDYCIITPPEKLN                                         
                                                                    
gi|558 HRGKPFTLEALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAK 
         50        60        70        80        90       100       
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 18.2 E():   73 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (68-75:172-179) 
 
        40        50        60        70        80   
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN   
                                     : :: :.:        
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
             150       160       170       180       
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.8  bits: 19.0 E():   73 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (18-66:132-180) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
             110       120       130       140       150       160  
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  . ::                                          
gi|113 LRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
             170       180       190       200       210       220  
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.8  bits: 18.7 E():   74 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (44-77:170-204) 
 
            20        30        40        50        60         70   
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
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     140       150       160       170       180       190          
 
             80                                                     
2MEPSP ITPPEKLN                                                     
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:12-29) 
 
          30        40        50        60        70        80      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN      
                                     :. :. .. ..: : :::             
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 46; 23.1% identity (50.8% similar) in 65 aa overlap (4-66:76-140) 
 
                                          10          20        30  
2MEPSP                            FGRKHLKAIDVNMNKMP--DVAMTLAVVALFAD 
                                     .: . .  . . .:  :.:...:  :  .  
gi|481 EDINVGFKAAVAARQRPAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGA 
          50        60        70        80        90       100      
 
              40        50        60        70        80            
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN            
        : :  :     . :. :..:   :.  .   .::                          
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 
         110       120       130       140       150       160      
 
gi|481 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY 
         170       180       190       200       210       220      
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (10-41:89-118) 
 
                                    10        20        30          
2MEPSP                      FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
      40        50        60        70        80   
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN   
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (10-41:90-119) 
 
                                    10        20        30          
2MEPSP                      FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
      40        50        60        70        80   
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN   
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
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>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (10-41:90-119) 
 
                                    10        20        30          
2MEPSP                      FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      40        50        60        70        80   
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN   
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (10-41:90-119) 
 
                                    10        20        30          
2MEPSP                      FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      40        50        60        70        80   
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN   
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (10-32:90-112) 
 
                                    10        20        30          
2MEPSP                      FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
      40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (10-41:90-119) 
 
                                    10        20        30          
2MEPSP                      FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      40        50        60        70        80   
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN   
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (10-41:90-119) 
 
                                    10        20        30          
2MEPSP                      FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
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                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
      40        50        60        70        80   
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN   
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (18-66:105-153) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (18-66:105-153) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 68.1  bits: 15.1 E():   80 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (72-79:9-16) 
 
              50        60        70        80        
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN        
                                     :: :: :.         
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP 
                                     10        20     
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (19-35:8-26) 
 
               10        20          30        40        50         
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELT 
                         ::: :::....  : .:::                        
gi|300            MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAA 
                          10        20        30        40          
 
       60        70        80                                       
2MEPSP KLGASVEEGPDYCIITPPEKLN                                       
                                                                    
gi|300 MATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPED 
      50        60        70        80        90       100          
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (19-35:8-26) 
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               10        20          30        40        50         
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELT 
                         ::: :::....  : .:::                        
gi|300            MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAA 
                          10        20        30        40          
 
       60        70        80                                       
2MEPSP KLGASVEEGPDYCIITPPEKLN                                       
                                                                    
gi|300 MATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPED 
      50        60        70        80        90       100          
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (3-18:43-58) 
 
                                           10        20        30   
2MEPSP                             FGRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
             40        50        60        70        80             
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN             
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 41; 33.3% identity (61.1% similar) in 18 aa overlap (63-80:89-106) 
 
             40        50        60        70        80          
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN          
                                     .::  :  : .. : :..          
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
       60        70        80        90       100       110      
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 42; 37.5% identity (58.3% similar) in 24 aa overlap (56-79:28-50) 
 
          30        40        50        60        70        80      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN      
                                     :.:.:  .   : : :.:   ::.       
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 42; 37.5% identity (58.3% similar) in 24 aa overlap (56-79:28-50) 
 
          30        40        50        60        70        80      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN      
                                     :.:.:  .   : : :.:   ::.       
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 42; 37.5% identity (58.3% similar) in 24 aa overlap (56-79:28-50) 
 
          30        40        50        60        70        80      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN      
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                                     :.:.:  .   : : :.:   ::.       
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (18-66:125-173) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKATPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
          160       170       180       190       200       210     
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.8  bits: 19.0 E():   83 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (24-42:15-35) 
 
               10        20        30          40        50         
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELT 
                              :.:. :.:.:  .  :  :.:                 
gi|908          MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGS 
                        10        20        30        40        50  
 
       60        70        80                                       
2MEPSP KLGASVEEGPDYCIITPPEKLN                                       
                                                                    
gi|908 SAMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNK 
              60        70        80        90       100       110  
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 67.7  bits: 19.6 E():   84 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (33-71:336-369) 
 
             10        20        30        40        50        60   
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
              70        80                                          
2MEPSP S-VEEGPDYCIITPPEKLN                                          
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.7  bits: 19.6 E():   84 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (33-45:336-348) 
 
             10        20        30        40        50        60   
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
             70        80                                           
2MEPSP SVEEGPDYCIITPPEKLN                                           
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
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>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (25-72:178-227) 
 
                     10        20        30        40         50    
2MEPSP       FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
            60         70        80                                 
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLN                                 
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 67.6  bits: 19.8 E():   86 
Smith-Waterman score: 50; 23.6% identity (54.5% similar) in 55 aa overlap (6-60:178-227) 
 
                                        10        20        30      
2MEPSP                          FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :... :....  .. . :      :.:    
gi|425 QQLEDTRHRLEEEERKRASLENHAHTLEVELESLKVQLDEESEARLELERQLTKANG--- 
       150       160       170       180       190       200        
 
          40        50        60        70        80                
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                
         :.:::. :   .. :   :. .:                                    
gi|425 --DAASWKSKYEAELQAHADEVEELRRKMAQKISEYEEQLEALLNKCSSLEKQKSRLQSE 
            210       220       230       240       250       260   
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 17.6 E():   86 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (15-33:2-20) 
 
               10        20        30        40        50        60 
2MEPSP FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                     :.  .:... :::. :.::                            
gi|157              MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLANGAPD 
                            10        20        30        40        
 
               70        80                                         
2MEPSP GASVEEGPDYCIITPPEKLN                                         
                                                                    
gi|157 KTEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADAR 
        50        60        70        80        90       100        
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.7 E():   86 
Smith-Waterman score: 46; 26.5% identity (55.1% similar) in 49 aa overlap (18-66:101-149) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .  ..::                                          
gi|249 LRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAPANDKFTVFEGA 
              140       150       160       170       180       190 
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 67.5  bits: 18.7 E():   86 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (44-77:188-222) 
 
            20        30        40        50        60         70   
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
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gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
             80                                                     
2MEPSP ITPPEKLN                                                     
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 67.5  bits: 18.7 E():   86 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (44-77:188-222) 
 
            20        30        40        50        60         70   
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
             80                                                     
2MEPSP ITPPEKLN                                                     
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 67.5  bits: 19.3 E():   86 
Smith-Waterman score: 48; 23.8% identity (58.7% similar) in 63 aa overlap (4-66:315-376) 
 
                                          10        20        30    
2MEPSP                            FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
                                     ...: ..:....  ..:  :.   ..:    
gi|845 ALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEA-EAAALLGGKRVIAKLE 
          290       300       310       320        330       340    
 
            40        50        60        70        80              
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN              
       : :::. .   .::.:    .. : :    ..:                            
gi|845 TRIRDLETALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMN 
           350       360       370       380       390       400    
 
gi|845 IQKRQLGEAESFTMANIQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASA 
           410       420       430       440       450       460    
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.2 E():   88 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (21-51:121-151) 
 
                         10        20        30        40        50 
2MEPSP           FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
               60        70        80                               
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLN                               
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (18-66:93-141) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
        50        60        70        80                            
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2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .   .::                                          
gi|168 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
            130       140       150       160       170       180   
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (18-66:96-144) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .   .::                                          
gi|285 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
         130       140       150       160       170       180      
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (10-41:90-119) 
 
                                    10        20        30          
2MEPSP                      FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
      40        50        60        70        80   
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN   
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (10-32:90-112) 
 
                                    10        20        30          
2MEPSP                      FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
      40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                                 
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     120       130       140       150       160 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (6-32:44-71) 
 
                                        10         20        30     
2MEPSP                          FGRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
           40        50        60        70        80               
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN               
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.4 E():   97 
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Smith-Waterman score: 45; 26.5% identity (51.0% similar) in 49 aa overlap (18-66:107-155) 
 
                            10        20        30        40        
2MEPSP              FGRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
        50        60        70        80                            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLN                            
        :..:   :.  .   .::                                          
gi|330 LRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFE 
        140       150       160       170       180       190       
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.6  bits: 13.7 E():   97 
Smith-Waterman score: 28; 75.0% identity (100.0% similar) in 4 aa overlap (67-70:7-10) 
 
         40        50        60        70        80 
2MEPSP RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     ::.:           
gi|250                         PTITIGGPEYR          
                                       10           
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:03 2011 done: Tue Apr 19 10:58:03 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 316  - 395 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     4     2:*= 
  32    10     8:==*= 
  34     7    22:===    * 
  36    45    44:==============* 
  38    62    73:=====================   * 
  40    89   102:==============================   * 
  42   123   125:=========================================* 
  44   140   138:=============================================*= 
  46   164   140:==============================================*======== 
  48   118   134:========================================    * 
  50   138   122:========================================*===== 
  52   120   108:===================================*==== 
  54    93    92:==============================* 
  56    76    77:=========================* 
  58    35    63:============        * 
  60    30    51:==========      * 
  62    33    41:===========  * 
  64    47    33:==========*===== 
  66    36    26:========*=== 
  68    34    20:======*===== 
  70    24    16:=====*== 
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  72     9    12:===* 
  74    18    10:===*== 
  76     5     8:==* 
  78     4     6:=* 
  80    11     5:=*== 
  82     6     3:*= 
  84     3     3:* 
  86     3     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.18510.00333; mu= 5.2963 0.173 
 mean_var=38.6924 9.725, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.206187 
 Kolmogorov-Smirnov  statistic: 0.0350 (N=28) at  62 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   54 21.1     7.2 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   52 20.6     8.5 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   52 20.6     8.6 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   58 22.2     9.4 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   51 20.3      10 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   51 20.3      10 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.5      12 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   51 20.3      12 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   58 22.2      12 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   58 22.2      13 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.4      15 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 21.9      15 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   57 21.9      15 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   50 20.0      16 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.7      16 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 21.9      16 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 21.9      16 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.7      17 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   54 21.1      17 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 18.8      18 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 18.8      19 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 21.6      19 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.4      19 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.5      20 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.7      20 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 18.8      21 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 20.8      22 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 20.5      24 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   49 19.6      26 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   48 19.4      28 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   54 21.0      29 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   50 19.9      31 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   50 19.9      33 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   50 19.9      33 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   50 19.9      33 
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gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   50 19.9      33 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.3      34 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 19.9      34 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 19.9      35 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 19.9      35 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   50 19.9      35 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   50 19.9      35 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   50 19.9      35 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.4      36 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 18.8      36 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 18.8      37 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 18.8      38 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 19.9      38 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.0      38 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.6      39 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.6      41 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.6      45 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.4      45 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   50 19.9      46 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 20.1      49 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.5      49 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.0      49 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.3      51 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.2      52 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      52 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 18.7      55 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   51 20.1      55 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.3      57 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.4      57 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   44 18.2      58 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.2      60 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.0      63 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.0      63 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.2      64 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.2      64 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.2      64 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.2      64 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.0      64 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.0      66 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.3      66 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   48 19.3      67 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.7      68 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   43 17.9      68 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   43 17.9      68 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   43 17.9      68 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.4      68 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 17.9      71 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 17.9      71 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 17.9      71 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 17.9      71 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 17.9      71 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.1      75 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.0      75 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.7      75 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   42 17.6      76 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 17.9      77 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 17.9      78 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 17.9      78 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 17.9      78 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 17.9      78 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 17.9      78 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 17.9      78 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10302

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.7      78 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   46 18.7      78 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 15.1      80 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.6      82 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.6      82 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 17.9      82 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   41 17.3      82 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   42 17.6      83 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   42 17.6      83 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   42 17.6      83 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.7      84 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.0      85 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.5      86 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.5      86 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.7      87 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.6      87 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   50 19.8      88 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   46 18.7      88 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.7      88 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.7      88 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   48 19.2      88 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.1      90 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.6      95 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.6      95 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.3      96 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   39 16.7      97 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 18.4      97 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   28 13.7      97 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 87.0  bits: 21.1 E():  7.2 
Smith-Waterman score: 54; 46.2% identity (65.4% similar) in 26 aa overlap (55-80:27-51) 
 
           30        40        50        60        70        80     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV     
                                     :. :: .:   : :::::   .::..     
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 85.8  bits: 20.6 E():  8.5 
Smith-Waterman score: 52; 31.4% identity (52.9% similar) in 70 aa overlap (3-66:2-68) 
 
                  10           20        30        40        50     
2MEPSP GRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
         ::: :   . .  :  :   ::  .:. :.. ::     . .:  . :. ....:  . 
gi|833  MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS 
                10        20        30        40        50          
 
           60        70        80                              
2MEPSP ELTKLGASVEEGPDYCIITPPEKLNV                              
         ::: :::  :                                            
gi|833 --TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
        60         70        80        90       100       110  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 85.7  bits: 20.6 E():  8.6 
Smith-Waterman score: 52; 30.0% identity (54.3% similar) in 70 aa overlap (3-66:2-68) 
 
                  10           20        30        40        50     
2MEPSP GRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
         ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :. ....:  . 
gi|117  MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGS 
                10        20        30        40        50          
 
           60        70        80                                
2MEPSP ELTKLGASVEEGPDYCIITPPEKLNV                                
       :  :: :::  :                                              
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gi|117 E--KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
      60           70        80        90       100       110    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 85.0  bits: 22.2 E():  9.4 
Smith-Waterman score: 58; 21.2% identity (66.7% similar) in 33 aa overlap (9-41:280-312) 
 
                                     10        20        30         
2MEPSP                       GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.. .:.    ...:.:. ..: :.   .. 
gi|148 GTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANI 
     250       260       270       280       290       300          
 
       40        50        60        70        80                   
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                   
        .:                                                          
gi|148 LAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDELAKKVAELTEK 
     310       320       330       340       350       360          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 84.4  bits: 20.3 E():   10 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (3-66:2-68) 
 
                  10           20        30        40        50     
2MEPSP GRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
         ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :. ....:  . 
gi|461  MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGS 
                10        20        30        40        50          
 
           60        70        80                            
2MEPSP ELTKLGASVEEGPDYCIITPPEKLNV                            
       :  :: :::  :                                          
gi|461 E--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
      60           70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 84.4  bits: 20.3 E():   10 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (3-66:2-68) 
 
                  10           20        30        40        50     
2MEPSP GRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
         ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :. ....:  . 
gi|416  MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGS 
                10        20        30        40        50          
 
           60        70        80                            
2MEPSP ELTKLGASVEEGPDYCIITPPEKLNV                            
       :  :: :::  :                                          
gi|416 E--KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
      60           70        80        90       100          
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 83.4  bits: 20.5 E():   12 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (43-76:104-138) 
 
             20        30        40        50         60        70  
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
              80        
2MEPSP ITPPEKLNV        
       :.: .            
gi|110 ISPSQGCQFSSPYWSY 
           140          
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 83.0  bits: 20.3 E():   12 
Smith-Waterman score: 51; 28.0% identity (54.7% similar) in 75 aa overlap (8-80:36-106) 
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                                      10        20        30        
2MEPSP                        GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  :: : 
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAI-D 
          10        20        30        40        50        60      
 
        40         50         60        70        80                
2MEPSP VASWRVKETERM-VAIRT-ELTKLGASVEEGPDYCIITPPEKLNV                
       . . ...  . :   ::  :  .:  .. : ::    ::  : .:                
gi|484 IPGLETNACKLMKCPIRKGEHQELIYNIGEIPD---ATPEIKAKVKAQLIGEHGVLACGW 
           70        80        90          100       110       120  
 
gi|484 VDGEVQE 
               
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  57 init1:  57 opt:  58  Z-score: 82.8  bits: 22.2 E():   12 
Smith-Waterman score: 58; 24.4% identity (57.7% similar) in 78 aa overlap (1-78:399-471) 
 
                                             10        20        30 
2MEPSP                               GRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :  .  . : .    
gi|370 PSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVV-- 
      370       380       390       400       410       420         
 
               40        50        60        70        80           
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV           
        :  .  ::.   .:. ..::..:. .. . .   : .  : . ::..             
gi|370 -PQNFA-VAGKSQSENFEYVAFKTD-SRPSIANLAGENSVIDNLPEEVVANSYGLQREQA 
         430        440        450       460       470       480    
 
gi|370 RQLKNNNPFKFFVPPSQQSPRAVA 
           490       500        
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 82.6  bits: 22.2 E():   13 
Smith-Waterman score: 58; 21.2% identity (66.7% similar) in 33 aa overlap (9-41:410-442) 
 
                                     10        20        30         
2MEPSP                       GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.. .:.    ...:.:. ..: :.   .. 
gi|601 GTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANI 
     380       390       400       410       420       430          
 
       40        50        60        70        80                   
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                   
        .:                                                          
gi|601 LAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDELAHKVAELTEK 
     440       450       460       470       480       490          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.3  bits: 21.4 E():   15 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (17-65:131-179) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (1-17:402-418) 
 
                                             10        20        30 
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2MEPSP                               GRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|224 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             380       390       400       410       420       430  
 
               40        50        60        70        80           
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV           
                                                                    
gi|224 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             440       450       460       470       480       490  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 81.1  bits: 21.9 E():   15 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (1-17:403-419) 
 
                                             10        20        30 
2MEPSP                               GRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|112 LSAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
            380       390       400       410       420       430   
 
               40        50        60        70        80           
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV           
                                                                    
gi|112 NFAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKN 
            440       450       460       470       480       490   
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 80.9  bits: 20.0 E():   16 
Smith-Waterman score: 50; 24.0% identity (52.0% similar) in 50 aa overlap (30-76:45-89) 
 
                10        20        30        40        50          
2MEPSP  GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
      60        70           80                                     
2MEPSP GASVEEGPDYC---IITPPEKLNV                                     
       :.....  .::    :.: .                                         
gi|144 GVNTKQYINYCEKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLKKGLLE 
      70        80        90       100       110       120          
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 80.9  bits: 19.7 E():   16 
Smith-Waterman score: 49; 30.0% identity (52.9% similar) in 70 aa overlap (3-66:2-68) 
 
                  10           20        30        40        50     
2MEPSP GRKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
         ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :. ....:    
gi|185  MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGP 
                10        20        30        40        50          
 
           60        70        80                                
2MEPSP ELTKLGASVEEGPDYCIITPPEKLNV                                
       :  :: :::  :                                              
gi|185 E--KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
      60           70        80        90       100       110    
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 80.8  bits: 21.9 E():   16 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (1-17:422-438) 
 
                                             10        20        30 
2MEPSP                               GRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|571 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
               40        50        60        70        80           
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV           

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10306

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                                                    
gi|571 NFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 80.8  bits: 21.9 E():   16 
Smith-Waterman score: 57; 41.2% identity (76.5% similar) in 17 aa overlap (1-17:422-438) 
 
                                             10        20        30 
2MEPSP                               GRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : :.. :              
gi|199 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQ 
             400       410       420       430       440       450  
 
               40        50        60        70        80           
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV           
                                                                    
gi|199 NFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKN 
             460       470       480       490       500       510  
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 80.6  bits: 19.7 E():   17 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (36-74:63-104) 
 
          10        20        30        40          50        60    
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
             70        80        
2MEPSP VEEGPDYCIITPPEKLNV        
       .   : ::.  :              
gi|999 AALVPKYCLQHPHACDLYKNQTVMS 
            100       110        
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.4  bits: 21.1 E():   17 
Smith-Waterman score: 54; 28.6% identity (55.1% similar) in 49 aa overlap (17-65:130-178) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|330 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
     100       110       120       130       140       150          
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|330 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.9  bits: 18.8 E():   18 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (28-74:15-61) 
 
               10        20        30        40        50           
2MEPSP GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKL 
                                  .:.   :.: ..:  . :..::.: : :.   . 
gi|124              GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF 
                            10        20        30        40        
 
      60        70        80     
2MEPSP GASVEEGPDYCIITPPEKLNV     
         . .:  ..:  .:           
gi|124 -IDFDEFISFCNANPGLMKDVAKVF 
         50        60        70  
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.7  bits: 18.8 E():   19 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (28-74:17-63) 
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               10        20        30        40        50           
2MEPSP GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKL 
                                  .:.   :.: ..:  . :..::.: : :.   . 
gi|124            GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF 
                          10        20        30        40          
 
      60        70        80     
2MEPSP GASVEEGPDYCIITPPEKLNV     
         . .:  ..:  .:           
gi|124 -IDFDEFISFCNANPGLMKDVAKVF 
       50        60        70    
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (9-41:407-439) 
 
                                     10        20        30         
2MEPSP                       GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
       40        50        60        70        80                   
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                   
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.4  bits: 19.4 E():   19 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (17-66:22-68) 
 
                    10        20        30        40        50      
2MEPSP      GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
          60        70        80                              
2MEPSP LTKLGASVEEGPDYCIITPPEKLNV                              
        ::: :::  :                                            
gi|668 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.2  bits: 20.5 E():   20 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (59-76:180-197) 
 
       30        40        50        60         70        80        
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNV        
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (43-76:96-130) 
 
             20        30        40        50         60        70  
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
              80     
2MEPSP ITPPEKLNV     
       :.: .         
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gi|244 ISPSQGCQFQSSY 
         130         
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 78.7  bits: 18.8 E():   21 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (28-74:26-72) 
 
               10        20        30        40        50           
2MEPSP GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKL 
                                  .:.   :.: ..:  . :..::.: : :.   . 
gi|187   KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF 
                 10        20        30        40        50         
 
      60        70        80     
2MEPSP GASVEEGPDYCIITPPEKLNV     
         . .:  ..:  .:           
gi|187 -IDFDEFISFCNANPGLMKDVAKVF 
        60        70        80   
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 78.5  bits: 20.8 E():   22 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (30-76:115-168) 
 
                10        20        30        40        50          
2MEPSP  GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
      60            70            80                                
2MEPSP G-ASVEEGP---DYCII----TPPEKLNV                                
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.5  bits: 20.5 E():   24 
Smith-Waterman score: 52; 27.5% identity (52.9% similar) in 51 aa overlap (17-67:113-163) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..:: :                                        
gi|441 LRVIAGALEVHAVKPATEEVPAAKIPTGELQIVDKIDAAFKIAATAANAAPTNDKFTVFE 
            150       160       170       180       190       200   
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 19.6 E():   26 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 18 aa overlap (63-80:36-53) 
 
             40        50        60        70        80             
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV             
                                     :  . :::.: : .. ..             
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPGRMRSF 
          10        20        30        40        50        60      
 
gi|727 CSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNGGV 
          70        80        90       100       110       120      
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 48; 22.5% identity (50.7% similar) in 71 aa overlap (9-70:90-159) 
 
                                     10        20        30         
2MEPSP                       GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:. .... . .::   :: .  ..  
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gi|281 GEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVAC-PDGGSICKNR 
      60        70        80        90       100        110         
 
       40        50                 60        70        80 
2MEPSP ASWRVKETERMVAIRTELTK---------LGASVEEGPDYCIITPPEKLNV 
       . . .:   ..   . .: :         : : .  .::::           
gi|281 SIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC           
      120       130       140       150                    
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 54; 25.4% identity (55.6% similar) in 63 aa overlap (5-66:204-264) 
 
                                         10        20         30    
2MEPSP                           GRKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
            40        50        60        70        80              
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV              
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFG 
           240         250       260       270       280       290  
 
gi|558 GTAKFEAMYLGTCKALTPLMSSRFPELGMNASHCNEMPWIKSVPFIHLGKQATLSDLLNR 
             300       310       320       330       340       350  
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 19.9 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (17-65:76-124) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|422 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
          50        60        70        80        90       100      
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|422 LRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
         110       120       130       140       150       160      
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 19.9 E():   33 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (17-65:93-141) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|134 ASNKAFAEGLSGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
             70        80        90       100       110       120   
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|134 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
            130       140       150       160       170       180   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 19.9 E():   33 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (17-65:94-142) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
         50        60        70        80                           
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2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 19.9 E():   33 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (17-65:94-142) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 19.9 E():   33 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (17-65:94-142) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.0  bits: 19.3 E():   34 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (69-75:141-147) 
 
       40        50        60        70        80                   
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                   
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (17-65:102-150) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|295 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
              80        90       100       110       120       130  
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|295 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
             140       150       160       170       180       190  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (17-65:104-152) 
 
                             10        20        30        40       
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2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|109 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|109 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (17-65:104-152) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|239 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|239 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (17-65:105-153) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (17-65:105-153) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 50; 25.5% identity (54.9% similar) in 51 aa overlap (17-67:106-156) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
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        :..:   :.  .  ..:: :                                        
gi|144 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
         140       150       160       170       180       190      
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 74.4  bits: 20.4 E():   36 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (8-65:297-354) 
 
                                      10        20        30        
2MEPSP                        GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
        40           50        60        70        80               
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV               
         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (30-80:73-125) 
 
                10        20        30        40         50         
2MEPSP  GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
       60        70            80              
2MEPSP LGASVEEGPDYCIIT----PPEKLNV              
        :  : : : .: :.    ::  .:.              
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN 
     100       110       120       130         
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (30-80:37-89) 
 
                10        20        30        40         50         
2MEPSP  GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
       60        70            80                                   
2MEPSP LGASVEEGPDYCIIT----PPEKLNV                                   
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.1  bits: 18.8 E():   38 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (30-80:31-83) 
 
                10        20        30        40         50         
2MEPSP  GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
       60        70            80                                   
2MEPSP LGASVEEGPDYCIIT----PPEKLNV                                   
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
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>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.0  bits: 19.9 E():   38 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (17-65:130-178) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|398 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
     100       110       120       130       140       150          
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|398 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.0  bits: 19.0 E():   38 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (10-31:68-88) 
 
                                    10        20        30          
2MEPSP                      GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
      40        50        60        70        80                    
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                    
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 19.6 E():   39 
Smith-Waterman score: 49; 25.5% identity (54.9% similar) in 51 aa overlap (17-67:81-131) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..:: :                                        
gi|180 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
              120       130       140       150       160       170 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 26.5% identity (55.1% similar) in 49 aa overlap (17-65:94-142) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAEYDAYVATLSEA 
            70        80        90       100       110       120    
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.7  bits: 17.6 E():   45 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (34-51:28-45) 
 
            10        20        30        40        50        60    
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     :.: ..:  . :..::.:             
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gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
            70        80     
2MEPSP EEGPDYCIITPPEKLNV     
                             
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.6  bits: 17.4 E():   45 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (12-35:1-24) 
 
               10        20        30        40        50        60 
2MEPSP GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 
                  : :. .::  : . :.:  . :.:                          
gi|291            MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGEVYCNVCHSRN 
                          10        20        30        40          
 
               70        80 
2MEPSP ASVEEGPDYCIITPPEKLNV 
                            
gi|291 LINELSERMAGAQVQL     
      50        60          
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (17-65:191-239) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
              170       180       190       200       210       220 
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
              230       240       250       260       270       280 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 72.0  bits: 20.1 E():   49 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (10-53:343-385) 
 
                                    10        20        30          
2MEPSP                      GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
       40        50        60        70        80                   
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                   
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (16-62:38-82) 
 
                              10        20        30         40     
2MEPSP                GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
           50         60        70        80                        
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIITPPEKLNV                        
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
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            70        80        90       100       110       120    
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.0  bits: 19.0 E():   49 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (10-31:116-136) 
 
                                    10        20        30          
2MEPSP                      GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
      40        50        60        70        80                    
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                    
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 48; 23.8% identity (51.2% similar) in 80 aa overlap (3-80:76-153) 
 
                                           10          20        30 
2MEPSP                             GRKHLKAIDVNMNKMP--DVAMTLAVVALFAD 
                                     .: . .  . . .:  :.:...:  :  .  
gi|481 EDINVGFKAAVAARQRPAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGA 
          50        60        70        80        90       100      
 
               40        50        60        70        80           
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV           
        : :  :     . :. :..:   :.  .   .:: : .  : :  .:..           
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEE-PGMAKI-PAGELQIIDKIDAAFKV 
         110       120       130       140         150       160    
 
gi|481 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEV 
           170       180       190       200       210       220    
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.6  bits: 18.2 E():   52 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (10-66:7-64) 
 
               10         20        30        40        50          
2MEPSP GRKHLKAIDVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                :. . : :. . .:...:....: ..  . :.. . . :...::  .. .  
gi|164    MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQP 
                  10        20        30        40        50        
 
      60        70        80                                        
2MEPSP GASVEEGPDYCIITPPEKLNV                                        
       :. .  :                                                      
gi|164 GTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNI 
        60        70        80        90       100       110        
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (26-47:22-43) 
 
               10        20        30        40        50        60 
2MEPSP GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 
                                ::: :. . :. :    .: ::              
gi|167     MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKK 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP ASVEEGPDYCIITPPEKLNV                                         
                                                                    
gi|167 ITFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKS 
         60        70        80        90       100       110       
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.1  bits: 18.7 E():   55 
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Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (6-40:72-112) 
 
                                        10              20          
2MEPSP                          GRKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
      30        40        50        60        70        80          
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV          
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.1  bits: 20.1 E():   55 
Smith-Waterman score: 51; 35.3% identity (76.5% similar) in 17 aa overlap (1-17:430-446) 
 
                                             10        20        30 
2MEPSP                               GRKHLKAIDVNMNKMPDVAMTLAVVALFAD 
                                     :: :....: : ... :              
gi|213 LSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQ 
     400       410       420       430       440       450          
 
               40        50        60        70        80           
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV           
                                                                    
gi|213 NFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPREQARQLKN 
     460       470       480       490       500       510          
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.8  bits: 17.3 E():   57 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (5-34:41-70) 
 
                                         10        20        30     
2MEPSP                           GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
           40        50        60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                                      
gi|453 CSPKWLQLLVP                                    
               80                                     
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.7  bits: 18.4 E():   57 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (42-80:83-126) 
 
              20        30        40         50        60        70 
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
                   80                                               
2MEPSP IIT----PPEKLNV                                               
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 44; 30.8% identity (73.1% similar) in 26 aa overlap (20-45:8-32) 
 
               10        20        30        40        50        60 
2MEPSP GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 
                          ..: :.:. ::  . ..: :. ..:.                
gi|558             MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKVMVDGCHGSDPCIIH 
                           10         20        30        40        
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               70        80                                         
2MEPSP ASVEEGPDYCIITPPEKLNV                                         
                                                                    
gi|558 RGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKY 
        50        60        70        80        90       100        
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (32-77:52-93) 
 
              10        20        30        40        50        60  
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
              70        80                                          
2MEPSP SVEEGPDYCIITPPEKLNV                                          
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 26.6% identity (51.6% similar) in 64 aa overlap (17-80:93-154) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .   .:: : .  : :  .:..                           
gi|168 LRVIAGALEVHAVKPVTEE-PGMAKI-PAGELQIIDKIDAAFKVAATAAATAPADDKFTV 
            130       140         150       160       170       180 
 
gi|168 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAM 
              190       200       210       220       230       240 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 26.6% identity (51.6% similar) in 64 aa overlap (17-80:96-157) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .   .:: : .  : :  .:..                           
gi|285 LRVIAGALEVHAVKPVTEE-PGMAKI-PAGELQIIDKIDAAFKVAATAAATAPADDKFTV 
         130       140        150        160       170       180    
 
gi|285 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAM 
           190       200       210       220       230       240    
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (9-64:90-149) 
 
                                     10        20        30         
2MEPSP                       GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
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       40              50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
       .: ...:     ..:.: . .    ::  .::                 
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN      
       120       130       140       150       160      
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (9-64:90-149) 
 
                                     10        20        30         
2MEPSP                       GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       40              50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
       .: ...:     ..:.: . .    ::  .::                 
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN      
       120       130       140       150       160      
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (9-64:90-149) 
 
                                     10        20        30         
2MEPSP                       GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       40              50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
       .: ...:     ..:.: . .    ::  .::                 
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN      
       120       130       140       150       160      
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (9-64:90-149) 
 
                                     10        20        30         
2MEPSP                       GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       40              50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
       .: ...:     ..:.: . .    ::  .::                 
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN      
       120       130       140       150       160      
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (17-65:105-153) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10319

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (17-65:105-153) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (17-65:105-153) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (17-65:105-153) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (17-65:105-153) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (17-65:105-153) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
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           80        90       100       110       120       130     
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (17-65:105-153) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (17-65:105-153) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (17-65:105-153) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (17-65:105-153) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
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>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.6  bits: 19.0 E():   66 
Smith-Waterman score: 47; 26.6% identity (51.6% similar) in 64 aa overlap (17-80:107-168) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .   .:: : .  : :  .:..                           
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKI-PAGELQIIDKIDAAFKVAATAAATAPADDKFTV 
        140       150        160        170       180       190     
 
gi|330 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAM 
          200       210       220       230       240       250     
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.6  bits: 19.3 E():   66 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (10-65:269-325) 
 
                                    10        20        30          
2MEPSP                      GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
      40        50         60        70        80                   
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGPDYCIITPPEKLNV                   
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.6  bits: 19.3 E():   67 
Smith-Waterman score: 56; 29.0% identity (61.3% similar) in 62 aa overlap (20-80:8-62) 
 
               10        20         30        40        50          
2MEPSP GRKHLKAIDVNMNKMPDVAMTLAVVAL-FADGPTAIRDVASWRVKETERMVAIRTELTKL 
                          :.:..::: :  .:.:  .      .. : ..... : ..  
gi|122             MRQSLKVMVLSTVALLFMANPAAASE------EKKEYLIVVEPEEVS- 
                           10        20              30        40   
 
      60        70        80                                        
2MEPSP GASVEEGPDYCIITPPEKLNV                                        
       . ::::. :  .:   :.. :                                        
gi|122 AQSVEESYDVDVIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGIS 
              50        60        70        80        90       100  
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.4  bits: 15.7 E():   68 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (5-35:2-30) 
 
               10         20        30        40        50          
2MEPSP GRKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
           .::. : : .. :     ..  :  .::::..                         
gi|122    MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV                         
                  10           20        30                         
 
      60        70        80 
2MEPSP GASVEEGPDYCIITPPEKLNV 
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 34.6% identity (61.5% similar) in 26 aa overlap (55-80:28-52) 
 
           30        40        50        60        70        80     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV     
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                                     :.:.:  .   : : :.:   ::...     
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 34.6% identity (61.5% similar) in 26 aa overlap (55-80:28-52) 
 
           30        40        50        60        70        80     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV     
                                     :.:.:  .   : : :.:   ::...     
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 34.6% identity (61.5% similar) in 26 aa overlap (55-80:28-52) 
 
           30        40        50        60        70        80     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV     
                                     :.:.:  .   : : :.:   ::...     
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.4 E():   68 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (2-17:152-167) 
 
                                            10        20        30  
2MEPSP                              GRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
              40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                                         
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC                       
             190       200                               
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (20-45:8-32) 
 
               10        20        30        40        50        60 
2MEPSP GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 
                          ..: :.:. ::  . ..: :. ..:.                
gi|558             MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIH 
                           10         20        30        40        
 
               70        80                                         
2MEPSP ASVEEGPDYCIITPPEKLNV                                         
                                                                    
gi|558 RGKPFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKY 
        50        60        70        80        90       100        
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (20-45:8-32) 
 
               10        20        30        40        50        60 
2MEPSP GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 
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                          ..: :.:. ::  . ..: :. ..:.                
gi|864             MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIH 
                           10         20        30        40        
 
               70        80                                         
2MEPSP ASVEEGPDYCIITPPEKLNV                                         
                                                                    
gi|864 RGKPFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKY 
        50        60        70        80        90       100        
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (20-45:8-32) 
 
               10        20        30        40        50        60 
2MEPSP GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 
                          ..: :.:. ::  . ..: :. ..:.                
gi|218             MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIH 
                           10         20        30        40        
 
               70        80                                         
2MEPSP ASVEEGPDYCIITPPEKLNV                                         
                                                                    
gi|218 RGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKY 
        50        60        70        80        90       100        
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (20-45:8-32) 
 
               10        20        30        40        50        60 
2MEPSP GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 
                          ..: :.:. ::  . ..: :. ..:.                
gi|558             MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIH 
                           10         20        30        40        
 
               70        80                                         
2MEPSP ASVEEGPDYCIITPPEKLNV                                         
                                                                    
gi|558 RGKPFTLEALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKY 
        50        60        70        80        90       100        
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (20-45:8-32) 
 
               10        20        30        40        50        60 
2MEPSP GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 
                          ..: :.:. ::  . ..: :. ..:.                
gi|256             MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIH 
                           10         20        30        40        
 
               70        80                                         
2MEPSP ASVEEGPDYCIITPPEKLNV                                         
                                                                    
gi|256 RGKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKY 
        50        60        70        80        90       100        
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 18.1 E():   75 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (67-74:172-179) 
 
         40        50        60        70        80  
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV  
                                     : :: :.:        
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
             150       160       170       180       
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.6  bits: 19.0 E():   75 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (17-65:132-180) 
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                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
             110       120       130       140       150       160  
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  . ::                                          
gi|113 LRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
             170       180       190       200       210       220  
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (43-76:170-204) 
 
             20        30        40        50        60         70  
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
              80                                                    
2MEPSP ITPPEKLNV                                                    
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:12-29) 
 
           30        40        50        60        70        80     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV     
                                     :. :. .. ..: : :::             
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (9-40:89-118) 
 
                                     10        20        30         
2MEPSP                       GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
       40        50        60        70        80  
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV  
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (9-40:90-119) 
 
                                     10        20        30         
2MEPSP                       GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       40        50        60        70        80  
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV  
       .:                                          
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gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (9-40:90-119) 
 
                                     10        20        30         
2MEPSP                       GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       40        50        60        70        80  
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV  
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (9-40:90-119) 
 
                                     10        20        30         
2MEPSP                       GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       40        50        60        70        80  
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV  
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (9-40:90-119) 
 
                                     10        20        30         
2MEPSP                       GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
       40        50        60        70        80  
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV  
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (9-40:90-119) 
 
                                     10        20        30         
2MEPSP                       GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
       40        50        60        70        80  
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV  
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (9-31:90-112) 
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                                     10        20        30         
2MEPSP                       GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
       40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN  
     120       130       140       150       160  
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (17-65:105-153) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (17-65:105-153) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 68.0  bits: 15.1 E():   80 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (71-78:9-16) 
 
               50        60        70        80       
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV       
                                     :: :: :.         
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP 
                                     10        20     
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (18-34:8-26) 
 
               10        20          30        40        50         
2MEPSP GRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTK 
                        ::: :::....  : .:::                         
gi|300           MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAM 
                         10        20        30        40        50 
 
       60        70        80                                       
2MEPSP LGASVEEGPDYCIITPPEKLNV                                       
                                                                    
gi|300 ATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDK 
               60        70        80        90       100       110 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
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 initn:  38 init1:  38 opt:  42  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (18-34:8-26) 
 
               10        20          30        40        50         
2MEPSP GRKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTK 
                        ::: :::....  : .:::                         
gi|300           MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAM 
                         10        20        30        40        50 
 
       60        70        80                                       
2MEPSP LGASVEEGPDYCIITPPEKLNV                                       
                                                                    
gi|300 ATTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDK 
               60        70        80        90       100       110 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (2-17:43-58) 
 
                                            10        20        30  
2MEPSP                              GRKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
              40        50        60        70        80            
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV            
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.8  bits: 17.3 E():   82 
Smith-Waterman score: 41; 33.3% identity (61.1% similar) in 18 aa overlap (62-79:89-106) 
 
              40        50        60        70        80         
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV         
                                     .::  :  : .. : :..          
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
       60        70        80        90       100       110      
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 42; 34.6% identity (61.5% similar) in 26 aa overlap (55-80:28-52) 
 
           30        40        50        60        70        80     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV     
                                     :.:.:  :   : : :.:   .:...     
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
gi|158 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 42; 34.6% identity (61.5% similar) in 26 aa overlap (55-80:28-52) 
 
           30        40        50        60        70        80     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV     
                                     :.:.:  :   : : :.:   .:...     
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
gi|212 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 42; 34.6% identity (61.5% similar) in 26 aa overlap (55-80:28-52) 
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           30        40        50        60        70        80     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV     
                                     :.:.:  :   : : :.:   .:...     
gi|214    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
gi|214 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.7 E():   84 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (17-65:125-173) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKATPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
          160       170       180       190       200       210     
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (23-41:15-35) 
 
               10        20        30          40        50         
2MEPSP GRKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTK 
                             :.:. :.:.:  .  :  :.:                  
gi|908         MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSS 
                       10        20        30        40        50   
 
       60        70        80                                       
2MEPSP LGASVEEGPDYCIITPPEKLNV                                       
                                                                    
gi|908 AMGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKT 
             60        70        80        90       100       110   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 67.5  bits: 19.5 E():   86 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (32-70:336-369) 
 
              10        20        30        40        50        60  
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
               70        80                                         
2MEPSP S-VEEGPDYCIITPPEKLNV                                         
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.5  bits: 19.5 E():   86 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (32-44:336-348) 
 
              10        20        30        40        50        60  
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
              70        80                                          
2MEPSP SVEEGPDYCIITPPEKLNV                                          
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
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         370       380       390       400       410       420      
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.4  bits: 18.7 E():   87 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (24-71:178-227) 
 
                      10        20        30        40         50   
2MEPSP        GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
             60         70        80                                
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNV                                
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (14-32:2-20) 
 
               10        20        30        40        50        60 
2MEPSP GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 
                    :.  .:... :::. :.::                             
gi|157             MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLANGAPDK 
                           10        20        30        40         
 
               70        80                                         
2MEPSP ASVEEGPDYCIITPPEKLNV                                         
                                                                    
gi|157 TEAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARL 
       50        60        70        80        90       100         
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 67.4  bits: 19.8 E():   88 
Smith-Waterman score: 50; 23.6% identity (54.5% similar) in 55 aa overlap (5-59:178-227) 
 
                                         10        20        30     
2MEPSP                           GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :... :....  .. . :      :.:    
gi|425 QQLEDTRHRLEEEERKRASLENHAHTLEVELESLKVQLDEESEARLELERQLTKANG--- 
       150       160       170       180       190       200        
 
           40        50        60        70        80               
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV               
         :.:::. :   .. :   :. .:                                    
gi|425 --DAASWKSKYEAELQAHADEVEELRRKMAQKISEYEEQLEALLNKCSSLEKQKSRLQSE 
            210       220       230       240       250       260   
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.7 E():   88 
Smith-Waterman score: 46; 26.5% identity (55.1% similar) in 49 aa overlap (17-65:101-149) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .  ..::                                          
gi|249 LRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAPANDKFTVFEGA 
              140       150       160       170       180       190 
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 67.3  bits: 18.7 E():   88 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (43-76:188-222) 
 
             20        30        40        50        60         70  
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2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
              80                                                    
2MEPSP ITPPEKLNV                                                    
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 67.3  bits: 18.7 E():   88 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (43-76:188-222) 
 
             20        30        40        50        60         70  
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
              80                                                    
2MEPSP ITPPEKLNV                                                    
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 67.3  bits: 19.2 E():   88 
Smith-Waterman score: 48; 23.8% identity (58.7% similar) in 63 aa overlap (3-65:315-376) 
 
                                           10        20        30   
2MEPSP                             GRKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
                                     ...: ..:....  ..:  :.   ..:    
gi|845 ALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEA-EAAALLGGKRVIAKLE 
          290       300       310       320        330       340    
 
             40        50        60        70        80             
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV             
       : :::. .   .::.:    .. : :    ..:                            
gi|845 TRIRDLETALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMN 
           350       360       370       380       390       400    
 
gi|845 IQKRQLGEAESFTMANIQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASA 
           410       420       430       440       450       460    
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.1 E():   90 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (20-50:121-151) 
 
                          10        20        30        40          
2MEPSP            GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
      50        60        70        80                              
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNV                              
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (9-40:90-119) 
 
                                     10        20        30         
2MEPSP                       GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
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       40        50        60        70        80  
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV  
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (9-31:90-112) 
 
                                     10        20        30         
2MEPSP                       GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
       40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                                  
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN  
     120       130       140       150       160  
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 17.3 E():   96 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (5-31:44-71) 
 
                                         10         20        30    
2MEPSP                           GRKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
            40        50        60        70        80              
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV              
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 16.7 E():   97 
Smith-Waterman score: 39; 28.6% identity (64.3% similar) in 14 aa overlap (67-80:70-83) 
 
         40        50        60        70        80         
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV         
                                     :  : .. : :...         
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR 
      40        50        60        70        80        90  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 66.6  bits: 18.4 E():   97 
Smith-Waterman score: 45; 26.6% identity (50.0% similar) in 64 aa overlap (17-80:102-163) 
 
                             10        20        30        40       
2MEPSP               GRKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
         50        60        70        80                           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV                           
        :..:   :.  .   : : : .  : :  .:..                           
gi|330 LRVIAGALEVHAV-KPVTEDPAWPKI-PAGELQIIDKIDAAFKVAATAAATAPADDKFTV 
             140        150        160       170       180          
 
gi|330 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAM 
     190       200       210       220       230       240          
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.5  bits: 13.7 E():   97 
Smith-Waterman score: 28; 75.0% identity (100.0% similar) in 4 aa overlap (66-69:7-10) 
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          40        50        60        70        80 
2MEPSP RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     ::.:            
gi|250                         PTITIGGPEYR           
                                       10            
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:03 2011 done: Tue Apr 19 10:58:03 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 317  - 396 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     4     2:*= 
  32    11     8:==*= 
  34     8    22:===    * 
  36    39    44:============= * 
  38    72    73:========================* 
  40    85   102:=============================    * 
  42   133   125:=========================================*=== 
  44   141   138:=============================================*= 
  46   150   140:==============================================*=== 
  48   107   134:====================================        * 
  50   147   122:========================================*======== 
  52   113   108:===================================*== 
  54    95    92:==============================*= 
  56    70    77:======================== * 
  58    31    63:===========         * 
  60    32    51:===========     * 
  62    32    41:===========  * 
  64    28    33:==========* 
  66    60    26:========*=========== 
  68    36    20:======*===== 
  70    35    16:=====*====== 
  72    11    12:===* 
  74    11    10:===* 
  76    12     8:==*= 
  78     3     6:=* 
  80     9     5:=*= 
  82     3     3:* 
  84     5     3:*= 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10333

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.99560.00338; mu= 6.1263 0.175 
 mean_var=36.7766 9.489, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.211489 
 Kolmogorov-Smirnov  statistic: 0.0494 (N=29) at  64 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   54 21.4     6.3 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   52 20.8     7.4 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   52 20.8     7.6 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   58 22.5     7.8 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   51 20.5       9 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   51 20.5       9 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.7      10 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   58 22.5      11 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   51 20.5      11 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.6      13 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   50 20.1      14 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.9      14 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   54 21.3      14 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.8      15 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 21.9      16 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 19.0      16 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 19.0      17 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.7      17 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.5      17 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.8      18 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.0      19 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 19.0      19 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 20.7      21 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   49 19.8      23 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   54 21.3      25 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   48 19.5      25 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   50 20.1      27 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   50 20.1      29 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   50 20.1      29 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   50 20.1      29 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   50 20.1      29 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.5      30 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.1      30 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 20.1      30 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 20.1      30 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   50 20.1      31 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   50 20.1      31 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   50 20.1      31 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.7      31 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 18.9      33 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 18.9      33 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 20.1      33 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 18.9      34 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.2      34 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.8      35 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.8      36 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   50 20.1      40 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.7      42 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 20.3      42 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.5      43 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.2      44 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.6      44 
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gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.5      45 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.6      47 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.3      47 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 18.9      49 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.0      51 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.6      52 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   44 18.3      53 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.4      53 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.3      55 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   50 20.0      55 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.2      56 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.2      57 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.2      57 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.2      57 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.2      57 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.2      57 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.2      57 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.2      57 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.2      57 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.2      57 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.2      57 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.2      57 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.3      58 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.3      58 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.3      58 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.3      58 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.5      58 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.2      59 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   48 19.5      59 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.4      60 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.6      62 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   43 18.0      63 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   43 18.0      63 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   43 18.0      63 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 18.0      65 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 18.0      65 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 18.0      65 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 18.0      65 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 18.0      65 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.7      66 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.2      67 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      67 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.3      68 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   49 19.7      68 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 19.7      69 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   46 18.9      70 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.9      70 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   42 17.7      70 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.0      71 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 19.7      71 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   49 19.7      71 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.0      71 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.0      71 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.0      71 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.0      71 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.0      71 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.0      71 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.1      75 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.9      75 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.7      75 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.7      75 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   43 18.0      76 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.7      76 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.7      76 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   50 20.0      76 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   42 17.7      77 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   42 17.7      77 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   42 17.7      77 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   48 19.4      78 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.9      78 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   46 18.9      79 
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gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.1      79 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      79 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      79 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 15.1      80 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.7      80 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.3      81 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 18.6      87 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.7      88 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.7      88 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.4      89 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 16.8      92 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.8      92 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.5      93 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 18.8      93 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.0      94 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   43 18.0      94 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   43 18.0      94 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 18.0      95 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.4      95 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.3      95 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.7      96 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.5      97 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.3      97 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.0      97 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   28 13.6   1e 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   43 18.0   1e 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   43 18.0   1e 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   43 18.0   1e 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   43 18.0   1e 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   43 18.0   1e 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   43 18.0   1e 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   43 18.0   1e 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   43 18.0   1e 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   43 18.0   1e 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   43 18.0   1e 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   43 18.0   1e 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   43 18.0   1e 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   43 18.0   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 88.2  bits: 21.4 E():  6.3 
Smith-Waterman score: 54; 46.2% identity (65.4% similar) in 26 aa overlap (54-79:27-51) 
 
            30        40        50        60        70        80    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT    
                                     :. :: .:   : :::::   .::..     
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 86.8  bits: 20.8 E():  7.4 
Smith-Waterman score: 52; 31.4% identity (52.9% similar) in 70 aa overlap (2-65:2-68) 
 
                  10           20        30        40        50     
2MEPSP RKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
        ::: :   . .  :  :   ::  .:. :.. ::     . .:  . :. ....:  .  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
           60        70        80                             
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVT                             
        ::: :::  :                                            
gi|833 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 86.7  bits: 20.8 E():  7.6 
Smith-Waterman score: 52; 30.0% identity (54.3% similar) in 70 aa overlap (2-65:2-68) 
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                  10           20        30        40        50     
2MEPSP RKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
        ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :. ....:  .: 
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSE 
               10        20        30        40        50        60 
 
           60        70        80                               
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVT                               
         :: :::  :                                              
gi|117 --KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 86.4  bits: 22.5 E():  7.8 
Smith-Waterman score: 58; 21.2% identity (66.7% similar) in 33 aa overlap (8-40:280-312) 
 
                                      10        20        30        
2MEPSP                        RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.. .:.    ...:.:. ..: :.   .. 
gi|148 GTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANI 
     250       260       270       280       290       300          
 
        40        50        60        70        80                  
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                  
        .:                                                          
gi|148 LAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDELAKKVAELTEK 
     310       320       330       340       350       360          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 85.3  bits: 20.5 E():    9 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (2-65:2-68) 
 
                  10           20        30        40        50     
2MEPSP RKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
        ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
           60        70        80                           
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVT                           
         :: :::  :                                          
gi|461 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 85.3  bits: 20.5 E():    9 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (2-65:2-68) 
 
                  10           20        30        40        50     
2MEPSP RKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
        ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
           60        70        80                           
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVT                           
         :: :::  :                                          
gi|416 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 84.4  bits: 20.7 E():   10 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (42-75:104-138) 
 
              20        30        40        50         60        70 
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
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               80       
2MEPSP ITPPEKLNVT       
       :.: .            
gi|110 ISPSQGCQFSSPYWSY 
           140          
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 84.1  bits: 22.5 E():   11 
Smith-Waterman score: 58; 21.2% identity (66.7% similar) in 33 aa overlap (8-40:410-442) 
 
                                      10        20        30        
2MEPSP                        RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.. .:.    ...:.:. ..: :.   .. 
gi|601 GTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANI 
     380       390       400       410       420       430          
 
        40        50        60        70        80                  
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                  
        .:                                                          
gi|601 LAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDELAHKVAELTEK 
     440       450       460       470       480       490          
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 84.0  bits: 20.5 E():   11 
Smith-Waterman score: 51; 28.0% identity (54.7% similar) in 75 aa overlap (7-79:36-106) 
 
                                       10        20        30       
2MEPSP                         RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  :: : 
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAI-D 
          10        20        30        40        50        60      
 
         40         50         60        70        80               
2MEPSP VASWRVKETERM-VAIRT-ELTKLGASVEEGPDYCIITPPEKLNVT               
       . . ...  . :   ::  :  .:  .. : ::    ::  : .:                
gi|484 IPGLETNACKLMKCPIRKGEHQELIYNIGEIPD---ATPEIKAKVKAQLIGEHGVLACGW 
           70        80        90          100       110       120  
 
gi|484 VDGEVQE 
               
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.6  bits: 21.6 E():   13 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (16-64:131-179) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.8  bits: 20.1 E():   14 
Smith-Waterman score: 50; 24.0% identity (52.0% similar) in 50 aa overlap (29-75:45-89) 
 
                 10        20        30        40        50         
2MEPSP   RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
       60           70        80                                    
2MEPSP GASVEEGPDYC---IITPPEKLNVT                                    
       :.....  .::    :.: .                                         
gi|144 GVNTKQYINYCEKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLKKGLLE 
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      70        80        90       100       110       120          
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 81.8  bits: 19.9 E():   14 
Smith-Waterman score: 49; 30.0% identity (52.9% similar) in 70 aa overlap (2-65:2-68) 
 
                  10           20        30        40        50     
2MEPSP RKHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
        ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :. ....:   : 
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPE 
               10        20        30        40        50        60 
 
           60        70        80                               
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVT                               
         :: :::  :                                              
gi|185 --KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.6  bits: 21.3 E():   14 
Smith-Waterman score: 54; 28.6% identity (55.1% similar) in 49 aa overlap (16-64:130-178) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|330 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
     100       110       120       130       140       150          
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|330 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 81.5  bits: 19.8 E():   15 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (35-73:63-104) 
 
           10        20        30        40          50        60   
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
              70        80       
2MEPSP VEEGPDYCIITPPEKLNVT       
       .   : ::.  :              
gi|999 AALVPKYCLQHPHACDLYKNQTVMS 
            100       110        
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.0  bits: 21.9 E():   16 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (8-40:407-439) 
 
                                      10        20        30        
2MEPSP                        RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
        40        50        60        70        80                  
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                  
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.6  bits: 19.0 E():   16 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (27-73:15-61) 
 
               10        20        30        40        50           
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2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLG 
                                 .:.   :.: ..:  . :..::.: : :.   .  
gi|124             GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF- 
                           10        20        30        40         
 
      60        70        80    
2MEPSP ASVEEGPDYCIITPPEKLNVT    
        . .:  ..:  .:           
gi|124 IDFDEFISFCNANPGLMKDVAKVF 
        50        60        70  
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.4  bits: 19.0 E():   17 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (27-73:17-63) 
 
               10        20        30        40        50           
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLG 
                                 .:.   :.: ..:  . :..::.: : :.   .  
gi|124           GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF- 
                         10        20        30        40           
 
      60        70        80    
2MEPSP ASVEEGPDYCIITPPEKLNVT    
        . .:  ..:  .:           
gi|124 IDFDEFISFCNANPGLMKDVAKVF 
      50        60        70    
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 80.3  bits: 20.7 E():   17 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (58-75:180-197) 
 
        30        40        50        60         70        80       
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVT       
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 80.3  bits: 19.5 E():   17 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (16-65:22-68) 
 
                     10        20        30        40        50     
2MEPSP       RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
           60        70        80                             
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVT                             
        ::: :::  :                                            
gi|668 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 80.1  bits: 19.8 E():   18 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (42-75:96-130) 
 
              20        30        40        50         60        70 
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
               80    
2MEPSP ITPPEKLNVT    
       :.: .         
gi|244 ISPSQGCQFQSSY 
         130         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10340

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 79.6  bits: 21.0 E():   19 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (29-75:115-168) 
 
                 10        20        30        40        50         
2MEPSP   RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
        60           70            80                               
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVT                               
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.4  bits: 19.0 E():   19 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (27-73:26-72) 
 
               10        20        30        40        50           
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLG 
                                 .:.   :.: ..:  . :..::.: : :.   .  
gi|187  KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF- 
                10        20        30        40        50          
 
      60        70        80    
2MEPSP ASVEEGPDYCIITPPEKLNVT    
        . .:  ..:  .:           
gi|187 IDFDEFISFCNANPGLMKDVAKVF 
       60        70        80   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.6  bits: 20.7 E():   21 
Smith-Waterman score: 52; 27.5% identity (52.9% similar) in 51 aa overlap (16-66:113-163) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..:: :                                        
gi|441 LRVIAGALEVHAVKPATEEVPAAKIPTGELQIVDKIDAAFKIAATAANAAPTNDKFTVFE 
            150       160       170       180       190       200   
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 19.8 E():   23 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 18 aa overlap (62-79:36-53) 
 
              40        50        60        70        80            
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT            
                                     :  . :::.: : .. ..             
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPGRMRSF 
          10        20        30        40        50        60      
 
gi|727 CSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNGGV 
          70        80        90       100       110       120      
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 77.4  bits: 21.3 E():   25 
Smith-Waterman score: 54; 25.4% identity (55.6% similar) in 63 aa overlap (4-65:204-264) 
 
                                          10        20         30   
2MEPSP                            RKHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
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             40        50        60        70        80             
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT             
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFG 
           240         250       260       270       280       290  
 
gi|558 GTAKFEAMYLGTCKALTPLMSSRFPELGMNASHCNEMPWIKSVPFIHLGKQATLSDLLNR 
             300       310       320       330       340       350  
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 48; 22.5% identity (50.7% similar) in 71 aa overlap (8-69:90-159) 
 
                                      10        20        30        
2MEPSP                        RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:. .... . .::   :: .  ..  
gi|281 GEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVAC-PDGGSICKNR 
      60        70        80        90       100        110         
 
        40        50                 60        70        80 
2MEPSP ASWRVKETERMVAIRTELTK---------LGASVEEGPDYCIITPPEKLNVT 
       . . .:   ..   . .: :         : : .  .::::            
gi|281 SIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC            
      120       130       140       150                     
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (16-64:76-124) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|422 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
          50        60        70        80        90       100      
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|422 LRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
         110       120       130       140       150       160      
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (16-64:93-141) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|134 ASNKAFAEGLSGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
             70        80        90       100       110       120   
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|134 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
            130       140       150       160       170       180   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.0  bits: 20.1 E():   29 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (16-64:94-142) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
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gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.0  bits: 20.1 E():   29 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (16-64:94-142) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.0  bits: 20.1 E():   29 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (16-64:94-142) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.9  bits: 19.5 E():   30 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (68-74:141-147) 
 
        40        50        60        70        80                  
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                  
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (16-64:102-150) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|295 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
              80        90       100       110       120       130  
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|295 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
             140       150       160       170       180       190  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (16-64:104-152) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
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gi|109 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|109 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (16-64:104-152) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|239 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|239 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (16-64:105-153) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (16-64:105-153) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.1 E():   31 
Smith-Waterman score: 50; 25.5% identity (54.9% similar) in 51 aa overlap (16-66:106-156) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..:: :                                        
gi|144 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
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         140       150       160       170       180       190      
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 75.6  bits: 20.7 E():   31 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (7-64:297-354) 
 
                                       10        20        30       
2MEPSP                         RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
         40           50        60        70        80              
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT              
         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.2  bits: 18.9 E():   33 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (29-79:73-125) 
 
                 10        20        30        40         50        
2MEPSP   RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
        60        70            80             
2MEPSP LGASVEEGPDYCIIT----PPEKLNVT             
        :  : : : .: :.    ::  .:.              
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN 
     100       110       120       130         
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.1  bits: 18.9 E():   33 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (29-79:37-89) 
 
                 10        20        30        40         50        
2MEPSP   RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
        60        70            80                                  
2MEPSP LGASVEEGPDYCIIT----PPEKLNVT                                  
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 20.1 E():   33 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (16-64:130-178) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|398 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
     100       110       120       130       140       150          
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|398 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.9  bits: 18.9 E():   34 
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Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (29-79:31-83) 
 
                 10        20        30        40         50        
2MEPSP   RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
        60        70            80                                  
2MEPSP LGASVEEGPDYCIIT----PPEKLNVT                                  
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.9  bits: 19.2 E():   34 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (9-30:68-88) 
 
                                     10        20        30         
2MEPSP                       RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
       40        50        60        70        80                   
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                   
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 49; 25.5% identity (54.9% similar) in 51 aa overlap (16-66:81-131) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..:: :                                        
gi|180 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
              120       130       140       150       160       170 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 49; 26.5% identity (55.1% similar) in 49 aa overlap (16-64:94-142) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAEYDAYVATLSEA 
            70        80        90       100       110       120    
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.6  bits: 20.1 E():   40 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (16-64:191-239) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
              170       180       190       200       210       220 
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          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
              230       240       250       260       270       280 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 17.7 E():   42 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (33-50:28-45) 
 
             10        20        30        40        50        60   
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
             70        80    
2MEPSP EEGPDYCIITPPEKLNVT    
                             
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 73.1  bits: 20.3 E():   42 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (9-52:343-385) 
 
                                     10        20        30         
2MEPSP                       RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
        40        50        60        70        80                  
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                  
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.1  bits: 17.5 E():   43 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (11-34:1-24) 
 
               10        20        30        40        50        60 
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                 : :. .::  : . :.:  . :.:                           
gi|291           MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGEVYCNVCHSRNL 
                         10        20        30        40        50 
 
               70        80 
2MEPSP SVEEGPDYCIITPPEKLNVT 
                            
gi|291 INELSERMAGAQVQL      
               60           
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.9  bits: 19.2 E():   44 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (9-30:116-136) 
 
                                     10        20        30         
2MEPSP                       RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
       40        50        60        70        80                   
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                   
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
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>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.8  bits: 18.6 E():   44 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (15-61:38-82) 
 
                               10        20        30         40    
2MEPSP                 RKHLKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
            50         60        70        80                       
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIITPPEKLNVT                       
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 48; 23.8% identity (51.2% similar) in 80 aa overlap (2-79:76-153) 
 
                                            10          20          
2MEPSP                              RKHLKAIDVNMNKMP--DVAMTLAVVALFAD 
                                     .: . .  . . .:  :.:...:  :  .  
gi|481 EDINVGFKAAVAARQRPAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGA 
          50        60        70        80        90       100      
 
      30        40        50        60        70        80          
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT          
        : :  :     . :. :..:   :.  .   .:: : .  : :  .:..           
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEE-PGMAKI-PAGELQIIDKIDAAFKV 
         110       120       130       140         150       160    
 
gi|481 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEV 
           170       180       190       200       210       220    
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (25-46:22-43) 
 
               10        20        30        40        50        60 
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                               ::: :. . :. :    .: ::               
gi|167    MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKI 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP SVEEGPDYCIITPPEKLNVT                                         
                                                                    
gi|167 TFGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKST 
        60        70        80        90       100       110        
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (9-65:7-64) 
 
               10         20        30        40        50          
2MEPSP RKHLKAIDVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 
               :. . : :. . .:...:....: ..  . :.. . . :...::  .. . : 
gi|164   MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQPG 
                 10        20        30        40        50         
 
      60        70        80                                        
2MEPSP ASVEEGPDYCIITPPEKLNVT                                        
       . .  :                                                       
gi|164 TLAPTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIV 
       60        70        80        90       100       110         
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.9  bits: 18.9 E():   49 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (5-39:72-112) 
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                                         10              20         
2MEPSP                           RKHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
       30        40        50        60        70        80         
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT         
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.7  bits: 18.0 E():   51 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (61-80:89-108) 
 
               40        50        60        70        80        
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT        
                                     .::  :  : .. : :....        
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
       60        70        80        90       100       110      
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.5  bits: 18.6 E():   52 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (41-79:83-126) 
 
               20        30        40         50        60          
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
      70            80                                              
2MEPSP IIT----PPEKLNVT                                              
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.4  bits: 18.3 E():   53 
Smith-Waterman score: 44; 30.8% identity (73.1% similar) in 26 aa overlap (19-44:8-32) 
 
               10        20        30        40        50        60 
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                         ..: :.:. ::  . ..: :. ..:.                 
gi|558            MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKVMVDGCHGSDPCIIHR 
                          10         20        30        40         
 
               70        80                                         
2MEPSP SVEEGPDYCIITPPEKLNVT                                         
                                                                    
gi|558 GKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYT 
       50        60        70        80        90       100         
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.3  bits: 17.4 E():   53 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (4-33:41-70) 
 
                                          10        20        30    
2MEPSP                            RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
            40        50        60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 
                                                       
gi|453 CSPKWLQLLVP                                     
               80                                      
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
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 initn:  42 init1:  42 opt:  44  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (31-76:52-93) 
 
               10        20        30        40        50        60 
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
               70        80                                         
2MEPSP SVEEGPDYCIITPPEKLNVT                                         
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 71.0  bits: 20.0 E():   55 
Smith-Waterman score: 50; 23.4% identity (57.1% similar) in 77 aa overlap (1-77:400-471) 
 
                                             10        20        30 
2MEPSP                               RKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     : :....: : :.. :  .  . : .     
gi|370 SAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQEGHVLVV--- 
     370       380       390       400       410       420          
 
               40        50        60        70        80           
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT           
       :  .  ::.   .:. ..::..:. .. . .   : .  : . ::..              
gi|370 PQNFA-VAGKSQSENFEYVAFKTD-SRPSIANLAGENSVIDNLPEEVVANSYGLQREQAR 
        430        440        450       460       470       480     
 
gi|370 QLKNNNPFKFFVPPSQQSPRAVA 
          490       500        
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 47; 26.6% identity (51.6% similar) in 64 aa overlap (16-79:93-154) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .   .:: : .  : :  .:..                           
gi|168 LRVIAGALEVHAVKPVTEE-PGMAKI-PAGELQIIDKIDAAFKVAATAAATAPADDKFTV 
            130       140         150       160       170       180 
 
gi|168 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAM 
              190       200       210       220       230       240 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 70.9  bits: 19.2 E():   57 
Smith-Waterman score: 47; 26.6% identity (51.6% similar) in 64 aa overlap (16-79:96-157) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .   .:: : .  : :  .:..                           
gi|285 LRVIAGALEVHAVKPVTEE-PGMAKI-PAGELQIIDKIDAAFKVAATAAATAPADDKFTV 
         130       140        150        160       170       180    
 
gi|285 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAM 
           190       200       210       220       230       240    
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>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (16-64:105-153) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (16-64:105-153) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (16-64:105-153) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (16-64:105-153) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (16-64:105-153) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
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                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (16-64:105-153) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (16-64:105-153) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (16-64:105-153) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (16-64:105-153) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
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gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (16-64:105-153) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (8-63:90-149) 
 
                                      10        20        30        
2MEPSP                        RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         40             50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 
       .: ...:     ..:.: . .    ::  .::                  
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN       
       120       130       140       150       160       
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (8-63:90-149) 
 
                                      10        20        30        
2MEPSP                        RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         40             50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 
       .: ...:     ..:.: . .    ::  .::                  
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN       
       120       130       140       150       160       
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (8-63:90-149) 
 
                                      10        20        30        
2MEPSP                        RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         40             50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 
       .: ...:     ..:.: . .    ::  .::                  
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN       
       120       130       140       150       160       
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (8-63:90-149) 
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                                      10        20        30        
2MEPSP                        RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         40             50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 
       .: ...:     ..:.: . .    ::  .::                  
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN       
       120       130       140       150       160       
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.6  bits: 19.5 E():   58 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (9-64:269-325) 
 
                                     10        20        30         
2MEPSP                       RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
       40        50         60        70        80                  
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGPDYCIITPPEKLNVT                  
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 70.6  bits: 19.2 E():   59 
Smith-Waterman score: 47; 26.6% identity (51.6% similar) in 64 aa overlap (16-79:107-168) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .   .:: : .  : :  .:..                           
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKI-PAGELQIIDKIDAAFKVAATAAATAPADDKFTV 
        140       150        160        170       180       190     
 
gi|330 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAM 
          200       210       220       230       240       250     
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 56; 29.0% identity (61.3% similar) in 62 aa overlap (19-79:8-62) 
 
               10        20         30        40        50          
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVAL-FADGPTAIRDVASWRVKETERMVAIRTELTKLG 
                         :.:..::: :  .:.:  .      .. : ..... : .. . 
gi|122            MRQSLKVMVLSTVALLFMANPAAASE------EKKEYLIVVEPEEVS-A 
                          10        20              30        40    
 
      60        70        80                                        
2MEPSP ASVEEGPDYCIITPPEKLNVT                                        
        ::::. :  .:   :.. :                                         
gi|122 QSVEESYDVDVIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISF 
             50        60        70        80        90       100   
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.3  bits: 17.4 E():   60 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (66-80:70-84) 
 
          40        50        60        70        80        
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT        
                                     :  : .. : :....        
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR 
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      40        50        60        70        80        90  
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.6 E():   62 
Smith-Waterman score: 45; 43.8% identity (62.5% similar) in 16 aa overlap (1-16:152-167) 
 
                                             10        20        30 
2MEPSP                               RKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :.: .    ::               
gi|162 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVDCSEYPKPDCTAEDRPLCGSDNK 
             130       140       150       160       170       180  
 
               40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 
                                                          
gi|162 TYGNKCNFCNAVVESNGTLTLSHFGKC                        
             190       200                                
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 43; 34.6% identity (61.5% similar) in 26 aa overlap (54-79:28-52) 
 
            30        40        50        60        70        80    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT    
                                     :.:.:  .   : : :.:   ::...     
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 43; 34.6% identity (61.5% similar) in 26 aa overlap (54-79:28-52) 
 
            30        40        50        60        70        80    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT    
                                     :.:.:  .   : : :.:   ::...     
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 43; 34.6% identity (61.5% similar) in 26 aa overlap (54-79:28-52) 
 
            30        40        50        60        70        80    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT    
                                     :.:.:  .   : : :.:   ::...     
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (19-44:8-32) 
 
               10        20        30        40        50        60 
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                         ..: :.:. ::  . ..: :. ..:.                 
gi|558            MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHR 
                          10         20        30        40         
 
               70        80                                         
2MEPSP SVEEGPDYCIITPPEKLNVT                                         
                                                                    
gi|558 GKPFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYT 
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       50        60        70        80        90       100         
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (19-44:8-32) 
 
               10        20        30        40        50        60 
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                         ..: :.:. ::  . ..: :. ..:.                 
gi|558            MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHR 
                          10         20        30        40         
 
               70        80                                         
2MEPSP SVEEGPDYCIITPPEKLNVT                                         
                                                                    
gi|558 GKPFTLEALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYT 
       50        60        70        80        90       100         
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (19-44:8-32) 
 
               10        20        30        40        50        60 
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                         ..: :.:. ::  . ..: :. ..:.                 
gi|218            MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHR 
                          10         20        30        40         
 
               70        80                                         
2MEPSP SVEEGPDYCIITPPEKLNVT                                         
                                                                    
gi|218 GKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYT 
       50        60        70        80        90       100         
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (19-44:8-32) 
 
               10        20        30        40        50        60 
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                         ..: :.:. ::  . ..: :. ..:.                 
gi|864            MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHR 
                          10         20        30        40         
 
               70        80                                         
2MEPSP SVEEGPDYCIITPPEKLNVT                                         
                                                                    
gi|864 GKPFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYT 
       50        60        70        80        90       100         
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (19-44:8-32) 
 
               10        20        30        40        50        60 
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                         ..: :.:. ::  . ..: :. ..:.                 
gi|256            MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHR 
                          10         20        30        40         
 
               70        80                                         
2MEPSP SVEEGPDYCIITPPEKLNVT                                         
                                                                    
gi|256 GKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYT 
       50        60        70        80        90       100         
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.6  bits: 15.7 E():   66 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (4-34:2-30) 
 
                10        20        30        40        50          
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2MEPSP RKHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLG 
          .::. : : .. :     ..  :  .::::..                          
gi|122   MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV                          
                 10           20        30                          
 
      60        70        80 
2MEPSP ASVEEGPDYCIITPPEKLNVT 
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.6  bits: 19.2 E():   67 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (16-64:132-180) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
             110       120       130       140       150       160  
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  . ::                                          
gi|113 LRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
             170       180       190       200       210       220  
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (42-75:170-204) 
 
              20        30        40        50        60         70 
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
               80                                                   
2MEPSP ITPPEKLNVT                                                   
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.4  bits: 18.3 E():   68 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (66-73:172-179) 
 
          40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 
                                     : :: :.:        
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
             150       160       170       180       
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.3  bits: 19.7 E():   68 
Smith-Waterman score: 49; 37.5% identity (75.0% similar) in 16 aa overlap (1-16:403-418) 
 
                                             10        20        30 
2MEPSP                               RKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     : :....: : :.. :               
gi|224 SAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQN 
            380       390       400       410       420       430   
 
               40        50        60        70        80           
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT           
                                                                    
gi|224 FAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKNN 
            440       450       460       470       480       490   
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.3  bits: 19.7 E():   69 
Smith-Waterman score: 49; 37.5% identity (75.0% similar) in 16 aa overlap (1-16:404-419) 
 
                                             10        20        30 
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2MEPSP                               RKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     : :....: : :.. :               
gi|112 SAQHGTIYRNAMFVPHYTLNAHTIVVALNGRAHVQVVDSNGNRVYDEELQEGHVLVVPQN 
           380       390       400       410       420       430    
 
               40        50        60        70        80           
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT           
                                                                    
gi|112 FAVAAKAQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPREQARQLKNN 
           440       450       460       470       480       490    
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 18.9 E():   70 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (16-64:105-153) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 18.9 E():   70 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (16-64:105-153) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:12-29) 
 
            30        40        50        60        70        80    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT    
                                     :. :. .. ..: : :::             
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (8-39:89-118) 
 
                                      10        20        30        
2MEPSP                        RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
        40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 
       .:                                          
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        120       130       140       150          

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10358

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.0  bits: 19.7 E():   71 
Smith-Waterman score: 49; 37.5% identity (75.0% similar) in 16 aa overlap (1-16:423-438) 
 
                                             10        20        30 
2MEPSP                               RKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     : :....: : :.. :               
gi|571 SAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQN 
            400       410       420       430       440       450   
 
               40        50        60        70        80           
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT           
                                                                    
gi|571 FAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPREQARQLKNN 
            460       470       480       490       500       510   
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.0  bits: 19.7 E():   71 
Smith-Waterman score: 49; 37.5% identity (75.0% similar) in 16 aa overlap (1-16:423-438) 
 
                                             10        20        30 
2MEPSP                               RKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     : :....: : :.. :               
gi|199 SAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQN 
            400       410       420       430       440       450   
 
               40        50        60        70        80           
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT           
                                                                    
gi|199 FAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPREQARQLKNN 
            460       470       480       490       500       510   
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (8-39:90-119) 
 
                                      10        20        30        
2MEPSP                        RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (8-39:90-119) 
 
                                      10        20        30        
2MEPSP                        RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (8-30:90-112) 
 
                                      10        20        30        
2MEPSP                        RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
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                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
        40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 
                                                   
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN   
     120       130       140       150       160   
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (8-39:90-119) 
 
                                      10        20        30        
2MEPSP                        RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
        40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (8-39:90-119) 
 
                                      10        20        30        
2MEPSP                        RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 
       .:                                          
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (8-39:90-119) 
 
                                      10        20        30        
2MEPSP                        RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
        40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 
       .:                                          
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.6  bits: 19.1 E():   75 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (22-40:15-35) 
 
               10        20        30          40        50         
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKL 
                            :.:. :.:.:  .  :  :.:                   
gi|908        MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSA 
                      10        20        30        40        50    
 
       60        70        80                                       
2MEPSP GASVEEGPDYCIITPPEKLNVT                                       
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gi|908 MGGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTI 
            60        70        80        90       100       110    
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (16-64:125-173) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKATPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
          160       170       180       190       200       210     
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.6  bits: 17.7 E():   75 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (17-33:8-26) 
 
               10        20          30        40        50         
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKL 
                       ::: :::....  : .:::                          
gi|300          MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMA 
                        10        20        30        40        50  
 
       60        70        80                                       
2MEPSP GASVEEGPDYCIITPPEKLNVT                                       
                                                                    
gi|300 TTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKY 
              60        70        80        90       100       110  
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.6  bits: 17.7 E():   75 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (17-33:8-26) 
 
               10        20          30        40        50         
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKL 
                       ::: :::....  : .:::                          
gi|300          MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMA 
                        10        20        30        40        50  
 
       60        70        80                                       
2MEPSP GASVEEGPDYCIITPPEKLNVT                                       
                                                                    
gi|300 TTANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKY 
              60        70        80        90       100       110  
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.0 E():   76 
Smith-Waterman score: 43; 31.2% identity (75.0% similar) in 16 aa overlap (1-16:43-58) 
 
                                             10        20        30 
2MEPSP                               RKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     .::.::.. .   .:.               
gi|344 KRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPDEFRNEFDRLLIH 
             20        30        40        50        60        70   
 
               40        50        60        70        80           
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT           
                                                                    
gi|344 MTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDSAKGHFERELKRA 
             80        90       100       110       120       130   
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.5  bits: 19.7 E():   76 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (31-43:336-348) 
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               10        20        30        40        50        60 
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
               70        80                                         
2MEPSP SVEEGPDYCIITPPEKLNVT                                         
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 68.5  bits: 19.7 E():   76 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (31-69:336-369) 
 
               10        20        30        40        50        60 
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
                70        80                                        
2MEPSP S-VEEGPDYCIITPPEKLNVT                                        
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 68.5  bits: 20.0 E():   76 
Smith-Waterman score: 50; 23.6% identity (54.5% similar) in 55 aa overlap (4-58:178-227) 
 
                                          10        20        30    
2MEPSP                            RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :... :....  .. . :      :.:    
gi|425 QQLEDTRHRLEEEERKRASLENHAHTLEVELESLKVQLDEESEARLELERQLTKANG--- 
       150       160       170       180       190       200        
 
            40        50        60        70        80              
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT              
         :.:::. :   .. :   :. .:                                    
gi|425 --DAASWKSKYEAELQAHADEVEELRRKMAQKISEYEEQLEALLNKCSSLEKQKSRLQSE 
            210       220       230       240       250       260   
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 42; 34.6% identity (61.5% similar) in 26 aa overlap (54-79:28-52) 
 
            30        40        50        60        70        80    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT    
                                     :.:.:  :   : : :.:   .:...     
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
gi|158 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 42; 34.6% identity (61.5% similar) in 26 aa overlap (54-79:28-52) 
 
            30        40        50        60        70        80    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT    
                                     :.:.:  :   : : :.:   .:...     
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
gi|212 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
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 initn:  37 init1:  37 opt:  42  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 42; 34.6% identity (61.5% similar) in 26 aa overlap (54-79:28-52) 
 
            30        40        50        60        70        80    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT    
                                     :.:.:  :   : : :.:   .:...     
gi|214    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
gi|214 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 68.3  bits: 19.4 E():   78 
Smith-Waterman score: 48; 23.8% identity (58.7% similar) in 63 aa overlap (2-64:315-376) 
 
                                            10        20        30  
2MEPSP                              RKHLKAIDVNMNKMPDVAMTLAVVALFADGP 
                                     ...: ..:....  ..:  :.   ..:    
gi|845 ALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEA-EAAALLGGKRVIAKLE 
          290       300       310       320        330       340    
 
              40        50        60        70        80            
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT            
       : :::. .   .::.:    .. : :    ..:                            
gi|845 TRIRDLETALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMN 
           350       360       370       380       390       400    
 
gi|845 IQKRQLGEAESFTMANIQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASA 
           410       420       430       440       450       460    
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (23-70:178-227) 
 
                       10        20        30        40         50  
2MEPSP         RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
              60         70        80                               
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVT                               
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 18.9 E():   79 
Smith-Waterman score: 46; 26.5% identity (55.1% similar) in 49 aa overlap (16-64:101-149) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .  ..::                                          
gi|249 LRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAPANDKFTVFEGA 
              140       150       160       170       180       190 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 47; 23.1% identity (53.8% similar) in 39 aa overlap (42-80:81-119) 
 
              20        30        40        50        60        70  
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10363

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

               60        70        80        90       100       110 
 
              80                                                    
2MEPSP TPPEKLNVT                                                    
           :: .:                                                    
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.2  bits: 18.9 E():   79 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (42-75:188-222) 
 
              20        30        40        50        60         70 
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
               80                                                   
2MEPSP ITPPEKLNVT                                                   
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.2  bits: 18.9 E():   79 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (42-75:188-222) 
 
              20        30        40        50        60         70 
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
               80                                                   
2MEPSP ITPPEKLNVT                                                   
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 68.1  bits: 15.1 E():   80 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (70-77:9-16) 
 
      40        50        60        70        80      
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT      
                                     :: :: :.         
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP 
                                     10        20     
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.7 E():   80 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (13-31:2-20) 
 
               10        20        30        40        50        60 
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                   :.  .:... :::. :.::                              
gi|157            MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLANGAPDKT 
                          10        20        30        40          
 
               70        80                                         
2MEPSP SVEEGPDYCIITPPEKLNVT                                         
                                                                    
gi|157 EAEIEAQIEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLS 
      50        60        70        80        90       100          
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.3 E():   81 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (19-49:121-151) 
 
                           10        20        30        40         
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2MEPSP             RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
       50        60        70        80                             
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVT                             
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.4  bits: 18.6 E():   87 
Smith-Waterman score: 45; 26.6% identity (50.0% similar) in 64 aa overlap (16-79:102-163) 
 
                              10        20        30        40      
2MEPSP                RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
          50        60        70        80                          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                          
        :..:   :.  .   : : : .  : :  .:..                           
gi|330 LRVIAGALEVHAV-KPVTEDPAWPKI-PAGELQIIDKIDAAFKVAATAAATAPADDKFTV 
             140        150        160       170       180          
 
gi|330 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAM 
     190       200       210       220       230       240          
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (8-30:90-112) 
 
                                      10        20        30        
2MEPSP                        RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
        40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 
                                                   
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN   
     120       130       140       150       160   
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (8-39:90-119) 
 
                                      10        20        30        
2MEPSP                        RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
        40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 
       .:                                          
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       120       130       140       150       160 
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (4-30:44-71) 
 
                                          10         20        30   
2MEPSP                            RKHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
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             40        50        60        70        80             
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT             
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 67.0  bits: 16.8 E():   92 
Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (34-80:32-85) 
 
            10        20        30        40        50        60    
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
 
                    70        80        
2MEPSP --------EGPDYCIITPPEKLNVT        
                 :  : .. : :....        
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK 
               70        80        90   
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 16.8 E():   92 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (66-80:70-84) 
 
          40        50        60        70        80         
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT         
                                     :  : .. : :....         
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
      40        50        60        70        80        90   
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.5 E():   93 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (37-66:227-256) 
 
         10        20        30        40        50        60       
2MEPSP IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
         70        80                                       
2MEPSP DYCIITPPEKLNVT                                       
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (49-80:183-213) 
 
       20        30        40        50        60        70         
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
       80                                                           
2MEPSP VT                                                           
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.0 E():   94 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (64-74:3-13) 
 
            40        50        60        70        80              
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT              
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                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.0 E():   94 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (1-15:152-166) 
 
                                             10        20        30 
2MEPSP                               RKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|124 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
               40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 
                                                          
gi|124 NKTYGNKCNFCNAVVESNGTLTLSHFGKC                      
             190       200       210                      
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.0 E():   94 
Smith-Waterman score: 43; 40.0% identity (86.7% similar) in 15 aa overlap (1-15:152-166) 
 
                                             10        20        30 
2MEPSP                               RKHLKAIDVNMNKMPDVAMTLAVVALFADG 
                                     ::.: :..:. ...:                
gi|209 DGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVSVDCSEYPKPDCTAEDRPLCGSD 
             130       140       150       160       170       180  
 
               40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 
                                                          
gi|209 NKTYGNKCNFCNAVVESNGTLTLSHFGKC                      
             190       200       210                      
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (67-74:116-123) 
 
         40        50        60        70        80                 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                 
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
 
gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 41; 30.8% identity (73.1% similar) in 26 aa overlap (19-44:4-28) 
 
               10        20        30        40        50        60 
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                         ..: :.:. ::  . ..: :. ..:.                 
gi|546                GTMVSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHR 
                              10         20        30        40     
 
               70        80                                         
2MEPSP SVEEGPDYCIITPPEKLNVT                                         
                                                                    
gi|546 GKPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYT 
           50        60        70        80        90       100     
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.3 E():   95 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (66-73:245-252) 
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          40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 
                                     : :: :.:        
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
          220       230       240       250          
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.6  bits: 19.7 E():   96 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (52-76:517-541) 
 
              30        40        50        60        70        80  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT  
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.6  bits: 18.5 E():   97 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (67-75:214-222) 
 
         40        50        60        70        80                 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.3 E():   97 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (14-28:1-15) 
 
               10        20        30        40        50        60 
2MEPSP RKHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                    : . ...: ::::::                                 
gi|386              MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKWLDAKST 
                            10        20        30        40        
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.0 E():   97 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (67-74:109-116) 
 
         40        50        60        70        80                 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                 
                                     .:: : ::                       
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
       80        90       100       110       120       130         
 
gi|616 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
      140       150       160       170       180       190         
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.3  bits: 13.6 E(): 1e 
Smith-Waterman score: 28; 75.0% identity (100.0% similar) in 4 aa overlap (65-68:7-10) 
 
           40        50        60        70        80 
2MEPSP RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT 
                                     ::.:             
gi|250                         PTITIGGPEYR            
                                       10             
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (67-74:115-122) 
 
         40        50        60        70        80                 
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2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                 
                                     .:: : ::                       
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|837 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (67-74:115-122) 
 
         40        50        60        70        80                 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (67-74:115-122) 
 
         40        50        60        70        80                 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPPNVNKIEEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (67-74:115-122) 
 
         40        50        60        70        80                 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                 
                                     .:: : ::                       
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|223 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (67-74:115-122) 
 
         40        50        60        70        80                 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 45; 24.3% identity (61.4% similar) in 70 aa overlap (10-71:123-188) 
 
                                    10         20        30         
2MEPSP                      RKHLKAIDVNMNKMPD-VAMTLAVVALFADGPTAIRDVA 
                                     :.::. . .:.: ...:..     .:.:.  
gi|217 YYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVII----GIKDLD 
            100       110       120       130       140             
 
       40            50           60        70        80            
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2MEPSP SWRVKETERMV----AIRTE---LTKLGASVEEGPDYCIITPPEKLNVT            
       ..:  . : ..    . .:.   .. .: :  .: :: :.                     
gi|217 AFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGYGYFAANI 
      150       160       170       180       190       200         
 
gi|217 DLMMIEEYPYVVIL 
      210       220   
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (67-74:115-122) 
 
         40        50        60        70        80                 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (67-74:115-122) 
 
         40        50        60        70        80                 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (67-74:115-122) 
 
         40        50        60        70        80                 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 45; 24.3% identity (61.4% similar) in 70 aa overlap (10-71:123-188) 
 
                                    10         20        30         
2MEPSP                      RKHLKAIDVNMNKMPD-VAMTLAVVALFADGPTAIRDVA 
                                     :.::. . .:.: ...:..     .:.:.  
gi|217 YYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVII----GIKDLD 
            100       110       120       130       140             
 
       40            50           60        70        80            
2MEPSP SWRVKETERMV----AIRTE---LTKLGASVEEGPDYCIITPPEKLNVT            
       ..:  . : ..    . .:.   .. .: :  .: :: :.                     
gi|217 AFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYFAANI 
      150       160       170       180       190       200         
 
gi|217 DLMMIEEYPYVVIL 
      210       220   
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (67-74:115-122) 
 
         40        50        60        70        80                 
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2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPPNVNKIEEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (67-74:115-122) 
 
         40        50        60        70        80                 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (67-74:115-122) 
 
         40        50        60        70        80                 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVT                 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:03 2011 done: Tue Apr 19 10:58:03 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 318  - 397 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     3     2:* 
  32    12     8:==*= 
  34    10    22:====   * 
  36    36    44:============  * 
  38    70    73:========================* 
  40    89   102:==============================   * 
  42   137   125:=========================================*==== 
  44   143   138:=============================================*== 
  46   156   140:==============================================*===== 
  48   112   134:======================================      * 
  50   135   122:========================================*==== 
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  52   121   108:===================================*===== 
  54    89    92:==============================* 
  56    72    77:======================== * 
  58    34    63:============        * 
  60    35    51:============    * 
  62    34    41:============ * 
  64    49    33:==========*====== 
  66    39    26:========*==== 
  68    28    20:======*=== 
  70    23    16:=====*== 
  72    10    12:===* 
  74    21    10:===*=== 
  76     7     8:==* 
  78     4     6:=* 
  80     8     5:=*= 
  82     3     3:* 
  84     4     3:*= 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.07940.00335; mu= 5.8297 0.175 
 mean_var=39.177310.083, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.204907 
 Kolmogorov-Smirnov  statistic: 0.0343 (N=29) at  62 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.3     3.3 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   55 21.4     5.5 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   52 20.5     8.8 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   52 20.5     8.9 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   58 22.2     9.4 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   51 20.2      11 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   51 20.2      11 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.5      12 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   58 22.2      13 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.3      15 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   50 19.9      16 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   49 19.6      16 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   54 21.1      17 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.6      17 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 21.6      19 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 18.8      19 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 18.8      19 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.3      20 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.5      20 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.6      20 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 18.8      22 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 20.8      22 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 20.5      25 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   49 19.6      26 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   48 19.3      29 
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gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   54 21.0      29 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.0      31 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.0      31 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.0      31 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   50 19.9      31 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   50 19.9      34 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   50 19.9      34 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   50 19.9      34 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   50 19.9      34 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.3      34 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 19.9      35 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 19.9      35 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 19.9      35 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   50 19.9      35 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   50 19.9      35 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   50 19.9      35 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.4      36 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 18.7      37 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 18.7      37 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   46 18.7      38 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   46 18.7      38 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 19.9      38 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 18.7      39 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.0      39 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   46 18.7      39 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.6      40 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.6      41 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   50 19.9      46 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.6      46 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.3      47 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 20.1      49 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.0      50 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.4      50 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.2      50 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   48 19.3      51 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.4      53 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.2      53 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 18.7      55 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.9      56 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.4      58 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.3      59 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.1      61 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.0      63 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.0      64 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.0      64 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.0      64 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.1      65 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.1      65 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.1      65 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.1      65 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.3      66 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.0      66 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   48 19.3      66 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.3      66 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.6      71 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 17.8      72 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 17.8      72 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 17.8      72 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 17.8      72 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 17.8      72 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.0      75 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.1      75 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.7      75 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10373

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   42 17.6      77 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   46 18.7      78 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.7      78 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 17.8      78 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 17.8      79 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 17.8      79 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 17.8      79 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 17.8      79 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 17.8      79 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 17.8      79 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.6      83 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.6      83 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.7      84 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.0      84 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 15.0      85 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.5      85 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.5      85 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   50 19.8      86 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.7      87 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   48 19.3      87 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   46 18.7      88 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.7      88 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.7      88 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   47 19.0      88 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.6      88 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.1      90 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.7      90 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.5      96 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.5      96 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 18.4      97 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.3      97 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.7   1e 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 16.7   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 93.2  bits: 22.3 E():  3.3 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (53-80:27-53) 
 
             30        40        50        60        70        80   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA   
                                     :. :: .:   : :::::   .::.. :   
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 89.2  bits: 21.4 E():  5.5 
Smith-Waterman score: 55; 28.6% identity (54.5% similar) in 77 aa overlap (6-80:36-108) 
 
                                        10        20        30      
2MEPSP                          KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  :: : 
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAI-D 
          10        20        30        40        50        60      
 
          40         50         60        70        80              
2MEPSP VASWRVKETERM-VAIRT-ELTKLGASVEEGPDYCIITPPEKLNVTA              
       . . ...  . :   ::  :  .:  .. : ::    ::  : .: :              
gi|484 IPGLETNACKLMKCPIRKGEHQELIYNIGEIPD---ATPEIKAKVKAQLIGEHGVLACGW 
           70        80        90          100       110       120  
 
gi|484 VDGEVQE 
               
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 85.5  bits: 20.5 E():  8.8 
Smith-Waterman score: 52; 31.4% identity (52.9% similar) in 70 aa overlap (1-64:2-68) 
 
                   10           20        30        40        50    
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2MEPSP  KHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
        ::: :   . .  :  :   ::  .:. :.. ::     . .:  . :. ....:  .  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
            60        70        80                            
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTA                            
        ::: :::  :                                            
gi|833 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 85.4  bits: 20.5 E():  8.9 
Smith-Waterman score: 52; 30.0% identity (54.3% similar) in 70 aa overlap (1-64:2-68) 
 
                   10           20        30        40        50    
2MEPSP  KHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
        ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :. ....:  .: 
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSE 
               10        20        30        40        50        60 
 
            60        70        80                              
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTA                              
         :: :::  :                                              
gi|117 --KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 85.0  bits: 22.2 E():  9.4 
Smith-Waterman score: 58; 21.2% identity (66.7% similar) in 33 aa overlap (7-39:280-312) 
 
                                       10        20        30       
2MEPSP                         KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.. .:.    ...:.:. ..: :.   .. 
gi|148 GTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANI 
     250       260       270       280       290       300          
 
         40        50        60        70        80                 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                 
        .:                                                          
gi|148 LAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDELAKKVAELTEK 
     310       320       330       340       350       360          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 84.1  bits: 20.2 E():   11 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (1-64:2-68) 
 
                   10           20        30        40        50    
2MEPSP  KHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
        ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
            60        70        80                          
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTA                          
         :: :::  :                                          
gi|461 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 84.1  bits: 20.2 E():   11 
Smith-Waterman score: 51; 30.0% identity (54.3% similar) in 70 aa overlap (1-64:2-68) 
 
                   10           20        30        40        50    
2MEPSP  KHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
        ::: :   . .. :  :   ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
            60        70        80                          
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTA                          
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         :: :::  :                                          
gi|416 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 83.2  bits: 20.5 E():   12 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (41-74:104-138) 
 
               20        30        40        50         60          
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
      70        80      
2MEPSP ITPPEKLNVTA      
       :.: .            
gi|110 ISPSQGCQFSSPYWSY 
           140          
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 82.6  bits: 22.2 E():   13 
Smith-Waterman score: 58; 21.2% identity (66.7% similar) in 33 aa overlap (7-39:410-442) 
 
                                       10        20        30       
2MEPSP                         KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.. .:.    ...:.:. ..: :.   .. 
gi|601 GTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANI 
     380       390       400       410       420       430          
 
         40        50        60        70        80                 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                 
        .:                                                          
gi|601 LAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDELAHKVAELTEK 
     440       450       460       470       480       490          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.3  bits: 21.3 E():   15 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (15-63:131-179) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 80.6  bits: 19.9 E():   16 
Smith-Waterman score: 50; 24.0% identity (52.0% similar) in 50 aa overlap (28-74:45-89) 
 
                  10        20        30        40        50        
2MEPSP    KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
        60           70        80                                   
2MEPSP GASVEEGPDYC---IITPPEKLNVTA                                   
       :.....  .::    :.: .                                         
gi|144 GVNTKQYINYCEKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLKKGLLE 
      70        80        90       100       110       120          
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 80.6  bits: 19.6 E():   16 
Smith-Waterman score: 49; 30.0% identity (52.9% similar) in 70 aa overlap (1-64:2-68) 
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                   10           20        30        40        50    
2MEPSP  KHLKA---IDVNMNKMP---DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
        ::: :   . .. :  :   ::  .:  :.. ::.    . ..  . :. ....:   : 
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPE 
               10        20        30        40        50        60 
 
            60        70        80                              
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTA                              
         :: :::  :                                              
gi|185 --KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.4  bits: 21.1 E():   17 
Smith-Waterman score: 54; 28.6% identity (55.1% similar) in 49 aa overlap (15-63:130-178) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|330 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
     100       110       120       130       140       150          
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|330 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 80.3  bits: 19.6 E():   17 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (34-72:63-104) 
 
            10        20        30        40          50         60 
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
               70        80      
2MEPSP VEEGPDYCIITPPEKLNVTA      
       .   : ::.  :              
gi|999 AALVPKYCLQHPHACDLYKNQTVMS 
            100       110        
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (7-39:407-439) 
 
                                       10        20        30       
2MEPSP                         KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
         40        50        60        70        80                 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                 
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.6  bits: 18.8 E():   19 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (26-72:15-61) 
 
               10        20        30        40         50          
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|124            GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
                          10        20        30        40          
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      60        70        80   
2MEPSP SVEEGPDYCIITPPEKLNVTA   
       . .:  ..:  .:           
gi|124 DFDEFISFCNANPGLMKDVAKVF 
       50        60        70  
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.4  bits: 18.8 E():   19 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (26-72:17-63) 
 
               10        20        30        40         50          
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|124          GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
                        10        20        30        40         50 
 
      60        70        80   
2MEPSP SVEEGPDYCIITPPEKLNVTA   
       . .:  ..:  .:           
gi|124 DFDEFISFCNANPGLMKDVAKVF 
               60        70    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.2  bits: 19.3 E():   20 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (15-64:22-68) 
 
                      10        20        30        40        50    
2MEPSP        KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
            60        70        80                            
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTA                            
        ::: :::  :                                            
gi|668 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.1  bits: 20.5 E():   20 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (57-74:180-197) 
 
         30        40        50        60         70        80      
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTA      
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 79.0  bits: 19.6 E():   20 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (41-74:96-130) 
 
               20        30        40        50         60          
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
      70        80   
2MEPSP ITPPEKLNVTA   
       :.: .         
gi|244 ISPSQGCQFQSSY 
         130         
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 78.4  bits: 18.8 E():   22 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (26-72:26-72) 
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               10        20        30        40         50          
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
      60        70        80   
2MEPSP SVEEGPDYCIITPPEKLNVTA   
       . .:  ..:  .:           
gi|187 DFDEFISFCNANPGLMKDVAKVF 
      60        70        80   
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 78.4  bits: 20.8 E():   22 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (28-74:115-168) 
 
                  10        20        30        40        50        
2MEPSP    KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
         60           70            80                              
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTA                              
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.4  bits: 20.5 E():   25 
Smith-Waterman score: 52; 27.5% identity (52.9% similar) in 51 aa overlap (15-65:113-163) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..:: :                                        
gi|441 LRVIAGALEVHAVKPATEEVPAAKIPTGELQIVDKIDAAFKIAATAANAAPTNDKFTVFE 
            150       160       170       180       190       200   
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 19.6 E():   26 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 18 aa overlap (61-78:36-53) 
 
               40        50        60        70        80           
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA           
                                     :  . :::.: : .. ..             
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPGRMRSF 
          10        20        30        40        50        60      
 
gi|727 CSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNGGV 
          70        80        90       100       110       120      
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 48; 22.5% identity (50.7% similar) in 71 aa overlap (7-68:90-159) 
 
                                       10        20        30       
2MEPSP                         KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:. .... . .::   :: .  ..  
gi|281 GEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVAC-PDGGSICKNR 
      60        70        80        90       100        110         
 
         40        50                 60        70        80 
2MEPSP ASWRVKETERMVAIRTELTK---------LGASVEEGPDYCIITPPEKLNVTA 
       . . .:   ..   . .: :         : : .  .::::             
gi|281 SIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC             
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      120       130       140       150                      
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 54; 25.4% identity (55.6% similar) in 63 aa overlap (3-64:204-264) 
 
                                           10        20         30  
2MEPSP                             KHLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
              40        50        60        70        80            
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA            
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFG 
           240         250       260       270       280       290  
 
gi|558 GTAKFEAMYLGTCKALTPLMSSRFPELGMNASHCNEMPWIKSVPFIHLGKQATLSDLLNR 
             300       310       320       330       340       350  
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.6  bits: 19.0 E():   31 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (53-80:28-54) 
 
             30        40        50        60        70        80   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA   
                                     :.:.:  .   : : :.:   ::... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.6  bits: 19.0 E():   31 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (53-80:28-54) 
 
             30        40        50        60        70        80   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA   
                                     :.:.:  .   : : :.:   ::... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.6  bits: 19.0 E():   31 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (53-80:28-54) 
 
             30        40        50        60        70        80   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA   
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 19.9 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (15-63:76-124) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|422 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
          50        60        70        80        90       100      
 
           50        60        70        80                         
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2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|422 LRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
         110       120       130       140       150       160      
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (15-63:93-141) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|134 ASNKAFAEGLSGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
             70        80        90       100       110       120   
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|134 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
            130       140       150       160       170       180   
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (15-63:94-142) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (15-63:94-142) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (15-63:94-142) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.9  bits: 19.3 E():   34 
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Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (67-73:141-147) 
 
         40        50        60        70        80                 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (15-63:102-150) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|295 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
              80        90       100       110       120       130  
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|295 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
             140       150       160       170       180       190  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (15-63:104-152) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|109 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|109 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (15-63:104-152) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|239 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|239 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (15-63:105-153) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
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        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (15-63:105-153) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 50; 25.5% identity (54.9% similar) in 51 aa overlap (15-65:106-156) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..:: :                                        
gi|144 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
         140       150       160       170       180       190      
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 74.4  bits: 20.4 E():   36 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (6-63:297-354) 
 
                                        10        20        30      
2MEPSP                          KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
          40           50        60        70        80             
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA             
         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.2  bits: 18.7 E():   37 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (28-78:73-125) 
 
                  10        20        30        40         50       
2MEPSP    KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
         60        70            80            
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTA            
        :  : : : .: :.    ::  .:.              
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN 
     100       110       120       130         
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>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.1  bits: 18.7 E():   37 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (28-78:37-89) 
 
                  10        20        30        40         50       
2MEPSP    KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
         60        70            80                                 
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTA                                 
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (53-80:28-54) 
 
             30        40        50        60        70        80   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA   
                                     :.:.:  :   : : :.:   .:... :   
gi|214    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
gi|214 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (53-80:28-54) 
 
             30        40        50        60        70        80   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA   
                                     :.:.:  :   : : :.:   .:... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
gi|158 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.0  bits: 19.9 E():   38 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (15-63:130-178) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|398 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
     100       110       120       130       140       150          
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|398 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 73.9  bits: 18.7 E():   39 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (28-78:31-83) 
 
                  10        20        30        40         50       
2MEPSP    KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
         60        70            80                                 
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTA                                 
        :  : : : .: :.    ::  .:.                                   
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gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.9  bits: 19.0 E():   39 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (8-29:68-88) 
 
                                      10        20        30        
2MEPSP                        KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
        40        50        60        70        80                  
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                  
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 73.7  bits: 18.7 E():   39 
Smith-Waterman score: 46; 28.6% identity (54.0% similar) in 63 aa overlap (18-80:8-56) 
 
               10        20        30        40        50        60 
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                        ..: :.:. ::  . ..: :. ..:..  ::         :   
gi|558           MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKV--MVD--------GC- 
                         10         20        30                    
 
               70        80                                         
2MEPSP VEEGPDYCIITPPEKLNVTA                                         
         .: : :::   . .:. :                                         
gi|558 --HGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCP 
         40        50        60        70        80        90       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 19.6 E():   40 
Smith-Waterman score: 49; 25.5% identity (54.9% similar) in 51 aa overlap (15-65:81-131) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..:: :                                        
gi|180 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
              120       130       140       150       160       170 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 49; 26.5% identity (55.1% similar) in 49 aa overlap (15-63:94-142) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAEYDAYVATLSEA 
            70        80        90       100       110       120    
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (15-63:191-239) 
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                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
              170       180       190       200       210       220 
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
              230       240       250       260       270       280 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 17.6 E():   46 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (32-49:28-45) 
 
              10        20        30        40        50        60  
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
              70        80   
2MEPSP EEGPDYCIITPPEKLNVTA   
                             
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.3  bits: 17.3 E():   47 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (10-33:1-24) 
 
               10        20        30        40        50        60 
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                : :. .::  : . :.:  . :.:                            
gi|291          MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGEVYCNVCHSRNLI 
                        10        20        30        40        50  
 
               70        80 
2MEPSP VEEGPDYCIITPPEKLNVTA 
                            
gi|291 NELSERMAGAQVQL       
              60            
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 72.1  bits: 20.1 E():   49 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (8-51:343-385) 
 
                                      10        20        30        
2MEPSP                        KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
         40        50        60        70        80                 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                 
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 71.9  bits: 19.0 E():   50 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (8-29:116-136) 
 
                                      10        20        30        
2MEPSP                        KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
        40        50        60        70        80                  
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2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                  
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.9  bits: 18.4 E():   50 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (14-60:38-82) 
 
                                10        20        30         40   
2MEPSP                  KHLKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
             50         60        70        80                      
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIITPPEKLNVTA                      
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.8  bits: 18.2 E():   50 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (51-80:10-38) 
 
               30        40        50        60        70        80 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     . :.:.:  .   : :.:.:   . :.. : 
gi|484                      GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEA 
                                    10        20         30         
 
gi|484 KFAANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILP 
       40        50        60        70        80        90         
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.6  bits: 19.3 E():   51 
Smith-Waterman score: 48; 23.8% identity (51.2% similar) in 80 aa overlap (1-78:76-153) 
 
                                             10          20         
2MEPSP                               KHLKAIDVNMNKMP--DVAMTLAVVALFAD 
                                     .: . .  . . .:  :.:...:  :  .  
gi|481 EDINVGFKAAVAARQRPAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGA 
          50        60        70        80        90       100      
 
       30        40        50        60        70        80         
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA         
        : :  :     . :. :..:   :.  .   .:: : .  : :  .:..           
gi|481 TPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEE-PGMAKI-PAGELQIIDKIDAAFKV 
         110       120       130       140         150       160    
 
gi|481 AATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEV 
           170       180       190       200       210       220    
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (24-45:22-43) 
 
               10        20        30        40        50        60 
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                              ::: :. . :. :    .: ::                
gi|167   MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP VEEGPDYCIITPPEKLNVTA                                         
                                                                    
gi|167 FGEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTT 
       60        70        80        90       100       110         
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.4  bits: 18.2 E():   53 
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Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (8-64:7-64) 
 
               10         20        30        40        50          
2MEPSP KHLKAIDVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
              :. . : :. . .:...:....: ..  . :.. . . :...::  .. . :. 
gi|164  MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQPGT 
                10        20        30        40        50          
 
      60        70        80                                        
2MEPSP SVEEGPDYCIITPPEKLNVTA                                        
        .  :                                                        
gi|164 LAPTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVV 
      60        70        80        90       100       110          
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.0  bits: 18.7 E():   55 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (4-38:72-112) 
 
                                          10              20        
2MEPSP                            KHLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
        30        40        50        60        70        80        
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA        
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.9  bits: 17.9 E():   56 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (60-79:89-108) 
 
      30        40        50        60        70        80       
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA       
                                     .::  :  : .. : :....        
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
       60        70        80        90       100       110      
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.6  bits: 18.4 E():   58 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (40-78:83-126) 
 
      10        20        30        40         50        60         
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
       70            80                                             
2MEPSP IIT----PPEKLNVTA                                             
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.5  bits: 17.3 E():   59 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (3-32:41-70) 
 
                                           10        20        30   
2MEPSP                             KHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
             40        50        60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                                        
gi|453 CSPKWLQLLVP                                      
               80                                       
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>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (30-75:52-93) 
 
                10        20        30        40        50          
2MEPSP  KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
      60        70        80                                        
2MEPSP SVEEGPDYCIITPPEKLNVTA                                        
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 47; 26.6% identity (51.6% similar) in 64 aa overlap (15-78:93-154) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .   .:: : .  : :  .:..                           
gi|168 LRVIAGALEVHAVKPVTEE-PGMAKI-PAGELQIIDKIDAAFKVAATAAATAPADDKFTV 
            130       140         150       160       170       180 
 
gi|168 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAM 
              190       200       210       220       230       240 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 26.6% identity (51.6% similar) in 64 aa overlap (15-78:96-157) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .   .:: : .  : :  .:..                           
gi|285 LRVIAGALEVHAVKPVTEE-PGMAKI-PAGELQIIDKIDAAFKVAATAAATAPADDKFTV 
         130       140        150        160       170       180    
 
gi|285 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAM 
           190       200       210       220       230       240    
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.0 E():   64 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (15-63:105-153) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
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>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.0 E():   64 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (15-63:105-153) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.0 E():   64 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (15-63:105-153) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.0 E():   64 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (15-63:105-153) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.0 E():   64 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (15-63:105-153) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.0 E():   64 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (15-63:105-153) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
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gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.0 E():   64 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (15-63:105-153) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.0 E():   64 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (15-63:105-153) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.0 E():   64 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (15-63:105-153) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.0 E():   64 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (15-63:105-153) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
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          140       150       160       170       180       190     
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (7-62:90-149) 
 
                                       10        20        30       
2MEPSP                         KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          40             50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
       .: ...:     ..:.: . .    ::  .::                   
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN        
       120       130       140       150       160        
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (7-62:90-149) 
 
                                       10        20        30       
2MEPSP                         KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          40             50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
       .: ...:     ..:.: . .    ::  .::                   
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN        
       120       130       140       150       160        
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (7-62:90-149) 
 
                                       10        20        30       
2MEPSP                         KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          40             50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
       .: ...:     ..:.: . .    ::  .::                   
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN        
       120       130       140       150       160        
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (7-62:90-149) 
 
                                       10        20        30       
2MEPSP                         KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          40             50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
       .: ...:     ..:.: . .    ::  .::                   
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN        
       120       130       140       150       160        
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.7  bits: 19.3 E():   66 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (8-63:269-325) 
 
                                      10        20        30        
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2MEPSP                        KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
        40        50         60        70        80                 
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGPDYCIITPPEKLNVTA                 
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.6  bits: 19.0 E():   66 
Smith-Waterman score: 47; 26.6% identity (51.6% similar) in 64 aa overlap (15-78:107-168) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .   .:: : .  : :  .:..                           
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKI-PAGELQIIDKIDAAFKVAATAAATAPADDKFTV 
        140       150        160        170       180       190     
 
gi|330 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAM 
          200       210       220       230       240       250     
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.6  bits: 19.3 E():   66 
Smith-Waterman score: 56; 29.0% identity (61.3% similar) in 62 aa overlap (18-78:8-62) 
 
               10        20         30        40        50          
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVAL-FADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                        :.:..::: :  .:.:  .      .. : ..... : .. .  
gi|122           MRQSLKVMVLSTVALLFMANPAAASE------EKKEYLIVVEPEEVS-AQ 
                         10        20              30        40     
 
      60        70        80                                        
2MEPSP SVEEGPDYCIITPPEKLNVTA                                        
       ::::. :  .:   :.. :                                          
gi|122 SVEESYDVDVIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFI 
            50        60        70        80        90       100    
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 17.3 E():   66 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (65-79:70-84) 
 
           40        50        60        70        80       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA       
                                     :  : .. : :....        
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR 
      40        50        60        70        80        90  
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.0  bits: 15.6 E():   71 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (3-33:2-30) 
 
                10        20        30        40        50          
2MEPSP KHLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
         .::. : : .. :     ..  :  .::::..                           
gi|122  MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV                           
                10           20        30                           
 
      60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTA 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
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Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (18-43:8-32) 
 
               10        20        30        40        50        60 
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                        ..: :.:. ::  . ..: :. ..:.                  
gi|558           MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRG 
                         10         20        30        40          
 
               70        80                                         
2MEPSP VEEGPDYCIITPPEKLNVTA                                         
                                                                    
gi|558 KPFTLEALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTW 
      50        60        70        80        90       100          
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (18-43:8-32) 
 
               10        20        30        40        50        60 
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                        ..: :.:. ::  . ..: :. ..:.                  
gi|558           MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRG 
                         10         20        30        40          
 
               70        80                                         
2MEPSP VEEGPDYCIITPPEKLNVTA                                         
                                                                    
gi|558 KPFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTW 
      50        60        70        80        90       100          
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (18-43:8-32) 
 
               10        20        30        40        50        60 
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                        ..: :.:. ::  . ..: :. ..:.                  
gi|218           MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRG 
                         10         20        30        40          
 
               70        80                                         
2MEPSP VEEGPDYCIITPPEKLNVTA                                         
                                                                    
gi|218 KPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTW 
      50        60        70        80        90       100          
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (18-43:8-32) 
 
               10        20        30        40        50        60 
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                        ..: :.:. ::  . ..: :. ..:.                  
gi|864           MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRG 
                         10         20        30        40          
 
               70        80                                         
2MEPSP VEEGPDYCIITPPEKLNVTA                                         
                                                                    
gi|864 KPFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTW 
      50        60        70        80        90       100          
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (18-43:8-32) 
 
               10        20        30        40        50        60 
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                        ..: :.:. ::  . ..: :. ..:.                  
gi|256           MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRG 
                         10         20        30        40          
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               70        80                                         
2MEPSP VEEGPDYCIITPPEKLNVTA                                         
                                                                    
gi|256 KPFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTW 
      50        60        70        80        90       100          
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.6  bits: 19.0 E():   75 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (15-63:132-180) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
             110       120       130       140       150       160  
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  . ::                                          
gi|113 LRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
             170       180       190       200       210       220  
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (65-72:172-179) 
 
           40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     : :: :.:         
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN  
             150       160       170       180        
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (41-74:170-204) 
 
               20        30        40        50        60           
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
      70        80                                                  
2MEPSP ITPPEKLNVTA                                                  
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 17.6 E():   77 
Smith-Waterman score: 42; 38.9% identity (72.2% similar) in 18 aa overlap (53-70:12-29) 
 
             30        40        50        60        70        80   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA   
                                     :. :. .. ..: : :::             
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (15-63:105-153) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
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           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (15-63:105-153) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.3  bits: 17.8 E():   78 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (7-38:89-118) 
 
                                       10        20        30       
2MEPSP                         KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
         40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
       .:                                           
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN  
        120       130       140       150           
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (7-38:90-119) 
 
                                       10        20        30       
2MEPSP                         KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
       .:                                           
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN  
       120       130       140       150       160  
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (7-38:90-119) 
 
                                       10        20        30       
2MEPSP                         KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
         40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
       .:                                           
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN  
       120       130       140       150       160  
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>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (7-38:90-119) 
 
                                       10        20        30       
2MEPSP                         KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
       .:                                           
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN  
       120       130       140       150       160  
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (7-29:90-112) 
 
                                       10        20        30       
2MEPSP                         KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
         40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                                    
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN    
     120       130       140       150       160    
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (7-38:90-119) 
 
                                       10        20        30       
2MEPSP                         KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
       .:                                           
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN  
       120       130       140       150       160  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (7-38:90-119) 
 
                                       10        20        30       
2MEPSP                         KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
         40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
       .:                                           
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN  
       120       130       140       150       160  
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (16-32:8-26) 
 
               10        20          30        40        50         
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLG 
                      ::: :::....  : .:::                           
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gi|300         MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMAT 
                       10        20        30        40        50   
 
       60        70        80                                       
2MEPSP ASVEEGPDYCIITPPEKLNVTA                                       
                                                                    
gi|300 TANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYE 
             60        70        80        90       100       110   
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (16-32:8-26) 
 
               10        20          30        40        50         
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLG 
                      ::: :::....  : .:::                           
gi|300         MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMAT 
                       10        20        30        40        50   
 
       60        70        80                                       
2MEPSP ASVEEGPDYCIITPPEKLNVTA                                       
                                                                    
gi|300 TANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYE 
             60        70        80        90       100       110   
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.7 E():   84 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (15-63:125-173) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKATPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
          160       170       180       190       200       210     
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (21-39:15-35) 
 
               10        20        30          40        50         
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLG 
                           :.:. :.:.:  .  :  :.:                    
gi|908       MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAM 
                     10        20        30        40        50     
 
       60        70        80                                       
2MEPSP ASVEEGPDYCIITPPEKLNVTA                                       
                                                                    
gi|908 GGKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTID 
           60        70        80        90       100       110     
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.6  bits: 15.0 E():   85 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (69-76:9-16) 
 
       40        50        60        70        80     
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA     
                                     :: :: :.         
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP 
                                     10        20     
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 67.6  bits: 19.5 E():   85 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (30-68:336-369) 
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                10        20        30        40        50          
2MEPSP  KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
      60         70        80                                       
2MEPSP S-VEEGPDYCIITPPEKLNVTA                                       
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.6  bits: 19.5 E():   85 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (30-42:336-348) 
 
                10        20        30        40        50          
2MEPSP  KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
      60        70        80                                        
2MEPSP SVEEGPDYCIITPPEKLNVTA                                        
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 67.5  bits: 19.8 E():   86 
Smith-Waterman score: 50; 23.6% identity (54.5% similar) in 55 aa overlap (3-57:178-227) 
 
                                           10        20        30   
2MEPSP                             KHLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :... :....  .. . :      :.:    
gi|425 QQLEDTRHRLEEEERKRASLENHAHTLEVELESLKVQLDEESEARLELERQLTKANG--- 
       150       160       170       180       190       200        
 
             40        50        60        70        80             
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA             
         :.:::. :   .. :   :. .:                                    
gi|425 --DAASWKSKYEAELQAHADEVEELRRKMAQKISEYEEQLEALLNKCSSLEKQKSRLQSE 
            210       220       230       240       250       260   
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.4  bits: 18.7 E():   87 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (22-69:178-227) 
 
                        10        20        30        40         50 
2MEPSP          KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
               60         70        80                              
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVTA                              
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 67.4  bits: 19.3 E():   87 
Smith-Waterman score: 48; 23.8% identity (58.7% similar) in 63 aa overlap (1-63:315-376) 
 
                                             10        20        30 
2MEPSP                               KHLKAIDVNMNKMPDVAMTLAVVALFADGP 
                                     ...: ..:....  ..:  :.   ..:    
gi|845 ALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEA-EAAALLGGKRVIAKLE 
          290       300       310       320        330       340    
 
               40        50        60        70        80           
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2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA           
       : :::. .   .::.:    .. : :    ..:                            
gi|845 TRIRDLETALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMN 
           350       360       370       380       390       400    
 
gi|845 IQKRQLGEAESFTMANIQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASA 
           410       420       430       440       450       460    
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.7 E():   88 
Smith-Waterman score: 46; 26.5% identity (55.1% similar) in 49 aa overlap (15-63:101-149) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .  ..::                                          
gi|249 LRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAPANDKFTVFEGA 
              140       150       160       170       180       190 
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 67.3  bits: 18.7 E():   88 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (41-74:188-222) 
 
               20        30        40        50        60           
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
      70        80                                                  
2MEPSP ITPPEKLNVTA                                                  
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 67.3  bits: 18.7 E():   88 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (41-74:188-222) 
 
               20        30        40        50        60           
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
      70        80                                                  
2MEPSP ITPPEKLNVTA                                                  
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 67.3  bits: 19.0 E():   88 
Smith-Waterman score: 47; 23.1% identity (53.8% similar) in 39 aa overlap (41-79:81-119) 
 
               20        30        40        50        60        70 
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
               80                                                   
2MEPSP TPPEKLNVTA                                                   
           :: .:                                                    
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
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>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.6 E():   88 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (12-30:2-20) 
 
               10        20        30        40        50        60 
2MEPSP KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                  :.  .:... :::. :.::                               
gi|157           MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLANGAPDKTE 
                         10        20        30        40        50 
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 18.1 E():   90 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (18-48:121-151) 
 
                            10        20        30        40        
2MEPSP              KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
        50        60        70        80                            
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                            
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 67.1  bits: 18.7 E():   90 
Smith-Waterman score: 46; 44.0% identity (56.0% similar) in 25 aa overlap (57-80:141-165) 
 
         30        40        50        60         70        80      
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTA      
                                     ::    .: :  : : :::. .: :      
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (7-38:90-119) 
 
                                       10        20        30       
2MEPSP                         KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
         40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
       .:                                           
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN  
       120       130       140       150       160  
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (7-29:90-112) 
 
                                       10        20        30       
2MEPSP                         KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
         40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                                    
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN    
     120       130       140       150       160    
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>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 66.6  bits: 18.4 E():   97 
Smith-Waterman score: 45; 26.6% identity (50.0% similar) in 64 aa overlap (15-78:102-163) 
 
                               10        20        30        40     
2MEPSP                 KHLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
           50        60        70        80                         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA                         
        :..:   :.  .   : : : .  : :  .:..                           
gi|330 LRVIAGALEVHAV-KPVTEDPAWPKI-PAGELQIIDKIDAAFKVAATAAATAPADDKFTV 
             140        150        160       170       180          
 
gi|330 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAM 
     190       200       210       220       230       240          
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.5  bits: 17.3 E():   97 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (3-29:44-71) 
 
                                            10        20        30  
2MEPSP                             KHLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
              40        50        60        70        80            
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA            
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 16.7 E(): 1e 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (65-79:70-84) 
 
           40        50        60        70        80        
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA        
                                     :  : .. : :....         
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
      40        50        60        70        80        90   
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 66.3  bits: 16.7 E(): 1e 
Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (33-79:32-85) 
 
             10        20        30        40        50        60   
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
 
                     70        80       
2MEPSP --------EGPDYCIITPPEKLNVTA       
                 :  : .. : :....        
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK 
               70        80        90   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:03 2011 done: Tue Apr 19 10:58:03 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
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# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 319  - 398 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     4     2:*= 
  32     9     8:==* 
  34    10    22:====   * 
  36    37    44:============= * 
  38    74    73:========================* 
  40    89   102:==============================   * 
  42   143   125:=========================================*====== 
  44   144   138:=============================================*== 
  46   156   140:==============================================*===== 
  48    93   134:===============================             * 
  50   145   122:========================================*======== 
  52   111   108:===================================*= 
  54    94    92:==============================*= 
  56    72    77:======================== * 
  58    34    63:============        * 
  60    30    51:==========      * 
  62    32    41:===========  * 
  64    30    33:==========* 
  66    57    26:========*========== 
  68    28    20:======*=== 
  70    29    16:=====*==== 
  72    12    12:===* 
  74    13    10:===*= 
  76    19     8:==*==== 
  78     4     6:=* 
  80     9     5:=*= 
  82     4     3:*= 
  84     2     3:* 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.79850.00345; mu= 7.1852 0.179 
 mean_var=36.5914 9.780, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.212024 
 Kolmogorov-Smirnov  statistic: 0.0434 (N=28) at  64 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
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 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.6     2.7 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   55 21.7     4.6 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   58 22.5     7.5 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   58 22.5      10 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.7      10 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.4      12 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.6      12 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   54 21.3      14 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   50 20.1      14 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 21.9      15 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.8      15 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.7      17 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 18.9      17 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 18.9      17 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   48 19.5      17 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.5      17 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.8      18 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.0      18 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 18.9      20 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 20.7      21 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   49 19.8      23 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   54 21.3      24 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   52 20.7      25 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   48 19.5      25 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   50 20.1      27 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 18.9      27 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.2      27 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.2      27 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.2      27 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   50 20.1      29 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   50 20.1      29 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   50 20.1      29 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   50 20.1      29 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.1      30 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 20.1      30 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.5      30 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 20.1      30 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   50 20.1      30 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   50 20.1      30 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.7      30 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   50 20.1      30 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.6      32 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.6      32 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 20.1      33 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.4      33 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 18.9      33 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 18.9      33 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   46 18.9      34 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   46 18.9      34 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.8      34 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.2      34 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 18.9      34 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.8      36 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   50 20.1      39 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 20.4      41 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.7      43 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.2      44 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.4      44 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.6      45 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.3      46 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.6      47 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.3      48 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 18.9      49 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 18.0      51 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.0      52 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.6      52 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.2      55 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.2      55 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10404

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.3      55 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.4      55 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.2      56 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.2      56 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.2      56 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.2      56 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.2      56 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.2      56 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.2      56 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.2      56 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.2      56 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.2      56 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.2      56 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.5      57 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.2      58 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   43 18.0      58 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.3      58 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.3      58 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.3      58 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.3      58 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.4      62 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.2      65 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 18.0      66 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 18.0      66 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 18.0      66 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 18.0      66 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 18.0      66 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      66 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.3      68 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.9      69 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   46 18.9      69 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.6      71 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 18.0      71 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 18.0      72 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 18.0      72 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 18.0      72 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 18.0      72 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 18.0      72 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 18.0      72 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   50 20.1      72 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.8      72 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.8      72 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.2      73 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.9      74 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.9      76 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.7      76 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.7      76 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   46 18.9      77 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      77 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      77 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.9      79 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.3      81 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.7      81 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 18.6      86 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 15.0      87 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.7      88 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.7      88 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 18.9      90 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.4      90 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.8      91 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.6      91 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   47 19.2      92 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.0      94 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.3      94 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 18.0      95 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.6      95 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 16.8      95 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.8      95 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.3      96 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.4      96 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.2      97 
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gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.0      97 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.2      99 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   43 18.0      99 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   43 18.0      99 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   43 18.0      99 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   43 18.0      99 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   43 18.0      99 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   43 18.0      99 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   43 18.0      99 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   43 18.0      99 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   43 18.0      99 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   43 18.0      99 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   43 18.0      99 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   43 18.0      99 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   43 18.0      99 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   47 19.2   1e 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   47 19.2   1e 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   47 19.2   1e 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   47 19.2   1e 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   47 19.2   1e 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   47 19.2   1e 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   47 19.2   1e 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   47 19.2   1e 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   47 19.2   1e 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   47 19.2   1e 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   47 19.2   1e 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   47 19.2   1e 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   47 19.2   1e 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   47 19.2   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 94.7  bits: 22.6 E():  2.7 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (52-79:27-53) 
 
              30        40        50        60        70        80  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI  
                                     :. :: .:   : :::::   .::.. :   
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 90.6  bits: 21.7 E():  4.6 
Smith-Waterman score: 55; 28.6% identity (54.5% similar) in 77 aa overlap (5-79:36-108) 
 
                                         10        20        30     
2MEPSP                           HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  :: : 
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAI-D 
          10        20        30        40        50        60      
 
           40         50         60        70        80             
2MEPSP VASWRVKETERM-VAIRT-ELTKLGASVEEGPDYCIITPPEKLNVTAI             
       . . ...  . :   ::  :  .:  .. : ::    ::  : .: :              
gi|484 IPGLETNACKLMKCPIRKGEHQELIYNIGEIPD---ATPEIKAKVKAQLIGEHGVLACGW 
           70        80        90          100       110       120  
 
gi|484 VDGEVQE 
               
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 86.7  bits: 22.5 E():  7.5 
Smith-Waterman score: 58; 21.2% identity (66.7% similar) in 33 aa overlap (6-38:280-312) 
 
                                        10        20        30      
2MEPSP                          HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.. .:.    ...:.:. ..: :.   .. 
gi|148 GTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANI 
     250       260       270       280       290       300          
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          40        50        60        70        80                
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                
        .:                                                          
gi|148 LAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDELAKKVAELTEK 
     310       320       330       340       350       360          
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 84.4  bits: 22.5 E():   10 
Smith-Waterman score: 58; 21.2% identity (66.7% similar) in 33 aa overlap (6-38:410-442) 
 
                                        10        20        30      
2MEPSP                          HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.. .:.    ...:.:. ..: :.   .. 
gi|601 GTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANI 
     380       390       400       410       420       430          
 
          40        50        60        70        80                
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                
        .:                                                          
gi|601 LAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDELAHKVAELTEK 
     440       450       460       470       480       490          
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 84.4  bits: 20.7 E():   10 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (40-73:104-138) 
 
      10        20        30        40        50         60         
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
       70        80     
2MEPSP ITPPEKLNVTAI     
       :.: .            
gi|110 ISPSQGCQFSSPYWSY 
           140          
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 82.9  bits: 20.4 E():   12 
Smith-Waterman score: 51; 29.7% identity (54.7% similar) in 64 aa overlap (17-80:8-57) 
 
               10        20        30        40        50        60 
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                       ..: :.:. ::  . ..: :. ..:..  ::         :    
gi|558          MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKV--MVD--------GC-- 
                        10         20        30                     
 
               70        80                                         
2MEPSP EEGPDYCIITPPEKLNVTAI                                         
        .: : :::   . .:. ::                                         
gi|558 -HGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPL 
        40        50        60        70        80        90        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.8  bits: 21.6 E():   12 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (14-62:131-179) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
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>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.8  bits: 21.3 E():   14 
Smith-Waterman score: 54; 28.6% identity (55.1% similar) in 49 aa overlap (14-62:130-178) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|330 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
     100       110       120       130       140       150          
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|330 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 81.8  bits: 20.1 E():   14 
Smith-Waterman score: 50; 24.0% identity (52.0% similar) in 50 aa overlap (27-73:45-89) 
 
                   10        20        30        40        50       
2MEPSP     HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
         60           70        80                                  
2MEPSP GASVEEGPDYC---IITPPEKLNVTAI                                  
       :.....  .::    :.: .                                         
gi|144 GVNTKQYINYCEKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLKKGLLE 
      70        80        90       100       110       120          
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.4  bits: 21.9 E():   15 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (6-38:407-439) 
 
                                        10        20        30      
2MEPSP                          HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
          40        50        60        70        80                
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 81.3  bits: 19.8 E():   15 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (33-71:63-104) 
 
             10        20        30          40        50           
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
      60        70        80     
2MEPSP VEEGPDYCIITPPEKLNVTAI     
       .   : ::.  :              
gi|999 AALVPKYCLQHPHACDLYKNQTVMS 
            100       110        
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 80.4  bits: 20.7 E():   17 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (56-73:180-197) 
 
          30        40        50        60         70        80     
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAI     
                                     :.: :. : :.::  :::.            
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gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.4  bits: 18.9 E():   17 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (25-71:15-61) 
 
               10        20        30        40         50          
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGAS 
                               .:.   :.: ..:  . :..::.: : :.   .  . 
gi|124           GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-ID 
                         10        20        30        40           
 
      60        70        80  
2MEPSP VEEGPDYCIITPPEKLNVTAI  
        .:  ..:  .:           
gi|124 FDEFISFCNANPGLMKDVAKVF 
      50        60        70  
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.1  bits: 18.9 E():   17 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (25-71:17-63) 
 
               10        20        30        40         50          
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGAS 
                               .:.   :.: ..:  . :..::.: : :.   .  . 
gi|124         GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-ID 
                       10        20        30        40         50  
 
      60        70        80  
2MEPSP VEEGPDYCIITPPEKLNVTAI  
        .:  ..:  .:           
gi|124 FDEFISFCNANPGLMKDVAKVF 
              60        70    
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 80.1  bits: 19.5 E():   17 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (14-63:22-68) 
 
                       10        20        30        40        50   
2MEPSP         HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
             60        70        80                           
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAI                           
        ::: :::  :                                            
gi|833 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 80.1  bits: 19.5 E():   17 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (14-63:22-68) 
 
                       10        20        30        40        50   
2MEPSP         HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
             60        70        80                           
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAI                           
        ::: :::  :                                            
gi|668 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
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 initn:  46 init1:  46 opt:  49  Z-score: 80.0  bits: 19.8 E():   18 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (40-73:96-130) 
 
      10        20        30        40        50         60         
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
       70        80  
2MEPSP ITPPEKLNVTAI  
       :.: .         
gi|244 ISPSQGCQFQSSY 
         130         
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 79.8  bits: 21.0 E():   18 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (27-73:115-168) 
 
                   10        20        30        40        50       
2MEPSP     HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
          60               70        80                             
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAI                             
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.2  bits: 18.9 E():   20 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (25-71:26-72) 
 
                10        20        30        40         50         
2MEPSP  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
       60        70        80  
2MEPSP SVEEGPDYCIITPPEKLNVTAI  
       . .:  ..:  .:           
gi|187 DFDEFISFCNANPGLMKDVAKVF 
      60        70        80   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.8  bits: 20.7 E():   21 
Smith-Waterman score: 52; 27.5% identity (52.9% similar) in 51 aa overlap (14-64:113-163) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..:: :                                        
gi|441 LRVIAGALEVHAVKPATEEVPAAKIPTGELQIVDKIDAAFKIAATAANAAPTNDKFTVFE 
            150       160       170       180       190       200   
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 19.8 E():   23 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 18 aa overlap (60-77:36-53) 
 
      30        40        50        60        70        80          
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI          
                                     :  . :::.: : .. ..             
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPGRMRSF 
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          10        20        30        40        50        60      
 
gi|727 CSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNGGV 
          70        80        90       100       110       120      
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 77.8  bits: 21.3 E():   24 
Smith-Waterman score: 54; 25.4% identity (55.6% similar) in 63 aa overlap (2-63:204-264) 
 
                                            10        20         30 
2MEPSP                              HLKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
               40        50        60        70        80           
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI           
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFG 
           240         250       260       270       280       290  
 
gi|558 GTAKFEAMYLGTCKALTPLMSSRFPELGMNASHCNEMPWIKSVPFIHLGKQATLSDLLNR 
             300       310       320       330       340       350  
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.4  bits: 20.7 E():   25 
Smith-Waterman score: 56; 29.0% identity (61.3% similar) in 62 aa overlap (17-77:8-62) 
 
               10        20         30        40        50          
2MEPSP HLKAIDVNMNKMPDVAMTLAVVAL-FADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                       :.:..::: :  .:.:  .      .. : ..... : .. . : 
gi|122          MRQSLKVMVLSTVALLFMANPAAASE------EKKEYLIVVEPEEVS-AQS 
                        10        20              30        40      
 
      60        70        80                                        
2MEPSP VEEGPDYCIITPPEKLNVTAI                                        
       :::. :  .:   :.. :                                           
gi|122 VEESYDVDVIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFIN 
           50        60        70        80        90       100     
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 48; 22.5% identity (50.7% similar) in 71 aa overlap (6-67:90-159) 
 
                                        10        20        30      
2MEPSP                          HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:. .... . .::   :: .  ..  
gi|281 GEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVAC-PDGGSICKNR 
      60        70        80        90       100        110         
 
          40        50                 60        70        80 
2MEPSP ASWRVKETERMVAIRTELTK---------LGASVEEGPDYCIITPPEKLNVTAI 
       . . .:   ..   . .: :         : : .  .::::              
gi|281 SIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC              
      120       130       140       150                       
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.8  bits: 20.1 E():   27 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (14-62:76-124) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|422 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
          50        60        70        80        90       100      
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|422 LRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
         110       120       130       140       150       160      
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>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 76.7  bits: 18.9 E():   27 
Smith-Waterman score: 46; 30.0% identity (58.0% similar) in 50 aa overlap (14-63:22-68) 
 
                       10        20        30        40        50   
2MEPSP         HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:  .: 
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSE 
               10        20        30        40        50        60 
 
             60        70        80                             
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAI                             
         :: :::  :                                              
gi|117 --KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.6  bits: 19.2 E():   27 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (52-79:28-54) 
 
              30        40        50        60        70        80  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI  
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.6  bits: 19.2 E():   27 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (52-79:28-54) 
 
              30        40        50        60        70        80  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI  
                                     :.:.:  .   : : :.:   ::... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.6  bits: 19.2 E():   27 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (52-79:28-54) 
 
              30        40        50        60        70        80  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI  
                                     :.:.:  .   : : :.:   ::... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (14-62:93-141) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|134 ASNKAFAEGLSGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
             70        80        90       100       110       120   
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|134 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
            130       140       150       160       170       180   
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>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (14-62:94-142) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (14-62:94-142) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (14-62:94-142) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.0  bits: 20.1 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (14-62:102-150) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|295 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
              80        90       100       110       120       130  
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|295 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
             140       150       160       170       180       190  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (14-62:104-152) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
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                                     :.:. ::  .  .  : :  :.    ..:. 
gi|109 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|109 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.9  bits: 19.5 E():   30 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (66-72:141-147) 
 
          40        50        60        70        80                
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (14-62:104-152) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|239 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|239 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (14-62:105-153) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (14-62:105-153) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
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>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 75.9  bits: 20.7 E():   30 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (5-62:297-354) 
 
                                         10        20        30     
2MEPSP                           HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
           40           50        60        70        80            
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI            
         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 50; 25.5% identity (54.9% similar) in 51 aa overlap (14-64:106-156) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..:: :                                        
gi|144 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
         140       150       160       170       180       190      
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 75.3  bits: 18.6 E():   32 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (14-63:22-68) 
 
                       10        20        30        40        50   
2MEPSP         HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
             60        70        80                         
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAI                         
         :: :::  :                                          
gi|461 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 75.3  bits: 18.6 E():   32 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (14-63:22-68) 
 
                       10        20        30        40        50   
2MEPSP         HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
             60        70        80                         
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAI                         
         :: :::  :                                          
gi|416 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 20.1 E():   33 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (14-62:130-178) 
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                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|398 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
     100       110       120       130       140       150          
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|398 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 75.1  bits: 20.4 E():   33 
Smith-Waterman score: 51; 24.4% identity (53.7% similar) in 41 aa overlap (40-80:81-121) 
 
      10        20        30        40        50        60          
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
      70        80                                                  
2MEPSP TPPEKLNVTAI                                                  
           :: .: :                                                  
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.1  bits: 18.9 E():   33 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (27-77:73-125) 
 
                   10        20        30        40         50      
2MEPSP     HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
          60        70            80           
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAI           
        :  : : : .: :.    ::  .:.              
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN 
     100       110       120       130         
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.0  bits: 18.9 E():   33 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (27-77:37-89) 
 
                   10        20        30        40         50      
2MEPSP     HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
          60        70            80                                
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAI                                
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (52-79:28-54) 
 
              30        40        50        60        70        80  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI  
                                     :.:.:  :   : : :.:   .:... :   
gi|214    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
gi|214 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
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         60        70        80        90       100       110       
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (52-79:28-54) 
 
              30        40        50        60        70        80  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI  
                                     :.:.:  :   : : :.:   .:... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
gi|158 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.9  bits: 19.8 E():   34 
Smith-Waterman score: 49; 25.5% identity (54.9% similar) in 51 aa overlap (14-64:81-131) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..:: :                                        
gi|180 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
              120       130       140       150       160       170 
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.8  bits: 19.2 E():   34 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (7-28:68-88) 
 
                                       10        20        30       
2MEPSP                         HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
         40        50        60        70        80                 
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                 
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (27-77:31-83) 
 
                   10        20        30        40         50      
2MEPSP     HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
          60        70            80                                
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAI                                
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 49; 26.5% identity (55.1% similar) in 49 aa overlap (14-62:94-142) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAEYDAYVATLSEA 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10417

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

            70        80        90       100       110       120    
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (14-62:191-239) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
              170       180       190       200       210       220 
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
              230       240       250       260       270       280 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 73.5  bits: 20.4 E():   41 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (7-50:343-385) 
 
                                       10        20        30       
2MEPSP                         HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
          40        50        60        70        80                
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 17.7 E():   43 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (31-48:28-45) 
 
               10        20        30        40        50        60 
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     :.: ..:  . :..::.:             
gi|144    MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDF 
                  10        20        30        40        50        
 
               70        80  
2MEPSP EEGPDYCIITPPEKLNVTAI  
                             
gi|144 NEFISFCNANPGLMKDVAKVF 
        60        70         
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.9  bits: 19.2 E():   44 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (7-28:116-136) 
 
                                       10        20        30       
2MEPSP                         HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
         40        50        60        70        80                 
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                 
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
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>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.8  bits: 17.4 E():   44 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (9-32:1-24) 
 
               10        20        30        40        50        60 
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
               : :. .::  : . :.:  . :.:                             
gi|291         MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGEVYCNVCHSRNLIN 
                       10        20        30        40        50   
 
               70        80 
2MEPSP EEGPDYCIITPPEKLNVTAI 
                            
gi|291 ELSERMAGAQVQL        
             60             
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (13-59:38-82) 
 
                                 10        20        30         40  
2MEPSP                   HLKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
              50         60        70        80                     
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIITPPEKLNVTAI                     
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.6  bits: 18.3 E():   46 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (50-79:10-38) 
 
      20        30        40        50        60        70          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     . :.:.:  .   : :.:.:   . :.. : 
gi|484                      GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEA 
                                    10        20         30         
 
      80                                                            
2MEPSP I                                                            
                                                                    
gi|484 KFAANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILP 
       40        50        60        70        80        90         
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (23-44:22-43) 
 
               10        20        30        40        50        60 
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                             ::: :. . :. :    .: ::                 
gi|167  MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITF 
                10        20        30        40        50          
 
               70        80                                         
2MEPSP EEGPDYCIITPPEKLNVTAI                                         
                                                                    
gi|167 GEASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (7-63:7-64) 
 
               10         20        30        40        50          
2MEPSP HLKAIDVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
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             :. . : :. . .:...:....: ..  . :.. . . :...::  .. . :.  
gi|164 MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQPGTL 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP VEEGPDYCIITPPEKLNVTAI                                        
       .  :                                                         
gi|164 APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE 
               70        80        90       100       110       120 
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 72.0  bits: 18.9 E():   49 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (3-37:72-112) 
 
                                           10              20       
2MEPSP                             HLKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
         30        40        50        60        70        80       
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI       
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.0 E():   51 
Smith-Waterman score: 43; 30.0% identity (56.0% similar) in 50 aa overlap (14-63:22-68) 
 
                       10        20        30        40        50   
2MEPSP         HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:   : 
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPE 
               10        20        30        40        50        60 
 
             60        70        80                             
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAI                             
         :: :::  :                                              
gi|185 --KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.6  bits: 18.0 E():   52 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (59-78:89-108) 
 
       30        40        50        60        70        80      
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI      
                                     .::  :  : .. : :....        
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
       60        70        80        90       100       110      
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.5  bits: 18.6 E():   52 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (39-77:83-126) 
 
       10        20        30        40         50        60        
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
        70            80                                            
2MEPSP IIT----PPEKLNVTAI                                            
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 26.6% identity (51.6% similar) in 64 aa overlap (14-77:92-153) 
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                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|481 PAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              70        80        90       100       110       120  
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .   .:: : .  : :  .:..                           
gi|481 LRVIAGALEVHAVKPVTEE-PGMAKI-PAGELQIIDKIDAAFKVAATAAATAPADDKFTV 
             130       140         150       160       170          
 
gi|481 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAM 
     180       190       200       210       220       230          
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 26.6% identity (51.6% similar) in 64 aa overlap (14-77:93-154) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .   .:: : .  : :  .:..                           
gi|168 LRVIAGALEVHAVKPVTEE-PGMAKI-PAGELQIIDKIDAAFKVAATAAATAPADDKFTV 
            130       140         150       160       170       180 
 
gi|168 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAM 
              190       200       210       220       230       240 
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (29-74:52-93) 
 
                 10        20        30        40        50         
2MEPSP   HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
       60        70        80                                       
2MEPSP SVEEGPDYCIITPPEKLNVTAI                                       
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.0  bits: 17.4 E():   55 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (2-31:41-70) 
 
                                            10        20        30  
2MEPSP                              HLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
              40        50        60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI 
                                                         
gi|453 CSPKWLQLLVP                                       
               80                                        
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 47; 26.6% identity (51.6% similar) in 64 aa overlap (14-77:96-157) 
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                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .   .:: : .  : :  .:..                           
gi|285 LRVIAGALEVHAVKPVTEE-PGMAKI-PAGELQIIDKIDAAFKVAATAAATAPADDKFTV 
         130       140        150        160       170       180    
 
gi|285 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAM 
           190       200       210       220       230       240    
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (14-62:105-153) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (14-62:105-153) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (14-62:105-153) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (14-62:105-153) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
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           80        90       100       110       120       130     
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (14-62:105-153) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (14-62:105-153) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (14-62:105-153) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (14-62:105-153) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
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>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (14-62:105-153) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (14-62:105-153) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.8  bits: 19.5 E():   57 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (7-62:269-325) 
 
                                       10        20        30       
2MEPSP                         HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
         40        50         60        70        80                
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGPDYCIITPPEKLNVTAI                
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 70.7  bits: 19.2 E():   58 
Smith-Waterman score: 47; 26.6% identity (51.6% similar) in 64 aa overlap (14-77:107-168) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .   .:: : .  : :  .:..                           
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKI-PAGELQIIDKIDAAFKVAATAAATAPADDKFTV 
        140       150        160        170       180       190     
 
gi|330 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAM 
          200       210       220       230       240       250     
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.7  bits: 18.0 E():   58 
Smith-Waterman score: 43; 27.6% identity (65.5% similar) in 29 aa overlap (52-80:12-40) 
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              30        40        50        60        70        80  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI  
                                     :. :. .. ..: : :::   . ... :.  
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (6-61:90-149) 
 
                                        10        20        30      
2MEPSP                          HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           40             50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI 
       .: ...:     ..:.: . .    ::  .::                    
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN         
       120       130       140       150       160         
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (6-61:90-149) 
 
                                        10        20        30      
2MEPSP                          HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           40             50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI 
       .: ...:     ..:.: . .    ::  .::                    
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN         
       120       130       140       150       160         
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (6-61:90-149) 
 
                                        10        20        30      
2MEPSP                          HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           40             50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI 
       .: ...:     ..:.: . .    ::  .::                    
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN         
       120       130       140       150       160         
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (6-61:90-149) 
 
                                        10        20        30      
2MEPSP                          HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           40             50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI 
       .: ...:     ..:.: . .    ::  .::                    
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gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN         
       120       130       140       150       160         
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.1  bits: 17.4 E():   62 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (64-78:70-84) 
 
            40        50        60        70        80      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI      
                                     :  : .. : :....        
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR 
      40        50        60        70        80        90  
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.2 E():   65 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (14-62:132-180) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
             110       120       130       140       150       160  
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  . ::                                          
gi|113 LRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
             170       180       190       200       210       220  
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (17-42:8-32) 
 
               10        20        30        40        50        60 
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                       ..: :.:. ::  . ..: :. ..:.                   
gi|558          MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGK 
                        10         20        30        40        50 
 
               70        80                                         
2MEPSP EEGPDYCIITPPEKLNVTAI                                         
                                                                    
gi|558 PFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWN 
               60        70        80        90       100       110 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (17-42:8-32) 
 
               10        20        30        40        50        60 
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                       ..: :.:. ::  . ..: :. ..:.                   
gi|558          MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGK 
                        10         20        30        40        50 
 
               70        80                                         
2MEPSP EEGPDYCIITPPEKLNVTAI                                         
                                                                    
gi|558 PFTLEALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWN 
               60        70        80        90       100       110 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (17-42:8-32) 
 
               10        20        30        40        50        60 
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                       ..: :.:. ::  . ..: :. ..:.                   
gi|218          MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGK 
                        10         20        30        40        50 
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               70        80                                         
2MEPSP EEGPDYCIITPPEKLNVTAI                                         
                                                                    
gi|218 PFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWN 
               60        70        80        90       100       110 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (17-42:8-32) 
 
               10        20        30        40        50        60 
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                       ..: :.:. ::  . ..: :. ..:.                   
gi|256          MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGK 
                        10         20        30        40        50 
 
               70        80                                         
2MEPSP EEGPDYCIITPPEKLNVTAI                                         
                                                                    
gi|256 PFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWN 
               60        70        80        90       100       110 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (17-42:8-32) 
 
               10        20        30        40        50        60 
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                       ..: :.:. ::  . ..: :. ..:.                   
gi|864          MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGK 
                        10         20        30        40        50 
 
               70        80                                         
2MEPSP EEGPDYCIITPPEKLNVTAI                                         
                                                                    
gi|864 PFTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWN 
               60        70        80        90       100       110 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (40-73:170-204) 
 
      10        20        30        40        50        60          
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
       70        80                                                 
2MEPSP ITPPEKLNVTAI                                                 
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.4  bits: 18.3 E():   68 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (64-71:172-179) 
 
            40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI 
                                     : :: :.:          
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN   
             150       160       170       180         
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (14-62:105-153) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
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gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (14-62:105-153) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.0  bits: 15.6 E():   71 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (2-32:2-30) 
 
                10        20        30        40        50          
2MEPSP HLKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
        .::. : : .. :     ..  :  .::::..                            
gi|122 MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV                            
               10           20        30                            
 
      60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAI 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (6-37:89-118) 
 
                                        10        20        30      
2MEPSP                          HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
          40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI 
       .:                                            
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN   
        120       130       140       150            
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (6-37:90-119) 
 
                                        10        20        30      
2MEPSP                          HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI 
       .:                                            
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN   
       120       130       140       150       160   
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
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 initn:  38 init1:  38 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (6-37:90-119) 
 
                                        10        20        30      
2MEPSP                          HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI 
       .:                                            
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN   
       120       130       140       150       160   
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (6-37:90-119) 
 
                                        10        20        30      
2MEPSP                          HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
          40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI 
       .:                                            
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN   
       120       130       140       150       160   
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (6-37:90-119) 
 
                                        10        20        30      
2MEPSP                          HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
          40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI 
       .:                                            
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN   
       120       130       140       150       160   
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (6-28:90-112) 
 
                                        10        20        30      
2MEPSP                          HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
          40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI 
                                                     
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN     
     120       130       140       150       160     
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (6-37:90-119) 
 
                                        10        20        30      
2MEPSP                          HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
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      60        70        80        90       100         110        
 
          40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI 
       .:                                            
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN   
       120       130       140       150       160   
 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 68.9  bits: 20.1 E():   72 
Smith-Waterman score: 50; 23.6% identity (54.5% similar) in 55 aa overlap (2-56:178-227) 
 
                                            10        20        30  
2MEPSP                              HLKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :... :....  .. . :      :.:    
gi|425 QQLEDTRHRLEEEERKRASLENHAHTLEVELESLKVQLDEESEARLELERQLTKANG--- 
       150       160       170       180       190       200        
 
              40        50        60        70        80            
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI            
         :.:::. :   .. :   :. .:                                    
gi|425 --DAASWKSKYEAELQAHADEVEELRRKMAQKISEYEEQLEALLNKCSSLEKQKSRLQSE 
            210       220       230       240       250       260   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 68.9  bits: 19.8 E():   72 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (29-67:336-369) 
 
                 10        20        30        40        50         
2MEPSP   HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
        60        70        80                                      
2MEPSP S-VEEGPDYCIITPPEKLNVTAI                                      
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.9  bits: 19.8 E():   72 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (29-41:336-348) 
 
                 10        20        30        40        50         
2MEPSP   HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
       60        70        80                                       
2MEPSP SVEEGPDYCIITPPEKLNVTAI                                       
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (20-38:15-35) 
 
               10        20          30        40        50         
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLGA 
                          :.:. :.:.:  .  :  :.:                     
gi|908      MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAMG 
                    10        20        30        40        50      
 
       60        70        80                                       
2MEPSP SVEEGPDYCIITPPEKLNVTAI                                       
                                                                    
gi|908 GKGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTIDG 
          60        70        80        90       100       110      
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>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (14-62:125-173) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKATPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
          160       170       180       190       200       210     
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.5  bits: 18.9 E():   76 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (21-68:178-227) 
 
                         10        20        30        40           
2MEPSP           HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
      50        60         70        80                             
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVTAI                             
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (15-31:8-26) 
 
               10        20          30        40        50         
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                     ::: :::....  : .:::                            
gi|300        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATT 
                      10        20        30        40        50    
 
       60        70        80                                       
2MEPSP SVEEGPDYCIITPPEKLNVTAI                                       
                                                                    
gi|300 ANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEA 
            60        70        80        90       100       110    
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (15-31:8-26) 
 
               10        20          30        40        50         
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                     ::: :::....  : .:::                            
gi|300        MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATT 
                      10        20        30        40        50    
 
       60        70        80                                       
2MEPSP SVEEGPDYCIITPPEKLNVTAI                                       
                                                                    
gi|300 ANVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEA 
            60        70        80        90       100       110    
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 46; 26.5% identity (55.1% similar) in 49 aa overlap (14-62:101-149) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
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                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .  ..::                                          
gi|249 LRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAPANDKFTVFEGA 
              140       150       160       170       180       190 
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (40-73:188-222) 
 
      10        20        30        40        50        60          
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
       70        80                                                 
2MEPSP ITPPEKLNVTAI                                                 
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (40-73:188-222) 
 
      10        20        30        40        50        60          
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
       70        80                                                 
2MEPSP ITPPEKLNVTAI                                                 
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 68.2  bits: 18.9 E():   79 
Smith-Waterman score: 46; 44.0% identity (56.0% similar) in 25 aa overlap (56-79:141-165) 
 
          30        40        50        60         70        80     
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAI     
                                     ::    .: :  : : :::. .: :      
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (17-47:121-151) 
 
                             10        20        30        40       
2MEPSP               HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
         50        60        70        80                           
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                           
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
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>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.7 E():   81 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (11-29:2-20) 
 
               10        20        30        40        50        60 
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                 :.  .:... :::. :.::                                
gi|157          MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLANGAPDKTEA 
                        10        20        30        40        50  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.5  bits: 18.6 E():   86 
Smith-Waterman score: 45; 26.6% identity (50.0% similar) in 64 aa overlap (14-77:102-163) 
 
                                10        20        30        40    
2MEPSP                  HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
            50        60        70        80                        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI                        
        :..:   :.  .   : : : .  : :  .:..                           
gi|330 LRVIAGALEVHAV-KPVTEDPAWPKI-PAGELQIIDKIDAAFKVAATAAATAPADDKFTV 
             140        150        160       170       180          
 
gi|330 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAM 
     190       200       210       220       230       240          
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.5  bits: 15.0 E():   87 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (68-75:9-16) 
 
        40        50        60        70        80    
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI    
                                     :: :: :.         
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP 
                                     10        20     
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (6-28:90-112) 
 
                                        10        20        30      
2MEPSP                          HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
          40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI 
                                                     
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN     
     120       130       140       150       160     
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (6-37:90-119) 
 
                                        10        20        30      
2MEPSP                          HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
          40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI 
       .:                                            
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN   
       120       130       140       150       160   
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>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (47-78:183-213) 
 
         20        30        40        50        60        70       
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
         80                                                         
2MEPSP VTAI                                                         
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (2-28:44-71) 
 
                                             10        20        30 
2MEPSP                              HLKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
               40        50        60        70        80           
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI           
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.1  bits: 19.8 E():   91 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (50-74:517-541) 
 
      20        30        40        50        60        70          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
      80                                                            
2MEPSP I                                                            
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (35-64:227-256) 
 
           10        20        30        40        50        60     
2MEPSP IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
           70        80                                     
2MEPSP DYCIITPPEKLNVTAI                                     
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 47; 24.2% identity (58.1% similar) in 62 aa overlap (1-62:316-376) 
 
                                             10        20        30 
2MEPSP                               HLKAIDVNMNKMPDVAMTLAVVALFADGPT 
                                     ..: ..:....  ..:  :.   ..:   : 
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gi|845 LADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEA-EAAALLGGKRVIAKLET 
         290       300       310       320        330       340     
 
               40        50        60        70        80           
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI           
        :::. .   .::.:    .. : :    ..:                             
gi|845 RIRDLETALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNI 
          350       360       370       380       390       400     
 
gi|845 QKRQLGEAESFTMANIQRVRRYQRELEDAEGRADQAESSLHLIRAKHRSSVVTGRSASAS 
          410       420       430       440       450       460     
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.0 E():   94 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (62-72:3-13) 
 
              40        50        60        70        80            
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI            
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (64-71:245-252) 
 
            40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI 
                                     : :: :.:          
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN   
          220       230       240       250            
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (65-72:116-123) 
 
           40        50        60        70        80               
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI               
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
 
gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.7  bits: 18.6 E():   95 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (65-73:214-222) 
 
           40        50        60        70        80               
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI               
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 66.7  bits: 16.8 E():   95 
Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (32-78:32-85) 
 
              10        20        30        40        50        60  
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
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                      70        80      
2MEPSP --------EGPDYCIITPPEKLNVTAI      
                 :  : .. : :....        
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK 
               70        80        90   
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 16.8 E():   95 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (64-78:70-84) 
 
            40        50        60        70        80       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI       
                                     :  : .. : :....         
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
      40        50        60        70        80        90   
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.3 E():   96 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (12-26:1-15) 
 
               10        20        30        40        50        60 
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                  : . ...: ::::::                                   
gi|386            MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKWLDAKSTWY 
                          10        20        30        40          
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 41; 30.8% identity (73.1% similar) in 26 aa overlap (17-42:4-28) 
 
               10        20        30        40        50        60 
2MEPSP HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                       ..: :.:. ::  . ..: :. ..:.                   
gi|546              GTMVSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGK 
                            10         20        30        40       
 
               70        80                                         
2MEPSP EEGPDYCIITPPEKLNVTAI                                         
                                                                    
gi|546 PFTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWN 
         50        60        70        80        90       100       
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (24-45:469-490) 
 
                      10        20        30        40        50    
2MEPSP        HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
            60        70        80 
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAI 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (65-72:109-116) 
 
           40        50        60        70        80               
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI               
                                     .:: : ::                       
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
       80        90       100       110       120       130         
 
gi|616 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
      140       150       160       170       180       190         
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.4  bits: 19.2 E():   99 
Smith-Waterman score: 48; 28.9% identity (57.9% similar) in 38 aa overlap (27-63:122-159) 
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                   10        20        30         40        50      
2MEPSP     HLKAIDVNMNKMPDVAMTLAVVALFADGPTAIR-DVASWRVKETERMVAIRTELTK 
                                     ::  :   : :.:. ..     :  :...  
gi|476 AVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIAAYPDPAKWKNSKIWMHFARLTDFNL 
             100       110       120       130       140       150  
 
          60        70        80                                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAI                                    
       .:..: .:                                                     
gi|476 MGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTLTNSPEFHLV 
             160       170       180       190       200       210  
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E():   99 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (65-72:115-122) 
 
           40        50        60        70        80               
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI               
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E():   99 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (65-72:115-122) 
 
           40        50        60        70        80               
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI               
                                     .:: : ::                       
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|837 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E():   99 
Smith-Waterman score: 45; 24.3% identity (61.4% similar) in 70 aa overlap (8-69:123-188) 
 
                                      10         20        30       
2MEPSP                        HLKAIDVNMNKMPD-VAMTLAVVALFADGPTAIRDVA 
                                     :.::. . .:.: ...:..     .:.:.  
gi|217 YYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVII----GIKDLD 
            100       110       120       130       140             
 
         40            50           60        70        80          
2MEPSP SWRVKETERMV----AIRTE---LTKLGASVEEGPDYCIITPPEKLNVTAI          
       ..:  . : ..    . .:.   .. .: :  .: :: :.                     
gi|217 AFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGYGYFAANI 
      150       160       170       180       190       200         
 
gi|217 DLMMIEEYPYVVIL 
      210       220   
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E():   99 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (65-72:115-122) 
 
           40        50        60        70        80               
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI               
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
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>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E():   99 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (65-72:115-122) 
 
           40        50        60        70        80               
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI               
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E():   99 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (65-72:115-122) 
 
           40        50        60        70        80               
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI               
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E():   99 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (65-72:115-122) 
 
           40        50        60        70        80               
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI               
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E():   99 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (65-72:115-122) 
 
           40        50        60        70        80               
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI               
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPPNVNKIEEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E():   99 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (65-72:115-122) 
 
           40        50        60        70        80               
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI               
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E():   99 
Smith-Waterman score: 45; 24.3% identity (61.4% similar) in 70 aa overlap (8-69:123-188) 
 
                                      10         20        30       
2MEPSP                        HLKAIDVNMNKMPD-VAMTLAVVALFADGPTAIRDVA 
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                                     :.::. . .:.: ...:..     .:.:.  
gi|217 YYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVII----GIKDLD 
            100       110       120       130       140             
 
         40            50           60        70        80          
2MEPSP SWRVKETERMV----AIRTE---LTKLGASVEEGPDYCIITPPEKLNVTAI          
       ..:  . : ..    . .:.   .. .: :  .: :: :.                     
gi|217 AFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYFAANI 
      150       160       170       180       190       200         
 
gi|217 DLMMIEEYPYVVIL 
      210       220   
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E():   99 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (65-72:115-122) 
 
           40        50        60        70        80               
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI               
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPPNVNKIEEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E():   99 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (65-72:115-122) 
 
           40        50        60        70        80               
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI               
                                     .:: : ::                       
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|223 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E():   99 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (65-72:115-122) 
 
           40        50        60        70        80               
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI               
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (27-63:121-158) 
 
                   10        20         30        40        50      
2MEPSP     HLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          60        70        80                                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAI                                    
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (27-63:121-158) 
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                   10        20         30        40        50      
2MEPSP     HLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          60        70        80                                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAI                                    
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (27-63:121-158) 
 
                   10        20         30        40        50      
2MEPSP     HLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          60        70        80                                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAI                                    
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (27-63:121-158) 
 
                   10        20         30        40        50      
2MEPSP     HLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          60        70        80                                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAI                                    
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (27-63:121-158) 
 
                   10        20         30        40        50      
2MEPSP     HLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          60        70        80                                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAI                                    
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (27-63:121-158) 
 
                   10        20         30        40        50      
2MEPSP     HLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|117 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
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          60        70        80                                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAI                                    
       .: .: .:                                                     
gi|117 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (27-63:121-158) 
 
                   10        20         30        40        50      
2MEPSP     HLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          60        70        80                                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAI                                    
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (27-63:121-158) 
 
                   10        20         30        40        50      
2MEPSP     HLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          60        70        80                                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAI                                    
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (27-63:121-158) 
 
                   10        20         30        40        50      
2MEPSP     HLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          60        70        80                                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAI                                    
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (27-63:121-158) 
 
                   10        20         30        40        50      
2MEPSP     HLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          60        70        80                                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAI                                    
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (27-63:121-158) 
 
                   10        20         30        40        50      
2MEPSP     HLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          60        70        80                                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAI                                    
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (27-63:121-158) 
 
                   10        20         30        40        50      
2MEPSP     HLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          60        70        80                                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAI                                    
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (27-63:121-158) 
 
                   10        20         30        40        50      
2MEPSP     HLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          60        70        80                                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAI                                    
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (27-63:121-158) 
 
                   10        20         30        40        50      
2MEPSP     HLKAIDVNMNKMPDVAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          60        70        80                                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAI                                    
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:03 2011 done: Tue Apr 19 10:58:03 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
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Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 320  - 399 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     3     2:* 
  32    12     8:==*= 
  34    11    22:====   * 
  36    36    44:============  * 
  38    75    73:========================* 
  40    89   102:==============================   * 
  42   145   125:=========================================*======= 
  44   142   138:=============================================*== 
  46   150   140:==============================================*=== 
  48   100   134:==================================          * 
  50   140   122:========================================*====== 
  52   115   108:===================================*=== 
  54    91    92:==============================* 
  56    78    77:=========================* 
  58    30    63:==========          * 
  60    32    51:===========     * 
  62    32    41:===========  * 
  64    27    33:========= * 
  66    54    26:========*========= 
  68    32    20:======*==== 
  70    22    16:=====*== 
  72    11    12:===* 
  74    18    10:===*== 
  76    16     8:==*=== 
  78     6     6:=* 
  80    10     5:=*== 
  82     6     3:*= 
  84     1     3:* 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.80340.0035; mu= 7.1958 0.182 
 mean_var=37.503610.017, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.209430 
 Kolmogorov-Smirnov  statistic: 0.0427 (N=28) at  64 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
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 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.5     2.9 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   55 21.6     4.9 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   58 22.5     8.1 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   58 22.5      11 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.6      11 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.3      12 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.3      13 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.5      13 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   54 21.2      14 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   54 21.2      15 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.7      16 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 21.8      16 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   54 21.2      17 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.6      18 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 18.8      18 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 18.8      18 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.4      18 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   48 19.4      18 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.7      19 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 20.9      19 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   52 20.6      20 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   52 20.6      20 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   52 20.6      21 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   52 20.6      21 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 18.8      21 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   52 20.6      21 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   49 19.7      24 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   54 21.2      25 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   48 19.4      26 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   50 20.0      28 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 18.8      28 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.1      29 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.1      29 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.1      29 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   50 20.0      30 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   50 20.0      30 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   50 20.0      30 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   50 20.0      30 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.0      31 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 20.0      31 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.4      31 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 20.0      31 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   50 20.0      31 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   50 20.0      31 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.6      31 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   50 20.0      32 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   50 20.0      32 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.5      34 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.5      34 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 20.0      34 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 18.8      35 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.3      35 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 18.8      35 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   46 18.8      35 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   46 18.8      35 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.7      36 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.1      36 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 18.8      36 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.7      37 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   50 20.0      41 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 20.3      43 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.6      45 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.1      46 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.3      46 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.5      47 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   48 19.4      48 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.2      48 
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gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      49 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.2      50 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 18.8      51 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 17.9      53 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.9      54 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.5      54 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.2      57 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   41 17.3      57 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.1      58 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.4      59 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   43 17.9      60 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.2      61 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.2      61 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.2      61 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.2      61 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.3      64 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.1      68 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 17.9      68 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 17.9      68 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 17.9      68 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 17.9      68 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 17.9      68 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.5      68 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.5      68 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.8      69 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.2      70 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.8      72 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   46 18.8      72 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.5      74 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 17.9      74 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 17.9      75 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 17.9      75 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 17.9      75 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 17.9      75 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 17.9      75 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 17.9      75 
gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=P ( 692)   50 20.0      75 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.7      75 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.7      75 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.1      76 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.8      77 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.8      79 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.6      79 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.6      79 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   46 18.8      80 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.8      80 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.8      80 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.8      82 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.1      83 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.2      84 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.6      84 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 14.9      89 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.6      91 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.6      91 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   45 18.5      92 
gi|62249512|gb|AAX77688.1| profilin isoallergen 2  ( 133)   41 17.3      93 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 18.8      94 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.7      94 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.5      94 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 17.9      97 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.2      97 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 17.9      98 
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gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.7      98 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 16.7      98 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.5      98 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.2      99 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.3   1e 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.1   1e 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 17.9   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 94.1  bits: 22.5 E():  2.9 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (51-78:27-53) 
 
               30        40        50        60        70        80 
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :: .:   : :::::   .::.. :   
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 90.0  bits: 21.6 E():  4.9 
Smith-Waterman score: 55; 28.6% identity (54.5% similar) in 77 aa overlap (4-78:36-108) 
 
                                          10        20        30    
2MEPSP                            LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  :: : 
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAI-D 
          10        20        30        40        50        60      
 
            40         50         60        70        80            
2MEPSP VASWRVKETERM-VAIRT-ELTKLGASVEEGPDYCIITPPEKLNVTAID            
       . . ...  . :   ::  :  .:  .. : ::    ::  : .: :              
gi|484 IPGLETNACKLMKCPIRKGEHQELIYNIGEIPD---ATPEIKAKVKAQLIGEHGVLACGW 
           70        80        90          100       110       120  
 
gi|484 VDGEVQE 
               
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 86.2  bits: 22.5 E():  8.1 
Smith-Waterman score: 58; 21.2% identity (66.7% similar) in 33 aa overlap (5-37:280-312) 
 
                                         10        20        30     
2MEPSP                           LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.. .:.    ...:.:. ..: :.   .. 
gi|148 GTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANI 
     250       260       270       280       290       300          
 
           40        50        60        70        80               
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID               
        .:                                                          
gi|148 LAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDELAKKVAELTEK 
     310       320       330       340       350       360          
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 83.9  bits: 22.5 E():   11 
Smith-Waterman score: 58; 21.2% identity (66.7% similar) in 33 aa overlap (5-37:410-442) 
 
                                         10        20        30     
2MEPSP                           LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.. .:.    ...:.:. ..: :.   .. 
gi|601 GTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANI 
     380       390       400       410       420       430          
 
           40        50        60        70        80               
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID               
        .:                                                          
gi|601 LAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDELAHKVAELTEK 
     440       450       460       470       480       490          
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>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 83.9  bits: 20.6 E():   11 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (39-72:104-138) 
 
       10        20        30        40        50         60        
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
        70        80    
2MEPSP ITPPEKLNVTAID    
       :.: .            
gi|110 ISPSQGCQFSSPYWSY 
           140          
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 82.9  bits: 20.3 E():   12 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (26-80:45-89) 
 
                    10        20        30        40        50      
2MEPSP      LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
          60        70        80                                    
2MEPSP GASVEEGPDYCIITPPEKLNVTAID                                    
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 82.4  bits: 20.3 E():   13 
Smith-Waterman score: 51; 29.7% identity (54.7% similar) in 64 aa overlap (16-79:8-57) 
 
               10        20        30        40        50        60 
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                      ..: :.:. ::  . ..: :. ..:..  ::         :     
gi|558         MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKV--MVD--------GC--- 
                       10         20        30                      
 
               70        80                                         
2MEPSP EGPDYCIITPPEKLNVTAID                                         
       .: : :::   . .:. ::                                          
gi|558 HGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLV 
       40        50        60        70        80        90         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.4  bits: 21.5 E():   13 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (13-61:131-179) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 54; 27.9% identity (50.0% similar) in 68 aa overlap (13-80:113-179) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
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                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..:: :   : :   .. :  ::                       
gi|441 LRVIAGALEVHAVKPATEEVPAAKIPTGELQI-VDKIDAAFKIAATAANAAPTNDKFTVF 
            150       160       170        180       190       200  
 
gi|441 ESAFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMT 
             210       220       230       240       250       260  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.4  bits: 21.2 E():   15 
Smith-Waterman score: 54; 28.6% identity (55.1% similar) in 49 aa overlap (13-61:130-178) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|330 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
     100       110       120       130       140       150          
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|330 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 80.9  bits: 19.7 E():   16 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (32-70:63-104) 
 
              10        20        30          40        50          
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
       60        70        80    
2MEPSP VEEGPDYCIITPPEKLNVTAID    
       .   : ::.  :              
gi|999 AALVPKYCLQHPHACDLYKNQTVMS 
            100       110        
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.9  bits: 21.8 E():   16 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (5-37:407-439) 
 
                                         10        20        30     
2MEPSP                           LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
           40        50        60        70        80               
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID               
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.2  bits: 21.2 E():   17 
Smith-Waterman score: 56; 29.0% identity (61.3% similar) in 62 aa overlap (16-76:8-62) 
 
               10        20         30        40        50          
2MEPSP LKAIDVNMNKMPDVAMTLAVVAL-FADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                      :.:..::: :  .:.:  .      .. : ..... : .. . :: 
gi|122         MRQSLKVMVLSTVALLFMANPAAASE------EKKEYLIVVEPEEVS-AQSV 
                       10        20              30        40       
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      60        70        80                                        
2MEPSP EEGPDYCIITPPEKLNVTAID                                        
       ::. :  .:   :.. :                                            
gi|122 EESYDVDVIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINT 
          50        60        70        80        90       100      
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 80.0  bits: 20.6 E():   18 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (55-72:180-197) 
 
           30        40        50        60         70        80    
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAID    
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.9  bits: 18.8 E():   18 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (24-70:15-61) 
 
               10        20        30        40         50          
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASV 
                              .:.   :.: ..:  . :..::.: : :.   .  .  
gi|124          GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDF 
                        10        20        30        40         50 
 
      60        70        80 
2MEPSP EEGPDYCIITPPEKLNVTAID 
       .:  ..:  .:           
gi|124 DEFISFCNANPGLMKDVAKVF 
               60        70  
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.7  bits: 18.8 E():   18 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (24-70:17-63) 
 
               10        20        30        40         50          
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASV 
                              .:.   :.: ..:  . :..::.: : :.   .  .  
gi|124        GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDF 
                      10        20        30        40         50   
 
      60        70        80 
2MEPSP EEGPDYCIITPPEKLNVTAID 
       .:  ..:  .:           
gi|124 DEFISFCNANPGLMKDVAKVF 
             60        70    
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.7  bits: 19.4 E():   18 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (13-62:22-68) 
 
                        10        20        30        40        50  
2MEPSP          LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
              60        70        80                          
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAID                          
        ::: :::  :                                            
gi|668 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.7  bits: 19.4 E():   18 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (13-62:22-68) 
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                        10        20        30        40        50  
2MEPSP          LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
              60        70        80                          
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAID                          
        ::: :::  :                                            
gi|833 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (39-72:96-130) 
 
       10        20        30        40         50        60        
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
        70        80 
2MEPSP ITPPEKLNVTAID 
       :.: .         
gi|244 ISPSQGCQFQSSY 
         130         
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 79.4  bits: 20.9 E():   19 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (26-72:115-168) 
 
                    10        20        30        40        50      
2MEPSP      LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
           60               70        80                            
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAID                            
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 79.0  bits: 20.6 E():   20 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (13-80:92-158) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|481 PAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              70        80        90       100       110       120  
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|481 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             130       140        150       160       170       180 
 
gi|481 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAMS 
              190       200       210       220       230       240 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.9  bits: 20.6 E():   20 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (13-80:93-159) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
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             70        80        90       100       110       120   
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|168 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
            130       140        150       160       170       180  
 
gi|168 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
             190       200       210       220       230       240  
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.9  bits: 20.6 E():   21 
Smith-Waterman score: 52; 25.3% identity (50.7% similar) in 75 aa overlap (7-80:102-175) 
 
                                       10        20        30       
2MEPSP                         LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
                                     : .:. .... :  ..  ::     : :   
gi|219 EEAEKKLTESEQEIASLTRKTTLLEDDIAKNEEKLMSATQKLEEASHAADESERGRKVLE 
              80        90       100       110       120       130  
 
          40        50        60        70        80                
2MEPSP WR-VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                
        :   . ::. :....: : .  . :  :       .:: .: .:                
gi|219 SRSFADDERIDALEAQL-KEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKI 
             140        150       160       170       180       190 
 
gi|219 IELEEELTVVGANIKTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQ 
              200       210       220       230       240       250 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.9  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (13-80:96-162) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|285 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
         130       140        150       160       170       180     
 
gi|285 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
          190       200       210       220       230       240     
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 78.8  bits: 18.8 E():   21 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (24-70:26-72) 
 
                 10        20        30        40         50        
2MEPSP   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAID 
       . .:  ..:  .:           
gi|187 DFDEFISFCNANPGLMKDVAKVF 
      60        70        80   
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (13-80:107-173) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
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                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
        140       150        160       170       180       190      
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
         200       210       220       230       240       250      
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 19.7 E():   24 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 18 aa overlap (59-76:36-53) 
 
       30        40        50        60        70        80         
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID         
                                     :  . :::.: : .. ..             
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPGRMRSF 
          10        20        30        40        50        60      
 
gi|727 CSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNGGV 
          70        80        90       100       110       120      
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 77.4  bits: 21.2 E():   25 
Smith-Waterman score: 54; 25.4% identity (55.6% similar) in 63 aa overlap (1-62:204-264) 
 
                                             10         20          
2MEPSP                               LKAIDVNMNKMPDVAMTLA-VVALFADGPT 
                                     .:..:.: . .   .:.     :. . :   
gi|558 PTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGE 
           180       190       200       210       220       230    
 
      30        40        50        60        70        80          
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID          
       ..  :.::.::     :   . . :.  .:.::                            
gi|558 SFGIVVSWQVKLLP--VPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFG 
           240         250       260       270       280       290  
 
gi|558 GTAKFEAMYLGTCKALTPLMSSRFPELGMNASHCNEMPWIKSVPFIHLGKQATLSDLLNR 
             300       310       320       330       340       350  
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 48; 22.5% identity (50.7% similar) in 71 aa overlap (5-66:90-159) 
 
                                         10        20        30     
2MEPSP                           LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:. .... . .::   :: .  ..  
gi|281 GEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVAC-PDGGSICKNR 
      60        70        80        90       100        110         
 
           40        50                 60        70        80 
2MEPSP ASWRVKETERMVAIRTELTK---------LGASVEEGPDYCIITPPEKLNVTAID 
       . . .:   ..   . .: :         : : .  .::::               
gi|281 SIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC               
      120       130       140       150                        
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.4  bits: 20.0 E():   28 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (13-61:76-124) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|422 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
          50        60        70        80        90       100      
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             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|422 LRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
         110       120       130       140       150       160      
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 76.3  bits: 18.8 E():   28 
Smith-Waterman score: 46; 30.0% identity (58.0% similar) in 50 aa overlap (13-62:22-68) 
 
                        10        20        30        40        50  
2MEPSP          LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:  .: 
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSE 
               10        20        30        40        50        60 
 
              60        70        80                            
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAID                            
         :: :::  :                                              
gi|117 --KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.2  bits: 19.1 E():   29 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (51-78:28-54) 
 
               30        40        50        60        70        80 
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.2  bits: 19.1 E():   29 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (51-78:28-54) 
 
               30        40        50        60        70        80 
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.2  bits: 19.1 E():   29 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (51-78:28-54) 
 
               30        40        50        60        70        80 
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (13-61:93-141) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|134 ASNKAFAEGLSGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
             70        80        90       100       110       120   
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             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|134 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
            130       140       150       160       170       180   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (13-61:94-142) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (13-61:94-142) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (13-61:94-142) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (13-61:102-150) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|295 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
              80        90       100       110       120       130  
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|295 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
             140       150       160       170       180       190  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
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 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (13-61:104-152) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|109 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|109 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 19.4 E():   31 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (65-71:141-147) 
 
           40        50        60        70        80               
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID               
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (13-61:104-152) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|239 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|239 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (13-61:105-153) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (13-61:105-153) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
             50        60        70        80                       
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2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 75.5  bits: 20.6 E():   31 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (4-61:297-354) 
 
                                          10        20        30    
2MEPSP                            LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
            40           50        60        70        80           
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID           
         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (45.6% similar) in 68 aa overlap (13-80:102-168) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .   : : : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAV-KPVTEDPAWPKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             140        150       160       170       180       190 
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
              200       210       220       230       240       250 
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 50; 25.5% identity (54.9% similar) in 51 aa overlap (13-63:106-156) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..:: :                                        
gi|144 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
         140       150       160       170       180       190      
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.9  bits: 18.5 E():   34 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (13-62:22-68) 
 
                        10        20        30        40        50  
2MEPSP          LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
              60        70        80                        
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAID                        
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         :: :::  :                                          
gi|461 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.9  bits: 18.5 E():   34 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (13-62:22-68) 
 
                        10        20        30        40        50  
2MEPSP          LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
              60        70        80                        
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAID                        
         :: :::  :                                          
gi|416 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.9  bits: 20.0 E():   34 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (13-61:130-178) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|398 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
     100       110       120       130       140       150          
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|398 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (26-76:73-125) 
 
                    10        20        30        40         50     
2MEPSP      LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
           60            70        80          
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAID          
        :  : : : .: :.    ::  .:.              
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN 
     100       110       120       130         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 74.7  bits: 20.3 E():   35 
Smith-Waterman score: 51; 24.4% identity (53.7% similar) in 41 aa overlap (39-79:81-121) 
 
       10        20        30        40        50        60         
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
       70        80                                                 
2MEPSP TPPEKLNVTAID                                                 
           :: .: :                                                  
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (26-76:37-89) 
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                    10        20        30        40         50     
2MEPSP      LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
           60            70        80                               
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAID                               
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.5  bits: 18.8 E():   35 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (51-78:28-54) 
 
               30        40        50        60        70        80 
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|214    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
gi|214 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.5  bits: 18.8 E():   35 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (51-78:28-54) 
 
               30        40        50        60        70        80 
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
gi|158 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.5  bits: 19.7 E():   36 
Smith-Waterman score: 49; 25.5% identity (54.9% similar) in 51 aa overlap (13-63:81-131) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..:: :                                        
gi|180 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
              120       130       140       150       160       170 
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.5  bits: 19.1 E():   36 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (6-27:68-88) 
 
                                        10        20        30      
2MEPSP                          LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
          40        50        60        70        80                
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10458

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (26-76:31-83) 
 
                    10        20        30        40         50     
2MEPSP      LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
           60            70        80                               
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAID                               
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 49; 26.5% identity (55.1% similar) in 49 aa overlap (13-61:94-142) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAEYDAYVATLSEA 
            70        80        90       100       110       120    
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.4  bits: 20.0 E():   41 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (13-61:191-239) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
              170       180       190       200       210       220 
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
              230       240       250       260       270       280 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 73.1  bits: 20.3 E():   43 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (6-49:343-385) 
 
                                        10        20        30      
2MEPSP                          LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
           40        50        60        70        80               
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID               
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.7  bits: 17.6 E():   45 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (30-47:28-45) 
 
               10        20        30        40        50        60 
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                    :.: ..:  . :..::.:              
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gi|144   MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFN 
                 10        20        30        40        50         
 
               70        80 
2MEPSP EGPDYCIITPPEKLNVTAID 
                            
gi|144 EFISFCNANPGLMKDVAKVF 
       60        70         
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.6  bits: 19.1 E():   46 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (6-27:116-136) 
 
                                        10        20        30      
2MEPSP                          LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
          40        50        60        70        80                
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 17.3 E():   46 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (8-31:1-24) 
 
               10        20        30        40        50        60 
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
              : :. .::  : . :.:  . :.:                              
gi|291        MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGEVYCNVCHSRNLINE 
                      10        20        30        40        50    
 
               70        80 
2MEPSP EGPDYCIITPPEKLNVTAID 
                            
gi|291 LSERMAGAQVQL         
            60              
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.4  bits: 18.5 E():   47 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (12-58:38-82) 
 
                                  10        20         30        40 
2MEPSP                    LKAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
               50         60        70        80                    
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIITPPEKLNVTAID                    
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 48; 25.0% identity (47.1% similar) in 68 aa overlap (13-80:102-168) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:....  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADTVFEAA 
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             140       150        160       170       180       190 
 
gi|330 FNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQ 
              200       210       220       230       240       250 
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.2  bits: 18.2 E():   48 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (49-78:10-38) 
 
       20        30        40        50        60        70         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     . :.:.:  .   : :.:.:   . :.. : 
gi|484                      GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEA 
                                    10        20         30         
 
       80                                                           
2MEPSP ID                                                           
                                                                    
gi|484 KFAANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILP 
       40        50        60        70        80        90         
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (22-43:22-43) 
 
               10        20        30        40        50        60 
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                            ::: :. . :. :    .: ::                  
gi|167 MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               70        80                                         
2MEPSP EGPDYCIITPPEKLNVTAID                                         
                                                                    
gi|167 EASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.9  bits: 18.2 E():   50 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (6-62:7-64) 
 
                10         20        30        40        50         
2MEPSP  LKAIDVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
             :. . : :. . .:...:....: ..  . :.. . . :...::  .. . :.  
gi|164 MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQPGTL 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP VEEGPDYCIITPPEKLNVTAID                                       
       .  :                                                         
gi|164 APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE 
               70        80        90       100       110       120 
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.7  bits: 18.8 E():   51 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (2-36:72-112) 
 
                                            10              20      
2MEPSP                              LKAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
          30        40        50        60        70        80      
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID      
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 17.9 E():   53 
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Smith-Waterman score: 43; 30.0% identity (56.0% similar) in 50 aa overlap (13-62:22-68) 
 
                        10        20        30        40        50  
2MEPSP          LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:   : 
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPE 
               10        20        30        40        50        60 
 
              60        70        80                            
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAID                            
         :: :::  :                                              
gi|185 --KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (58-77:89-108) 
 
        30        40        50        60        70        80     
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID     
                                     .::  :  : .. : :....        
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
       60        70        80        90       100       110      
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.2  bits: 18.5 E():   54 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (38-76:83-126) 
 
        10        20        30        40         50        60       
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
             70        80                                           
2MEPSP IIT----PPEKLNVTAID                                           
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.7  bits: 18.2 E():   57 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (28-73:52-93) 
 
                  10        20        30        40        50        
2MEPSP    LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
        60        70        80                                      
2MEPSP SVEEGPDYCIITPPEKLNVTAID                                      
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.7  bits: 17.3 E():   57 
Smith-Waterman score: 41; 26.7% identity (60.0% similar) in 30 aa overlap (1-30:41-70) 
 
                                             10        20        30 
2MEPSP                               LKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :  .:..  .:: . . : .  :...:  : 
gi|453 PQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPA 
               20        30        40        50        60        70 
 
               40        50        60        70        80 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                                          
gi|453 CSPKWLQLLVP                                        
               80                                         
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>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (13-61:105-153) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (13-61:105-153) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (13-61:105-153) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (13-61:105-153) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (13-61:105-153) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
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                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (13-61:105-153) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (13-61:105-153) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (13-61:105-153) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (13-61:105-153) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
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gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (13-61:105-153) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (6-61:269-325) 
 
                                        10        20        30      
2MEPSP                          LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
          40        50         60        70        80               
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGPDYCIITPPEKLNVTAID               
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.3  bits: 17.9 E():   60 
Smith-Waterman score: 43; 27.6% identity (65.5% similar) in 29 aa overlap (51-79:12-40) 
 
               30        40        50        60        70        80 
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :. .. ..: : :::   . ... :.  
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (5-60:90-149) 
 
                                         10        20        30     
2MEPSP                           LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            40             50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
       .: ...:     ..:.: . .    ::  .::                     
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN          
       120       130       140       150       160          
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (5-60:90-149) 
 
                                         10        20        30     
2MEPSP                           LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
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gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            40             50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
       .: ...:     ..:.: . .    ::  .::                     
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN          
       120       130       140       150       160          
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (5-60:90-149) 
 
                                         10        20        30     
2MEPSP                           LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            40             50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
       .: ...:     ..:.: . .    ::  .::                     
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN          
       120       130       140       150       160          
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (5-60:90-149) 
 
                                         10        20        30     
2MEPSP                           LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            40             50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
       .: ...:     ..:.: . .    ::  .::                     
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN          
       120       130       140       150       160          
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 17.3 E():   64 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (63-77:70-84) 
 
             40        50        60        70        80     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID     
                                     :  : .. : :....        
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR 
      40        50        60        70        80        90  
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.1 E():   68 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (13-61:132-180) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
             110       120       130       140       150       160  
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  . ::                                          
gi|113 LRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
             170       180       190       200       210       220  
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (16-41:8-32) 
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               10        20        30        40        50        60 
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                      ..: :.:. ::  . ..: :. ..:.                    
gi|558         MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKP 
                       10         20        30        40        50  
 
               70        80                                         
2MEPSP EGPDYCIITPPEKLNVTAID                                         
                                                                    
gi|558 FTLEALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNV 
              60        70        80        90       100       110  
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (16-41:8-32) 
 
               10        20        30        40        50        60 
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                      ..: :.:. ::  . ..: :. ..:.                    
gi|558         MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKP 
                       10         20        30        40        50  
 
               70        80                                         
2MEPSP EGPDYCIITPPEKLNVTAID                                         
                                                                    
gi|558 FTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNV 
              60        70        80        90       100       110  
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (16-41:8-32) 
 
               10        20        30        40        50        60 
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                      ..: :.:. ::  . ..: :. ..:.                    
gi|256         MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKP 
                       10         20        30        40        50  
 
               70        80                                         
2MEPSP EGPDYCIITPPEKLNVTAID                                         
                                                                    
gi|256 FTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNV 
              60        70        80        90       100       110  
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (16-41:8-32) 
 
               10        20        30        40        50        60 
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                      ..: :.:. ::  . ..: :. ..:.                    
gi|218         MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKP 
                       10         20        30        40        50  
 
               70        80                                         
2MEPSP EGPDYCIITPPEKLNVTAID                                         
                                                                    
gi|218 FTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNV 
              60        70        80        90       100       110  
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (16-41:8-32) 
 
               10        20        30        40        50        60 
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                      ..: :.:. ::  . ..: :. ..:.                    
gi|864         MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKP 
                       10         20        30        40        50  
 
               70        80                                         
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2MEPSP EGPDYCIITPPEKLNVTAID                                         
                                                                    
gi|864 FTLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNV 
              60        70        80        90       100       110  
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (64-80:115-128) 
 
            40        50        60        70        80              
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID              
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (64-80:115-128) 
 
            40        50        60        70        80              
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID              
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (39-72:170-204) 
 
       10        20        30        40        50        60         
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
        70        80                                                
2MEPSP ITPPEKLNVTAID                                                
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 18.2 E():   70 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (63-70:172-179) 
 
             40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     : :: :.:           
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN    
             150       160       170       180          
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (13-61:105-153) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
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          140       150       160       170       180       190     
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (13-61:105-153) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.7  bits: 15.5 E():   74 
Smith-Waterman score: 38; 31.2% identity (59.4% similar) in 32 aa overlap (1-31:2-30) 
 
                 10        20        30        40        50         
2MEPSP  LKAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
        .::. : : .. :     ..  :  .::::..                            
gi|122 MVKAVTVLNSSEGP---HGIVYFAQEGDGPTTV                            
               10           20        30                            
 
       60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAID 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (5-36:89-118) 
 
                                         10        20        30     
2MEPSP                           LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
           40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
       .:                                             
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN    
        120       130       140       150             
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (5-36:90-119) 
 
                                         10        20        30     
2MEPSP                           LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
       .:                                             
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN    
       120       130       140       150       160    
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (5-36:90-119) 
 
                                         10        20        30     
2MEPSP                           LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
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      60        70        80        90       100         110        
 
           40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
       .:                                             
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN    
       120       130       140       150       160    
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (5-36:90-119) 
 
                                         10        20        30     
2MEPSP                           LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
           40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
       .:                                             
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN    
       120       130       140       150       160    
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (5-27:90-112) 
 
                                         10        20        30     
2MEPSP                           LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
           40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                                      
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN      
     120       130       140       150       160      
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (5-36:90-119) 
 
                                         10        20        30     
2MEPSP                           LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
       .:                                             
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN    
       120       130       140       150       160    
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (5-36:90-119) 
 
                                         10        20        30     
2MEPSP                           LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
           40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
       .:                                             
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN    
       120       130       140       150       160    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10470

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|42559514|sp|Q967Z0.1|MYSP_DERFA RecName: Full=Param  (692 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 68.6  bits: 20.0 E():   75 
Smith-Waterman score: 50; 23.6% identity (54.5% similar) in 55 aa overlap (1-55:178-227) 
 
                                             10        20        30 
2MEPSP                               LKAIDVNMNKMPDVAMTLAVVALFADGPTA 
                                     :... :....  .. . :      :.:    
gi|425 QQLEDTRHRLEEEERKRASLENHAHTLEVELESLKVQLDEESEARLELERQLTKANG--- 
       150       160       170       180       190       200        
 
               40        50        60        70        80           
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID           
         :.:::. :   .. :   :. .:                                    
gi|425 --DAASWKSKYEAELQAHADEVEELRRKMAQKISEYEEQLEALLNKCSSLEKQKSRLQSE 
            210       220       230       240       250       260   
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.6  bits: 19.7 E():   75 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (28-40:336-348) 
 
                  10        20        30        40        50        
2MEPSP    LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
        60        70        80                                      
2MEPSP SVEEGPDYCIITPPEKLNVTAID                                      
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 68.6  bits: 19.7 E():   75 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (28-66:336-369) 
 
                  10        20        30        40        50        
2MEPSP    LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
         60        70        80                                     
2MEPSP S-VEEGPDYCIITPPEKLNVTAID                                     
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (19-37:15-35) 
 
               10        20          30        40        50         
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLGAS 
                         :.:. :.:.:  .  :  :.:                      
gi|908     MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAMGG 
                   10        20        30        40        50       
 
       60        70        80                                       
2MEPSP VEEGPDYCIITPPEKLNVTAID                                       
                                                                    
gi|908 KGGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTIDGR 
         60        70        80        90       100       110       
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (13-61:125-173) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
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                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKATPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
          160       170       180       190       200       210     
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (20-67:178-227) 
 
                          10        20        30        40          
2MEPSP            LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
       50        60         70        80                            
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVTAID                            
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (14-30:8-26) 
 
               10        20          30        40        50         
2MEPSP LKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                    ::: :::....  : .:::                             
gi|300       MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTA 
                     10        20        30        40        50     
 
       60        70        80                                       
2MEPSP VEEGPDYCIITPPEKLNVTAID                                       
                                                                    
gi|300 NVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAF 
           60        70        80        90       100       110     
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (14-30:8-26) 
 
               10        20          30        40        50         
2MEPSP LKAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                    ::: :::....  : .:::                             
gi|300       MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTA 
                     10        20        30        40        50     
 
       60        70        80                                       
2MEPSP VEEGPDYCIITPPEKLNVTAID                                       
                                                                    
gi|300 NVPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAF 
           60        70        80        90       100       110     
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 46; 26.5% identity (55.1% similar) in 49 aa overlap (13-61:101-149) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..::                                          
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gi|249 LRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAPANDKFTVFEGA 
              140       150       160       170       180       190 
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (39-72:188-222) 
 
       10        20        30        40        50        60         
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
        70        80                                                
2MEPSP ITPPEKLNVTAID                                                
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (39-72:188-222) 
 
       10        20        30        40        50        60         
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
        70        80                                                
2MEPSP ITPPEKLNVTAID                                                
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 67.9  bits: 18.8 E():   82 
Smith-Waterman score: 46; 44.0% identity (56.0% similar) in 25 aa overlap (55-78:141-165) 
 
           30        40        50        60         70        80    
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAID    
                                     ::    .: :  : : :::. .: :      
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (64-80:318-334) 
 
            40        50        60        70        80              
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID              
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (16-46:121-151) 
 
                              10        20        30        40      
2MEPSP                LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10473

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

          50        60        70        80                          
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                          
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (10-28:2-20) 
 
               10        20        30        40        50        60 
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                :.  .:... :::. :.::                                 
gi|157         MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLANGAPDKTEAE 
                       10        20        30        40        50   
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.2  bits: 14.9 E():   89 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (67-74:9-16) 
 
         40        50        60        70        80   
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID   
                                     :: :: :.         
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP 
                                     10        20     
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (5-27:90-112) 
 
                                         10        20        30     
2MEPSP                           LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
           40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                                      
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN      
     120       130       140       150       160      
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (5-36:90-119) 
 
                                         10        20        30     
2MEPSP                           LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
           40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
       .:                                             
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN    
       120       130       140       150       160    
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 45; 26.5% identity (48.5% similar) in 68 aa overlap (13-80:113-179) 
 
                                 10        20        30        40   
2MEPSP                   LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :. . .:  :  .  : :  :.    . :. 
gi|663 FKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
             50        60        70        80                       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID                       
        :..:   :.  .  ..:: :   : :   .. :  ::                       
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gi|663 LRVIAGALEVHAVKPATEEVPAAKIPTGELQI-VDKIDAAFKIAATAANAAPTNDKFTVF 
            150       160       170        180       190       200  
 
gi|663 ESAFNKALKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAITAMS 
             210       220       230       240       250       260  
 
>>gi|62249512|gb|AAX77688.1| profilin isoallergen 2 [Amb  (133 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.8  bits: 17.3 E():   93 
Smith-Waterman score: 41; 39.3% identity (64.3% similar) in 28 aa overlap (1-27:44-71) 
 
                                              10        20          
2MEPSP                               LKAIDVN-MNKMPDVAMTLAVVALFADGPT 
                                     .:  ..: . :  :.: ::: ..::  :   
gi|622 DIDGSGHHLSSAAIFGTDGAVWAKSGSFPEFKPDEINAIIKEFDAAGTLAPTGLFLAGAK 
            20        30        40        50        60        70    
 
      30        40        50        60        70        80          
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID          
                                                                    
gi|622 YMVIQGEPGAVIRGKKGAGGICIKKTGQAMVFGIYEEPVAPGQCNMVVERLGDYLVDQGM 
            80        90       100       110       120       130    
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (46-77:183-213) 
 
          20        30        40        50        60        70      
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
          80                                                        
2MEPSP VTAID                                                        
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.8  bits: 19.7 E():   94 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (49-73:517-541) 
 
       20        30        40        50        60        70         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
       80                                                           
2MEPSP ID                                                           
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.8  bits: 18.5 E():   94 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (34-63:227-256) 
 
            10        20        30        40        50        60    
2MEPSP IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
            70        80                                    
2MEPSP DYCIITPPEKLNVTAID                                    
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 17.9 E():   97 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (61-71:3-13) 
 
               40        50        60        70        80           
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID           
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.2 E():   97 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (63-70:245-252) 
 
             40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     : :: :.:           
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN    
          220       230       240       250             
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (64-71:116-123) 
 
            40        50        60        70        80              
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID              
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
 
gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 16.7 E():   98 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (63-77:70-84) 
 
             40        50        60        70        80      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID      
                                     :  : .. : :....         
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
      40        50        60        70        80        90   
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 66.5  bits: 16.7 E():   98 
Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (31-77:32-85) 
 
               10        20        30        40        50        60 
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
 
                       70        80     
2MEPSP --------EGPDYCIITPPEKLNVTAID     
                 :  : .. : :....        
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK 
               70        80        90   
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.5  bits: 18.5 E():   98 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (64-72:214-222) 
 
            40        50        60        70        80              
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID              
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
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gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (11-25:1-15) 
 
               10        20        30        40        50        60 
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                 : . ...: ::::::                                    
gi|386           MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKWLDAKSTWYG 
                         10        20        30        40        50 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.3  bits: 17.3 E(): 1e 
Smith-Waterman score: 41; 30.8% identity (73.1% similar) in 26 aa overlap (16-41:4-28) 
 
               10        20        30        40        50        60 
2MEPSP LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                      ..: :.:. ::  . ..: :. ..:.                    
gi|546             GTMVSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKP 
                           10         20        30        40        
 
               70        80                                         
2MEPSP EGPDYCIITPPEKLNVTAID                                         
                                                                    
gi|546 FTLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNV 
        50        60        70        80        90       100        
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.3  bits: 19.1 E(): 1e 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (23-44:469-490) 
 
                       10        20        30        40        50   
2MEPSP         LKAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
             60        70        80 
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAID 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 17.9 E(): 1e 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (64-71:109-116) 
 
            40        50        60        70        80              
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID              
                                     .:: : ::                       
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
       80        90       100       110       120       130         
 
gi|616 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
      140       150       160       170       180       190         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:03 2011 done: Tue Apr 19 10:58:04 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>2MEPSPS: 321  - 400 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     4     2:*= 
  32    12     8:==*= 
  34    11    22:====   * 
  36    41    44:==============* 
  38    70    73:========================* 
  40    88   102:==============================   * 
  42   147   125:=========================================*======= 
  44   134   138:=============================================* 
  46   154   140:==============================================*===== 
  48   106   134:====================================        * 
  50   132   122:========================================*=== 
  52   114   108:===================================*== 
  54    91    92:==============================* 
  56    74    77:=========================* 
  58    33    63:===========         * 
  60    39    51:=============   * 
  62    32    41:===========  * 
  64    32    33:==========* 
  66    47    26:========*======= 
  68    33    20:======*==== 
  70    20    16:=====*= 
  72    13    12:===*= 
  74    23    10:===*==== 
  76    10     8:==*= 
  78     7     6:=*= 
  80    11     5:=*== 
  82     4     3:*= 
  84     2     3:* 
  86     0     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.04740.00337; mu= 5.9346 0.176 
 mean_var=37.671010.043, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.208964 
 Kolmogorov-Smirnov  statistic: 0.0380 (N=27) at  64 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.5     2.9 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   55 21.6     4.9 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   58 22.4     8.5 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.6      11 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10478

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   58 22.4      11 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.4      12 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.3      13 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.5      14 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   54 21.2      15 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   54 21.2      15 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.8      16 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 21.8      17 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 18.9      17 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 18.9      18 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   54 21.2      18 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.6      18 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.5      18 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   48 19.5      18 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.7      19 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 20.9      20 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 18.9      20 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   52 20.6      21 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   52 20.6      21 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   52 20.6      21 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   52 20.6      21 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   52 20.6      22 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   49 19.7      24 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   48 19.4      27 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 18.9      28 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.1      29 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.1      29 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.1      29 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   50 20.0      29 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   50 20.0      31 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   50 20.0      31 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   50 20.0      31 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   50 20.0      31 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.4      32 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.0      32 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 20.0      32 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 20.0      32 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   53 20.8      32 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   50 20.0      32 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   50 20.0      32 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   50 20.0      33 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   50 20.0      33 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.6      33 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.6      33 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.6      33 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 18.8      35 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 18.8      35 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   46 18.8      35 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   46 18.8      35 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 20.0      35 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 18.8      36 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.1      36 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   51 20.3      36 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.7      37 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.7      38 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   50 20.0      43 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.7      44 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.4      44 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 20.3      45 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.1      46 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.5      47 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.2      47 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   48 19.4      49 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      49 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.2      49 
gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=S ( 204)   46 18.8      52 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 18.0      52 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.0      53 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.5      55 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.2      57 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   43 17.9      60 
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gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.1      60 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.2      61 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.2      61 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.2      61 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.2      61 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.4      62 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.4      63 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 17.9      68 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 17.9      68 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 17.9      68 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 17.9      68 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 17.9      68 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.6      68 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   40 17.1      68 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.5      69 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.5      69 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.1      70 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.8      71 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.2      71 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   46 18.8      74 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.8      74 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 17.9      74 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 17.9      75 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 17.9      75 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 17.9      75 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 17.9      75 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 17.9      75 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 17.9      75 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.6      79 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.6      79 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.8      79 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.1      79 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.6      80 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.6      80 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 15.1      81 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.8      82 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   46 18.8      83 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.8      83 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.8      83 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.6      84 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.2      85 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.8      85 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.1      88 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.6      91 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.6      91 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   45 18.5      95 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.8      95 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 16.8      95 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.5      97 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 18.8      98 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 17.9      98 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 17.9      99 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.3      99 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.2   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 94.1  bits: 22.5 E():  2.9 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (50-77:27-53) 
 
      20        30        40        50        60        70          
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :: .:   : :::::   .::.. :   
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gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 90.0  bits: 21.6 E():  4.9 
Smith-Waterman score: 55; 28.6% identity (54.5% similar) in 77 aa overlap (3-77:36-108) 
 
                                           10        20        30   
2MEPSP                             KAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  :: : 
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAI-D 
          10        20        30        40        50        60      
 
             40          50        60        70        80           
2MEPSP VASWRVKETERM-VAIRT-ELTKLGASVEEGPDYCIITPPEKLNVTAIDT           
       . . ...  . :   ::  :  .:  .. : ::    ::  : .: :              
gi|484 IPGLETNACKLMKCPIRKGEHQELIYNIGEIPD---ATPEIKAKVKAQLIGEHGVLACGW 
           70        80        90          100       110       120  
 
gi|484 VDGEVQE 
               
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 85.8  bits: 22.4 E():  8.5 
Smith-Waterman score: 58; 21.2% identity (66.7% similar) in 33 aa overlap (4-36:280-312) 
 
                                          10        20        30    
2MEPSP                            KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.. .:.    ...:.:. ..: :.   .. 
gi|148 GTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANI 
     250       260       270       280       290       300          
 
            40        50        60        70        80              
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT              
        .:                                                          
gi|148 LAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDELAKKVAELTEK 
     310       320       330       340       350       360          
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 83.9  bits: 20.6 E():   11 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (38-71:104-138) 
 
        10        20        30        40        50         60       
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
         70        80   
2MEPSP ITPPEKLNVTAIDT   
       :.: .            
gi|110 ISPSQGCQFSSPYWSY 
           140          
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 83.4  bits: 22.4 E():   11 
Smith-Waterman score: 58; 21.2% identity (66.7% similar) in 33 aa overlap (4-36:410-442) 
 
                                          10        20        30    
2MEPSP                            KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.. .:.    ...:.:. ..: :.   .. 
gi|601 GTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANI 
     380       390       400       410       420       430          
 
            40        50        60        70        80              
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2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT              
        .:                                                          
gi|601 LAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDELAHKVAELTEK 
     440       450       460       470       480       490          
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 83.0  bits: 20.4 E():   12 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (25-79:45-89) 
 
                     10        20        30        40        50     
2MEPSP       KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
           60        70        80                                   
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDT                                   
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 82.4  bits: 20.3 E():   13 
Smith-Waterman score: 51; 29.7% identity (54.7% similar) in 64 aa overlap (15-78:8-57) 
 
               10        20        30        40        50        60 
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                     ..: :.:. ::  . ..: :. ..:..  ::         :    . 
gi|558        MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKV--MVD--------GC---H 
                      10         20        30                       
 
               70        80                                         
2MEPSP GPDYCIITPPEKLNVTAIDT                                         
       : : :::   . .:. ::                                           
gi|558 GSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVK 
      40        50        60        70        80        90          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.0  bits: 21.5 E():   14 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (12-60:131-179) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 81.4  bits: 21.2 E():   15 
Smith-Waterman score: 54; 27.9% identity (50.0% similar) in 68 aa overlap (12-79:113-179) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..:: :   : :   .. :  ::                       
gi|441 LRVIAGALEVHAVKPATEEVPAAKIPTGELQI-VDKIDAAFKIAATAANAAPTNDKFTVF 
            150       160       170        180       190       200  
 
gi|441 ESAFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMT 
             210       220       230       240       250       260  
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>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.1  bits: 21.2 E():   15 
Smith-Waterman score: 54; 28.6% identity (55.1% similar) in 49 aa overlap (12-60:130-178) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|330 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
     100       110       120       130       140       150          
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|330 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 81.0  bits: 19.8 E():   16 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (31-69:63-104) 
 
               10        20        30          40        50         
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
        60        70        80   
2MEPSP VEEGPDYCIITPPEKLNVTAIDT   
       .   : ::.  :              
gi|999 AALVPKYCLQHPHACDLYKNQTVMS 
            100       110        
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.4  bits: 21.8 E():   17 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (4-36:407-439) 
 
                                          10        20        30    
2MEPSP                            KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
            40        50        60        70        80              
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT              
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.2  bits: 18.9 E():   17 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (23-69:15-61) 
 
               10        20        30        40         50          
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVE 
                             .:.   :.: ..:  . :..::.: : :.   .  . . 
gi|124         GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFD 
                       10        20        30        40         50  
 
      60        70        80 
2MEPSP EGPDYCIITPPEKLNVTAIDT 
       :  ..:  .:            
gi|124 EFISFCNANPGLMKDVAKVF  
              60        70   
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.0  bits: 18.9 E():   18 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (23-69:17-63) 
 
               10        20        30        40         50          
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVE 
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                             .:.   :.: ..:  . :..::.: : :.   .  . . 
gi|124       GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFD 
                     10        20        30        40         50    
 
      60        70        80 
2MEPSP EGPDYCIITPPEKLNVTAIDT 
       :  ..:  .:            
gi|124 EFISFCNANPGLMKDVAKVF  
            60        70     
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.9  bits: 21.2 E():   18 
Smith-Waterman score: 56; 29.0% identity (61.3% similar) in 62 aa overlap (15-75:8-62) 
 
               10        20         30        40        50          
2MEPSP KAIDVNMNKMPDVAMTLAVVAL-FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                     :.:..::: :  .:.:  .      .. : ..... : .. . ::: 
gi|122        MRQSLKVMVLSTVALLFMANPAAASE------EKKEYLIVVEPEEVS-AQSVE 
                      10        20              30        40        
 
      60        70        80                                        
2MEPSP EGPDYCIITPPEKLNVTAIDT                                        
       :. :  .:   :.. :                                             
gi|122 ESYDVDVIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQ 
         50        60        70        80        90       100       
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.8  bits: 20.6 E():   18 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (54-71:180-197) 
 
            30        40        50        60         70        80   
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDT   
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.8  bits: 19.5 E():   18 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (12-61:22-68) 
 
                         10        20        30        40        50 
2MEPSP           KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
               60        70        80                         
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDT                         
        ::: :::  :                                            
gi|668 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.8  bits: 19.5 E():   18 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (12-61:22-68) 
 
                         10        20        30        40        50 
2MEPSP           KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
               60        70        80                         
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDT                         
        ::: :::  :                                            
gi|833 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
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>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (38-71:96-130) 
 
        10        20        30        40         50        60       
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
         70        80 
2MEPSP ITPPEKLNVTAIDT 
       :.: .          
gi|244 ISPSQGCQFQSSY  
         130          
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 79.1  bits: 20.9 E():   20 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (25-71:115-168) 
 
                     10        20        30        40        50     
2MEPSP       KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
            60               70        80                           
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDT                           
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.0  bits: 18.9 E():   20 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (23-69:26-72) 
 
                  10        20        30        40         50       
2MEPSP    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
         60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDT 
       . .:  ..:  .:            
gi|187 DFDEFISFCNANPGLMKDVAKVF  
      60        70        80    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (12-79:92-158) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|481 PAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              70        80        90       100       110       120  
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|481 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             130       140        150       160       170       180 
 
gi|481 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAMS 
              190       200       210       220       230       240 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (12-79:93-159) 
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                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|168 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
            130       140        150       160       170       180  
 
gi|168 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
             190       200       210       220       230       240  
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (12-79:96-162) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|285 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
         130       140        150       160       170       180     
 
gi|285 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
          190       200       210       220       230       240     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 52; 25.3% identity (50.7% similar) in 75 aa overlap (6-79:102-175) 
 
                                        10        20        30      
2MEPSP                          KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
                                     : .:. .... :  ..  ::     : :   
gi|219 EEAEKKLTESEQEIASLTRKTTLLEDDIAKNEEKLMSATQKLEEASHAADESERGRKVLE 
              80        90       100       110       120       130  
 
           40        50        60        70        80               
2MEPSP WR-VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT               
        :   . ::. :....: : .  . :  :       .:: .: .:                
gi|219 SRSFADDERIDALEAQL-KEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKI 
             140        150       160       170       180       190 
 
gi|219 IELEEELTVVGANIKTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQ 
              200       210       220       230       240       250 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.3  bits: 20.6 E():   22 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (12-79:107-173) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
        140       150        160       170       180       190      
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
         200       210       220       230       240       250      

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10486

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.5  bits: 19.7 E():   24 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 18 aa overlap (58-75:36-53) 
 
        30        40        50        60        70        80        
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT        
                                     :  . :::.: : .. ..             
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPGRMRSF 
          10        20        30        40        50        60      
 
gi|727 CSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNGGV 
          70        80        90       100       110       120      
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.9  bits: 19.4 E():   27 
Smith-Waterman score: 48; 22.5% identity (50.7% similar) in 71 aa overlap (4-65:90-159) 
 
                                          10        20        30    
2MEPSP                            KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:. .... . .::   :: .  ..  
gi|281 GEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVAC-PDGGSICKNR 
      60        70        80        90       100        110         
 
            40        50                 60        70        80 
2MEPSP ASWRVKETERMVAIRTELTK---------LGASVEEGPDYCIITPPEKLNVTAIDT 
       . . .:   ..   . .: :         : : .  .::::                
gi|281 SIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC                
      120       130       140       150                         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 76.4  bits: 18.9 E():   28 
Smith-Waterman score: 46; 30.0% identity (58.0% similar) in 50 aa overlap (12-61:22-68) 
 
                         10        20        30        40        50 
2MEPSP           KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:  .: 
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSE 
               10        20        30        40        50        60 
 
               60        70        80                           
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDT                           
         :: :::  :                                              
gi|117 --KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.2  bits: 19.1 E():   29 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (50-77:28-54) 
 
      20        30        40        50        60        70          
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.2  bits: 19.1 E():   29 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (50-77:28-54) 
 
      20        30        40        50        60        70          
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
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      80                                                            
2MEPSP T                                                            
                                                                    
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.2  bits: 19.1 E():   29 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (50-77:28-54) 
 
      20        30        40        50        60        70          
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.2  bits: 20.0 E():   29 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (12-60:76-124) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|422 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
          50        60        70        80        90       100      
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|422 LRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
         110       120       130       140       150       160      
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (12-60:93-141) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|134 ASNKAFAEGLSGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
             70        80        90       100       110       120   
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|134 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
            130       140       150       160       170       180   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (12-60:94-142) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10488

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (12-60:94-142) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (12-60:94-142) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 19.4 E():   32 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (64-70:141-147) 
 
            40        50        60        70        80              
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT              
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (12-60:102-150) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|295 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
              80        90       100       110       120       130  
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|295 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
             140       150       160       170       180       190  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (12-60:104-152) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|109 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
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              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|109 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (12-60:104-152) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|239 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|239 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 53; 25.8% identity (54.8% similar) in 62 aa overlap (1-61:205-264) 
 
                                             10         20          
2MEPSP                               KAIDVNMNKMPDVAMTLA-VVALFADGPTA 
                                     :..:.: . .   .:.     :. . :  . 
gi|558 TIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSADHFWAVRGGGGES 
          180       190       200       210       220       230     
 
      30        40        50        60        70        80          
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT          
       .  :.::.::     :   . . :.  .:.::                             
gi|558 FGIVVSWQVKLLP--VPPTVTVFKIPKTVQEGAVELINKWQLVAPALPDDLMIRIIAFGG 
          240         250       260       270       280       290   
 
gi|558 TAKFEAMYLGTCKALTPLMSSRFPELGMNASHCNEMPWIKSVPFIHLGKQATLSDLLNRN 
            300       310       320       330       340       350   
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (12-60:105-153) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (12-60:105-153) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
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          140       150       160       170       180       190     
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.2  bits: 20.0 E():   33 
Smith-Waterman score: 50; 26.5% identity (45.6% similar) in 68 aa overlap (12-79:102-168) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .   : : : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAV-KPVTEDPAWPKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             140        150       160       170       180       190 
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
              200       210       220       230       240       250 
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 20.0 E():   33 
Smith-Waterman score: 50; 25.5% identity (54.9% similar) in 51 aa overlap (12-62:106-156) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..:: :                                        
gi|144 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
         140       150       160       170       180       190      
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 75.1  bits: 20.6 E():   33 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (3-60:297-354) 
 
                                           10        20        30   
2MEPSP                             KAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
                40        50        60        70        80          
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT          
         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 75.1  bits: 18.6 E():   33 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (12-61:22-68) 
 
                         10        20        30        40        50 
2MEPSP           KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
               60        70        80                       
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDT                       
         :: :::  :                                          
gi|461 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
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>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 75.1  bits: 18.6 E():   33 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (12-61:22-68) 
 
                         10        20        30        40        50 
2MEPSP           KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
               60        70        80                       
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDT                       
         :: :::  :                                          
gi|416 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.8  bits: 18.8 E():   35 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (25-75:73-125) 
 
                     10        20        30        40         50    
2MEPSP       KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
            60            70        80         
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDT         
        :  : : : .: :.    ::  .:.              
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN 
     100       110       120       130         
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (25-75:37-89) 
 
                     10        20        30        40         50    
2MEPSP       KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
            60            70        80                              
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDT                              
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.6  bits: 18.8 E():   35 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (50-77:28-54) 
 
      20        30        40        50        60        70          
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|158 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.6  bits: 18.8 E():   35 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (50-77:28-54) 
 
      20        30        40        50        60        70          
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
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                                     :.:.:  :   : : :.:   .:... :   
gi|214    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|214 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.6  bits: 20.0 E():   35 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (12-60:130-178) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|398 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
     100       110       120       130       140       150          
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|398 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.5  bits: 18.8 E():   36 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (25-75:31-83) 
 
                     10        20        30        40         50    
2MEPSP       KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
            60            70        80                              
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDT                              
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.4  bits: 19.1 E():   36 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (5-26:68-88) 
 
                                         10        20        30     
2MEPSP                           KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
           40        50        60        70        80               
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT               
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  48 init1:  48 opt:  51  Z-score: 74.3  bits: 20.3 E():   36 
Smith-Waterman score: 51; 24.4% identity (53.7% similar) in 41 aa overlap (38-78:81-121) 
 
        10        20        30        40        50        60        
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
        70        80                                                
2MEPSP TPPEKLNVTAIDT                                                
           :: .: :                                                  
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gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 49; 25.5% identity (54.9% similar) in 51 aa overlap (12-62:81-131) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..:: :                                        
gi|180 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
              120       130       140       150       160       170 
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 49; 26.5% identity (55.1% similar) in 49 aa overlap (12-60:94-142) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAEYDAYVATLSEA 
            70        80        90       100       110       120    
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.1  bits: 20.0 E():   43 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (12-60:191-239) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
              170       180       190       200       210       220 
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
              230       240       250       260       270       280 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.9  bits: 17.7 E():   44 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (29-46:28-45) 
 
               10        20        30        40        50        60 
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                                   :.: ..:  . :..::.:               
gi|144  MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNE 
                10        20        30        40        50          
 
               70        80 
2MEPSP GPDYCIITPPEKLNVTAIDT 
                            
gi|144 FISFCNANPGLMKDVAKVF  
      60        70          
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.8  bits: 17.4 E():   44 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (7-30:1-24) 
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               10        20        30        40        50        60 
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
             : :. .::  : . :.:  . :.:                               
gi|291       MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGEVYCNVCHSRNLINEL 
                     10        20        30        40        50     
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 72.7  bits: 20.3 E():   45 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (5-48:343-385) 
 
                                         10        20        30     
2MEPSP                           KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
            40        50        60        70        80              
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT              
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.4  bits: 19.1 E():   46 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (5-26:116-136) 
 
                                         10        20        30     
2MEPSP                           KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
           40        50        60        70        80               
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT               
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.4  bits: 18.5 E():   47 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (11-57:38-82) 
 
                                   10        20         30          
2MEPSP                     KAIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
      40        50         60        70        80                   
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIITPPEKLNVTAIDT                   
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.3  bits: 18.2 E():   47 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (48-77:10-38) 
 
        20        30        40        50        60        70        
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     . :.:.:  .   : :.:.:   . :.. : 
gi|484                      GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEA 
                                    10        20         30         
 
        80                                                          
2MEPSP IDT                                                          
                                                                    
gi|484 KFAANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILP 
       40        50        60        70        80        90         
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
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 initn:  41 init1:  41 opt:  48  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 48; 25.0% identity (47.1% similar) in 68 aa overlap (12-79:102-168) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:....  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADTVFEAA 
             140       150        160       170       180       190 
 
gi|330 FNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQ 
              200       210       220       230       240       250 
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (21-42:22-43) 
 
                10        20        30        40        50          
2MEPSP  KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                            ::: :. . :. :    .: ::                  
gi|167 MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP EGPDYCIITPPEKLNVTAIDT                                        
                                                                    
gi|167 EASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.9  bits: 18.2 E():   49 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (5-61:7-64) 
 
                 10         20        30        40        50        
2MEPSP   KAIDVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
             :. . : :. . .:...:....: ..  . :.. . . :...::  .. . :.  
gi|164 MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQPGTL 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP VEEGPDYCIITPPEKLNVTAIDT                                      
       .  :                                                         
gi|164 APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE 
               70        80        90       100       110       120 
 
>>gi|14423933|sp|O82803.1|SRPP_HEVBR RecName: Full=Small  (204 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.5  bits: 18.8 E():   52 
Smith-Waterman score: 46; 24.4% identity (61.0% similar) in 41 aa overlap (1-35:72-112) 
 
                                             10              20     
2MEPSP                               KAIDVNMNKMPDVA------MTLAVVALFA 
                                     :..::.....  :.      ..  . ..   
gi|144 KPGVDTIENVVKTVVTPVYYIPLEAVKFVDKTVDVSVTSLDGVVPPVIKQVSAQTYSVAQ 
              50        60        70        80        90       100  
 
           30        40        50        60        70        80     
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT     
       :.:  . ::::                                                  
gi|144 DAPRIVLDVASSVFNTGVQEGAKALYANLEPKAEQYAVITWRALNKLPLVPQVANVVVPT 
             110       120       130       140       150       160  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.5  bits: 18.0 E():   52 
Smith-Waterman score: 43; 30.0% identity (56.0% similar) in 50 aa overlap (12-61:22-68) 
 
                         10        20        30        40        50 
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2MEPSP           KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:   : 
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPE 
               10        20        30        40        50        60 
 
               60        70        80                           
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDT                           
         :: :::  :                                              
gi|185 --KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.4  bits: 18.0 E():   53 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (57-76:89-108) 
 
         30        40        50        60        70        80    
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT    
                                     .::  :  : .. : :....        
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
       60        70        80        90       100       110      
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.1  bits: 18.5 E():   55 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (37-75:83-126) 
 
         10        20        30        40         50        60      
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
              70        80                                          
2MEPSP IIT----PPEKLNVTAIDT                                          
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (27-72:52-93) 
 
                   10        20        30        40        50       
2MEPSP     KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
         60        70        80                                     
2MEPSP SVEEGPDYCIITPPEKLNVTAIDT                                     
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.4  bits: 17.9 E():   60 
Smith-Waterman score: 43; 27.6% identity (65.5% similar) in 29 aa overlap (50-78:12-40) 
 
      20        30        40        50        60        70          
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :. .. ..: : :::   . ... :.  
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
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Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (12-60:105-153) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (12-60:105-153) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (12-60:105-153) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (12-60:105-153) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (12-60:105-153) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
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              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (12-60:105-153) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (12-60:105-153) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (12-60:105-153) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (12-60:105-153) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
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>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (12-60:105-153) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (4-59:90-149) 
 
                                          10        20        30    
2MEPSP                            KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                  40        50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
       .: ...:     ..:.: . .    ::  .::                      
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN           
       120       130       140       150       160           
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (4-59:90-149) 
 
                                          10        20        30    
2MEPSP                            KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                  40        50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
       .: ...:     ..:.: . .    ::  .::                      
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN           
       120       130       140       150       160           
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (4-59:90-149) 
 
                                          10        20        30    
2MEPSP                            KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                  40        50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
       .: ...:     ..:.: . .    ::  .::                      
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN           
       120       130       140       150       160           
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (4-59:90-149) 
 
                                          10        20        30    
2MEPSP                            KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
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gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                  40        50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
       .: ...:     ..:.: . .    ::  .::                      
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN           
       120       130       140       150       160           
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.2  bits: 19.4 E():   62 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (5-60:269-325) 
 
                                         10        20        30     
2MEPSP                           KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
           40        50         60        70        80              
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGPDYCIITPPEKLNVTAIDT              
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.0  bits: 17.4 E():   63 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (62-76:70-84) 
 
              40        50        60        70        80    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT    
                                     :  : .. : :....        
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR 
      40        50        60        70        80        90  
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (15-40:8-32) 
 
               10        20        30        40        50        60 
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                     ..: :.:. ::  . ..: :. ..:.                     
gi|558        MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPF 
                      10         20        30        40        50   
 
               70        80                                         
2MEPSP GPDYCIITPPEKLNVTAIDT                                         
                                                                    
gi|558 TLEALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVP 
             60        70        80        90       100       110   
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (15-40:8-32) 
 
               10        20        30        40        50        60 
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                     ..: :.:. ::  . ..: :. ..:.                     
gi|218        MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPF 
                      10         20        30        40        50   
 
               70        80                                         
2MEPSP GPDYCIITPPEKLNVTAIDT                                         
                                                                    
gi|218 TLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVP 
             60        70        80        90       100       110   
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (15-40:8-32) 
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               10        20        30        40        50        60 
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                     ..: :.:. ::  . ..: :. ..:.                     
gi|864        MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPF 
                      10         20        30        40        50   
 
               70        80                                         
2MEPSP GPDYCIITPPEKLNVTAIDT                                         
                                                                    
gi|864 TLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVP 
             60        70        80        90       100       110   
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (15-40:8-32) 
 
               10        20        30        40        50        60 
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                     ..: :.:. ::  . ..: :. ..:.                     
gi|558        MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPF 
                      10         20        30        40        50   
 
               70        80                                         
2MEPSP GPDYCIITPPEKLNVTAIDT                                         
                                                                    
gi|558 TLEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVP 
             60        70        80        90       100       110   
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (15-40:8-32) 
 
               10        20        30        40        50        60 
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                     ..: :.:. ::  . ..: :. ..:.                     
gi|256        MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPF 
                      10         20        30        40        50   
 
               70        80                                         
2MEPSP GPDYCIITPPEKLNVTAIDT                                         
                                                                    
gi|256 TLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVP 
             60        70        80        90       100       110   
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.4  bits: 15.6 E():   68 
Smith-Waterman score: 37; 32.3% identity (58.1% similar) in 31 aa overlap (1-30:3-30) 
 
                  10        20        30        40        50        
2MEPSP   KAIDV-NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
         ::. : : .. :     ..  :  .::::..                            
gi|122 MVKAVTVLNSSEGPH---GIVYFAQEGDGPTTV                            
               10           20        30                            
 
        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDT 
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.1 E():   68 
Smith-Waterman score: 40; 25.9% identity (63.0% similar) in 27 aa overlap (3-29:44-70) 
 
                                           10        20        30   
2MEPSP                             KAIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:..  .:: . . : .  :...:  :    
gi|453 LPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPACSP 
            20        30        40        50        60        70    
 
             40        50        60        70        80 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                                        
gi|453 KWLQLLVP                                         
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            80                                          
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.2  bits: 18.5 E():   69 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (63-79:115-128) 
 
             40        50        60        70        80             
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT             
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.2  bits: 18.5 E():   69 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (63-79:115-128) 
 
             40        50        60        70        80             
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT             
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.1  bits: 19.1 E():   70 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (12-60:132-180) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
             110       120       130       140       150       160  
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  . ::                                          
gi|113 LRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
             170       180       190       200       210       220  
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (38-71:170-204) 
 
        10        20        30        40        50        60        
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
         70        80                                               
2MEPSP ITPPEKLNVTAIDT                                               
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 18.2 E():   71 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (62-69:172-179) 
 
              40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : :: :.:            
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN     
             150       160       170       180           
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (12-60:105-153) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (12-60:105-153) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (4-35:89-118) 
 
                                          10        20        30    
2MEPSP                            KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
            40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
       .:                                              
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN     
        120       130       140       150              
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (4-35:90-119) 
 
                                          10        20        30    
2MEPSP                            KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
       .:                                              
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN     
       120       130       140       150       160     
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (4-35:90-119) 
 
                                          10        20        30    
2MEPSP                            KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
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      60        70        80        90       100         110        
 
            40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
       .:                                              
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN     
       120       130       140       150       160     
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (4-35:90-119) 
 
                                          10        20        30    
2MEPSP                            KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
            40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
       .:                                              
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN     
       120       130       140       150       160     
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (4-26:90-112) 
 
                                          10        20        30    
2MEPSP                            KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
            40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                                       
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN       
     120       130       140       150       160       
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (4-35:90-119) 
 
                                          10        20        30    
2MEPSP                            KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
       .:                                              
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN     
       120       130       140       150       160     
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (4-35:90-119) 
 
                                          10        20        30    
2MEPSP                            KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
            40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
       .:                                              
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN     
       120       130       140       150       160     
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>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (13-29:8-26) 
 
               10        20          30        40        50         
2MEPSP KAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                   ::: :::....  : .:::                              
gi|300      MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTAN 
                    10        20        30        40        50      
 
       60        70        80                                       
2MEPSP EEGPDYCIITPPEKLNVTAIDT                                       
                                                                    
gi|300 VPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFV 
          60        70        80        90       100       110      
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (13-29:8-26) 
 
               10        20          30        40        50         
2MEPSP KAIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASV 
                   ::: :::....  : .:::                              
gi|300      MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTAN 
                    10        20        30        40        50      
 
       60        70        80                                       
2MEPSP EEGPDYCIITPPEKLNVTAIDT                                       
                                                                    
gi|300 VPPADKYKTFEAAFTVSSKRNLADAVSKAPQLVPKLDEVYNAAYNAADHAAPEDKYEAFV 
          60        70        80        90       100       110      
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (12-60:125-173) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKATPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
          160       170       180       190       200       210     
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (18-36:15-35) 
 
               10        20          30        40        50         
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLGASV 
                        :.:. :.:.:  .  :  :.:                       
gi|908    MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAMGGK 
                  10        20        30        40        50        
 
       60        70        80                                       
2MEPSP EEGPDYCIITPPEKLNVTAIDT                                       
                                                                    
gi|908 GGAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTIDGRG 
        60        70        80        90       100       110        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 68.1  bits: 19.6 E():   80 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (27-65:336-369) 
 
                   10        20        30        40        50       
2MEPSP     KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
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                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
          60        70        80                                    
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDT                                    
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.1  bits: 19.6 E():   80 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (27-39:336-348) 
 
                   10        20        30        40        50       
2MEPSP     KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
         60        70        80                                     
2MEPSP SVEEGPDYCIITPPEKLNVTAIDT                                     
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 68.0  bits: 15.1 E():   81 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (66-73:9-16) 
 
          40        50        60        70        80  
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT  
                                     :: :: :.         
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP 
                                     10        20     
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.8 E():   82 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (19-66:178-227) 
 
                           10        20        30        40         
2MEPSP             KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
        50        60         70        80                           
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVTAIDT                           
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 46; 26.5% identity (55.1% similar) in 49 aa overlap (12-60:101-149) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..::                                          
gi|249 LRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAPANDKFTVFEGA 
              140       150       160       170       180       190 
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (38-71:188-222) 
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        10        20        30        40        50        60        
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
         70        80                                               
2MEPSP ITPPEKLNVTAIDT                                               
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (38-71:188-222) 
 
        10        20        30        40        50        60        
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
         70        80                                               
2MEPSP ITPPEKLNVTAIDT                                               
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (9-27:2-20) 
 
               10        20        30        40        50        60 
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
               :.  .:... :::. :.::                                  
gi|157        MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLANGAPDKTEAEI 
                      10        20        30        40        50    
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (15-45:121-151) 
 
                               10        20        30        40     
2MEPSP                 KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
           50        60        70        80                         
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                         
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 67.6  bits: 18.8 E():   85 
Smith-Waterman score: 46; 44.0% identity (56.0% similar) in 25 aa overlap (54-77:141-165) 
 
            30        40        50        60         70        80   
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDT   
                                     ::    .: :  : : :::. .: :      
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.4  bits: 19.1 E():   88 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (63-79:318-334) 
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             40        50        60        70        80             
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT             
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (4-26:90-112) 
 
                                          10        20        30    
2MEPSP                            KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
            40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                                       
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN       
     120       130       140       150       160       
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (4-35:90-119) 
 
                                          10        20        30    
2MEPSP                            KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
            40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
       .:                                              
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN     
       120       130       140       150       160     
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 45; 26.5% identity (48.5% similar) in 68 aa overlap (12-79:113-179) 
 
                                  10        20        30        40  
2MEPSP                    KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :. . .:  :  .  : :  :.    . :. 
gi|663 FKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
              50        60        70        80                      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT                      
        :..:   :.  .  ..:: :   : :   .. :  ::                       
gi|663 LRVIAGALEVHAVKPATEEVPAAKIPTGELQI-VDKIDAAFKIAATAANAAPTNDKFTVF 
            150       160       170        180       190       200  
 
gi|663 ESAFNKALKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAITAMS 
             210       220       230       240       250       260  
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 16.8 E():   95 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (62-76:70-84) 
 
              40        50        60        70        80     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT     
                                     :  : .. : :....         
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
      40        50        60        70        80        90   
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10509

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 66.7  bits: 16.8 E():   95 
Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (30-76:32-85) 
 
                10        20        30        40        50          
2MEPSP  KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
 
              60        70        80    
2MEPSP --------EGPDYCIITPPEKLNVTAIDT    
                 :  : .. : :....        
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK 
               70        80        90   
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.5 E():   97 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (33-62:227-256) 
 
             10        20        30        40        50        60   
2MEPSP IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
             70        80                                   
2MEPSP DYCIITPPEKLNVTAIDT                                   
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.5  bits: 18.8 E():   98 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (45-76:183-213) 
 
           20        30        40        50        60        70     
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
           80                                                       
2MEPSP VTAIDT                                                       
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (60-70:3-13) 
 
      30        40        50        60        70        80          
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT          
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (63-70:116-123) 
 
             40        50        60        70        80             
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT             
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
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gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 41; 30.8% identity (73.1% similar) in 26 aa overlap (15-40:4-28) 
 
               10        20        30        40        50        60 
2MEPSP KAIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                     ..: :.:. ::  . ..: :. ..:.                     
gi|546            GTMVSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPF 
                          10         20        30        40         
 
               70        80                                         
2MEPSP GPDYCIITPPEKLNVTAIDT                                         
                                                                    
gi|546 TLEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVP 
       50        60        70        80        90       100         
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 18.2 E(): 1e 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (62-69:245-252) 
 
              40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : :: :.:            
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN     
          220       230       240       250              
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:04 2011 done: Tue Apr 19 10:58:04 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 322  - 401 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     3     2:* 
  32    10     8:==*= 
  34    11    22:====   * 
  36    49    44:==============*== 
  38    73    73:========================* 
  40    87   102:=============================    * 
  42   136   125:=========================================*==== 
  44   140   138:=============================================*= 
  46   156   140:==============================================*===== 
  48    94   134:================================            * 
  50   142   122:========================================*======= 
  52   119   108:===================================*==== 
  54    85    92:============================= * 
  56    78    77:=========================* 
  58    30    63:==========          * 
  60    34    51:============    * 
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  62    37    41:=============* 
  64    25    33:========= * 
  66    55    26:========*========== 
  68    32    20:======*==== 
  70    21    16:=====*= 
  72    11    12:===* 
  74    17    10:===*== 
  76    16     8:==*=== 
  78     6     6:=* 
  80    10     5:=*== 
  82     5     3:*= 
  84     2     3:* 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.78420.00352; mu= 7.2487 0.183 
 mean_var=37.594910.182, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.209175 
 Kolmogorov-Smirnov  statistic: 0.0421 (N=28) at  64 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.5     2.9 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   55 21.6     4.9 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   58 22.5       8 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   58 22.5      11 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.7      11 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.4      12 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.4      13 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.6      13 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   54 21.3      14 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   54 21.3      15 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 21.9      16 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.7      16 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   54 21.3      17 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.7      18 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 18.8      18 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 18.8      18 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.4      18 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   48 19.4      18 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.7      19 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.0      19 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   52 20.7      20 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   52 20.7      20 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   52 20.7      20 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   52 20.7      20 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 18.8      21 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   52 20.7      21 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   49 19.7      24 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   48 19.4      26 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   50 20.1      28 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.7      28 
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gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 18.8      28 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.1      29 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.1      29 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.1      29 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   50 20.1      30 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   50 20.1      30 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   50 20.1      30 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   50 20.1      30 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.0      31 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 20.0      31 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.4      31 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 20.0      31 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   50 20.0      31 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   50 20.0      31 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.7      31 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   50 20.0      32 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   50 20.0      32 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.5      34 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.5      34 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 20.0      34 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 18.8      35 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 18.8      35 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   46 18.8      35 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   46 18.8      35 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   49 19.7      35 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.1      36 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 18.8      36 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.7      37 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   50 20.0      40 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 20.4      42 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.6      45 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.1      45 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.3      46 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.5      46 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   48 19.4      47 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.2      47 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      49 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.2      50 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 17.9      53 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.9      54 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.5      54 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.2      57 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.1      58 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.4      59 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   43 17.9      60 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.2      60 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.2      60 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.2      60 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.2      60 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.3      64 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.1      67 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 17.9      68 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 17.9      68 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 17.9      68 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 17.9      68 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 17.9      68 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.5      68 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.5      68 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.8      68 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.2      70 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   40 17.0      70 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.8      71 
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gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   46 18.8      71 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 17.9      74 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.5      74 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 17.9      74 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 17.9      74 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 17.9      74 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 17.9      74 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 17.9      74 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 17.9      74 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.7      74 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.7      74 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.1      75 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   46 18.8      76 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.9      76 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.8      78 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.6      79 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.6      79 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   46 18.8      79 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.8      79 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.8      79 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   46 18.8      81 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.1      83 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.2      83 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.6      84 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 14.9      89 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.6      91 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.6      91 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   45 18.5      91 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 18.8      93 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.7      93 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.5      93 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 17.9      96 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.2      97 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 17.9      97 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.5      97 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.7      98 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 16.7      98 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.2      98 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.1      99 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.3      99 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 17.9      99 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 94.2  bits: 22.5 E():  2.9 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (49-76:27-53) 
 
       20        30        40        50        60        70         
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :: .:   : :::::   .::.. :   
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
       80                                                           
2MEPSP TY                                                           
                                                                    
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 90.0  bits: 21.6 E():  4.9 
Smith-Waterman score: 55; 28.6% identity (54.5% similar) in 77 aa overlap (2-76:36-108) 
 
                                            10        20        30  
2MEPSP                              AIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  :: : 
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAI-D 
          10        20        30        40        50        60      
 
              40          50        60        70        80          
2MEPSP VASWRVKETERM-VAIRT-ELTKLGASVEEGPDYCIITPPEKLNVTAIDTY          
       . . ...  . :   ::  :  .:  .. : ::    ::  : .: :              
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gi|484 IPGLETNACKLMKCPIRKGEHQELIYNIGEIPD---ATPEIKAKVKAQLIGEHGVLACGW 
           70        80        90          100       110       120  
 
gi|484 VDGEVQE 
               
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 86.3  bits: 22.5 E():    8 
Smith-Waterman score: 58; 21.2% identity (66.7% similar) in 33 aa overlap (3-35:280-312) 
 
                                           10        20        30   
2MEPSP                             AIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.. .:.    ...:.:. ..: :.   .. 
gi|148 GTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANI 
     250       260       270       280       290       300          
 
             40        50        60        70        80             
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY             
        .:                                                          
gi|148 LAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDELAKKVAELTEK 
     310       320       330       340       350       360          
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 84.0  bits: 22.5 E():   11 
Smith-Waterman score: 58; 21.2% identity (66.7% similar) in 33 aa overlap (3-35:410-442) 
 
                                           10        20        30   
2MEPSP                             AIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.. .:.    ...:.:. ..: :.   .. 
gi|601 GTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANI 
     380       390       400       410       420       430          
 
             40        50        60        70        80             
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY             
        .:                                                          
gi|601 LAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDELAHKVAELTEK 
     440       450       460       470       480       490          
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 83.9  bits: 20.7 E():   11 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (37-70:104-138) 
 
         10        20        30        40         50        60      
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
          70        80  
2MEPSP ITPPEKLNVTAIDTY  
       :.: .            
gi|110 ISPSQGCQFSSPYWSY 
           140          
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 83.0  bits: 20.4 E():   12 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (24-78:45-89) 
 
                      10        20        30        40        50    
2MEPSP        AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
            60        70        80                                  
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTY                                  
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
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 initn:  50 init1:  50 opt:  51  Z-score: 82.5  bits: 20.4 E():   13 
Smith-Waterman score: 51; 29.7% identity (54.7% similar) in 64 aa overlap (14-77:8-57) 
 
               10        20        30        40        50        60 
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                    ..: :.:. ::  . ..: :. ..:..  ::         :    .: 
gi|558       MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKV--MVD--------GC---HG 
                     10         20        30                     40 
 
               70        80                                         
2MEPSP PDYCIITPPEKLNVTAIDTY                                         
        : :::   . .:. ::                                            
gi|558 SDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKG 
               50        60        70        80        90       100 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.4  bits: 21.6 E():   13 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (11-59:131-179) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 81.7  bits: 21.3 E():   14 
Smith-Waterman score: 54; 27.9% identity (50.0% similar) in 68 aa overlap (11-78:113-179) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..:: :   : :   .. :  ::                       
gi|441 LRVIAGALEVHAVKPATEEVPAAKIPTGELQI-VDKIDAAFKIAATAANAAPTNDKFTVF 
            150       160       170        180       190       200  
 
gi|441 ESAFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMT 
             210       220       230       240       250       260  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.4  bits: 21.3 E():   15 
Smith-Waterman score: 54; 28.6% identity (55.1% similar) in 49 aa overlap (11-59:130-178) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|330 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
     100       110       120       130       140       150          
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|330 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.0  bits: 21.9 E():   16 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (3-35:407-439) 
 
                                           10        20        30   
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2MEPSP                             AIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
             40        50        60        70        80             
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY             
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 80.9  bits: 19.7 E():   16 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (30-68:63-104) 
 
                10        20        30          40        50        
2MEPSP  AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
         60        70        80  
2MEPSP VEEGPDYCIITPPEKLNVTAIDTY  
       .   : ::.  :              
gi|999 AALVPKYCLQHPHACDLYKNQTVMS 
            100       110        
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.3  bits: 21.3 E():   17 
Smith-Waterman score: 56; 29.0% identity (61.3% similar) in 62 aa overlap (14-74:8-62) 
 
               10        20         30        40        50          
2MEPSP AIDVNMNKMPDVAMTLAVVAL-FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                    :.:..::: :  .:.:  .      .. : ..... : .. . :::: 
gi|122       MRQSLKVMVLSTVALLFMANPAAASE------EKKEYLIVVEPEEVS-AQSVEE 
                     10        20              30        40         
 
      60        70        80                                        
2MEPSP GPDYCIITPPEKLNVTAIDTY                                        
       . :  .:   :.. :                                              
gi|122 SYDVDVIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQ 
        50        60        70        80        90       100        
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 80.1  bits: 20.7 E():   18 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (53-70:180-197) 
 
             30        40        50        60         70        80  
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTY  
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.9  bits: 18.8 E():   18 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (22-68:15-61) 
 
               10        20        30        40         50          
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEE 
                            .:.   :.: ..:  . :..::.: : :.   .  . .: 
gi|124        GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDE 
                      10        20        30        40         50   
 
      60        70        80 
2MEPSP GPDYCIITPPEKLNVTAIDTY 
         ..:  .:             
gi|124 FISFCNANPGLMKDVAKVF   
             60        70    
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>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.7  bits: 18.8 E():   18 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (22-68:17-63) 
 
               10        20        30        40         50          
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEE 
                            .:.   :.: ..:  . :..::.: : :.   .  . .: 
gi|124      GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDE 
                    10        20        30        40         50     
 
      60        70        80 
2MEPSP GPDYCIITPPEKLNVTAIDTY 
         ..:  .:             
gi|124 FISFCNANPGLMKDVAKVF   
           60        70      
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.7  bits: 19.4 E():   18 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (11-60:22-68) 
 
                          10        20        30        40          
2MEPSP            AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
      50        60        70        80                        
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTY                        
        ::: :::  :                                            
gi|668 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.7  bits: 19.4 E():   18 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (11-60:22-68) 
 
                          10        20        30        40          
2MEPSP            AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
      50        60        70        80                        
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTY                        
        ::: :::  :                                            
gi|833 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (37-70:96-130) 
 
         10        20        30        40         50        60      
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
          70        80 
2MEPSP ITPPEKLNVTAIDTY 
       :.: .           
gi|244 ISPSQGCQFQSSY   
         130           
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 79.5  bits: 21.0 E():   19 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (24-70:115-168) 
 
                      10        20        30        40        50    
2MEPSP        AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
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                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
             60               70        80                          
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTY                          
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 79.0  bits: 20.7 E():   20 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (11-78:92-158) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|481 PAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              70        80        90       100       110       120  
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|481 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             130       140        150       160       170       180 
 
gi|481 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAMS 
              190       200       210       220       230       240 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 79.0  bits: 20.7 E():   20 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (11-78:93-159) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|168 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
            130       140        150       160       170       180  
 
gi|168 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
             190       200       210       220       230       240  
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 52; 25.3% identity (50.7% similar) in 75 aa overlap (5-78:102-175) 
 
                                         10        20        30     
2MEPSP                           AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
                                     : .:. .... :  ..  ::     : :   
gi|219 EEAEKKLTESEQEIASLTRKTTLLEDDIAKNEEKLMSATQKLEEASHAADESERGRKVLE 
              80        90       100       110       120       130  
 
            40        50        60        70        80              
2MEPSP WR-VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY              
        :   . ::. :....: : .  . :  :       .:: .: .:                
gi|219 SRSFADDERIDALEAQL-KEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKI 
             140        150       160       170       180       190 
 
gi|219 IELEEELTVVGANIKTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQ 
              200       210       220       230       240       250 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (11-78:96-162) 
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                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|285 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
         130       140        150       160       170       180     
 
gi|285 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
          190       200       210       220       230       240     
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 78.8  bits: 18.8 E():   21 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (22-68:26-72) 
 
                   10        20        30        40         50      
2MEPSP     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
          60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTY 
       . .:  ..:  .:             
gi|187 DFDEFISFCNANPGLMKDVAKVF   
      60        70        80     
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.6  bits: 20.7 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (11-78:107-173) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
        140       150        160       170       180       190      
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
         200       210       220       230       240       250      
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 19.7 E():   24 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 18 aa overlap (57-74:36-53) 
 
         30        40        50        60        70        80       
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY       
                                     :  . :::.: : .. ..             
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPGRMRSF 
          10        20        30        40        50        60      
 
gi|727 CSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNGGV 
          70        80        90       100       110       120      
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 48; 22.5% identity (50.7% similar) in 71 aa overlap (3-64:90-159) 
 
                                           10        20        30   
2MEPSP                             AIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:. .... . .::   :: .  ..  
gi|281 GEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVAC-PDGGSICKNR 
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      60        70        80        90       100        110         
 
             40        50                 60        70        80 
2MEPSP ASWRVKETERMVAIRTELTK---------LGASVEEGPDYCIITPPEKLNVTAIDTY 
       . . .:   ..   . .: :         : : .  .::::                 
gi|281 SIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC                 
      120       130       140       150                          
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.4  bits: 20.1 E():   28 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (11-59:76-124) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|422 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
          50        60        70        80        90       100      
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|422 LRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
         110       120       130       140       150       160      
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 76.4  bits: 20.7 E():   28 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (37-80:81-124) 
 
         10        20        30        40        50        60       
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
         70        80                                               
2MEPSP TPPEKLNVTAIDTY                                               
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 76.3  bits: 18.8 E():   28 
Smith-Waterman score: 46; 30.0% identity (58.0% similar) in 50 aa overlap (11-60:22-68) 
 
                          10        20        30        40          
2MEPSP            AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:  .: 
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSE 
               10        20        30        40        50        60 
 
      50        60        70        80                          
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTY                          
         :: :::  :                                              
gi|117 --KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.2  bits: 19.1 E():   29 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (49-76:28-54) 
 
       20        30        40        50        60        70         
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
       80                                                           
2MEPSP TY                                                           
                                                                    
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
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>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.2  bits: 19.1 E():   29 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (49-76:28-54) 
 
       20        30        40        50        60        70         
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
       80                                                           
2MEPSP TY                                                           
                                                                    
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.2  bits: 19.1 E():   29 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (49-76:28-54) 
 
       20        30        40        50        60        70         
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
       80                                                           
2MEPSP TY                                                           
                                                                    
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (11-59:93-141) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|134 ASNKAFAEGLSGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
             70        80        90       100       110       120   
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|134 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
            130       140       150       160       170       180   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (11-59:94-142) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (11-59:94-142) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
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                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (11-59:94-142) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (11-59:102-150) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|295 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
              80        90       100       110       120       130  
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|295 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
             140       150       160       170       180       190  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (11-59:104-152) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|109 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|109 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 19.4 E():   31 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (63-69:141-147) 
 
             40        50        60        70        80             
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY             
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
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>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (11-59:104-152) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|239 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|239 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (11-59:105-153) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (11-59:105-153) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 75.6  bits: 20.7 E():   31 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (2-59:297-354) 
 
                                            10        20        30  
2MEPSP                              AIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
                 40        50        60        70        80         
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY         
         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.5  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (45.6% similar) in 68 aa overlap (11-78:102-168) 
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                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .   : : : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAV-KPVTEDPAWPKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             140        150       160       170       180       190 
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
              200       210       220       230       240       250 
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   32 
Smith-Waterman score: 50; 25.5% identity (54.9% similar) in 51 aa overlap (11-61:106-156) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..:: :                                        
gi|144 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
         140       150       160       170       180       190      
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 75.0  bits: 18.5 E():   34 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (11-60:22-68) 
 
                          10        20        30        40          
2MEPSP            AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
      50        60        70        80                      
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTY                      
         :: :::  :                                          
gi|461 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 75.0  bits: 18.5 E():   34 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (11-60:22-68) 
 
                          10        20        30        40          
2MEPSP            AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
      50        60        70        80                      
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTY                      
         :: :::  :                                          
gi|416 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.9  bits: 20.0 E():   34 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (11-59:130-178) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|398 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
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     100       110       120       130       140       150          
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|398 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.8  bits: 18.8 E():   35 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (24-74:73-125) 
 
                      10        20        30        40         50   
2MEPSP        AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
             60            70        80        
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTY        
        :  : : : .: :.    ::  .:.              
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN 
     100       110       120       130         
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (24-74:37-89) 
 
                      10        20        30        40         50   
2MEPSP        AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
             60            70        80                             
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTY                             
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.6  bits: 18.8 E():   35 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (49-76:28-54) 
 
       20        30        40        50        60        70         
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|214    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
       80                                                           
2MEPSP TY                                                           
                                                                    
gi|214 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.6  bits: 18.8 E():   35 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (49-76:28-54) 
 
       20        30        40        50        60        70         
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
       80                                                           
2MEPSP TY                                                           
                                                                    
gi|158 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
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>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 49; 25.5% identity (54.9% similar) in 51 aa overlap (11-61:81-131) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..:: :                                        
gi|180 LRVIAGALEVHAVKPAAEEVPAAKIPAGELQIVDKIDAAYKIAATAANAAPANDKFTVFE 
              120       130       140       150       160       170 
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.5  bits: 19.1 E():   36 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (4-25:68-88) 
 
                                          10        20        30    
2MEPSP                            AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
            40        50        60        70        80              
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY              
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.5  bits: 18.8 E():   36 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (24-74:31-83) 
 
                      10        20        30        40         50   
2MEPSP        AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
             60            70        80                             
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTY                             
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 49; 26.5% identity (55.1% similar) in 49 aa overlap (11-59:94-142) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAEYDAYVATLSEA 
            70        80        90       100       110       120    
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.5  bits: 20.0 E():   40 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (11-59:191-239) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
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                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
              170       180       190       200       210       220 
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
              230       240       250       260       270       280 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 51; 24.4% identity (66.7% similar) in 45 aa overlap (4-47:343-385) 
 
                                          10        20        30    
2MEPSP                            AIDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
             40        50        60        70        80             
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY             
        ::...: :.... :                                              
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANYEPDDLEEDNIMILDVMDKIYVWIGNQFAE 
              380       390       400       410       420       430 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.7  bits: 17.6 E():   45 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (28-45:28-45) 
 
               10        20        30        40        50        60 
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
               70        80 
2MEPSP PDYCIITPPEKLNVTAIDTY 
                            
gi|144 ISFCNANPGLMKDVAKVF   
               70           
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.6  bits: 19.1 E():   45 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (4-25:116-136) 
 
                                          10        20        30    
2MEPSP                            AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
            40        50        60        70        80              
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY              
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 17.3 E():   46 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (6-29:1-24) 
 
               10        20        30        40        50        60 
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
            : :. .::  : . :.:  . :.:                                
gi|291      MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGEVYCNVCHSRNLINELS 
                    10        20        30        40        50      
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.4  bits: 18.5 E():   46 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (10-56:38-82) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10528

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
                                    10        20         30         
2MEPSP                      AIDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
       40         50        60        70        80                  
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIITPPEKLNVTAIDTY                  
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 48; 25.0% identity (47.1% similar) in 68 aa overlap (11-78:102-168) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:....  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADTVFEAA 
             140       150        160       170       180       190 
 
gi|330 FNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQ 
              200       210       220       230       240       250 
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.3  bits: 18.2 E():   47 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (47-76:10-38) 
 
         20        30        40        50        60        70       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     . :.:.:  .   : :.:.:   . :.. : 
gi|484                      GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEA 
                                    10        20         30         
 
         80                                                         
2MEPSP IDTY                                                         
                                                                    
gi|484 KFAANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILP 
       40        50        60        70        80        90         
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (20-41:22-43) 
 
                 10        20        30        40        50         
2MEPSP   AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                            ::: :. . :. :    .: ::                  
gi|167 MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP EGPDYCIITPPEKLNVTAIDTY                                       
                                                                    
gi|167 EASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.9  bits: 18.2 E():   50 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (4-60:7-64) 
 
                  10         20        30        40        50       
2MEPSP    AIDVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
             :. . : :. . .:...:....: ..  . :.. . . :...::  .. . :.  
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gi|164 MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQPGTL 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP VEEGPDYCIITPPEKLNVTAIDTY                                     
       .  :                                                         
gi|164 APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE 
               70        80        90       100       110       120 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 43; 30.0% identity (56.0% similar) in 50 aa overlap (11-60:22-68) 
 
                          10        20        30        40          
2MEPSP            AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:   : 
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPE 
               10        20        30        40        50        60 
 
      50        60        70        80                          
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTY                          
         :: :::  :                                              
gi|185 --KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (56-75:89-108) 
 
          30        40        50        60        70        80   
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY   
                                     .::  :  : .. : :....        
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
       60        70        80        90       100       110      
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.2  bits: 18.5 E():   54 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (36-74:83-126) 
 
          10        20        30        40         50        60     
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
               70        80                                         
2MEPSP IIT----PPEKLNVTAIDTY                                         
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (26-71:52-93) 
 
                    10        20        30        40        50      
2MEPSP      AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
          60        70        80                                    
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTY                                    
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (11-59:105-153) 
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                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (11-59:105-153) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (11-59:105-153) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (11-59:105-153) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (11-59:105-153) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
               50        60        70        80                     
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2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (11-59:105-153) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (11-59:105-153) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (11-59:105-153) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (11-59:105-153) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.1 E():   58 
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Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (11-59:105-153) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.6  bits: 19.4 E():   59 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (4-59:269-325) 
 
                                          10        20        30    
2MEPSP                            AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
            40        50         60        70        80             
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGPDYCIITPPEKLNVTAIDTY             
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.4  bits: 17.9 E():   60 
Smith-Waterman score: 43; 27.6% identity (65.5% similar) in 29 aa overlap (49-77:12-40) 
 
       20        30        40        50        60        70         
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :. .. ..: : :::   . ... :.  
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
       80                                                           
2MEPSP TY                                                           
                                                                    
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (3-58:90-149) 
 
                                           10        20        30   
2MEPSP                             AIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                   40        50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 
       .: ...:     ..:.: . .    ::  .::                       
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN            
       120       130       140       150       160            
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (3-58:90-149) 
 
                                           10        20        30   
2MEPSP                             AIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
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                   40        50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 
       .: ...:     ..:.: . .    ::  .::                       
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN            
       120       130       140       150       160            
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (3-58:90-149) 
 
                                           10        20        30   
2MEPSP                             AIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                   40        50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 
       .: ...:     ..:.: . .    ::  .::                       
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN            
       120       130       140       150       160            
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (3-58:90-149) 
 
                                           10        20        30   
2MEPSP                             AIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                   40        50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 
       .: ...:     ..:.: . .    ::  .::                       
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN            
       120       130       140       150       160            
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 17.3 E():   64 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (61-75:70-84) 
 
               40        50        60        70        80   
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY   
                                     :  : .. : :....        
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR 
      40        50        60        70        80        90  
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.5  bits: 19.1 E():   67 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (11-59:132-180) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
             110       120       130       140       150       160  
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  . ::                                          
gi|113 LRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
             170       180       190       200       210       220  
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (14-39:8-32) 
 
               10        20        30        40        50        60 
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
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                    ..: :.:. ::  . ..: :. ..:.                      
gi|218       MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFT 
                     10         20        30        40        50    
 
               70        80                                         
2MEPSP PDYCIITPPEKLNVTAIDTY                                         
                                                                    
gi|218 LEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPK 
            60        70        80        90       100       110    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (14-39:8-32) 
 
               10        20        30        40        50        60 
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                    ..: :.:. ::  . ..: :. ..:.                      
gi|558       MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFT 
                     10         20        30        40        50    
 
               70        80                                         
2MEPSP PDYCIITPPEKLNVTAIDTY                                         
                                                                    
gi|558 LEALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPK 
            60        70        80        90       100       110    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (14-39:8-32) 
 
               10        20        30        40        50        60 
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                    ..: :.:. ::  . ..: :. ..:.                      
gi|256       MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFT 
                     10         20        30        40        50    
 
               70        80                                         
2MEPSP PDYCIITPPEKLNVTAIDTY                                         
                                                                    
gi|256 LEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPK 
            60        70        80        90       100       110    
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (14-39:8-32) 
 
               10        20        30        40        50        60 
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                    ..: :.:. ::  . ..: :. ..:.                      
gi|864       MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFT 
                     10         20        30        40        50    
 
               70        80                                         
2MEPSP PDYCIITPPEKLNVTAIDTY                                         
                                                                    
gi|864 LEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPK 
            60        70        80        90       100       110    
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (14-39:8-32) 
 
               10        20        30        40        50        60 
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                    ..: :.:. ::  . ..: :. ..:.                      
gi|558       MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFT 
                     10         20        30        40        50    
 
               70        80                                         
2MEPSP PDYCIITPPEKLNVTAIDTY                                         
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gi|558 LEALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPK 
            60        70        80        90       100       110    
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (62-78:115-128) 
 
              40        50        60        70        80            
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY            
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (62-78:115-128) 
 
              40        50        60        70        80            
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY            
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.3  bits: 18.8 E():   68 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (37-70:170-204) 
 
         10        20        30        40        50        60       
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
          70        80                                              
2MEPSP ITPPEKLNVTAIDTY                                              
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.2 E():   70 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (61-68:172-179) 
 
               40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 
                                     : :: :.:             
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN      
             150       160       170       180            
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.0 E():   70 
Smith-Waterman score: 40; 25.9% identity (63.0% similar) in 27 aa overlap (2-28:44-70) 
 
                                            10        20        30  
2MEPSP                              AIDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:..  .:: . . : .  :...:  :    
gi|453 LPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPACSP 
            20        30        40        50        60        70    
 
              40        50        60        70        80 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 
                                                         
gi|453 KWLQLLVP                                          
            80                                           
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>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 18.8 E():   71 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (11-59:105-153) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 18.8 E():   71 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (11-59:105-153) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (3-34:89-118) 
 
                                           10        20        30   
2MEPSP                             AIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
             40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 
       .:                                               
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN      
        120       130       140       150               
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.7  bits: 15.5 E():   74 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (24-29:25-30) 
 
                10        20        30        40        50          
2MEPSP  AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
               10        20        30                               
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (3-34:90-119) 
 
                                           10        20        30   
2MEPSP                             AIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 
       .:                                               
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gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN      
       120       130       140       150       160      
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (3-34:90-119) 
 
                                           10        20        30   
2MEPSP                             AIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 
       .:                                               
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN      
       120       130       140       150       160      
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (3-25:90-112) 
 
                                           10        20        30   
2MEPSP                             AIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
             40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 
                                                        
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN        
     120       130       140       150       160        
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (3-34:90-119) 
 
                                           10        20        30   
2MEPSP                             AIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
             40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 
       .:                                               
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN      
       120       130       140       150       160      
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (3-34:90-119) 
 
                                           10        20        30   
2MEPSP                             AIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 
       .:                                               
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN      
       120       130       140       150       160      
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (3-34:90-119) 
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                                           10        20        30   
2MEPSP                             AIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
             40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 
       .:                                               
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN      
       120       130       140       150       160      
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.7  bits: 19.7 E():   74 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (26-38:336-348) 
 
                    10        20        30        40        50      
2MEPSP      AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
          60        70        80                                    
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTY                                    
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 68.7  bits: 19.7 E():   74 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (26-64:336-369) 
 
                    10        20        30        40        50      
2MEPSP      AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
           60        70        80                                   
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTY                                   
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.6  bits: 19.1 E():   75 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (17-35:15-35) 
 
               10        20          30        40        50         
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLGASVE 
                       :.:. :.:.:  .  :  :.:                        
gi|908   MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAMGGKG 
                 10        20        30        40        50         
 
       60        70        80                                       
2MEPSP EGPDYCIITPPEKLNVTAIDTY                                       
                                                                    
gi|908 GAFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTIDGRGA 
       60        70        80        90       100       110         
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.8 E():   76 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (11-59:125-173) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
               50        60        70        80                     
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2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKATPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
          160       170       180       190       200       210     
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (47-80:131-164) 
 
         20        30        40        50        60        70       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
         80 
2MEPSP IDTY 
          : 
gi|158 RTPY 
            
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.3  bits: 18.8 E():   78 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (18-65:178-227) 
 
                            10        20        30        40        
2MEPSP              AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
         50        60         70        80                          
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVTAIDTY                          
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (12-28:8-26) 
 
               10        20          30        40        50         
2MEPSP AIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                  ::: :::....  : .:::                               
gi|300     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTANV 
                   10        20        30        40        50       
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (12-28:8-26) 
 
               10        20          30        40        50         
2MEPSP AIDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                  ::: :::....  : .:::                               
gi|300     MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTANV 
                   10        20        30        40        50       
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 46; 26.5% identity (55.1% similar) in 49 aa overlap (11-59:101-149) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..::                                          
gi|249 LRVIAGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFKIAATAANSAPANDKFTVFEGA 
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              140       150       160       170       180       190 
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (37-70:188-222) 
 
         10        20        30        40        50        60       
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
          70        80                                              
2MEPSP ITPPEKLNVTAIDTY                                              
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (37-70:188-222) 
 
         10        20        30        40        50        60       
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
          70        80                                              
2MEPSP ITPPEKLNVTAIDTY                                              
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 46; 44.0% identity (56.0% similar) in 25 aa overlap (53-76:141-165) 
 
             30        40        50        60         70        80  
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTY  
                                     ::    .: :  : : :::. .: :      
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (62-78:318-334) 
 
              40        50        60        70        80            
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY            
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (14-44:121-151) 
 
                                10        20        30        40    
2MEPSP                  AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
            50        60        70        80                        
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2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                        
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (8-26:2-20) 
 
               10        20        30        40        50        60 
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
              :.  .:... :::. :.::                                   
gi|157       MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLANGAPDKTEAEIE 
                     10        20        30        40        50     
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.2  bits: 14.9 E():   89 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (65-72:9-16) 
 
           40        50        60        70        80 
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 
                                     :: :: :.         
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP 
                                     10        20     
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (3-34:90-119) 
 
                                           10        20        30   
2MEPSP                             AIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
             40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 
       .:                                               
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN      
       120       130       140       150       160      
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (3-25:90-112) 
 
                                           10        20        30   
2MEPSP                             AIDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
             40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 
                                                        
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN        
     120       130       140       150       160        
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.0  bits: 18.5 E():   91 
Smith-Waterman score: 45; 26.5% identity (48.5% similar) in 68 aa overlap (11-78:113-179) 
 
                                   10        20        30        40 
2MEPSP                     AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :. . .:  :  .  : :  :.    . :. 
gi|663 FKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
               50        60        70        80                     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY                     
        :..:   :.  .  ..:: :   : :   .. :  ::                       
gi|663 LRVIAGALEVHAVKPATEEVPAAKIPTGELQI-VDKIDAAFKIAATAANAAPTNDKFTVF 
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            150       160       170        180       190       200  
 
gi|663 ESAFNKALKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAITAMS 
             210       220       230       240       250       260  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (44-75:183-213) 
 
            20        30        40        50        60        70    
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
            80                                                      
2MEPSP VTAIDTY                                                      
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.9  bits: 19.7 E():   93 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (47-71:517-541) 
 
         20        30        40        50        60        70       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
         80                                                         
2MEPSP IDTY                                                         
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.5 E():   93 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (32-61:227-256) 
 
              10        20        30        40        50        60  
2MEPSP IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
              70        80                                  
2MEPSP DYCIITPPEKLNVTAIDTY                                  
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (59-69:3-13) 
 
       30        40        50        60        70        80         
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY         
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.2 E():   97 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (61-68:245-252) 
 
               40        50        60        70        80 
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2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 
                                     : :: :.:             
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN      
          220       230       240       250               
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (62-69:116-123) 
 
              40        50        60        70        80            
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY            
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
 
gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.5 E():   97 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (62-70:214-222) 
 
              40        50        60        70        80            
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY            
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 16.7 E():   98 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (61-75:70-84) 
 
               40        50        60        70        80    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY    
                                     :  : .. : :....         
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
      40        50        60        70        80        90   
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 66.5  bits: 16.7 E():   98 
Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (29-75:32-85) 
 
                 10        20        30        40        50         
2MEPSP   AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
 
               60        70        80   
2MEPSP --------EGPDYCIITPPEKLNVTAIDTY   
                 :  : .. : :....        
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK 
               70        80        90   
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.2 E():   98 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (9-23:1-15) 
 
               10        20        30        40        50        60 
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
               : . ...: ::::::                                      
gi|386         MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKWLDAKSTWYGKP 
                       10        20        30        40        50   
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.4  bits: 19.1 E():   99 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (21-42:469-490) 
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                         10        20        30        40        50 
2MEPSP           AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
               60        70        80 
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTY 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 41; 30.8% identity (73.1% similar) in 26 aa overlap (14-39:4-28) 
 
               10        20        30        40        50        60 
2MEPSP AIDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                    ..: :.:. ::  . ..: :. ..:.                      
gi|546           GTMVSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFT 
                         10         20        30        40          
 
               70        80                                         
2MEPSP PDYCIITPPEKLNVTAIDTY                                         
                                                                    
gi|546 LEALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPK 
      50        60        70        80        90       100          
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (62-69:109-116) 
 
              40        50        60        70        80            
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY            
                                     .:: : ::                       
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
       80        90       100       110       120       130         
 
gi|616 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
      140       150       160       170       180       190         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:04 2011 done: Tue Apr 19 10:58:04 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 323  - 402 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     3     2:* 
  32    11     8:==*= 
  34    10    22:====   * 
  36    43    44:==============* 
  38    69    73:======================= * 
  40    88   102:==============================   * 
  42   136   125:=========================================*==== 
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  44   148   138:=============================================*==== 
  46   157   140:==============================================*====== 
  48    95   134:================================            * 
  50   144   122:========================================*======= 
  52   118   108:===================================*==== 
  54    83    92:============================  * 
  56    77    77:=========================* 
  58    34    63:============        * 
  60    35    51:============    * 
  62    35    41:============ * 
  64    22    33:========  * 
  66    54    26:========*========= 
  68    31    20:======*==== 
  70    23    16:=====*== 
  72    10    12:===* 
  74    18    10:===*== 
  76    15     8:==*== 
  78     6     6:=* 
  80    10     5:=*== 
  82     6     3:*= 
  84     2     3:* 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.79650.00354; mu= 7.2261 0.184 
 mean_var=37.584410.098, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.209204 
 Kolmogorov-Smirnov  statistic: 0.0427 (N=28) at  64 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.5     2.9 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.1     4.9 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   55 21.5       5 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   58 22.4     8.1 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   56 21.8     9.5 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   58 22.4      11 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.6      11 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.3      12 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.3      13 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.5      13 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.2      14 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   54 21.2      15 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   53 20.9      16 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 21.8      16 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.7      16 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.6      18 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 18.8      18 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 18.8      18 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   48 19.4      19 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.4      19 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.7      19 
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gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 20.9      19 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   52 20.6      20 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   52 20.6      20 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   52 20.6      21 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   52 20.6      21 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 18.8      21 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   52 20.6      21 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   49 19.7      24 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   48 19.4      27 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   53 20.9      28 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   50 20.0      28 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.6      28 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 18.8      29 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.1      29 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.1      29 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.1      29 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   50 20.0      30 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   50 20.0      30 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   50 20.0      30 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   50 20.0      30 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.0      31 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 20.0      31 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.4      31 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 20.0      31 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   50 20.0      31 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   50 20.0      31 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   52 20.6      32 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   50 20.0      32 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   50 20.0      34 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.5      34 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.5      34 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 20.0      34 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 18.8      35 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 18.8      35 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   46 18.8      36 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   46 18.8      36 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.1      36 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 18.8      36 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.7      37 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   50 20.0      41 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.7      44 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.6      45 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.1      46 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.3      46 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.5      47 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   48 19.4      48 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.2      48 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      49 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.2      50 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 17.9      53 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.9      54 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.5      54 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.2      57 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.1      58 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.1      58 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.4      59 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   43 17.9      60 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.2      61 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.2      61 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.2      61 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.2      61 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.1      61 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.3      65 
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gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   47 19.1      65 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.1      68 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 17.9      68 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 17.9      68 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 17.9      68 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 17.9      68 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 17.9      68 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.5      68 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.5      68 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.8      69 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.2      71 
gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprin (  81)   40 17.0      71 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   46 18.8      72 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.8      72 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 17.9      74 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.5      74 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 17.9      75 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 17.9      75 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 17.9      75 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 17.9      75 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 17.9      75 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 17.9      75 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.7      75 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.7      75 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.1      76 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.9      76 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.8      79 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.6      79 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.6      79 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.8      80 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.8      80 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.1      83 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.2      84 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.6      84 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 14.9      90 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.6      92 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.6      92 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 18.8      94 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.7      94 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.5      94 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 17.9      95 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 17.9      95 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 17.9      97 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.2      97 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 17.9      98 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.5      98 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.7      98 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 16.7      98 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.2      99 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.1   1e 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.3   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 94.1  bits: 22.5 E():  2.9 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (48-75:27-53) 
 
        20        30        40        50        60        70        
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :: .:   : :::::   .::.. :   
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
        80                                                          
2MEPSP TYD                                                          
                                                                    
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  54 init1:  54 opt:  60  Z-score: 90.0  bits: 23.1 E():  4.9 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (54-80:23-50) 
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            30        40        50        60        70         80   
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYD   
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  55  Z-score: 90.0  bits: 21.5 E():    5 
Smith-Waterman score: 55; 28.6% identity (54.5% similar) in 77 aa overlap (1-75:36-108) 
 
                                             10        20        30 
2MEPSP                               IDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:....   :.: .  :.. . ::  :: : 
gi|484 TDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAI-D 
          10        20        30        40        50        60      
 
               40          50        60        70        80         
2MEPSP VASWRVKETERM-VAIRT-ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD         
       . . ...  . :   ::  :  .:  .. : ::    ::  : .: :              
gi|484 IPGLETNACKLMKCPIRKGEHQELIYNIGEIPD---ATPEIKAKVKAQLIGEHGVLACGW 
           70        80        90          100       110       120  
 
gi|484 VDGEVQE 
               
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 86.2  bits: 22.4 E():  8.1 
Smith-Waterman score: 58; 21.2% identity (66.7% similar) in 33 aa overlap (2-34:280-312) 
 
                                            10        20        30  
2MEPSP                              IDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.. .:.    ...:.:. ..: :.   .. 
gi|148 GTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANI 
     250       260       270       280       290       300          
 
              40        50        60        70        80            
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD            
        .:                                                          
gi|148 LAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDELAKKVAELTEK 
     310       320       330       340       350       360          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 84.9  bits: 21.8 E():  9.5 
Smith-Waterman score: 56; 26.8% identity (50.7% similar) in 71 aa overlap (10-80:113-179) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|441 LRVIAGALEVHAVKPATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKF 
            150       160         170         180       190         
 
gi|441 TVFESAFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
      200       210       220       230       240       250         
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 58; 21.2% identity (66.7% similar) in 33 aa overlap (2-34:410-442) 
 
                                            10        20        30  
2MEPSP                              IDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.. .:.    ...:.:. ..: :.   .. 
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gi|601 GTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANI 
     380       390       400       410       420       430          
 
              40        50        60        70        80            
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD            
        .:                                                          
gi|601 LAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDELAHKVAELTEK 
     440       450       460       470       480       490          
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 83.9  bits: 20.6 E():   11 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (36-69:104-138) 
 
          10        20        30        40         50        60     
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
           70        80 
2MEPSP ITPPEKLNVTAIDTYD 
       :.: .            
gi|110 ISPSQGCQFSSPYWSY 
           140          
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 82.9  bits: 20.3 E():   12 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (23-77:45-89) 
 
                       10        20        30        40        50   
2MEPSP         IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
             60        70        80                                 
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYD                                 
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 82.4  bits: 20.3 E():   13 
Smith-Waterman score: 51; 29.7% identity (54.7% similar) in 64 aa overlap (13-76:8-57) 
 
               10        20        30        40        50        60 
2MEPSP IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                   ..: :.:. ::  . ..: :. ..:..  ::         :    .:  
gi|558      MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKV--MVD--------GC---HGS 
                    10         20        30                     40  
 
               70        80                                         
2MEPSP DYCIITPPEKLNVTAIDTYD                                         
       : :::   . .:. ::                                             
gi|558 DPCIIHRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQ 
              50        60        70        80        90       100  
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.3  bits: 21.5 E():   13 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (10-58:131-179) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
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              170       180       190       200       210       220 
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.9  bits: 21.2 E():   14 
Smith-Waterman score: 54; 25.4% identity (52.1% similar) in 71 aa overlap (10-80:106-172) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|144 LRVIAGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKF 
         140       150       160           170       180       190  
 
gi|144 TVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
             200       210       220       230       240       250  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.4  bits: 21.2 E():   15 
Smith-Waterman score: 54; 28.6% identity (55.1% similar) in 49 aa overlap (10-58:130-178) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|330 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
     100       110       120       130       140       150          
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::                                          
gi|330 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 81.0  bits: 20.9 E():   16 
Smith-Waterman score: 53; 25.4% identity (52.1% similar) in 71 aa overlap (10-80:81-147) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|180 LRVIAGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKF 
              120       130         140         150       160       
 
gi|180 TVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
        170       180       190       200       210       220       
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.9  bits: 21.8 E():   16 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (2-34:407-439) 
 
                                            10        20        30  
2MEPSP                              IDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
              40        50        60        70        80            
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD            
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
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>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 80.9  bits: 19.7 E():   16 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (29-67:63-104) 
 
                 10        20        30          40        50       
2MEPSP   IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
          60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYD 
       .   : ::.  :              
gi|999 AALVPKYCLQHPHACDLYKNQTVMS 
            100       110        
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 80.0  bits: 20.6 E():   18 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (52-69:180-197) 
 
              30        40        50         60        70        80 
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.9  bits: 18.8 E():   18 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (21-67:15-61) 
 
               10        20        30        40         50          
2MEPSP IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEG 
                           .:.   :.: ..:  . :..::.: : :.   .  . .:  
gi|124       GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEF 
                     10        20        30        40         50    
 
      60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYD 
        ..:  .:              
gi|124 ISFCNANPGLMKDVAKVF    
            60        70     
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.7  bits: 18.8 E():   18 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (21-67:17-63) 
 
               10        20        30        40         50          
2MEPSP IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEG 
                           .:.   :.: ..:  . :..::.: : :.   .  . .:  
gi|124     GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEF 
                   10        20        30        40         50      
 
      60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYD 
        ..:  .:              
gi|124 ISFCNANPGLMKDVAKVF    
          60        70       
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.7  bits: 19.4 E():   19 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (10-59:22-68) 
 
                           10        20        30        40         
2MEPSP             IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
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       50        60        70        80                       
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                       
        ::: :::  :                                            
gi|833 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.7  bits: 19.4 E():   19 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (10-59:22-68) 
 
                           10        20        30        40         
2MEPSP             IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
       50        60        70        80                       
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                       
        ::: :::  :                                            
gi|668 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (36-69:96-130) 
 
          10        20        30        40         50        60     
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
           70        80 
2MEPSP ITPPEKLNVTAIDTYD 
       :.: .            
gi|244 ISPSQGCQFQSSY    
         130            
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 79.4  bits: 20.9 E():   19 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (23-69:115-168) 
 
                       10        20        30        40        50   
2MEPSP         IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
              60               70        80                         
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYD                         
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.9  bits: 20.6 E():   20 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (10-77:92-158) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|481 PAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              70        80        90       100       110       120  
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|481 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             130       140        150       160       170       180 
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gi|481 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAMS 
              190       200       210       220       230       240 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.9  bits: 20.6 E():   20 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (10-77:93-159) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|168 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
            130       140        150       160       170       180  
 
gi|168 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
             190       200       210       220       230       240  
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 52; 25.3% identity (50.7% similar) in 75 aa overlap (4-77:102-175) 
 
                                          10        20        30    
2MEPSP                            IDVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
                                     : .:. .... :  ..  ::     : :   
gi|219 EEAEKKLTESEQEIASLTRKTTLLEDDIAKNEEKLMSATQKLEEASHAADESERGRKVLE 
              80        90       100       110       120       130  
 
             40        50        60        70        80             
2MEPSP WR-VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD             
        :   . ::. :....: : .  . :  :       .:: .: .:                
gi|219 SRSFADDERIDALEAQL-KEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKI 
             140        150       160       170       180       190 
 
gi|219 IELEEELTVVGANIKTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQ 
              200       210       220       230       240       250 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (10-77:96-162) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|285 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
         130       140        150       160       170       180     
 
gi|285 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
          190       200       210       220       230       240     
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 78.8  bits: 18.8 E():   21 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (21-67:26-72) 
 
                    10        20        30        40         50     
2MEPSP      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
           60        70        80 
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2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYD 
       . .:  ..:  .:              
gi|187 DFDEFISFCNANPGLMKDVAKVF    
      60        70        80      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.5  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (10-77:107-173) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
        140       150        160       170       180       190      
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
         200       210       220       230       240       250      
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 19.7 E():   24 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 18 aa overlap (56-73:36-53) 
 
          30        40        50        60        70        80      
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD      
                                     :  . :::.: : .. ..             
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPGRMRSF 
          10        20        30        40        50        60      
 
gi|727 CSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNGGV 
          70        80        90       100       110       120      
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.9  bits: 19.4 E():   27 
Smith-Waterman score: 48; 22.5% identity (50.7% similar) in 71 aa overlap (2-63:90-159) 
 
                                            10        20        30  
2MEPSP                              IDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:. .... . .::   :: .  ..  
gi|281 GEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVAC-PDGGSICKNR 
      60        70        80        90       100        110         
 
              40        50                 60        70        80 
2MEPSP ASWRVKETERMVAIRTELTK---------LGASVEEGPDYCIITPPEKLNVTAIDTYD 
       . . .:   ..   . .: :         : : .  .::::                  
gi|281 SIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC                  
      120       130       140       150                           
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 76.4  bits: 20.9 E():   28 
Smith-Waterman score: 53; 20.7% identity (58.5% similar) in 82 aa overlap (3-80:343-418) 
 
                                           10        20        30   
2MEPSP                             IDVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
              40        50        60        70           80         
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL---NVTAIDTYD         
        ::...: :.... :   .. ..  ..  .:     :. :   :.  .:..:         
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANY----EPDDLEEDNIMILDVMDKIYVWIGN 
              380       390       400           410       420       
 
gi|215 QFAERIADEAHVDKVAQRFIQEDKSGRKFQPNQIIKLKQGSEDGAFKSYFPKWN 
        430       440       450       460       470       480 
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>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.4  bits: 20.0 E():   28 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (10-58:76-124) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|422 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
          50        60        70        80        90       100      
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::                                          
gi|422 LRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
         110       120       130       140       150       160      
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (36-79:81-124) 
 
          10        20        30        40        50        60      
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
          70        80                                              
2MEPSP TPPEKLNVTAIDTYD                                              
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 76.3  bits: 18.8 E():   29 
Smith-Waterman score: 46; 30.0% identity (58.0% similar) in 50 aa overlap (10-59:22-68) 
 
                           10        20        30        40         
2MEPSP             IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:  .: 
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSE 
               10        20        30        40        50        60 
 
       50        60        70        80                         
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                         
         :: :::  :                                              
gi|117 --KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.2  bits: 19.1 E():   29 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (48-75:28-54) 
 
        20        30        40        50        60        70        
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
        80                                                          
2MEPSP TYD                                                          
                                                                    
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.2  bits: 19.1 E():   29 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (48-75:28-54) 
 
        20        30        40        50        60        70        
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
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                                     :.:.:  .   : : :.:   ::... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
        80                                                          
2MEPSP TYD                                                          
                                                                    
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.2  bits: 19.1 E():   29 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (48-75:28-54) 
 
        20        30        40        50        60        70        
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
        80                                                          
2MEPSP TYD                                                          
                                                                    
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (10-58:93-141) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|134 ASNKAFAEGLSGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
             70        80        90       100       110       120   
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::                                          
gi|134 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
            130       140       150       160       170       180   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (10-58:94-142) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (10-58:94-142) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::                                          
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gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (10-58:94-142) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (10-58:102-150) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|295 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
              80        90       100       110       120       130  
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::                                          
gi|295 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
             140       150       160       170       180       190  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (10-58:104-152) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|109 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::                                          
gi|109 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 19.4 E():   31 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (62-68:141-147) 
 
              40        50        60        70        80            
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD            
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (10-58:104-152) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
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gi|239 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::                                          
gi|239 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (10-58:105-153) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (10-58:105-153) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 75.5  bits: 20.6 E():   32 
Smith-Waterman score: 52; 31.1% identity (52.5% similar) in 61 aa overlap (1-58:297-354) 
 
                                             10        20        30 
2MEPSP                               IDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:...: .::  . .   .::   : : :  
gi|857 GHCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRM 
        270       280       290       300       310          320    
 
                  40        50        60        70        80        
2MEPSP VASWRVK---ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD        
         :  .    .  : :  : .::. .::: :                              
gi|857 PQSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTE 
           330       340       350       360       370       380    
 
gi|857 TVKSGASVASDSASSAASEATKSVKSAASEVTNSASSAASEASASASSVKDEL 
           390       400       410       420       430       
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (45.6% similar) in 68 aa overlap (10-77:102-168) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
      40        50        60        70        80                    
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2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .   : : : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAV-KPVTEDPAWPKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             140        150       160       170       180       190 
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
              200       210       220       230       240       250 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 75.0  bits: 20.0 E():   34 
Smith-Waterman score: 50; 28.2% identity (49.3% similar) in 71 aa overlap (10-80:125-189) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::       ::  .:.:  ::  :                    
gi|113 LRIIAGTLEVHGVKPAAEE----VKATPAGELQV--IDKVDAAFKVAATAANAAPANDKF 
          160       170           180         190       200         
 
gi|113 TVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAIT 
      210       220       230       240       250       260         
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.9  bits: 18.5 E():   34 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (10-59:22-68) 
 
                           10        20        30        40         
2MEPSP             IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
       50        60        70        80                     
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                     
         :: :::  :                                          
gi|461 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.9  bits: 18.5 E():   34 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (10-59:22-68) 
 
                           10        20        30        40         
2MEPSP             IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
       50        60        70        80                     
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                     
         :: :::  :                                          
gi|416 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.8  bits: 20.0 E():   34 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (10-58:130-178) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|398 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
     100       110       120       130       140       150          
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
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        :..:   :.  .  ..::                                          
gi|398 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (23-73:73-125) 
 
                       10        20        30        40         50  
2MEPSP         IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
              60            70        80       
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYD       
        :  : : : .: :.    ::  .:.              
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN 
     100       110       120       130         
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.6  bits: 18.8 E():   35 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (23-73:37-89) 
 
                       10        20        30        40         50  
2MEPSP         IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
              60            70        80                            
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYD                            
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.5  bits: 18.8 E():   36 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (48-75:28-54) 
 
        20        30        40        50        60        70        
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|214    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
        80                                                          
2MEPSP TYD                                                          
                                                                    
gi|214 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.5  bits: 18.8 E():   36 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (48-75:28-54) 
 
        20        30        40        50        60        70        
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
        80                                                          
2MEPSP TYD                                                          
                                                                    
gi|158 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.5  bits: 19.1 E():   36 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (3-24:68-88) 
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                                           10        20        30   
2MEPSP                             IDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
             40        50        60        70        80             
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD             
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (23-73:31-83) 
 
                       10        20        30        40         50  
2MEPSP         IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
              60            70        80                            
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYD                            
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 49; 26.5% identity (55.1% similar) in 49 aa overlap (10-58:94-142) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAEYDAYVATLSEA 
            70        80        90       100       110       120    
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.4  bits: 20.0 E():   41 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (10-58:191-239) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
              170       180       190       200       210       220 
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
              230       240       250       260       270       280 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.8  bits: 19.7 E():   44 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (52-80:141-170) 
 
              30        40        50        60         70        80 
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
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gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.6  bits: 17.6 E():   45 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (27-44:28-45) 
 
                10        20        30        40        50          
2MEPSP  IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
      60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYD 
                             
gi|144 ISFCNANPGLMKDVAKVF    
               70            
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.6  bits: 19.1 E():   46 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (3-24:116-136) 
 
                                           10        20        30   
2MEPSP                             IDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
             40        50        60        70        80             
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD             
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.4  bits: 17.3 E():   46 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (5-28:1-24) 
 
               10        20        30        40        50        60 
2MEPSP IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
           : :. .::  : . :.:  . :.:                                 
gi|291     MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGEVYCNVCHSRNLINELSE 
                   10        20        30        40        50       
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.4  bits: 18.5 E():   47 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (9-55:38-82) 
 
                                     10        20         30        
2MEPSP                       IDVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
        40         50        60        70        80                 
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                 
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 48; 25.0% identity (47.1% similar) in 68 aa overlap (10-77:102-168) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:....  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
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      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADTVFEAA 
             140       150        160       170       180       190 
 
gi|330 FNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQ 
              200       210       220       230       240       250 
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.2  bits: 18.2 E():   48 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (46-75:10-38) 
 
          20        30        40        50        60        70      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     . :.:.:  .   : :.:.:   . :.. : 
gi|484                      GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEA 
                                    10        20         30         
 
          80                                                        
2MEPSP IDTYD                                                        
                                                                    
gi|484 KFAANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILP 
       40        50        60        70        80        90         
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (19-40:22-43) 
 
                  10        20        30        40        50        
2MEPSP    IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                            ::: :. . :. :    .: ::                  
gi|167 MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP EGPDYCIITPPEKLNVTAIDTYD                                      
                                                                    
gi|167 EASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.8  bits: 18.2 E():   50 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (3-59:7-64) 
 
                   10         20        30        40        50      
2MEPSP     IDVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
             :. . : :. . .:...:....: ..  . :.. . . :...::  .. . :.  
gi|164 MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQPGTL 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYD                                    
       .  :                                                         
gi|164 APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE 
               70        80        90       100       110       120 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 43; 30.0% identity (56.0% similar) in 50 aa overlap (10-59:22-68) 
 
                           10        20        30        40         
2MEPSP             IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:   : 
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPE 
               10        20        30        40        50        60 
 
       50        60        70        80                         
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                         
         :: :::  :                                              
gi|185 --KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
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                  70        80        90       100       110    
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (55-74:89-108) 
 
           30        40        50        60        70        80  
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD  
                                     .::  :  : .. : :....        
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
       60        70        80        90       100       110      
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.2  bits: 18.5 E():   54 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (35-73:83-126) 
 
           10        20        30        40         50        60    
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
                70        80                                        
2MEPSP IIT----PPEKLNVTAIDTYD                                        
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.7  bits: 18.2 E():   57 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (25-70:52-93) 
 
                     10        20        30        40        50     
2MEPSP       IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
           60        70        80                                   
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYD                                   
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (10-58:105-153) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (10-58:105-153) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
      40        50        60        70        80                    
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2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (10-58:105-153) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (10-58:105-153) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (10-58:105-153) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (10-58:105-153) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
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Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (10-58:105-153) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (10-58:105-153) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (10-58:105-153) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (10-58:105-153) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (3-58:269-325) 
 
                                           10        20        30   
2MEPSP                             IDVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
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             40        50         60        70        80            
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGPDYCIITPPEKLNVTAIDTYD            
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.3  bits: 17.9 E():   60 
Smith-Waterman score: 43; 27.6% identity (65.5% similar) in 29 aa overlap (48-76:12-40) 
 
        20        30        40        50        60        70        
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :. .. ..: : :::   . ... :.  
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
        80                                                          
2MEPSP TYD                                                          
                                                                    
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (2-57:90-149) 
 
                                            10        20        30  
2MEPSP                              IDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                    40        50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
       .: ...:     ..:.: . .    ::  .::                        
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN             
       120       130       140       150       160             
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (2-57:90-149) 
 
                                            10        20        30  
2MEPSP                              IDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                    40        50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
       .: ...:     ..:.: . .    ::  .::                        
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN             
       120       130       140       150       160             
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (2-57:90-149) 
 
                                            10        20        30  
2MEPSP                              IDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                    40        50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
       .: ...:     ..:.: . .    ::  .::                        
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN             
       120       130       140       150       160             
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>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (2-57:90-149) 
 
                                            10        20        30  
2MEPSP                              IDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                    40        50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
       .: ...:     ..:.: . .    ::  .::                        
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN             
       120       130       140       150       160             
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 70.2  bits: 19.1 E():   61 
Smith-Waterman score: 47; 25.4% identity (49.3% similar) in 71 aa overlap (10-80:113-179) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :. . .:  :  .  : :  :.    . :. 
gi|663 FKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|663 LRVIAGALEVHAVKPATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKF 
            150       160         170         180       190         
 
gi|663 TVFESAFNKALKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAIT 
      200       210       220       230       240       250         
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 17.3 E():   65 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (60-74:70-84) 
 
      30        40        50        60        70        80  
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD  
                                     :  : .. : :....        
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR 
      40        50        60        70        80        90  
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.7  bits: 19.1 E():   65 
Smith-Waterman score: 47; 23.9% identity (50.7% similar) in 71 aa overlap (10-80:101-165) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  ..::     .  :  .:..  .:  :                    
gi|249 LRVIAGAFEVHAVKPATEE----VVADPVGELQI--VDKIDAAFKIAATAANSAPANDKF 
              140           150       160         170       180     
 
gi|249 TVFEGAFNKAIKESTAGAYETYKFIPSLEAAVKQAYGATVARAPEVKYAVFEAGLTKAIT 
          190       200       210       220       230       240     
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.1 E():   68 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (10-58:132-180) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
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gi|113 ASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
             110       120       130       140       150       160  
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
        :..:   :.  .  . ::                                          
gi|113 LRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
             170       180       190       200       210       220  
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (13-38:8-32) 
 
               10        20        30        40        50        60 
2MEPSP IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                   ..: :.:. ::  . ..: :. ..:.                       
gi|558      MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTL 
                    10         20        30        40        50     
 
               70        80                                         
2MEPSP DYCIITPPEKLNVTAIDTYD                                         
                                                                    
gi|558 EALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKI 
           60        70        80        90       100       110     
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (13-38:8-32) 
 
               10        20        30        40        50        60 
2MEPSP IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                   ..: :.:. ::  . ..: :. ..:.                       
gi|558      MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTL 
                    10         20        30        40        50     
 
               70        80                                         
2MEPSP DYCIITPPEKLNVTAIDTYD                                         
                                                                    
gi|558 EALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKI 
           60        70        80        90       100       110     
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (13-38:8-32) 
 
               10        20        30        40        50        60 
2MEPSP IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                   ..: :.:. ::  . ..: :. ..:.                       
gi|864      MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTL 
                    10         20        30        40        50     
 
               70        80                                         
2MEPSP DYCIITPPEKLNVTAIDTYD                                         
                                                                    
gi|864 EALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKI 
           60        70        80        90       100       110     
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (13-38:8-32) 
 
               10        20        30        40        50        60 
2MEPSP IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                   ..: :.:. ::  . ..: :. ..:.                       
gi|218      MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTL 
                    10         20        30        40        50     
 
               70        80                                         
2MEPSP DYCIITPPEKLNVTAIDTYD                                         
                                                                    
gi|218 EALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKI 
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           60        70        80        90       100       110     
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (13-38:8-32) 
 
               10        20        30        40        50        60 
2MEPSP IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                   ..: :.:. ::  . ..: :. ..:.                       
gi|256      MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTL 
                    10         20        30        40        50     
 
               70        80                                         
2MEPSP DYCIITPPEKLNVTAIDTYD                                         
                                                                    
gi|256 EALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKI 
           60        70        80        90       100       110     
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.3  bits: 18.5 E():   68 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (61-77:115-128) 
 
               40        50        60        70        80           
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD           
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.3  bits: 18.5 E():   68 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (61-77:115-128) 
 
               40        50        60        70        80           
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD           
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (36-69:170-204) 
 
          10        20        30        40        50         60     
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
           70        80                                             
2MEPSP ITPPEKLNVTAIDTYD                                             
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 18.2 E():   71 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (60-67:172-179) 
 
      30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     : :: :.:              
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN       
             150       160       170       180             
 
>>gi|4538529|emb|CAB39376.1| Cop c1 allergen [Coprinus c  (81 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.0 E():   71 
Smith-Waterman score: 40; 25.9% identity (63.0% similar) in 27 aa overlap (1-27:44-70) 
 
                                             10        20        30 
2MEPSP                               IDVNMNKMPDVAMTLAVVALFADGPTAIRD 
                                     .:..  .:: . . : .  :...:  :    
gi|453 LPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPACSP 
            20        30        40        50        60        70    
 
               40        50        60        70        80 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                                          
gi|453 KWLQLLVP                                           
            80                                            
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (10-58:105-153) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (10-58:105-153) 
 
                                    10        20        30          
2MEPSP                      IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
      40        50        60        70        80                    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                    
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (2-33:89-118) 
 
                                            10        20        30  
2MEPSP                              IDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
              40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
       .:                                                
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN       
        120       130       140       150                
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.7  bits: 15.5 E():   74 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (23-28:25-30) 
 
                 10        20        30        40        50         
2MEPSP   IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
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               10        20        30                               
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (2-33:90-119) 
 
                                            10        20        30  
2MEPSP                              IDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
       .:                                                
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN       
       120       130       140       150       160       
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (2-33:90-119) 
 
                                            10        20        30  
2MEPSP                              IDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
       .:                                                
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN       
       120       130       140       150       160       
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (2-33:90-119) 
 
                                            10        20        30  
2MEPSP                              IDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
       .:                                                
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN       
       120       130       140       150       160       
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (2-33:90-119) 
 
                                            10        20        30  
2MEPSP                              IDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
              40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
       .:                                                
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN       
       120       130       140       150       160       
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (2-33:90-119) 
 
                                            10        20        30  
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2MEPSP                              IDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
              40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
       .:                                                
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN       
       120       130       140       150       160       
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (2-24:90-112) 
 
                                            10        20        30  
2MEPSP                              IDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
              40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                                         
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN         
     120       130       140       150       160         
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 68.6  bits: 19.7 E():   75 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (25-63:336-369) 
 
                     10        20        30        40        50     
2MEPSP       IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
            60        70        80                                  
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYD                                  
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.6  bits: 19.7 E():   75 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (25-37:336-348) 
 
                     10        20        30        40        50     
2MEPSP       IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
           60        70        80                                   
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYD                                   
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (16-34:15-35) 
 
               10        20          30        40        50         
2MEPSP IDVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                      :.:. :.:.:  .  :  :.:                         
gi|908  MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAMGGKGG 
                10        20        30        40        50          
 
       60        70        80                                       
2MEPSP GPDYCIITPPEKLNVTAIDTYD                                       
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gi|908 AFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTIDGRGAE 
      60        70        80        90       100       110          
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (46-79:131-164) 
 
          20        30        40        50        60        70      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
          80 
2MEPSP IDTYD 
          :  
gi|158 RTPY  
             
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (17-64:178-227) 
 
                             10        20        30        40       
2MEPSP               IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
          50        60         70        80                         
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVTAIDTYD                         
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (11-27:8-26) 
 
               10        20          30        40        50         
2MEPSP IDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                 ::: :::....  : .:::                                
gi|300    MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTANVP 
                  10        20        30        40        50        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (11-27:8-26) 
 
               10        20          30        40        50         
2MEPSP IDVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                 ::: :::....  : .:::                                
gi|300    MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTANVP 
                  10        20        30        40        50        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (36-69:188-222) 
 
          10        20        30        40        50         60     
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
           70        80                                             
2MEPSP ITPPEKLNVTAIDTYD                                             
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
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>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (36-69:188-222) 
 
          10        20        30        40        50         60     
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
           70        80                                             
2MEPSP ITPPEKLNVTAIDTYD                                             
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (61-77:318-334) 
 
               40        50        60        70        80           
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD           
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (13-43:121-151) 
 
                                 10        20        30        40   
2MEPSP                   IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
             50        60        70        80                       
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD                       
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (7-25:2-20) 
 
               10        20        30        40        50        60 
2MEPSP IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
             :.  .:... :::. :.::                                    
gi|157      MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLANGAPDKTEAEIEA 
                    10        20        30        40        50      
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.2  bits: 14.9 E():   90 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (64-71:9-16) 
 
            40        50        60        70        80 
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     :: :: :.          
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP  
                                     10        20      
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (2-33:90-119) 
 
                                            10        20        30  
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2MEPSP                              IDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
              40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
       .:                                                
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN       
       120       130       140       150       160       
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (2-24:90-112) 
 
                                            10        20        30  
2MEPSP                              IDVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
              40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                                         
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN         
     120       130       140       150       160         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (43-74:183-213) 
 
             20        30        40        50        60        70   
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
             80                                                     
2MEPSP VTAIDTYD                                                     
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.8  bits: 19.7 E():   94 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (46-70:517-541) 
 
          20        30        40        50        60        70      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
          80                                                        
2MEPSP IDTYD                                                        
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.8  bits: 18.5 E():   94 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (31-60:227-256) 
 
               10        20        30        40        50        60 
2MEPSP IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
               70        80                                 
2MEPSP DYCIITPPEKLNVTAIDTYD                                 
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gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (43-80:130-167) 
 
             20        30        40        50        60        70   
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
             80                                       
2MEPSP VTAIDTYD                                       
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (43-80:130-167) 
 
             20        30        40        50        60        70   
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
             80                                       
2MEPSP VTAIDTYD                                       
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 17.9 E():   97 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (58-68:3-13) 
 
        30        40        50        60        70        80        
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD        
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.2 E():   97 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (60-67:245-252) 
 
      30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     : :: :.:              
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN       
          220       230       240       250                
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (61-68:116-123) 
 
               40        50        60        70        80           
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD           
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
 
gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10578

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.5 E():   98 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (61-69:214-222) 
 
               40        50        60        70        80           
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD           
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 16.7 E():   98 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (60-74:70-84) 
 
      30        40        50        60        70        80   
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD   
                                     :  : .. : :....         
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
      40        50        60        70        80        90   
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 66.5  bits: 16.7 E():   98 
Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (28-74:32-85) 
 
                  10        20        30        40        50        
2MEPSP    IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
 
                60        70        80  
2MEPSP --------EGPDYCIITPPEKLNVTAIDTYD  
                 :  : .. : :....        
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK 
               70        80        90   
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (8-22:1-15) 
 
               10        20        30        40        50        60 
2MEPSP IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
              : . ...: ::::::                                       
gi|386        MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKWLDAKSTWYGKPT 
                      10        20        30        40        50    
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.3  bits: 19.1 E(): 1e 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (20-41:469-490) 
 
                          10        20        30        40          
2MEPSP            IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
      50        60        70        80 
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.3  bits: 17.3 E(): 1e 
Smith-Waterman score: 41; 30.8% identity (73.1% similar) in 26 aa overlap (13-38:4-28) 
 
               10        20        30        40        50        60 
2MEPSP IDVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                   ..: :.:. ::  . ..: :. ..:.                       
gi|546          GTMVSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTL 
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                        10         20        30        40        50 
 
               70        80                                         
2MEPSP DYCIITPPEKLNVTAIDTYD                                         
                                                                    
gi|546 EALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKI 
               60        70        80        90       100       110 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:05 2011 done: Tue Apr 19 10:58:05 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 324  - 403 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     3     2:* 
  32     9     8:==* 
  34    13    22:=====  * 
  36    43    44:==============* 
  38    72    73:========================* 
  40    88   102:==============================   * 
  42   134   125:=========================================*=== 
  44   138   138:=============================================* 
  46   150   140:==============================================*=== 
  48    99   134:=================================           * 
  50   142   122:========================================*======= 
  52   129   108:===================================*======= 
  54    82    92:============================  * 
  56    72    77:======================== * 
  58    37    63:=============       * 
  60    40    51:==============  * 
  62    32    41:===========  * 
  64    24    33:========  * 
  66    54    26:========*========= 
  68    32    20:======*==== 
  70    23    16:=====*== 
  72    12    12:===* 
  74    17    10:===*== 
  76    14     8:==*== 
  78     6     6:=* 
  80    10     5:=*== 
  82     6     3:*= 
  84     2     3:* 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
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 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.88240.00352; mu= 6.8319 0.183 
 mean_var=37.1548 9.978, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.210410 
 Kolmogorov-Smirnov  statistic: 0.0434 (N=28) at  64 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.5     2.9 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.1     4.9 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   53 21.0     7.4 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   58 22.5     8.1 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   56 21.9     9.5 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.7      11 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   58 22.4      11 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.4      12 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.4      13 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.5      13 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.2      14 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   54 21.2      15 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   53 20.9      16 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.8      16 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   56 21.8      16 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 18.9      17 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.6      18 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 18.9      18 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   48 19.5      18 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.5      18 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.8      18 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 20.9      19 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   52 20.6      20 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 18.9      20 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   52 20.6      20 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   52 20.6      21 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   52 20.6      21 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   52 20.6      21 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   49 19.8      24 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   48 19.5      26 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 18.9      28 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   50 20.0      28 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.6      28 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   53 20.9      28 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.2      29 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.2      29 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.2      29 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   50 20.0      30 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   50 20.0      30 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   50 20.0      30 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   50 20.0      30 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.4      31 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.0      31 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 20.0      31 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 20.0      31 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   50 20.0      32 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   50 20.0      32 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   50 20.0      32 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.6      33 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.6      33 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   50 20.0      34 
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gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 20.0      34 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 18.9      34 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 18.9      35 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   46 18.8      35 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   46 18.8      35 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.1      36 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 18.8      36 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.7      37 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   50 20.0      41 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.7      44 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.7      45 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.4      45 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.1      45 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.5      46 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.2      47 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   48 19.4      48 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      49 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.2      49 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 17.9      52 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.9      53 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.5      54 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.2      57 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.1      59 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.4      60 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   43 17.9      60 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.2      60 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.2      60 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   44 18.2      60 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   44 18.2      60 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.1      62 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.3      64 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   47 19.1      65 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 17.9      68 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 17.9      68 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 17.9      68 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 17.9      68 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 17.9      68 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.1      68 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.5      68 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.5      68 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.8      69 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.2      70 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.6      72 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.8      72 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   46 18.8      72 
gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Pr ( 436)   48 19.4      73 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   43 17.9      74 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   43 17.9      74 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   43 17.9      74 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   43 17.9      74 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   43 17.9      74 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   43 17.9      74 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   43 17.9      74 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.9      76 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.7      76 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.7      76 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.1      77 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.6      79 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.6      79 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.8      80 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.8      81 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.8      81 
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gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.6      84 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.2      84 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.1      85 
gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family prot ( 150)   42 17.6      85 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 15.0      86 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.6      91 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.6      91 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 18.8      95 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.5      95 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 17.9      95 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 17.9      95 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.7      96 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.7      97 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 16.7      97 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 17.9      97 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 17.9      98 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.2      98 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.5      99 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.3      99 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   44 18.2      99 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 94.3  bits: 22.5 E():  2.9 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (47-74:27-53) 
 
         20        30        40        50        60        70       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :: .:   : :::::   .::.. :   
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
         80                                                         
2MEPSP TYDD                                                         
                                                                    
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 90.1  bits: 23.1 E():  4.9 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (53-79:23-50) 
 
             30        40        50        60        70         80  
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDD  
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 86.9  bits: 21.0 E():  7.4 
Smith-Waterman score: 53; 28.9% identity (53.9% similar) in 76 aa overlap (1-74:37-108) 
 
                                             10        20        30 
2MEPSP                               DVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :....   :.: .  :.. . ::  :: :. 
gi|484 DCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDGDIAI-DI 
         10        20        30        40        50        60       
 
               40          50        60        70        80         
2MEPSP ASWRVKETERM-VAIRT-ELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD         
        . ...  . :   ::  :  .:  .. : ::    ::  : .: :               
gi|484 PGLETNACKLMKCPIRKGEHQELIYNIGEIPD---ATPEIKAKVKAQLIGEHGVLACGWV 
          70        80        90          100       110       120   
 
gi|484 DGEVQE 
              
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 86.2  bits: 22.5 E():  8.1 
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Smith-Waterman score: 58; 21.2% identity (66.7% similar) in 33 aa overlap (1-33:280-312) 
 
                                             10        20        30 
2MEPSP                               DVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.. .:.    ...:.:. ..: :.   .. 
gi|148 GTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANI 
     250       260       270       280       290       300          
 
               40        50        60        70        80           
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD           
        .:                                                          
gi|148 LAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDELAKKVAELTEK 
     310       320       330       340       350       360          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 84.9  bits: 21.9 E():  9.5 
Smith-Waterman score: 56; 26.8% identity (50.7% similar) in 71 aa overlap (9-79:113-179) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|441 LRVIAGALEVHAVKPATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKF 
            150       160         170         180       190         
 
gi|441 TVFESAFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
      200       210       220       230       240       250         
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 84.0  bits: 20.7 E():   11 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (35-68:104-138) 
 
           10        20        30        40         50        60    
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
            70        80 
2MEPSP ITPPEKLNVTAIDTYDD 
       :.: .             
gi|110 ISPSQGCQFSSPYWSY  
           140           
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 58; 21.2% identity (66.7% similar) in 33 aa overlap (1-33:410-442) 
 
                                             10        20        30 
2MEPSP                               DVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :.. .:.    ...:.:. ..: :.   .. 
gi|601 GTSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANI 
     380       390       400       410       420       430          
 
               40        50        60        70        80           
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD           
        .:                                                          
gi|601 LAWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDELAHKVAELTEK 
     440       450       460       470       480       490          
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 83.1  bits: 20.4 E():   12 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (22-76:45-89) 
 
                        10        20        30        40        50  
2MEPSP          DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
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                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
              60        70        80                                
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDD                                
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 82.5  bits: 20.4 E():   13 
Smith-Waterman score: 51; 29.7% identity (54.7% similar) in 64 aa overlap (12-75:8-57) 
 
               10        20        30        40        50        60 
2MEPSP DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
                  ..: :.:. ::  . ..: :. ..:..  ::         :    .: : 
gi|558     MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKV--MVD--------GC---HGSD 
                   10         20        30                     40   
 
               70        80                                         
2MEPSP YCIITPPEKLNVTAIDTYDD                                         
        :::   . .:. ::                                              
gi|558 PCIIHRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQ 
             50        60        70        80        90       100   
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.4  bits: 21.5 E():   13 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (9-57:131-179) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 82.0  bits: 21.2 E():   14 
Smith-Waterman score: 54; 25.4% identity (52.1% similar) in 71 aa overlap (9-79:106-172) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|144 LRVIAGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKF 
         140       150       160           170       180       190  
 
gi|144 TVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
             200       210       220       230       240       250  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.4  bits: 21.2 E():   15 
Smith-Waterman score: 54; 28.6% identity (55.1% similar) in 49 aa overlap (9-57:130-178) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|330 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
     100       110       120       130       140       150          
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       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|330 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 81.0  bits: 20.9 E():   16 
Smith-Waterman score: 53; 25.4% identity (52.1% similar) in 71 aa overlap (9-79:81-147) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|180 LRVIAGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKF 
              120       130         140         150       160       
 
gi|180 TVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
        170       180       190       200       210       220       
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 81.0  bits: 19.8 E():   16 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (28-66:63-104) 
 
                  10        20        30          40        50      
2MEPSP    DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
           60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDD 
       .   : ::.  :               
gi|999 AALVPKYCLQHPHACDLYKNQTVMS  
            100       110         
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.8  bits: 21.8 E():   16 
Smith-Waterman score: 56; 21.2% identity (69.7% similar) in 33 aa overlap (1-33:407-439) 
 
                                             10        20        30 
2MEPSP                               DVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ... .:. :. .:.:. . ..: :.   .. 
gi|120 GTSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNL 
        380       390       400       410       420       430       
 
               40        50        60        70        80           
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD           
        .:                                                          
gi|120 LAWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSE 
        440       450       460       470       480       490       
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.1  bits: 18.9 E():   17 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (20-66:15-61) 
 
               10        20        30        40         50          
2MEPSP DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGP 
                          .:.   :.: ..:  . :..::.: : :.   .  . .:   
gi|124      GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFI 
                    10        20        30        40         50     
 
      60        70        80 
2MEPSP DYCIITPPEKLNVTAIDTYDD 
       ..:  .:               
gi|124 SFCNANPGLMKDVAKVF     
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           60        70      
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 80.0  bits: 20.6 E():   18 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (51-68:180-197) 
 
               30        40        50         60        70          
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
      80                                     
2MEPSP D                                     
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.9  bits: 18.9 E():   18 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (20-66:17-63) 
 
               10        20        30        40         50          
2MEPSP DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGP 
                          .:.   :.: ..:  . :..::.: : :.   .  . .:   
gi|124    GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFI 
                  10        20        30        40         50       
 
      60        70        80 
2MEPSP DYCIITPPEKLNVTAIDTYDD 
       ..:  .:               
gi|124 SFCNANPGLMKDVAKVF     
         60        70        
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.8  bits: 19.5 E():   18 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (9-58:22-68) 
 
                            10        20        30        40        
2MEPSP              DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
        50        60        70        80                      
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                      
        ::: :::  :                                            
gi|833 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.8  bits: 19.5 E():   18 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (9-58:22-68) 
 
                            10        20        30        40        
2MEPSP              DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
        50        60        70        80                      
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                      
        ::: :::  :                                            
gi|668 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 79.7  bits: 19.8 E():   18 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (35-68:96-130) 
 
           10        20        30        40         50        60    
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2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
            70        80 
2MEPSP ITPPEKLNVTAIDTYDD 
       :.: .             
gi|244 ISPSQGCQFQSSY     
         130             
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 79.4  bits: 20.9 E():   19 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (22-68:115-168) 
 
                        10        20        30        40        50  
2MEPSP          DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
                  60            70        80                        
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYDD                        
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 79.0  bits: 20.6 E():   20 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (9-76:92-158) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|481 PAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              70        80        90       100       110       120  
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|481 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             130       140        150       160       170       180 
 
gi|481 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAMS 
              190       200       210       220       230       240 
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.0  bits: 18.9 E():   20 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (20-66:26-72) 
 
                     10        20        30        40         50    
2MEPSP       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
            60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDD 
       . .:  ..:  .:               
gi|187 DFDEFISFCNANPGLMKDVAKVF     
      60        70        80       
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.9  bits: 20.6 E():   20 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (9-76:93-159) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
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       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|168 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
            130       140        150       160       170       180  
 
gi|168 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
             190       200       210       220       230       240  
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.9  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (9-76:96-162) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|285 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
         130       140        150       160       170       180     
 
gi|285 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
          190       200       210       220       230       240     
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.9  bits: 20.6 E():   21 
Smith-Waterman score: 52; 25.3% identity (50.7% similar) in 75 aa overlap (3-76:102-175) 
 
                                           10        20        30   
2MEPSP                             DVNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
                                     : .:. .... :  ..  ::     : :   
gi|219 EEAEKKLTESEQEIASLTRKTTLLEDDIAKNEEKLMSATQKLEEASHAADESERGRKVLE 
              80        90       100       110       120       130  
 
              40        50        60        70        80            
2MEPSP WR-VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD            
        :   . ::. :....: : .  . :  :       .:: .: .:                
gi|219 SRSFADDERIDALEAQL-KEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKI 
             140        150       160       170       180       190 
 
gi|219 IELEEELTVVGANIKTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQ 
              200       210       220       230       240       250 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.5  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (9-76:107-173) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
        140       150        160       170       180       190      
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
         200       210       220       230       240       250      
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 19.8 E():   24 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 18 aa overlap (55-72:36-53) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10589

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

           30        40        50        60        70        80     
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD     
                                     :  . :::.: : .. ..             
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPGRMRSF 
          10        20        30        40        50        60      
 
gi|727 CSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNGGV 
          70        80        90       100       110       120      
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 48; 22.5% identity (50.7% similar) in 71 aa overlap (1-62:90-159) 
 
                                             10        20        30 
2MEPSP                               DVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:. .... . .::   :: .  ..  
gi|281 GEGSHHKCVKQRVDAIDKDNLTYSYTIIEGDVLAEKFESISYHIKIVAC-PDGGSICKNR 
      60        70        80        90       100        110         
 
               40        50                 60        70        80 
2MEPSP ASWRVKETERMVAIRTELTK---------LGASVEEGPDYCIITPPEKLNVTAIDTYDD 
       . . .:   ..   . .: :         : : .  .::::                   
gi|281 SIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC                   
      120       130       140       150                            
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 76.4  bits: 18.9 E():   28 
Smith-Waterman score: 46; 30.0% identity (58.0% similar) in 50 aa overlap (9-58:22-68) 
 
                            10        20        30        40        
2MEPSP              DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:  .: 
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSE 
               10        20        30        40        50        60 
 
        50        60        70        80                        
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                        
         :: :::  :                                              
gi|117 --KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.4  bits: 20.0 E():   28 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (9-57:76-124) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|422 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
          50        60        70        80        90       100      
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|422 LRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
         110       120       130       140       150       160      
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (35-78:81-124) 
 
           10        20        30        40        50        60     
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
           70        80                                             
2MEPSP TPPEKLNVTAIDTYDD                                             
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
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              120       130       140       150       160       170 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 76.3  bits: 20.9 E():   28 
Smith-Waterman score: 53; 20.7% identity (58.5% similar) in 82 aa overlap (2-79:343-418) 
 
                                            10        20        30  
2MEPSP                              DVNMNKMPDVAMTLAVVALFADGPTAIRDV- 
                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
               40        50        60        70           80        
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL---NVTAIDTYDD        
        ::...: :.... :   .. ..  ..  .:     :. :   :.  .:..:         
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANY----EPDDLEEDNIMILDVMDKIYVWIGN 
              380       390       400           410       420       
 
gi|215 QFAERIADEAHVDKVAQRFIQEDKSGRKFQPNQIIKLKQGSEDGAFKSYFPKWN 
        430       440       450       460       470       480 
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.3  bits: 19.2 E():   29 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (47-74:28-54) 
 
         20        30        40        50        60        70       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
         80                                                         
2MEPSP TYDD                                                         
                                                                    
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.3  bits: 19.2 E():   29 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (47-74:28-54) 
 
         20        30        40        50        60        70       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
         80                                                         
2MEPSP TYDD                                                         
                                                                    
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.3  bits: 19.2 E():   29 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (47-74:28-54) 
 
         20        30        40        50        60        70       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
         80                                                         
2MEPSP TYDD                                                         
                                                                    
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.0 E():   30 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10591

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (9-57:93-141) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|134 ASNKAFAEGLSGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
             70        80        90       100       110       120   
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|134 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
            130       140       150       160       170       180   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (9-57:94-142) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (9-57:94-142) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (9-57:94-142) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 19.4 E():   31 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (61-67:141-147) 
 
               40        50        60        70        80           
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD           
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
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gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (9-57:102-150) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|295 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
              80        90       100       110       120       130  
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|295 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
             140       150       160       170       180       190  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (9-57:104-152) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|109 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|109 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (9-57:104-152) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|239 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|239 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   32 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (9-57:105-153) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   32 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (9-57:105-153) 
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                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (45.6% similar) in 68 aa overlap (9-76:102-168) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .   : : : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAV-KPVTEDPAWPKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             140        150       160       170       180       190 
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
              200       210       220       230       240       250 
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 75.0  bits: 18.6 E():   33 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (9-58:22-68) 
 
                            10        20        30        40        
2MEPSP              DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
        50        60        70        80                    
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                    
         :: :::  :                                          
gi|461 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 75.0  bits: 18.6 E():   33 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (9-58:22-68) 
 
                            10        20        30        40        
2MEPSP              DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
        50        60        70        80                    
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                    
         :: :::  :                                          
gi|416 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.9  bits: 20.0 E():   34 
Smith-Waterman score: 50; 28.2% identity (49.3% similar) in 71 aa overlap (9-79:125-189) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
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gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::       ::  .:.:  ::  :                    
gi|113 LRIIAGTLEVHGVKPAAEE----VKATPAGELQV--IDKVDAAFKVAATAANAAPANDKF 
          160       170           180         190       200         
 
gi|113 TVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAIT 
      210       220       230       240       250       260         
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.8  bits: 20.0 E():   34 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (9-57:130-178) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|398 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
     100       110       120       130       140       150          
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|398 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (22-72:73-125) 
 
                        10        20        30        40         50 
2MEPSP          DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
               60            70        80      
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDD      
        :  : : : .: :.    ::  .:.              
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN 
     100       110       120       130         
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.7  bits: 18.9 E():   35 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (22-72:37-89) 
 
                        10        20        30        40         50 
2MEPSP          DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
               60            70        80                           
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDD                           
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.6  bits: 18.8 E():   35 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (47-74:28-54) 
 
         20        30        40        50        60        70       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
         80                                                         
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2MEPSP TYDD                                                         
                                                                    
gi|158 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.6  bits: 18.8 E():   35 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (47-74:28-54) 
 
         20        30        40        50        60        70       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|214    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
         80                                                         
2MEPSP TYDD                                                         
                                                                    
gi|214 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.5  bits: 19.1 E():   36 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (2-23:68-88) 
 
                                            10        20        30  
2MEPSP                              DVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
              40        50        60        70        80            
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD            
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.5  bits: 18.8 E():   36 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (22-72:31-83) 
 
                        10        20        30        40         50 
2MEPSP          DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
               60            70        80                           
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDD                           
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 49; 26.5% identity (55.1% similar) in 49 aa overlap (9-57:94-142) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAEYDAYVATLSEA 
            70        80        90       100       110       120    
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.4  bits: 20.0 E():   41 
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Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (9-57:191-239) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
              170       180       190       200       210       220 
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
              230       240       250       260       270       280 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.8  bits: 17.7 E():   44 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (26-43:28-45) 
 
                 10        20        30        40        50         
2MEPSP   DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
       60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDD 
                              
gi|144 ISFCNANPGLMKDVAKVF     
               70             
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.7  bits: 19.7 E():   45 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (51-79:141-170) 
 
               30        40        50        60         70          
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
      80                                                            
2MEPSP D                                                            
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.6  bits: 17.4 E():   45 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (4-27:1-24) 
 
               10        20        30        40        50        60 
2MEPSP DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
          : :. .::  : . :.:  . :.:                                  
gi|291    MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGEVYCNVCHSRNLINELSER 
                  10        20        30        40        50        
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.6  bits: 19.1 E():   45 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (2-23:116-136) 
 
                                            10        20        30  
2MEPSP                              DVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
              40        50        60        70        80            
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD            
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
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>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.4  bits: 18.5 E():   46 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (8-54:38-82) 
 
                                      10        20         30       
2MEPSP                        DVNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
         40         50        60        70        80                
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.3  bits: 18.2 E():   47 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (45-74:10-38) 
 
           20        30        40        50        60        70     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     . :.:.:  .   : :.:.:   . :.. : 
gi|484                      GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEA 
                                    10        20         30         
 
           80                                                       
2MEPSP IDTYDD                                                       
                                                                    
gi|484 KFAANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILP 
       40        50        60        70        80        90         
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 48; 25.0% identity (47.1% similar) in 68 aa overlap (9-76:102-168) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:....  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADTVFEAA 
             140       150        160       170       180       190 
 
gi|330 FNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQ 
              200       210       220       230       240       250 
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (18-39:22-43) 
 
                   10        20        30        40        50       
2MEPSP     DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                            ::: :. . :. :    .: ::                  
gi|167 MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP EGPDYCIITPPEKLNVTAIDTYDD                                     
                                                                    
gi|167 EASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.9  bits: 18.2 E():   49 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (2-58:7-64) 
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                    10         20        30        40        50     
2MEPSP      DVNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
             :. . : :. . .:...:....: ..  . :.. . . :...::  .. . :.  
gi|164 MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQPGTL 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDD                                   
       .  :                                                         
gi|164 APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE 
               70        80        90       100       110       120 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 43; 30.0% identity (56.0% similar) in 50 aa overlap (9-58:22-68) 
 
                            10        20        30        40        
2MEPSP              DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:   : 
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPE 
               10        20        30        40        50        60 
 
        50        60        70        80                        
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                        
         :: :::  :                                              
gi|185 --KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.3  bits: 17.9 E():   53 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (54-73:89-108) 
 
            30        40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
                                     .::  :  : .. : :....        
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
       60        70        80        90       100       110      
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.2  bits: 18.5 E():   54 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (34-72:83-126) 
 
            10        20        30        40         50        60   
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
                 70        80                                       
2MEPSP IIT----PPEKLNVTAIDTYDD                                       
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (24-69:52-93) 
 
                      10        20        30        40        50    
2MEPSP        DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
            60        70        80                                  
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDD                                  
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
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>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (9-57:105-153) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (9-57:105-153) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (9-57:105-153) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (9-57:105-153) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (9-57:105-153) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
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gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (9-57:105-153) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (9-57:105-153) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (9-57:105-153) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (9-57:105-153) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
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          140       150       160       170       180       190     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (9-57:105-153) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 70.4  bits: 19.4 E():   60 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (2-57:269-325) 
 
                                            10        20        30  
2MEPSP                              DVNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
              40         50        60        70        80           
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGPDYCIITPPEKLNVTAIDTYDD           
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.4  bits: 17.9 E():   60 
Smith-Waterman score: 43; 27.6% identity (65.5% similar) in 29 aa overlap (47-75:12-40) 
 
         20        30        40        50        60        70       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :. .. ..: : :::   . ... :.  
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
         80                                                         
2MEPSP TYDD                                                         
                                                                    
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (1-56:90-149) 
 
                                             10        20        30 
2MEPSP                               DVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                     40        50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
       .: ...:     ..:.: . .    ::  .::                         
gi|167 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN              
       120       130       140       150       160              
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (1-56:90-149) 
 
                                             10        20        30 
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2MEPSP                               DVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 AEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                     40        50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
       .: ...:     ..:.: . .    ::  .::                         
gi|730 SSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN              
       120       130       140       150       160              
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (1-56:90-149) 
 
                                             10        20        30 
2MEPSP                               DVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                     40        50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
       .: ...:     ..:.: . .    ::  .::                         
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN              
       120       130       140       150       160              
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.3  bits: 18.2 E():   60 
Smith-Waterman score: 44; 29.0% identity (54.8% similar) in 62 aa overlap (1-56:90-149) 
 
                                             10        20        30 
2MEPSP                               DVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
                     40        50        60        70        80 
2MEPSP AS-WRVK-----ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
       .: ...:     ..:.: . .    ::  .::                         
gi|154 SSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN              
       120       130       140       150       160              
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 70.2  bits: 19.1 E():   62 
Smith-Waterman score: 47; 25.4% identity (49.3% similar) in 71 aa overlap (9-79:113-179) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :. . .:  :  .  : :  :.    . :. 
gi|663 FKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|663 LRVIAGALEVHAVKPATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKF 
            150       160         170         180       190         
 
gi|663 TVFESAFNKALKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAIT 
      200       210       220       230       240       250         
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.9  bits: 17.3 E():   64 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (59-73:70-84) 
 
       30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
                                     :  : .. : :....        
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR 
      40        50        60        70        80        90  
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>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.7  bits: 19.1 E():   65 
Smith-Waterman score: 47; 23.9% identity (50.7% similar) in 71 aa overlap (9-79:101-165) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  ..::     .  :  .:..  .:  :                    
gi|249 LRVIAGAFEVHAVKPATEE----VVADPVGELQI--VDKIDAAFKIAATAANSAPANDKF 
              140           150       160         170       180     
 
gi|249 TVFEGAFNKAIKESTAGAYETYKFIPSLEAAVKQAYGATVARAPEVKYAVFEAGLTKAIT 
          190       200       210       220       230       240     
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (12-37:8-32) 
 
               10        20        30        40        50        60 
2MEPSP DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
                  ..: :.:. ::  . ..: :. ..:.                        
gi|558     MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                   10         20        30        40        50      
 
               70        80                                         
2MEPSP YCIITPPEKLNVTAIDTYDD                                         
                                                                    
gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (12-37:8-32) 
 
               10        20        30        40        50        60 
2MEPSP DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
                  ..: :.:. ::  . ..: :. ..:.                        
gi|864     MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                   10         20        30        40        50      
 
               70        80                                         
2MEPSP YCIITPPEKLNVTAIDTYDD                                         
                                                                    
gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (12-37:8-32) 
 
               10        20        30        40        50        60 
2MEPSP DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
                  ..: :.:. ::  . ..: :. ..:.                        
gi|558     MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                   10         20        30        40        50      
 
               70        80                                         
2MEPSP YCIITPPEKLNVTAIDTYDD                                         
                                                                    
gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (12-37:8-32) 
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               10        20        30        40        50        60 
2MEPSP DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
                  ..: :.:. ::  . ..: :. ..:.                        
gi|218     MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                   10         20        30        40        50      
 
               70        80                                         
2MEPSP YCIITPPEKLNVTAIDTYDD                                         
                                                                    
gi|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (12-37:8-32) 
 
               10        20        30        40        50        60 
2MEPSP DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
                  ..: :.:. ::  . ..: :. ..:.                        
gi|256     MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                   10         20        30        40        50      
 
               70        80                                         
2MEPSP YCIITPPEKLNVTAIDTYDD                                         
                                                                    
gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA 
          60        70        80        90       100       110      
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.1 E():   68 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (9-57:132-180) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
             110       120       130       140       150       160  
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
        :..:   :.  .  . ::                                          
gi|113 LRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
             170       180       190       200       210       220  
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.3  bits: 18.5 E():   68 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (60-76:115-128) 
 
      30        40        50        60        70        80          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD          
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.3  bits: 18.5 E():   68 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (60-76:115-128) 
 
      30        40        50        60        70        80          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD          
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
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>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.2  bits: 18.8 E():   69 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (35-68:170-204) 
 
           10        20        30        40        50         60    
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
            70        80                                            
2MEPSP ITPPEKLNVTAIDTYDD                                            
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 18.2 E():   70 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (59-66:172-179) 
 
       30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
                                     : :: :.:               
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN        
             150       160       170       180              
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.0  bits: 15.6 E():   72 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (22-27:25-30) 
 
                  10        20        30        40        50        
2MEPSP    DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
               10        20        30                               
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (9-57:105-153) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (9-57:105-153) 
 
                                     10        20        30         
2MEPSP                       DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
       40        50        60        70        80                   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                   
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|85701160|sp|Q00002.2|PDI_ALTAL RecName: Full=Protei  (436 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 68.9  bits: 19.4 E():   73 
Smith-Waterman score: 48; 31.7% identity (51.7% similar) in 60 aa overlap (1-57:298-354) 
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                                             10        20        30 
2MEPSP                               DVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     :...: .::  . .   .::   : : :   
gi|857 HCKALAPKYEELGQLYASDELSKLVTIAKVDATLNDVPDEIQGFLPSSLF---PLARRMP 
       270       280       290       300       310          320     
 
                  40        50        60        70        80        
2MEPSP ASWRVK---ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD        
        :  .    .  : :  : .::. .::: :                               
gi|857 QSTTLVPHCRGSRPVHRRERLTQASASVGEAVEDATESAKASASSATDSAASAVSEGTET 
          330       340       350       360       370       380     
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (1-32:89-118) 
 
                                             10        20        30 
2MEPSP                               DVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|402 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
       60        70        80        90       100         110       
 
               40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
       .:                                                 
gi|402 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN        
        120       130       140       150                 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (1-32:90-119) 
 
                                             10        20        30 
2MEPSP                               DVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSILKI 
      60        70        80        90       100         110        
 
               40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
       .:                                                 
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN        
       120       130       140       150       160        
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (1-32:90-119) 
 
                                             10        20        30 
2MEPSP                               DVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
       .:                                                 
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN        
       120       130       140       150       160        
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (1-32:90-119) 
 
                                             10        20        30 
2MEPSP                               DVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
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               40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
       .:                                                 
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN        
       120       130       140       150       160        
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.8% identity (65.2% similar) in 23 aa overlap (1-23:90-112) 
 
                                             10        20        30 
2MEPSP                               DVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. :..::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
               40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
                                                          
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN          
     120       130       140       150       160          
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (1-32:90-119) 
 
                                             10        20        30 
2MEPSP                               DVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|154 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
       .:                                                 
gi|154 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN        
       120       130       140       150       160        
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (1-32:90-119) 
 
                                             10        20        30 
2MEPSP                               DVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  .:  . 
gi|730 SEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSIVKI 
      60        70        80        90       100         110        
 
               40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
       .:                                                 
gi|730 SSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN        
       120       130       140       150       160        
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (45-78:131-164) 
 
           20        30        40        50        60        70     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
           80 
2MEPSP IDTYDD 
          :   
gi|158 RTPY   
              
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 68.5  bits: 19.7 E():   76 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (24-36:336-348) 
 
                      10        20        30        40        50    
2MEPSP        DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
            60        70        80                                  
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDD                                  
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 68.5  bits: 19.7 E():   76 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (24-62:336-369) 
 
                      10        20        30        40        50    
2MEPSP        DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
             60        70        80                                 
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDD                                 
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.4  bits: 19.1 E():   77 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (15-33:15-35) 
 
               10        20          30        40        50         
2MEPSP DVNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                     :.:. :.:.:  .  :  :.:                          
gi|908 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAMGGKGGA 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP PDYCIITPPEKLNVTAIDTYDD                                       
                                                                    
gi|908 FYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEV 
               70        80        90       100       110       120 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (10-26:8-26) 
 
               10        20          30        40        50         
2MEPSP DVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                ::: :::....  : .:::                                 
gi|300   MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTANVPP 
                 10        20        30        40        50         
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (10-26:8-26) 
 
               10        20          30        40        50         
2MEPSP DVNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                ::: :::....  : .:::                                 
gi|300   MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTANVPP 
                 10        20        30        40        50         
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (16-63:178-227) 
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                              10        20        30         40     
2MEPSP                DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
           50         60        70        80                        
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVTAIDTYDD                        
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (35-68:188-222) 
 
           10        20        30        40        50         60    
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
            70        80                                            
2MEPSP ITPPEKLNVTAIDTYDD                                            
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (35-68:188-222) 
 
           10        20        30        40        50         60    
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
            70        80                                            
2MEPSP ITPPEKLNVTAIDTYDD                                            
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (6-24:2-20) 
 
               10        20        30        40        50        60 
2MEPSP DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
            :.  .:... :::. :.::                                     
gi|157     MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLANGAPDKTEAEIEAQ 
                   10        20        30        40        50       
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (12-42:121-151) 
 
                                  10        20        30        40  
2MEPSP                    DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
              50        60        70        80                      
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD                      
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
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 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 19.1 E():   85 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (60-76:318-334) 
 
      30        40        50        60        70        80          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD          
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family protein   (150 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 42; 27.3% identity (42.4% similar) in 66 aa overlap (17-80:58-114) 
 
                             10        20        30        40       
2MEPSP               DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                     :  ::.   ::.:.   . ::.         
gi|155 LDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFANDHPAIKDAYEAEKKEV-------- 
        30        40        50        60        70                  
 
         50        60          70        80                         
2MEPSP ELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDD                         
        :.   :. ::        ::.  : ..    : ::                         
gi|155 -LAAQQAAEEEHKKLVAALPPDAQKADAELTATADDASLTLAAKHDKIVQTFESLPPAVK 
       80        90       100       110       120       130         
 
gi|155 EELNKLNQQGQS 
      140       150 
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.5  bits: 15.0 E():   86 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (63-70:9-16) 
 
             40        50        60        70        80 
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
                                     :: :: :.           
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP   
                                     10        20       
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 42; 31.2% identity (56.2% similar) in 32 aa overlap (1-32:90-119) 
 
                                             10        20        30 
2MEPSP                               DVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.  : .::  : :  ..  . 
gi|167 AEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVA--APGGGSVVKI 
      60        70        80        90       100         110        
 
               40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
       .:                                                 
gi|167 SSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN        
       120       130       140       150       160        
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (1-23:90-112) 
 
                                             10        20        30 
2MEPSP                               DVNMNKMPDVAMTLAVVALFADGPTAIRDV 
                                     ::  .:.  :.. : .::  . :        
gi|154 AEGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISG 
      60        70        80        90       100       110          
 
               40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
                                                          
gi|154 KFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN          
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     120       130       140       150       160          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (42-73:183-213) 
 
              20        30        40        50        60        70  
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
              80                                                    
2MEPSP VTAIDTYDD                                                    
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (30-59:227-256) 
 
                10        20        30        40        50          
2MEPSP  DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
      60        70        80                                
2MEPSP DYCIITPPEKLNVTAIDTYDD                                
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (42-79:130-167) 
 
              20        30        40        50        60        70  
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
              80                                      
2MEPSP VTAIDTYDD                                      
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (42-79:130-167) 
 
              20        30        40        50        60        70  
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
              80                                      
2MEPSP VTAIDTYDD                                      
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.6  bits: 19.7 E():   96 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (45-69:517-541) 
 
           20        30        40        50        60        70     
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2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
           80                                                       
2MEPSP IDTYDD                                                       
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 16.7 E():   97 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (59-73:70-84) 
 
       30        40        50        60        70        80  
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD  
                                     :  : .. : :....         
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
      40        50        60        70        80        90   
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 66.6  bits: 16.7 E():   97 
Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (27-73:32-85) 
 
                   10        20        30        40        50       
2MEPSP     DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
 
                 60        70        80 
2MEPSP --------EGPDYCIITPPEKLNVTAIDTYDD 
                 :  : .. : :....        
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK 
               70        80        90   
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (57-67:3-13) 
 
         30        40        50        60        70        80       
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD       
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (60-67:116-123) 
 
      30        40        50        60        70        80          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD          
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
 
gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.2 E():   98 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (59-66:245-252) 
 
       30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
                                     : :: :.:               
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN        
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          220       230       240       250                 
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.5 E():   99 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (60-68:214-222) 
 
      30        40        50        60        70        80          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD          
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 41; 30.8% identity (73.1% similar) in 26 aa overlap (12-37:4-28) 
 
               10        20        30        40        50        60 
2MEPSP DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
                  ..: :.:. ::  . ..: :. ..:.                        
gi|546         GTMVSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE 
                       10         20        30        40        50  
 
               70        80                                         
2MEPSP YCIITPPEKLNVTAIDTYDD                                         
                                                                    
gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA 
              60        70        80        90       100       110  
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 18.2 E():   99 
Smith-Waterman score: 44; 53.3% identity (80.0% similar) in 15 aa overlap (7-21:1-15) 
 
               10        20        30        40        50        60 
2MEPSP DVNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
             : . ...: ::::::                                        
gi|386       MASSSLVLLVVALFAVFLGTAHGIAKVPPGPNITATYGDKWLDAKSTWYGKPTG 
                     10        20        30        40        50     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:05 2011 done: Tue Apr 19 10:58:05 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 325  - 404 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     3     2:* 
  32     7     8:==* 
  34    15    22:=====  * 
  36    43    44:==============* 
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  38    50    73:=================       * 
  40    74   102:=========================        * 
  42   163   125:=========================================*============= 
  44   134   138:=============================================* 
  46   148   140:==============================================*=== 
  48   120   134:========================================    * 
  50   148   122:========================================*========= 
  52   125   108:===================================*====== 
  54    89    92:==============================* 
  56    73    77:=========================* 
  58    37    63:=============       * 
  60    42    51:==============  * 
  62    27    41:=========    * 
  64    40    33:==========*=== 
  66    38    26:========*==== 
  68    25    20:======*== 
  70    20    16:=====*= 
  72    12    12:===* 
  74    23    10:===*==== 
  76     7     8:==* 
  78     7     6:=*= 
  80     9     5:=*= 
  82     4     3:*= 
  84     2     3:* 
  86     0     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.10860.00354; mu= 5.6684 0.184 
 mean_var=38.024910.339, 0's: 2 Z-trim: 2  B-trim: 257 in 2/42 
 Lambda= 0.207989 
 Kolmogorov-Smirnov  statistic: 0.0384 (N=28) at  40 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.4       3 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 22.9     5.4 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   56 21.7      10 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.6      11 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.3      13 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.3      13 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.4      14 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.1      15 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.7      16 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   54 21.1      16 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   53 20.9      17 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 18.9      18 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 18.9      18 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.4      19 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   48 19.4      19 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.6      19 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.7      19 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 18.9      20 
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gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 20.8      21 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   52 20.5      22 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   52 20.5      22 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   52 20.5      22 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   52 20.5      22 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   52 20.5      23 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   49 19.7      25 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   54 21.1      27 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 18.8      29 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.1      29 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.1      29 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.1      29 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   50 20.0      30 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.5      31 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   53 20.8      31 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   50 20.0      32 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   50 19.9      32 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   50 19.9      32 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   50 19.9      32 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.4      32 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 19.9      33 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 19.9      33 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 19.9      33 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   50 19.9      34 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   50 19.9      34 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   50 19.9      34 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.5      34 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.5      34 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 18.8      35 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 18.8      36 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   50 19.9      36 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   46 18.8      36 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   46 18.8      36 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 19.9      37 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 18.8      37 
gi|94471624|gb|ABF21078.1| icarapin variant 2 prec ( 175)   47 19.1      37 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.6      39 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   50 19.9      44 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.7      44 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.4      45 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   50 19.9      46 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   47 19.1      48 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.6      48 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.5      48 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.2      48 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      50 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   44 18.2      50 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   48 19.3      50 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 17.9      53 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.9      54 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.2      54 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.5      56 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.2      58 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   43 17.9      61 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.0      62 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.0      62 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.0      62 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.0      62 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.0      62 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.0      62 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.0      62 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.0      62 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.0      62 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.0      62 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   50 19.9      62 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   48 19.3      64 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.3      64 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.0      65 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.6      68 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 17.9      69 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 17.9      69 
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gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 17.9      69 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 17.9      69 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 17.9      69 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   47 19.0      69 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.5      71 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.5      71 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.0      72 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.2      73 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.7      73 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   46 18.7      76 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.7      76 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.9      78 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.6      80 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.6      80 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 15.1      81 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.0      82 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.6      83 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.6      83 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.7      84 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.7      85 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.7      85 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.6      85 
gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family prot ( 150)   42 17.6      87 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.2      87 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.0      90 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 16.7      96 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.7      96 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 17.9      98 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 17.9      98 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   28 13.6      99 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.4   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 93.9  bits: 22.4 E():    3 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (46-73:27-53) 
 
          20        30        40        50        60        70      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :: .:   : :::::   .::.. :   
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
          80                                                        
2MEPSP TYDDH                                                        
                                                                    
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 89.3  bits: 22.9 E():  5.4 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (52-78:23-50) 
 
              30        40        50        60        70         80 
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDH 
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 84.3  bits: 21.7 E():   10 
Smith-Waterman score: 56; 26.8% identity (50.7% similar) in 71 aa overlap (8-78:113-179) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10617

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|441 LRVIAGALEVHAVKPATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKF 
            150       160         170         180       190         
 
gi|441 TVFESAFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
      200       210       220       230       240       250         
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 83.7  bits: 20.6 E():   11 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (34-67:104-138) 
 
            10        20        30        40         50        60   
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
             70        80 
2MEPSP ITPPEKLNVTAIDTYDDH 
       :.: .              
gi|110 ISPSQGCQFSSPYWSY   
           140            
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 82.8  bits: 20.3 E():   13 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (21-75:45-89) 
 
                         10        20        30        40        50 
2MEPSP           VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
               60        70        80                               
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDH                               
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 82.2  bits: 20.3 E():   13 
Smith-Waterman score: 51; 29.7% identity (54.7% similar) in 64 aa overlap (11-74:8-57) 
 
               10        20        30        40        50        60 
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                 ..: :.:. ::  . ..: :. ..:..  ::         :    .: :  
gi|558    MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKV--MVD--------GC---HGSDP 
                  10         20        30                     40    
 
               70        80                                         
2MEPSP CIITPPEKLNVTAIDTYDDH                                         
       :::   . .:. ::                                               
gi|558 CIIHRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQY 
            50        60        70        80        90       100    
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.7  bits: 21.4 E():   14 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (8-56:131-179) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
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              170       180       190       200       210       220 
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.4  bits: 21.1 E():   15 
Smith-Waterman score: 54; 25.4% identity (52.1% similar) in 71 aa overlap (8-78:106-172) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|144 LRVIAGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKF 
         140       150       160           170       180       190  
 
gi|144 TVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
             200       210       220       230       240       250  
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 80.8  bits: 19.7 E():   16 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (27-65:63-104) 
 
                   10        20        30          40        50     
2MEPSP     VNMNKMPDVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
            60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDH 
       .   : ::.  :                
gi|999 AALVPKYCLQHPHACDLYKNQTVMS   
            100       110          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.8  bits: 21.1 E():   16 
Smith-Waterman score: 54; 28.6% identity (55.1% similar) in 49 aa overlap (8-56:130-178) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|330 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
     100       110       120       130       140       150          
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|330 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 80.5  bits: 20.9 E():   17 
Smith-Waterman score: 53; 25.4% identity (52.1% similar) in 71 aa overlap (8-78:81-147) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|180 LRVIAGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKF 
              120       130         140         150       160       
 
gi|180 TVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
        170       180       190       200       210       220       
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>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.1  bits: 18.9 E():   18 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (19-65:15-61) 
 
               10        20        30        40         50          
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPD 
                         .:.   :.: ..:  . :..::.: : :.   .  . .:  . 
gi|124     GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFIS 
                   10        20        30        40         50      
 
      60        70        80 
2MEPSP YCIITPPEKLNVTAIDTYDDH 
       .:  .:                
gi|124 FCNANPGLMKDVAKVF      
          60        70       
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.9  bits: 18.9 E():   18 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (19-65:17-63) 
 
               10        20        30        40         50          
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPD 
                         .:.   :.: ..:  . :..::.: : :.   .  . .:  . 
gi|124   GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFIS 
                 10        20        30        40         50        
 
      60        70        80 
2MEPSP YCIITPPEKLNVTAIDTYDDH 
       .:  .:                
gi|124 FCNANPGLMKDVAKVF      
        60        70         
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.6  bits: 19.4 E():   19 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (8-57:22-68) 
 
                             10        20        30        40       
2MEPSP               VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
         50        60        70        80                     
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                     
        ::: :::  :                                            
gi|668 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.6  bits: 19.4 E():   19 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (8-57:22-68) 
 
                             10        20        30        40       
2MEPSP               VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
         50        60        70        80                     
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                     
        ::: :::  :                                            
gi|833 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.6  bits: 20.6 E():   19 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (50-67:180-197) 
 
      20        30        40        50         60        70         
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
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                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
       80                                    
2MEPSP DH                                    
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 79.5  bits: 19.7 E():   19 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (34-67:96-130) 
 
            10        20        30        40         50        60   
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
             70        80 
2MEPSP ITPPEKLNVTAIDTYDDH 
       :.: .              
gi|244 ISPSQGCQFQSSY      
         130              
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 78.9  bits: 18.9 E():   20 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (19-65:26-72) 
 
                      10        20        30        40         50   
2MEPSP        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
             60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDH 
       . .:  ..:  .:                
gi|187 DFDEFISFCNANPGLMKDVAKVF      
      60        70        80        
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 78.8  bits: 20.8 E():   21 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (21-67:115-168) 
 
                         10        20        30        40        50 
2MEPSP           VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
                   60            70        80                       
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYDDH                       
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.5  bits: 20.5 E():   22 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (8-75:92-158) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|481 PAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              70        80        90       100       110       120  
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .   .:: : .  :   :   .  ::                       
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gi|481 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             130       140        150       160       170       180 
 
gi|481 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAMS 
              190       200       210       220       230       240 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.4  bits: 20.5 E():   22 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (8-75:93-159) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|168 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
            130       140        150       160       170       180  
 
gi|168 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
             190       200       210       220       230       240  
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.3  bits: 20.5 E():   22 
Smith-Waterman score: 52; 25.3% identity (50.7% similar) in 75 aa overlap (2-75:102-175) 
 
                                            10        20        30  
2MEPSP                              VNMNKMPDVAMTLAVVALFADGPTAIRDVAS 
                                     : .:. .... :  ..  ::     : :   
gi|219 EEAEKKLTESEQEIASLTRKTTLLEDDIAKNEEKLMSATQKLEEASHAADESERGRKVLE 
              80        90       100       110       120       130  
 
               40        50        60        70        80           
2MEPSP WR-VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH           
        :   . ::. :....: : .  . :  :       .:: .: .:                
gi|219 SRSFADDERIDALEAQL-KEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKI 
             140        150       160       170       180       190 
 
gi|219 IELEEELTVVGANIKTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQ 
              200       210       220       230       240       250 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.3  bits: 20.5 E():   22 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (8-75:96-162) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|285 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
         130       140        150       160       170       180     
 
gi|285 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
          190       200       210       220       230       240     
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.0  bits: 20.5 E():   23 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (8-75:107-173) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
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         80        90       100       110       120       130       
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
        140       150        160       170       180       190      
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
         200       210       220       230       240       250      
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 19.7 E():   25 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 18 aa overlap (54-71:36-53) 
 
            30        40        50        60        70        80    
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH    
                                     :  . :::.: : .. ..             
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPGRMRSF 
          10        20        30        40        50        60      
 
gi|727 CSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNGGV 
          70        80        90       100       110       120      
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 76.8  bits: 21.1 E():   27 
Smith-Waterman score: 54; 21.9% identity (68.8% similar) in 32 aa overlap (1-32:408-439) 
 
                                             10        20        30 
2MEPSP                               VNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. :. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNLL 
       380       390       400       410       420       430        
 
               40        50        60        70        80           
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH           
       .:                                                           
gi|120 AWNGGGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSEI 
       440       450       460       470       480       490        
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 76.2  bits: 18.8 E():   29 
Smith-Waterman score: 46; 30.0% identity (58.0% similar) in 50 aa overlap (8-57:22-68) 
 
                             10        20        30        40       
2MEPSP               VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:  .: 
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSE 
               10        20        30        40        50        60 
 
         50        60        70        80                       
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                       
         :: :::  :                                              
gi|117 --KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.0  bits: 19.1 E():   29 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (46-73:28-54) 
 
          20        30        40        50        60        70      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
          80                                                        
2MEPSP TYDDH                                                        
                                                                    
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
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>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.0  bits: 19.1 E():   29 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (46-73:28-54) 
 
          20        30        40        50        60        70      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
          80                                                        
2MEPSP TYDDH                                                        
                                                                    
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.0  bits: 19.1 E():   29 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (46-73:28-54) 
 
          20        30        40        50        60        70      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
          80                                                        
2MEPSP TYDDH                                                        
                                                                    
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (8-56:76-124) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|422 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
          50        60        70        80        90       100      
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|422 LRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
         110       120       130       140       150       160      
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 75.7  bits: 20.5 E():   31 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (34-77:81-124) 
 
            10        20        30        40        50        60    
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
            70        80                                            
2MEPSP TPPEKLNVTAIDTYDDH                                            
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 75.6  bits: 20.8 E():   31 
Smith-Waterman score: 53; 20.7% identity (58.5% similar) in 82 aa overlap (1-78:343-418) 
 
                                             10        20           
2MEPSP                               VNMNKMPDVAMTLAVVALFADGPTAIRDV- 
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                                     .: .:.:. . .  :  : .:  . ....  
gi|215 ENGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLF 
            320       330       340       350         360       370 
 
      30        40        50        60           70        80       
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL---NVTAIDTYDDH       
        ::...: :.... :   .. ..  ..  .:     :. :   :.  .:..:         
gi|215 ESWQMSEQEKITSARLFRVSRNGIFKQVANY----EPDDLEEDNIMILDVMDKIYVWIGN 
              380       390       400           410       420       
 
gi|215 QFAERIADEAHVDKVAQRFIQEDKSGRKFQPNQIIKLKQGSEDGAFKSYFPKWN 
        430       440       450       460       470       480 
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (8-56:93-141) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|134 ASNKAFAEGLSGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
             70        80        90       100       110       120   
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|134 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
            130       140       150       160       170       180   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (8-56:94-142) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (8-56:94-142) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (8-56:94-142) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
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        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.3  bits: 19.4 E():   32 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (60-66:141-147) 
 
      30        40        50        60        70        80          
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH          
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.1  bits: 19.9 E():   33 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (8-56:102-150) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|295 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
              80        90       100       110       120       130  
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|295 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
             140       150       160       170       180       190  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.1  bits: 19.9 E():   33 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (8-56:104-152) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|109 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|109 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 19.9 E():   33 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (8-56:104-152) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|239 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|239 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (8-56:105-153) 
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                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (8-56:105-153) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.9  bits: 19.9 E():   34 
Smith-Waterman score: 50; 26.5% identity (45.6% similar) in 68 aa overlap (8-75:102-168) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .   : : : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAV-KPVTEDPAWPKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             140        150       160       170       180       190 
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
              200       210       220       230       240       250 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.9  bits: 18.5 E():   34 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (8-57:22-68) 
 
                             10        20        30        40       
2MEPSP               VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
         50        60        70        80                   
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                   
         :: :::  :                                          
gi|416 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.9  bits: 18.5 E():   34 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (8-57:22-68) 
 
                             10        20        30        40       
2MEPSP               VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10627

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

               10        20        30        40        50        60 
 
         50        60        70        80                   
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                   
         :: :::  :                                          
gi|461 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.6  bits: 18.8 E():   35 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (21-71:73-125) 
 
                         10        20        30        40           
2MEPSP           VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
      50        60            70        80     
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDH     
        :  : : : .: :.    ::  .:.              
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN 
     100       110       120       130         
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.5  bits: 18.8 E():   36 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (21-71:37-89) 
 
                         10        20        30        40           
2MEPSP           VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
      50        60            70        80                          
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDH                          
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.4  bits: 19.9 E():   36 
Smith-Waterman score: 50; 28.2% identity (49.3% similar) in 71 aa overlap (8-78:125-189) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::       ::  .:.:  ::  :                    
gi|113 LRIIAGTLEVHGVKPAAEE----VKATPAGELQV--IDKVDAAFKVAATAANAAPANDKF 
          160       170           180         190       200         
 
gi|113 TVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAIT 
      210       220       230       240       250       260         
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (46-73:28-54) 
 
          20        30        40        50        60        70      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|214    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
          80                                                        
2MEPSP TYDDH                                                        
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gi|214 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (46-73:28-54) 
 
          20        30        40        50        60        70      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
          80                                                        
2MEPSP TYDDH                                                        
                                                                    
gi|158 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 19.9 E():   37 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (8-56:130-178) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|398 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
     100       110       120       130       140       150          
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|398 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (21-71:31-83) 
 
                         10        20        30        40           
2MEPSP           VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
      50        60            70        80                          
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDH                          
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|94471624|gb|ABF21078.1| icarapin variant 2 precurso  (175 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.2  bits: 19.1 E():   37 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (1-22:68-88) 
 
                                             10        20        30 
2MEPSP                               VNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 DGWYQTLQTHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
        40        50        60        70        80         90       
 
               40        50        60        70        80           
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH           
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
        100       110       120       130       140       150       
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 19.6 E():   39 
Smith-Waterman score: 49; 26.5% identity (55.1% similar) in 49 aa overlap (8-56:94-142) 
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                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAEYDAYVATLSEA 
            70        80        90       100       110       120    
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.8  bits: 19.9 E():   44 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (8-56:191-239) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
              170       180       190       200       210       220 
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
              230       240       250       260       270       280 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.8  bits: 17.7 E():   44 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (25-42:28-45) 
 
                  10        20        30        40        50        
2MEPSP    VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDH 
                               
gi|144 ISFCNANPGLMKDVAKVF      
               70              
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.7  bits: 17.4 E():   45 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (3-26:1-24) 
 
               10        20        30        40        50        60 
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
         : :. .::  : . :.:  . :.:                                   
gi|291   MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGEVYCNVCHSRNLINELSERM 
                 10        20        30        40        50         
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 50; 18.8% identity (65.6% similar) in 32 aa overlap (1-32:281-312) 
 
                                             10        20        30 
2MEPSP                               VNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:.    ...:.:. ..: :.   ..  
gi|148 TSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANIL 
              260       270       280       290       300       310 
 
               40        50        60        70        80           
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH           
       .:                                                           
gi|148 AWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDELAKKVAELTEKI 
              320       330       340       350       360       370 
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>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.2  bits: 19.1 E():   48 
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (1-22:116-136) 
 
                                             10        20        30 
2MEPSP                               VNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     :: ::.:. : : ... .. ::         
gi|944 QTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNKIPEGANTTSTTKII-DGHVVTINET 
          90       100       110       120       130        140     
 
               40        50        60        70        80           
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH           
                                                                    
gi|944 TYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVE 
          150       160       170       180       190       200     
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.2  bits: 19.6 E():   48 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (50-78:141-170) 
 
      20        30        40        50        60         70         
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
       80                                                           
2MEPSP DH                                                           
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.2  bits: 18.5 E():   48 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (7-53:38-82) 
 
                                       10        20         30      
2MEPSP                         VNMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
          40         50        60        70        80               
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH               
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.2  bits: 18.2 E():   48 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (44-73:10-38) 
 
            20        30        40        50        60        70    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     . :.:.:  .   : :.:.:   . :.. : 
gi|484                      GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEA 
                                    10        20         30         
 
            80                                                      
2MEPSP IDTYDDH                                                      
                                                                    
gi|484 KFAANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILP 
       40        50        60        70        80        90         
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (17-38:22-43) 
 
                    10        20        30        40        50      
2MEPSP      VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                            ::: :. . :. :    .: ::                  
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gi|167 MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDH                                    
                                                                    
gi|167 EASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.8  bits: 18.2 E():   50 
Smith-Waterman score: 44; 20.7% identity (67.2% similar) in 58 aa overlap (1-57:7-64) 
 
                      10        20        30        40        50    
2MEPSP       VNMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
             :. . : :. . .:...:....: ..  . :.. . . :...::  .. . :.  
gi|164 MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQPGTL 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDH                                  
       .  :                                                         
gi|164 APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE 
               70        80        90       100       110       120 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 71.8  bits: 19.3 E():   50 
Smith-Waterman score: 48; 25.0% identity (47.1% similar) in 68 aa overlap (8-75:102-168) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:....  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADTVFEAA 
             140       150        160       170       180       190 
 
gi|330 FNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQ 
              200       210       220       230       240       250 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 43; 30.0% identity (56.0% similar) in 50 aa overlap (8-57:22-68) 
 
                             10        20        30        40       
2MEPSP               VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:   : 
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPE 
               10        20        30        40        50        60 
 
         50        60        70        80                       
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                       
         :: :::  :                                              
gi|185 --KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (53-72:89-108) 
 
             30        40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     .::  :  : .. : :....         
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK  
       60        70        80        90       100       110       
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
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 initn:  39 init1:  39 opt:  44  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (46-73:28-54) 
 
          20        30        40        50        60        70      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
          80                                                        
2MEPSP TYDDH                                                        
                                                                    
gi|212 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.9  bits: 18.5 E():   56 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (33-71:83-126) 
 
             10        20        30        40         50        60  
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
                  70        80                                      
2MEPSP IIT----PPEKLNVTAIDTYDDH                                      
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.6  bits: 18.2 E():   58 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (23-68:52-93) 
 
                       10        20        30        40        50   
2MEPSP         VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
             60        70        80                                 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDH                                 
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 43; 27.6% identity (65.5% similar) in 29 aa overlap (46-74:12-40) 
 
          20        30        40        50        60        70      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :. .. ..: : :::   . ... :.  
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
          80                                                        
2MEPSP TYDDH                                                        
                                                                    
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (8-56:105-153) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
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           80        90       100       110       120       130     
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (8-56:105-153) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (8-56:105-153) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (8-56:105-153) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (8-56:105-153) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
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>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (8-56:105-153) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (8-56:105-153) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (8-56:105-153) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (8-56:105-153) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (8-56:105-153) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
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                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 70.1  bits: 19.9 E():   62 
Smith-Waterman score: 50; 18.8% identity (65.6% similar) in 32 aa overlap (1-32:411-442) 
 
                                             10        20        30 
2MEPSP                               VNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:.    ...:.:. ..: :.   ..  
gi|601 TSMASPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANIL 
              390       400       410       420       430       440 
 
               40        50        60        70        80           
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH           
       .:                                                           
gi|601 AWNGGGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDELAHKVAELTEKV 
              450       460       470       480       490       500 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 69.9  bits: 19.3 E():   64 
Smith-Waterman score: 48; 19.3% identity (61.4% similar) in 57 aa overlap (1-56:269-325) 
 
                                             10        20        30 
2MEPSP                               VNMNKMPDVAMTLAVVALFADGPTAIRDVA 
                                     .. .:. .. .:.:. . ..: :.   ..  
gi|120 TSMASPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLL 
      240       250       260       270       280       290         
 
               40         50        60        70        80          
2MEPSP SWRVKETERMVAIRTELT-KLGASVEEGPDYCIITPPEKLNVTAIDTYDDH          
       .:    .  .. : ..   : :..::.                                  
gi|120 AWNGGGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
      300       310       320       330       340       350         
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.9  bits: 17.3 E():   64 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (58-72:70-84) 
 
        30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     :  : .. : :....         
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR  
      40        50        60        70        80        90   
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 47; 25.4% identity (49.3% similar) in 71 aa overlap (8-78:113-179) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :. . .:  :  .  : :  :.    . :. 
gi|663 FKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|663 LRVIAGALEVHAVKPATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKF 
            150       160         170         180       190         
 
gi|663 TVFESAFNKALKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAIT 
      200       210       220       230       240       250         
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>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.4  bits: 15.6 E():   68 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (21-26:25-30) 
 
                   10        20        30        40        50       
2MEPSP     VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
               10        20        30                               
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (11-36:8-32) 
 
               10        20        30        40        50        60 
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                 ..: :.:. ::  . ..: :. ..:.                         
gi|256    MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEA 
                  10         20        30        40        50       
 
               70        80                                         
2MEPSP CIITPPEKLNVTAIDTYDDH                                         
                                                                    
gi|256 LFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAP 
         60        70        80        90       100       110       
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (11-36:8-32) 
 
               10        20        30        40        50        60 
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                 ..: :.:. ::  . ..: :. ..:.                         
gi|218    MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEA 
                  10         20        30        40        50       
 
               70        80                                         
2MEPSP CIITPPEKLNVTAIDTYDDH                                         
                                                                    
gi|218 LFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAP 
         60        70        80        90       100       110       
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (11-36:8-32) 
 
               10        20        30        40        50        60 
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                 ..: :.:. ::  . ..: :. ..:.                         
gi|864    MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEA 
                  10         20        30        40        50       
 
               70        80                                         
2MEPSP CIITPPEKLNVTAIDTYDDH                                         
                                                                    
gi|864 LFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAP 
         60        70        80        90       100       110       
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (11-36:8-32) 
 
               10        20        30        40        50        60 
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                 ..: :.:. ::  . ..: :. ..:.                         
gi|558    MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEA 
                  10         20        30        40        50       
 
               70        80                                         
2MEPSP CIITPPEKLNVTAIDTYDDH                                         
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gi|558 LFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAP 
         60        70        80        90       100       110       
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (11-36:8-32) 
 
               10        20        30        40        50        60 
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                 ..: :.:. ::  . ..: :. ..:.                         
gi|558    MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEA 
                  10         20        30        40        50       
 
               70        80                                         
2MEPSP CIITPPEKLNVTAIDTYDDH                                         
                                                                    
gi|558 LFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAP 
         60        70        80        90       100       110       
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.2  bits: 19.0 E():   69 
Smith-Waterman score: 47; 23.9% identity (50.7% similar) in 71 aa overlap (8-78:101-165) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  ..::     .  :  .:..  .:  :                    
gi|249 LRVIAGAFEVHAVKPATEE----VVADPVGELQI--VDKIDAAFKIAATAANSAPANDKF 
              140           150       160         170       180     
 
gi|249 TVFEGAFNKAIKESTAGAYETYKFIPSLEAAVKQAYGATVARAPEVKYAVFEAGLTKAIT 
          190       200       210       220       230       240     
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.0  bits: 18.5 E():   71 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (59-75:115-128) 
 
       30        40        50        60        70        80         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH         
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.0  bits: 18.5 E():   71 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (59-75:115-128) 
 
       30        40        50        60        70        80         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH         
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.9  bits: 19.0 E():   72 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (8-56:132-180) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
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gi|113 ASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
             110       120       130       140       150       160  
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
        :..:   :.  .  . ::                                          
gi|113 LRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
             170       180       190       200       210       220  
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 18.2 E():   73 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (58-65:172-179) 
 
        30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :: :.:                
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN         
             150       160       170       180               
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (34-67:170-204) 
 
            10        20        30        40        50         60   
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
             70        80                                           
2MEPSP ITPPEKLNVTAIDTYDDH                                           
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (8-56:105-153) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (8-56:105-153) 
 
                                      10        20        30        
2MEPSP                        VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
        40        50        60        70        80                  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                  
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (44-77:131-164) 
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            20        30        40        50        60        70    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
            80 
2MEPSP IDTYDDH 
          :    
gi|158 RTPY    
               
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (9-25:8-26) 
 
               10          20        30        40        50         
2MEPSP VNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
               ::: :::....  : .:::                                  
gi|300  MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTANVPPA 
                10        20        30        40        50          
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (9-25:8-26) 
 
               10          20        30        40        50         
2MEPSP VNMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
               ::: :::....  : .:::                                  
gi|300  MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTANVPPA 
                10        20        30        40        50          
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 68.0  bits: 15.1 E():   81 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (62-69:9-16) 
 
              40        50        60        70        80 
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     :: :: :.            
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP    
                                     10        20        
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.9  bits: 19.0 E():   82 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (14-32:15-35) 
 
                10        20          30        40        50        
2MEPSP  VNMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                     :.:. :.:.:  .  :  :.:                          
gi|908 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAMGGKGGA 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP PDYCIITPPEKLNVTAIDTYDDH                                      
                                                                    
gi|908 FYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEV 
               70        80        90       100       110       120 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 67.8  bits: 19.6 E():   83 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (23-61:336-369) 
 
                       10        20        30        40        50   
2MEPSP         VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
              60        70        80                                
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDH                                
       . .:   : :                                                   
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gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.8  bits: 19.6 E():   83 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (23-35:336-348) 
 
                       10        20        30        40        50   
2MEPSP         VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
             60        70        80                                 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDH                                 
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.7 E():   84 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (15-62:178-227) 
 
                               10        20        30         40    
2MEPSP                 VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
            50         60        70        80                       
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVTAIDTYDDH                       
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (34-67:188-222) 
 
            10        20        30        40        50         60   
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
             70        80                                           
2MEPSP ITPPEKLNVTAIDTYDDH                                           
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (34-67:188-222) 
 
            10        20        30        40        50         60   
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
             70        80                                           
2MEPSP ITPPEKLNVTAIDTYDDH                                           
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (5-23:2-20) 
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               10        20        30        40        50        60 
2MEPSP VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
           :.  .:... :::. :.::                                      
gi|157    MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLANGAPDKTEAEIEAQI 
                  10        20        30        40        50        
 
>>gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family protein   (150 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 42; 27.3% identity (42.4% similar) in 66 aa overlap (16-79:58-114) 
 
                              10        20        30        40      
2MEPSP                VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                     :  ::.   ::.:.   . ::.         
gi|155 LDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFANDHPAIKDAYEAEKKEV-------- 
        30        40        50        60        70                  
 
          50        60          70        80                        
2MEPSP ELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDH                        
        :.   :. ::        ::.  : ..    : ::                         
gi|155 -LAAQQAAEEEHKKLVAALPPDAQKADAELTATADDASLTLAAKHDKIVQTFESLPPAVK 
       80        90       100       110       120       130         
 
gi|155 EELNKLNQQGQS 
      140       150 
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (11-41:121-151) 
 
                                   10        20        30        40 
2MEPSP                     VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
               50        60        70        80                     
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH                     
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.1  bits: 19.0 E():   90 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (59-75:318-334) 
 
       30        40        50        60        70        80         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH         
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 66.6  bits: 16.7 E():   96 
Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (26-72:32-85) 
 
                    10        20        30        40        50      
2MEPSP      VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
 
                  60        70        80 
2MEPSP --------EGPDYCIITPPEKLNVTAIDTYDDH 
                 :  : .. : :....         
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK  
               70        80        90    
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10642

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 16.7 E():   96 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (58-72:70-84) 
 
        30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     :  : .. : :....         
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF 
      40        50        60        70        80        90   
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.4  bits: 17.9 E():   98 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (41-78:130-167) 
 
               20        30        40        50        60        70 
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
               80                                     
2MEPSP VTAIDTYDDH                                     
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.4  bits: 17.9 E():   98 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (41-78:130-167) 
 
               20        30        40        50        60        70 
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
               80                                     
2MEPSP VTAIDTYDDH                                     
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.3  bits: 13.6 E():   99 
Smith-Waterman score: 28; 75.0% identity (100.0% similar) in 4 aa overlap (57-60:7-10) 
 
         30        40        50        60        70        80 
2MEPSP RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::.:                     
gi|250                         PTITIGGPEYR                    
                                       10                     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.3  bits: 18.4 E(): 1e 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (29-58:227-256) 
 
                 10        20        30        40        50         
2MEPSP   VNMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
       60        70        80                               
2MEPSP DYCIITPPEKLNVTAIDTYDDH                               
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
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 Scomplib [35.04] 
 start: Tue Apr 19 10:58:05 2011 done: Tue Apr 19 10:58:05 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 326  - 405 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     3     2:* 
  32    11     8:==*= 
  34    15    22:=====  * 
  36    38    44:============= * 
  38    50    73:=================       * 
  40    71   102:========================         * 
  42   162   125:=========================================*============ 
  44   142   138:=============================================*== 
  46   149   140:==============================================*=== 
  48   120   134:========================================    * 
  50   143   122:========================================*======= 
  52   124   108:===================================*====== 
  54    90    92:==============================* 
  56    75    77:=========================* 
  58    36    63:============        * 
  60    40    51:==============  * 
  62    28    41:==========   * 
  64    37    33:==========*== 
  66    41    26:========*===== 
  68    30    20:======*=== 
  70    18    16:=====* 
  72    10    12:===* 
  74    20    10:===*=== 
  76     9     8:==* 
  78     7     6:=*= 
  80     9     5:=*= 
  82     4     3:*= 
  84     2     3:* 
  86     0     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.06270.00357; mu= 5.9423 0.185 
 mean_var=37.473410.171, 0's: 2 Z-trim: 2  B-trim: 257 in 2/42 
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 Lambda= 0.209514 
 Kolmogorov-Smirnov  statistic: 0.0405 (N=27) at  40 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.5     2.9 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.0     5.2 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   56 21.8     9.9 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.6      11 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.3      12 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.3      13 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.5      14 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.2      15 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   54 21.2      16 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.8      16 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   53 20.9      16 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 18.9      17 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 18.9      18 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.5      18 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   48 19.5      18 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.6      18 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.7      19 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 20.9      20 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 18.9      20 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   52 20.6      21 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   52 20.6      21 
gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharc ( 284)   52 20.6      21 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   52 20.6      21 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   52 20.6      22 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   49 19.7      25 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 18.8      28 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.1      29 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.1      29 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.1      29 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   50 20.0      29 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.6      30 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   50 20.0      31 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   50 20.0      32 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   50 20.0      32 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   50 20.0      32 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   53 20.8      32 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.4      32 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.0      32 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 20.0      33 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 20.0      33 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   50 20.0      33 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   50 20.0      33 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   50 20.0      33 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.5      34 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.5      34 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 18.8      35 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 18.8      35 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   50 20.0      35 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   46 18.8      36 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   46 18.8      36 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 20.0      36 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 18.8      36 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.7      39 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   50 20.0      43 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.7      44 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.4      45 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.7      47 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.5      47 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.2      48 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   48 19.4      50 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      50 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 17.9      53 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.9      54 
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gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.2      54 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.5      55 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.2      58 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   43 17.9      60 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.1      61 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.1      61 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.1      61 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.1      61 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.1      61 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.1      61 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.1      61 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.1      61 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.1      61 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.1      61 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   43 17.9      61 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.4      63 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.1      64 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   44 18.2      66 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   48 19.3      68 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   47 19.1      68 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.6      68 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 17.9      69 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 17.9      69 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 17.9      69 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 17.9      69 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 17.9      69 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   49 19.6      69 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.5      70 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.5      70 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.1      71 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.8      72 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.2      72 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.8      75 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   46 18.8      75 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   47 19.0      77 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.9      77 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.6      79 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.6      79 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.0      80 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.6      81 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.6      81 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 15.1      82 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.8      83 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.8      84 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.8      84 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.6      85 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.2      86 
gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family prot ( 150)   42 17.6      87 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.0      89 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   48 19.3      91 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.8      96 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 16.8      96 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 17.9      97 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 17.9      97 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.5      99 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 18.7      99 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 17.9      99 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 94.1  bits: 22.5 E():  2.9 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (45-72:27-53) 
 
           20        30        40        50        60        70     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :: .:   : :::::   .::.. :   
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
           80                                                       
2MEPSP TYDDHR                                                       
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gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 89.6  bits: 23.0 E():  5.2 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (51-77:23-50) 
 
               30        40        50        60        70           
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDH 
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
      80                                                            
2MEPSP R                                                            
                                                                    
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 84.6  bits: 21.8 E():  9.9 
Smith-Waterman score: 56; 26.8% identity (50.7% similar) in 71 aa overlap (7-77:113-179) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|441 LRVIAGALEVHAVKPATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKF 
            150       160         170         180       190         
 
gi|441 TVFESAFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
      200       210       220       230       240       250         
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 83.9  bits: 20.6 E():   11 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (33-66:104-138) 
 
             10        20        30        40         50        60  
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
              70        80 
2MEPSP ITPPEKLNVTAIDTYDDHR 
       :.: .               
gi|110 ISPSQGCQFSSPYWSY    
           140             
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 82.9  bits: 20.3 E():   12 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (20-74:45-89) 
 
                          10        20        30        40          
2MEPSP            NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
      50        60        70        80                              
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHR                              
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
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 initn:  50 init1:  50 opt:  51  Z-score: 82.4  bits: 20.3 E():   13 
Smith-Waterman score: 51; 29.7% identity (54.7% similar) in 64 aa overlap (10-73:8-57) 
 
               10        20        30        40        50        60 
2MEPSP NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC 
                ..: :.:. ::  . ..: :. ..:..  ::         :    .: : : 
gi|558   MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKV--MVD--------GC---HGSDPC 
                 10         20        30                     40     
 
               70        80                                         
2MEPSP IITPPEKLNVTAIDTYDDHR                                         
       ::   . .:. ::                                                
gi|558 IIHRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYD 
           50        60        70        80        90       100     
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.0  bits: 21.5 E():   14 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (7-55:131-179) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.6  bits: 21.2 E():   15 
Smith-Waterman score: 54; 25.4% identity (52.1% similar) in 71 aa overlap (7-77:106-172) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|144 LRVIAGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKF 
         140       150       160           170       180       190  
 
gi|144 TVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
             200       210       220       230       240       250  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.0  bits: 21.2 E():   16 
Smith-Waterman score: 54; 28.6% identity (55.1% similar) in 49 aa overlap (7-55:130-178) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|330 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
     100       110       120       130       140       150          
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|330 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 81.0  bits: 19.8 E():   16 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (26-64:63-104) 
 
                    10        20        30          40        50    
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2MEPSP      NMNKMPDVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
             60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHR 
       .   : ::.  :                 
gi|999 AALVPKYCLQHPHACDLYKNQTVMS    
            100       110           
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 80.7  bits: 20.9 E():   16 
Smith-Waterman score: 53; 25.4% identity (52.1% similar) in 71 aa overlap (7-77:81-147) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|180 LRVIAGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKF 
              120       130         140         150       160       
 
gi|180 TVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
        170       180       190       200       210       220       
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.2  bits: 18.9 E():   17 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (18-64:15-61) 
 
               10        20        30        40         50          
2MEPSP NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDY 
                        .:.   :.: ..:  . :..::.: : :.   .  . .:  .. 
gi|124    GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISF 
                  10        20        30        40         50       
 
      60        70        80 
2MEPSP CIITPPEKLNVTAIDTYDDHR 
       :  .:                 
gi|124 CNANPGLMKDVAKVF       
         60        70        
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.0  bits: 18.9 E():   18 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (18-64:17-63) 
 
               10        20        30        40         50          
2MEPSP NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDY 
                        .:.   :.: ..:  . :..::.: : :.   .  . .:  .. 
gi|124  GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISF 
                10        20        30        40         50         
 
      60        70        80 
2MEPSP CIITPPEKLNVTAIDTYDDHR 
       :  .:                 
gi|124 CNANPGLMKDVAKVF       
       60        70          
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.8  bits: 19.5 E():   18 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (7-56:22-68) 
 
                              10        20        30        40      
2MEPSP                NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10649

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
          50        60        70        80                    
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                    
        ::: :::  :                                            
gi|668 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.8  bits: 19.5 E():   18 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (7-56:22-68) 
 
                              10        20        30        40      
2MEPSP                NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
          50        60        70        80                    
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                    
        ::: :::  :                                            
gi|833 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.7  bits: 20.6 E():   18 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (49-66:180-197) 
 
       20        30        40        50         60        70        
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
        80                                   
2MEPSP DHR                                   
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (33-66:96-130) 
 
             10        20        30        40         50        60  
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
              70        80 
2MEPSP ITPPEKLNVTAIDTYDDHR 
       :.: .               
gi|244 ISPSQGCQFQSSY       
         130               
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 79.0  bits: 20.9 E():   20 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (20-66:115-168) 
 
                          10        20        30        40          
2MEPSP            NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
      50            60            70        80                      
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYDDHR                      
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
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>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.0  bits: 18.9 E():   20 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (18-64:26-72) 
 
                       10        20        30        40         50  
2MEPSP         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
              60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHR 
       . .:  ..:  .:                 
gi|187 DFDEFISFCNANPGLMKDVAKVF       
      60        70        80         
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (7-74:92-158) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|481 PAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              70        80        90       100       110       120  
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|481 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             130       140        150       160       170       180 
 
gi|481 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAMS 
              190       200       210       220       230       240 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (7-74:93-159) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|168 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
            130       140        150       160       170       180  
 
gi|168 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
             190       200       210       220       230       240  
 
>>gi|219806592|dbj|BAH10151.1| tropomyosin [Scapharca br  (284 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.5  bits: 20.6 E():   21 
Smith-Waterman score: 52; 25.3% identity (50.7% similar) in 75 aa overlap (1-74:102-175) 
 
                                             10        20        30 
2MEPSP                               NMNKMPDVAMTLAVVALFADGPTAIRDVAS 
                                     : .:. .... :  ..  ::     : :   
gi|219 EEAEKKLTESEQEIASLTRKTTLLEDDIAKNEEKLMSATQKLEEASHAADESERGRKVLE 
              80        90       100       110       120       130  
 
                40        50        60        70        80          
2MEPSP WR-VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR          
        :   . ::. :....: : .  . :  :       .:: .: .:                
gi|219 SRSFADDERIDALEAQL-KEAKYIAEDADRKYDEAARKLAITEVDLERAEARLEAAEAKI 
             140        150       160       170       180       190 
 
gi|219 IELEEELTVVGANIKTLQVQNDQASQREDSYEETIRDLTANLKDAENRATEAERTVSKLQ 
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              200       210       220       230       240       250 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.5  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (7-74:96-162) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|285 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
         130       140        150       160       170       180     
 
gi|285 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
          190       200       210       220       230       240     
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.2  bits: 20.6 E():   22 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (7-74:107-173) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
        140       150        160       170       180       190      
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
         200       210       220       230       240       250      
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.4  bits: 19.7 E():   25 
Smith-Waterman score: 49; 33.3% identity (66.7% similar) in 18 aa overlap (53-70:36-53) 
 
             30        40        50        60        70        80   
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR   
                                     :  . :::.: : .. ..             
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPGRMRSF 
          10        20        30        40        50        60      
 
gi|727 CSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNGGV 
          70        80        90       100       110       120      
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 76.3  bits: 18.8 E():   28 
Smith-Waterman score: 46; 30.0% identity (58.0% similar) in 50 aa overlap (7-56:22-68) 
 
                              10        20        30        40      
2MEPSP                NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:  .: 
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSE 
               10        20        30        40        50        60 
 
          50        60        70        80                      
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                      
         :: :::  :                                              
gi|117 --KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.1  bits: 19.1 E():   29 
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Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (45-72:28-54) 
 
           20        30        40        50        60        70     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
           80                                                       
2MEPSP TYDDHR                                                       
                                                                    
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.1  bits: 19.1 E():   29 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (45-72:28-54) 
 
           20        30        40        50        60        70     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
           80                                                       
2MEPSP TYDDHR                                                       
                                                                    
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.1  bits: 19.1 E():   29 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (45-72:28-54) 
 
           20        30        40        50        60        70     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
           80                                                       
2MEPSP TYDDHR                                                       
                                                                    
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (7-55:76-124) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|422 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
          50        60        70        80        90       100      
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|422 LRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
         110       120       130       140       150       160      
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 75.9  bits: 20.6 E():   30 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (33-76:81-124) 
 
             10        20        30        40        50        60   
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
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             70        80                                           
2MEPSP TPPEKLNVTAIDTYDDHR                                           
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (7-55:93-141) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|134 ASNKAFAEGLSGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
             70        80        90       100       110       120   
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|134 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
            130       140       150       160       170       180   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (7-55:94-142) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (7-55:94-142) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (7-55:94-142) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
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>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 75.4  bits: 20.8 E():   32 
Smith-Waterman score: 53; 25.0% identity (67.9% similar) in 28 aa overlap (4-31:412-439) 
 
                                          10        20        30    
2MEPSP                            NMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :. :. .:.:. . ..: :.   .. .:   
gi|120 SPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNLLAWNG 
             390       400       410       420       430       440  
 
            40        50        60        70        80              
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR              
                                                                    
gi|120 GGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSEIKDAV 
             450       460       470       480       490       500  
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.4  bits: 19.4 E():   32 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (59-65:141-147) 
 
       30        40        50        60        70        80         
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR         
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (7-55:102-150) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|295 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
              80        90       100       110       120       130  
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|295 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
             140       150       160       170       180       190  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 20.0 E():   33 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (7-55:104-152) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|109 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|109 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 20.0 E():   33 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (7-55:104-152) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|239 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
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         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|239 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 20.0 E():   33 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (7-55:105-153) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 20.0 E():   33 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (7-55:105-153) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.1  bits: 20.0 E():   33 
Smith-Waterman score: 50; 26.5% identity (45.6% similar) in 68 aa overlap (7-74:102-168) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .   : : : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAV-KPVTEDPAWPKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             140        150       160       170       180       190 
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
              200       210       220       230       240       250 
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 75.0  bits: 18.5 E():   34 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (7-56:22-68) 
 
                              10        20        30        40      
2MEPSP                NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
          50        60        70        80                  
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                  
         :: :::  :                                          
gi|416 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
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                  70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 75.0  bits: 18.5 E():   34 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (7-56:22-68) 
 
                              10        20        30        40      
2MEPSP                NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
          50        60        70        80                  
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                  
         :: :::  :                                          
gi|461 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (20-70:73-125) 
 
                          10        20        30         40         
2MEPSP            NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
       50        60            70        80    
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHR    
        :  : : : .: :.    ::  .:.              
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN 
     100       110       120       130         
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.6  bits: 18.8 E():   35 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (20-70:37-89) 
 
                          10        20        30         40         
2MEPSP            NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
       50        60            70        80                         
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHR                         
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.6  bits: 20.0 E():   35 
Smith-Waterman score: 50; 28.2% identity (49.3% similar) in 71 aa overlap (7-77:125-189) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::       ::  .:.:  ::  :                    
gi|113 LRIIAGTLEVHGVKPAAEE----VKATPAGELQV--IDKVDAAFKVAATAANAAPANDKF 
          160       170           180         190       200         
 
gi|113 TVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAIT 
      210       220       230       240       250       260         
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.5  bits: 18.8 E():   36 
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Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (45-72:28-54) 
 
           20        30        40        50        60        70     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|214    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
           80                                                       
2MEPSP TYDDHR                                                       
                                                                    
gi|214 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.5  bits: 18.8 E():   36 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (45-72:28-54) 
 
           20        30        40        50        60        70     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
           80                                                       
2MEPSP TYDDHR                                                       
                                                                    
gi|158 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.5  bits: 20.0 E():   36 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (7-55:130-178) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|398 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
     100       110       120       130       140       150          
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|398 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (20-70:31-83) 
 
                          10        20        30         40         
2MEPSP            NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
       50        60            70        80                         
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHR                         
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.9  bits: 19.7 E():   39 
Smith-Waterman score: 49; 26.5% identity (55.1% similar) in 49 aa overlap (7-55:94-142) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAEYDAYVATLSEA 
            70        80        90       100       110       120    
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         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (7-55:191-239) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
              170       180       190       200       210       220 
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
              230       240       250       260       270       280 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.9  bits: 17.7 E():   44 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (24-41:28-45) 
 
                   10        20        30        40        50       
2MEPSP     NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
         60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHR 
                                
gi|144 ISFCNANPGLMKDVAKVF       
               70               
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.7  bits: 17.4 E():   45 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (2-25:1-24) 
 
               10        20        30        40        50        60 
2MEPSP NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC 
        : :. .::  : . :.:  . :.:                                    
gi|291  MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGEVYCNVCHSRNLINELSERMA 
                10        20        30        40        50          
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.4  bits: 19.7 E():   47 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (49-77:141-170) 
 
       20        30        40        50        60         70        
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
        80                                                          
2MEPSP DHR                                                          
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.3  bits: 18.5 E():   47 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (6-52:38-82) 
 
                                        10        20         30     
2MEPSP                          NMNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
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                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
           40         50        60        70        80              
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR              
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.2  bits: 18.2 E():   48 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (43-72:10-38) 
 
             20        30        40        50        60        70   
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     . :.:.:  .   : :.:.:   . :.. : 
gi|484                      GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEA 
                                    10        20         30         
 
             80                                                     
2MEPSP IDTYDDHR                                                     
                                                                    
gi|484 KFAANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILP 
       40        50        60        70        80        90         
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 71.9  bits: 19.4 E():   50 
Smith-Waterman score: 48; 25.0% identity (47.1% similar) in 68 aa overlap (7-74:102-168) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:....  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADTVFEAA 
             140       150        160       170       180       190 
 
gi|330 FNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQ 
              200       210       220       230       240       250 
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (16-37:22-43) 
 
                     10        20        30        40        50     
2MEPSP       NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                            ::: :. . :. :    .: ::                  
gi|167 MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHR                                   
                                                                    
gi|167 EASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 43; 30.0% identity (56.0% similar) in 50 aa overlap (7-56:22-68) 
 
                              10        20        30        40      
2MEPSP                NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:   : 
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPE 
               10        20        30        40        50        60 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10660

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

          50        60        70        80                      
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                      
         :: :::  :                                              
gi|185 --KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (52-71:89-108) 
 
              30        40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR 
                                     .::  :  : .. : :....          
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK   
       60        70        80        90       100       110        
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (45-72:28-54) 
 
           20        30        40        50        60        70     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
           80                                                       
2MEPSP TYDDHR                                                       
                                                                    
gi|212 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.0  bits: 18.5 E():   55 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (32-70:83-126) 
 
              10        20        30         40        50        60 
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
                   70        80                                     
2MEPSP IIT----PPEKLNVTAIDTYDDHR                                     
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (22-67:52-93) 
 
                        10        20        30        40        50  
2MEPSP          NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
              60        70        80                                
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHR                                
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.3  bits: 17.9 E():   60 
Smith-Waterman score: 43; 27.6% identity (65.5% similar) in 29 aa overlap (45-73:12-40) 
 
           20        30        40        50        60        70     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :. .. ..: : :::   . ... :.  
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gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
           80                                                       
2MEPSP TYDDHR                                                       
                                                                    
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (7-55:105-153) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (7-55:105-153) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (7-55:105-153) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (7-55:105-153) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
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          140       150       160       170       180       190     
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (7-55:105-153) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (7-55:105-153) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (7-55:105-153) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (7-55:105-153) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (7-55:105-153) 
 
                                       10        20        30       
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2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (7-55:105-153) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 43; 20.8% identity (67.9% similar) in 53 aa overlap (5-56:12-64) 
 
                       10        20        30        40        50   
2MEPSP        NMNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                  : :. . .:...:....: ..  . :.. . . :...::  .. . :.  
gi|164 MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQPGTL 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHR                                 
       .  :                                                         
gi|164 APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE 
               70        80        90       100       110       120 
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.0  bits: 17.4 E():   63 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (57-71:70-84) 
 
         30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR 
                                     :  : .. : :....          
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR   
      40        50        60        70        80        90    
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 69.9  bits: 19.1 E():   64 
Smith-Waterman score: 47; 25.4% identity (49.3% similar) in 71 aa overlap (7-77:113-179) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :. . .:  :  .  : :  :.    . :. 
gi|663 FKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|663 LRVIAGALEVHAVKPATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKF 
            150       160         170         180       190         
 
gi|663 TVFESAFNKALKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAIT 
      200       210       220       230       240       250         
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>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 18.2 E():   66 
Smith-Waterman score: 44; 35.0% identity (70.0% similar) in 20 aa overlap (61-80:106-125) 
 
               40        50        60        70        80           
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR           
                                     .:   :.. :: ...:: .:           
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 48; 21.4% identity (64.3% similar) in 28 aa overlap (4-31:285-312) 
 
                                          10        20        30    
2MEPSP                            NMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.    ...:.:. ..: :.   .. .:   
gi|148 SPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANILAWNG 
          260       270       280       290       300       310     
 
            40        50        60        70        80              
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR              
                                                                    
gi|148 GGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDELAKKVAELTEKIEDLI 
          320       330       340       350       360       370     
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 19.1 E():   68 
Smith-Waterman score: 47; 23.9% identity (50.7% similar) in 71 aa overlap (7-77:101-165) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  ..::     .  :  .:..  .:  :                    
gi|249 LRVIAGAFEVHAVKPATEE----VVADPVGELQI--VDKIDAAFKIAATAANSAPANDKF 
              140           150       160         170       180     
 
gi|249 TVFEGAFNKAIKESTAGAYETYKFIPSLEAAVKQAYGATVARAPEVKYAVFEAGLTKAIT 
          190       200       210       220       230       240     
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.3  bits: 15.6 E():   68 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (20-25:25-30) 
 
                    10        20        30        40        50      
2MEPSP      NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
               10        20        30                               
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (10-35:8-32) 
 
               10        20        30        40        50        60 
2MEPSP NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC 
                ..: :.:. ::  . ..: :. ..:.                          
gi|256   MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEAL 
                 10         20        30        40        50        
 
               70        80                                         
2MEPSP IITPPEKLNVTAIDTYDDHR                                         
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gi|256 FDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPK 
        60        70        80        90       100       110        
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (10-35:8-32) 
 
               10        20        30        40        50        60 
2MEPSP NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC 
                ..: :.:. ::  . ..: :. ..:.                          
gi|864   MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEAL 
                 10         20        30        40        50        
 
               70        80                                         
2MEPSP IITPPEKLNVTAIDTYDDHR                                         
                                                                    
gi|864 FDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPK 
        60        70        80        90       100       110        
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (10-35:8-32) 
 
               10        20        30        40        50        60 
2MEPSP NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC 
                ..: :.:. ::  . ..: :. ..:.                          
gi|558   MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEAL 
                 10         20        30        40        50        
 
               70        80                                         
2MEPSP IITPPEKLNVTAIDTYDDHR                                         
                                                                    
gi|558 FDANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPK 
        60        70        80        90       100       110        
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (10-35:8-32) 
 
               10        20        30        40        50        60 
2MEPSP NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC 
                ..: :.:. ::  . ..: :. ..:.                          
gi|218   MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEAL 
                 10         20        30        40        50        
 
               70        80                                         
2MEPSP IITPPEKLNVTAIDTYDDHR                                         
                                                                    
gi|218 FDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPK 
        60        70        80        90       100       110        
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (10-35:8-32) 
 
               10        20        30        40        50        60 
2MEPSP NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC 
                ..: :.:. ::  . ..: :. ..:.                          
gi|558   MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEAL 
                 10         20        30        40        50        
 
               70        80                                         
2MEPSP IITPPEKLNVTAIDTYDDHR                                         
                                                                    
gi|558 FDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPK 
        60        70        80        90       100       110        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 69.3  bits: 19.6 E():   69 
Smith-Waterman score: 49; 21.0% identity (58.0% similar) in 81 aa overlap (1-77:344-418) 
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                                             10        20           
2MEPSP                               NMNKMPDVAMTLAVVALFADGPTAIRDV-A 
                                     : .:.:. . .  :  : .:  . ....   
gi|215 NGSEGLWVWVGKKATQKERQSAIKYAMELINKKKYPNNTPVTKV--LEGDESVEFKSLFE 
           320       330       340       350         360       370  
 
      30        40        50        60           70        80       
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKL---NVTAIDTYDDHR       
       ::...: :.... :   .. ..  ..  .:     :. :   :.  .:..:          
gi|215 SWQMSEQEKITSARLFRVSRNGIFKQVANY----EPDDLEEDNIMILDVMDKIYVWIGNQ 
             380       390       400           410       420        
 
gi|215 FAERIADEAHVDKVAQRFIQEDKSGRKFQPNQIIKLKQGSEDGAFKSYFPKWN 
       430       440       450       460       470       480 
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (58-74:115-128) 
 
        30        40        50        60        70        80        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR        
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (58-74:115-128) 
 
        30        40        50        60        70        80        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR        
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.0  bits: 19.1 E():   71 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (7-55:132-180) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
             110       120       130       140       150       160  
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
        :..:   :.  .  . ::                                          
gi|113 LRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
             170       180       190       200       210       220  
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (33-66:170-204) 
 
             10        20        30        40        50         60  
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
              70        80                                          
2MEPSP ITPPEKLNVTAIDTYDDHR                                          
       : ::.                                                        
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gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 18.2 E():   72 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (57-64:172-179) 
 
         30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR 
                                     : :: :.:                 
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN          
             150       160       170       180                
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (7-55:105-153) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (7-55:105-153) 
 
                                       10        20        30       
2MEPSP                         NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
         40        50        60        70        80                 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                 
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.4  bits: 19.0 E():   77 
Smith-Waterman score: 47; 20.8% identity (60.4% similar) in 53 aa overlap (4-55:273-325) 
 
                                          10        20        30    
2MEPSP                            NMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :. .. .:.:. . ..: :.   .. .:   
gi|120 SPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLLAWNG 
            250       260       270       280       290       300   
 
            40         50        60        70        80         
2MEPSP KETERMVAIRTELT-KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR         
         .  .. : ..   : :..::.                                  
gi|120 GGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
            310       320       330       340       350         
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (43-76:131-164) 
 
             20        30        40        50        60        70   
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
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             80 
2MEPSP IDTYDDHR 
          :     
gi|158 RTPY     
                
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (8-24:8-26) 
 
               10          20        30        40        50         
2MEPSP NMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
              ::: :::....  : .:::                                   
gi|300 MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTANVPPAD 
               10        20        30        40        50        60 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (8-24:8-26) 
 
               10          20        30        40        50         
2MEPSP NMNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
              ::: :::....  : .:::                                   
gi|300 MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTANVPPAD 
               10        20        30        40        50        60 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.1  bits: 19.0 E():   80 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (13-31:15-35) 
 
                 10        20          30        40        50       
2MEPSP   NMNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                     :.:. :.:.:  .  :  :.:                          
gi|908 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAMGGKGGA 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP PDYCIITPPEKLNVTAIDTYDDHR                                     
                                                                    
gi|908 FYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEV 
               70        80        90       100       110       120 
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 68.0  bits: 19.6 E():   81 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (22-60:336-369) 
 
                        10        20        30        40        50  
2MEPSP          NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
               60        70        80                               
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDHR                               
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.0  bits: 19.6 E():   81 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (22-34:336-348) 
 
                        10        20        30        40        50  
2MEPSP          NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
              60        70        80                                
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHR                                
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gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.9  bits: 15.1 E():   82 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (61-68:9-16) 
 
               40        50        60        70        80 
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR 
                                     :: :: :.             
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP     
                                     10        20         
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (14-61:178-227) 
 
                                10        20        30         40   
2MEPSP                  NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
             50         60        70        80                      
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVTAIDTYDDHR                      
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (33-66:188-222) 
 
             10        20        30        40        50         60  
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
              70        80                                          
2MEPSP ITPPEKLNVTAIDTYDDHR                                          
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (33-66:188-222) 
 
             10        20        30        40        50         60  
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
              70        80                                          
2MEPSP ITPPEKLNVTAIDTYDDHR                                          
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (4-22:2-20) 
 
               10        20        30        40        50        60 
2MEPSP NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYC 
          :.  .:... :::. :.::                                       
gi|157   MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLANGAPDKTEAEIEAQIE 
                 10        20        30        40        50         
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>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 18.2 E():   86 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (10-40:121-151) 
 
                                    10        20        30          
2MEPSP                      NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
      40        50        60        70        80                    
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR                    
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family protein   (150 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.5  bits: 17.6 E():   87 
Smith-Waterman score: 42; 27.3% identity (42.4% similar) in 66 aa overlap (15-78:58-114) 
 
                               10        20        30        40     
2MEPSP                 NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                     :  ::.   ::.:.   . ::.         
gi|155 LDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFANDHPAIKDAYEAEKKEV-------- 
        30        40        50        60        70                  
 
           50        60          70        80                       
2MEPSP ELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHR                       
        :.   :. ::        ::.  : ..    : ::                         
gi|155 -LAAQQAAEEEHKKLVAALPPDAQKADAELTATADDASLTLAAKHDKIVQTFESLPPAVK 
       80        90       100       110       120       130         
 
gi|155 EELNKLNQQGQS 
      140       150 
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.3  bits: 19.0 E():   89 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (58-74:318-334) 
 
        30        40        50        60        70        80        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR        
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 67.0  bits: 19.3 E():   91 
Smith-Waterman score: 48; 21.4% identity (64.3% similar) in 28 aa overlap (4-31:415-442) 
 
                                          10        20        30    
2MEPSP                            NMNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.    ...:.:. ..: :.   .. .:   
gi|601 SPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANILAWNG 
          390       400       410       420       430       440     
 
            40        50        60        70        80              
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR              
                                                                    
gi|601 GGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDELAHKVAELTEKVEDLI 
          450       460       470       480       490       500     
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 16.8 E():   96 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (57-71:70-84) 
 
         30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR 
                                     :  : .. : :....          
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gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF  
      40        50        60        70        80        90    
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 66.6  bits: 16.8 E():   96 
Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (25-71:32-85) 
 
                     10        20        30        40        50     
2MEPSP       NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
 
                   60        70        80 
2MEPSP --------EGPDYCIITPPEKLNVTAIDTYDDHR 
                 :  : .. : :....          
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK   
               70        80        90     
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (40-77:130-167) 
 
      10        20        30        40        50        60          
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
      70        80                                    
2MEPSP VTAIDTYDDHR                                    
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (40-77:130-167) 
 
      10        20        30        40        50        60          
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
      70        80                                    
2MEPSP VTAIDTYDDHR                                    
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.5 E():   99 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (28-57:227-256) 
 
                  10        20        30        40        50        
2MEPSP    NMNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
        60        70        80                              
2MEPSP DYCIITPPEKLNVTAIDTYDDHR                              
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (40-71:183-213) 
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      10        20        30        40        50        60          
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
      70        80                                                  
2MEPSP VTAIDTYDDHR                                                  
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (55-65:3-13) 
 
           30        40        50        60        70        80     
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR     
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:05 2011 done: Tue Apr 19 10:58:05 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 327  - 406 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     4     2:*= 
  32    12     8:==*= 
  34    20    22:=======* 
  36    35    44:============  * 
  38    56    73:===================     * 
  40    90   102:==============================   * 
  42   138   125:=========================================*==== 
  44   160   138:=============================================*======== 
  46   122   140:=========================================     * 
  48   150   134:============================================*===== 
  50   143   122:========================================*======= 
  52   123   108:===================================*===== 
  54    79    92:===========================   * 
  56    69    77:=======================  * 
  58    42    63:==============      * 
  60    30    51:==========      * 
  62    30    41:==========   * 
  64    22    33:========  * 
  66    54    26:========*========= 
  68    28    20:======*=== 
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  70    18    16:=====* 
  72     9    12:===* 
  74    16    10:===*== 
  76    12     8:==*= 
  78     6     6:=* 
  80     8     5:=*= 
  82     6     3:*= 
  84     2     3:* 
  86     0     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.75460.00354; mu= 7.7514 0.184 
 mean_var=36.5609 9.723, 0's: 2 Z-trim: 2  B-trim: 257 in 2/42 
 Lambda= 0.212112 
 Kolmogorov-Smirnov  statistic: 0.0306 (N=27) at  64 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.5     2.9 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.1     4.9 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   56 21.8     9.5 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.6      11 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.3      12 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.6      13 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.3      13 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.5      13 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.2      14 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   54 21.2      15 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   53 20.9      16 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.7      16 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.6      18 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 18.8      18 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.4      19 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   48 19.4      19 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 18.8      19 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.7      19 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 20.9      19 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   52 20.6      20 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   52 20.6      21 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   52 20.6      21 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 18.8      21 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   52 20.6      22 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.6      29 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   50 20.0      29 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 18.8      29 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.1      30 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.1      30 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.1      30 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   53 20.9      30 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   50 20.0      31 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   50 20.0      31 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   50 20.0      31 
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gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   50 20.0      31 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.0      32 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 20.0      32 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 20.0      32 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.4      32 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   50 20.0      32 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   50 20.0      32 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   50 20.0      32 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   50 20.0      34 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.5      35 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.5      35 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 20.0      35 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 18.8      36 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 18.8      36 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   46 18.8      36 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   46 18.8      36 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 18.8      37 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.7      38 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   50 20.0      42 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   46 18.8      44 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.7      45 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.6      47 
gi|29163773|emb|CAD80019.1| unnamed protein produc (  65)   41 17.3      48 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.5      48 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   48 19.4      49 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.2      49 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      51 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 17.9      55 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.2      55 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.9      56 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.5      56 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.2      59 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.1      60 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   43 17.9      62 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.1      63 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   43 17.9      63 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   48 19.4      66 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   47 19.1      67 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.3      67 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.1      69 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.5      70 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.5      70 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 17.9      70 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 17.9      70 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 17.9      70 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 17.9      70 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 17.9      70 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.8      71 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.2      73 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   46 18.8      74 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.8      74 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   47 19.1      74 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.7      77 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.7      77 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.5      78 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.1      78 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.9      79 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.8      81 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.6      82 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.6      82 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.8      82 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.8      82 
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gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.1      86 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.2      86 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   48 19.4      87 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.6      87 
gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family prot ( 150)   42 17.6      89 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 14.8      94 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.7      96 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 18.8      96 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.5      97 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 17.9      98 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 17.9      98 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.1      99 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 94.2  bits: 22.5 E():  2.9 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (44-71:27-53) 
 
            20        30        40        50        60        70    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :: .:   : :::::   .::.. :   
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
            80                                                      
2MEPSP TYDDHRM                                                      
                                                                    
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 90.1  bits: 23.1 E():  4.9 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (50-76:23-50) 
 
      20        30        40        50        60        70          
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDH 
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
       80                                                           
2MEPSP RM                                                           
                                                                    
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 84.9  bits: 21.8 E():  9.5 
Smith-Waterman score: 56; 26.8% identity (50.7% similar) in 71 aa overlap (6-76:113-179) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|441 LRVIAGALEVHAVKPATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKF 
            150       160         170         180       190         
 
gi|441 TVFESAFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
      200       210       220       230       240       250         
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (32-65:104-138) 
 
              10        20        30        40         50        60 
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
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gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
               70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRM 
       :.: .                
gi|110 ISPSQGCQFSSPYWSY     
           140              
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 82.8  bits: 20.3 E():   12 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (19-73:45-89) 
 
                           10        20        30        40         
2MEPSP             MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
       50        60        70        80                             
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                             
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 82.4  bits: 20.6 E():   13 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (52-80:36-62) 
 
              30        40        50        60        70        80  
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM  
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 82.3  bits: 20.3 E():   13 
Smith-Waterman score: 51; 29.7% identity (54.7% similar) in 64 aa overlap (9-72:8-57) 
 
               10        20        30        40        50        60 
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI 
               ..: :.:. ::  . ..: :. ..:..  ::         :    .: : :: 
gi|558  MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKV--MVD--------GC---HGSDPCI 
                10         20        30                     40      
 
               70        80                                         
2MEPSP ITPPEKLNVTAIDTYDDHRM                                         
       :   . .:. ::                                                 
gi|558 IHRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDA 
          50        60        70        80        90       100      
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.3  bits: 21.5 E():   13 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (6-54:131-179) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
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 initn:  50 init1:  50 opt:  54  Z-score: 81.9  bits: 21.2 E():   14 
Smith-Waterman score: 54; 25.4% identity (52.1% similar) in 71 aa overlap (6-76:106-172) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|144 LRVIAGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKF 
         140       150       160           170       180       190  
 
gi|144 TVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
             200       210       220       230       240       250  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.3  bits: 21.2 E():   15 
Smith-Waterman score: 54; 28.6% identity (55.1% similar) in 49 aa overlap (6-54:130-178) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|330 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
     100       110       120       130       140       150          
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|330 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 81.0  bits: 20.9 E():   16 
Smith-Waterman score: 53; 25.4% identity (52.1% similar) in 71 aa overlap (6-76:81-147) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|180 LRVIAGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKF 
              120       130         140         150       160       
 
gi|180 TVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
        170       180       190       200       210       220       
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 80.8  bits: 19.7 E():   16 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (25-63:63-104) 
 
                     10        20        30          40        50   
2MEPSP       MNKMPDVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
              60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRM 
       .   : ::.  :                  
gi|999 AALVPKYCLQHPHACDLYKNQTVMS     
            100       110            
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.9  bits: 20.6 E():   18 
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Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (48-65:180-197) 
 
        20        30        40        50         60        70       
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
         80                                  
2MEPSP DHRM                                  
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.7  bits: 18.8 E():   18 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (17-63:15-61) 
 
               10        20        30        40         50          
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                       .:.   :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124   GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
                 10        20        30        40         50        
 
      60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRM 
         .:                  
gi|124 NANPGLMKDVAKVF        
        60        70         
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.5  bits: 19.4 E():   19 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (6-55:22-68) 
 
                               10        20        30        40     
2MEPSP                 MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
           50        60        70        80                   
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                   
        ::: :::  :                                            
gi|668 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.5  bits: 19.4 E():   19 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (6-55:22-68) 
 
                               10        20        30        40     
2MEPSP                 MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
           50        60        70        80                   
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                   
        ::: :::  :                                            
gi|833 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.5  bits: 18.8 E():   19 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (17-63:17-63) 
 
               10        20        30        40         50          
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                       .:.   :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
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      60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRM 
         .:                  
gi|124 NANPGLMKDVAKVF        
      60        70           
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 79.5  bits: 19.7 E():   19 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (32-65:96-130) 
 
              10        20        30        40         50        60 
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
               70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRM 
       :.: .                
gi|244 ISPSQGCQFQSSY        
         130                
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 79.3  bits: 20.9 E():   19 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (19-65:115-168) 
 
                           10        20        30        40         
2MEPSP             MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
        50           60            70        80                     
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYDDHRM                     
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.9  bits: 20.6 E():   20 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (6-73:92-158) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|481 PAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              70        80        90       100       110       120  
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|481 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             130       140        150       160       170       180 
 
gi|481 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAMS 
              190       200       210       220       230       240 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (6-73:93-159) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .   .:: : .  :   :   .  ::                       
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gi|168 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
            130       140        150       160       170       180  
 
gi|168 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
             190       200       210       220       230       240  
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (6-73:96-162) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|285 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
         130       140        150       160       170       180     
 
gi|285 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
          190       200       210       220       230       240     
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 78.6  bits: 18.8 E():   21 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (17-63:26-72) 
 
                        10        20        30        40         50 
2MEPSP          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
               60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
       . .:  ..:  .:                  
gi|187 DFDEFISFCNANPGLMKDVAKVF        
      60        70        80          
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.5  bits: 20.6 E():   22 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (6-73:107-173) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
        140       150        160       170       180       190      
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
         200       210       220       230       240       250      
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 76.2  bits: 20.6 E():   29 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (32-75:81-124) 
 
              10        20        30        40        50        60  
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
              70        80                                          
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2MEPSP TPPEKLNVTAIDTYDDHRM                                          
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.2  bits: 20.0 E():   29 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (6-54:76-124) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|422 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
          50        60        70        80        90       100      
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|422 LRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
         110       120       130       140       150       160      
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 46; 30.0% identity (58.0% similar) in 50 aa overlap (6-55:22-68) 
 
                               10        20        30        40     
2MEPSP                 MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:  .: 
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSE 
               10        20        30        40        50        60 
 
           50        60        70        80                     
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                     
         :: :::  :                                              
gi|117 --KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.0  bits: 19.1 E():   30 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (44-71:28-54) 
 
            20        30        40        50        60        70    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
            80                                                      
2MEPSP TYDDHRM                                                      
                                                                    
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.0  bits: 19.1 E():   30 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (44-71:28-54) 
 
            20        30        40        50        60        70    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
            80                                                      
2MEPSP TYDDHRM                                                      
                                                                    
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.0  bits: 19.1 E():   30 
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Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (44-71:28-54) 
 
            20        30        40        50        60        70    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
            80                                                      
2MEPSP TYDDHRM                                                      
                                                                    
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 53; 25.0% identity (67.9% similar) in 28 aa overlap (3-30:412-439) 
 
                                           10        20        30   
2MEPSP                             MNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :. :. .:.:. . ..: :.   .. .:   
gi|120 SPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNLLAWNG 
             390       400       410       420       430       440  
 
             40        50        60        70        80             
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM             
                                                                    
gi|120 GGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSEIKDAV 
             450       460       470       480       490       500  
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.7  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (6-54:93-141) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|134 ASNKAFAEGLSGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
             70        80        90       100       110       120   
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|134 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
            130       140       150       160       170       180   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.7  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (6-54:94-142) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.7  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (6-54:94-142) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
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          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.7  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (6-54:94-142) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (6-54:102-150) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|295 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
              80        90       100       110       120       130  
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|295 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
             140       150       160       170       180       190  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (6-54:104-152) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|109 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|109 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (6-54:104-152) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|239 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|239 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
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>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.4  bits: 19.4 E():   32 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (58-64:141-147) 
 
        30        40        50        60        70        80        
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM        
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (6-54:105-153) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (6-54:105-153) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (45.6% similar) in 68 aa overlap (6-73:102-168) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .   : : : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAV-KPVTEDPAWPKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             140        150       160       170       180       190 
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
              200       210       220       230       240       250 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.8  bits: 20.0 E():   34 
Smith-Waterman score: 50; 28.2% identity (49.3% similar) in 71 aa overlap (6-76:125-189) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
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gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::       ::  .:.:  ::  :                    
gi|113 LRIIAGTLEVHGVKPAAEE----VKATPAGELQV--IDKVDAAFKVAATAANAAPANDKF 
          160       170           180         190       200         
 
gi|113 TVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAIT 
      210       220       230       240       250       260         
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.7  bits: 18.5 E():   35 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (6-55:22-68) 
 
                               10        20        30        40     
2MEPSP                 MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
           50        60        70        80                 
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                 
         :: :::  :                                          
gi|416 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.7  bits: 18.5 E():   35 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (6-55:22-68) 
 
                               10        20        30        40     
2MEPSP                 MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
           50        60        70        80                 
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                 
         :: :::  :                                          
gi|461 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.7  bits: 20.0 E():   35 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (6-54:130-178) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|398 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
     100       110       120       130       140       150          
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|398 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.5  bits: 18.8 E():   36 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (19-69:73-125) 
 
                           10        20        30         40        
2MEPSP             MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
        50        60            70        80   
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2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRM   
        :  : : : .: :.    ::  .:.              
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN 
     100       110       120       130         
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.5  bits: 18.8 E():   36 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (19-69:37-89) 
 
                           10        20        30         40        
2MEPSP             MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
        50        60            70        80                        
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRM                        
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.3  bits: 18.8 E():   36 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (44-71:28-54) 
 
            20        30        40        50        60        70    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|214    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
            80                                                      
2MEPSP TYDDHRM                                                      
                                                                    
gi|214 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.3  bits: 18.8 E():   36 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (44-71:28-54) 
 
            20        30        40        50        60        70    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
            80                                                      
2MEPSP TYDDHRM                                                      
                                                                    
gi|158 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (19-69:31-83) 
 
                           10        20        30         40        
2MEPSP             MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
        50        60            70        80                        
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRM                        
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.0  bits: 19.7 E():   38 
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Smith-Waterman score: 49; 26.5% identity (55.1% similar) in 49 aa overlap (6-54:94-142) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAEYDAYVATLSEA 
            70        80        90       100       110       120    
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.3  bits: 20.0 E():   42 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (6-54:191-239) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
              170       180       190       200       210       220 
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
              230       240       250       260       270       280 
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 18.8 E():   44 
Smith-Waterman score: 46; 33.3% identity (71.4% similar) in 21 aa overlap (60-80:106-126) 
 
      30        40        50        60        70        80          
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM          
                                     .:   :.. :: ...:: .:.          
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.6  bits: 19.7 E():   45 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (48-76:141-170) 
 
        20        30        40        50        60         70       
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
         80                                                         
2MEPSP DHRM                                                         
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 17.6 E():   47 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (23-40:28-45) 
 
                    10        20        30        40        50      
2MEPSP      MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
          60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRM 
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gi|144 ISFCNANPGLMKDVAKVF        
               70                
 
>>gi|29163773|emb|CAD80019.1| unnamed protein product [P  (65 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.2  bits: 17.3 E():   48 
Smith-Waterman score: 41; 37.5% identity (62.5% similar) in 24 aa overlap (1-24:1-24) 
 
               10        20        30        40        50        60 
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI 
       : :. .::  : . :.:  . :.:                                     
gi|291 MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGEVYCNVCHSRNLINELSERMAG 
               10        20        30        40        50        60 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.2  bits: 18.5 E():   48 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (5-51:38-82) 
 
                                         10        20         30    
2MEPSP                           MNKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
            40         50        60        70        80             
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM             
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 72.1  bits: 19.4 E():   49 
Smith-Waterman score: 48; 25.0% identity (47.1% similar) in 68 aa overlap (6-73:102-168) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:....  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADTVFEAA 
             140       150        160       170       180       190 
 
gi|330 FNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQ 
              200       210       220       230       240       250 
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.0  bits: 18.2 E():   49 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (42-71:10-38) 
 
              20        30        40        50        60        70  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     . :.:.:  .   : :.:.:   . :.. : 
gi|484                      GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEA 
                                    10        20         30         
 
              80                                                    
2MEPSP IDTYDDHRM                                                    
                                                                    
gi|484 KFAANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILP 
       40        50        60        70        80        90         
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (15-36:22-43) 
 
                      10        20        30        40        50    
2MEPSP        MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
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                            ::: :. . :. :    .: ::                  
gi|167 MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRM                                  
                                                                    
gi|167 EASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 43; 30.0% identity (56.0% similar) in 50 aa overlap (6-55:22-68) 
 
                               10        20        30        40     
2MEPSP                 MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:   : 
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPE 
               10        20        30        40        50        60 
 
           50        60        70        80                     
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                     
         :: :::  :                                              
gi|185 --KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (44-71:28-54) 
 
            20        30        40        50        60        70    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
            80                                                      
2MEPSP TYDDHRM                                                      
                                                                    
gi|212 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.0  bits: 17.9 E():   56 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (51-70:89-108) 
 
               30        40        50        60        70        80 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.9  bits: 18.5 E():   56 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (31-69:83-126) 
 
               10        20        30         40        50          
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
      60            70        80                                    
2MEPSP IIT----PPEKLNVTAIDTYDDHRM                                    
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (21-66:52-93) 
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                         10        20        30        40        50 
2MEPSP           MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
               60        70        80                               
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRM                               
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (6-54:105-153) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (6-54:105-153) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (6-54:105-153) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (6-54:105-153) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10691

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (6-54:105-153) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (6-54:105-153) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (6-54:105-153) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (6-54:105-153) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
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 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (6-54:105-153) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (6-54:105-153) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 43; 27.6% identity (65.5% similar) in 29 aa overlap (44-72:12-40) 
 
            20        30        40        50        60        70    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :. .. ..: : :::   . ... :.  
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
            80                                                      
2MEPSP TYDDHRM                                                      
                                                                    
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 70.0  bits: 19.1 E():   63 
Smith-Waterman score: 47; 25.4% identity (49.3% similar) in 71 aa overlap (6-76:113-179) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :. . .:  :  .  : :  :.    . :. 
gi|663 FKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|663 LRVIAGALEVHAVKPATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKF 
            150       160         170         180       190         
 
gi|663 TVFESAFNKALKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAIT 
      200       210       220       230       240       250         
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 20.8% identity (67.9% similar) in 53 aa overlap (4-55:12-64) 
 
                        10        20        30        40        50  
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2MEPSP         MNKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                  : :. . .:...:....: ..  . :.. . . :...::  .. . :.  
gi|164 MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQPGTL 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRM                                
       .  :                                                         
gi|164 APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE 
               70        80        90       100       110       120 
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 69.7  bits: 19.4 E():   66 
Smith-Waterman score: 48; 21.4% identity (64.3% similar) in 28 aa overlap (3-30:285-312) 
 
                                           10        20        30   
2MEPSP                             MNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.    ...:.:. ..: :.   .. .:   
gi|148 SPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANILAWNG 
          260       270       280       290       300       310     
 
             40        50        60        70        80             
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM             
                                                                    
gi|148 GGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDELAKKVAELTEKIEDLI 
          320       330       340       350       360       370     
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.6  bits: 19.1 E():   67 
Smith-Waterman score: 47; 23.9% identity (50.7% similar) in 71 aa overlap (6-76:101-165) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  ..::     .  :  .:..  .:  :                    
gi|249 LRVIAGAFEVHAVKPATEE----VVADPVGELQI--VDKIDAAFKIAATAANSAPANDKF 
              140           150       160         170       180     
 
gi|249 TVFEGAFNKAIKESTAGAYETYKFIPSLEAAVKQAYGATVARAPEVKYAVFEAGLTKAIT 
          190       200       210       220       230       240     
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.5  bits: 17.3 E():   67 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (56-70:70-84) 
 
          30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     :  : .. : :....           
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR    
      40        50        60        70        80        90     
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.2  bits: 19.1 E():   69 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (6-54:132-180) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
             110       120       130       140       150       160  
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
        :..:   :.  .  . ::                                          
gi|113 LRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
             170       180       190       200       210       220  
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>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (57-73:115-128) 
 
         30        40        50        60        70        80       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM       
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (57-73:115-128) 
 
         30        40        50        60        70        80       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM       
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.9 E():   70 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (9-34:8-32) 
 
               10        20        30        40        50        60 
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI 
               ..: :.:. ::  . ..: :. ..:.                           
gi|864  MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                10         20        30        40        50         
 
               70        80                                         
2MEPSP ITPPEKLNVTAIDTYDDHRM                                         
                                                                    
gi|864 DANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.9 E():   70 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (9-34:8-32) 
 
               10        20        30        40        50        60 
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI 
               ..: :.:. ::  . ..: :. ..:.                           
gi|558  MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                10         20        30        40        50         
 
               70        80                                         
2MEPSP ITPPEKLNVTAIDTYDDHRM                                         
                                                                    
gi|558 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.9 E():   70 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (9-34:8-32) 
 
               10        20        30        40        50        60 
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI 
               ..: :.:. ::  . ..: :. ..:.                           
gi|218  MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                10         20        30        40        50         
 
               70        80                                         
2MEPSP ITPPEKLNVTAIDTYDDHRM                                         
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gi|218 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.9 E():   70 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (9-34:8-32) 
 
               10        20        30        40        50        60 
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI 
               ..: :.:. ::  . ..: :. ..:.                           
gi|256  MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                10         20        30        40        50         
 
               70        80                                         
2MEPSP ITPPEKLNVTAIDTYDDHRM                                         
                                                                    
gi|256 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.9 E():   70 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (9-34:8-32) 
 
               10        20        30        40        50        60 
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI 
               ..: :.:. ::  . ..: :. ..:.                           
gi|558  MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                10         20        30        40        50         
 
               70        80                                         
2MEPSP ITPPEKLNVTAIDTYDDHRM                                         
                                                                    
gi|558 DANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (32-65:170-204) 
 
              10        20        30        40        50         60 
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
               70        80                                         
2MEPSP ITPPEKLNVTAIDTYDDHRM                                         
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 18.2 E():   73 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (56-63:172-179) 
 
          30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     : :: :.:                  
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN           
             150       160       170       180                 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 18.8 E():   74 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (6-54:105-153) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
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          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 18.8 E():   74 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (6-54:105-153) 
 
                                        10        20        30      
2MEPSP                          MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
          40        50        60        70        80                
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.7  bits: 19.1 E():   74 
Smith-Waterman score: 47; 20.8% identity (60.4% similar) in 53 aa overlap (3-54:273-325) 
 
                                           10        20        30   
2MEPSP                             MNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :. .. .:.:. . ..: :.   .. .:   
gi|120 SPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLLAWNG 
            250       260       270       280       290       300   
 
             40         50        60        70        80        
2MEPSP KETERMVAIRTELT-KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM        
         .  .. : ..   : :..::.                                  
gi|120 GGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
            310       320       330       340       350         
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.7 E():   77 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (21-33:336-348) 
 
                         10        20        30        40        50 
2MEPSP           MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
               60        70        80                               
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRM                               
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 68.4  bits: 19.7 E():   77 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (21-59:336-369) 
 
                         10        20        30        40        50 
2MEPSP           MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
                60        70        80                              
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDHRM                              
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
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>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.3  bits: 15.5 E():   78 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (19-24:25-30) 
 
                     10        20        30        40        50     
2MEPSP       MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
               10        20        30                               
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (12-30:15-35) 
 
                  10        20          30        40        50      
2MEPSP    MNKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                     :.:. :.:.:  .  :  :.:                          
gi|908 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAMGGKGGA 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRM                                    
                                                                    
gi|908 FYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEV 
               70        80        90       100       110       120 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (42-75:131-164) 
 
              20        30        40        50        60        70  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
              80 
2MEPSP IDTYDDHRM 
          :      
gi|158 RTPY      
                 
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (13-60:178-227) 
 
                                 10        20        30         40  
2MEPSP                   MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
              50         60        70        80                     
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVTAIDTYDDHRM                     
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (7-23:8-26) 
 
                10          20        30        40        50        
2MEPSP  MNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
              ::: :::....  : .:::                                   
gi|300 MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTANVPPAD 
               10        20        30        40        50        60 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (7-23:8-26) 
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                10          20        30        40        50        
2MEPSP  MNKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
              ::: :::....  : .:::                                   
gi|300 MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTANVPPAD 
               10        20        30        40        50        60 
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.9  bits: 18.8 E():   82 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (32-65:188-222) 
 
              10        20        30        40        50         60 
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
               70        80                                         
2MEPSP ITPPEKLNVTAIDTYDDHRM                                         
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.9  bits: 18.8 E():   82 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (32-65:188-222) 
 
              10        20        30        40        50         60 
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
               70        80                                         
2MEPSP ITPPEKLNVTAIDTYDDHRM                                         
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.5  bits: 19.1 E():   86 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (57-73:318-334) 
 
         30        40        50        60        70        80       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM       
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 18.2 E():   86 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (9-39:121-151) 
 
                                     10        20        30         
2MEPSP                       MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
       40        50        60        70        80                   
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM                   
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 48; 21.4% identity (64.3% similar) in 28 aa overlap (3-30:415-442) 
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                                           10        20        30   
2MEPSP                             MNKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.    ...:.:. ..: :.   .. .:   
gi|601 SPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANILAWNG 
          390       400       410       420       430       440     
 
             40        50        60        70        80             
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM             
                                                                    
gi|601 GGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDELAHKVAELTEKVEDLI 
          450       460       470       480       490       500     
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (3-21:2-20) 
 
               10        20        30        40        50        60 
2MEPSP MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI 
         :.  .:... :::. :.::                                        
gi|157  MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLANGAPDKTEAEIEAQIEQ 
                10        20        30        40        50          
 
>>gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family protein   (150 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.2  bits: 17.6 E():   89 
Smith-Waterman score: 42; 27.3% identity (42.4% similar) in 66 aa overlap (14-77:58-114) 
 
                                10        20        30        40    
2MEPSP                  MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                     :  ::.   ::.:.   . ::.         
gi|155 LDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFANDHPAIKDAYEAEKKEV-------- 
        30        40        50        60        70                  
 
            50        60          70        80                      
2MEPSP ELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHRM                      
        :.   :. ::        ::.  : ..    : ::                         
gi|155 -LAAQQAAEEEHKKLVAALPPDAQKADAELTATADDASLTLAAKHDKIVQTFESLPPAVK 
       80        90       100       110       120       130         
 
gi|155 EELNKLNQQGQS 
      140       150 
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.8  bits: 14.8 E():   94 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (60-67:9-16) 
 
      30        40        50        60        70        80 
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     :: :: :.              
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP      
                                     10        20          
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.6  bits: 19.7 E():   96 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (42-66:517-541) 
 
              20        30        40        50        60        70  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
              80                                                    
2MEPSP IDTYDDHRM                                                    
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (39-70:183-213) 
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       10        20        30        40        50        60         
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
       70        80                                                 
2MEPSP VTAIDTYDDHRM                                                 
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.5 E():   97 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (27-56:227-256) 
 
                   10        20        30        40        50       
2MEPSP     MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
         60        70        80                             
2MEPSP DYCIITPPEKLNVTAIDTYDDHRM                             
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.4  bits: 17.9 E():   98 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (39-76:130-167) 
 
       10        20        30        40        50        60         
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
       70        80                                   
2MEPSP VTAIDTYDDHRM                                   
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.4  bits: 17.9 E():   98 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (39-76:130-167) 
 
       10        20        30        40        50        60         
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
       70        80                                   
2MEPSP VTAIDTYDDHRM                                   
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 66.4  bits: 19.1 E():   99 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (29-76:372-418) 
 
                 10        20        30        40        50         
2MEPSP   MNKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
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       60           70        80                                    
2MEPSP CIITPPEKL---NVTAIDTYDDHRM                                    
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:05 2011 done: Tue Apr 19 10:58:05 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 328  - 407 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     5     2:*= 
  32    11     8:==*= 
  34    21    22:=======* 
  36    37    44:============= * 
  38    53    73:==================      * 
  40    96   102:================================ * 
  42   132   125:=========================================*== 
  44   153   138:=============================================*===== 
  46   122   140:=========================================     * 
  48   151   134:============================================*====== 
  50   152   122:========================================*========== 
  52   125   108:===================================*====== 
  54    77    92:==========================    * 
  56    66    77:======================   * 
  58    44    63:===============     * 
  60    28    51:==========      * 
  62    29    41:==========   * 
  64    23    33:========  * 
  66    56    26:========*========== 
  68    29    20:======*=== 
  70    17    16:=====* 
  72     9    12:===* 
  74    14    10:===*= 
  76    12     8:==*= 
  78     6     6:=* 
  80     8     5:=*= 
  82     5     3:*= 
  84     3     3:* 
  86     0     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
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 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.73130.00356; mu= 7.8952 0.185 
 mean_var=36.4614 9.648, 0's: 2 Z-trim: 2  B-trim: 257 in 2/42 
 Lambda= 0.212401 
 Kolmogorov-Smirnov  statistic: 0.0306 (N=27) at  64 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.5     2.9 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.1     4.9 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   56 21.9     9.5 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   52 20.6      11 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.6      11 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.3      12 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.6      13 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.5      13 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.2      14 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   54 21.2      15 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   53 20.9      16 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.7      16 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.6      18 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 18.8      18 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.4      19 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   48 19.4      19 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 18.8      19 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.7      19 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 20.9      19 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   52 20.6      20 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   52 20.6      21 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   52 20.6      21 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 18.8      21 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   52 20.6      22 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.6      29 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   50 20.0      29 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 18.8      29 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.1      30 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.1      30 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.1      30 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   53 20.9      30 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   50 20.0      31 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   50 20.0      31 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   50 20.0      31 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   50 20.0      31 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.0      32 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 20.0      32 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 20.0      32 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.4      32 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   50 20.0      32 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   50 20.0      32 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   50 20.0      32 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   50 20.0      34 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 20.0      35 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.5      35 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.5      35 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 18.8      36 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 18.8      36 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 18.8      37 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.7      38 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   50 20.0      41 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   46 18.8      44 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.7      45 
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gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.6      47 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.5      48 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   48 19.4      49 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.2      49 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      51 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.2      51 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 17.9      55 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.2      55 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.9      56 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.5      56 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.2      59 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.1      60 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.1      63 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   43 17.9      64 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   48 19.4      65 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   47 19.1      67 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.3      67 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.1      69 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.5      70 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.5      70 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 17.9      71 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 17.9      71 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 17.9      71 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 17.9      71 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 17.9      71 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.8      71 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.2      73 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.8      74 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   46 18.8      74 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   47 19.1      74 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.7      76 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.7      76 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.1      78 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.4      79 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.9      79 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.8      81 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.8      82 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.8      82 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.6      82 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.6      82 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   48 19.4      84 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   48 19.4      84 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.1      85 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.2      87 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   48 19.4      87 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.6      87 
gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family prot ( 150)   42 17.6      89 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.3      95 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 14.8      95 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.7      96 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 18.8      96 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.5      97 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 17.9      98 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 17.9      98 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.1      99 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 94.2  bits: 22.5 E():  2.9 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (43-70:27-53) 
 
             20        30        40        50        60        70   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
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                                     :. :: .:   : :::::   .::.. :   
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
             80                                                     
2MEPSP TYDDHRMA                                                     
                                                                    
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 90.1  bits: 23.1 E():  4.9 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (49-75:23-50) 
 
       20        30        40        50        60        70         
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDH 
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
        80                                                          
2MEPSP RMA                                                          
                                                                    
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 84.9  bits: 21.9 E():  9.5 
Smith-Waterman score: 56; 26.8% identity (50.7% similar) in 71 aa overlap (5-75:113-179) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|441 LRVIAGALEVHAVKPATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKF 
            150       160         170         180       190         
 
gi|441 TVFESAFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
      200       210       220       230       240       250         
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 84.0  bits: 20.6 E():   11 
Smith-Waterman score: 52; 28.4% identity (55.4% similar) in 74 aa overlap (8-80:8-67) 
 
               10        20        30        40        50        60 
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:..  ::         :    .: : ::: 
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKV--MVD--------GC---HGSDPCII 
               10         20        30                     40       
 
               70         80                                        
2MEPSP TPPEKLNVTAI-DTYDDHRMA                                        
          . .:. :: :. .. . :                                        
gi|558 HRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAK 
         50        60        70        80        90       100       
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (31-64:104-138) 
 
               10        20        30        40         50          
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
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      60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMA 
       :.: .                 
gi|110 ISPSQGCQFSSPYWSY      
           140               
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 82.8  bits: 20.3 E():   12 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (18-72:45-89) 
 
                            10        20        30        40        
2MEPSP              NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
        50        60        70        80                            
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA                            
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 82.4  bits: 20.6 E():   13 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (51-79:36-62) 
 
               30        40        50        60        70        80 
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.4  bits: 21.5 E():   13 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (5-53:131-179) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.9  bits: 21.2 E():   14 
Smith-Waterman score: 54; 25.4% identity (52.1% similar) in 71 aa overlap (5-75:106-172) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|144 LRVIAGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKF 
         140       150       160           170       180       190  
 
gi|144 TVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
             200       210       220       230       240       250  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10706

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 initn:  54 init1:  54 opt:  54  Z-score: 81.4  bits: 21.2 E():   15 
Smith-Waterman score: 54; 28.6% identity (55.1% similar) in 49 aa overlap (5-53:130-178) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|330 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
     100       110       120       130       140       150          
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::                                          
gi|330 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 81.0  bits: 20.9 E():   16 
Smith-Waterman score: 53; 25.4% identity (52.1% similar) in 71 aa overlap (5-75:81-147) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|180 LRVIAGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKF 
              120       130         140         150       160       
 
gi|180 TVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
        170       180       190       200       210       220       
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 80.8  bits: 19.7 E():   16 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (24-62:63-104) 
 
                      10        20        30          40         50 
2MEPSP        NKMPDVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
               60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
       .   : ::.  :                   
gi|999 AALVPKYCLQHPHACDLYKNQTVMS      
            100       110             
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.9  bits: 20.6 E():   18 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (47-64:180-197) 
 
         20        30        40        50         60        70      
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
          80                                 
2MEPSP DHRMA                                 
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.7  bits: 18.8 E():   18 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (16-62:15-61) 
 
               10        20        30         40        50          
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2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCI 
                      .:.   :.: ..:  . :..::.: : :.   .  . .:  ..:  
gi|124  GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCN 
                10        20        30        40         50         
 
      60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMA 
        .:                   
gi|124 ANPGLMKDVAKVF         
       60        70          
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.5  bits: 19.4 E():   19 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (5-54:22-68) 
 
                                10        20        30        40    
2MEPSP                  NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
            50        60        70        80                  
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA                  
        ::: :::  :                                            
gi|668 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.5  bits: 19.4 E():   19 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (5-54:22-68) 
 
                                10        20        30        40    
2MEPSP                  NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
            50        60        70        80                  
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA                  
        ::: :::  :                                            
gi|833 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.5  bits: 18.8 E():   19 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (16-62:17-63) 
 
                10        20        30         40        50         
2MEPSP  NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                       .:.   :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
 
       60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMA 
         .:                   
gi|124 NANPGLMKDVAKVF         
      60        70            
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 79.5  bits: 19.7 E():   19 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (31-64:96-130) 
 
               10        20        30        40         50          
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
      60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMA 
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       :.: .                 
gi|244 ISPSQGCQFQSSY         
         130                 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 79.4  bits: 20.9 E():   19 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (18-64:115-168) 
 
                            10        20        30        40        
2MEPSP              NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
         50           60            70        80                    
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYDDHRMA                    
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.9  bits: 20.6 E():   20 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (5-72:92-158) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|481 PAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              70        80        90       100       110       120  
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|481 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             130       140        150       160       170       180 
 
gi|481 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAMS 
              190       200       210       220       230       240 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.9  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (5-72:93-159) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|168 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
            130       140        150       160       170       180  
 
gi|168 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
             190       200       210       220       230       240  
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (5-72:96-162) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .   .:: : .  :   :   .  ::                       
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gi|285 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
         130       140        150       160       170       180     
 
gi|285 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
          190       200       210       220       230       240     
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 78.6  bits: 18.8 E():   21 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (16-62:26-72) 
 
                         10        20        30         40          
2MEPSP           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
      50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
       . .:  ..:  .:                   
gi|187 DFDEFISFCNANPGLMKDVAKVF         
      60        70        80           
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.5  bits: 20.6 E():   22 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (5-72:107-173) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
        140       150        160       170       180       190      
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
         200       210       220       230       240       250      
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 76.3  bits: 20.6 E():   29 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (31-74:81-124) 
 
               10        20        30        40        50        60 
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
               70        80                                         
2MEPSP TPPEKLNVTAIDTYDDHRMA                                         
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.2  bits: 20.0 E():   29 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (5-53:76-124) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|422 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
          50        60        70        80        90       100      
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::                                          
gi|422 LRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
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         110       120       130       140       150       160      
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 46; 30.0% identity (58.0% similar) in 50 aa overlap (5-54:22-68) 
 
                                10        20        30        40    
2MEPSP                  NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:  .: 
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSE 
               10        20        30        40        50        60 
 
            50        60        70        80                    
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA                    
         :: :::  :                                              
gi|117 --KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.0  bits: 19.1 E():   30 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (43-70:28-54) 
 
             20        30        40        50        60        70   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
             80                                                     
2MEPSP TYDDHRMA                                                     
                                                                    
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.0  bits: 19.1 E():   30 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (43-70:28-54) 
 
             20        30        40        50        60        70   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
             80                                                     
2MEPSP TYDDHRMA                                                     
                                                                    
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.0  bits: 19.1 E():   30 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (43-70:28-54) 
 
             20        30        40        50        60        70   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
             80                                                     
2MEPSP TYDDHRMA                                                     
                                                                    
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 76.0  bits: 20.9 E():   30 
Smith-Waterman score: 53; 25.0% identity (67.9% similar) in 28 aa overlap (2-29:412-439) 
 
                                            10        20        30  
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2MEPSP                              NKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :. :. .:.:. . ..: :.   .. .:   
gi|120 SPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNLLAWNG 
             390       400       410       420       430       440  
 
              40        50        60        70        80            
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA            
                                                                    
gi|120 GGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSEIKDAV 
             450       460       470       480       490       500  
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.7  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (5-53:93-141) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|134 ASNKAFAEGLSGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
             70        80        90       100       110       120   
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::                                          
gi|134 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
            130       140       150       160       170       180   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.7  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (5-53:94-142) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.7  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (5-53:94-142) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.7  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (5-53:94-142) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
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        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (5-53:102-150) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|295 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
              80        90       100       110       120       130  
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::                                          
gi|295 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
             140       150       160       170       180       190  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (5-53:104-152) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|109 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::                                          
gi|109 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (5-53:104-152) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|239 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::                                          
gi|239 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.4  bits: 19.4 E():   32 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (57-63:141-147) 
 
         30        40        50        60        70        80       
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA       
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (5-53:105-153) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
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                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (5-53:105-153) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (45.6% similar) in 68 aa overlap (5-72:102-168) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .   : : : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAV-KPVTEDPAWPKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             140        150       160       170       180       190 
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
              200       210       220       230       240       250 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.9  bits: 20.0 E():   34 
Smith-Waterman score: 50; 28.2% identity (49.3% similar) in 71 aa overlap (5-75:125-189) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::       ::  .:.:  ::  :                    
gi|113 LRIIAGTLEVHGVKPAAEE----VKATPAGELQV--IDKVDAAFKVAATAANAAPANDKF 
          160       170           180         190       200         
 
gi|113 TVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAIT 
      210       220       230       240       250       260         
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.7  bits: 20.0 E():   35 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (5-53:130-178) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
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gi|398 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
     100       110       120       130       140       150          
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::                                          
gi|398 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.7  bits: 18.5 E():   35 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (5-54:22-68) 
 
                                10        20        30        40    
2MEPSP                  NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
            50        60        70        80                
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA                
         :: :::  :                                          
gi|416 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.7  bits: 18.5 E():   35 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (5-54:22-68) 
 
                                10        20        30        40    
2MEPSP                  NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
            50        60        70        80                
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA                
         :: :::  :                                          
gi|461 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.5  bits: 18.8 E():   36 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (18-68:73-125) 
 
                            10        20        30         40       
2MEPSP              NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
         50        60            70        80  
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMA  
        :  : : : .: :.    ::  .:.              
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN 
     100       110       120       130         
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (18-68:37-89) 
 
                            10        20        30         40       
2MEPSP              NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
         50        60            70        80                       
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMA                       
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
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            70        80        90       100       110       120    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (18-68:31-83) 
 
                            10        20        30         40       
2MEPSP              NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
         50        60            70        80                       
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMA                       
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 49; 26.5% identity (55.1% similar) in 49 aa overlap (5-53:94-142) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAEYDAYVATLSEA 
            70        80        90       100       110       120    
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.3  bits: 20.0 E():   41 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (5-53:191-239) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
              170       180       190       200       210       220 
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
              230       240       250       260       270       280 
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 18.8 E():   44 
Smith-Waterman score: 46; 33.3% identity (71.4% similar) in 21 aa overlap (59-79:106-126) 
 
       30        40        50        60        70        80         
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA         
                                     .:   :.. :: ...:: .:.          
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.6  bits: 19.7 E():   45 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (47-75:141-170) 
 
         20        30        40        50         60        70      
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
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              120       130       140       150       160       170 
 
          80                                                        
2MEPSP DHRMA                                                        
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.3  bits: 17.6 E():   47 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (22-39:28-45) 
 
                     10        20        30        40        50     
2MEPSP       NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
           60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMA 
                                  
gi|144 ISFCNANPGLMKDVAKVF         
               70                 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.1  bits: 18.5 E():   48 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (4-50:38-82) 
 
                                          10        20         30   
2MEPSP                            NKMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
             40         50        60        70        80            
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA            
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 72.1  bits: 19.4 E():   49 
Smith-Waterman score: 48; 25.0% identity (47.1% similar) in 68 aa overlap (5-72:102-168) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:....  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADTVFEAA 
             140       150        160       170       180       190 
 
gi|330 FNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQ 
              200       210       220       230       240       250 
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.0  bits: 18.2 E():   49 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (41-70:10-38) 
 
               20        30        40        50        60        70 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     . :.:.:  .   : :.:.:   . :.. : 
gi|484                      GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEA 
                                    10        20         30         
 
               80                                                   
2MEPSP IDTYDDHRMA                                                   
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gi|484 KFAANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILP 
       40        50        60        70        80        90         
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (14-35:22-43) 
 
                       10        20        30        40        50   
2MEPSP         NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                            ::: :. . :. :    .: ::                  
gi|167 MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMA                                 
                                                                    
gi|167 EASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (43-80:12-50) 
 
             20        30        40        50        60        70   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. .. ..: : :::   . ... :.  
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
              80                                                    
2MEPSP DTYDDHRMA                                                    
       :. .. . :                                                    
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 43; 30.0% identity (56.0% similar) in 50 aa overlap (5-54:22-68) 
 
                                10        20        30        40    
2MEPSP                  NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:   : 
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPE 
               10        20        30        40        50        60 
 
            50        60        70        80                    
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA                    
         :: :::  :                                              
gi|185 --KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (43-70:28-54) 
 
             20        30        40        50        60        70   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
             80                                                     
2MEPSP TYDDHRMA                                                     
                                                                    
gi|212 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.0  bits: 17.9 E():   56 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (50-69:89-108) 
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      20        30        40        50        60        70          
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
      80 
2MEPSP A 
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.9  bits: 18.5 E():   56 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (30-68:83-126) 
 
                10        20        30         40        50         
2MEPSP  NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
       60            70        80                                   
2MEPSP IIT----PPEKLNVTAIDTYDDHRMA                                   
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (20-65:52-93) 
 
                          10        20        30        40          
2MEPSP            NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
      50        60        70        80                              
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMA                              
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (5-53:105-153) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (5-53:105-153) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::                                          
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gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (5-53:105-153) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (5-53:105-153) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (5-53:105-153) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (5-53:105-153) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (5-53:105-153) 
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                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (5-53:105-153) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (5-53:105-153) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (5-53:105-153) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 70.0  bits: 19.1 E():   63 
Smith-Waterman score: 47; 25.4% identity (49.3% similar) in 71 aa overlap (5-75:113-179) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :. . .:  :  .  : :  :.    . :. 
gi|663 FKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
           40        50        60        70        80               
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2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|663 LRVIAGALEVHAVKPATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKF 
            150       160         170         180       190         
 
gi|663 TVFESAFNKALKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAIT 
      200       210       220       230       240       250         
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 43; 20.8% identity (67.9% similar) in 53 aa overlap (3-54:12-64) 
 
                         10        20        30        40        50 
2MEPSP          NKMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                  : :. . .:...:....: ..  . :.. . . :...::  .. . :.  
gi|164 MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQPGTL 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMA                               
       .  :                                                         
gi|164 APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE 
               70        80        90       100       110       120 
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 48; 21.4% identity (64.3% similar) in 28 aa overlap (2-29:285-312) 
 
                                            10        20        30  
2MEPSP                              NKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.    ...:.:. ..: :.   .. .:   
gi|148 SPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANILAWNG 
          260       270       280       290       300       310     
 
              40        50        60        70        80            
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA            
                                                                    
gi|148 GGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDELAKKVAELTEKIEDLI 
          320       330       340       350       360       370     
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.6  bits: 19.1 E():   67 
Smith-Waterman score: 47; 23.9% identity (50.7% similar) in 71 aa overlap (5-75:101-165) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  ..::     .  :  .:..  .:  :                    
gi|249 LRVIAGAFEVHAVKPATEE----VVADPVGELQI--VDKIDAAFKIAATAANSAPANDKF 
              140           150       160         170       180     
 
gi|249 TVFEGAFNKAIKESTAGAYETYKFIPSLEAAVKQAYGATVARAPEVKYAVFEAGLTKAIT 
          190       200       210       220       230       240     
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.5  bits: 17.3 E():   67 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (55-69:70-84) 
 
           30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  : .. : :....            
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR     
      40        50        60        70        80        90      
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.3  bits: 19.1 E():   69 
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Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (5-53:132-180) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
             110       120       130       140       150       160  
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
        :..:   :.  .  . ::                                          
gi|113 LRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
             170       180       190       200       210       220  
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (56-72:115-128) 
 
          30        40        50        60        70        80      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA      
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (56-72:115-128) 
 
          30        40        50        60        70        80      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA      
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (8-33:8-32) 
 
               10        20        30        40        50        60 
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|864 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
               70        80                                         
2MEPSP TPPEKLNVTAIDTYDDHRMA                                         
                                                                    
gi|864 ANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (8-33:8-32) 
 
               10        20        30        40        50        60 
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
               70        80                                         
2MEPSP TPPEKLNVTAIDTYDDHRMA                                         
                                                                    
gi|558 ANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
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>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (8-33:8-32) 
 
               10        20        30        40        50        60 
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|218 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
               70        80                                         
2MEPSP TPPEKLNVTAIDTYDDHRMA                                         
                                                                    
gi|218 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (8-33:8-32) 
 
               10        20        30        40        50        60 
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|256 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
               70        80                                         
2MEPSP TPPEKLNVTAIDTYDDHRMA                                         
                                                                    
gi|256 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (8-33:8-32) 
 
               10        20        30        40        50        60 
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
               70        80                                         
2MEPSP TPPEKLNVTAIDTYDDHRMA                                         
                                                                    
gi|558 ANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (31-64:170-204) 
 
               10        20        30        40        50           
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
      60        70        80                                        
2MEPSP ITPPEKLNVTAIDTYDDHRMA                                        
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 18.2 E():   73 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (55-62:172-179) 
 
           30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
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                                     : :: :.:                   
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN            
             150       160       170       180                  
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 18.8 E():   74 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (5-53:105-153) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 18.8 E():   74 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (5-53:105-153) 
 
                                         10        20        30     
2MEPSP                           NKMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
           40        50        60        70        80               
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA               
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.7  bits: 19.1 E():   74 
Smith-Waterman score: 47; 20.8% identity (60.4% similar) in 53 aa overlap (2-53:273-325) 
 
                                            10        20        30  
2MEPSP                              NKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :. .. .:.:. . ..: :.   .. .:   
gi|120 SPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLLAWNG 
            250       260       270       280       290       300   
 
              40         50        60        70        80       
2MEPSP KETERMVAIRTELT-KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA       
         .  .. : ..   : :..::.                                  
gi|120 GGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
            310       320       330       340       350         
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 68.5  bits: 19.7 E():   76 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (20-58:336-369) 
 
                          10        20        30        40          
2MEPSP            NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
      50         60        70        80                             
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDHRMA                             
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.5  bits: 19.7 E():   76 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (20-32:336-348) 
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                          10        20        30        40          
2MEPSP            NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
      50        60        70        80                              
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMA                              
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (11-29:15-35) 
 
                   10        20          30        40        50     
2MEPSP     NKMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                     :.:. :.:.:  .  :  :.:                          
gi|908 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAMGGKGGA 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMA                                   
                                                                    
gi|908 FYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEV 
               70        80        90       100       110       120 
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.2  bits: 15.4 E():   79 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (18-23:25-30) 
 
                      10        20        30        40        50    
2MEPSP        NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
               10        20        30                               
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (41-74:131-164) 
 
               20        30        40        50        60        70 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
               80 
2MEPSP IDTYDDHRMA 
          :       
gi|158 RTPY       
                  
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (12-59:178-227) 
 
                                  10        20        30         40 
2MEPSP                    NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
               50         60        70        80                    
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVTAIDTYDDHRMA                    
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
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>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.9  bits: 18.8 E():   82 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (31-64:188-222) 
 
               10        20        30        40        50           
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
      60        70        80                                        
2MEPSP ITPPEKLNVTAIDTYDDHRMA                                        
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.9  bits: 18.8 E():   82 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (31-64:188-222) 
 
               10        20        30        40        50           
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
      60        70        80                                        
2MEPSP ITPPEKLNVTAIDTYDDHRMA                                        
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (6-22:8-26) 
 
                 10          20        30        40        50       
2MEPSP   NKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
              ::: :::....  : .:::                                   
gi|300 MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTANVPPAD 
               10        20        30        40        50        60 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (6-22:8-26) 
 
                 10          20        30        40        50       
2MEPSP   NKMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
              ::: :::....  : .:::                                   
gi|300 MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTANVPPAD 
               10        20        30        40        50        60 
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 48; 32.4% identity (51.4% similar) in 37 aa overlap (44-80:168-203) 
 
            20        30        40        50        60        70    
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
            80                                                      
2MEPSP YDDHRMA                                                      
        :::  :                                                      
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 48; 32.4% identity (51.4% similar) in 37 aa overlap (44-80:168-203) 
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            20        30        40        50        60        70    
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
            80                                                      
2MEPSP YDDHRMA                                                      
        :::  :                                                      
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.6  bits: 19.1 E():   85 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (56-72:318-334) 
 
          30        40        50        60        70        80      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA      
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 18.2 E():   87 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (8-38:121-151) 
 
                                      10        20        30        
2MEPSP                        NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
        40        50        60        70        80                  
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA                  
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 48; 21.4% identity (64.3% similar) in 28 aa overlap (2-29:415-442) 
 
                                            10        20        30  
2MEPSP                              NKMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.    ...:.:. ..: :.   .. .:   
gi|601 SPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANILAWNG 
          390       400       410       420       430       440     
 
              40        50        60        70        80            
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA            
                                                                    
gi|601 GGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDELAHKVAELTEKVEDLI 
          450       460       470       480       490       500     
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (2-20:2-20) 
 
               10        20        30        40        50        60 
2MEPSP NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
        :.  .:... :::. :.::                                         
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLANGAPDKTEAEIEAQIEQW 
               10        20        30        40        50        60 
 
>>gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family protein   (150 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.2  bits: 17.6 E():   89 
Smith-Waterman score: 42; 27.3% identity (42.4% similar) in 66 aa overlap (13-76:58-114) 
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                                 10        20        30        40   
2MEPSP                   NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                     :  ::.   ::.:.   . ::.         
gi|155 LDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFANDHPAIKDAYEAEKKEV-------- 
        30        40        50        60        70                  
 
             50        60          70        80                     
2MEPSP ELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHRMA                     
        :.   :. ::        ::.  : ..    : ::                         
gi|155 -LAAQQAAEEEHKKLVAALPPDAQKADAELTATADDASLTLAAKHDKIVQTFESLPPAVK 
       80        90       100       110       120       130         
 
gi|155 EELNKLNQQGQS 
      140       150 
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (43-80:12-50) 
 
             20        30        40        50        60        70   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|179                    DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
              80                                                    
2MEPSP DTYDDHRMA                                                    
       :. .. . :                                                    
gi|179 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPES 
              50        60        70        80        90       100  
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.7  bits: 14.8 E():   95 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (59-66:9-16) 
 
       30        40        50        60        70        80 
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :: :: :.               
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP       
                                     10        20           
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.7  bits: 19.7 E():   96 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (41-65:517-541) 
 
               20        30        40        50        60        70 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
               80                                                   
2MEPSP IDTYDDHRMA                                                   
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (38-69:183-213) 
 
        10        20        30        40        50        60        
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
        70        80                                                
2MEPSP VTAIDTYDDHRMA                                                
       ::                                                           
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gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.5 E():   97 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (26-55:227-256) 
 
                    10        20        30        40        50      
2MEPSP      NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
          60        70        80                            
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMA                            
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.4  bits: 17.9 E():   98 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (38-75:130-167) 
 
        10        20        30        40        50        60        
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
        70        80                                  
2MEPSP VTAIDTYDDHRMA                                  
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.4  bits: 17.9 E():   98 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (38-75:130-167) 
 
        10        20        30        40        50        60        
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
        70        80                                  
2MEPSP VTAIDTYDDHRMA                                  
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 66.4  bits: 19.1 E():   99 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (28-75:372-418) 
 
                  10        20        30        40        50        
2MEPSP    NKMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
        60           70        80                                   
2MEPSP CIITPPEKL---NVTAIDTYDDHRMA                                   
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
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 Scomplib [35.04] 
 start: Tue Apr 19 10:58:05 2011 done: Tue Apr 19 10:58:05 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 329  - 408 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     5     2:*= 
  32    11     8:==*= 
  34    19    22:=======* 
  36    37    44:============= * 
  38    55    73:===================     * 
  40    99   102:=================================* 
  42   131   125:=========================================*== 
  44   149   138:=============================================*==== 
  46   137   140:==============================================* 
  48   156   134:============================================*======= 
  50   141   122:========================================*====== 
  52   114   108:===================================*== 
  54    80    92:===========================   * 
  56    66    77:======================   * 
  58    45    63:===============     * 
  60    28    51:==========      * 
  62    29    41:==========   * 
  64    28    33:==========* 
  66    51    26:========*======== 
  68    28    20:======*=== 
  70    17    16:=====* 
  72    10    12:===* 
  74    16    10:===*== 
  76    10     8:==*= 
  78     6     6:=* 
  80     8     5:=*= 
  82     5     3:*= 
  84     3     3:* 
  86     0     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.74070.00357; mu= 7.8648 0.185 
 mean_var=36.5904 9.691, 0's: 2 Z-trim: 2  B-trim: 257 in 2/42 
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 Lambda= 0.212027 
 Kolmogorov-Smirnov  statistic: 0.0273 (N=27) at  64 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.5     2.9 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.1     4.9 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   56 21.8     9.6 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   52 20.6      11 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.6      11 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.3      13 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.6      13 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.5      13 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.2      14 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   54 21.2      15 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   53 20.9      16 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.7      16 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.6      18 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 18.8      19 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.4      19 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   48 19.4      19 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 18.8      19 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.7      19 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 20.9      19 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   52 20.6      21 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   52 20.6      21 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   52 20.6      21 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 18.8      21 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   52 20.6      22 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.6      29 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   50 20.0      29 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 18.8      30 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.1      30 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.1      30 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.1      30 
gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar seri ( 503)   53 20.9      30 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   50 20.0      31 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   50 20.0      31 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   50 20.0      31 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   50 20.0      31 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.0      32 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 20.0      32 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 20.0      32 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.4      32 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   50 20.0      32 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   50 20.0      32 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   50 20.0      33 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   50 20.0      34 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 20.0      35 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.5      35 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.5      35 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 18.8      36 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 18.8      36 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 18.8      37 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.7      38 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   50 20.0      42 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   46 18.8      45 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.7      46 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.6      47 
gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family prot ( 150)   45 18.5      48 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.5      49 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   48 19.4      49 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.2      50 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      51 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.2      51 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 17.9      55 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.2      56 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.9      56 
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gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.5      56 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.2      60 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.1      60 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.1      63 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   43 17.9      64 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   48 19.4      66 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   47 19.1      67 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.3      68 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 19.7      69 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 19.7      69 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.1      70 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.5      71 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.5      71 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 17.9      71 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 17.9      71 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 17.9      71 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 17.9      71 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 17.9      71 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.8      71 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.2      73 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.8      74 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   46 18.8      74 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   47 19.1      75 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.7      77 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.7      77 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.1      78 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.4      79 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.9      80 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.8      82 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.6      83 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.6      83 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.8      83 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.8      83 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.1      86 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.2      87 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   48 19.4      88 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 17.6      88 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.3      95 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 14.8      96 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.7      97 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 18.8      97 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.5      98 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 17.9      99 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 17.9      99 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.1   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 94.1  bits: 22.5 E():  2.9 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (42-69:27-53) 
 
              20        30        40        50        60        70  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :: .:   : :::::   .::.. :   
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
              80                                                    
2MEPSP TYDDHRMAM                                                    
                                                                    
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
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>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 90.0  bits: 23.1 E():  4.9 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (48-74:23-50) 
 
        20        30        40        50        60        70        
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDH 
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
         80                                                         
2MEPSP RMAM                                                         
                                                                    
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 84.8  bits: 21.8 E():  9.6 
Smith-Waterman score: 56; 26.8% identity (50.7% similar) in 71 aa overlap (4-74:113-179) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|441 LRVIAGALEVHAVKPATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKF 
            150       160         170         180       190         
 
gi|441 TVFESAFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
      200       210       220       230       240       250         
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 83.9  bits: 20.6 E():   11 
Smith-Waterman score: 52; 28.4% identity (55.4% similar) in 74 aa overlap (7-79:8-67) 
 
                10        20        30        40        50          
2MEPSP  KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:..  ::         :    .: : ::: 
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKV--MVD--------GC---HGSDPCII 
               10         20        30                     40       
 
      60        70         80                                       
2MEPSP TPPEKLNVTAI-DTYDDHRMAM                                       
          . .:. :: :. .. . :                                        
gi|558 HRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAK 
         50        60        70        80        90       100       
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 83.7  bits: 20.6 E():   11 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (30-63:104-138) 
 
                10        20        30        40         50         
2MEPSP  KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
       60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAM 
       :.: .                  
gi|110 ISPSQGCQFSSPYWSY       
           140                
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 82.8  bits: 20.3 E():   13 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (17-71:45-89) 
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                             10        20        30        40       
2MEPSP               KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
         50        60        70        80                           
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM                           
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 82.3  bits: 20.6 E():   13 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (50-78:36-62) 
 
      20        30        40        50        60        70          
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
      80                                                            
2MEPSP M                                                            
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.3  bits: 21.5 E():   13 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (4-52:131-179) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.8  bits: 21.2 E():   14 
Smith-Waterman score: 54; 25.4% identity (52.1% similar) in 71 aa overlap (4-74:106-172) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|144 LRVIAGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKF 
         140       150       160           170       180       190  
 
gi|144 TVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
             200       210       220       230       240       250  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.3  bits: 21.2 E():   15 
Smith-Waterman score: 54; 28.6% identity (55.1% similar) in 49 aa overlap (4-52:130-178) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|330 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
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     100       110       120       130       140       150          
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|330 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 80.9  bits: 20.9 E():   16 
Smith-Waterman score: 53; 25.4% identity (52.1% similar) in 71 aa overlap (4-74:81-147) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|180 LRVIAGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKF 
              120       130         140         150       160       
 
gi|180 TVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
        170       180       190       200       210       220       
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 80.7  bits: 19.7 E():   16 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (23-61:63-104) 
 
                       10        20          30        40           
2MEPSP         KMPDVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
      50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAM 
       .   : ::.  :                    
gi|999 AALVPKYCLQHPHACDLYKNQTVMS       
            100       110              
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.8  bits: 20.6 E():   18 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (46-63:180-197) 
 
          20        30        40        50         60        70     
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
           80                                
2MEPSP DHRMAM                                
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.6  bits: 18.8 E():   19 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (15-61:15-61) 
 
               10        20        30         40        50          
2MEPSP KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCII 
                     .:.   :.: ..:  . :..::.: : :.   .  . .:  ..:   
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCNA 
               10        20        30        40         50          
 
      60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAM 
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       .:                    
gi|124 NPGLMKDVAKVF          
      60        70           
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.4  bits: 19.4 E():   19 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (4-53:22-68) 
 
                                 10        20        30        40   
2MEPSP                   KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
             50        60        70        80                 
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM                 
        ::: :::  :                                            
gi|668 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.4  bits: 19.4 E():   19 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (4-53:22-68) 
 
                                 10        20        30        40   
2MEPSP                   KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
             50        60        70        80                 
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM                 
        ::: :::  :                                            
gi|833 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.4  bits: 18.8 E():   19 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (15-61:17-63) 
 
                 10        20        30         40        50        
2MEPSP   KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                       .:.   :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
 
        60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMAM 
         .:                    
gi|124 NANPGLMKDVAKVF          
      60        70             
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 79.4  bits: 19.7 E():   19 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (30-63:96-130) 
 
                10        20        30        40         50         
2MEPSP  KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
       60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAM 
       :.: .                  
gi|244 ISPSQGCQFQSSY          
         130                  
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 79.3  bits: 20.9 E():   19 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (17-63:115-168) 
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                             10        20        30        40       
2MEPSP               KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
          50               60        70        80                   
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYDDHRMAM                   
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (4-71:92-158) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|481 PAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              70        80        90       100       110       120  
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|481 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             130       140        150       160       170       180 
 
gi|481 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAMS 
              190       200       210       220       230       240 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (4-71:93-159) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|168 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
            130       140        150       160       170       180  
 
gi|168 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
             190       200       210       220       230       240  
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (4-71:96-162) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|285 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
         130       140        150       160       170       180     
 
gi|285 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
          190       200       210       220       230       240     
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
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 initn:  44 init1:  44 opt:  46  Z-score: 78.5  bits: 18.8 E():   21 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (15-61:26-72) 
 
                          10        20        30         40         
2MEPSP            KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
       50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM 
       . .:  ..:  .:                    
gi|187 DFDEFISFCNANPGLMKDVAKVF          
      60        70        80            
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.4  bits: 20.6 E():   22 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (4-71:107-173) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
        140       150        160       170       180       190      
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
         200       210       220       230       240       250      
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 76.2  bits: 20.6 E():   29 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (30-73:81-124) 
 
                10        20        30        40        50          
2MEPSP  KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
      60        70        80                                        
2MEPSP TPPEKLNVTAIDTYDDHRMAM                                        
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.2  bits: 20.0 E():   29 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (4-52:76-124) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|422 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
          50        60        70        80        90       100      
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|422 LRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
         110       120       130       140       150       160      
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 76.0  bits: 18.8 E():   30 
Smith-Waterman score: 46; 30.0% identity (58.0% similar) in 50 aa overlap (4-53:22-68) 
 
                                 10        20        30        40   
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2MEPSP                   KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:  .: 
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSE 
               10        20        30        40        50        60 
 
             50        60        70        80                   
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM                   
         :: :::  :                                              
gi|117 --KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (42-69:28-54) 
 
              20        30        40        50        60        70  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
              80                                                    
2MEPSP TYDDHRMAM                                                    
                                                                    
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (42-69:28-54) 
 
              20        30        40        50        60        70  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
              80                                                    
2MEPSP TYDDHRMAM                                                    
                                                                    
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (42-69:28-54) 
 
              20        30        40        50        60        70  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
              80                                                    
2MEPSP TYDDHRMAM                                                    
                                                                    
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p  (503 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 53; 25.0% identity (67.9% similar) in 28 aa overlap (1-28:412-439) 
 
                                             10        20        30 
2MEPSP                               KMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :. :. .:.:. . ..: :.   .. .:   
gi|120 SPHIAGLLAYYVSLQPASDSAYAVEEITPKKLKDALITIATSGALSDIPSDTPNLLAWNG 
             390       400       410       420       430       440  
 
               40        50        60        70        80           
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM           
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gi|120 GGSSNYTEIVSKGGYKAGASESMKKHLDELVGKVEEVIAKEQKVLSHELGAIYSEIKDAV 
             450       460       470       480       490       500  
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (4-52:93-141) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|134 ASNKAFAEGLSGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
             70        80        90       100       110       120   
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|134 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
            130       140       150       160       170       180   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (4-52:94-142) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (4-52:94-142) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (4-52:94-142) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (4-52:102-150) 
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                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|295 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
              80        90       100       110       120       130  
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|295 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
             140       150       160       170       180       190  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (4-52:104-152) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|109 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|109 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (4-52:104-152) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|239 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|239 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.3  bits: 19.4 E():   32 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (56-62:141-147) 
 
          30        40        50        60        70        80      
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM      
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (4-52:105-153) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        : .:   :.  .  ..::                                          
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gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (4-52:105-153) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.2  bits: 20.0 E():   33 
Smith-Waterman score: 50; 26.5% identity (45.6% similar) in 68 aa overlap (4-71:102-168) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .   : : : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAV-KPVTEDPAWPKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             140        150       160       170       180       190 
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
              200       210       220       230       240       250 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.8  bits: 20.0 E():   34 
Smith-Waterman score: 50; 28.2% identity (49.3% similar) in 71 aa overlap (4-74:125-189) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::       ::  .:.:  ::  :                    
gi|113 LRIIAGTLEVHGVKPAAEE----VKATPAGELQV--IDKVDAAFKVAATAANAAPANDKF 
          160       170           180         190       200         
 
gi|113 TVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAIT 
      210       220       230       240       250       260         
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.6  bits: 20.0 E():   35 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (4-52:130-178) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|398 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
     100       110       120       130       140       150          
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|398 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
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     160       170       180       190       200       210          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.6  bits: 18.5 E():   35 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (4-53:22-68) 
 
                                 10        20        30        40   
2MEPSP                   KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
             50        60        70        80               
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM               
         :: :::  :                                          
gi|416 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.6  bits: 18.5 E():   35 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (4-53:22-68) 
 
                                 10        20        30        40   
2MEPSP                   KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
             50        60        70        80               
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM               
         :: :::  :                                          
gi|461 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (17-67:73-125) 
 
                             10        20        30         40      
2MEPSP               KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
          50        60            70        80 
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAM 
        :  : : : .: :.    ::  .:.              
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN 
     100       110       120       130         
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (17-67:37-89) 
 
                             10        20        30         40      
2MEPSP               KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
          50        60            70        80                      
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAM                      
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (17-67:31-83) 
 
                             10        20        30         40      
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2MEPSP               KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
          50        60            70        80                      
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAM                      
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 49; 26.5% identity (55.1% similar) in 49 aa overlap (4-52:94-142) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAEYDAYVATLSEA 
            70        80        90       100       110       120    
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.2  bits: 20.0 E():   42 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (4-52:191-239) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
              170       180       190       200       210       220 
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
              230       240       250       260       270       280 
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 18.8 E():   45 
Smith-Waterman score: 46; 33.3% identity (71.4% similar) in 21 aa overlap (58-78:106-126) 
 
        30        40        50        60        70        80        
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM        
                                     .:   :.. :: ...:: .:.          
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.6  bits: 19.7 E():   46 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (46-74:141-170) 
 
          20        30        40        50         60        70     
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
           80                                                       
2MEPSP DHRMAM                                                       
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
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>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.3  bits: 17.6 E():   47 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (21-38:28-45) 
 
                      10        20        30        40        50    
2MEPSP        KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
            60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAM 
                                   
gi|144 ISFCNANPGLMKDVAKVF          
               70                  
 
>>gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family protein   (150 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.1  bits: 18.5 E():   48 
Smith-Waterman score: 45; 25.4% identity (43.7% similar) in 71 aa overlap (12-80:58-119) 
 
                                  10        20        30        40  
2MEPSP                    KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                     :  ::.   ::.:.   . ::.         
gi|155 LDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFANDHPAIKDAYEAEKKEV-------- 
        30        40        50        60        70                  
 
              50        60          70        80                    
2MEPSP ELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHRMAM                    
        :.   :. ::        ::.  : ..    : ::  ...                    
gi|155 -LAAQQAAEEEHKKLVAALPPDAQKADAELTATADDASLTLAAKHDKIVQTFESLPPAVK 
       80        90       100       110       120       130         
 
gi|155 EELNKLNQQGQS 
      140       150 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.1  bits: 18.5 E():   49 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (3-49:38-82) 
 
                                           10        20         30  
2MEPSP                             KMPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
              40         50        60        70        80           
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM           
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 48; 25.0% identity (47.1% similar) in 68 aa overlap (4-71:102-168) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:....  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADTVFEAA 
             140       150        160       170       180       190 
 
gi|330 FNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQ 
              200       210       220       230       240       250 
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>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.9  bits: 18.2 E():   50 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (40-69:10-38) 
 
      10        20        30        40        50        60          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     . :.:.:  .   : :.:.:   . :.. : 
gi|484                      GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEA 
                                    10        20         30         
 
      70        80                                                  
2MEPSP IDTYDDHRMAM                                                  
                                                                    
gi|484 KFAANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILP 
       40        50        60        70        80        90         
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (13-34:22-43) 
 
                        10        20        30        40        50  
2MEPSP          KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                            ::: :. . :. :    .: ::                  
gi|167 MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAM                                
                                                                    
gi|167 EASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (42-79:12-50) 
 
              20        30        40        50        60        70  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. .. ..: : :::   . ... :.  
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
               80                                                   
2MEPSP DTYDDHRMAM                                                   
       :. .. . :                                                    
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 17.9 E():   55 
Smith-Waterman score: 43; 30.0% identity (56.0% similar) in 50 aa overlap (4-53:22-68) 
 
                                 10        20        30        40   
2MEPSP                   KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:   : 
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPE 
               10        20        30        40        50        60 
 
             50        60        70        80                   
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM                   
         :: :::  :                                              
gi|185 --KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (42-69:28-54) 
 
              20        30        40        50        60        70  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
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gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
              80                                                    
2MEPSP TYDDHRMAM                                                    
                                                                    
gi|212 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.9  bits: 17.9 E():   56 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (49-68:89-108) 
 
       20        30        40        50        60        70         
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
       80 
2MEPSP AM 
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.9  bits: 18.5 E():   56 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (29-67:83-126) 
 
                 10        20        30         40        50        
2MEPSP   KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
        60            70        80                                  
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAM                                  
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (19-64:52-93) 
 
                           10        20        30        40         
2MEPSP             KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
       50        60        70        80                             
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM                             
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (4-52:105-153) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
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 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (4-52:105-153) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (4-52:105-153) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (4-52:105-153) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (4-52:105-153) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (4-52:105-153) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
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           80        90       100       110       120       130     
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (4-52:105-153) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (4-52:105-153) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (4-52:105-153) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (4-52:105-153) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
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>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 70.0  bits: 19.1 E():   63 
Smith-Waterman score: 47; 25.4% identity (49.3% similar) in 71 aa overlap (4-74:113-179) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :. . .:  :  .  : :  :.    . :. 
gi|663 FKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|663 LRVIAGALEVHAVKPATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKF 
            150       160         170         180       190         
 
gi|663 TVFESAFNKALKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAIT 
      200       210       220       230       240       250         
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 43; 20.8% identity (67.9% similar) in 53 aa overlap (2-53:12-64) 
 
                          10        20        30        40          
2MEPSP           KMPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                  : :. . .:...:....: ..  . :.. . . :...::  .. . :.  
gi|164 MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQPGTL 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAM                              
       .  :                                                         
gi|164 APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE 
               70        80        90       100       110       120 
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 69.6  bits: 19.4 E():   66 
Smith-Waterman score: 48; 21.4% identity (64.3% similar) in 28 aa overlap (1-28:285-312) 
 
                                             10        20        30 
2MEPSP                               KMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.    ...:.:. ..: :.   .. .:   
gi|148 SPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANILAWNG 
          260       270       280       290       300       310     
 
               40        50        60        70        80           
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM           
                                                                    
gi|148 GGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDELAKKVAELTEKIEDLI 
          320       330       340       350       360       370     
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 19.1 E():   67 
Smith-Waterman score: 47; 23.9% identity (50.7% similar) in 71 aa overlap (4-74:101-165) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  ..::     .  :  .:..  .:  :                    
gi|249 LRVIAGAFEVHAVKPATEE----VVADPVGELQI--VDKIDAAFKIAATAANSAPANDKF 
              140           150       160         170       180     
 
gi|249 TVFEGAFNKAIKESTAGAYETYKFIPSLEAAVKQAYGATVARAPEVKYAVFEAGLTKAIT 
          190       200       210       220       230       240     
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>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 17.3 E():   68 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (54-68:70-84) 
 
            30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM 
                                     :  : .. : :....             
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR      
      40        50        60        70        80        90       
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 69.3  bits: 19.7 E():   69 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (43-80:168-204) 
 
             20        30        40        50        60        70   
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
             80                                                     
2MEPSP YDDHRMAM                                                     
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 69.3  bits: 19.7 E():   69 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (43-80:168-204) 
 
             20        30        40        50        60        70   
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
             80                                                     
2MEPSP YDDHRMAM                                                     
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.2  bits: 19.1 E():   70 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (4-52:132-180) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
             110       120       130       140       150       160  
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
        :..:   :.  .  . ::                                          
gi|113 LRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
             170       180       190       200       210       220  
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.0  bits: 18.5 E():   71 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (55-71:115-128) 
 
           30        40        50        60        70        80     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM     
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
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>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.0  bits: 18.5 E():   71 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (55-71:115-128) 
 
           30        40        50        60        70        80     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM     
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (7-32:8-32) 
 
                10        20        30        40        50          
2MEPSP  KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|218 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
      60        70        80                                        
2MEPSP TPPEKLNVTAIDTYDDHRMAM                                        
                                                                    
gi|218 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (7-32:8-32) 
 
                10        20        30        40        50          
2MEPSP  KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
      60        70        80                                        
2MEPSP TPPEKLNVTAIDTYDDHRMAM                                        
                                                                    
gi|558 ANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (7-32:8-32) 
 
                10        20        30        40        50          
2MEPSP  KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|864 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
      60        70        80                                        
2MEPSP TPPEKLNVTAIDTYDDHRMAM                                        
                                                                    
gi|864 ANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (7-32:8-32) 
 
                10        20        30        40        50          
2MEPSP  KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
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      60        70        80                                        
2MEPSP TPPEKLNVTAIDTYDDHRMAM                                        
                                                                    
gi|558 ANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (7-32:8-32) 
 
                10        20        30        40        50          
2MEPSP  KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|256 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
      60        70        80                                        
2MEPSP TPPEKLNVTAIDTYDDHRMAM                                        
                                                                    
gi|256 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.0  bits: 18.8 E():   71 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (30-63:170-204) 
 
                10        20        30        40        50          
2MEPSP  KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
       60        70        80                                       
2MEPSP ITPPEKLNVTAIDTYDDHRMAM                                       
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 18.2 E():   73 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (54-61:172-179) 
 
            30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM 
                                     : :: :.:                    
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN             
             150       160       170       180                   
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (4-52:105-153) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (4-52:105-153) 
 
                                          10        20        30    
2MEPSP                            KMPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
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gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
            40        50        60        70        80              
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM              
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.6  bits: 19.1 E():   75 
Smith-Waterman score: 47; 20.8% identity (60.4% similar) in 53 aa overlap (1-52:273-325) 
 
                                             10        20        30 
2MEPSP                               KMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :. .. .:.:. . ..: :.   .. .:   
gi|120 SPHIAGLLAYYVSLQPSDDSAFAVEKITPKKLKEALITVATSGALTDIPSDTPNLLAWNG 
            250       260       270       280       290       300   
 
               40         50        60        70        80      
2MEPSP KETERMVAIRTELT-KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM      
         .  .. : ..   : :..::.                                  
gi|120 GGSSNYTDIVAQGGYKAGSTVEDFEEHIHKLVNHAEEVMHKELGAIYSEIKDAVAV 
            310       320       330       340       350         
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 68.4  bits: 19.7 E():   77 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (19-57:336-369) 
 
                           10        20        30        40         
2MEPSP             KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
        50        60        70        80                            
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDHRMAM                            
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 19.7 E():   77 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (19-31:336-348) 
 
                           10        20        30        40         
2MEPSP             KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
       50        60        70        80                             
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM                             
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.2  bits: 19.1 E():   78 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (10-28:15-35) 
 
                    10          20        30        40        50    
2MEPSP      KMPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                     :.:. :.:.:  .  :  :.:                          
gi|908 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAMGGKGGA 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAM                                  
                                                                    
gi|908 FYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEV 
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               70        80        90       100       110       120 
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.2  bits: 15.4 E():   79 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (17-22:25-30) 
 
                       10        20        30        40        50   
2MEPSP         KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
               10        20        30                               
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.9 E():   80 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (40-73:131-164) 
 
      10        20        30        40        50        60          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
      70        80 
2MEPSP IDTYDDHRMAM 
          :        
gi|158 RTPY        
                   
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.8 E():   82 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (11-58:178-227) 
 
                                   10        20        30           
2MEPSP                     KMPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
      40        50         60        70        80                   
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVTAIDTYDDHRMAM                   
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (5-21:8-26) 
 
                  10          20        30        40        50      
2MEPSP    KMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
              ::: :::....  : .:::                                   
gi|300 MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTANVPPAD 
               10        20        30        40        50        60 
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (5-21:8-26) 
 
                  10          20        30        40        50      
2MEPSP    KMPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
              ::: :::....  : .:::                                   
gi|300 MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTANVPPAD 
               10        20        30        40        50        60 
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (30-63:188-222) 
 
                10        20        30        40        50          
2MEPSP  KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
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gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
       60        70        80                                       
2MEPSP ITPPEKLNVTAIDTYDDHRMAM                                       
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (30-63:188-222) 
 
                10        20        30        40        50          
2MEPSP  KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
       60        70        80                                       
2MEPSP ITPPEKLNVTAIDTYDDHRMAM                                       
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.5  bits: 19.1 E():   86 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (55-71:318-334) 
 
           30        40        50        60        70        80     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM     
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (7-37:121-151) 
 
                                       10        20        30       
2MEPSP                         KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
         40        50        60        70        80                 
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM                 
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 67.4  bits: 19.4 E():   88 
Smith-Waterman score: 48; 21.4% identity (64.3% similar) in 28 aa overlap (1-28:415-442) 
 
                                             10        20        30 
2MEPSP                               KMPDVAMTLAVVALFADGPTAIRDVASWRV 
                                     :.    ...:.:. ..: :.   .. .:   
gi|601 SPHVAGLLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANILAWNG 
          390       400       410       420       430       440     
 
               40        50        60        70        80           
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM           
                                                                    
gi|601 GGESNYSAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDELAHKVAELTEKVEDLI 
          450       460       470       480       490       500     
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.6 E():   88 
Smith-Waterman score: 42; 42.1% identity (78.9% similar) in 19 aa overlap (1-19:2-20) 
 
                10        20        30        40        50          
2MEPSP  KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
        :.  .:... :::. :.::                                         
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLANGAPDKTEAEIEAQIEQW 
               10        20        30        40        50        60 
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (42-79:12-50) 
 
              20        30        40        50        60        70  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|179                    DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
               80                                                   
2MEPSP DTYDDHRMAM                                                   
       :. .. . :                                                    
gi|179 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPES 
              50        60        70        80        90       100  
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.6  bits: 14.8 E():   96 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (58-65:9-16) 
 
        30        40        50        60        70        80 
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM 
                                     :: :: :.                
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP        
                                     10        20            
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.6  bits: 19.7 E():   97 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (40-64:517-541) 
 
      10        20        30        40        50        60          
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
      70        80                                                  
2MEPSP IDTYDDHRMAM                                                  
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.6  bits: 18.8 E():   97 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (37-68:183-213) 
 
         10        20        30        40        50        60       
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
         70        80                                               
2MEPSP VTAIDTYDDHRMAM                                               
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.5 E():   98 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (25-54:227-256) 
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                     10        20        30        40        50     
2MEPSP       KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
           60        70        80                           
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAM                           
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (37-74:130-167) 
 
         10        20        30        40        50        60       
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
         70        80                                 
2MEPSP VTAIDTYDDHRMAM                                 
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (37-74:130-167) 
 
         10        20        30        40        50        60       
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
         70        80                                 
2MEPSP VTAIDTYDDHRMAM                                 
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 66.3  bits: 19.1 E(): 1e 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (27-74:372-418) 
 
                   10        20        30        40        50       
2MEPSP     KMPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
         60           70        80                                  
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAM                                  
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:05 2011 done: Tue Apr 19 10:58:05 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
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FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 330  - 409 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     6     2:*= 
  32    12     8:==*= 
  34    15    22:=====  * 
  36    39    44:============= * 
  38    62    73:=====================   * 
  40    98   102:=================================* 
  42   137   125:=========================================*==== 
  44   148   138:=============================================*==== 
  46   134   140:============================================= * 
  48   149   134:============================================*===== 
  50   139   122:========================================*====== 
  52   116   108:===================================*=== 
  54    88    92:==============================* 
  56    61    77:=====================    * 
  58    42    63:==============      * 
  60    29    51:==========      * 
  62    27    41:=========    * 
  64    30    33:==========* 
  66    51    26:========*======== 
  68    25    20:======*== 
  70    19    16:=====*= 
  72     8    12:===* 
  74    16    10:===*== 
  76    11     8:==*= 
  78     9     6:=*= 
  80     7     5:=*= 
  82     5     3:*= 
  84     2     3:* 
  86     0     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.62420.00357; mu= 8.4961 0.185 
 mean_var=36.8216 9.714, 0's: 2 Z-trim: 2  B-trim: 257 in 2/42 
 Lambda= 0.211360 
 Kolmogorov-Smirnov  statistic: 0.0266 (N=27) at  64 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
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The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.4       3 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.1       5 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   56 21.8     9.7 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   52 20.6      11 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.6      11 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.3      13 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.5      13 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.6      14 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.2      14 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   54 21.2      15 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   53 20.9      16 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.7      17 
gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family prot ( 150)   50 20.0      17 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.6      18 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 18.7      19 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 20.9      20 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   48 19.4      20 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.4      20 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.7      20 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 18.7      20 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   52 20.6      21 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   52 20.6      21 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   52 20.6      21 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   52 20.6      22 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 18.7      22 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 19.7      28 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 19.7      29 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.6      29 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   50 20.0      29 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 18.7      30 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.1      31 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.1      31 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.1      31 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   50 20.0      31 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   50 20.0      31 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   50 20.0      31 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   50 20.0      31 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.0      32 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 20.0      32 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 20.0      32 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   50 20.0      32 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   50 20.0      32 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.4      33 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   50 20.0      33 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   50 20.0      35 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 20.0      35 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.4      36 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.4      36 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 18.8      37 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 18.8      37 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 18.8      38 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.7      38 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   50 20.0      42 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   46 18.8      46 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.7      46 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.5      49 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   48 19.4      49 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.4      49 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.1      51 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      52 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.1      52 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 17.8      57 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.1      57 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.5      57 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.8      58 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.1      60 
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gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.1      60 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.1      60 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.1      61 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.1      63 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   43 17.8      65 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   47 19.1      67 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 19.7      68 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 19.7      68 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.1      70 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.2      70 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.5      72 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.5      72 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.8      72 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 17.8      72 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 17.8      72 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 17.8      72 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 17.8      72 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 17.8      72 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.2      74 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.8      74 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   46 18.8      74 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   49 19.7      76 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.7      76 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.1      78 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   47 19.1      81 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.8      81 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.8      82 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.8      83 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.8      83 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.3      83 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.5      84 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.5      84 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.1      86 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.2      88 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.7      95 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 18.8      96 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.2      97 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.5      98 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.1      99 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 93.9  bits: 22.4 E():    3 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (41-68:27-53) 
 
               20        30        40        50        60        70 
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :: .:   : :::::   .::.. :   
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
               80                                                   
2MEPSP TYDDHRMAMA                                                   
                                                                    
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 90.0  bits: 23.1 E():    5 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (47-73:23-50) 
 
         20        30        40        50        60        70       
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDH 
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
          80                                                        
2MEPSP RMAMA                                                        
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gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 84.8  bits: 21.8 E():  9.7 
Smith-Waterman score: 56; 26.8% identity (50.7% similar) in 71 aa overlap (3-73:113-179) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|441 LRVIAGALEVHAVKPATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKF 
            150       160         170         180       190         
 
gi|441 TVFESAFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
      200       210       220       230       240       250         
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 83.7  bits: 20.6 E():   11 
Smith-Waterman score: 52; 28.4% identity (55.4% similar) in 74 aa overlap (6-78:8-67) 
 
                 10        20        30        40        50         
2MEPSP   MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:..  ::         :    .: : ::: 
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKV--MVD--------GC---HGSDPCII 
               10         20        30                     40       
 
       60         70        80                                      
2MEPSP TPPEKLNVTAI-DTYDDHRMAMA                                      
          . .:. :: :. .. . :                                        
gi|558 HRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAK 
         50        60        70        80        90       100       
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 83.6  bits: 20.6 E():   11 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (29-62:104-138) 
 
                 10        20        30        40         50        
2MEPSP   MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMA 
       :.: .                   
gi|110 ISPSQGCQFSSPYWSY        
           140                 
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 82.6  bits: 20.3 E():   13 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (16-70:45-89) 
 
                              10        20        30        40      
2MEPSP                MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
          50        60        70        80                          
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA                          
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
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>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.2  bits: 21.5 E():   13 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (3-51:131-179) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 82.2  bits: 20.6 E():   14 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (49-77:36-62) 
 
       20        30        40        50        60        70         
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
       80                                                           
2MEPSP MA                                                           
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 81.8  bits: 21.2 E():   14 
Smith-Waterman score: 54; 25.4% identity (52.1% similar) in 71 aa overlap (3-73:106-172) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|144 LRVIAGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKF 
         140       150       160           170       180       190  
 
gi|144 TVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
             200       210       220       230       240       250  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.2  bits: 21.2 E():   15 
Smith-Waterman score: 54; 28.6% identity (55.1% similar) in 49 aa overlap (3-51:130-178) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|330 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
     100       110       120       130       140       150          
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::                                          
gi|330 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 80.8  bits: 20.9 E():   16 
Smith-Waterman score: 53; 25.4% identity (52.1% similar) in 71 aa overlap (3-73:81-147) 
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                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|180 LRVIAGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKF 
              120       130         140         150       160       
 
gi|180 TVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
        170       180       190       200       210       220       
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 80.5  bits: 19.7 E():   17 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (22-60:63-104) 
 
                        10        20          30        40          
2MEPSP          MPDVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
       50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
       .   : ::.  :                     
gi|999 AALVPKYCLQHPHACDLYKNQTVMS        
            100       110               
 
>>gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family protein   (150 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 80.2  bits: 20.0 E():   17 
Smith-Waterman score: 50; 26.4% identity (44.4% similar) in 72 aa overlap (11-80:58-120) 
 
                                   10        20        30        40 
2MEPSP                     MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                     :  ::.   ::.:.   . ::.         
gi|155 LDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFANDHPAIKDAYEAEKKEV-------- 
        30        40        50        60        70                  
 
               50        60          70        80                   
2MEPSP ELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHRMAMA                   
        :.   :. ::        ::.  : ..    : ::  ...:                   
gi|155 -LAAQQAAEEEHKKLVAALPPDAQKADAELTATADDASLTLAAKHDKIVQTFESLPPAVK 
       80        90       100       110       120       130         
 
gi|155 EELNKLNQQGQS 
      140       150 
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.8  bits: 20.6 E():   18 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (45-62:180-197) 
 
           20        30        40        50         60        70    
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
            80                               
2MEPSP DHRMAMA                               
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.3  bits: 18.7 E():   19 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (14-60:15-61) 
 
                10        20        30         40        50         
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2MEPSP  MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCII 
                     .:.   :.: ..:  . :..::.: : :.   .  . .:  ..:   
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCNA 
               10        20        30        40         50          
 
       60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAMA 
       .:                     
gi|124 NPGLMKDVAKVF           
      60        70            
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 79.2  bits: 20.9 E():   20 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (16-62:115-168) 
 
                              10        20        30        40      
2MEPSP                MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
           50               60        70        80                  
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYDDHRMAMA                  
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.2  bits: 19.4 E():   20 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (3-52:22-68) 
 
                                  10        20        30        40  
2MEPSP                    MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
              50        60        70        80                
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA                
        ::: :::  :                                            
gi|833 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.2  bits: 19.4 E():   20 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (3-52:22-68) 
 
                                  10        20        30        40  
2MEPSP                    MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
              50        60        70        80                
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA                
        ::: :::  :                                            
gi|668 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (29-62:96-130) 
 
                 10        20        30         40        50        
2MEPSP   MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMA 
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       :.: .                   
gi|244 ISPSQGCQFQSSY           
         130                   
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.1  bits: 18.7 E():   20 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (14-60:17-63) 
 
                  10        20        30         40        50       
2MEPSP    MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                       .:.   :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
 
         60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMAMA 
         .:                     
gi|124 NANPGLMKDVAKVF           
      60        70              
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (3-70:92-158) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|481 PAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              70        80        90       100       110       120  
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|481 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             130       140        150       160       170       180 
 
gi|481 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAMS 
              190       200       210       220       230       240 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (3-70:93-159) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|168 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
            130       140        150       160       170       180  
 
gi|168 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
             190       200       210       220       230       240  
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (3-70:96-162) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .   .:: : .  :   :   .  ::                       

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10767

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|285 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
         130       140        150       160       170       180     
 
gi|285 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
          190       200       210       220       230       240     
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.4  bits: 20.6 E():   22 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (3-70:107-173) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
        140       150        160       170       180       190      
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
         200       210       220       230       240       250      
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 78.2  bits: 18.7 E():   22 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (14-60:26-72) 
 
                           10        20        30         40        
2MEPSP             MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
        50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
       . .:  ..:  .:                     
gi|187 DFDEFISFCNANPGLMKDVAKVF           
      60        70        80             
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.4  bits: 19.7 E():   28 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (30-80:56-100) 
 
                10        20        30        40         50         
2MEPSP  MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
       60         70        80                                      
2MEPSP TPPEKLNVTAI-DTYDDHRMAMA                                      
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.2  bits: 19.7 E():   29 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (30-80:60-104) 
 
                10        20        30        40         50         
2MEPSP  MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
       60         70        80                                      
2MEPSP TPPEKLNVTAI-DTYDDHRMAMA                                      
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
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              90       100       110       120       130       140  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 76.2  bits: 20.6 E():   29 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (29-72:81-124) 
 
                 10        20        30        40        50         
2MEPSP   MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
       60        70        80                                       
2MEPSP TPPEKLNVTAIDTYDDHRMAMA                                       
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (3-51:76-124) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|422 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
          50        60        70        80        90       100      
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::                                          
gi|422 LRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
         110       120       130       140       150       160      
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 46; 30.0% identity (58.0% similar) in 50 aa overlap (3-52:22-68) 
 
                                  10        20        30        40  
2MEPSP                    MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:  .: 
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSE 
               10        20        30        40        50        60 
 
              50        60        70        80                  
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA                  
         :: :::  :                                              
gi|117 --KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.7  bits: 19.1 E():   31 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (41-68:28-54) 
 
               20        30        40        50        60        70 
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
               80                                                   
2MEPSP TYDDHRMAMA                                                   
                                                                    
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.7  bits: 19.1 E():   31 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (41-68:28-54) 
 
               20        30        40        50        60        70 
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2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
               80                                                   
2MEPSP TYDDHRMAMA                                                   
                                                                    
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.7  bits: 19.1 E():   31 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (41-68:28-54) 
 
               20        30        40        50        60        70 
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
               80                                                   
2MEPSP TYDDHRMAMA                                                   
                                                                    
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (3-51:93-141) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|134 ASNKAFAEGLSGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
             70        80        90       100       110       120   
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::                                          
gi|134 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
            130       140       150       160       170       180   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (3-51:94-142) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (3-51:94-142) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
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        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (3-51:94-142) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (3-51:102-150) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|295 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
              80        90       100       110       120       130  
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::                                          
gi|295 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
             140       150       160       170       180       190  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (3-51:104-152) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|109 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::                                          
gi|109 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (3-51:104-152) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|239 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::                                          
gi|239 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (3-51:105-153) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10771

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (3-51:105-153) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.2  bits: 19.4 E():   33 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (55-61:141-147) 
 
           30        40        50        60        70        80     
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA     
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.2  bits: 20.0 E():   33 
Smith-Waterman score: 50; 26.5% identity (45.6% similar) in 68 aa overlap (3-70:102-168) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .   : : : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAV-KPVTEDPAWPKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             140        150       160       170       180       190 
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
              200       210       220       230       240       250 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.8  bits: 20.0 E():   35 
Smith-Waterman score: 50; 28.2% identity (49.3% similar) in 71 aa overlap (3-73:125-189) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
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             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::       ::  .:.:  ::  :                    
gi|113 LRIIAGTLEVHGVKPAAEE----VKATPAGELQV--IDKVDAAFKVAATAANAAPANDKF 
          160       170           180         190       200         
 
gi|113 TVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAIT 
      210       220       230       240       250       260         
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.6  bits: 20.0 E():   35 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (3-51:130-178) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|398 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
     100       110       120       130       140       150          
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::                                          
gi|398 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.4  bits: 18.4 E():   36 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (3-52:22-68) 
 
                                  10        20        30        40  
2MEPSP                    MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
              50        60        70        80              
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA              
         :: :::  :                                          
gi|461 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.4  bits: 18.4 E():   36 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (3-52:22-68) 
 
                                  10        20        30        40  
2MEPSP                    MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
              50        60        70        80              
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA              
         :: :::  :                                          
gi|416 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (16-66:73-125) 
 
                              10        20        30         40     
2MEPSP                MPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
           50            60        70        80 
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMA 
        :  : : : .: :.    ::  .:.               
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN  
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     100       110       120       130          
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (16-66:37-89) 
 
                              10        20        30         40     
2MEPSP                MPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
           50            60        70        80                     
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMA                     
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (16-66:31-83) 
 
                              10        20        30         40     
2MEPSP                MPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
           50            60        70        80                     
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMA                     
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 49; 26.5% identity (55.1% similar) in 49 aa overlap (3-51:94-142) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAEYDAYVATLSEA 
            70        80        90       100       110       120    
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.3  bits: 20.0 E():   42 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (3-51:191-239) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
              170       180       190       200       210       220 
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
              230       240       250       260       270       280 
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 18.8 E():   46 
Smith-Waterman score: 46; 33.3% identity (71.4% similar) in 21 aa overlap (57-77:106-126) 
 
         30        40        50        60        70        80       
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2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA       
                                     .:   :.. :: ...:: .:.          
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.6  bits: 19.7 E():   46 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (45-73:141-170) 
 
           20        30        40        50         60        70    
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
            80                                                      
2MEPSP DHRMAMA                                                      
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.0  bits: 17.5 E():   49 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (20-37:28-45) 
 
                       10        20        30        40        50   
2MEPSP         MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
             60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                    
gi|144 ISFCNANPGLMKDVAKVF           
               70                   
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 48; 25.0% identity (47.1% similar) in 68 aa overlap (3-70:102-168) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:....  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADTVFEAA 
             140       150        160       170       180       190 
 
gi|330 FNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQ 
              200       210       220       230       240       250 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 71.9  bits: 18.4 E():   49 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (2-48:38-82) 
 
                                            10         20        30 
2MEPSP                              MPDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
               40         50        60        70        80          
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA          
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        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
            70        80        90       100       110       120    
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.7  bits: 18.1 E():   51 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (39-68:10-38) 
 
       10        20        30        40        50        60         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     . :.:.:  .   : :.:.:   . :.. : 
gi|484                      GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEA 
                                    10        20         30         
 
       70        80                                                 
2MEPSP IDTYDDHRMAMA                                                 
                                                                    
gi|484 KFAANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILP 
       40        50        60        70        80        90         
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (12-33:22-43) 
 
                         10        20        30        40        50 
2MEPSP           MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                            ::: :. . :. :    .: ::                  
gi|167 MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMA                               
                                                                    
gi|167 EASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.5  bits: 18.1 E():   52 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (41-78:12-50) 
 
               20        30        40        50        60           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. .. ..: : :::   . ... :.  
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
      70        80                                                  
2MEPSP DTYDDHRMAMA                                                  
       :. .. . :                                                    
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.8  bits: 17.8 E():   57 
Smith-Waterman score: 43; 30.0% identity (56.0% similar) in 50 aa overlap (3-52:22-68) 
 
                                  10        20        30        40  
2MEPSP                    MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:   : 
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPE 
               10        20        30        40        50        60 
 
              50        60        70        80                  
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA                  
         :: :::  :                                              
gi|185 --KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (41-68:28-54) 
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               20        30        40        50        60        70 
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
               80                                                   
2MEPSP TYDDHRMAMA                                                   
                                                                    
gi|212 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.8  bits: 18.5 E():   57 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (28-66:83-126) 
 
                  10        20        30         40        50       
2MEPSP    MPDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
             60        70        80                                 
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMA                                 
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.7  bits: 17.8 E():   58 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (48-67:89-108) 
 
        20        30        40        50        60        70        
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
        80 
2MEPSP AMA 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (3-51:105-153) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (3-51:105-153) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::                                          
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gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (3-51:105-153) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (3-51:105-153) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (3-51:105-153) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (3-51:105-153) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (3-51:105-153) 
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                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (3-51:105-153) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (3-51:105-153) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (3-51:105-153) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (18-63:52-93) 
 
                            10        20        30        40        
2MEPSP              MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
        50        60        70        80                            
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2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA                            
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 70.0  bits: 19.1 E():   63 
Smith-Waterman score: 47; 25.4% identity (49.3% similar) in 71 aa overlap (3-73:113-179) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :. . .:  :  .  : :  :.    . :. 
gi|663 FKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|663 LRVIAGALEVHAVKPATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKF 
            150       160         170         180       190         
 
gi|663 TVFESAFNKALKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAIT 
      200       210       220       230       240       250         
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 43; 20.8% identity (67.9% similar) in 53 aa overlap (1-52:12-64) 
 
                           10        20        30        40         
2MEPSP            MPDV-AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                  : :. . .:...:....: ..  . :.. . . :...::  .. . :.  
gi|164 MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQPGTL 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA                             
       .  :                                                         
gi|164 APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE 
               70        80        90       100       110       120 
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 19.1 E():   67 
Smith-Waterman score: 47; 23.9% identity (50.7% similar) in 71 aa overlap (3-73:101-165) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  ..::     .  :  .:..  .:  :                    
gi|249 LRVIAGAFEVHAVKPATEE----VVADPVGELQI--VDKIDAAFKIAATAANSAPANDKF 
              140           150       160         170       180     
 
gi|249 TVFEGAFNKAIKESTAGAYETYKFIPSLEAAVKQAYGATVARAPEVKYAVFEAGLTKAIT 
          190       200       210       220       230       240     
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 69.4  bits: 19.7 E():   68 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (42-79:168-204) 
 
              20        30        40        50        60        70  
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
              80                                                    
2MEPSP YDDHRMAMA                                                    
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        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 69.4  bits: 19.7 E():   68 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (42-79:168-204) 
 
              20        30        40        50        60        70  
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
              80                                                    
2MEPSP YDDHRMAMA                                                    
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.2  bits: 19.1 E():   70 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (3-51:132-180) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
             110       120       130       140       150       160  
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
        :..:   :.  .  . ::                                          
gi|113 LRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
             170       180       190       200       210       220  
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 17.2 E():   70 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (53-67:70-84) 
 
             30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     :  : .. : :....              
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR       
      40        50        60        70        80        90        
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.0  bits: 18.5 E():   72 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (54-70:115-128) 
 
            30        40        50        60        70        80    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA    
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.0  bits: 18.5 E():   72 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (54-70:115-128) 
 
            30        40        50        60        70        80    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA    
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
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>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (29-62:170-204) 
 
                 10        20        30        40        50         
2MEPSP   MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
        60        70        80                                      
2MEPSP ITPPEKLNVTAIDTYDDHRMAMA                                      
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (6-31:8-32) 
 
                 10        20        30        40        50         
2MEPSP   MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|256 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
       60        70        80                                       
2MEPSP TPPEKLNVTAIDTYDDHRMAMA                                       
                                                                    
gi|256 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (6-31:8-32) 
 
                 10        20        30        40        50         
2MEPSP   MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|864 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
       60        70        80                                       
2MEPSP TPPEKLNVTAIDTYDDHRMAMA                                       
                                                                    
gi|864 ANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (6-31:8-32) 
 
                 10        20        30        40        50         
2MEPSP   MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|218 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
       60        70        80                                       
2MEPSP TPPEKLNVTAIDTYDDHRMAMA                                       
                                                                    
gi|218 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (6-31:8-32) 
 
                 10        20        30        40        50         
2MEPSP   MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
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              ..: :.:. ::  . ..: :. ..:.                            
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
       60        70        80                                       
2MEPSP TPPEKLNVTAIDTYDDHRMAMA                                       
                                                                    
gi|558 ANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (6-31:8-32) 
 
                 10        20        30        40        50         
2MEPSP   MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
       60        70        80                                       
2MEPSP TPPEKLNVTAIDTYDDHRMAMA                                       
                                                                    
gi|558 ANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 18.2 E():   74 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (53-60:172-179) 
 
             30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     : :: :.:                     
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN              
             150       160       170       180                    
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (3-51:105-153) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (3-51:105-153) 
 
                                           10        20        30   
2MEPSP                             MPDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
             40        50        60        70        80             
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA             
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 68.5  bits: 19.7 E():   76 
Smith-Waterman score: 49; 30.0% identity (55.0% similar) in 40 aa overlap (18-56:336-369) 
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                            10        20        30        40        
2MEPSP              MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
         50        60        70        80                           
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA                           
       . .:   : :                                                   
gi|556 TKIELDRDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDII 
     360       370       380       390       400       410          
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.5  bits: 19.7 E():   76 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (18-30:336-348) 
 
                            10        20        30        40        
2MEPSP              MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
        50        60        70        80                            
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA                            
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (9-27:15-35) 
 
                     10          20        30        40        50   
2MEPSP       MPDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                     :.:. :.:.:  .  :  :.:                          
gi|908 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAMGGKGGA 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMA                                 
                                                                    
gi|908 FYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEV 
               70        80        90       100       110       120 
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 47; 22.7% identity (72.7% similar) in 22 aa overlap (6-27:291-312) 
 
                                        10        20        30      
2MEPSP                          MPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ...:.:. ..: :.   .. .:         
gi|148 LLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANILAWNGGGESNY 
              270       280       290       300       310       320 
 
          40        50        60        70        80                
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA                
                                                                    
gi|148 SAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDELAKKVAELTEKIEDLISGDLKD 
              330       340       350       360       370       380 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (39-72:131-164) 
 
       10        20        30        40        50        60         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
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       70        80 
2MEPSP IDTYDDHRMAMA 
          :         
gi|158 RTPY         
                    
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.8 E():   82 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (10-57:178-227) 
 
                                    10        20        30          
2MEPSP                      MPDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
       40        50         60        70        80                  
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVTAIDTYDDHRMAMA                  
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (29-62:188-222) 
 
                 10        20        30        40        50         
2MEPSP   MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
        60        70        80                                      
2MEPSP ITPPEKLNVTAIDTYDDHRMAMA                                      
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (29-62:188-222) 
 
                 10        20        30        40        50         
2MEPSP   MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
        60        70        80                                      
2MEPSP ITPPEKLNVTAIDTYDDHRMAMA                                      
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.8  bits: 15.3 E():   83 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (16-21:25-30) 
 
                        10        20        30        40        50  
2MEPSP          MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
               10        20        30                               
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (4-20:8-26) 
 
                   10          20        30        40        50     
2MEPSP     MPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
              ::: :::....  : .:::                                   

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10785

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|300 MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTANVPPAD 
               10        20        30        40        50        60 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (4-20:8-26) 
 
                   10          20        30        40        50     
2MEPSP     MPDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
              ::: :::....  : .:::                                   
gi|300 MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTANVPPAD 
               10        20        30        40        50        60 
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.6  bits: 19.1 E():   86 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (54-70:318-334) 
 
            30        40        50        60        70        80    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA    
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.2 E():   88 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (6-36:121-151) 
 
                                        10        20        30      
2MEPSP                          MPDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
          40        50        60        70        80                
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA                
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.7  bits: 19.7 E():   95 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (39-63:517-541) 
 
       10        20        30        40        50        60         
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
       70        80                                                 
2MEPSP IDTYDDHRMAMA                                                 
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (36-67:183-213) 
 
          10        20        30        40        50        60      
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
          70        80                                              
2MEPSP VTAIDTYDDHRMAMA                                              
       ::                                                           
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gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (41-78:12-50) 
 
               20        30        40        50        60           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|179                    DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
      70        80                                                  
2MEPSP DTYDDHRMAMA                                                  
       :. .. . :                                                    
gi|179 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPES 
              50        60        70        80        90       100  
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.5 E():   98 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (24-53:227-256) 
 
                      10        20        30        40        50    
2MEPSP        MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
            60        70        80                          
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMA                          
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 66.4  bits: 19.1 E():   99 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (26-73:372-418) 
 
                    10        20        30        40        50      
2MEPSP      MPDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
          60           70        80                                 
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMA                                 
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:05 2011 done: Tue Apr 19 10:58:05 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 331  - 410 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
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       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     5     2:*= 
  32    13     8:==*== 
  34    13    22:=====  * 
  36    38    44:============= * 
  38    59    73:====================    * 
  40    90   102:==============================   * 
  42   146   125:=========================================*======= 
  44   150   138:=============================================*==== 
  46   130   140:============================================  * 
  48   146   134:============================================*==== 
  50   152   122:========================================*========== 
  52   119   108:===================================*==== 
  54    71    92:========================      * 
  56    77    77:=========================* 
  58    44    63:===============     * 
  60    22    51:========        * 
  62    29    41:==========   * 
  64    22    33:========  * 
  66    56    26:========*========== 
  68    24    20:======*= 
  70    20    16:=====*= 
  72     8    12:===* 
  74    14    10:===*= 
  76    14     8:==*== 
  78     7     6:=*= 
  80     8     5:=*= 
  82     5     3:*= 
  84     3     3:* 
  86     0     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.57130.00356; mu= 8.7346 0.185 
 mean_var=36.3649 9.558, 0's: 2 Z-trim: 2  B-trim: 257 in 2/42 
 Lambda= 0.212683 
 Kolmogorov-Smirnov  statistic: 0.0306 (N=27) at  64 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.5     2.9 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.1     4.7 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   56 21.9     9.3 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   52 20.6      11 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.6      11 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.3      12 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.6      13 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.6      13 
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gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.3      14 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   54 21.3      15 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   53 21.0      15 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.7      16 
gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family prot ( 150)   50 20.0      17 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.7      18 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.0      19 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 18.8      19 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.7      19 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   48 19.4      19 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.4      19 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 18.8      19 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   52 20.7      20 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   52 20.7      20 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   52 20.7      20 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   52 20.7      21 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 18.8      22 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 19.7      27 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.7      28 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 19.7      28 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   50 20.0      28 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 18.8      30 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.1      30 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.1      30 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.1      30 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   50 20.0      30 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   50 20.0      30 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   50 20.0      30 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   50 20.0      30 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.0      31 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 20.0      31 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 20.0      31 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   50 20.0      31 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   50 20.0      31 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   50 20.0      32 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.4      32 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   50 20.0      33 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 20.0      34 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.5      35 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.5      35 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 18.8      36 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 18.8      36 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 18.8      37 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.7      37 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   50 20.1      40 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.7      44 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   46 18.8      44 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   48 19.4      48 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.5      48 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   45 18.5      48 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.2      50 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      51 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.2      51 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 17.9      56 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.2      56 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.5      56 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.9      57 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.1      59 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.2      60 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   50 20.1      60 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.1      62 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   47 19.1      65 
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gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 19.8      66 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 19.8      66 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.1      68 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.2      69 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.8      70 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.5      70 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.5      70 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 17.9      71 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 17.9      71 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 17.9      71 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 17.9      71 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 17.9      71 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.8      72 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   46 18.8      72 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.2      73 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.8      73 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.1      76 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   47 19.1      78 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   42 17.6      79 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.9      79 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.8      80 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.8      80 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.8      80 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.6      83 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.6      83 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.1      83 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.4      83 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.2      86 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.8      91 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 18.8      94 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.5      95 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.2      96 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.1      96 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 17.9      98 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 17.9      98 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.1      99 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.5      99 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.3      99 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.2      99 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 17.9   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 94.2  bits: 22.5 E():  2.9 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (40-67:27-53) 
 
      10        20        30        40        50        60          
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :: .:   : :::::   .::.. :   
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
      70        80                                                  
2MEPSP TYDDHRMAMAF                                                  
                                                                    
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 90.4  bits: 23.1 E():  4.7 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (46-72:23-50) 
 
          20        30        40        50        60         70     
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDH 
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
           80                                                       
2MEPSP RMAMAF                                                       
                                                                    
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
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             60        70        80        90       100       110   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 85.1  bits: 21.9 E():  9.3 
Smith-Waterman score: 56; 26.8% identity (50.7% similar) in 71 aa overlap (2-72:113-179) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|441 LRVIAGALEVHAVKPATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKF 
            150       160         170         180       190         
 
gi|441 TVFESAFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
      200       210       220       230       240       250         
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 84.0  bits: 20.6 E():   11 
Smith-Waterman score: 52; 28.4% identity (55.4% similar) in 74 aa overlap (5-77:8-67) 
 
                  10        20        30        40        50        
2MEPSP    PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:..  ::         :    .: : ::: 
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKV--MVD--------GC---HGSDPCII 
               10         20        30                     40       
 
        60         70        80                                     
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAF                                     
          . .:. :: :. .. . :                                        
gi|558 HRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAK 
         50        60        70        80        90       100       
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (28-61:104-138) 
 
                  10        20        30        40         50       
2MEPSP    PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
         60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAF 
       :.: .                    
gi|110 ISPSQGCQFSSPYWSY         
           140                  
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 82.8  bits: 20.3 E():   12 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (15-69:45-89) 
 
                               10        20        30        40     
2MEPSP                 PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
           50        60        70        80                         
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF                         
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.6  bits: 21.6 E():   13 
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Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (2-50:131-179) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 82.4  bits: 20.6 E():   13 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (48-76:36-62) 
 
        20        30        40        50        60        70        
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
        80                                                          
2MEPSP MAF                                                          
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 82.1  bits: 21.3 E():   14 
Smith-Waterman score: 54; 25.4% identity (52.1% similar) in 71 aa overlap (2-72:106-172) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|144 LRVIAGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKF 
         140       150       160           170       180       190  
 
gi|144 TVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
             200       210       220       230       240       250  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.5  bits: 21.3 E():   15 
Smith-Waterman score: 54; 28.6% identity (55.1% similar) in 49 aa overlap (2-50:130-178) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|330 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
     100       110       120       130       140       150          
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|330 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 81.1  bits: 21.0 E():   15 
Smith-Waterman score: 53; 25.4% identity (52.1% similar) in 71 aa overlap (2-72:81-147) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
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                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|180 LRVIAGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKF 
              120       130         140         150       160       
 
gi|180 TVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
        170       180       190       200       210       220       
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 80.7  bits: 19.7 E():   16 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (21-59:63-104) 
 
                         10        20          30        40         
2MEPSP           PDVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
        50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 
       .   : ::.  :                      
gi|999 AALVPKYCLQHPHACDLYKNQTVMS         
            100       110                
 
>>gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family protein   (150 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 50; 26.4% identity (44.4% similar) in 72 aa overlap (10-79:58-120) 
 
                                    10        20        30          
2MEPSP                      PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                     :  ::.   ::.:.   . ::.         
gi|155 LDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFANDHPAIKDAYEAEKKEV-------- 
        30        40        50        60        70                  
 
      40        50        60          70        80                  
2MEPSP ELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHRMAMAF                  
        :.   :. ::        ::.  : ..    : ::  ...:                   
gi|155 -LAAQQAAEEEHKKLVAALPPDAQKADAELTATADDASLTLAAKHDKIVQTFESLPPAVK 
       80        90       100       110       120       130         
 
gi|155 EELNKLNQQGQS 
      140       150 
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 80.0  bits: 20.7 E():   18 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (44-61:180-197) 
 
            20        30        40        50         60        70   
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
             80                              
2MEPSP DHRMAMAF                              
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 79.5  bits: 21.0 E():   19 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (15-61:115-168) 
 
                               10        20        30        40     
2MEPSP                 PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
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gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
            50               60        70        80                 
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYDDHRMAMAF                 
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.5  bits: 18.8 E():   19 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (13-59:15-61) 
 
                 10        20        30         40        50        
2MEPSP   PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCII 
                     .:.   :.: ..:  . :..::.: : :.   .  . .:  ..:   
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCNA 
               10        20        30        40         50          
 
        60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAF 
       .:                      
gi|124 NPGLMKDVAKVF            
      60        70             
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 79.4  bits: 19.7 E():   19 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (28-61:96-130) 
 
                  10        20        30         40        50       
2MEPSP    PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
         60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAF 
       :.: .                    
gi|244 ISPSQGCQFQSSY            
         130                    
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.4  bits: 19.4 E():   19 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (2-51:22-68) 
 
                                   10        20        30        40 
2MEPSP                     PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
               50        60        70        80               
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF               
        ::: :::  :                                            
gi|833 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.4  bits: 19.4 E():   19 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (2-51:22-68) 
 
                                   10        20        30        40 
2MEPSP                     PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
               50        60        70        80               
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF               
        ::: :::  :                                            
gi|668 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
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       60         70        80        90       100       110  
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.3  bits: 18.8 E():   19 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (13-59:17-63) 
 
                   10        20        30         40        50      
2MEPSP     PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                       .:.   :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
 
          60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMAMAF 
         .:                      
gi|124 NANPGLMKDVAKVF            
      60        70               
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 79.0  bits: 20.7 E():   20 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (2-69:92-158) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|481 PAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              70        80        90       100       110       120  
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|481 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             130       140        150       160       170       180 
 
gi|481 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAMS 
              190       200       210       220       230       240 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 79.0  bits: 20.7 E():   20 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (2-69:93-159) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|168 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
            130       140        150       160       170       180  
 
gi|168 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
             190       200       210       220       230       240  
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (2-69:96-162) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|285 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
         130       140        150       160       170       180     
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gi|285 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
          190       200       210       220       230       240     
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.6  bits: 20.7 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (2-69:107-173) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
        140       150        160       170       180       190      
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
         200       210       220       230       240       250      
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 78.4  bits: 18.8 E():   22 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (13-59:26-72) 
 
                            10        20        30         40       
2MEPSP              PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
         50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 
       . .:  ..:  .:                      
gi|187 DFDEFISFCNANPGLMKDVAKVF            
      60        70        80              
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.6  bits: 19.7 E():   27 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (29-79:56-100) 
 
                 10        20        30        40         50        
2MEPSP   PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
        60         70        80                                     
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAF                                     
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 76.5  bits: 20.7 E():   28 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (28-71:81-124) 
 
                  10        20        30        40        50        
2MEPSP    PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
        60        70        80                                      
2MEPSP TPPEKLNVTAIDTYDDHRMAMAF                                      
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
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>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.5  bits: 19.7 E():   28 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (29-79:60-104) 
 
                 10        20        30        40         50        
2MEPSP   PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
        60         70        80                                     
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAF                                     
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.4  bits: 20.0 E():   28 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (2-50:76-124) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|422 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
          50        60        70        80        90       100      
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|422 LRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
         110       120       130       140       150       160      
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 76.0  bits: 18.8 E():   30 
Smith-Waterman score: 46; 30.0% identity (58.0% similar) in 50 aa overlap (2-51:22-68) 
 
                                   10        20        30        40 
2MEPSP                     PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:  .: 
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSE 
               10        20        30        40        50        60 
 
               50        60        70        80                 
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF                 
         :: :::  :                                              
gi|117 --KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (40-67:28-54) 
 
      10        20        30        40        50        60          
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
      70        80                                                  
2MEPSP TYDDHRMAMAF                                                  
                                                                    
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (40-67:28-54) 
 
      10        20        30        40        50        60          
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
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gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
      70        80                                                  
2MEPSP TYDDHRMAMAF                                                  
                                                                    
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (40-67:28-54) 
 
      10        20        30        40        50        60          
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
      70        80                                                  
2MEPSP TYDDHRMAMAF                                                  
                                                                    
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (2-50:93-141) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|134 ASNKAFAEGLSGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
             70        80        90       100       110       120   
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|134 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
            130       140       150       160       170       180   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (2-50:94-142) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (2-50:94-142) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
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           130       140       150       160       170       180    
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (2-50:94-142) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (2-50:102-150) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|295 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
              80        90       100       110       120       130  
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|295 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
             140       150       160       170       180       190  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (2-50:104-152) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|109 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|109 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (2-50:104-152) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|239 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|239 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (2-50:105-153) 
 
                                            10        20        30  

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10799

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (2-50:105-153) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (45.6% similar) in 68 aa overlap (2-69:102-168) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .   : : : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAV-KPVTEDPAWPKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             140        150       160       170       180       190 
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
              200       210       220       230       240       250 
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.4  bits: 19.4 E():   32 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (54-60:141-147) 
 
            30        40        50        60        70        80    
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF    
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 75.0  bits: 20.0 E():   33 
Smith-Waterman score: 50; 28.2% identity (49.3% similar) in 71 aa overlap (2-72:125-189) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
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        :..:   :.  .  ..::       ::  .:.:  ::  :                    
gi|113 LRIIAGTLEVHGVKPAAEE----VKATPAGELQV--IDKVDAAFKVAATAANAAPANDKF 
          160       170           180         190       200         
 
gi|113 TVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAIT 
      210       220       230       240       250       260         
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.9  bits: 20.0 E():   34 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (2-50:130-178) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|398 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
     100       110       120       130       140       150          
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|398 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.6  bits: 18.5 E():   35 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (2-51:22-68) 
 
                                   10        20        30        40 
2MEPSP                     PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
               50        60        70        80             
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF             
         :: :::  :                                          
gi|461 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.6  bits: 18.5 E():   35 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (2-51:22-68) 
 
                                   10        20        30        40 
2MEPSP                     PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
               50        60        70        80             
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF             
         :: :::  :                                          
gi|416 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (15-65:73-125) 
 
                               10        20        30         40    
2MEPSP                 PDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
            50            60        70        80 
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAF 
        :  : : : .: :.    ::  .:.                
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN   
     100       110       120       130           
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>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (15-65:37-89) 
 
                               10        20        30         40    
2MEPSP                 PDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
            50            60        70        80                    
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAF                    
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (15-65:31-83) 
 
                               10        20        30         40    
2MEPSP                 PDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
            50            60        70        80                    
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAF                    
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 49; 26.5% identity (55.1% similar) in 49 aa overlap (2-50:94-142) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAEYDAYVATLSEA 
            70        80        90       100       110       120    
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.5  bits: 20.1 E():   40 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (2-50:191-239) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
              170       180       190       200       210       220 
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
              230       240       250       260       270       280 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.8  bits: 19.7 E():   44 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (44-72:141-170) 
 
            20        30        40        50         60        70   
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
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gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
             80                                                     
2MEPSP DHRMAMAF                                                     
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 18.8 E():   44 
Smith-Waterman score: 46; 33.3% identity (71.4% similar) in 21 aa overlap (56-76:106-126) 
 
          30        40        50        60        70        80      
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF      
                                     .:   :.. :: ...:: .:.          
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 48; 25.0% identity (47.1% similar) in 68 aa overlap (2-69:102-168) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:....  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADTVFEAA 
             140       150        160       170       180       190 
 
gi|330 FNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQ 
              200       210       220       230       240       250 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.1  bits: 17.5 E():   48 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (19-36:28-45) 
 
                        10        20        30        40        50  
2MEPSP          PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
              60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAF 
                                     
gi|144 ISFCNANPGLMKDVAKVF            
               70                    
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.1  bits: 18.5 E():   48 
Smith-Waterman score: 45; 32.7% identity (61.2% similar) in 49 aa overlap (1-47:38-82) 
 
                                             10         20          
2MEPSP                               PDVAMTLAVVALFADGPT-AIRDVASWRVK 
                                     ::.   .:    ::     ::.:.:.. :. 
gi|121 DAHEVEQVQATWKAVSHDEVEILYTVFKAHPDI---MAKFPKFAGKDLEAIKDTADFAVH 
        10        20        30        40           50        60     
 
      30        40         50        60        70        80         
2MEPSP ETERMVAIRTE-LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF         
        . :....  : .: ::.:                                          
gi|121 AS-RIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGH 
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            70        80        90       100       110       120    
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.9  bits: 18.2 E():   50 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (38-67:10-38) 
 
        10        20        30        40        50        60        
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     . :.:.:  .   : :.:.:   . :.. : 
gi|484                      GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEA 
                                    10        20         30         
 
        70        80                                                
2MEPSP IDTYDDHRMAMAF                                                
                                                                    
gi|484 KFAANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILP 
       40        50        60        70        80        90         
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (11-32:22-43) 
 
                          10        20        30        40          
2MEPSP            PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                            ::: :. . :. :    .: ::                  
gi|167 MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAF                              
                                                                    
gi|167 EASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.6  bits: 18.2 E():   51 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (40-77:12-50) 
 
      10        20        30        40        50        60          
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. .. ..: : :::   . ... :.  
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
       70        80                                                 
2MEPSP DTYDDHRMAMAF                                                 
       :. .. . :                                                    
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 17.9 E():   56 
Smith-Waterman score: 43; 30.0% identity (56.0% similar) in 50 aa overlap (2-51:22-68) 
 
                                   10        20        30        40 
2MEPSP                     PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:   : 
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPE 
               10        20        30        40        50        60 
 
               50        60        70        80                 
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF                 
         :: :::  :                                              
gi|185 --KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (40-67:28-54) 
 
      10        20        30        40        50        60          
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2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
      70        80                                                  
2MEPSP TYDDHRMAMAF                                                  
                                                                    
gi|212 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.9  bits: 18.5 E():   56 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (27-65:83-126) 
 
                   10        20        30         40        50      
2MEPSP     PDVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
              60        70        80                                
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAF                                
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.9  bits: 17.9 E():   57 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (47-66:89-108) 
 
         20        30        40        50        60        70       
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
         80 
2MEPSP AMAF 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (2-50:105-153) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (2-50:105-153) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
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>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (2-50:105-153) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (2-50:105-153) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (2-50:105-153) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (2-50:105-153) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (2-50:105-153) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
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                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (2-50:105-153) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (2-50:105-153) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (2-50:105-153) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (17-62:52-93) 
 
                             10        20        30        40       
2MEPSP               PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
         50        60        70        80                           
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF                           
       . : .:.    :: ::                                             
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gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 70.4  bits: 20.1 E():   60 
Smith-Waterman score: 50; 26.2% identity (47.7% similar) in 65 aa overlap (17-80:336-393) 
 
                             10        20        30        40       
2MEPSP               PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
          50        60        70        80                          
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF                          
       . .:   : :       :.:   : . :.    .:                          
gi|556 TKIELDRDSCR-DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDI 
     360       370        380       390       400       410         
 
gi|556 IEAAPFGSTADLIRLKGADIWDVAEHSFALDDEGRTNCLQVSGLRIVIDISKPIRSRVKK 
      420       430       440       450       460       470         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 70.2  bits: 19.1 E():   62 
Smith-Waterman score: 47; 25.4% identity (49.3% similar) in 71 aa overlap (2-72:113-179) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :. . .:  :  .  : :  :.    . :. 
gi|663 FKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|663 LRVIAGALEVHAVKPATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKF 
            150       160         170         180       190         
 
gi|663 TVFESAFNKALKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAIT 
      200       210       220       230       240       250         
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.7  bits: 19.1 E():   65 
Smith-Waterman score: 47; 23.9% identity (50.7% similar) in 71 aa overlap (2-72:101-165) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  ..::     .  :  .:..  .:  :                    
gi|249 LRVIAGAFEVHAVKPATEE----VVADPVGELQI--VDKIDAAFKIAATAANSAPANDKF 
              140           150       160         170       180     
 
gi|249 TVFEGAFNKAIKESTAGAYETYKFIPSLEAAVKQAYGATVARAPEVKYAVFEAGLTKAIT 
          190       200       210       220       230       240     
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 69.7  bits: 19.8 E():   66 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (41-78:168-204) 
 
               20        30        40        50        60        70 
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
               80                                                   

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10808

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP YDDHRMAMAF                                                   
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 69.7  bits: 19.8 E():   66 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (41-78:168-204) 
 
               20        30        40        50        60        70 
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
               80                                                   
2MEPSP YDDHRMAMAF                                                   
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.1 E():   68 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (2-50:132-180) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
             110       120       130       140       150       160  
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
        :..:   :.  .  . ::                                          
gi|113 LRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
             170       180       190       200       210       220  
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 17.2 E():   69 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (52-66:70-84) 
 
              30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 
                                     :  : .. : :....               
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR        
      40        50        60        70        80        90         
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.2  bits: 18.8 E():   70 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (28-61:170-204) 
 
                  10        20        30        40        50        
2MEPSP    PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
         60        70        80                                     
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAF                                     
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.2  bits: 18.5 E():   70 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (53-69:115-128) 
 
             30        40        50        60        70        80   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF   
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
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           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.2  bits: 18.5 E():   70 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (53-69:115-128) 
 
             30        40        50        60        70        80   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF   
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (5-30:8-32) 
 
                  10        20        30        40        50        
2MEPSP    PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|256 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
        60        70        80                                      
2MEPSP TPPEKLNVTAIDTYDDHRMAMAF                                      
                                                                    
gi|256 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (5-30:8-32) 
 
                  10        20        30        40        50        
2MEPSP    PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
        60        70        80                                      
2MEPSP TPPEKLNVTAIDTYDDHRMAMAF                                      
                                                                    
gi|558 ANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (5-30:8-32) 
 
                  10        20        30        40        50        
2MEPSP    PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|864 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
        60        70        80                                      
2MEPSP TPPEKLNVTAIDTYDDHRMAMAF                                      
                                                                    
gi|864 ANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (5-30:8-32) 
 
                  10        20        30        40        50        
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2MEPSP    PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
        60        70        80                                      
2MEPSP TPPEKLNVTAIDTYDDHRMAMAF                                      
                                                                    
gi|558 ANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (5-30:8-32) 
 
                  10        20        30        40        50        
2MEPSP    PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|218 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
        60        70        80                                      
2MEPSP TPPEKLNVTAIDTYDDHRMAMAF                                      
                                                                    
gi|218 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (2-50:105-153) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (2-50:105-153) 
 
                                            10        20        30  
2MEPSP                              PDVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
              40        50        60        70        80            
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF            
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 18.2 E():   73 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (52-59:172-179) 
 
              30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 
                                     : :: :.:                      
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN               
             150       160       170       180                     
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.8  bits: 19.8 E():   73 
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Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (17-29:336-348) 
 
                             10        20        30        40       
2MEPSP               PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
         50        60        70        80                           
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF                           
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (8-26:15-35) 
 
                      10          20        30        40        50  
2MEPSP        PDVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                     :.:. :.:.:  .  :  :.:                          
gi|908 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAMGGKGGA 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAF                                
                                                                    
gi|908 FYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEV 
               70        80        90       100       110       120 
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 47; 22.7% identity (72.7% similar) in 22 aa overlap (5-26:291-312) 
 
                                         10        20        30     
2MEPSP                           PDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ...:.:. ..: :.   .. .:         
gi|148 LLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANILAWNGGGESNY 
              270       280       290       300       310       320 
 
           40        50        60        70        80               
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF               
                                                                    
gi|148 SAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDELAKKVAELTEKIEDLISGDLKD 
              330       340       350       360       370       380 
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 19.6% identity (69.6% similar) in 46 aa overlap (6-51:19-64) 
 
                            10        20        30        40        
2MEPSP              PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                         .:...:....: ..  . :.. . . :...::  .. . :.  
gi|164 MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQPGTL 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF                            
       .  :                                                         
gi|164 APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE 
               70        80        90       100       110       120 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (38-71:131-164) 
 
        10        20        30        40        50        60        
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
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        70        80 
2MEPSP IDTYDDHRMAMAF 
          :          
gi|158 RTPY          
                     
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (9-56:178-227) 
 
                                     10        20        30         
2MEPSP                       PDVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
        40        50         60        70        80                 
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVTAIDTYDDHRMAMAF                 
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.0  bits: 18.8 E():   80 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (28-61:188-222) 
 
                  10        20        30        40        50        
2MEPSP    PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
         60        70        80                                     
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAF                                     
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.0  bits: 18.8 E():   80 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (28-61:188-222) 
 
                  10        20        30        40        50        
2MEPSP    PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
         60        70        80                                     
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAF                                     
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (3-19:8-26) 
 
                    10          20        30        40        50    
2MEPSP      PDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
              ::: :::....  : .:::                                   
gi|300 MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTANVPPAD 
               10        20        30        40        50        60 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (3-19:8-26) 
 
                    10          20        30        40        50    
2MEPSP      PDVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
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              ::: :::....  : .:::                                   
gi|300 MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTANVPPAD 
               10        20        30        40        50        60 
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (53-69:318-334) 
 
             30        40        50        60        70        80   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF   
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.8  bits: 15.4 E():   83 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (15-20:25-30) 
 
                         10        20        30        40        50 
2MEPSP           PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
               10        20        30                               
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 18.2 E():   86 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (5-35:121-151) 
 
                                         10        20        30     
2MEPSP                           PDVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
           40        50        60        70        80               
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF               
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.0  bits: 19.8 E():   91 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (38-62:517-541) 
 
        10        20        30        40        50        60        
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
        70        80                                                
2MEPSP IDTYDDHRMAMAF                                                
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (35-66:183-213) 
 
           10        20        30        40        50        60     
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
           70        80                                             
2MEPSP VTAIDTYDDHRMAMAF                                             
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       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (23-52:227-256) 
 
                       10        20        30        40        50   
2MEPSP         PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
             60        70        80                         
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAF                         
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.7  bits: 17.2 E():   96 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (40-77:12-50) 
 
      10        20        30        40        50        60          
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|179                    DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
       70        80                                                 
2MEPSP DTYDDHRMAMAF                                                 
       :. .. . :                                                    
gi|179 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPES 
              50        60        70        80        90       100  
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 66.7  bits: 19.1 E():   96 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (25-72:372-418) 
 
                     10        20        30        40        50     
2MEPSP       PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
           60           70        80                                
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAF                                
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (35-72:130-167) 
 
           10        20        30        40        50        60     
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
           70        80                               
2MEPSP VTAIDTYDDHRMAMAF                               
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (35-72:130-167) 
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           10        20        30        40        50        60     
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
           70        80                               
2MEPSP VTAIDTYDDHRMAMAF                               
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.4  bits: 19.1 E():   99 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (12-33:469-490) 
 
                                  10        20        30        40  
2MEPSP                    PDVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
              50        60        70        80 
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.5 E():   99 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (53-61:214-222) 
 
             30        40        50        60        70        80   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF   
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (68-79:15-26) 
 
        40        50        60        70        80                  
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF                  
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (52-59:245-252) 
 
              30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 
                                     : :: :.:                      
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN               
          220       230       240       250                        
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 17.9 E(): 1e 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (50-60:3-13) 
 
      20        30        40        50        60        70          
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
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      80                                                            
2MEPSP F                                                            
                                                                    
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:05 2011 done: Tue Apr 19 10:58:05 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 332  - 411 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     4     2:*= 
  32    13     8:==*== 
  34    17    22:====== * 
  36    39    44:============= * 
  38    56    73:===================     * 
  40   102   102:=================================* 
  42   135   125:=========================================*=== 
  44   149   138:=============================================*==== 
  46   125   140:==========================================    * 
  48   149   134:============================================*===== 
  50   143   122:========================================*======= 
  52   127   108:===================================*======= 
  54    77    92:==========================    * 
  56    72    77:======================== * 
  58    43    63:===============     * 
  60    24    51:========        * 
  62    30    41:==========   * 
  64    24    33:========  * 
  66    52    26:========*========= 
  68    26    20:======*== 
  70    20    16:=====*= 
  72     8    12:===* 
  74    14    10:===*= 
  76    13     8:==*== 
  78     7     6:=*= 
  80     8     5:=*= 
  82     5     3:*= 
  84     3     3:* 
  86     0     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
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 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.63890.00357; mu= 8.4001 0.185 
 mean_var=36.3731 9.546, 0's: 2 Z-trim: 2  B-trim: 257 in 2/42 
 Lambda= 0.212659 
 Kolmogorov-Smirnov  statistic: 0.0292 (N=27) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.5     2.9 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.1     4.8 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   56 21.9     9.4 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   52 20.6      11 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.6      11 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.3      12 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.6      13 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.6      13 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.3      14 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   54 21.3      15 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   53 20.9      16 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.7      16 
gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family prot ( 150)   50 20.0      17 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.6      18 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 18.8      19 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.0      19 
gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=6 ( 111)   48 19.4      19 
gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus f ( 111)   48 19.4      19 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.7      19 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 18.8      19 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   52 20.6      20 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   52 20.6      20 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   52 20.6      21 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   52 20.6      21 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 18.8      22 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 19.7      27 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 19.7      28 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.6      28 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   50 20.0      28 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   46 18.8      30 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.1      30 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.1      30 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.1      30 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   50 20.0      30 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   50 20.0      30 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   50 20.0      30 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   50 20.0      30 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.0      31 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 20.0      31 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 20.0      32 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   50 20.0      32 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   50 20.0      32 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.4      32 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   50 20.0      32 
gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Po ( 307)   50 20.0      34 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 20.0      34 
gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic ( 109)   45 18.5      35 
gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=6 ( 109)   45 18.5      35 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 18.8      36 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 18.8      36 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 18.8      37 
gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [ ( 276)   49 19.7      38 
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gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   50 20.0      41 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   46 18.8      45 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.7      45 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.5      48 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   48 19.4      48 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.2      50 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.5      51 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.2      51 
gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprot ( 113)   43 17.9      56 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.2      56 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.5      56 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.9      56 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.1      59 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.1      59 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.2      60 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   50 20.0      61 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   47 19.1      62 
gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)   47 19.1      66 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 19.7      67 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 19.7      67 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.2      68 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.1      69 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.5      70 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.5      70 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.8      70 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 17.9      71 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 17.9      71 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 17.9      71 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 17.9      71 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 17.9      71 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.2      73 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.8      73 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   46 18.8      73 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.9      73 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.7      75 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.1      77 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   42 17.6      79 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   47 19.1      79 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.9      79 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 18.8      80 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.8      81 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.8      81 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.4      81 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.6      83 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.6      83 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.1      84 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.2      86 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.7      93 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 18.8      95 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.3      95 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.5      96 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.1      97 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 17.9      98 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 17.9      98 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.3      99 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 14.8      99 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 94.2  bits: 22.5 E():  2.9 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (39-66:27-53) 
 
       10        20        30        40        50        60         
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
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                                     :. :: .:   : :::::   .::.. :   
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
       70        80                                                 
2MEPSP TYDDHRMAMAFS                                                 
                                                                    
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 90.3  bits: 23.1 E():  4.8 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (45-71:23-50) 
 
           20        30        40        50        60         70    
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDH 
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
            80                                                      
2MEPSP RMAMAFS                                                      
                                                                    
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 85.0  bits: 21.9 E():  9.4 
Smith-Waterman score: 56; 26.8% identity (50.7% similar) in 71 aa overlap (1-71:113-179) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .  : :  :.    . :. 
gi|441 FKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|441 LRVIAGALEVHAVKPATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKF 
            150       160         170         180       190         
 
gi|441 TVFESAFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
      200       210       220       230       240       250         
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 84.0  bits: 20.6 E():   11 
Smith-Waterman score: 52; 28.4% identity (55.4% similar) in 74 aa overlap (4-76:8-67) 
 
                   10        20        30        40        50       
2MEPSP     DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:..  ::         :    .: : ::: 
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKV--MVD--------GC---HGSDPCII 
               10         20        30                     40       
 
         60         70        80                                    
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFS                                    
          . .:. :: :. .. . :                                        
gi|558 HRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAK 
         50        60        70        80        90       100       
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (27-60:104-138) 
 
                   10        20        30         40        50      
2MEPSP     DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
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          60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFS 
       :.: .                     
gi|110 ISPSQGCQFSSPYWSY          
           140                   
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 82.8  bits: 20.3 E():   12 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (14-68:45-89) 
 
                                10        20        30        40    
2MEPSP                  DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
            50        60        70        80                        
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS                        
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.5  bits: 21.6 E():   13 
Smith-Waterman score: 55; 28.6% identity (53.1% similar) in 49 aa overlap (1-49:131-179) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  :  .  : :  :.    . :. 
gi|249 TFGTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEA 
              110       120       130       140       150       160 
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          
gi|249 LRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFE 
              170       180       190       200       210       220 
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 82.4  bits: 20.6 E():   13 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (47-75:36-62) 
 
         20        30        40        50        60        70       
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
         80                                                         
2MEPSP MAFS                                                         
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 82.0  bits: 21.3 E():   14 
Smith-Waterman score: 54; 25.4% identity (52.1% similar) in 71 aa overlap (1-71:106-172) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|144 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEA 
          80        90       100       110       120       130      
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|144 LRVIAGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKF 
         140       150       160           170       180       190  
 
gi|144 TVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
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             200       210       220       230       240       250  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.4  bits: 21.3 E():   15 
Smith-Waterman score: 54; 28.6% identity (55.1% similar) in 49 aa overlap (1-49:130-178) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|330 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
     100       110       120       130       140       150          
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          
gi|330 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 81.0  bits: 20.9 E():   16 
Smith-Waterman score: 53; 25.4% identity (52.1% similar) in 71 aa overlap (1-71:81-147) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  .  .  : :  :.    . :. 
gi|180 FKTFEATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEA 
               60        70        80        90       100       110 
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|180 LRVIAGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKF 
              120       130         140         150       160       
 
gi|180 TVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAIT 
        170       180       190       200       210       220       
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 80.7  bits: 19.7 E():   16 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (20-58:63-104) 
 
                          10        20          30        40        
2MEPSP            DVAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
         50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
       .   : ::.  :                       
gi|999 AALVPKYCLQHPHACDLYKNQTVMS          
            100       110                 
 
>>gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family protein   (150 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 50; 26.4% identity (44.4% similar) in 72 aa overlap (9-78:58-120) 
 
                                     10        20        30         
2MEPSP                       DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                     :  ::.   ::.:.   . ::.         
gi|155 LDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFANDHPAIKDAYEAEKKEV-------- 
        30        40        50        60        70                  
 
       40        50        60          70        80                 
2MEPSP ELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHRMAMAFS                 
        :.   :. ::        ::.  : ..    : ::  ...:                   
gi|155 -LAAQQAAEEEHKKLVAALPPDAQKADAELTATADDASLTLAAKHDKIVQTFESLPPAVK 
       80        90       100       110       120       130         
 
gi|155 EELNKLNQQGQS 
      140       150 
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>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 80.0  bits: 20.6 E():   18 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (43-60:180-197) 
 
             20        30        40        50         60        70  
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
              80                             
2MEPSP DHRMAMAFS                             
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.6  bits: 18.8 E():   19 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (12-58:15-61) 
 
                  10        20        30         40        50       
2MEPSP    DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCII 
                     .:.   :.: ..:  . :..::.: : :.   .  . .:  ..:   
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCNA 
               10        20        30        40         50          
 
         60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFS 
       .:                       
gi|124 NPGLMKDVAKVF             
      60        70              
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 79.4  bits: 21.0 E():   19 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (14-60:115-168) 
 
                                10        20        30        40    
2MEPSP                  DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
             50               60        70        80                
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYDDHRMAMAFS                
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|83305635|sp|Q9UUZ6.2|RLA2_ASPFU RecName: Full=60S a  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.4  bits: 19.4 E():   19 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (1-50:22-68) 
 
                                    10        20        30          
2MEPSP                      DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|833 MKHLAAYLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
      40        50        60        70        80              
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS              
        ::: :::  :                                            
gi|833 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAEEKKEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|6686524|emb|CAB64688.1| rAsp f 8 [Aspergillus fumig  (111 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 79.4  bits: 19.4 E():   19 
Smith-Waterman score: 48; 32.0% identity (58.0% similar) in 50 aa overlap (1-50:22-68) 
 
                                    10        20        30          
2MEPSP                      DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
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                            ::  .:. :.. ::     . .:  . :. ....:  .  
gi|668 MKYLAAFLLLALAGNTSPSSEDVKAVLSSVGIDADEERLNKLIAELEGKDLQELIAEGS- 
               10        20        30        40        50           
 
      40        50        60        70        80              
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS              
        ::: :::  :                                            
gi|668 -TKL-ASVPSGGAAAAAPAAAGAAAGGAAAPAAKEKNEEEKEESDEDMGFGLFD 
       60         70        80        90       100       110  
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 79.4  bits: 19.7 E():   19 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (27-60:96-130) 
 
                   10        20        30         40        50      
2MEPSP     DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
          60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFS 
       :.: .                     
gi|244 ISPSQGCQFQSSY             
         130                     
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.3  bits: 18.8 E():   19 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (12-58:17-63) 
 
                    10        20        30         40        50     
2MEPSP      DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                       .:.   :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
 
           60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMAMAFS 
         .:                       
gi|124 NANPGLMKDVAKVF             
      60        70                
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 79.0  bits: 20.6 E():   20 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (1-68:92-158) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|481 PAADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              70        80        90       100       110       120  
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|481 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             130       140        150       160       170       180 
 
gi|481 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAMS 
              190       200       210       220       230       240 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.9  bits: 20.6 E():   20 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (1-68:93-159) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|168 AGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
             70        80        90       100       110       120   
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               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|168 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
            130       140        150       160       170       180  
 
gi|168 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
             190       200       210       220       230       240  
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (1-68:96-162) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|285 AADKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
          70        80        90       100       110       120      
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|285 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
         130       140        150       160       170       180     
 
gi|285 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
          190       200       210       220       230       240     
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 52; 26.5% identity (47.1% similar) in 68 aa overlap (1-68:107-173) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
         80        90       100       110       120       130       
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
        140       150        160       170       180       190      
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
         200       210       220       230       240       250      
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 78.4  bits: 18.8 E():   22 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (12-58:26-72) 
 
                             10        20        30         40      
2MEPSP               DVAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
          50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
       . .:  ..:  .:                       
gi|187 DFDEFISFCNANPGLMKDVAKVF             
      60        70        80               
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.6  bits: 19.7 E():   27 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (28-78:56-100) 
 
                  10        20        30        40         50       
2MEPSP    DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
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          30        40        50        60        70                
 
         60         70        80                                    
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFS                                    
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.4  bits: 19.7 E():   28 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (28-78:60-104) 
 
                  10        20        30        40         50       
2MEPSP    DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
         60         70        80                                    
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFS                                    
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (27-70:81-124) 
 
                   10        20        30        40        50       
2MEPSP     DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
         60        70        80                                     
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFS                                     
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.3  bits: 20.0 E():   28 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (1-49:76-124) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|422 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
          50        60        70        80        90       100      
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          
gi|422 LRIIAGTLEVHAVKPAAEEVKVIPAAELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
         110       120       130       140       150       160      
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 76.0  bits: 18.8 E():   30 
Smith-Waterman score: 46; 30.0% identity (58.0% similar) in 50 aa overlap (1-50:22-68) 
 
                                    10        20        30          
2MEPSP                      DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:  .: 
gi|117 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSE 
               10        20        30        40        50        60 
 
      40        50        60        70        80                
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS                
         :: :::  :                                              
gi|117 --KL-ASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
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>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (39-66:28-54) 
 
       10        20        30        40        50        60         
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
       70        80                                                 
2MEPSP TYDDHRMAMAFS                                                 
                                                                    
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (39-66:28-54) 
 
       10        20        30        40        50        60         
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
       70        80                                                 
2MEPSP TYDDHRMAMAFS                                                 
                                                                    
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (39-66:28-54) 
 
       10        20        30        40        50        60         
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
       70        80                                                 
2MEPSP TYDDHRMAMAFS                                                 
                                                                    
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (1-49:93-141) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|134 ASNKAFAEGLSGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
             70        80        90       100       110       120   
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          
gi|134 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
            130       140       150       160       170       180   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.7  bits: 20.0 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (1-49:94-142) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
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                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.7  bits: 20.0 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (1-49:94-142) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.7  bits: 20.0 E():   30 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (1-49:94-142) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            70        80        90       100       110       120    
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSAFKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (1-49:102-150) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|295 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
              80        90       100       110       120       130  
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          
gi|295 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
             140       150       160       170       180       190  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (1-49:104-152) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|109 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10828

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|109 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (1-49:104-152) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|239 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
            80        90       100       110       120       130    
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          
gi|239 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
           140       150       160       170       180       190    
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (1-49:105-153) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 50; 28.6% identity (53.1% similar) in 49 aa overlap (1-49:105-153) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        : .:   :.  .  ..::                                          
gi|217 LRKIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.4  bits: 19.4 E():   32 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (53-59:141-147) 
 
             30        40        50        60        70        80   
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS   
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.4  bits: 20.0 E():   32 
Smith-Waterman score: 50; 26.5% identity (45.6% similar) in 68 aa overlap (1-68:102-168) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:...:  :  .  : :  :     . :. 
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gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .   : : : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAV-KPVTEDPAWPKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVF 
             140        150       160       170       180       190 
 
gi|330 EAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMS 
              200       210       220       230       240       250 
 
>>gi|113562|sp|P22286.1|MPA93_POAPR RecName: Full=Pollen  (307 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.9  bits: 20.0 E():   34 
Smith-Waterman score: 50; 28.2% identity (49.3% similar) in 71 aa overlap (1-71:125-189) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :     ..:. 
gi|113 ASNKAFAEALSTEPKGAAVDSSKAALTSKLDAAYKLAYKSAEGATPEAKYDDYVATLSEA 
          100       110       120       130       140       150     
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::       ::  .:.:  ::  :                    
gi|113 LRIIAGTLEVHGVKPAAEE----VKATPAGELQV--IDKVDAAFKVAATAANAAPANDKF 
          160       170           180         190       200         
 
gi|113 TVFEAAFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAIT 
      210       220       230       240       250       260         
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.8  bits: 20.0 E():   34 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (1-49:130-178) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|398 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEA 
     100       110       120       130       140       150          
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          
gi|398 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
     160       170       180       190       200       210          
 
>>gi|46122455|ref|XP_385781.1| RLA2_ALTAL 60S acidic rib  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.6  bits: 18.5 E():   35 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (1-50:22-68) 
 
                                    10        20        30          
2MEPSP                      DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|461 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
               10        20        30        40        50        60 
 
      40        50        60        70        80            
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS            
         :: :::  :                                          
gi|461 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|41688715|sp|Q8TFM9.1|RLA2_FUSCU RecName: Full=60S a  (109 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.6  bits: 18.5 E():   35 
Smith-Waterman score: 45; 30.0% identity (58.0% similar) in 50 aa overlap (1-50:22-68) 
 
                                    10        20        30          
2MEPSP                      DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:. :.. ::     . ..  . :. ....:  .: 
gi|416 MKHLAAYLLLGLGGNTSPSAADVKAVLTSVGIDADEDRLNKLISELEGKDIQQLIAEGSE 
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               10        20        30        40        50        60 
 
      40        50        60        70        80            
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS            
         :: :::  :                                          
gi|416 --KL-ASVPSGGAGGASGGAAAAGGAAEEAKEEEKEEEKEESDEDMGFGLFD 
                  70        80        90       100          
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (14-64:73-125) 
 
                                10        20        30         40   
2MEPSP                  DVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
             50            60        70        80 
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFS 
        :  : : : .: :.    ::  .:.                 
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN    
     100       110       120       130            
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (14-64:37-89) 
 
                                10        20        30         40   
2MEPSP                  DVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
             50            60        70        80                   
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFS                   
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (14-64:31-83) 
 
                                10        20        30         40   
2MEPSP                  DVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
             50            60        70        80                   
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFS                   
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|3135497|gb|AAC16525.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 19.7 E():   38 
Smith-Waterman score: 49; 26.5% identity (55.1% similar) in 49 aa overlap (1-49:94-142) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|313 ASNKAFAEGLSAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAEYDAYVATLSEA 
            70        80        90       100       110       120    
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          
gi|313 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDSALKVAATAANAAPANDKFTVFEAA 
           130       140       150       160       170       180    
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>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.4  bits: 20.0 E():   41 
Smith-Waterman score: 50; 26.5% identity (55.1% similar) in 49 aa overlap (1-49:191-239) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
              170       180       190       200       210       220 
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          
gi|113 LRIIAGTLEVHGVKPAAEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
              230       240       250       260       270       280 
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 18.8 E():   45 
Smith-Waterman score: 46; 33.3% identity (71.4% similar) in 21 aa overlap (55-75:106-126) 
 
           30        40        50        60        70        80     
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS     
                                     .:   :.. :: ...:: .:.          
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.7  bits: 19.7 E():   45 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (43-71:141-170) 
 
             20        30        40        50         60        70  
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
              80                                                    
2MEPSP DHRMAMAFS                                                    
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.2  bits: 17.5 E():   48 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (18-35:28-45) 
 
                         10        20        30        40        50 
2MEPSP           DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
               60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                      
gi|144 ISFCNANPGLMKDVAKVF             
               70                     
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 72.1  bits: 19.4 E():   48 
Smith-Waterman score: 48; 25.0% identity (47.1% similar) in 68 aa overlap (1-68:102-168) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:....  :  .  : :  :     . :. 
gi|330 AADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEA 
              80        90       100       110       120       130  
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               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .   .:: : .  :   :   .  ::                       
gi|330 LRVIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADTVFEAA 
             140       150        160       170       180       190 
 
gi|330 FNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQ 
              200       210       220       230       240       250 
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.9  bits: 18.2 E():   50 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (37-66:10-38) 
 
         10        20        30        40        50        60       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     . :.:.:  .   : :.:.:   . :.. : 
gi|484                      GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEA 
                                    10        20         30         
 
         70        80                                               
2MEPSP IDTYDDHRMAMAFS                                               
                                                                    
gi|484 KFAANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILP 
       40        50        60        70        80        90         
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (10-31:22-43) 
 
                           10        20        30        40         
2MEPSP             DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                            ::: :. . :. :    .: ::                  
gi|167 MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS                             
                                                                    
gi|167 EASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.6  bits: 18.2 E():   51 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (39-76:12-50) 
 
       10        20        30        40        50        60         
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. .. ..: : :::   . ... :.  
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
        70        80                                                
2MEPSP DTYDDHRMAMAFS                                                
       :. .. . :                                                    
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|1850540|gb|AAB48041.1| ribosomal P2 phosphoprotein   (113 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 17.9 E():   56 
Smith-Waterman score: 43; 30.0% identity (56.0% similar) in 50 aa overlap (1-50:22-68) 
 
                                    10        20        30          
2MEPSP                      DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                            ::  .:  :.. ::.    . ..  . :. ....:   : 
gi|185 MKHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGPE 
               10        20        30        40        50        60 
 
      40        50        60        70        80                
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS                
         :: :::  :                                              
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gi|185 --KL-ASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD 
                  70        80        90       100       110    
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (39-66:28-54) 
 
       10        20        30        40        50        60         
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
       70        80                                                 
2MEPSP TYDDHRMAMAFS                                                 
                                                                    
gi|212 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.9  bits: 18.5 E():   56 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (26-64:83-126) 
 
                    10        20        30         40        50     
2MEPSP      DVAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
               60        70        80                               
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFS                               
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.9  bits: 17.9 E():   56 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (46-65:89-108) 
 
          20        30        40        50        60        70      
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
          80 
2MEPSP AMAFS 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (1-49:105-153) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (1-49:105-153) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
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gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (1-49:105-153) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (1-49:105-153) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (1-49:105-153) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (1-49:105-153) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
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          140       150       160       170       180       190     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (1-49:105-153) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (1-49:105-153) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (1-49:105-153) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (1-49:105-153) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :. . 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSA 
           80        90       100       110       120       130     
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::                                          
gi|217 LRIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANHKFTVFEAA 
          140       150       160       170       180       190     
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (16-61:52-93) 
 
                              10        20        30        40      
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2MEPSP                DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
          50        60        70        80                          
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS                          
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 70.3  bits: 20.0 E():   61 
Smith-Waterman score: 50; 26.2% identity (47.7% similar) in 65 aa overlap (16-79:336-393) 
 
                              10        20        30        40      
2MEPSP                DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
           50        60        70        80                         
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS                         
       . .:   : :       :.:   : . :.    .:                          
gi|556 TKIELDRDSCR-DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDI 
     360       370        380       390       400       410         
 
gi|556 IEAAPFGSTADLIRLKGADIWDVAEHSFALDDEGRTNCLQVSGLRIVIDISKPIRSRVKK 
      420       430       440       450       460       470         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 47; 25.4% identity (49.3% similar) in 71 aa overlap (1-71:113-179) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :. . .:  :  .  : :  :.    . :. 
gi|663 FKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEA 
             90       100       110       120       130       140   
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..:: :   :  :  .:..  .:  :                    
gi|663 LRVIAGALEVHAVKPATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKF 
            150       160         170         180       190         
 
gi|663 TVFESAFNKALKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAIT 
      200       210       220       230       240       250         
 
>>gi|2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=Major  (320 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.6  bits: 19.1 E():   66 
Smith-Waterman score: 47; 23.9% identity (50.7% similar) in 71 aa overlap (1-71:101-165) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. .:  :  .. : :  :.    . :. 
gi|249 FKTFADHVLCVPNADVTSAATKAPQLKAKLDAAYRVAYEAAEGSTPEAKYDAFIAALTEA 
               80        90       100       110       120       130 
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  ..::     .  :  .:..  .:  :                    
gi|249 LRVIAGAFEVHAVKPATEE----VVADPVGELQI--VDKIDAAFKIAATAANSAPANDKF 
              140           150       160         170       180     
 
gi|249 TVFEGAFNKAIKESTAGAYETYKFIPSLEAAVKQAYGATVARAPEVKYAVFEAGLTKAIT 
          190       200       210       220       230       240     
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 69.5  bits: 19.7 E():   67 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (40-77:168-204) 
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      10        20        30        40        50        60          
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
      70        80                                                  
2MEPSP YDDHRMAMAFS                                                  
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 69.5  bits: 19.7 E():   67 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (40-77:168-204) 
 
      10        20        30        40        50        60          
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
      70        80                                                  
2MEPSP YDDHRMAMAFS                                                  
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 17.2 E():   68 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (51-65:70-84) 
 
               30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.3  bits: 19.1 E():   69 
Smith-Waterman score: 47; 26.5% identity (53.1% similar) in 49 aa overlap (1-49:132-180) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    ..:. 
gi|113 ASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEA 
             110       120       130       140       150       160  
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
        :..:   :.  .  . ::                                          
gi|113 LRIIAGTLEVHAVKPAGEEVKAIPAGELQVIDKVDAAFKVAATAANAAPANDKFTVFEAA 
             170       180       190       200       210       220  
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (52-68:115-128) 
 
              30        40        50        60        70        80  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS  
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (52-68:115-128) 
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              30        40        50        60        70        80  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS  
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (27-60:170-204) 
 
                   10        20        30        40        50       
2MEPSP     DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
          60        70        80                                    
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFS                                    
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (4-29:8-32) 
 
                   10        20        30        40        50       
2MEPSP     DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
         60        70        80                                     
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFS                                     
                                                                    
gi|558 ANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (4-29:8-32) 
 
                   10        20        30        40        50       
2MEPSP     DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|218 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
         60        70        80                                     
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFS                                     
                                                                    
gi|218 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (4-29:8-32) 
 
                   10        20        30        40        50       
2MEPSP     DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
         60        70        80                                     
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFS                                     
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gi|558 ANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (4-29:8-32) 
 
                   10        20        30        40        50       
2MEPSP     DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|864 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
         60        70        80                                     
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFS                                     
                                                                    
gi|864 ANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (4-29:8-32) 
 
                   10        20        30        40        50       
2MEPSP     DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|256 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
         60        70        80                                     
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFS                                     
                                                                    
gi|256 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 18.2 E():   73 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (51-58:172-179) 
 
               30        40        50        60        70        80 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (1-49:105-153) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
 
               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 46; 26.5% identity (53.1% similar) in 49 aa overlap (1-49:105-153) 
 
                                             10        20        30 
2MEPSP                               DVAMTLAVVALFADGPTAIRDVASWRVKET 
                                     :.:. ::  .  .  : :  :.    :.:. 
gi|217 ASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEA 
           80        90       100       110       120       130     
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               40        50        60        70        80           
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS           
         ..:   :.  .  ..::                                          
gi|217 LSIIAGTLEVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKITVFEAA 
          140       150       160       170       180       190     
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 43; 36.7% identity (76.7% similar) in 30 aa overlap (18-46:54-82) 
 
                            10        20        30         40       
2MEPSP              DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGAS 
                                     ::.:.:.. :. . :....  : .: ::.: 
gi|121 HDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHAS-RIIGFFGEYVTLLGSS 
            30        40        50        60         70        80   
 
         50        60        70        80                           
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS                           
                                                                    
gi|121 GNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAFDKAF 
             90       100       110       120       130       140   
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.6  bits: 19.7 E():   75 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (16-28:336-348) 
 
                              10        20        30        40      
2MEPSP                DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
          50        60        70        80                          
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS                          
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 68.4  bits: 19.1 E():   77 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (7-25:15-35) 
 
                       10          20        30        40        50 
2MEPSP         DVAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                     :.:. :.:.:  .  :  :.:                          
gi|908 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAMGGKGGA 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFS                               
                                                                    
gi|908 FYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEV 
               70        80        90       100       110       120 
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 42; 19.6% identity (69.6% similar) in 46 aa overlap (5-50:19-64) 
 
                             10        20        30        40       
2MEPSP               DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                         .:...:....: ..  . :.. . . :...::  .. . :.  
gi|164 MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQPGTL 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS                           
       .  :                                                         
gi|164 APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE 
               70        80        90       100       110       120 
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
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 initn:  47 init1:  47 opt:  47  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 47; 22.7% identity (72.7% similar) in 22 aa overlap (4-25:291-312) 
 
                                          10        20        30    
2MEPSP                            DVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ...:.:. ..: :.   .. .:         
gi|148 LLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANILAWNGGGESNY 
              270       280       290       300       310       320 
 
            40        50        60        70        80              
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS              
                                                                    
gi|148 SAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDELAKKVAELTEKIEDLISGDLKD 
              330       340       350       360       370       380 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.9 E():   79 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (37-70:131-164) 
 
         10        20        30        40        50        60       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
         70        80 
2MEPSP IDTYDDHRMAMAFS 
          :           
gi|158 RTPY           
                      
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.8 E():   80 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (8-55:178-227) 
 
                                      10        20        30        
2MEPSP                        DVAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
         40        50         60        70        80                
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVTAIDTYDDHRMAMAFS                
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (27-60:188-222) 
 
                   10        20        30        40        50       
2MEPSP     DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
          60        70        80                                    
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFS                                    
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (27-60:188-222) 
 
                   10        20        30        40        50       
2MEPSP     DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
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       160       170       180       190       200       210        
 
          60        70        80                                    
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFS                                    
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.9  bits: 15.4 E():   81 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (14-19:25-30) 
 
                          10        20        30        40          
2MEPSP            DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
               10        20        30                               
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (2-18:8-26) 
 
                     10          20        30        40        50   
2MEPSP       DVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
              ::: :::....  : .:::                                   
gi|300 MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTANVPPAD 
               10        20        30        40        50        60 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (2-18:8-26) 
 
                     10          20        30        40        50   
2MEPSP       DVAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
              ::: :::....  : .:::                                   
gi|300 MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTANVPPAD 
               10        20        30        40        50        60 
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 19.1 E():   84 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (52-68:318-334) 
 
              30        40        50        60        70        80  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS  
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 18.2 E():   86 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (4-34:121-151) 
 
                                          10        20        30    
2MEPSP                            DVAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
            40        50        60        70        80              
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS              
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.8  bits: 19.7 E():   93 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (37-61:517-541) 
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         10        20        30        40        50        60       
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
         70        80                                               
2MEPSP IDTYDDHRMAMAFS                                               
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (34-65:183-213) 
 
            10        20        30        40        50        60    
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
            70        80                                            
2MEPSP VTAIDTYDDHRMAMAFS                                            
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (39-76:12-50) 
 
       10        20        30        40        50        60         
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|179                    DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
        70        80                                                
2MEPSP DTYDDHRMAMAFS                                                
       :. .. . :                                                    
gi|179 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPES 
              50        60        70        80        90       100  
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.5 E():   96 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (22-51:227-256) 
 
                        10        20        30        40        50  
2MEPSP          DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
              60        70        80                        
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAFS                        
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 66.5  bits: 19.1 E():   97 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (24-71:372-418) 
 
                      10        20        30        40        50    
2MEPSP        DVAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
            60           70        80                               
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2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFS                               
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.4  bits: 17.9 E():   98 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (34-71:130-167) 
 
            10        20        30        40        50        60    
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
            70        80                              
2MEPSP VTAIDTYDDHRMAMAFS                              
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.4  bits: 17.9 E():   98 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (34-71:130-167) 
 
            10        20        30        40        50        60    
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
            70        80                              
2MEPSP VTAIDTYDDHRMAMAFS                              
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (67-78:15-26) 
 
         40        50        60        70        80                 
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS                 
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.3  bits: 14.8 E():   99 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (55-62:9-16) 
 
           30        40        50        60        70        80 
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :: :: :.                   
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP           
                                     10        20               
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:05 2011 done: Tue Apr 19 10:58:05 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
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FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 333  - 412 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     2     0:= 
  28     1     0:= 
  30     6     2:*= 
  32    12     8:==*= 
  34    23    22:=======* 
  36    37    44:============= * 
  38    56    73:===================     * 
  40   109   102:=================================*=== 
  42   126   125:=========================================* 
  44   145   138:=============================================*=== 
  46   125   140:==========================================    * 
  48   160   134:============================================*========= 
  50   120   122:========================================* 
  52   112   108:===================================*== 
  54    86    92:============================= * 
  56    90    77:=========================*==== 
  58    49    63:=================   * 
  60    36    51:============    * 
  62    38    41:=============* 
  64    21    33:=======   * 
  66    62    26:========*============ 
  68    19    20:======* 
  70    17    16:=====* 
  72     9    12:===* 
  74     3    10:=  * 
  76     6     8:==* 
  78     3     6:=* 
  80     5     5:=* 
  82     5     3:*= 
  84     2     3:* 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.75730.00326; mu= 7.6613 0.171 
 mean_var=32.9445 8.326, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.223451 
 Kolmogorov-Smirnov  statistic: 0.0161 (N=28) at  56 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
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The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.9     2.1 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.5     3.7 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   52 21.0     8.3 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 21.0     8.5 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.7     9.7 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 21.0      10 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 20.0      13 
gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family prot ( 150)   50 20.3      13 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   53 21.3      14 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.9      14 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 19.1      15 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 19.1      15 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 20.0      15 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.2      16 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   52 20.9      16 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 19.1      17 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 20.0      23 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 20.0      23 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.9      24 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.4      24 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.4      24 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.4      24 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.7      26 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 19.1      30 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 19.1      30 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 19.1      31 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   46 19.0      37 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 20.0      38 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.8      39 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.4      42 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.7      43 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.4      43 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   48 19.6      43 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.4      47 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.1      48 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.7      48 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.4      51 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   50 20.2      54 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.5      58 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 19.9      59 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 19.9      59 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.7      61 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.7      61 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 18.1      61 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 18.1      61 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 18.1      61 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 18.1      61 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 18.1      61 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   47 19.3      61 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.0      61 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.4      63 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 18.1      63 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.9      67 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   46 19.0      67 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.7      68 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   42 17.8      68 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.3      68 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 18.1      69 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   46 19.0      70 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   47 19.3      70 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 19.0      71 
gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum ( 138)   42 17.8      72 
gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum ( 138)   42 17.8      72 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.0      72 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.0      72 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.3      75 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.4      76 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 15.0      83 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.5      83 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.9      85 
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gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.0      85 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.7      85 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.5      86 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 18.1      87 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 18.1      87 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.3      88 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.1      88 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.4      89 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.5      89 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.7      89 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 18.1      89 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.8      90 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 16.8      90 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.3      91 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   41 17.5      91 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   41 17.5      91 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.1      91 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.5      92 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.3      93 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      94 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   47 19.3      94 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      94 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      94 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   43 18.1      94 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   43 18.1      94 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   43 18.1      94 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   43 18.1      94 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   43 18.1      94 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   43 18.1      94 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   43 18.1      94 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   43 18.1      94 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   43 18.1      94 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   43 18.1      94 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   43 18.1      94 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   47 19.3      95 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   41 17.4      95 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   46 19.0      95 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.1      96 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 18.4      96 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   44 18.4      97 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   44 18.4      98 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   44 18.4      98 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.4      98 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.4      98 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   44 18.4      99 
gi|348137|gb|AAA16792.1| superoxide dismutase (man ( 233)   43 18.1      99 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 96.7  bits: 22.9 E():  2.1 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (38-65:27-53) 
 
        10        20        30        40        50        60        
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :: .:   : :::::   .::.. :   
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
        70        80                                                
2MEPSP TYDDHRMAMAFSL                                                
                                                                    
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
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          60        70        80        90       100       110      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 92.4  bits: 23.5 E():  3.7 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (44-70:23-50) 
 
            20        30        40        50        60         70   
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDH 
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
             80                                                     
2MEPSP RMAMAFSL                                                     
                                                                    
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 85.9  bits: 21.0 E():  8.3 
Smith-Waterman score: 52; 28.4% identity (55.4% similar) in 74 aa overlap (3-75:8-67) 
 
                    10        20        30        40        50      
2MEPSP      VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:..  ::         :    .: : ::: 
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKV--MVD--------GC---HGSDPCII 
               10         20        30                     40       
 
          60         70        80                                   
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSL                                   
          . .:. :: :. .. . :                                        
gi|558 HRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAK 
         50        60        70        80        90       100       
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 85.8  bits: 21.0 E():  8.5 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (26-59:104-138) 
 
                    10        20        30         40        50     
2MEPSP      VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
           60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSL 
       :.: .                      
gi|110 ISPSQGCQFSSPYWSY           
           140                    
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 84.7  bits: 20.7 E():  9.7 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (13-67:45-89) 
 
                                 10        20        30        40   
2MEPSP                   VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
             50        60        70        80                       
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                       
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 84.3  bits: 21.0 E():   10 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (46-74:36-62) 
 
          20        30        40        50        60        70      
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2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
          80                                                        
2MEPSP MAFSL                                                        
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 82.6  bits: 20.0 E():   13 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (19-57:63-104) 
 
                           10        20          30        40       
2MEPSP             VAMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
          50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
       .   : ::.  :                        
gi|999 AALVPKYCLQHPHACDLYKNQTVMS           
            100       110                  
 
>>gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family protein   (150 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 82.2  bits: 20.3 E():   13 
Smith-Waterman score: 50; 26.4% identity (44.4% similar) in 72 aa overlap (8-77:58-120) 
 
                                      10        20        30        
2MEPSP                        VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                     :  ::.   ::.:.   . ::.         
gi|155 LDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFANDHPAIKDAYEAEKKEV-------- 
        30        40        50        60        70                  
 
        40        50          60        70        80                
2MEPSP ELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHRMAMAFSL                
        :.   :. ::        ::.  : ..    : ::  ...:                   
gi|155 -LAAQQAAEEEHKKLVAALPPDAQKADAELTATADDASLTLAAKHDKIVQTFESLPPAVK 
       80        90       100       110       120       130         
 
gi|155 EELNKLNQQGQS 
      140       150 
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 82.0  bits: 21.3 E():   14 
Smith-Waterman score: 53; 29.9% identity (50.7% similar) in 67 aa overlap (6-70:110-172) 
 
                                        10          20        30    
2MEPSP                          VAMTLAVVALFADGPT--AIRDVASWRVKETERMV 
                                     ::.   : :::  :  :.    . :. :.. 
gi|144 EATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEALRVI 
      80        90       100       110       120       130          
 
            40        50        60        70        80              
2MEPSP AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL              
       :   :.  .  ..:: :   :  :  .:..  .:  :                        
gi|144 AGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKFTVFE 
     140       150       160           170       180       190      
 
gi|144 GAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSE 
         200       210       220       230       240       250      
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 81.7  bits: 20.9 E():   14 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (42-59:180-197) 
 
              20        30        40         50        60        70 
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10850

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
               80                            
2MEPSP DHRMAMAFSL                            
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 81.5  bits: 19.1 E():   15 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (11-57:15-61) 
 
                   10        20        30         40        50      
2MEPSP     VAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCII 
                     .:.   :.: ..:  . :..::.: : :.   .  . .:  ..:   
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCNA 
               10        20        30        40         50          
 
          60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSL 
       .:                        
gi|124 NPGLMKDVAKVF              
      60        70               
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 81.2  bits: 19.1 E():   15 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (11-57:17-63) 
 
                     10        20        30         40        50    
2MEPSP       VAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                       .:.   :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
 
            60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMAMAFSL 
         .:                        
gi|124 NANPGLMKDVAKVF              
      60        70                 
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 81.2  bits: 20.0 E():   15 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (26-59:96-130) 
 
                    10        20        30         40        50     
2MEPSP      VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
           60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSL 
       :.: .                      
gi|244 ISPSQGCQFQSSY              
         130                      
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 81.0  bits: 21.2 E():   16 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (13-59:115-168) 
 
                                 10        20        30        40   
2MEPSP                   VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
              50               60        70        80               
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYDDHRMAMAFSL               
       : :.. .::    ::..    .::.                                    
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gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 81.0  bits: 20.9 E():   16 
Smith-Waterman score: 52; 29.9% identity (50.7% similar) in 67 aa overlap (6-70:85-147) 
 
                                        10          20        30    
2MEPSP                          VAMTLAVVALFADGPT--AIRDVASWRVKETERMV 
                                     ::.   : :::  :  :.    . :. :.. 
gi|180 EATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEALRVI 
           60        70        80        90       100       110     
 
            40        50        60        70        80              
2MEPSP AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL              
       :   :.  .  ..:: :   :  :  .:..  .:  :                        
gi|180 AGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKFTVFE 
          120       130         140         150       160       170 
 
gi|180 GAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSE 
              180       190       200       210       220       230 
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.3  bits: 19.1 E():   17 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (11-57:26-72) 
 
                              10        20        30         40     
2MEPSP                VAMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
           50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
       . .:  ..:  .:                        
gi|187 DFDEFISFCNANPGLMKDVAKVF              
      60        70        80                
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.1  bits: 20.0 E():   23 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (27-77:56-100) 
 
                   10        20        30        40         50      
2MEPSP     VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
          60         70        80                                   
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSL                                   
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.9  bits: 20.0 E():   23 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (27-77:60-104) 
 
                   10        20        30        40         50      
2MEPSP     VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
          60         70        80                                   
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSL                                   
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
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 initn:  49 init1:  49 opt:  52  Z-score: 77.8  bits: 20.9 E():   24 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (26-69:81-124) 
 
                    10        20        30        40        50      
2MEPSP      VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
          60        70        80                                    
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSL                                    
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (38-65:28-54) 
 
        10        20        30        40        50        60        
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
        70        80                                                
2MEPSP TYDDHRMAMAFSL                                                
                                                                    
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (38-65:28-54) 
 
        10        20        30        40        50        60        
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
        70        80                                                
2MEPSP TYDDHRMAMAFSL                                                
                                                                    
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (38-65:28-54) 
 
        10        20        30        40        50        60        
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
        70        80                                                
2MEPSP TYDDHRMAMAFSL                                                
                                                                    
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.9  bits: 19.7 E():   26 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (52-58:141-147) 
 
              30        40        50        60        70        80  
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL  
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
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              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 76.0  bits: 19.1 E():   30 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (13-63:73-125) 
 
                                 10        20        30         40  
2MEPSP                   VAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
              50            60        70        80 
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSL 
        :  : : : .: :.    ::  .:.                  
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN     
     100       110       120       130             
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (13-63:37-89) 
 
                                 10        20        30         40  
2MEPSP                   VAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
              50            60        70        80                  
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSL                  
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.7  bits: 19.1 E():   31 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (13-63:31-83) 
 
                                 10        20        30         40  
2MEPSP                   VAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
              50            60        70        80                  
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSL                  
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 19.0 E():   37 
Smith-Waterman score: 46; 33.3% identity (71.4% similar) in 21 aa overlap (54-74:106-126) 
 
            30        40        50        60        70        80    
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL    
                                     .:   :.. :: ...:: .:.          
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 74.0  bits: 20.0 E():   38 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (42-70:141-170) 
 
              20        30        40        50         60        70 
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2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
               80                                                   
2MEPSP DHRMAMAFSL                                                   
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.7  bits: 17.8 E():   39 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (17-34:28-45) 
 
                          10        20        30        40          
2MEPSP            VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
      50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                       
gi|144 ISFCNANPGLMKDVAKVF              
               70                      
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 73.3  bits: 18.4 E():   42 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (36-65:10-38) 
 
          10        20        30        40        50        60      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     . :.:.:  .   : :.:.:   . :.. : 
gi|484                      GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEA 
                                    10        20         30         
 
          70        80                                              
2MEPSP IDTYDDHRMAMAFSL                                              
                                                                    
gi|484 KFAANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILP 
       40        50        60        70        80        90         
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (9-30:22-43) 
 
                            10        20        30        40        
2MEPSP              VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                            ::: :. . :. :    .: ::                  
gi|167 MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                            
                                                                    
gi|167 EASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 73.0  bits: 18.4 E():   43 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (38-75:12-50) 
 
        10        20        30        40        50        60        
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. .. ..: : :::   . ... :.  
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
         70        80                                               
2MEPSP DTYDDHRMAMAFSL                                               
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       :. .. . :                                                    
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.0  bits: 19.6 E():   43 
Smith-Waterman score: 48; 26.1% identity (49.3% similar) in 69 aa overlap (2-70:115-179) 
 
                                            10        20        30  
2MEPSP                              VAMTLAVVALFADGPTAIRDVASWRVKETER 
                                     :. .:  :  .  : :  :.    . :. : 
gi|441 IFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEALR 
           90       100       110       120       130       140     
 
              40        50        60        70        80            
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL            
       ..:   :.  .  ..:: :   :  :  .:..  .:  :                      
gi|441 VIAGALEVHAVKPATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKFTV 
          150       160         170         180       190       200 
 
gi|441 FESAFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAM 
              210       220       230       240       250       260 
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.3  bits: 18.4 E():   47 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (38-65:28-54) 
 
        10        20        30        40        50        60        
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
        70        80                                                
2MEPSP TYDDHRMAMAFSL                                                
                                                                    
gi|212 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (45-64:89-108) 
 
           20        30        40        50        60        70     
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
           80 
2MEPSP AMAFSL 
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.2  bits: 18.7 E():   48 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (25-63:83-126) 
 
                     10        20        30         40        50    
2MEPSP       VAMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
                60        70        80                              
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSL                              
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (15-60:52-93) 
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                               10        20        30        40     
2MEPSP                 VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
           50        60        70        80                         
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                         
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.3  bits: 20.2 E():   54 
Smith-Waterman score: 50; 26.2% identity (47.7% similar) in 65 aa overlap (15-78:336-393) 
 
                               10        20        30        40     
2MEPSP                 VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
            50        60        70        80                        
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                        
       . .:   : :       :.:   : . :.    .:                          
gi|556 TKIELDRDSCR-DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDI 
     360       370        380       390       400       410         
 
gi|556 IEAAPFGSTADLIRLKGADIWDVAEHSFALDDEGRTNCLQVSGLRIVIDISKPIRSRVKK 
      420       430       440       450       460       470         
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.7  bits: 17.5 E():   58 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (50-64:70-84) 
 
      20        30        40        50        60        70          
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
      80 
2MEPSP L 
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (39-76:168-204) 
 
       10        20        30        40        50        60         
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
       70        80                                                 
2MEPSP YDDHRMAMAFSL                                                 
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (39-76:168-204) 
 
       10        20        30        40        50        60         
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
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       70        80                                                 
2MEPSP YDDHRMAMAFSL                                                 
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.3  bits: 18.7 E():   61 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (51-67:115-128) 
 
               30        40        50        60        70        80 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.3  bits: 18.7 E():   61 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (51-67:115-128) 
 
               30        40        50        60        70        80 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (3-28:8-32) 
 
                    10        20        30        40        50      
2MEPSP      VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
          60        70        80                                    
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSL                                    
                                                                    
gi|558 ANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (3-28:8-32) 
 
                    10        20        30        40        50      
2MEPSP      VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|218 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
          60        70        80                                    
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSL                                    
                                                                    
gi|218 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (3-28:8-32) 
 
                    10        20        30        40        50      
2MEPSP      VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
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gi|864 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
          60        70        80                                    
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSL                                    
                                                                    
gi|864 ANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (3-28:8-32) 
 
                    10        20        30        40        50      
2MEPSP      VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|256 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
          60        70        80                                    
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSL                                    
                                                                    
gi|256 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (3-28:8-32) 
 
                    10        20        30        40        50      
2MEPSP      VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
          60        70        80                                    
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSL                                    
                                                                    
gi|558 ANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.2  bits: 19.3 E():   61 
Smith-Waterman score: 47; 27.7% identity (51.1% similar) in 47 aa overlap (2-48:133-179) 
 
                                            10        20        30  
2MEPSP                              VAMTLAVVALFADGPTAIRDVASWRVKETER 
                                     :. ::  :  .  : :  :.    . :. : 
gi|249 GTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALR 
            110       120       130       140       150       160   
 
              40        50        60        70        80            
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL            
       ..:   :.  .  ..::                                            
gi|249 VIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENT 
            170       180       190       200       210       220   
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (26-59:170-204) 
 
                    10        20        30        40         50     
2MEPSP      VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
           60        70        80                                   
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSL                                   
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
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     200       210       220       230       240       250          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.4 E():   63 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (50-57:172-179) 
 
      20        30        40        50        60        70          
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
      80 
2MEPSP L 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.1 E():   63 
Smith-Waterman score: 43; 36.7% identity (76.7% similar) in 30 aa overlap (17-45:54-82) 
 
                             10        20        30         40      
2MEPSP               VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGAS 
                                     ::.:.:.. :. . :....  : .: ::.: 
gi|121 HDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHAS-RIIGFFGEYVTLLGSS 
            30        40        50        60         70        80   
 
          50        60        70        80                          
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                          
                                                                    
gi|121 GNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAFDKAF 
             90       100       110       120       130       140   
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.5  bits: 19.9 E():   67 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (15-27:336-348) 
 
                               10        20        30        40     
2MEPSP                 VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
           50        60        70        80                         
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                         
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 46; 26.8% identity (50.0% similar) in 56 aa overlap (15-70:128-179) 
 
                               10        20        30        40     
2MEPSP                 VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|663 LATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEALRVIAGALEVHAVKP 
       100       110       120       130       140       150        
 
           50        60        70        80                         
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                         
       ..:: :   :  :  .:..  .:  :                                   
gi|663 ATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKFTVFESAFNKALKECT 
       160         170         180       190       200       210    
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.4  bits: 15.7 E():   68 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (13-18:25-30) 
 
                           10        20        30        40         
2MEPSP             VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
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               10        20        30                               
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 42; 19.6% identity (69.6% similar) in 46 aa overlap (4-49:19-64) 
 
                              10        20        30        40      
2MEPSP                VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                         .:...:....: ..  . :.. . . :...::  .. . :.  
gi|164 MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQPGTL 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                          
       .  :                                                         
gi|164 APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE 
               70        80        90       100       110       120 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (6-24:15-35) 
 
                        10          20        30        40          
2MEPSP          VAMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                     :.:. :.:.:  .  :  :.:                          
gi|908 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAMGGKGGA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                              
                                                                    
gi|908 FYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEV 
               70        80        90       100       110       120 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (36-69:131-164) 
 
          10        20        30        40        50        60      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
          70        80 
2MEPSP IDTYDDHRMAMAFSL 
          :            
gi|158 RTPY            
                       
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 19.0 E():   70 
Smith-Waterman score: 46; 30.8% identity (56.4% similar) in 39 aa overlap (12-48:140-178) 
 
                                  10          20        30          
2MEPSP                    VAMTLAVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. :..:   :. 
gi|330 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRIIAGTLEV 
     110       120       130       140       150       160          
 
      40        50        60        70        80                    
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                    
         .  ..::                                                    
gi|330 HAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAAFNDAIKASTG 
     170       180       190       200       210       220          
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.1  bits: 19.3 E():   70 
Smith-Waterman score: 47; 22.7% identity (72.7% similar) in 22 aa overlap (3-24:291-312) 
 
                                           10        20        30   
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2MEPSP                             VAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ...:.:. ..: :.   .. .:         
gi|148 LLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANILAWNGGGESNY 
              270       280       290       300       310       320 
 
             40        50        60        70        80             
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL             
                                                                    
gi|148 SAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDELAKKVAELTEKIEDLISGDLKD 
              330       340       350       360       370       380 
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.1  bits: 19.0 E():   71 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (7-54:178-227) 
 
                                       10        20        30       
2MEPSP                         VAMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
          40        50         60        70        80               
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVTAIDTYDDHRMAMAFSL               
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|3004465|emb|CAA76556.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.0  bits: 17.8 E():   72 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (1-17:8-26) 
 
                      10          20        30        40        50  
2MEPSP        VAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
              ::: :::....  : .:::                                   
gi|300 MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDINASFRAAMATTANVPPAD 
               10        20        30        40        50        60 
 
>>gi|3004467|emb|CAA76557.1| Phl p6 allergen [Phleum pra  (138 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 69.0  bits: 17.8 E():   72 
Smith-Waterman score: 42; 52.6% identity (78.9% similar) in 19 aa overlap (1-17:8-26) 
 
                      10          20        30        40        50  
2MEPSP        VAMTLAVVALF--ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPD 
              ::: :::....  : .:::                                   
gi|300 MAAHKFMVAMFLAVAVVLGLATSPTAEGGKATTEEQKLIEDVNASFRAAMATTANVPPAD 
               10        20        30        40        50        60 
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.0  bits: 19.0 E():   72 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (26-59:188-222) 
 
                    10        20        30        40         50     
2MEPSP      VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
           60        70        80                                   
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSL                                   
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.0  bits: 19.0 E():   72 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (26-59:188-222) 
 
                    10        20        30        40         50     
2MEPSP      VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10862

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

       160       170       180       190       200       210        
 
           60        70        80                                   
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSL                                   
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.6  bits: 19.3 E():   75 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (51-67:318-334) 
 
               30        40        50        60        70        80 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.5  bits: 18.4 E():   76 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (3-33:121-151) 
 
                                           10        20        30   
2MEPSP                             VAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
             40        50        60        70        80             
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL             
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.8  bits: 15.0 E():   83 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (54-61:9-16) 
 
            30        40        50        60        70        80 
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :: :: :.                    
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP            
                                     10        20                
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.8  bits: 17.5 E():   83 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (38-75:12-50) 
 
        10        20        30        40        50        60        
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|179                    DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
         70        80                                               
2MEPSP DTYDDHRMAMAFSL                                               
       :. .. . :                                                    
gi|179 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPES 
              50        60        70        80        90       100  
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.6  bits: 19.9 E():   85 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (36-60:517-541) 
 
          10        20        30        40        50        60      
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
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        490       500       510       520       530       540       
 
          70        80                                              
2MEPSP IDTYDDHRMAMAFSL                                              
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (33-64:183-213) 
 
             10        20        30        40        50        60   
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
             70        80                                           
2MEPSP VTAIDTYDDHRMAMAFSL                                           
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (21-50:227-256) 
 
                         10        20        30        40        50 
2MEPSP           VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
               60        70        80                       
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAFSL                       
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (66-77:15-26) 
 
          40        50        60        70        80                
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.4  bits: 18.1 E():   87 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (33-70:130-167) 
 
             10        20        30        40        50        60   
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
             70        80                             
2MEPSP VTAIDTYDDHRMAMAFSL                             
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.4  bits: 18.1 E():   87 
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Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (33-70:130-167) 
 
             10        20        30        40        50        60   
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
             70        80                             
2MEPSP VTAIDTYDDHRMAMAFSL                             
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.4  bits: 19.3 E():   88 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (23-70:372-418) 
 
                       10        20        30        40        50   
2MEPSP         VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
             60           70        80                              
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSL                              
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.1 E():   88 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (48-58:3-13) 
 
        20        30        40        50        60        70        
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
        80                                                          
2MEPSP FSL                                                          
                                                                    
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.4 E():   89 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (50-57:245-252) 
 
      20        30        40        50        60        70          
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
      80 
2MEPSP L 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.2  bits: 17.5 E():   89 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (38-75:21-59) 
 
        10        20        30        40        50        60        
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|217           SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                         10        20        30        40        50 
 
         70        80                                               
2MEPSP DTYDDHRMAMAFSL                                               
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       :. .. . :                                                    
gi|217 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKS 
               60        70        80        90       100       110 
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.7 E():   89 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (51-59:214-222) 
 
               30        40        50        60        70        80 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.1 E():   89 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (51-58:116-123) 
 
               30        40        50        60        70        80 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
 
gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 16.8 E():   90 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (50-64:70-84) 
 
      20        30        40        50        60        70          
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
      40        50        60        70        80        90          
 
      80 
2MEPSP L 
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 67.1  bits: 16.8 E():   90 
Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (18-64:32-85) 
 
                            10        20        30        40        
2MEPSP              VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
 
                50        60        70        80 
2MEPSP --------EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                 :  : .. : :....                 
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK          
               70        80        90            
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.1  bits: 19.3 E():   91 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (10-31:469-490) 
 
                                    10        20        30          
2MEPSP                      VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
      40        50        60        70        80 
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
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>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (38-65:28-54) 
 
        10        20        30        40        50        60        
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|214    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
        70        80                                                
2MEPSP TYDDHRMAMAFSL                                                
                                                                    
gi|214 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (38-65:28-54) 
 
        10        20        30        40        50        60        
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
        70        80                                                
2MEPSP TYDDHRMAMAFSL                                                
                                                                    
gi|158 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.1 E():   91 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (51-58:109-116) 
 
               30        40        50        60        70        80 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
       80        90       100       110       120       130         
 
gi|616 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
      140       150       160       170       180       190         
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 41; 30.8% identity (73.1% similar) in 26 aa overlap (3-28:4-28) 
 
                10        20        30        40        50          
2MEPSP  VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE 
          ..: :.:. ::  . ..: :. ..:.                                
gi|546 GTMVSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQN 
               10         20        30        40        50          
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.9  bits: 19.3 E():   93 
Smith-Waterman score: 48; 28.9% identity (57.9% similar) in 38 aa overlap (13-49:122-159) 
 
                                 10         20        30        40  
2MEPSP                   VAMTLAVVALFADGPTAIR-DVASWRVKETERMVAIRTELTK 
                                     ::  :   : :.:. ..     :  :...  
gi|476 AVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIAAYPDPAKWKNSKIWMHFARLTDFNL 
             100       110       120       130       140       150  
 
              50        60        70        80                      
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                      
       .:..: .:                                                     
gi|476 MGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTLTNSPEFHLV 
             160       170       180       190       200       210  
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>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (13-49:121-158) 
 
                                 10         20        30        40  
2MEPSP                   VAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              50        60        70        80                      
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                      
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (13-49:121-158) 
 
                                 10         20        30        40  
2MEPSP                   VAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              50        60        70        80                      
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                      
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (13-49:121-158) 
 
                                 10         20        30        40  
2MEPSP                   VAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              50        60        70        80                      
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                      
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (13-49:121-158) 
 
                                 10         20        30        40  
2MEPSP                   VAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              50        60        70        80                      
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                      
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (13-49:121-158) 
 
                                 10         20        30        40  
2MEPSP                   VAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10868

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              50        60        70        80                      
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                      
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (13-49:121-158) 
 
                                 10         20        30        40  
2MEPSP                   VAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              50        60        70        80                      
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                      
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (13-49:121-158) 
 
                                 10         20        30        40  
2MEPSP                   VAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              50        60        70        80                      
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                      
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (13-49:121-158) 
 
                                 10         20        30        40  
2MEPSP                   VAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|117 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              50        60        70        80                      
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                      
       .: .: .:                                                     
gi|117 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (13-49:121-158) 
 
                                 10         20        30        40  
2MEPSP                   VAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              50        60        70        80                      
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                      
       .: .: .:                                                     
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gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (13-49:121-158) 
 
                                 10         20        30        40  
2MEPSP                   VAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              50        60        70        80                      
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                      
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (13-49:121-158) 
 
                                 10         20        30        40  
2MEPSP                   VAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              50        60        70        80                      
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                      
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (13-49:121-158) 
 
                                 10         20        30        40  
2MEPSP                   VAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              50        60        70        80                      
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                      
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (13-49:121-158) 
 
                                 10         20        30        40  
2MEPSP                   VAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              50        60        70        80                      
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                      
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (13-49:121-158) 
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                                 10         20        30        40  
2MEPSP                   VAMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
              50        60        70        80                      
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                      
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (51-58:115-122) 
 
               30        40        50        60        70        80 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (51-58:115-122) 
 
               30        40        50        60        70        80 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (51-58:115-122) 
 
               30        40        50        60        70        80 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|223 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (51-58:115-122) 
 
               30        40        50        60        70        80 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (51-58:115-122) 
 
               30        40        50        60        70        80 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
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gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (51-58:115-122) 
 
               30        40        50        60        70        80 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (51-58:115-122) 
 
               30        40        50        60        70        80 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (51-58:115-122) 
 
               30        40        50        60        70        80 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|837 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (51-58:115-122) 
 
               30        40        50        60        70        80 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (51-58:115-122) 
 
               30        40        50        60        70        80 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGYGYF 
          150       160       170       180       190       200     
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>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (51-58:115-122) 
 
               30        40        50        60        70        80 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 47; 22.7% identity (72.7% similar) in 22 aa overlap (3-24:421-442) 
 
                                           10        20        30   
2MEPSP                             VAMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ...:.:. ..: :.   .. .:         
gi|601 LLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANILAWNGGGESNY 
              400       410       420       430       440       450 
 
             40        50        60        70        80             
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL             
                                                                    
gi|601 SAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDELAHKVAELTEKVEDLIAGELKD 
              460       470       480       490       500       510 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 41; 46.7% identity (86.7% similar) in 15 aa overlap (1-15:6-20) 
 
                    10        20        30        40        50      
2MEPSP      VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
            .:... :::. :.::                                         
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLANGAPDKTEAEIEAQIEQW 
               10        20        30        40        50        60 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 66.7  bits: 19.0 E():   95 
Smith-Waterman score: 46; 31.7% identity (53.7% similar) in 41 aa overlap (9-49:136-174) 
 
                                     10        20        30         
2MEPSP                       VAMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     :. . :  ..  :.::.::     :   .  
gi|558 IAAENVIDVKLVDANGKLHDKKSMGDDHFWAVRGGGGESFGIVVSWQVKLLP--VPPTVT 
         110       120       130       140       150         160    
 
       40        50        60        70        80                   
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL                   
       . :.  :: ::                                                  
gi|558 IFKIPKSVSEGAVDIINKWQLVAPQLPADLMIRIIAMGPKATFEAMYLGTCKTLTPMMQS 
           170       180       190       200       210       220    
 
>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.1 E():   96 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (48-58:20-30) 
 
        20        30        40        50        60        70        
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|510            MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNC 
                          10        20        30        40          
 
        80                                                          
2MEPSP FSL                                                          
                                                                    
gi|510 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
      50        60        70        80        90       100          
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>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.6  bits: 18.4 E():   96 
Smith-Waterman score: 44; 25.8% identity (45.5% similar) in 66 aa overlap (2-67:94-158) 
 
                                            10        20        30  
2MEPSP                              VAMTLAVVALFADGPTAIRDVASWRVKETER 
                                     :...:  :  .  : :  :     . :. : 
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
              40        50        60        70        80            
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL            
       ..:   :.  .   .:: : .  :   :   .  ::                         
gi|481 VIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEA 
           130       140        150       160       170       180   
 
gi|481 AFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAMSEV 
            190       200       210       220       230       240   
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.6  bits: 18.4 E():   97 
Smith-Waterman score: 44; 25.8% identity (45.5% similar) in 66 aa overlap (2-67:95-159) 
 
                                            10        20        30  
2MEPSP                              VAMTLAVVALFADGPTAIRDVASWRVKETER 
                                     :...:  :  .  : :  :     . :. : 
gi|168 DKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
           70        80        90       100       110       120     
 
              40        50        60        70        80            
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL            
       ..:   :.  .   .:: : .  :   :   .  ::                         
gi|168 VIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEA 
          130       140        150       160       170       180    
 
gi|168 AFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEV 
           190       200       210       220       230       240    
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.5  bits: 18.4 E():   98 
Smith-Waterman score: 44; 25.8% identity (45.5% similar) in 66 aa overlap (2-67:98-162) 
 
                                            10        20        30  
2MEPSP                              VAMTLAVVALFADGPTAIRDVASWRVKETER 
                                     :...:  :  .  : :  :     . :. : 
gi|285 DKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
        70        80        90       100       110       120        
 
              40        50        60        70        80            
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL            
       ..:   :.  .   .:: : .  :   :   .  ::                         
gi|285 VIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEA 
       130       140        150       160       170       180       
 
gi|285 AFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEV 
        190       200       210       220       230       240       
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.4 E():   98 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (50-57:272-279) 
 
      20        30        40        50        60        70          
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
      80 
2MEPSP L 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.4 E():   98 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (50-57:272-279) 
 
      20        30        40        50        60        70          
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
      80 
2MEPSP L 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.4 E():   98 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (50-57:272-279) 
 
      20        30        40        50        60        70          
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
      80 
2MEPSP L 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.4 E():   99 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (50-57:273-280) 
 
      20        30        40        50        60        70          
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|473 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
            250       260       270       280                       
 
      80 
2MEPSP L 
 
>>gi|348137|gb|AAA16792.1| superoxide dismutase (mangane  (233 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.4  bits: 18.1 E():   99 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (33-70:158-195) 
 
             10        20        30        40        50        60   
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|348 AIDADFGSLEKLIQLMNAEGAALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
       130       140       150       160       170       180        
 
             70        80                             
2MEPSP VTAIDTYDDHRMAMAFSL                             
       . .::...                                       
gi|348 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
       190       200       210       220       230    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:06 2011 done: Tue Apr 19 10:58:06 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
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  1>>>2MEPSPS: 334  - 413 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     2     0:= 
  28     1     0:= 
  30     7     2:*== 
  32     9     8:==* 
  34    23    22:=======* 
  36    34    44:============  * 
  38    56    73:===================     * 
  40   113   102:=================================*==== 
  42   130   125:=========================================*== 
  44   138   138:=============================================* 
  46   131   140:============================================  * 
  48   151   134:============================================*====== 
  50   120   122:========================================* 
  52   117   108:===================================*=== 
  54    85    92:============================= * 
  56    80    77:=========================*= 
  58    61    63:====================* 
  60    36    51:============    * 
  62    39    41:=============* 
  64    23    33:========  * 
  66    60    26:========*=========== 
  68    19    20:======* 
  70    17    16:=====* 
  72     8    12:===* 
  74     3    10:=  * 
  76     6     8:==* 
  78     4     6:=* 
  80     4     5:=* 
  82     6     3:*= 
  84     2     3:* 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.79310.00326; mu= 7.4321 0.171 
 mean_var=32.9816 8.322, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.223326 
 Kolmogorov-Smirnov  statistic: 0.0118 (N=28) at  64 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.9     2.1 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.5     3.6 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   52 21.0     8.3 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 21.0     8.4 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.7     9.6 
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gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 21.0      10 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 20.1      13 
gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family prot ( 150)   50 20.4      13 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   53 21.3      14 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 21.0      14 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 19.1      15 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 19.1      15 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 20.0      15 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.2      16 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   52 20.9      16 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 19.1      17 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 20.0      22 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 20.0      23 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.9      24 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.7      24 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.4      24 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.4      24 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.4      24 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.7      26 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 19.1      29 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 19.1      30 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 19.1      31 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 20.0      38 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.8      39 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.4      41 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.4      43 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.7      43 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   48 19.6      43 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.4      47 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.1      47 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.7      47 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.4      50 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   50 20.2      54 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.5      57 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 19.9      59 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 19.9      59 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 18.1      60 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 18.1      60 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 18.1      60 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 18.1      60 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 18.1      60 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.7      60 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.7      60 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   47 19.3      61 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.0      61 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.4      63 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 18.1      63 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.7      66 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.9      67 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   46 19.0      67 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   42 17.8      67 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.3      68 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 18.1      68 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   46 19.0      69 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   47 19.3      70 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 19.0      71 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.0      72 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.0      72 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.3      75 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.4      75 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 15.1      81 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.5      82 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.0      85 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.9      85 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.7      85 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.5      85 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 18.1      86 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 18.1      86 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.3      88 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.1      88 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.5      88 
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gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.4      88 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 18.1      89 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.7      89 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.9      89 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 16.9      89 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   41 17.5      90 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   41 17.5      90 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.3      91 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.5      91 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.1      91 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.3      93 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   43 18.1      93 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   43 18.1      93 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   43 18.1      93 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   43 18.1      93 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   43 18.1      93 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   43 18.1      93 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   43 18.1      93 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   43 18.1      93 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   43 18.1      93 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   43 18.1      93 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   43 18.1      93 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      94 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   47 19.3      94 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      94 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      94 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   47 19.3      95 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.1      95 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   46 19.0      95 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 18.4      96 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   44 18.4      96 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   44 18.4      97 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.4      98 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   44 18.4      98 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.4      98 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   44 18.4      98 
gi|348137|gb|AAA16792.1| superoxide dismutase (man ( 233)   43 18.1      98 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   44 18.4   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 96.7  bits: 22.9 E():  2.1 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (37-64:27-53) 
 
         10        20        30        40        50        60       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :: .:   : :::::   .::.. :   
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
         70        80                                               
2MEPSP TYDDHRMAMAFSLA                                               
                                                                    
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 92.4  bits: 23.5 E():  3.6 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (43-69:23-50) 
 
             20        30        40        50        60         70  
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDH 
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                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
              80                                                    
2MEPSP RMAMAFSLA                                                    
                                                                    
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 86.0  bits: 21.0 E():  8.3 
Smith-Waterman score: 52; 28.4% identity (55.4% similar) in 74 aa overlap (2-74:8-67) 
 
                     10        20        30        40        50     
2MEPSP       AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:..  ::         :    .: : ::: 
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKV--MVD--------GC---HGSDPCII 
               10         20        30                     40       
 
           60         70        80                                  
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLA                                  
          . .:. :: :. .. . :                                        
gi|558 HRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAK 
         50        60        70        80        90       100       
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 85.8  bits: 21.0 E():  8.4 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (25-58:104-138) 
 
                     10        20        30         40        50    
2MEPSP       AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
            60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLA 
       :.: .                       
gi|110 ISPSQGCQFSSPYWSY            
           140                     
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 84.8  bits: 20.7 E():  9.6 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (12-66:45-89) 
 
                                  10        20        30        40  
2MEPSP                    AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
              50        60        70        80                      
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                      
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 84.3  bits: 21.0 E():   10 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (45-73:36-62) 
 
           20        30        40        50        60        70     
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
           80                                                       
2MEPSP MAFSLA                                                       
                                                                    

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10879

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 82.6  bits: 20.1 E():   13 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (18-56:63-104) 
 
                            10        20          30        40      
2MEPSP              AMTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
           50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
       .   : ::.  :                         
gi|999 AALVPKYCLQHPHACDLYKNQTVMS            
            100       110                   
 
>>gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family protein   (150 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 82.3  bits: 20.4 E():   13 
Smith-Waterman score: 50; 26.4% identity (44.4% similar) in 72 aa overlap (7-76:58-120) 
 
                                       10        20        30       
2MEPSP                         AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                     :  ::.   ::.:.   . ::.         
gi|155 LDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFANDHPAIKDAYEAEKKEV-------- 
        30        40        50        60        70                  
 
         40        50          60        70        80               
2MEPSP ELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHRMAMAFSLA               
        :.   :. ::        ::.  : ..    : ::  ...:                   
gi|155 -LAAQQAAEEEHKKLVAALPPDAQKADAELTATADDASLTLAAKHDKIVQTFESLPPAVK 
       80        90       100       110       120       130         
 
gi|155 EELNKLNQQGQS 
      140       150 
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 82.0  bits: 21.3 E():   14 
Smith-Waterman score: 53; 29.9% identity (50.7% similar) in 67 aa overlap (5-69:110-172) 
 
                                         10          20        30   
2MEPSP                           AMTLAVVALFADGPT--AIRDVASWRVKETERMV 
                                     ::.   : :::  :  :.    . :. :.. 
gi|144 EATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEALRVI 
      80        90       100       110       120       130          
 
             40        50        60        70        80             
2MEPSP AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA             
       :   :.  .  ..:: :   :  :  .:..  .:  :                        
gi|144 AGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKFTVFE 
     140       150       160           170       180       190      
 
gi|144 GAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSE 
         200       210       220       230       240       250      
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 81.7  bits: 21.0 E():   14 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (41-58:180-197) 
 
               20        30        40         50        60          
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
      70        80                           
2MEPSP DHRMAMAFSLA                           
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
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      210       220       230       240      
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 81.6  bits: 19.1 E():   15 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (10-56:15-61) 
 
                    10        20        30         40        50     
2MEPSP      AMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCII 
                     .:.   :.: ..:  . :..::.: : :.   .  . .:  ..:   
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCNA 
               10        20        30        40         50          
 
           60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLA 
       .:                         
gi|124 NPGLMKDVAKVF               
      60        70                
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 81.3  bits: 19.1 E():   15 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (10-56:17-63) 
 
                      10        20        30         40        50   
2MEPSP        AMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                       .:.   :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
 
             60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMAMAFSLA 
         .:                         
gi|124 NANPGLMKDVAKVF               
      60        70                  
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (25-58:96-130) 
 
                     10        20        30         40        50    
2MEPSP       AMTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
            60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLA 
       :.: .                       
gi|244 ISPSQGCQFQSSY               
         130                       
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 81.0  bits: 21.2 E():   16 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (12-58:115-168) 
 
                                  10        20        30        40  
2MEPSP                    AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
                  50            60        70        80              
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYDDHRMAMAFSLA              
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 81.0  bits: 20.9 E():   16 
Smith-Waterman score: 52; 29.9% identity (50.7% similar) in 67 aa overlap (5-69:85-147) 
 
                                         10          20        30   
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2MEPSP                           AMTLAVVALFADGPT--AIRDVASWRVKETERMV 
                                     ::.   : :::  :  :.    . :. :.. 
gi|180 EATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEALRVI 
           60        70        80        90       100       110     
 
             40        50        60        70        80             
2MEPSP AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA             
       :   :.  .  ..:: :   :  :  .:..  .:  :                        
gi|180 AGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKFTVFE 
          120       130         140         150       160       170 
 
gi|180 GAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSE 
              180       190       200       210       220       230 
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.4  bits: 19.1 E():   17 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (10-56:26-72) 
 
                               10        20        30         40    
2MEPSP                 AMTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
            50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
       . .:  ..:  .:                         
gi|187 DFDEFISFCNANPGLMKDVAKVF               
      60        70        80                 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.2  bits: 20.0 E():   22 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (26-76:56-100) 
 
                    10        20        30        40         50     
2MEPSP      AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
           60         70        80                                  
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLA                                  
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.0  bits: 20.0 E():   23 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (26-76:60-104) 
 
                    10        20        30        40         50     
2MEPSP      AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
           60         70        80                                  
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLA                                  
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 77.8  bits: 20.9 E():   24 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (25-68:81-124) 
 
                     10        20        30        40        50     
2MEPSP       AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
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           60        70        80                                   
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLA                                   
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 77.7  bits: 19.7 E():   24 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (53-80:106-134) 
 
             30        40        50        60        70         80  
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLA  
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.6  bits: 19.4 E():   24 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (37-64:28-54) 
 
         10        20        30        40        50        60       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
         70        80                                               
2MEPSP TYDDHRMAMAFSLA                                               
                                                                    
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.6  bits: 19.4 E():   24 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (37-64:28-54) 
 
         10        20        30        40        50        60       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
         70        80                                               
2MEPSP TYDDHRMAMAFSLA                                               
                                                                    
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.6  bits: 19.4 E():   24 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (37-64:28-54) 
 
         10        20        30        40        50        60       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
         70        80                                               
2MEPSP TYDDHRMAMAFSLA                                               
                                                                    
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.9  bits: 19.7 E():   26 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (51-57:141-147) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10883

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
               30        40        50        60        70        80 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 76.0  bits: 19.1 E():   29 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (12-62:73-125) 
 
                                  10        20        30         40 
2MEPSP                    AMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
               50            60        70        80 
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLA 
        :  : : : .: :.    ::  .:.                   
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN      
     100       110       120       130              
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 76.0  bits: 19.1 E():   30 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (12-62:37-89) 
 
                                  10        20        30         40 
2MEPSP                    AMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
               50            60        70        80                 
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLA                 
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.7  bits: 19.1 E():   31 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (12-62:31-83) 
 
                                  10        20        30         40 
2MEPSP                    AMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
               50            60        70        80                 
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLA                 
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 74.0  bits: 20.0 E():   38 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (41-69:141-170) 
 
               20        30        40        50         60          
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
      70        80                                                  
2MEPSP DHRMAMAFSLA                                                  
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gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.8  bits: 17.8 E():   39 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (16-33:28-45) 
 
                           10        20        30        40         
2MEPSP             AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
       50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                        
gi|144 ISFCNANPGLMKDVAKVF               
               70                       
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 73.4  bits: 18.4 E():   41 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (35-64:10-38) 
 
           10        20        30        40        50        60     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     . :.:.:  .   : :.:.:   . :.. : 
gi|484                      GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEA 
                                    10        20         30         
 
           70        80                                             
2MEPSP IDTYDDHRMAMAFSLA                                             
                                                                    
gi|484 KFAANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILP 
       40        50        60        70        80        90         
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 73.1  bits: 18.4 E():   43 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (37-74:12-50) 
 
         10        20        30        40        50        60       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. .. ..: : :::   . ... :.  
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
          70        80                                              
2MEPSP DTYDDHRMAMAFSLA                                              
       :. .. . :                                                    
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (8-29:22-43) 
 
                             10        20        30        40       
2MEPSP               AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                            ::: :. . :. :    .: ::                  
gi|167 MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                           
                                                                    
gi|167 EASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.0  bits: 19.6 E():   43 
Smith-Waterman score: 48; 26.1% identity (49.3% similar) in 69 aa overlap (1-69:115-179) 
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                                             10        20        30 
2MEPSP                               AMTLAVVALFADGPTAIRDVASWRVKETER 
                                     :. .:  :  .  : :  :.    . :. : 
gi|441 IFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEALR 
           90       100       110       120       130       140     
 
               40        50        60        70        80           
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA           
       ..:   :.  .  ..:: :   :  :  .:..  .:  :                      
gi|441 VIAGALEVHAVKPATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKFTV 
          150       160         170         180       190       200 
 
gi|441 FESAFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAM 
              210       220       230       240       250       260 
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.4  bits: 18.4 E():   47 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (37-64:28-54) 
 
         10        20        30        40        50        60       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
         70        80                                               
2MEPSP TYDDHRMAMAFSLA                                               
                                                                    
gi|212 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (44-63:89-108) 
 
            20        30        40        50        60        70    
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
            80 
2MEPSP AMAFSLA 
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.3  bits: 18.7 E():   47 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (24-62:83-126) 
 
                      10        20        30         40        50   
2MEPSP        AMTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
                 60        70        80                             
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLA                             
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (14-59:52-93) 
 
                                10        20        30        40    
2MEPSP                  AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
            50        60        70        80                        
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2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                        
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.3  bits: 20.2 E():   54 
Smith-Waterman score: 50; 26.2% identity (47.7% similar) in 65 aa overlap (14-77:336-393) 
 
                                10        20        30        40    
2MEPSP                  AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
             50        60        70        80                       
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                       
       . .:   : :       :.:   : . :.    .:                          
gi|556 TKIELDRDSCR-DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDI 
     360       370        380       390       400       410         
 
gi|556 IEAAPFGSTADLIRLKGADIWDVAEHSFALDDEGRTNCLQVSGLRIVIDISKPIRSRVKK 
      420       430       440       450       460       470         
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.8  bits: 17.5 E():   57 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (49-63:70-84) 
 
       20        30        40        50        60        70         
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
       80 
2MEPSP LA 
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (38-75:168-204) 
 
        10        20        30        40        50        60        
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
        70        80                                                
2MEPSP YDDHRMAMAFSLA                                                
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (38-75:168-204) 
 
        10        20        30        40        50        60        
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
        70        80                                                
2MEPSP YDDHRMAMAFSLA                                                
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.3  bits: 18.1 E():   60 
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Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (2-27:8-32) 
 
                     10        20        30        40        50     
2MEPSP       AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|218 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
           60        70        80                                   
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLA                                   
                                                                    
gi|218 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.3  bits: 18.1 E():   60 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (2-27:8-32) 
 
                     10        20        30        40        50     
2MEPSP       AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
           60        70        80                                   
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLA                                   
                                                                    
gi|558 ANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.3  bits: 18.1 E():   60 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (2-27:8-32) 
 
                     10        20        30        40        50     
2MEPSP       AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|864 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
           60        70        80                                   
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLA                                   
                                                                    
gi|864 ANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.3  bits: 18.1 E():   60 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (2-27:8-32) 
 
                     10        20        30        40        50     
2MEPSP       AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|256 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
           60        70        80                                   
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLA                                   
                                                                    
gi|256 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.3  bits: 18.1 E():   60 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (2-27:8-32) 
 
                     10        20        30        40        50     
2MEPSP       AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
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           60        70        80                                   
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLA                                   
                                                                    
gi|558 ANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.3  bits: 18.7 E():   60 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (50-66:115-128) 
 
      20        30        40        50        60        70          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.3  bits: 18.7 E():   60 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (50-66:115-128) 
 
      20        30        40        50        60        70          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.3 E():   61 
Smith-Waterman score: 47; 27.7% identity (51.1% similar) in 47 aa overlap (1-47:133-179) 
 
                                             10        20        30 
2MEPSP                               AMTLAVVALFADGPTAIRDVASWRVKETER 
                                     :. ::  :  .  : :  :.    . :. : 
gi|249 GTATNKAFVEGLASGYADQSKNQLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALR 
            110       120       130       140       150       160   
 
               40        50        60        70        80           
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA           
       ..:   :.  .  ..::                                            
gi|249 VIAGTLEVHAVKPAAEEVKVGAIPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENT 
            170       180       190       200       210       220   
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (25-58:170-204) 
 
                     10        20        30        40         50    
2MEPSP       AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
            60        70        80                                  
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLA                                  
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
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>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.4 E():   63 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (49-56:172-179) 
 
       20        30        40        50        60        70         
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
       80 
2MEPSP LA 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.1 E():   63 
Smith-Waterman score: 43; 36.7% identity (76.7% similar) in 30 aa overlap (16-44:54-82) 
 
                              10        20        30         40     
2MEPSP                AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGAS 
                                     ::.:.:.. :. . :....  : .: ::.: 
gi|121 HDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHAS-RIIGFFGEYVTLLGSS 
            30        40        50        60         70        80   
 
           50        60        70        80                         
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                         
                                                                    
gi|121 GNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAFDKAF 
             90       100       110       120       130       140   
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.6  bits: 15.7 E():   66 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (12-17:25-30) 
 
                            10        20        30        40        
2MEPSP              AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
               10        20        30                               
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.5  bits: 19.9 E():   67 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (14-26:336-348) 
 
                                10        20        30        40    
2MEPSP                  AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
            50        60        70        80                        
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                        
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 46; 26.8% identity (50.0% similar) in 56 aa overlap (14-69:128-179) 
 
                                10        20        30        40    
2MEPSP                  AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|663 LATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEALRVIAGALEVHAVKP 
       100       110       120       130       140       150        
 
            50        60        70        80                        
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                        
       ..:: :   :  :  .:..  .:  :                                   
gi|663 ATEEVPAAKI--PTGELQI--VDKIDAAFKIAATAANAAPTNDKFTVFESAFNKALKECT 
       160         170         180       190       200       210    
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>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 17.8 E():   67 
Smith-Waterman score: 42; 19.6% identity (69.6% similar) in 46 aa overlap (3-48:19-64) 
 
                               10        20        30        40     
2MEPSP                 AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                         .:...:....: ..  . :.. . . :...::  .. . :.  
gi|164 MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQPGTL 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                         
       .  :                                                         
gi|164 APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE 
               70        80        90       100       110       120 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (5-23:15-35) 
 
                         10          20        30        40         
2MEPSP           AMTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                     :.:. :.:.:  .  :  :.:                          
gi|908 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAMGGKGGA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                             
                                                                    
gi|908 FYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEV 
               70        80        90       100       110       120 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (35-68:131-164) 
 
           10        20        30        40        50        60     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
           70        80 
2MEPSP IDTYDDHRMAMAFSLA 
          :             
gi|158 RTPY             
                        
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 19.0 E():   69 
Smith-Waterman score: 46; 30.8% identity (56.4% similar) in 39 aa overlap (11-47:140-178) 
 
                                   10          20        30         
2MEPSP                     AMTLAVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. :..:   :. 
gi|330 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRIIAGTLEV 
     110       120       130       140       150       160          
 
       40        50        60        70        80                   
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                   
         .  ..::                                                    
gi|330 HAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAAFNDAIKASTG 
     170       180       190       200       210       220          
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.1  bits: 19.3 E():   70 
Smith-Waterman score: 47; 22.7% identity (72.7% similar) in 22 aa overlap (2-23:291-312) 
 
                                            10        20        30  
2MEPSP                              AMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ...:.:. ..: :.   .. .:         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10891

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|148 LLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANILAWNGGGESNY 
              270       280       290       300       310       320 
 
              40        50        60        70        80            
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA            
                                                                    
gi|148 SAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDELAKKVAELTEKIEDLISGDLKD 
              330       340       350       360       370       380 
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.1  bits: 19.0 E():   71 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (6-53:178-227) 
 
                                        10        20         30     
2MEPSP                          AMTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
           40         50        60        70        80              
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVTAIDTYDDHRMAMAFSLA              
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.0  bits: 19.0 E():   72 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (25-58:188-222) 
 
                     10        20        30        40         50    
2MEPSP       AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
            60        70        80                                  
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLA                                  
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.0  bits: 19.0 E():   72 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (25-58:188-222) 
 
                     10        20        30        40         50    
2MEPSP       AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
            60        70        80                                  
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLA                                  
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.6  bits: 19.3 E():   75 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (50-66:318-334) 
 
      20        30        40        50        60        70          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
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       350       360       370       380       390       400        
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (2-32:121-151) 
 
                                            10        20        30  
2MEPSP                              AMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
              40        50        60        70        80            
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA            
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 68.0  bits: 15.1 E():   81 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (53-60:9-16) 
 
             30        40        50        60        70        80 
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: :: :.                     
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP             
                                     10        20                 
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (37-74:12-50) 
 
         10        20        30        40        50        60       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|179                    DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
          70        80                                              
2MEPSP DTYDDHRMAMAFSLA                                              
       :. .. . :                                                    
gi|179 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPES 
              50        60        70        80        90       100  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (32-63:183-213) 
 
              10        20        30        40        50        60  
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
              70        80                                          
2MEPSP VTAIDTYDDHRMAMAFSLA                                          
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.6  bits: 19.9 E():   85 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (35-59:517-541) 
 
           10        20        30        40        50        60     
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
           70        80                                             
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2MEPSP IDTYDDHRMAMAFSLA                                             
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (20-49:227-256) 
 
                          10        20        30        40          
2MEPSP            AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
      50        60        70        80                      
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                      
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (65-76:15-26) 
 
           40        50        60        70        80               
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA               
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (32-69:130-167) 
 
              10        20        30        40        50        60  
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
              70        80                            
2MEPSP VTAIDTYDDHRMAMAFSLA                            
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (32-69:130-167) 
 
              10        20        30        40        50        60  
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
              70        80                            
2MEPSP VTAIDTYDDHRMAMAFSLA                            
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.4  bits: 19.3 E():   88 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (22-69:372-418) 
 
                        10        20        30        40        50  
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2MEPSP          AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
              60           70        80                             
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSLA                             
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.1 E():   88 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (47-57:3-13) 
 
         20        30        40        50        60        70       
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
         80                                                         
2MEPSP FSLA                                                         
                                                                    
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (37-74:21-59) 
 
         10        20        30        40        50        60       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|217           SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                         10        20        30        40        50 
 
          70        80                                              
2MEPSP DTYDDHRMAMAFSLA                                              
       :. .. . :                                                    
gi|217 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKS 
               60        70        80        90       100       110 
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (49-56:245-252) 
 
       20        30        40        50        60        70         
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
       80 
2MEPSP LA 
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.1 E():   89 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (50-57:116-123) 
 
      20        30        40        50        60        70          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      
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>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.7 E():   89 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (50-58:214-222) 
 
      20        30        40        50        60        70          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 16.9 E():   89 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (49-63:70-84) 
 
       20        30        40        50        60        70         
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
      40        50        60        70        80        90          
 
       80 
2MEPSP LA 
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 67.2  bits: 16.9 E():   89 
Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (17-63:32-85) 
 
                             10        20        30        40       
2MEPSP               AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
 
                 50        60        70        80 
2MEPSP --------EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                 :  : .. : :....                  
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK           
               70        80        90             
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 17.5 E():   90 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (37-64:28-54) 
 
         10        20        30        40        50        60       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|214    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
         70        80                                               
2MEPSP TYDDHRMAMAFSLA                                               
                                                                    
gi|214 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 17.5 E():   90 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (37-64:28-54) 
 
         10        20        30        40        50        60       
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
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         70        80                                               
2MEPSP TYDDHRMAMAFSLA                                               
                                                                    
gi|158 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.1  bits: 19.3 E():   91 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (9-30:469-490) 
 
                                     10        20        30         
2MEPSP                       AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
       40        50        60        70        80 
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 41; 30.8% identity (73.1% similar) in 26 aa overlap (2-27:4-28) 
 
                 10        20        30        40        50         
2MEPSP   AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE 
          ..: :.:. ::  . ..: :. ..:.                                
gi|546 GTMVSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQN 
               10         20        30        40        50          
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.1 E():   91 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (50-57:109-116) 
 
      20        30        40        50        60        70          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
       80        90       100       110       120       130         
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|616 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
      140       150       160       170       180       190         
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.9  bits: 19.3 E():   93 
Smith-Waterman score: 48; 28.9% identity (57.9% similar) in 38 aa overlap (12-48:122-159) 
 
                                  10         20        30        40 
2MEPSP                    AMTLAVVALFADGPTAIR-DVASWRVKETERMVAIRTELTK 
                                     ::  :   : :.:. ..     :  :...  
gi|476 AVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIAAYPDPAKWKNSKIWMHFARLTDFNL 
             100       110       120       130       140       150  
 
               50        60        70        80                     
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                     
       .:..: .:                                                     
gi|476 MGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTLTNSPEFHLV 
             160       170       180       190       200       210  
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (50-57:115-122) 
 
      20        30        40        50        60        70          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
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      80                                                            
2MEPSP A                                                            
                                                                    
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (50-57:115-122) 
 
      20        30        40        50        60        70          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (50-57:115-122) 
 
      20        30        40        50        60        70          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|837 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (50-57:115-122) 
 
      20        30        40        50        60        70          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|217 KDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (50-57:115-122) 
 
      20        30        40        50        60        70          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|217 KDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
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>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (50-57:115-122) 
 
      20        30        40        50        60        70          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (50-57:115-122) 
 
      20        30        40        50        60        70          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (50-57:115-122) 
 
      20        30        40        50        60        70          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (50-57:115-122) 
 
      20        30        40        50        60        70          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|223 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (50-57:115-122) 
 
      20        30        40        50        60        70          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
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gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|217 KDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (50-57:115-122) 
 
      20        30        40        50        60        70          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
      80                                                            
2MEPSP A                                                            
                                                                    
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (12-48:121-158) 
 
                                  10         20        30        40 
2MEPSP                    AMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
               50        60        70        80                     
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                     
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (12-48:121-158) 
 
                                  10         20        30        40 
2MEPSP                    AMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
               50        60        70        80                     
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                     
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (12-48:121-158) 
 
                                  10         20        30        40 
2MEPSP                    AMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
               50        60        70        80                     
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                     
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
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              160       170       180       190       200       210 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (12-48:121-158) 
 
                                  10         20        30        40 
2MEPSP                    AMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
               50        60        70        80                     
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                     
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (12-48:121-158) 
 
                                  10         20        30        40 
2MEPSP                    AMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
               50        60        70        80                     
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                     
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (12-48:121-158) 
 
                                  10         20        30        40 
2MEPSP                    AMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
               50        60        70        80                     
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                     
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (12-48:121-158) 
 
                                  10         20        30        40 
2MEPSP                    AMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|117 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
               50        60        70        80                     
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                     
       .: .: .:                                                     
gi|117 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (12-48:121-158) 
 
                                  10         20        30        40 
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2MEPSP                    AMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
               50        60        70        80                     
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                     
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (12-48:121-158) 
 
                                  10         20        30        40 
2MEPSP                    AMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
               50        60        70        80                     
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                     
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (12-48:121-158) 
 
                                  10         20        30        40 
2MEPSP                    AMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
               50        60        70        80                     
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                     
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (12-48:121-158) 
 
                                  10         20        30        40 
2MEPSP                    AMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
               50        60        70        80                     
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                     
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (12-48:121-158) 
 
                                  10         20        30        40 
2MEPSP                    AMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
               50        60        70        80                     
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                     
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       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (12-48:121-158) 
 
                                  10         20        30        40 
2MEPSP                    AMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
               50        60        70        80                     
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                     
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (12-48:121-158) 
 
                                  10         20        30        40 
2MEPSP                    AMTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
               50        60        70        80                     
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                     
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 47; 22.7% identity (72.7% similar) in 22 aa overlap (2-23:421-442) 
 
                                            10        20        30  
2MEPSP                              AMTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ...:.:. ..: :.   .. .:         
gi|601 LLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANILAWNGGGESNY 
              400       410       420       430       440       450 
 
              40        50        60        70        80            
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA            
                                                                    
gi|601 SAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDELAHKVAELTEKVEDLIAGELKD 
              460       470       480       490       500       510 
 
>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.1 E():   95 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (47-57:20-30) 
 
         20        30        40        50        60        70       
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|510            MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNC 
                          10        20        30        40          
 
         80                                                         
2MEPSP FSLA                                                         
                                                                    
gi|510 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
      50        60        70        80        90       100          
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 66.7  bits: 19.0 E():   95 
Smith-Waterman score: 46; 31.7% identity (53.7% similar) in 41 aa overlap (8-48:136-174) 
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                                      10        20        30        
2MEPSP                        AMTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     :. . :  ..  :.::.::     :   .  
gi|558 IAAENVIDVKLVDANGKLHDKKSMGDDHFWAVRGGGGESFGIVVSWQVKLLP--VPPTVT 
         110       120       130       140       150         160    
 
        40        50        60        70        80                  
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA                  
       . :.  :: ::                                                  
gi|558 IFKIPKSVSEGAVDIINKWQLVAPQLPADLMIRIIAMGPKATFEAMYLGTCKTLTPMMQS 
           170       180       190       200       210       220    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.6  bits: 18.4 E():   96 
Smith-Waterman score: 44; 25.8% identity (45.5% similar) in 66 aa overlap (1-66:94-158) 
 
                                             10        20        30 
2MEPSP                               AMTLAVVALFADGPTAIRDVASWRVKETER 
                                     :...:  :  .  : :  :     . :. : 
gi|481 ADKFKTFEAASPRHPRPLRQGAGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
            70        80        90       100       110       120    
 
               40        50        60        70        80           
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA           
       ..:   :.  .   .:: : .  :   :   .  ::                         
gi|481 VIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEA 
           130       140        150       160       170       180   
 
gi|481 AFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAMSEV 
            190       200       210       220       230       240   
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.6  bits: 18.4 E():   96 
Smith-Waterman score: 44; 25.8% identity (45.5% similar) in 66 aa overlap (1-66:95-159) 
 
                                             10        20        30 
2MEPSP                               AMTLAVVALFADGPTAIRDVASWRVKETER 
                                     :...:  :  .  : :  :     . :. : 
gi|168 DKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
           70        80        90       100       110       120     
 
               40        50        60        70        80           
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA           
       ..:   :.  .   .:: : .  :   :   .  ::                         
gi|168 VIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEA 
          130       140        150       160       170       180    
 
gi|168 AFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEV 
           190       200       210       220       230       240    
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.5  bits: 18.4 E():   97 
Smith-Waterman score: 44; 25.8% identity (45.5% similar) in 66 aa overlap (1-66:98-162) 
 
                                             10        20        30 
2MEPSP                               AMTLAVVALFADGPTAIRDVASWRVKETER 
                                     :...:  :  .  : :  :     . :. : 
gi|285 DKFKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALR 
        70        80        90       100       110       120        
 
               40        50        60        70        80           
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA           
       ..:   :.  .   .:: : .  :   :   .  ::                         
gi|285 VIAGALEVHAVKPVTEE-PGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEA 
       130       140        150       160       170       180       
 
gi|285 AFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEV 
        190       200       210       220       230       240       
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.4 E():   98 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (49-56:272-279) 
 
       20        30        40        50        60        70         
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
       80 
2MEPSP LA 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.4 E():   98 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (49-56:272-279) 
 
       20        30        40        50        60        70         
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
       80 
2MEPSP LA 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.4 E():   98 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (49-56:272-279) 
 
       20        30        40        50        60        70         
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
       80 
2MEPSP LA 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.4 E():   98 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (49-56:273-280) 
 
       20        30        40        50        60        70         
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|473 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
            250       260       270       280                       
 
       80 
2MEPSP LA 
 
>>gi|348137|gb|AAA16792.1| superoxide dismutase (mangane  (233 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.4  bits: 18.1 E():   98 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (32-69:158-195) 
 
              10        20        30        40        50        60  
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|348 AIDADFGSLEKLIQLMNAEGAALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
       130       140       150       160       170       180        
 
              70        80                            
2MEPSP VTAIDTYDDHRMAMAFSLA                            
       . .::...                                       
gi|348 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
       190       200       210       220       230    
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 18.4 E(): 1e 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (49-56:277-284) 
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       20        30        40        50        60        70         
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSFQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
        250       260       270       280       290                 
 
       80 
2MEPSP LA 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:06 2011 done: Tue Apr 19 10:58:06 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 335  - 414 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     2     0:= 
  28     1     0:= 
  30     3     2:* 
  32    11     8:==*= 
  34    25    22:=======*= 
  36    35    44:============  * 
  38    51    73:=================       * 
  40   108   102:=================================*== 
  42   136   125:=========================================*==== 
  44   137   138:=============================================* 
  46   130   140:============================================  * 
  48   152   134:============================================*====== 
  50   130   122:========================================*=== 
  52   110   108:===================================*= 
  54    92    92:==============================* 
  56    79    77:=========================*= 
  58    59    63:====================* 
  60    35    51:============    * 
  62    37    41:=============* 
  64    27    33:========= * 
  66    48    26:========*======= 
  68    25    20:======*== 
  70    17    16:=====* 
  72     7    12:===* 
  74     3    10:=  * 
  76     5     8:==* 
  78     8     6:=*= 
  80     1     5:=* 
  82     8     3:*== 
  84     3     3:* 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10906

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.68270.00324; mu= 7.9429 0.170 
 mean_var=32.7823 8.250, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.224003 
 Kolmogorov-Smirnov  statistic: 0.0143 (N=28) at  38 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 23.0       2 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.6     3.5 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   52 21.0     8.1 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 21.0     8.2 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.7     9.4 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 21.0      10 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.6      11 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   53 21.3      12 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 20.1      13 
gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family prot ( 150)   50 20.4      13 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 21.0      14 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 19.2      15 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 19.2      15 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 20.1      15 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.3      15 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 19.1      17 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   51 20.7      21 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 20.0      22 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 20.0      22 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 21.0      23 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.7      23 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.4      24 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.4      24 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.4      24 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.7      26 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   50 20.3      27 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 19.1      29 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 19.1      29 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 19.1      30 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 20.0      37 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.9      39 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.5      41 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.8      42 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.5      42 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.5      46 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.8      46 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.1      46 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.5      49 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   50 20.3      51 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 20.0      56 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 20.0      56 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.5      57 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.7      59 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.7      59 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.1      59 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   43 18.1      59 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   43 18.1      59 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   43 18.1      59 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   43 18.1      59 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   43 18.1      59 
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gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.4      61 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 18.1      61 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 20.0      64 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.4      65 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   42 17.8      66 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 18.1      67 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   46 19.0      67 
gi|148361511|gb|ABQ59329.1| vacuolar serine protea ( 388)   47 19.4      67 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.7      68 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 19.0      68 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.0      69 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.0      69 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.4      72 
gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=C ( 222)   44 18.4      73 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 20.0      81 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.5      81 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.0      81 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.7      82 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 15.0      83 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.3      84 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 18.1      84 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 18.1      84 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.5      84 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   44 18.4      85 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.1      86 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.4      86 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.7      86 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 18.1      87 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.3      87 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.5      87 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.3      89 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.1      89 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   41 17.5      89 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   41 17.5      89 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.9      89 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 16.9      89 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.5      89 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   47 19.3      90 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      90 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   47 19.3      90 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   47 19.3      90 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   47 19.3      90 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   47 19.3      90 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   47 19.3      90 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      90 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   47 19.3      90 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   47 19.3      90 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   47 19.3      90 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   47 19.3      90 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   47 19.3      90 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      90 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   47 19.3      91 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   43 18.1      91 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   43 18.1      91 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   43 18.1      91 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   43 18.1      91 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   43 18.1      91 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   43 18.1      91 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   43 18.1      91 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   43 18.1      91 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   43 18.1      91 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   43 18.1      91 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   43 18.1      91 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   46 19.0      92 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.1      93 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   44 18.4      95 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.4      95 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.4      95 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   44 18.4      95 
gi|348137|gb|AAA16792.1| superoxide dismutase (man ( 233)   43 18.1      96 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   44 18.4      97 
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gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A ( 297)   44 18.4      99 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 97.0  bits: 23.0 E():    2 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (36-63:27-53) 
 
          10        20        30        40        50        60      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :: .:   : :::::   .::.. :   
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
          70        80                                              
2MEPSP TYDDHRMAMAFSLAA                                              
                                                                    
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 92.8  bits: 23.6 E():  3.5 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (42-68:23-50) 
 
              20        30        40        50        60         70 
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDH 
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
               80                                                   
2MEPSP RMAMAFSLAA                                                   
                                                                    
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 86.2  bits: 21.0 E():  8.1 
Smith-Waterman score: 52; 28.4% identity (55.4% similar) in 74 aa overlap (1-73:8-67) 
 
                      10        20        30        40        50    
2MEPSP        MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:..  ::         :    .: : ::: 
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANHEIKKV--MVD--------GC---HGSDPCII 
               10         20        30                     40       
 
            60         70        80                                 
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAA                                 
          . .:. :: :. .. . :                                        
gi|558 HRGKPFNLEAIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAK 
         50        60        70        80        90       100       
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.0  bits: 21.0 E():  8.2 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (24-57:104-138) 
 
                      10        20        30         40        50   
2MEPSP        MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
             60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAA 
       :.: .                        
gi|110 ISPSQGCQFSSPYWSY             
           140                      
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 85.0  bits: 20.7 E():  9.4 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (11-65:45-89) 
 
                                   10        20        30        40 
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2MEPSP                     MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
               50        60        70        80                     
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                     
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 84.5  bits: 21.0 E():   10 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (44-72:36-62) 
 
            20        30        40        50        60        70    
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
            80                                                      
2MEPSP MAFSLAA                                                      
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 84.1  bits: 21.6 E():   11 
Smith-Waterman score: 54; 28.8% identity (52.5% similar) in 80 aa overlap (4-80:110-185) 
 
                                          10          20        30  
2MEPSP                            MTLAVVALFADGPT--AIRDVASWRVKETERMV 
                                     ::.   : :::  :  :.    . :. :.. 
gi|144 EATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEALRVI 
      80        90       100       110       120       130          
 
              40        50        60         70        80           
2MEPSP AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD-HRMAMAFSLAA           
       :   :.  .  ..:: :   :  :  .:..  .:  :  ...: . . ::           
gi|144 AGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKFTVFE 
     140       150       160           170       180       190      
 
gi|144 GAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSE 
         200       210       220       230       240       250      
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 83.1  bits: 21.3 E():   12 
Smith-Waterman score: 53; 28.8% identity (52.5% similar) in 80 aa overlap (4-80:85-160) 
 
                                          10          20        30  
2MEPSP                            MTLAVVALFADGPT--AIRDVASWRVKETERMV 
                                     ::.   : :::  :  :.    . :. :.. 
gi|180 EATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEALRVI 
           60        70        80        90       100       110     
 
              40        50        60         70        80           
2MEPSP AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD-HRMAMAFSLAA           
       :   :.  .  ..:: :   :  :  .:..  .:  :  ...: . . ::           
gi|180 AGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKFTVFE 
          120       130         140         150       160       170 
 
gi|180 GAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSE 
              180       190       200       210       220       230 
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 82.8  bits: 20.1 E():   13 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (17-55:63-104) 
 
                             10        20          30        40     
2MEPSP               MTLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
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                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
            50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
       .   : ::.  :                          
gi|999 AALVPKYCLQHPHACDLYKNQTVMS             
            100       110                    
 
>>gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family protein   (150 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 82.5  bits: 20.4 E():   13 
Smith-Waterman score: 50; 26.4% identity (44.4% similar) in 72 aa overlap (6-75:58-120) 
 
                                        10        20        30      
2MEPSP                          MTLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                     :  ::.   ::.:.   . ::.         
gi|155 LDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFANDHPAIKDAYEAEKKEV-------- 
        30        40        50        60        70                  
 
          40        50          60        70        80              
2MEPSP ELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHRMAMAFSLAA              
        :.   :. ::        ::.  : ..    : ::  ...:                   
gi|155 -LAAQQAAEEEHKKLVAALPPDAQKADAELTATADDASLTLAAKHDKIVQTFESLPPAVK 
       80        90       100       110       120       130         
 
gi|155 EELNKLNQQGQS 
      140       150 
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 82.0  bits: 21.0 E():   14 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (40-57:180-197) 
 
      10        20        30        40         50        60         
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
       70        80                          
2MEPSP DHRMAMAFSLAA                          
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 81.6  bits: 19.2 E():   15 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (9-55:15-61) 
 
                     10        20        30         40        50    
2MEPSP       MTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCII 
                     .:.   :.: ..:  . :..::.: : :.   .  . .:  ..:   
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCNA 
               10        20        30        40         50          
 
            60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAA 
       .:                          
gi|124 NPGLMKDVAKVF                
      60        70                 
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 81.4  bits: 19.2 E():   15 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (9-55:17-63) 
 
                       10        20        30         40        50  
2MEPSP         MTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                       .:.   :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
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              60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMAMAFSLAA 
         .:                          
gi|124 NANPGLMKDVAKVF                
      60        70                   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 81.4  bits: 20.1 E():   15 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (24-57:96-130) 
 
                      10        20        30         40        50   
2MEPSP        MTLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
             60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAA 
       :.: .                        
gi|244 ISPSQGCQFQSSY                
         130                        
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 81.4  bits: 21.3 E():   15 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (11-57:115-168) 
 
                                   10        20        30        40 
2MEPSP                     MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
                   50            60        70        80             
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYDDHRMAMAFSLAA             
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.4  bits: 19.1 E():   17 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (9-55:26-72) 
 
                                10        20        30         40   
2MEPSP                  MTLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
             50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
       . .:  ..:  .:                          
gi|187 DFDEFISFCNANPGLMKDVAKVF                
      60        70        80                  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 78.5  bits: 20.7 E():   21 
Smith-Waterman score: 51; 28.8% identity (50.7% similar) in 73 aa overlap (10-80:123-186) 
 
                                    10          20        30        
2MEPSP                      MTLAVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    . :. :..:   :. 
gi|441 SSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEALRVIAGALEV 
            100       110       120       130       140       150   
 
        40        50        60        70        80                  
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                  
         .  ..:: :   :  :  .:..  .:  :      ::..::                  
gi|441 HAVKPATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFES 
            160         170              180       190       200    
 
gi|441 AFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMTQA 
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           210       220       230       240       250       260    
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.4  bits: 20.0 E():   22 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (25-75:56-100) 
 
                     10        20        30         40        50    
2MEPSP       MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
            60         70        80                                 
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAA                                 
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.2  bits: 20.0 E():   22 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (25-75:60-104) 
 
                     10        20        30         40        50    
2MEPSP       MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
            60         70        80                                 
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAA                                 
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 78.1  bits: 21.0 E():   23 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (24-67:81-124) 
 
                      10        20        30        40        50    
2MEPSP        MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
            60        70        80                                  
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAA                                  
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 77.9  bits: 19.7 E():   23 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (52-79:106-134) 
 
              30        40        50        60        70         80 
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.7  bits: 19.4 E():   24 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (36-63:28-54) 
 
          10        20        30        40        50        60      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
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                  10        20        30         40        50       
 
          70        80                                              
2MEPSP TYDDHRMAMAFSLAA                                              
                                                                    
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.7  bits: 19.4 E():   24 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (36-63:28-54) 
 
          10        20        30        40        50        60      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
          70        80                                              
2MEPSP TYDDHRMAMAFSLAA                                              
                                                                    
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.7  bits: 19.4 E():   24 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (36-63:28-54) 
 
          10        20        30        40        50        60      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
          70        80                                              
2MEPSP TYDDHRMAMAFSLAA                                              
                                                                    
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.1  bits: 19.7 E():   26 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (50-56:141-147) 
 
      20        30        40        50        60        70          
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
      80                  
2MEPSP A                  
                          
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 76.8  bits: 20.3 E():   27 
Smith-Waterman score: 50; 27.9% identity (50.0% similar) in 68 aa overlap (13-80:128-186) 
 
                                 10        20        30        40   
2MEPSP                   MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|663 LATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEALRVIAGALEVHAVKP 
       100       110       120       130       140       150        
 
             50        60        70        80                       
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                       
       ..:: :   :  :  .:..  .:  :      ::..::                       
gi|663 ATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFESAFNKA 
       160         170              180       190       200         
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gi|663 LKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAK 
      210       220       230       240       250       260         
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 76.2  bits: 19.1 E():   29 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (11-61:73-125) 
 
                                   10        20        30           
2MEPSP                     MTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
      40        50            60        70        80 
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAA 
        :  : : : .: :.    ::  .:.                    
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN       
     100       110       120       130               
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 76.1  bits: 19.1 E():   29 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (11-61:37-89) 
 
                                   10        20        30           
2MEPSP                     MTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
      40        50            60        70        80                
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAA                
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (11-61:31-83) 
 
                                   10        20        30           
2MEPSP                     MTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
      40        50            60        70        80                
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAA                
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 74.3  bits: 20.0 E():   37 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (40-68:141-170) 
 
      10        20        30        40        50         60         
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
       70        80                                                 
2MEPSP DHRMAMAFSLAA                                                 
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.9  bits: 17.9 E():   39 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (15-32:28-45) 
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                            10        20        30        40        
2MEPSP              MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                                         
gi|144 ISFCNANPGLMKDVAKVF                
               70                        
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 73.5  bits: 18.5 E():   41 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (34-63:10-38) 
 
            10        20        30        40        50        60    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     . :.:.:  .   : :.:.:   . :.. : 
gi|484                      GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEA 
                                    10        20         30         
 
            70        80                                            
2MEPSP IDTYDDHRMAMAFSLAA                                            
                                                                    
gi|484 KFAANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILP 
       40        50        60        70        80        90         
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (7-28:22-43) 
 
                              10        20        30        40      
2MEPSP                MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                            ::: :. . :. :    .: ::                  
gi|167 MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                          
                                                                    
gi|167 EASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (36-73:12-50) 
 
          10        20        30        40        50        60      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. .. ..: : :::   . ... :.  
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
           70        80                                             
2MEPSP DTYDDHRMAMAFSLAA                                             
       :. .. . :                                                    
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.5  bits: 18.5 E():   46 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (36-63:28-54) 
 
          10        20        30        40        50        60      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
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          70        80                                              
2MEPSP TYDDHRMAMAFSLAA                                              
                                                                    
gi|212 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.4  bits: 18.8 E():   46 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (23-61:83-126) 
 
                       10        20        30         40        50  
2MEPSP         MTLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
                  60        70        80                            
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAA                            
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 72.4  bits: 18.1 E():   46 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (43-62:89-108) 
 
             20        30        40        50        60        70   
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
             80 
2MEPSP AMAFSLAA 
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (13-58:52-93) 
 
                                 10        20        30        40   
2MEPSP                   MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
             50        60        70        80                       
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                       
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.7  bits: 20.3 E():   51 
Smith-Waterman score: 50; 26.2% identity (47.7% similar) in 65 aa overlap (13-76:336-393) 
 
                                 10        20        30        40   
2MEPSP                   MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
              50        60        70        80                      
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                      
       . .:   : :       :.:   : . :.    .:                          
gi|556 TKIELDRDSCR-DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDI 
     360       370        380       390       400       410         
 
gi|556 IEAAPFGSTADLIRLKGADIWDVAEHSFALDDEGRTNCLQVSGLRIVIDISKPIRSRVKK 
      420       430       440       450       460       470         
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
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 initn:  42 init1:  42 opt:  49  Z-score: 70.9  bits: 20.0 E():   56 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (37-74:168-204) 
 
         10        20        30        40        50        60       
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
         70        80                                               
2MEPSP YDDHRMAMAFSLAA                                               
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.9  bits: 20.0 E():   56 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (37-74:168-204) 
 
         10        20        30        40        50        60       
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
         70        80                                               
2MEPSP YDDHRMAMAFSLAA                                               
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.8  bits: 17.5 E():   57 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (48-62:70-84) 
 
        20        30        40        50        60        70        
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
        80 
2MEPSP LAA 
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.5  bits: 18.7 E():   59 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (49-65:115-128) 
 
       20        30        40        50        60        70         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.5  bits: 18.7 E():   59 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (49-65:115-128) 
 
       20        30        40        50        60        70         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
       80                                                           
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2MEPSP AA                                                           
                                                                    
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (24-57:170-204) 
 
                      10        20        30        40         50   
2MEPSP        MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
             60        70        80                                 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAA                                 
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (1-26:8-32) 
 
                      10        20        30        40        50    
2MEPSP        MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
            60        70        80                                  
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAA                                  
                                                                    
gi|558 ANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (1-26:8-32) 
 
                      10        20        30        40        50    
2MEPSP        MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|864 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
            60        70        80                                  
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAA                                  
                                                                    
gi|864 ANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (1-26:8-32) 
 
                      10        20        30        40        50    
2MEPSP        MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|218 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
            60        70        80                                  
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAA                                  
                                                                    
gi|218 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 70.5  bits: 18.1 E():   59 
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Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (1-26:8-32) 
 
                      10        20        30        40        50    
2MEPSP        MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|256 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
            60        70        80                                  
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAA                                  
                                                                    
gi|256 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 43; 30.8% identity (73.1% similar) in 26 aa overlap (1-26:8-32) 
 
                      10        20        30        40        50    
2MEPSP        MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
              ..: :.:. ::  . ..: :. ..:.                            
gi|558 MISKILCLSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10         20        30        40        50          
 
            60        70        80                                  
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAA                                  
                                                                    
gi|558 ANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.2  bits: 18.4 E():   61 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:172-179) 
 
        20        30        40        50        60        70        
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
        80 
2MEPSP LAA 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 18.1 E():   61 
Smith-Waterman score: 43; 36.7% identity (76.7% similar) in 30 aa overlap (15-43:54-82) 
 
                               10        20        30         40    
2MEPSP                 MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGAS 
                                     ::.:.:.. :. . :....  : .: ::.: 
gi|121 HDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHAS-RIIGFFGEYVTLLGSS 
            30        40        50        60         70        80   
 
            50        60        70        80                        
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                        
                                                                    
gi|121 GNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAFDKAF 
             90       100       110       120       130       140   
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.9  bits: 20.0 E():   64 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (13-25:336-348) 
 
                                 10        20        30        40   
2MEPSP                   MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
             50        60        70        80                       
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                       
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gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (4-22:15-35) 
 
                          10          20        30        40        
2MEPSP            MTLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                     :.:. :.:.:  .  :  :.:                          
gi|908 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAMGGKGGA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                            
                                                                    
gi|908 FYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEV 
               70        80        90       100       110       120 
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 42; 19.6% identity (69.6% similar) in 46 aa overlap (2-47:19-64) 
 
                                10        20        30        40    
2MEPSP                  MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                         .:...:....: ..  . :.. . . :...::  .. . :.  
gi|164 MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQPGTL 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                        
       .  :                                                         
gi|164 APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE 
               70        80        90       100       110       120 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (34-67:131-164) 
 
            10        20        30        40        50        60    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
            70        80 
2MEPSP IDTYDDHRMAMAFSLAA 
          :              
gi|158 RTPY              
                         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 46; 30.8% identity (56.4% similar) in 39 aa overlap (10-46:140-178) 
 
                                    10          20        30        
2MEPSP                      MTLAVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. :..:   :. 
gi|330 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRIIAGTLEV 
     110       120       130       140       150       160          
 
        40        50        60        70        80                  
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                  
         .  ..::                                                    
gi|330 HAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAAFNDAIKASTG 
     170       180       190       200       210       220          
 
>>gi|148361511|gb|ABQ59329.1| vacuolar serine protease [  (388 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.5  bits: 19.4 E():   67 
Smith-Waterman score: 47; 22.7% identity (72.7% similar) in 22 aa overlap (1-22:291-312) 
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                                             10        20        30 
2MEPSP                               MTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ...:.:. ..: :.   .. .:         
gi|148 LLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANILAWNGGGESNY 
              270       280       290       300       310       320 
 
               40        50        60        70        80           
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA           
                                                                    
gi|148 SAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGDELAKKVAELTEKIEDLISGDLKD 
              330       340       350       360       370       380 
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.4  bits: 15.7 E():   68 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (11-16:25-30) 
 
                             10        20        30        40       
2MEPSP               MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
               10        20        30                               
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (5-52:178-227) 
 
                                         10        20         30    
2MEPSP                           MTLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
            40         50        60        70        80             
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA             
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.3  bits: 19.0 E():   69 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (24-57:188-222) 
 
                      10        20        30        40         50   
2MEPSP        MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
             60        70        80                                 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAA                                 
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.3  bits: 19.0 E():   69 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (24-57:188-222) 
 
                      10        20        30        40         50   
2MEPSP        MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
             60        70        80                                 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAA                                 
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
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>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.0  bits: 19.4 E():   72 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (49-65:318-334) 
 
       20        30        40        50        60        70         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|20141344|sp|P20347.3|CPI1_SOLTU RecName: Full=Cyste  (222 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.8  bits: 18.4 E():   73 
Smith-Waterman score: 44; 22.6% identity (58.1% similar) in 31 aa overlap (1-31:121-151) 
 
                                             10        20        30 
2MEPSP                               MTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ::.. . .:.       : . :.:.. . . 
gi|201 HMSIPQFLGEGTPVVFVRKSESDYGDVVRVMTVVYIKFFVKTTKLCVDQTVWKVNDEQLV 
              100       110       120       130       140       150 
 
               40        50        60        70        80           
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA           
       :                                                            
gi|201 VTGGKVGNENDIFKIMKTDLVTPGGSKYVYKLLHCPSHLGCKNIGGNFKNGYPRLVTVDD 
              160       170       180       190       200       210 
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.0  bits: 20.0 E():   81 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (34-58:517-541) 
 
            10        20        30        40        50        60    
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
            70        80                                            
2MEPSP IDTYDDHRMAMAFSLAA                                            
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (36-73:12-50) 
 
          10        20        30        40        50        60      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|179                    DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
           70        80                                             
2MEPSP DTYDDHRMAMAFSLAA                                             
       :. .. . :                                                    
gi|179 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPES 
              50        60        70        80        90       100  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.0  bits: 19.0 E():   81 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (31-62:183-213) 
 
               10        20        30        40        50        60 
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
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gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
               70        80                                         
2MEPSP VTAIDTYDDHRMAMAFSLAA                                         
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (19-48:227-256) 
 
                           10        20        30        40         
2MEPSP             MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
       50        60        70        80                     
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                     
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.8  bits: 15.0 E():   83 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (52-59:9-16) 
 
              30        40        50        60        70        80 
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                                     :: :: :.                      
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP              
                                     10        20                  
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.7  bits: 19.3 E():   84 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (21-68:372-418) 
 
                         10        20        30        40        50 
2MEPSP           MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
                  60        70        80                            
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSLAA                            
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (31-68:130-167) 
 
               10        20        30        40        50        60 
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
               70        80                           
2MEPSP VTAIDTYDDHRMAMAFSLAA                           
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (31-68:130-167) 
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               10        20        30        40        50        60 
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
               70        80                           
2MEPSP VTAIDTYDDHRMAMAFSLAA                           
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (64-75:15-26) 
 
            40        50        60        70        80              
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA              
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 44; 27.4% identity (50.7% similar) in 73 aa overlap (10-80:86-147) 
 
                                    10          20        30        
2MEPSP                      MTLAVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|422 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
          60        70        80        90       100       110      
 
        40        50        60        70        80                  
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                  
         .  ..::      . :  .:.:  :.  :      ::..::                  
gi|422 HAVKPAAEE----VKVIPAAELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
         120           130         140            150       160     
 
gi|422 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
          170       180       190       200       210       220     
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (46-56:3-13) 
 
          20        30        40        50        60        70      
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
          80                                                        
2MEPSP FSLAA                                                        
                                                                    
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 18.4 E():   86 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:245-252) 
 
        20        30        40        50        60        70        
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
        80 
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2MEPSP LAA 
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.5  bits: 18.7 E():   86 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (49-57:214-222) 
 
       20        30        40        50        60        70         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.1 E():   87 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (49-56:116-123) 
 
       20        30        40        50        60        70         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.5  bits: 19.3 E():   87 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (8-29:469-490) 
 
                                      10        20        30        
2MEPSP                        MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
        40        50        60        70        80 
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (36-73:21-59) 
 
          10        20        30        40        50        60      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|217           SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                         10        20        30        40        50 
 
           70        80                                             
2MEPSP DTYDDHRMAMAFSLAA                                             
       :. .. . :                                                    
gi|217 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKS 
               60        70        80        90       100       110 
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.3  bits: 19.3 E():   89 
Smith-Waterman score: 48; 28.9% identity (57.9% similar) in 38 aa overlap (11-47:122-159) 
 
                                   10         20        30          
2MEPSP                     MTLAVVALFADGPTAIR-DVASWRVKETERMVAIRTELTK 
                                     ::  :   : :.:. ..     :  :...  
gi|476 AVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIAAYPDPAKWKNSKIWMHFARLTDFNL 
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             100       110       120       130       140       150  
 
      40        50        60        70        80                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                    
       .:..: .:                                                     
gi|476 MGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTLTNSPEFHLV 
             160       170       180       190       200       210  
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.1 E():   89 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (49-56:109-116) 
 
       20        30        40        50        60        70         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
       80        90       100       110       120       130         
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|616 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
      140       150       160       170       180       190         
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 17.5 E():   89 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (36-63:28-54) 
 
          10        20        30        40        50        60      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|214    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
          70        80                                              
2MEPSP TYDDHRMAMAFSLAA                                              
                                                                    
gi|214 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 17.5 E():   89 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (36-63:28-54) 
 
          10        20        30        40        50        60      
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
          70        80                                              
2MEPSP TYDDHRMAMAFSLAA                                              
                                                                    
gi|158 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 16.9 E():   89 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (48-62:70-84) 
 
        20        30        40        50        60        70        
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
      40        50        60        70        80        90          
 
        80 
2MEPSP LAA 
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 67.3  bits: 16.9 E():   89 
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Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (16-62:32-85) 
 
                              10        20        30        40      
2MEPSP                MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
 
                  50        60        70        80 
2MEPSP --------EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                 :  : .. : :....                   
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK            
               70        80        90              
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 17.5 E():   89 
Smith-Waterman score: 41; 30.8% identity (73.1% similar) in 26 aa overlap (1-26:4-28) 
 
                  10        20        30        40        50        
2MEPSP    MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPE 
          ..: :.:. ::  . ..: :. ..:.                                
gi|546 GTMVSLLVAAVVAD-QVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQN 
               10         20        30        40        50          
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (11-47:121-158) 
 
                                   10         20        30          
2MEPSP                     MTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
      40        50        60        70        80                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                    
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (11-47:121-158) 
 
                                   10         20        30          
2MEPSP                     MTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
      40        50        60        70        80                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                    
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (11-47:121-158) 
 
                                   10         20        30          
2MEPSP                     MTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
      40        50        60        70        80                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                    
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
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>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (11-47:121-158) 
 
                                   10         20        30          
2MEPSP                     MTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
      40        50        60        70        80                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                    
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (11-47:121-158) 
 
                                   10         20        30          
2MEPSP                     MTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
      40        50        60        70        80                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                    
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (11-47:121-158) 
 
                                   10         20        30          
2MEPSP                     MTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
      40        50        60        70        80                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                    
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (11-47:121-158) 
 
                                   10         20        30          
2MEPSP                     MTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|117 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
      40        50        60        70        80                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                    
       .: .: .:                                                     
gi|117 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (11-47:121-158) 
 
                                   10         20        30          
2MEPSP                     MTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
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                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
      40        50        60        70        80                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                    
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (11-47:121-158) 
 
                                   10         20        30          
2MEPSP                     MTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
      40        50        60        70        80                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                    
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (11-47:121-158) 
 
                                   10         20        30          
2MEPSP                     MTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
      40        50        60        70        80                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                    
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (11-47:121-158) 
 
                                   10         20        30          
2MEPSP                     MTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
      40        50        60        70        80                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                    
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (11-47:121-158) 
 
                                   10         20        30          
2MEPSP                     MTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
      40        50        60        70        80                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                    
       .: .: .:                                                     
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gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (11-47:121-158) 
 
                                   10         20        30          
2MEPSP                     MTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
      40        50        60        70        80                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                    
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (11-47:121-158) 
 
                                   10         20        30          
2MEPSP                     MTLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
      40        50        60        70        80                    
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                    
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.1  bits: 19.3 E():   91 
Smith-Waterman score: 47; 22.7% identity (72.7% similar) in 22 aa overlap (1-22:421-442) 
 
                                             10        20        30 
2MEPSP                               MTLAVVALFADGPTAIRDVASWRVKETERM 
                                     ...:.:. ..: :.   .. .:         
gi|601 LLAYLLSLQPAKDSAFAVADISPKKLKANLISIATVGALTDVPSNTANILAWNGGGESNY 
              400       410       420       430       440       450 
 
               40        50        60        70        80           
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA           
                                                                    
gi|601 SAIVEKGGYKATHRPTMLEEIESEAKVASKKVYSEGDELAHKVAELTEKVEDLIAGELKD 
              460       470       480       490       500       510 
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.1 E():   91 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (49-56:115-122) 
 
       20        30        40        50        60        70         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|217 KDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.1 E():   91 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (49-56:115-122) 
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       20        30        40        50        60        70         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|217 KDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.1 E():   91 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (49-56:115-122) 
 
       20        30        40        50        60        70         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.1 E():   91 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (49-56:115-122) 
 
       20        30        40        50        60        70         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.1 E():   91 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (49-56:115-122) 
 
       20        30        40        50        60        70         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.1 E():   91 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (49-56:115-122) 
 
       20        30        40        50        60        70         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
       80                                                           
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2MEPSP AA                                                           
                                                                    
gi|217 KDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.1 E():   91 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (49-56:115-122) 
 
       20        30        40        50        60        70         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|223 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.1 E():   91 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (49-56:115-122) 
 
       20        30        40        50        60        70         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.1 E():   91 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (49-56:115-122) 
 
       20        30        40        50        60        70         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|837 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.1 E():   91 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (49-56:115-122) 
 
       20        30        40        50        60        70         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.1 E():   91 
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Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (49-56:115-122) 
 
       20        30        40        50        60        70         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
       80                                                           
2MEPSP AA                                                           
                                                                    
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.0  bits: 19.0 E():   92 
Smith-Waterman score: 46; 31.7% identity (53.7% similar) in 41 aa overlap (7-47:136-174) 
 
                                       10        20        30       
2MEPSP                         MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     :. . :  ..  :.::.::     :   .  
gi|558 IAAENVIDVKLVDANGKLHDKKSMGDDHFWAVRGGGGESFGIVVSWQVKLLP--VPPTVT 
         110       120       130       140       150         160    
 
         40        50        60        70        80                 
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA                 
       . :.  :: ::                                                  
gi|558 IFKIPKSVSEGAVDIINKWQLVAPQLPADLMIRIIAMGPKATFEAMYLGTCKTLTPMMQS 
           170       180       190       200       210       220    
 
>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (46-56:20-30) 
 
          20        30        40        50        60        70      
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|510            MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNC 
                          10        20        30        40          
 
          80                                                        
2MEPSP FSLAA                                                        
                                                                    
gi|510 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
      50        60        70        80        90       100          
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:272-279) 
 
        20        30        40        50        60        70        
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
        80 
2MEPSP LAA 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:272-279) 
 
        20        30        40        50        60        70        
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
        80 
2MEPSP LAA 
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>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:272-279) 
 
        20        30        40        50        60        70        
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
        80 
2MEPSP LAA 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:273-280) 
 
        20        30        40        50        60        70        
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|473 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
            250       260       270       280                       
 
        80 
2MEPSP LAA 
 
>>gi|348137|gb|AAA16792.1| superoxide dismutase (mangane  (233 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.6  bits: 18.1 E():   96 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (31-68:158-195) 
 
               10        20        30        40        50        60 
2MEPSP MTLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|348 AIDADFGSLEKLIQLMNAEGAALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
       130       140       150       160       170       180        
 
               70        80                           
2MEPSP VTAIDTYDDHRMAMAFSLAA                           
       . .::...                                       
gi|348 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
       190       200       210       220       230    
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.4 E():   97 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:277-284) 
 
        20        30        40        50        60        70        
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSFQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
        250       260       270       280       290                 
 
        80 
2MEPSP LAA 
 
>>gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A-IV   (297 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.4 E():   99 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:283-290) 
 
        20        30        40        50        60        70        
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            260       270       280       290                       
 
        80 
2MEPSP LAA 
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:06 2011 done: Tue Apr 19 10:58:06 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 336  - 415 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     2     0:= 
  28     1     0:= 
  30     4     2:*= 
  32    11     8:==*= 
  34    23    22:=======* 
  36    35    44:============  * 
  38    55    73:===================     * 
  40   110   102:=================================*=== 
  42   129   125:=========================================*= 
  44   143   138:=============================================*== 
  46   119   140:========================================      * 
  48   153   134:============================================*====== 
  50   141   122:========================================*====== 
  52   110   108:===================================*= 
  54    90    92:==============================* 
  56    78    77:=========================* 
  58    57    63:=================== * 
  60    38    51:=============   * 
  62    35    41:============ * 
  64    27    33:========= * 
  66    47    26:========*======= 
  68    26    20:======*== 
  70    15    16:=====* 
  72     7    12:===* 
  74     4    10:== * 
  76     5     8:==* 
  78     8     6:=*= 
  80     1     5:=* 
  82     8     3:*== 
  84     4     3:*= 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
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Statistics:  Expectation_n fit: rho(ln(x))= 4.59150.00322; mu= 8.4357 0.169 
 mean_var=32.2488 8.073, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.225849 
 Kolmogorov-Smirnov  statistic: 0.0144 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 23.0     1.9 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.6     3.3 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 21.1       8 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.8     9.2 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 21.1     9.7 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.8     9.8 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.7      10 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   53 21.4      12 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 20.1      12 
gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family prot ( 150)   50 20.4      13 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 21.1      13 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.4      14 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 19.2      14 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 20.1      15 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 19.2      15 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 19.2      17 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   51 20.7      21 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 20.1      21 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 21.0      22 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 20.1      22 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.8      23 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.5      23 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.5      23 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.5      23 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.8      25 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   50 20.4      26 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 19.1      28 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 19.1      29 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 19.1      29 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 20.1      36 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   44 18.5      38 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.9      39 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.5      40 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.8      41 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.5      41 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.5      45 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.8      46 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.2      46 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.5      49 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   50 20.4      49 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 20.0      54 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 20.0      54 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.5      56 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.1      58 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.8      58 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.8      58 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.5      60 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 18.1      61 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 20.0      61 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.4      63 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   46 19.1      65 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   42 17.8      66 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 18.1      66 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 19.1      66 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.1      67 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.1      67 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.6      69 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.4      70 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 20.0      77 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.1      79 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.8      80 
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gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.5      80 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.4      81 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 18.1      83 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 18.1      83 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   44 18.4      83 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.5      84 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.4      84 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.8      84 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.4      84 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.1      84 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 18.1      85 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 15.0      85 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.4      86 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.5      86 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   47 19.4      87 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   47 19.4      87 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   47 19.4      87 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   47 19.4      87 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   47 19.4      87 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   47 19.4      87 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   47 19.4      87 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   47 19.4      87 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   47 19.4      87 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   47 19.4      87 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   47 19.4      87 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   47 19.4      87 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   47 19.4      87 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   47 19.4      87 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.1      87 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   41 17.5      88 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   41 17.5      88 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.5      89 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 16.9      89 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.9      89 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   46 19.1      89 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   43 18.1      90 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   43 18.1      90 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   43 18.1      90 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   43 18.1      90 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   43 18.1      90 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   43 18.1      90 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   43 18.1      90 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   43 18.1      90 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   43 18.1      90 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   43 18.1      90 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   43 18.1      90 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   41 17.5      91 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   41 17.5      91 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   41 17.5      91 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   41 17.5      91 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   41 17.5      91 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.1      91 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.4      93 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.4      93 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   44 18.4      93 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   44 18.4      93 
gi|348137|gb|AAA16792.1| superoxide dismutase (man ( 233)   43 18.1      94 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   44 18.4      94 
gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A ( 297)   44 18.4      96 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   45 18.8      98 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   41 17.5      99 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   44 18.4   1e 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   41 17.5   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 97.3  bits: 23.0 E():  1.9 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (35-62:27-53) 
 
           10        20        30        40        50        60     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :: .:   : :::::   .::.. :   
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gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
           70        80                                             
2MEPSP TYDDHRMAMAFSLAAC                                             
                                                                    
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 93.2  bits: 23.6 E():  3.3 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (41-67:23-50) 
 
               20        30        40        50        60           
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDH 
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
      70        80                                                  
2MEPSP RMAMAFSLAAC                                                  
                                                                    
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.3  bits: 21.1 E():    8 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (23-56:104-138) 
 
                       10        20        30         40        50  
2MEPSP         TLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
              60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
       :.: .                         
gi|110 ISPSQGCQFSSPYWSY              
           140                       
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 85.2  bits: 20.8 E():  9.2 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (10-64:45-89) 
 
                                    10        20        30          
2MEPSP                      TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
      40        50        60        70        80                    
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                    
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 84.8  bits: 21.1 E():  9.7 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (43-71:36-62) 
 
             20        30        40        50        60        70   
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
             80                                                     
2MEPSP MAFSLAAC                                                     
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
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            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 84.7  bits: 20.8 E():  9.8 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (35-72:29-67) 
 
           10        20        30        40        50        60     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . .:. ::  
gi|558   MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIF 
                 10        20        30        40        50         
 
            70        80                                            
2MEPSP DTYDDHRMAMAFSLAAC                                            
       :. .. . :                                                    
gi|558 DANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 84.4  bits: 21.7 E():   10 
Smith-Waterman score: 54; 28.8% identity (52.5% similar) in 80 aa overlap (3-79:110-185) 
 
                                           10          20        30 
2MEPSP                             TLAVVALFADGPT--AIRDVASWRVKETERMV 
                                     ::.   : :::  :  :.    . :. :.. 
gi|144 EATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEALRVI 
      80        90       100       110       120       130          
 
               40        50        60         70        80          
2MEPSP AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD-HRMAMAFSLAAC          
       :   :.  .  ..:: :   :  :  .:..  .:  :  ...: . . ::           
gi|144 AGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKFTVFE 
     140       150       160           170       180       190      
 
gi|144 GAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSE 
         200       210       220       230       240       250      
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 83.4  bits: 21.4 E():   12 
Smith-Waterman score: 53; 28.8% identity (52.5% similar) in 80 aa overlap (3-79:85-160) 
 
                                           10          20        30 
2MEPSP                             TLAVVALFADGPT--AIRDVASWRVKETERMV 
                                     ::.   : :::  :  :.    . :. :.. 
gi|180 EATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEALRVI 
           60        70        80        90       100       110     
 
               40        50        60         70        80          
2MEPSP AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD-HRMAMAFSLAAC          
       :   :.  .  ..:: :   :  :  .:..  .:  :  ...: . . ::           
gi|180 AGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKFTVFE 
          120       130         140         150       160       170 
 
gi|180 GAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSE 
              180       190       200       210       220       230 
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 82.9  bits: 20.1 E():   12 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (16-54:63-104) 
 
                              10        20          30        40    
2MEPSP                TLAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
             50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
       .   : ::.  :                           
gi|999 AALVPKYCLQHPHACDLYKNQTVMS              
            100       110                     
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>>gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family protein   (150 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 82.7  bits: 20.4 E():   13 
Smith-Waterman score: 50; 26.4% identity (44.4% similar) in 72 aa overlap (5-74:58-120) 
 
                                         10        20        30     
2MEPSP                           TLAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                     :  ::.   ::.:.   . ::.         
gi|155 LDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFANDHPAIKDAYEAEKKEV-------- 
        30        40        50        60        70                  
 
           40        50          60        70        80             
2MEPSP ELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHRMAMAFSLAAC             
        :.   :. ::        ::.  : ..    : ::  ...:                   
gi|155 -LAAQQAAEEEHKKLVAALPPDAQKADAELTATADDASLTLAAKHDKIVQTFESLPPAVK 
       80        90       100       110       120       130         
 
gi|155 EELNKLNQQGQS 
      140       150 
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 82.2  bits: 21.1 E():   13 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (39-56:180-197) 
 
       10        20        30        40         50        60        
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
        70        80                         
2MEPSP DHRMAMAFSLAAC                         
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 81.7  bits: 21.4 E():   14 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (10-56:115-168) 
 
                                    10        20        30          
2MEPSP                      TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
      40            50            60        70        80            
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYDDHRMAMAFSLAAC            
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 81.7  bits: 19.2 E():   14 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (8-54:15-61) 
 
                      10        20        30         40        50   
2MEPSP        TLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCII 
                     .:.   :.: ..:  . :..::.: : :.   .  . .:  ..:   
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCNA 
               10        20        30        40         50          
 
             60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAAC 
       .:                           
gi|124 NPGLMKDVAKVF                 
      60        70                  
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 81.6  bits: 20.1 E():   15 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (23-56:96-130) 
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                       10        20        30         40        50  
2MEPSP         TLAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
              60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
       :.: .                         
gi|244 ISPSQGCQFQSSY                 
         130                         
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 81.5  bits: 19.2 E():   15 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (8-54:17-63) 
 
                        10        20        30         40        50 
2MEPSP          TLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                       .:.   :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
 
               60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
         .:                           
gi|124 NANPGLMKDVAKVF                 
      60        70                    
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.5  bits: 19.2 E():   17 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (8-54:26-72) 
 
                                 10        20        30         40  
2MEPSP                   TLAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
              50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
       . .:  ..:  .:                           
gi|187 DFDEFISFCNANPGLMKDVAKVF                 
      60        70        80                   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 78.8  bits: 20.7 E():   21 
Smith-Waterman score: 51; 28.8% identity (50.7% similar) in 73 aa overlap (9-79:123-186) 
 
                                     10          20        30       
2MEPSP                       TLAVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    . :. :..:   :. 
gi|441 SSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEALRVIAGALEV 
            100       110       120       130       140       150   
 
         40        50        60        70        80                 
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                 
         .  ..:: :   :  :  .:..  .:  :      ::..::                  
gi|441 HAVKPATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFES 
            160         170              180       190       200    
 
gi|441 AFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMTQA 
           210       220       230       240       250       260    
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.6  bits: 20.1 E():   21 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (24-74:56-100) 
 
                      10        20        30         40        50   
2MEPSP        TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
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gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
             60         70        80                                
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAAC                                
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 78.5  bits: 21.0 E():   22 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (23-66:81-124) 
 
                       10        20        30        40        50   
2MEPSP         TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
             60        70        80                                 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAAC                                 
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.4  bits: 20.1 E():   22 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (24-74:60-104) 
 
                      10        20        30         40        50   
2MEPSP        TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
             60         70        80                                
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAAC                                
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.1  bits: 19.8 E():   23 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (51-78:106-134) 
 
               30        40        50        60        70           
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
      80                                     
2MEPSP C                                     
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.9  bits: 19.5 E():   23 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (35-62:28-54) 
 
           10        20        30        40        50        60     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
           70        80                                             
2MEPSP TYDDHRMAMAFSLAAC                                             
                                                                    
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
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         60        70        80        90       100       110       
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.9  bits: 19.5 E():   23 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (35-62:28-54) 
 
           10        20        30        40        50        60     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
           70        80                                             
2MEPSP TYDDHRMAMAFSLAAC                                             
                                                                    
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.9  bits: 19.5 E():   23 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (35-62:28-54) 
 
           10        20        30        40        50        60     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
           70        80                                             
2MEPSP TYDDHRMAMAFSLAAC                                             
                                                                    
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.3  bits: 19.8 E():   25 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (49-55:141-147) 
 
       20        30        40        50        60        70         
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
       80                 
2MEPSP AC                 
                          
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 77.0  bits: 20.4 E():   26 
Smith-Waterman score: 50; 27.9% identity (50.0% similar) in 68 aa overlap (12-79:128-186) 
 
                                  10        20        30        40  
2MEPSP                    TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|663 LATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEALRVIAGALEVHAVKP 
       100       110       120       130       140       150        
 
              50        60        70        80                      
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                      
       ..:: :   :  :  .:..  .:  :      ::..::                       
gi|663 ATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFESAFNKA 
       160         170              180       190       200         
 
gi|663 LKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAK 
      210       220       230       240       250       260         
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 76.3  bits: 19.1 E():   28 
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Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (10-60:73-125) 
 
                                    10        20         30         
2MEPSP                      TLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
       40        50            60        70        80 
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAAC 
        :  : : : .: :.    ::  .:.                     
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN        
     100       110       120       130                
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 76.3  bits: 19.1 E():   29 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (10-60:37-89) 
 
                                    10        20         30         
2MEPSP                      TLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
       40        50            60        70        80               
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAAC               
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 76.0  bits: 19.1 E():   29 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (10-60:31-83) 
 
                                    10        20         30         
2MEPSP                      TLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
       40        50            60        70        80               
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAAC               
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 74.5  bits: 20.1 E():   36 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (39-67:141-170) 
 
       10        20        30        40        50         60        
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
        70        80                                                
2MEPSP DHRMAMAFSLAAC                                                
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.5 E():   38 
Smith-Waterman score: 44; 26.9% identity (61.5% similar) in 26 aa overlap (55-80:49-74) 
 
           30        40        50        60        70        80     
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC     
                                     : :   :.... .. : . :  .:.:     
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
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gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.9  bits: 17.9 E():   39 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (14-31:28-45) 
 
                             10        20        30        40       
2MEPSP               TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
         50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                                          
gi|144 ISFCNANPGLMKDVAKVF                 
               70                         
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 73.6  bits: 18.5 E():   40 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (33-62:10-38) 
 
             10        20        30        40        50        60   
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     . :.:.:  .   : :.:.:   . :.. : 
gi|484                      GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEA 
                                    10        20         30         
 
             70        80                                           
2MEPSP IDTYDDHRMAMAFSLAAC                                           
                                                                    
gi|484 KFAANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILP 
       40        50        60        70        80        90         
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (6-27:22-43) 
 
                               10        20        30        40     
2MEPSP                 TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                            ::: :. . :. :    .: ::                  
gi|167 MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                         
                                                                    
gi|167 EASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.3  bits: 18.5 E():   41 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (35-72:12-50) 
 
           10        20        30        40        50        60     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. .. ..: : :::   . ... :.  
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
            70        80                                            
2MEPSP DTYDDHRMAMAFSLAAC                                            
       :. .. . :                                                    
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.6  bits: 18.5 E():   45 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (35-62:28-54) 
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           10        20        30        40        50        60     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
           70        80                                             
2MEPSP TYDDHRMAMAFSLAAC                                             
                                                                    
gi|212 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.6  bits: 18.8 E():   46 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (22-60:83-126) 
 
                        10        20         30        40        50 
2MEPSP          TLAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
                   60        70        80                           
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAAC                           
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 72.5  bits: 18.2 E():   46 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (42-61:89-108) 
 
              20        30        40        50        60        70  
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
              80 
2MEPSP AMAFSLAAC 
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.1  bits: 18.5 E():   49 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (12-57:52-93) 
 
                                  10        20        30        40  
2MEPSP                    TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
              50        60        70        80                      
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                      
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.0  bits: 20.4 E():   49 
Smith-Waterman score: 50; 26.2% identity (47.7% similar) in 65 aa overlap (12-75:336-393) 
 
                                  10        20        30        40  
2MEPSP                    TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
               50        60        70        80                     
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                     
       . .:   : :       :.:   : . :.    .:                          
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gi|556 TKIELDRDSCR-DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDI 
     360       370        380       390       400       410         
 
gi|556 IEAAPFGSTADLIRLKGADIWDVAEHSFALDDEGRTNCLQVSGLRIVIDISKPIRSRVKK 
      420       430       440       450       460       470         
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.2  bits: 20.0 E():   54 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (36-73:168-204) 
 
          10        20        30        40        50        60      
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
          70        80                                              
2MEPSP YDDHRMAMAFSLAAC                                              
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.2  bits: 20.0 E():   54 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (36-73:168-204) 
 
          10        20        30        40        50        60      
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
          70        80                                              
2MEPSP YDDHRMAMAFSLAAC                                              
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.9  bits: 17.5 E():   56 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (47-61:70-84) 
 
         20        30        40        50        60        70       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
         80 
2MEPSP LAAC 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (23-56:170-204) 
 
                       10        20        30        40         50  
2MEPSP         TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
              60        70        80                                
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAAC                                
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.7  bits: 18.8 E():   58 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (48-64:115-128) 
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        20        30        40        50        60        70        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
        80                                                          
2MEPSP AAC                                                          
                                                                    
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.7  bits: 18.8 E():   58 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (48-64:115-128) 
 
        20        30        40        50        60        70        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
        80                                                          
2MEPSP AAC                                                          
                                                                    
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.4  bits: 18.5 E():   60 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:172-179) 
 
         20        30        40        50        60        70       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
         80 
2MEPSP LAAC 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 43; 36.7% identity (76.7% similar) in 30 aa overlap (14-42:54-82) 
 
                                10        20        30         40   
2MEPSP                  TLAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGAS 
                                     ::.:.:.. :. . :....  : .: ::.: 
gi|121 HDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHAS-RIIGFFGEYVTLLGSS 
            30        40        50        60         70        80   
 
             50        60        70        80                       
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                       
                                                                    
gi|121 GNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAFDKAF 
             90       100       110       120       130       140   
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.2  bits: 20.0 E():   61 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (12-24:336-348) 
 
                                  10        20        30        40  
2MEPSP                    TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
              50        60        70        80                      
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                      
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
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         370       380       390       400       410       420      
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (3-21:15-35) 
 
                           10          20        30        40       
2MEPSP             TLAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                     :.:. :.:.:  .  :  :.:                          
gi|908 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAMGGKGGA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                           
                                                                    
gi|908 FYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEV 
               70        80        90       100       110       120 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.7  bits: 19.1 E():   65 
Smith-Waterman score: 46; 30.8% identity (56.4% similar) in 39 aa overlap (9-45:140-178) 
 
                                     10          20        30       
2MEPSP                       TLAVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. :..:   :. 
gi|330 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRIIAGTLEV 
     110       120       130       140       150       160          
 
         40        50        60        70        80                 
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                 
         .  ..::                                                    
gi|330 HAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAAFNDAIKASTG 
     170       180       190       200       210       220          
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 42; 19.6% identity (69.6% similar) in 46 aa overlap (1-46:19-64) 
 
                                 10        20        30        40   
2MEPSP                   TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGAS 
                         .:...:....: ..  . :.. . . :...::  .. . :.  
gi|164 MSWQAYVDDHLMCDIDGNSLTAAAILGQGGSVWAQSATFPAFKPEEIAAILKDFDQPGTL 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                       
       .  :                                                         
gi|164 APTGLFLGGTKYMVIQGEPGAVIRGKKGSGGITIKKTSQALLIGIYDEPVTPGQCNIVVE 
               70        80        90       100       110       120 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (33-66:131-164) 
 
             10        20        30        40        50        60   
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
             70        80 
2MEPSP IDTYDDHRMAMAFSLAAC 
          :               
gi|158 RTPY               
                          
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.6  bits: 19.1 E():   66 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (4-51:178-227) 
 
                                          10        20         30   
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2MEPSP                            TLAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
             40         50        60        70        80            
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC            
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.5  bits: 19.1 E():   67 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (23-56:188-222) 
 
                       10        20        30        40         50  
2MEPSP         TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
              60        70        80                                
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAAC                                
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.5  bits: 19.1 E():   67 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (23-56:188-222) 
 
                       10        20        30        40         50  
2MEPSP         TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
              60        70        80                                
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAAC                                
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.3  bits: 15.6 E():   69 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (10-15:25-30) 
 
                              10        20        30        40      
2MEPSP                TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
               10        20        30                               
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.2  bits: 19.4 E():   70 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (48-64:318-334) 
 
        20        30        40        50        60        70        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
        80                                                          
2MEPSP AAC                                                          
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 20.0 E():   77 
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Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (33-57:517-541) 
 
             10        20        30        40        50        60   
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
             70        80                                           
2MEPSP IDTYDDHRMAMAFSLAAC                                           
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (30-61:183-213) 
 
                10        20        30        40        50          
2MEPSP  TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
      60        70        80                                        
2MEPSP VTAIDTYDDHRMAMAFSLAAC                                        
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (18-47:227-256) 
 
                            10        20        30        40        
2MEPSP              TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
        50        60        70        80                    
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                    
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (35-72:12-50) 
 
           10        20        30        40        50        60     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|179                    DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
            70        80                                            
2MEPSP DTYDDHRMAMAFSLAAC                                            
       :. .. . :                                                    
gi|179 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPES 
              50        60        70        80        90       100  
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (20-67:372-418) 
 
                          10        20        30        40          
2MEPSP            TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
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      50           60        70        80                           
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSLAAC                           
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.8  bits: 18.1 E():   83 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (30-67:130-167) 
 
                10        20        30        40        50          
2MEPSP  TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
      60        70        80                          
2MEPSP VTAIDTYDDHRMAMAFSLAAC                          
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.8  bits: 18.1 E():   83 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (30-67:130-167) 
 
                10        20        30        40        50          
2MEPSP  TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
      60        70        80                          
2MEPSP VTAIDTYDDHRMAMAFSLAAC                          
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.8  bits: 18.4 E():   83 
Smith-Waterman score: 44; 27.4% identity (50.7% similar) in 73 aa overlap (9-79:86-147) 
 
                                     10          20        30       
2MEPSP                       TLAVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|422 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
          60        70        80        90       100       110      
 
         40        50        60        70        80                 
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                 
         .  ..::      . :  .:.:  :.  :      ::..::                  
gi|422 HAVKPAAEE----VKVIPAAELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
         120           130         140            150       160     
 
gi|422 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
          170       180       190       200       210       220     
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (63-74:15-26) 
 
             40        50        60        70        80             
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC             
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
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>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (7-28:469-490) 
 
                                       10        20        30       
2MEPSP                         TLAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
         40        50        60        70        80 
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (48-56:214-222) 
 
        20        30        40        50        60        70        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
        80                                                          
2MEPSP AAC                                                          
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.4 E():   84 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:245-252) 
 
         20        30        40        50        60        70       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
         80 
2MEPSP LAAC 
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (45-55:3-13) 
 
           20        30        40        50        60        70     
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
           80                                                       
2MEPSP FSLAAC                                                       
                                                                    
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:116-123) 
 
        20        30        40        50        60        70        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
 
        80                                                          
2MEPSP AAC                                                          
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gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.6  bits: 15.0 E():   85 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (51-58:9-16) 
 
               30        40        50        60        70        80 
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                                     :: :: :.                       
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP               
                                     10        20                   
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.5  bits: 19.4 E():   86 
Smith-Waterman score: 48; 28.9% identity (57.9% similar) in 38 aa overlap (10-46:122-159) 
 
                                    10         20        30         
2MEPSP                      TLAVVALFADGPTAIR-DVASWRVKETERMVAIRTELTK 
                                     ::  :   : :.:. ..     :  :...  
gi|476 AVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIAAYPDPAKWKNSKIWMHFARLTDFNL 
             100       110       120       130       140       150  
 
       40        50        60        70        80                   
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                   
       .:..: .:                                                     
gi|476 MGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTLTNSPEFHLV 
             160       170       180       190       200       210  
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (35-72:21-59) 
 
           10        20        30        40        50        60     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|217           SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                         10        20        30        40        50 
 
            70        80                                            
2MEPSP DTYDDHRMAMAFSLAAC                                            
       :. .. . :                                                    
gi|217 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKS 
               60        70        80        90       100       110 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (10-46:121-158) 
 
                                    10         20        30         
2MEPSP                      TLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
       40        50        60        70        80                   
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                   
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (10-46:121-158) 
 
                                    10         20        30         
2MEPSP                      TLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
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       40        50        60        70        80                   
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                   
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (10-46:121-158) 
 
                                    10         20        30         
2MEPSP                      TLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
       40        50        60        70        80                   
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                   
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (10-46:121-158) 
 
                                    10         20        30         
2MEPSP                      TLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
       40        50        60        70        80                   
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                   
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (10-46:121-158) 
 
                                    10         20        30         
2MEPSP                      TLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
       40        50        60        70        80                   
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                   
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (10-46:121-158) 
 
                                    10         20        30         
2MEPSP                      TLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
       40        50        60        70        80                   
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                   
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
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 initn:  46 init1:  46 opt:  47  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (10-46:121-158) 
 
                                    10         20        30         
2MEPSP                      TLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
       40        50        60        70        80                   
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                   
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (10-46:121-158) 
 
                                    10         20        30         
2MEPSP                      TLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
       40        50        60        70        80                   
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                   
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (10-46:121-158) 
 
                                    10         20        30         
2MEPSP                      TLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
       40        50        60        70        80                   
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                   
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (10-46:121-158) 
 
                                    10         20        30         
2MEPSP                      TLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|117 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
       40        50        60        70        80                   
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                   
       .: .: .:                                                     
gi|117 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (10-46:121-158) 
 
                                    10         20        30         
2MEPSP                      TLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
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              100       110       120       130       140       150 
 
       40        50        60        70        80                   
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                   
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (10-46:121-158) 
 
                                    10         20        30         
2MEPSP                      TLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
       40        50        60        70        80                   
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                   
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (10-46:121-158) 
 
                                    10         20        30         
2MEPSP                      TLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
       40        50        60        70        80                   
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                   
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (10-46:121-158) 
 
                                    10         20        30         
2MEPSP                      TLAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
       40        50        60        70        80                   
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                   
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.1 E():   87 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:109-116) 
 
        20        30        40        50        60        70        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
       80        90       100       110       120       130         
 
        80                                                          
2MEPSP AAC                                                          
                                                                    
gi|616 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
      140       150       160       170       180       190         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10958

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (35-62:28-54) 
 
           10        20        30        40        50        60     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
           70        80                                             
2MEPSP TYDDHRMAMAFSLAAC                                             
                                                                    
gi|158 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (35-62:28-54) 
 
           10        20        30        40        50        60     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|214    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
           70        80                                             
2MEPSP TYDDHRMAMAFSLAAC                                             
                                                                    
gi|214 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 17.5 E():   89 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (35-72:25-63) 
 
           10        20        30        40        50        60     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|546       GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                     10        20        30        40        50     
 
            70        80                                            
2MEPSP DTYDDHRMAMAFSLAAC                                            
       :. .. . :                                                    
gi|546 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
           60        70        80        90       100       110     
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 67.3  bits: 16.9 E():   89 
Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (15-61:32-85) 
 
                               10        20        30        40     
2MEPSP                 TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
 
                   50        60        70        80 
2MEPSP --------EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                 :  : .. : :....                    
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK             
               70        80        90               
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 16.9 E():   89 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (47-61:70-84) 
 
         20        30        40        50        60        70       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
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                                     :  : .. : :....                
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
      40        50        60        70        80        90          
 
         80 
2MEPSP LAAC 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.3  bits: 19.1 E():   89 
Smith-Waterman score: 46; 31.7% identity (53.7% similar) in 41 aa overlap (6-46:136-174) 
 
                                        10        20        30      
2MEPSP                          TLAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     :. . :  ..  :.::.::     :   .  
gi|558 IAAENVIDVKLVDANGKLHDKKSMGDDHFWAVRGGGGESFGIVVSWQVKLLP--VPPTVT 
         110       120       130       140       150         160    
 
          40        50        60        70        80                
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC                
       . :.  :: ::                                                  
gi|558 IFKIPKSVSEGAVDIINKWQLVAPQLPADLMIRIIAMGPKATFEAMYLGTCKTLTPMMQS 
           170       180       190       200       210       220    
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.1 E():   90 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:115-122) 
 
        20        30        40        50        60        70        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
        80                                                          
2MEPSP AAC                                                          
                                                                    
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.1 E():   90 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:115-122) 
 
        20        30        40        50        60        70        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
        80                                                          
2MEPSP AAC                                                          
                                                                    
gi|217 KDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.1 E():   90 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:115-122) 
 
        20        30        40        50        60        70        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
        80                                                          
2MEPSP AAC                                                          
                                                                    
gi|217 KDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
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>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.1 E():   90 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:115-122) 
 
        20        30        40        50        60        70        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
        80                                                          
2MEPSP AAC                                                          
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.1 E():   90 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:115-122) 
 
        20        30        40        50        60        70        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
        80                                                          
2MEPSP AAC                                                          
                                                                    
gi|217 KDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.1 E():   90 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:115-122) 
 
        20        30        40        50        60        70        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
        80                                                          
2MEPSP AAC                                                          
                                                                    
gi|223 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.1 E():   90 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:115-122) 
 
        20        30        40        50        60        70        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
        80                                                          
2MEPSP AAC                                                          
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.1 E():   90 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:115-122) 
 
        20        30        40        50        60        70        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10961

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
        80                                                          
2MEPSP AAC                                                          
                                                                    
gi|837 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.1 E():   90 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:115-122) 
 
        20        30        40        50        60        70        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
        80                                                          
2MEPSP AAC                                                          
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.1 E():   90 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:115-122) 
 
        20        30        40        50        60        70        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
        80                                                          
2MEPSP AAC                                                          
                                                                    
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.1 E():   90 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:115-122) 
 
        20        30        40        50        60        70        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
        80                                                          
2MEPSP AAC                                                          
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.0  bits: 17.5 E():   91 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (35-72:29-67) 
 
           10        20        30        40        50        60     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|558   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
            70        80                                            
2MEPSP DTYDDHRMAMAFSLAAC                                            
       :. .. . :                                                    
gi|558 DANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKS 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10962

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

       60        70        80        90       100       110         
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.0  bits: 17.5 E():   91 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (35-72:29-67) 
 
           10        20        30        40        50        60     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|864   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
            70        80                                            
2MEPSP DTYDDHRMAMAFSLAAC                                            
       :. .. . :                                                    
gi|864 DANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.0  bits: 17.5 E():   91 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (35-72:29-67) 
 
           10        20        30        40        50        60     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|558   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
            70        80                                            
2MEPSP DTYDDHRMAMAFSLAAC                                            
       :. .. . :                                                    
gi|558 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.0  bits: 17.5 E():   91 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (35-72:29-67) 
 
           10        20        30        40        50        60     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|218   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
            70        80                                            
2MEPSP DTYDDHRMAMAFSLAAC                                            
       :. .. . :                                                    
gi|218 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.0  bits: 17.5 E():   91 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (35-72:29-67) 
 
           10        20        30        40        50        60     
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|256   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
            70        80                                            
2MEPSP DTYDDHRMAMAFSLAAC                                            
       :. .. . :                                                    
gi|256 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.1 E():   91 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (45-55:20-30) 
 
           20        30        40        50        60        70     
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2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|510            MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNC 
                          10        20        30        40          
 
           80                                                       
2MEPSP FSLAAC                                                       
                                                                    
gi|510 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
      50        60        70        80        90       100          
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:272-279) 
 
         20        30        40        50        60        70       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
         80 
2MEPSP LAAC 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:272-279) 
 
         20        30        40        50        60        70       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
         80 
2MEPSP LAAC 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:272-279) 
 
         20        30        40        50        60        70       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
         80 
2MEPSP LAAC 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:273-280) 
 
         20        30        40        50        60        70       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|473 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
            250       260       270       280                       
 
         80 
2MEPSP LAAC 
 
>>gi|348137|gb|AAA16792.1| superoxide dismutase (mangane  (233 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (30-67:158-195) 
 
                10        20        30        40        50          
2MEPSP  TLAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|348 AIDADFGSLEKLIQLMNAEGAALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
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       130       140       150       160       170       180        
 
      60        70        80                          
2MEPSP VTAIDTYDDHRMAMAFSLAAC                          
       . .::...                                       
gi|348 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
       190       200       210       220       230    
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:277-284) 
 
         20        30        40        50        60        70       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSFQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
        250       260       270       280       290                 
 
         80 
2MEPSP LAAC 
 
>>gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A-IV   (297 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.4 E():   96 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:283-290) 
 
         20        30        40        50        60        70       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            260       270       280       290                       
 
         80 
2MEPSP LAAC 
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.8 E():   98 
Smith-Waterman score: 45; 29.6% identity (59.3% similar) in 27 aa overlap (47-73:51-77) 
 
         20        30        40        50        60        70       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :   .:.  .: :.: .  :: .: ..    
gi|118 MLLLFFFAASVGITDAQVGVCYGMQGNNLPPVSEVIALYKKSNITRMRIYDPNRAVLEAL 
               30        40        50        60        70        80 
 
         80                                                         
2MEPSP LAAC                                                         
                                                                    
gi|118 RGSNIELILGVPNSDLQSLTNPSNAKSWVQKNVRGFWSSVLFRYIAVGNEISPVNRGTAW 
               90       100       110       120       130       140 
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 41; 50.0% identity (66.7% similar) in 12 aa overlap (39-50:148-159) 
 
       10        20        30        40        50        60         
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
                                     : : .  .::::                   
gi|281 RSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC                   
       120       130       140       150                            
 
       70        80 
2MEPSP HRMAMAFSLAAC 
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 18.4 E(): 1e 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:293-300) 
 
         20        30        40        50        60        70       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|216 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10965

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

            270       280       290       300                       
 
         80 
2MEPSP LAAC 
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 27 aa overlap (39-65:1-27) 
 
       10        20        30        40        50        60         
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
                                     .:. . :. :  .: : . ... ..:.    
gi|167                               MGVFTYESEDASVIPPARLFKAFVLDSDNL 
                                             10        20        30 
 
       70        80                                                 
2MEPSP HRMAMAFSLAAC                                                 
                                                                    
gi|167 IPKVVPQALKSTEIIEGNGGPGTIKKITFGEGSHLKHAKHRIDVIDPENFTYSFSVIEGD 
               40        50        60        70        80        90 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:06 2011 done: Tue Apr 19 10:58:06 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 337  - 416 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     2     0:= 
  28     1     0:= 
  30     2     2:* 
  32    12     8:==*= 
  34    20    22:=======* 
  36    35    44:============  * 
  38    47    73:================        * 
  40   109   102:=================================*=== 
  42   138   125:=========================================*==== 
  44   135   138:=============================================* 
  46   132   140:============================================  * 
  48   156   134:============================================*======= 
  50   145   122:========================================*======== 
  52   114   108:===================================*== 
  54    81    92:===========================   * 
  56    79    77:=========================*= 
  58    49    63:=================   * 
  60    36    51:============    * 
  62    31    41:===========  * 
  64    28    33:==========* 
  66    62    26:========*============ 
  68    18    20:======* 
  70    13    16:=====* 
  72    12    12:===* 
  74     4    10:== * 
  76     9     8:==* 
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  78     1     6:=* 
  80     6     5:=* 
  82     3     3:* 
  84     5     3:*= 
  86     0     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.69730.00332; mu= 7.9015 0.174 
 mean_var=33.9908 8.532, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.219985 
 Kolmogorov-Smirnov  statistic: 0.0205 (N=28) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.8     2.3 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.4     3.9 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   57 22.5       6 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   56 22.2     6.8 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.9       9 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 21.8     9.6 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.6      10 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.9      11 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.6      11 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.5      12 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 20.0      14 
gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family prot ( 150)   50 20.3      14 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.9      15 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 19.0      16 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 20.0      16 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 19.0      16 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.2      16 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 19.0      18 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 19.9      23 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 19.9      24 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.9      24 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.6      25 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.3      25 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.3      25 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.3      25 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.6      27 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   50 20.2      30 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 19.0      31 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 19.0      31 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 19.0      32 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   48 19.6      38 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.9      39 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   44 18.4      41 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.8      41 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.4      43 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.7      44 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.4      45 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.4      49 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10967

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.7      49 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.1      49 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   47 19.3      50 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   47 19.3      50 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   47 19.3      50 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.3      51 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.4      52 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   50 20.2      54 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.4      60 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 19.9      60 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 19.9      60 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.7      62 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.7      62 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   46 19.0      62 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.0      63 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   46 19.0      64 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.4      65 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   46 19.0      65 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 18.1      65 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   46 19.0      65 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   46 19.0      65 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   46 19.0      65 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.9      67 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.3      69 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 18.0      70 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.6      71 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   46 19.0      71 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 19.0      72 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.0      73 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.0      73 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.3      76 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   46 19.0      85 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.9      85 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.4      85 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.0      86 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.7      87 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 15.0      87 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.3      88 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 18.0      88 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 18.0      88 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.4      88 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.0      90 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.3      90 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.7      90 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 18.0      91 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.4      91 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.3      91 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.8      93 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 16.8      93 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   41 17.4      93 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   41 17.4      93 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.0      93 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.3      93 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.4      93 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      94 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      94 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   47 19.3      94 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      94 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   47 19.3      94 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   43 18.0      95 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   43 18.0      95 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   43 18.0      95 
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gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   43 18.0      95 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   43 18.0      95 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   43 18.0      95 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   43 18.0      95 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   43 18.0      95 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   43 18.0      95 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   43 18.0      95 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   43 18.0      95 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   46 19.0      96 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   41 17.4      96 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   41 17.4      96 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   41 17.4      96 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   41 17.4      96 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   41 17.4      96 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.0      97 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.3      99 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.3      99 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   44 18.3      99 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   44 18.3   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 96.1  bits: 22.8 E():  2.3 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (34-61:27-53) 
 
            10        20        30        40        50        60    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :: .:   : :::::   .::.. :   
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
            70        80                                            
2MEPSP TYDDHRMAMAFSLAACA                                            
                                                                    
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 91.9  bits: 23.4 E():  3.9 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (40-66:23-50) 
 
      10        20        30        40        50        60          
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDH 
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
       70        80                                                 
2MEPSP RMAMAFSLAACA                                                 
                                                                    
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 88.5  bits: 22.5 E():    6 
Smith-Waterman score: 57; 29.6% identity (50.6% similar) in 81 aa overlap (2-80:110-181) 
 
                                            10          20          
2MEPSP                              LAVVALFADGPT--AIRDVASWRVKETERMV 
                                     ::.   : :::  :  :.    . :. :.. 
gi|144 EATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEALRVI 
      80        90       100       110       120       130          
 
      30        40        50        60        70        80          
2MEPSP AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA          
       :   :.  .  ..:: :   :  :  .:..  .:  :      :...:: :          
gi|144 AGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKID-----AAYKIAATAANAAPANDK 
     140       150       160           170            180       190 
 
gi|144 FTVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAI 
              200       210       220       230       240       250 
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>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  42 init1:  42 opt:  56  Z-score: 87.5  bits: 22.2 E():  6.8 
Smith-Waterman score: 56; 29.6% identity (50.6% similar) in 81 aa overlap (2-80:85-156) 
 
                                            10          20          
2MEPSP                              LAVVALFADGPT--AIRDVASWRVKETERMV 
                                     ::.   : :::  :  :.    . :. :.. 
gi|180 EATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEALRVI 
           60        70        80        90       100       110     
 
      30        40        50        60        70        80          
2MEPSP AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA          
       :   :.  .  ..:: :   :  :  .:..  .:  :      :...:: :          
gi|180 AGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKID-----AAYKIAATAANAAPANDK 
          120       130         140              150       160      
 
gi|180 FTVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAI 
         170       180       190       200       210       220      
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 85.3  bits: 20.9 E():    9 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (22-55:104-138) 
 
                        10        20        30         40        50 
2MEPSP          LAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
               60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
       :.: .                          
gi|110 ISPSQGCQFSSPYWSY               
           140                        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 84.8  bits: 21.8 E():  9.6 
Smith-Waterman score: 55; 29.3% identity (50.7% similar) in 75 aa overlap (8-80:123-188) 
 
                                      10          20        30      
2MEPSP                        LAVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    . :. :..:   :. 
gi|441 SSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEALRVIAGALEV 
            100       110       120       130       140       150   
 
          40        50        60        70        80                
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                
         .  ..:: :   :  :  .:..  .:  :      ::..:: :                
gi|441 HAVKPATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFES 
            160         170              180       190       200    
 
gi|441 AFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMTQA 
           210       220       230       240       250       260    
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 84.3  bits: 20.6 E():   10 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (9-63:45-89) 
 
                                     10        20        30         
2MEPSP                       LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
       40        50        60        70        80                   
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                   
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
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 initn:  49 init1:  49 opt:  52  Z-score: 83.8  bits: 20.9 E():   11 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (42-70:36-62) 
 
              20        30        40        50        60        70  
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
              80                                                    
2MEPSP MAFSLAACA                                                    
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (34-71:29-67) 
 
            10        20        30        40        50        60    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . .:. ::  
gi|558   MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIF 
                 10        20        30        40        50         
 
             70        80                                           
2MEPSP DTYDDHRMAMAFSLAACA                                           
       :. .. . :                                                    
gi|558 DANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 83.1  bits: 21.5 E():   12 
Smith-Waterman score: 54; 28.6% identity (50.0% similar) in 70 aa overlap (11-80:128-188) 
 
                                   10        20        30        40 
2MEPSP                     LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|663 LATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEALRVIAGALEVHAVKP 
       100       110       120       130       140       150        
 
               50        60        70        80                     
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                     
       ..:: :   :  :  .:..  .:  :      ::..:: :                     
gi|663 ATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFESAFNKA 
       160         170              180       190       200         
 
gi|663 LKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAK 
      210       220       230       240       250       260         
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 82.1  bits: 20.0 E():   14 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (15-53:63-104) 
 
                               10        20          30        40   
2MEPSP                 LAVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
              50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
       .   : ::.  :                            
gi|999 AALVPKYCLQHPHACDLYKNQTVMS               
            100       110                      
 
>>gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family protein   (150 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 81.8  bits: 20.3 E():   14 
Smith-Waterman score: 50; 26.4% identity (44.4% similar) in 72 aa overlap (4-73:58-120) 
 
                                          10        20        30    
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2MEPSP                            LAVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                     :  ::.   ::.:.   . ::.         
gi|155 LDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFANDHPAIKDAYEAEKKEV-------- 
        30        40        50        60        70                  
 
            40        50          60        70        80            
2MEPSP ELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHRMAMAFSLAACA            
        :.   :. ::        ::.  : ..    : ::  ...:                   
gi|155 -LAAQQAAEEEHKKLVAALPPDAQKADAELTATADDASLTLAAKHDKIVQTFESLPPAVK 
       80        90       100       110       120       130         
 
gi|155 EELNKLNQQGQS 
      140       150 
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 81.3  bits: 20.9 E():   15 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (38-55:180-197) 
 
        10        20        30        40         50        60       
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
         70        80                        
2MEPSP DHRMAMAFSLAACA                        
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 81.0  bits: 19.0 E():   16 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (7-53:15-61) 
 
                       10        20        30         40        50  
2MEPSP         LAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCII 
                     .:.   :.: ..:  . :..::.: : :.   .  . .:  ..:   
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCNA 
               10        20        30        40         50          
 
              60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACA 
       .:                            
gi|124 NPGLMKDVAKVF                  
      60        70                   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (22-55:96-130) 
 
                        10        20        30         40        50 
2MEPSP          LAVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
               60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
       :.: .                          
gi|244 ISPSQGCQFQSSY                  
         130                          
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.8  bits: 19.0 E():   16 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (7-53:17-63) 
 
                         10        20        30         40          
2MEPSP           LAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                       .:.   :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
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      50        60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
         .:                            
gi|124 NANPGLMKDVAKVF                  
      60        70                     
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 80.7  bits: 21.2 E():   16 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (9-55:115-168) 
 
                                     10        20        30         
2MEPSP                       LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
        40           50            60        70        80           
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYDDHRMAMAFSLAACA           
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.8  bits: 19.0 E():   18 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (7-53:26-72) 
 
                                  10        20        30         40 
2MEPSP                    LAVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
               50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
       . .:  ..:  .:                            
gi|187 DFDEFISFCNANPGLMKDVAKVF                  
      60        70        80                    
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.8  bits: 19.9 E():   23 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (23-73:56-100) 
 
                       10        20        30         40        50  
2MEPSP         LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
              60         70        80                               
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACA                               
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.6  bits: 19.9 E():   24 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (23-73:60-104) 
 
                       10        20        30         40        50  
2MEPSP         LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
              60         70        80                               
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACA                               
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
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>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 77.5  bits: 20.9 E():   24 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (22-65:81-124) 
 
                        10        20        30        40        50  
2MEPSP          LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
              60        70        80                                
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACA                                
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 77.3  bits: 19.6 E():   25 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (50-77:106-134) 
 
      20        30        40        50        60        70          
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
       80                                    
2MEPSP CA                                    
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.2  bits: 19.3 E():   25 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (34-61:28-54) 
 
            10        20        30        40        50        60    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
            70        80                                            
2MEPSP TYDDHRMAMAFSLAACA                                            
                                                                    
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.2  bits: 19.3 E():   25 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (34-61:28-54) 
 
            10        20        30        40        50        60    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
            70        80                                            
2MEPSP TYDDHRMAMAFSLAACA                                            
                                                                    
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.2  bits: 19.3 E():   25 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (34-61:28-54) 
 
            10        20        30        40        50        60    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
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gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
            70        80                                            
2MEPSP TYDDHRMAMAFSLAACA                                            
                                                                    
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.6  bits: 19.6 E():   27 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (48-54:141-147) 
 
        20        30        40        50        60        70        
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
        80                
2MEPSP ACA                
                          
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 75.9  bits: 20.2 E():   30 
Smith-Waterman score: 50; 29.3% identity (50.7% similar) in 75 aa overlap (8-80:140-203) 
 
                                      10          20        30      
2MEPSP                        LAVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. :..:   :. 
gi|330 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRIIAGTLEV 
     110       120       130       140       150       160          
 
          40        50        60        70        80                
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|330 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
     170           180         190            200       210         
 
gi|330 AFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
      220       230       240       250       260       270         
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.6  bits: 19.0 E():   31 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (9-59:73-125) 
 
                                     10        20         30        
2MEPSP                       LAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
        40        50            60        70        80 
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACA 
        :  : : : .: :.    ::  .:.                      
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN         
     100       110       120       130                 
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.6  bits: 19.0 E():   31 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (9-59:37-89) 
 
                                     10        20         30        
2MEPSP                       LAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
        40        50            60        70        80              
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2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACA              
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.4  bits: 19.0 E():   32 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (9-59:31-83) 
 
                                     10        20         30        
2MEPSP                       LAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
        40        50            60        70        80              
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACA              
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.1  bits: 19.6 E():   38 
Smith-Waterman score: 48; 28.0% identity (50.7% similar) in 75 aa overlap (8-80:86-149) 
 
                                      10          20        30      
2MEPSP                        LAVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|422 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
          60        70        80        90       100       110      
 
          40        50        60        70        80                
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|422 HAVKPAAEE----VKVIPAAELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
         120           130         140            150       160     
 
gi|422 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
          170       180       190       200       210       220     
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 73.8  bits: 19.9 E():   39 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (38-66:141-170) 
 
        10        20        30        40        50         60       
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
         70        80                                               
2MEPSP DHRMAMAFSLAACA                                               
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 18.4 E():   41 
Smith-Waterman score: 44; 26.9% identity (61.5% similar) in 26 aa overlap (54-79:49-74) 
 
            30        40        50        60        70        80    
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA    
                                     : :   :.... .. : . :  .:.:     
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.4  bits: 17.8 E():   41 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10976

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (13-30:28-45) 
 
                              10        20        30        40      
2MEPSP                LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
          50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                           
gi|144 ISFCNANPGLMKDVAKVF                  
               70                          
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 73.0  bits: 18.4 E():   43 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (32-61:10-38) 
 
              10        20        30        40        50        60  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     . :.:.:  .   : :.:.:   . :.. : 
gi|484                      GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEA 
                                    10        20         30         
 
              70        80                                          
2MEPSP IDTYDDHRMAMAFSLAACA                                          
                                                                    
gi|484 KFAANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILP 
       40        50        60        70        80        90         
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (5-26:22-43) 
 
                                10        20        30        40    
2MEPSP                  LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                            ::: :. . :. :    .: ::                  
gi|167 MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                        
                                                                    
gi|167 EASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.8  bits: 18.4 E():   45 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (34-71:12-50) 
 
            10        20        30        40        50        60    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. .. ..: : :::   . ... :.  
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
             70        80                                           
2MEPSP DTYDDHRMAMAFSLAACA                                           
       :. .. . :                                                    
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (34-61:28-54) 
 
            10        20        30        40        50        60    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
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            70        80                                            
2MEPSP TYDDHRMAMAFSLAACA                                            
                                                                    
gi|212 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.0  bits: 18.7 E():   49 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (21-59:83-126) 
 
                         10        20         30        40          
2MEPSP           LAVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
      50            60        70        80                          
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACA                          
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 72.0  bits: 18.1 E():   49 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (41-60:89-108) 
 
               20        30        40        50        60        70 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
               80 
2MEPSP AMAFSLAACA 
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.8  bits: 19.3 E():   50 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (8-80:104-167) 
 
                                      10          20        30      
2MEPSP                        LAVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
          40        50        60        70        80                
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            190       200       210       220       230       240   
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.8  bits: 19.3 E():   50 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (8-80:104-167) 
 
                                      10          20        30      
2MEPSP                        LAVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
          40        50        60        70        80                
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
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gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAFTAMSEA 
            190       200       210       220       230       240   
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.8  bits: 19.3 E():   50 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (8-80:104-167) 
 
                                      10          20        30      
2MEPSP                        LAVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
          40        50        60        70        80                
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            190       200       210       220       230       240   
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.6  bits: 19.3 E():   51 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (39-80:58-99) 
 
       10        20        30        40        50        60         
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
       70        80                                                 
2MEPSP RMAMAFSLAACA                                                 
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (11-56:52-93) 
 
                                   10        20        30        40 
2MEPSP                     LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
               50        60        70        80                     
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                     
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.2  bits: 20.2 E():   54 
Smith-Waterman score: 50; 26.2% identity (47.7% similar) in 65 aa overlap (11-74:336-393) 
 
                                   10        20        30        40 
2MEPSP                     LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
                50        60        70        80                    
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                    
       . .:   : :       :.:   : . :.    .:                          
gi|556 TKIELDRDSCR-DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDI 
     360       370        380       390       400       410         
 
gi|556 IEAAPFGSTADLIRLKGADIWDVAEHSFALDDEGRTNCLQVSGLRIVIDISKPIRSRVKK 
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      420       430       440       450       460       470         
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.4  bits: 17.4 E():   60 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (46-60:70-84) 
 
          20        30        40        50        60        70      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
          80 
2MEPSP LAACA 
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (35-72:168-204) 
 
           10        20        30        40        50        60     
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
           70        80                                             
2MEPSP YDDHRMAMAFSLAACA                                             
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (35-72:168-204) 
 
           10        20        30        40        50        60     
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
           70        80                                             
2MEPSP YDDHRMAMAFSLAACA                                             
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.1  bits: 18.7 E():   62 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (47-63:115-128) 
 
         20        30        40        50        60        70       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
         80                                                         
2MEPSP AACA                                                         
                                                                    
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.1  bits: 18.7 E():   62 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (47-63:115-128) 
 
         20        30        40        50        60        70       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
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           90       100       110       120          130       140  
 
         80                                                         
2MEPSP AACA                                                         
                                                                    
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (8-80:103-166) 
 
                                      10          20        30      
2MEPSP                        LAVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|134 SGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
             80        90       100       110       120       130   
 
          40        50        60        70        80                
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|134 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
            140           150              160       170       180  
 
gi|134 AFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
             190       200       210       220       230       240  
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.1  bits: 19.0 E():   63 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (22-55:170-204) 
 
                        10        20        30        40         50 
2MEPSP          LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
               60        70        80                               
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACA                               
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.8  bits: 19.0 E():   64 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (8-80:112-175) 
 
                                      10          20        30      
2MEPSP                        LAVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|295 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
              90       100       110       120       130       140  
 
          40        50        60        70        80                
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|295 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
             150           160              170       180       190 
 
gi|295 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
              200       210       220       230       240       250 
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 18.4 E():   65 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (46-53:172-179) 
 
          20        30        40        50        60        70      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
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          80 
2MEPSP LAACA 
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.8  bits: 19.0 E():   65 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (8-80:114-177) 
 
                                      10          20        30      
2MEPSP                        LAVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|109 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            90       100       110       120       130       140    
 
          40        50        60        70        80                
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|109 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
           150           160              170       180       190   
 
gi|109 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            200       210       220       230       240       250   
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 43; 36.7% identity (76.7% similar) in 30 aa overlap (13-41:54-82) 
 
                                 10        20        30         40  
2MEPSP                   LAVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGAS 
                                     ::.:.:.. :. . :....  : .: ::.: 
gi|121 HDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHAS-RIIGFFGEYVTLLGSS 
            30        40        50        60         70        80   
 
              50        60        70        80                      
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                      
                                                                    
gi|121 GNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAFDKAF 
             90       100       110       120       130       140   
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.8  bits: 19.0 E():   65 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (8-80:114-177) 
 
                                      10          20        30      
2MEPSP                        LAVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|239 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            90       100       110       120       130       140    
 
          40        50        60        70        80                
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|239 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
           150           160              170       180       190   
 
gi|239 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            200       210       220       230       240       250   
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (8-80:115-178) 
 
                                      10          20        30      
2MEPSP                        LAVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. : .:   :. 
gi|217 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTLEV 
           90       100       110       120       130       140     
 
          40        50        60        70        80                
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                
         .  ..::      . :  .:.:  :.  :      ::..:: :                
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gi|217 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKITVFEA 
          150           160              170       180       190    
 
gi|217 AFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVKYTVFETAEKKAITAMSEA 
           200       210       220       230       240       250    
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (8-80:115-178) 
 
                                      10          20        30      
2MEPSP                        LAVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. : .:   :. 
gi|217 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTLEV 
           90       100       110       120       130       140     
 
          40        50        60        70        80                
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|217 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKITVFEA 
          150           160              170       180       190    
 
gi|217 AFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVKYTVFETAEKKAITAMSEA 
           200       210       220       230       240       250    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.5  bits: 19.9 E():   67 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (11-23:336-348) 
 
                                   10        20        30        40 
2MEPSP                     LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
               50        60        70        80                     
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                     
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.3  bits: 19.3 E():   69 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (2-20:15-35) 
 
                            10          20        30        40      
2MEPSP              LAVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                     :.:. :.:.:  .  :  :.:                          
gi|908 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAMGGKGGA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                          
                                                                    
gi|908 FYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEV 
               70        80        90       100       110       120 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (32-65:131-164) 
 
              10        20        30        40        50        60  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
              70        80 
2MEPSP IDTYDDHRMAMAFSLAACA 
          :                
gi|158 RTPY                
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>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.1  bits: 15.6 E():   71 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (9-14:25-30) 
 
                               10        20        30        40     
2MEPSP                 LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
               10        20        30                               
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.1  bits: 19.0 E():   71 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (8-80:140-203) 
 
                                      10          20        30      
2MEPSP                        LAVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|398 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
     110       120       130       140       150       160          
 
          40        50        60        70        80                
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|398 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
     170           180         190            200       210         
 
gi|398 AFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
      220       230       240       250       260       270         
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.9  bits: 19.0 E():   72 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (3-50:178-227) 
 
                                           10        20         30  
2MEPSP                             LAVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
              40         50        60        70        80           
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA           
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.8  bits: 19.0 E():   73 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (22-55:188-222) 
 
                        10        20        30        40         50 
2MEPSP          LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
               60        70        80                               
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACA                               
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.8  bits: 19.0 E():   73 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (22-55:188-222) 
 
                        10        20        30        40         50 
2MEPSP          LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
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       160       170       180       190       200       210        
 
               60        70        80                               
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACA                               
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.5  bits: 19.3 E():   76 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (47-63:318-334) 
 
         20        30        40        50        60        70       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
         80                                                         
2MEPSP AACA                                                         
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (8-80:201-264) 
 
                                      10          20        30      
2MEPSP                        LAVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|113 STEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEALRIIAGTLEV 
              180       190       200       210       220       230 
 
          40        50        60        70        80                
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                
         .  ..::        :  .:.:  ::  :      ::..:: :                
gi|113 HGVKPAAEE----VKAIPAGELQV--IDKVD-----AAFKVAATAANAAPANDKFTVFEA 
                  240       250              260       270          
 
gi|113 AFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQA 
     280       290       300       310       320       330          
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.6  bits: 19.9 E():   85 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (32-56:517-541) 
 
              10        20        30        40        50        60  
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
              70        80                                          
2MEPSP IDTYDDHRMAMAFSLAACA                                          
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.6  bits: 17.4 E():   85 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (34-71:12-50) 
 
            10        20        30        40        50        60    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|179                    DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
             70        80                                           
2MEPSP DTYDDHRMAMAFSLAACA                                           
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       :. .. . :                                                    
gi|179 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPES 
              50        60        70        80        90       100  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.6  bits: 19.0 E():   86 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (29-60:183-213) 
 
                 10        20        30        40        50         
2MEPSP   LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
       60        70        80                                       
2MEPSP VTAIDTYDDHRMAMAFSLAACA                                       
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.5  bits: 18.7 E():   87 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (17-46:227-256) 
 
                             10        20        30        40       
2MEPSP               LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
         50        60        70        80                   
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                   
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.4  bits: 15.0 E():   87 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (50-57:9-16) 
 
      20        30        40        50        60        70          
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                                     :: :: :.                       
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP               
                                     10        20                   
 
      80 
2MEPSP A 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.3  bits: 19.3 E():   88 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (19-66:372-418) 
 
                           10        20        30        40         
2MEPSP             LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
       50           60        70        80                          
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSLAACA                          
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.3  bits: 18.0 E():   88 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (29-66:130-167) 
 
                 10        20        30        40        50         
2MEPSP   LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
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                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
       60        70        80                         
2MEPSP VTAIDTYDDHRMAMAFSLAACA                         
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.3  bits: 18.0 E():   88 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (29-66:130-167) 
 
                 10        20        30        40        50         
2MEPSP   LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
       60        70        80                         
2MEPSP VTAIDTYDDHRMAMAFSLAACA                         
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (62-73:15-26) 
 
              40        50        60        70        80            
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA            
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.0 E():   90 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (44-54:3-13) 
 
            20        30        40        50        60        70    
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
            80                                                      
2MEPSP FSLAACA                                                      
                                                                    
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 18.3 E():   90 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (46-53:245-252) 
 
          20        30        40        50        60        70      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
          80 
2MEPSP LAACA 
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.1  bits: 18.7 E():   90 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (47-55:214-222) 
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         20        30        40        50        60        70       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
         80                                                         
2MEPSP AACA                                                         
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.0 E():   91 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:116-123) 
 
         20        30        40        50        60        70       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
 
         80                                                         
2MEPSP AACA                                                         
                                                                    
gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (34-71:21-59) 
 
            10        20        30        40        50        60    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|217           SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                         10        20        30        40        50 
 
             70        80                                           
2MEPSP DTYDDHRMAMAFSLAACA                                           
       :. .. . :                                                    
gi|217 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKS 
               60        70        80        90       100       110 
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.1  bits: 19.3 E():   91 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (6-27:469-490) 
 
                                        10        20        30      
2MEPSP                          LAVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
          40        50        60        70        80 
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 16.8 E():   93 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (46-60:70-84) 
 
          20        30        40        50        60        70      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
      40        50        60        70        80        90          
 
          80 
2MEPSP LAACA 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 10988

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 66.9  bits: 16.8 E():   93 
Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (14-60:32-85) 
 
                                10        20        30        40    
2MEPSP                  LAVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
 
                    50        60        70        80 
2MEPSP --------EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                 :  : .. : :....                     
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK              
               70        80        90                
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.9  bits: 17.4 E():   93 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (34-61:28-54) 
 
            10        20        30        40        50        60    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|214    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
            70        80                                            
2MEPSP TYDDHRMAMAFSLAACA                                            
                                                                    
gi|214 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.9  bits: 17.4 E():   93 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (34-61:28-54) 
 
            10        20        30        40        50        60    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
            70        80                                            
2MEPSP TYDDHRMAMAFSLAACA                                            
                                                                    
gi|158 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:109-116) 
 
         20        30        40        50        60        70       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
       80        90       100       110       120       130         
 
         80                                                         
2MEPSP AACA                                                         
                                                                    
gi|616 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
      140       150       160       170       180       190         
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.9  bits: 19.3 E():   93 
Smith-Waterman score: 48; 28.9% identity (57.9% similar) in 38 aa overlap (9-45:122-159) 
 
                                     10         20        30        
2MEPSP                       LAVVALFADGPTAIR-DVASWRVKETERMVAIRTELTK 
                                     ::  :   : :.:. ..     :  :...  
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gi|476 AVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIAAYPDPAKWKNSKIWMHFARLTDFNL 
             100       110       120       130       140       150  
 
        40        50        60        70        80                  
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                  
       .:..: .:                                                     
gi|476 MGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTLTNSPEFHLV 
             160       170       180       190       200       210  
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.8  bits: 17.4 E():   93 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (34-71:25-63) 
 
            10        20        30        40        50        60    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|546       GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                     10        20        30        40        50     
 
             70        80                                           
2MEPSP DTYDDHRMAMAFSLAACA                                           
       :. .. . :                                                    
gi|546 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
           60        70        80        90       100       110     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (9-45:121-158) 
 
                                     10         20        30        
2MEPSP                       LAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
        40        50        60        70        80                  
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                  
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (9-45:121-158) 
 
                                     10         20        30        
2MEPSP                       LAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
        40        50        60        70        80                  
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                  
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (9-45:121-158) 
 
                                     10         20        30        
2MEPSP                       LAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
        40        50        60        70        80                  
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                  
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
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              160       170       180       190       200       210 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (9-45:121-158) 
 
                                     10         20        30        
2MEPSP                       LAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
        40        50        60        70        80                  
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                  
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (9-45:121-158) 
 
                                     10         20        30        
2MEPSP                       LAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
        40        50        60        70        80                  
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                  
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (9-45:121-158) 
 
                                     10         20        30        
2MEPSP                       LAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
        40        50        60        70        80                  
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                  
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (9-45:121-158) 
 
                                     10         20        30        
2MEPSP                       LAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|117 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
        40        50        60        70        80                  
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                  
       .: .: .:                                                     
gi|117 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (9-45:121-158) 
 
                                     10         20        30        
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2MEPSP                       LAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
        40        50        60        70        80                  
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                  
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (9-45:121-158) 
 
                                     10         20        30        
2MEPSP                       LAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
        40        50        60        70        80                  
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                  
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (9-45:121-158) 
 
                                     10         20        30        
2MEPSP                       LAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
        40        50        60        70        80                  
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                  
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (9-45:121-158) 
 
                                     10         20        30        
2MEPSP                       LAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
        40        50        60        70        80                  
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                  
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (9-45:121-158) 
 
                                     10         20        30        
2MEPSP                       LAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
        40        50        60        70        80                  
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                  
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       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (9-45:121-158) 
 
                                     10         20        30        
2MEPSP                       LAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
        40        50        60        70        80                  
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                  
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (9-45:121-158) 
 
                                     10         20        30        
2MEPSP                       LAVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
        40        50        60        70        80                  
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA                  
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:115-122) 
 
         20        30        40        50        60        70       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
         80                                                         
2MEPSP AACA                                                         
                                                                    
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:115-122) 
 
         20        30        40        50        60        70       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
         80                                                         
2MEPSP AACA                                                         
                                                                    
gi|217 KDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:115-122) 
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         20        30        40        50        60        70       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
         80                                                         
2MEPSP AACA                                                         
                                                                    
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:115-122) 
 
         20        30        40        50        60        70       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
         80                                                         
2MEPSP AACA                                                         
                                                                    
gi|217 KDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:115-122) 
 
         20        30        40        50        60        70       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
         80                                                         
2MEPSP AACA                                                         
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:115-122) 
 
         20        30        40        50        60        70       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
         80                                                         
2MEPSP AACA                                                         
                                                                    
gi|217 KDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:115-122) 
 
         20        30        40        50        60        70       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
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         80                                                         
2MEPSP AACA                                                         
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:115-122) 
 
         20        30        40        50        60        70       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
         80                                                         
2MEPSP AACA                                                         
                                                                    
gi|837 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:115-122) 
 
         20        30        40        50        60        70       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
         80                                                         
2MEPSP AACA                                                         
                                                                    
gi|223 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:115-122) 
 
         20        30        40        50        60        70       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
         80                                                         
2MEPSP AACA                                                         
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:115-122) 
 
         20        30        40        50        60        70       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
         80                                                         
2MEPSP AACA                                                         
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
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 initn:  38 init1:  38 opt:  46  Z-score: 66.6  bits: 19.0 E():   96 
Smith-Waterman score: 46; 31.7% identity (53.7% similar) in 41 aa overlap (5-45:136-174) 
 
                                         10        20        30     
2MEPSP                           LAVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     :. . :  ..  :.::.::     :   .  
gi|558 IAAENVIDVKLVDANGKLHDKKSMGDDHFWAVRGGGGESFGIVVSWQVKLLP--VPPTVT 
         110       120       130       140       150         160    
 
           40        50        60        70        80               
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA               
       . :.  :: ::                                                  
gi|558 IFKIPKSVSEGAVDIINKWQLVAPQLPADLMIRIIAMGPKATFEAMYLGTCKTLTPMMQS 
           170       180       190       200       210       220    
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (34-71:29-67) 
 
            10        20        30        40        50        60    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|558   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
             70        80                                           
2MEPSP DTYDDHRMAMAFSLAACA                                           
       :. .. . :                                                    
gi|558 DANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (34-71:29-67) 
 
            10        20        30        40        50        60    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|218   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
             70        80                                           
2MEPSP DTYDDHRMAMAFSLAACA                                           
       :. .. . :                                                    
gi|218 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (34-71:29-67) 
 
            10        20        30        40        50        60    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|558   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
             70        80                                           
2MEPSP DTYDDHRMAMAFSLAACA                                           
       :. .. . :                                                    
gi|558 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (34-71:29-67) 
 
            10        20        30        40        50        60    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|864   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
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                 10        20        30        40        50         
 
             70        80                                           
2MEPSP DTYDDHRMAMAFSLAACA                                           
       :. .. . :                                                    
gi|864 DANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (34-71:29-67) 
 
            10        20        30        40        50        60    
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|256   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
             70        80                                           
2MEPSP DTYDDHRMAMAFSLAACA                                           
       :. .. . :                                                    
gi|256 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.0 E():   97 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (44-54:20-30) 
 
            20        30        40        50        60        70    
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|510            MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNC 
                          10        20        30        40          
 
            80                                                      
2MEPSP FSLAACA                                                      
                                                                    
gi|510 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
      50        60        70        80        90       100          
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 18.3 E():   99 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (46-53:272-279) 
 
          20        30        40        50        60        70      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
          80 
2MEPSP LAACA 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 18.3 E():   99 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (46-53:272-279) 
 
          20        30        40        50        60        70      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
          80 
2MEPSP LAACA 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 18.3 E():   99 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (46-53:272-279) 
 
          20        30        40        50        60        70      
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2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
          80 
2MEPSP LAACA 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 18.3 E(): 1e 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (46-53:273-280) 
 
          20        30        40        50        60        70      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|473 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
            250       260       270       280                       
 
          80 
2MEPSP LAACA 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:06 2011 done: Tue Apr 19 10:58:06 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 338  - 417 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     2     2:* 
  32     7     8:==* 
  34    17    22:====== * 
  36    40    44:==============* 
  38    48    73:================        * 
  40    98   102:=================================* 
  42   139   125:=========================================*===== 
  44   140   138:=============================================*= 
  46   135   140:============================================= * 
  48   162   134:============================================*========= 
  50   143   122:========================================*======= 
  52   112   108:===================================*== 
  54    84    92:============================  * 
  56    77    77:=========================* 
  58    48    63:================    * 
  60    38    51:=============   * 
  62    27    41:=========    * 
  64    32    33:==========* 
  66    58    26:========*=========== 
  68    19    20:======* 
  70    16    16:=====* 
  72    12    12:===* 
  74     5    10:== * 
  76     5     8:==* 
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  78     5     6:=* 
  80     4     5:=* 
  82     4     3:*= 
  84     5     3:*= 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.69990.00332; mu= 7.8113 0.174 
 mean_var=33.6410 8.446, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.221126 
 Kolmogorov-Smirnov  statistic: 0.0250 (N=29) at  40 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.9     2.2 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.5     3.7 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   57 22.5     5.7 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   56 22.2     6.5 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 21.0     8.7 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 21.9     9.3 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.7     9.9 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 21.0      10 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.7      11 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.6      12 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 20.0      13 
gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family prot ( 150)   50 20.3      14 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.9      15 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 19.1      15 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 20.0      15 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 19.1      15 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.2      16 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 19.1      17 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 20.0      23 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 20.0      23 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.9      23 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.7      24 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.4      25 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.4      25 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.4      25 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.7      26 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   50 20.3      29 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 19.1      30 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 19.1      30 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 19.1      31 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   48 19.7      37 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 20.0      38 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   44 18.4      39 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.8      40 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.4      42 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.7      43 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.4      43 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.4      47 
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gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.1      48 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.7      48 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   47 19.3      49 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   47 19.3      49 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   47 19.3      49 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.3      50 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.4      51 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   50 20.3      53 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.5      58 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 19.9      58 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 19.9      58 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.7      60 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.7      60 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   46 19.0      60 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.0      61 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   46 19.0      62 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.4      63 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   46 19.0      63 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 18.1      63 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   46 19.0      63 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   46 19.0      63 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   46 19.0      63 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.9      65 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   47 19.3      67 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 18.1      68 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.6      69 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   46 19.0      69 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 19.0      70 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.0      71 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.0      71 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.3      74 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   46 19.0      82 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.5      83 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.9      83 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.0      83 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.7      84 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 15.0      84 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.3      86 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 18.1      86 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 18.1      86 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.5      86 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.1      87 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.4      88 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.7      88 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 18.1      88 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.5      88 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.3      89 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.8      90 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 16.8      90 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   41 17.5      90 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   41 17.5      90 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.1      90 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.3      91 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.5      91 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      92 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   47 19.3      92 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   47 19.3      92 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      92 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   47 19.3      92 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   47 19.3      92 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   47 19.3      92 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   47 19.3      92 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      92 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   47 19.3      92 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   47 19.3      92 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   47 19.3      92 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   47 19.3      92 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   47 19.3      92 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   43 18.1      93 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   43 18.1      93 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   43 18.1      93 
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gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   43 18.1      93 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   43 18.1      93 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   43 18.1      93 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   43 18.1      93 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   43 18.1      93 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   43 18.1      93 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   43 18.1      93 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   43 18.1      93 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   46 19.0      94 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   41 17.5      94 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   41 17.5      94 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   41 17.5      94 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   41 17.5      94 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   41 17.5      94 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.1      95 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   33 15.0      95 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.4      97 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.4      97 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   44 18.4      97 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   44 18.4      97 
gi|348137|gb|AAA16792.1| superoxide dismutase (man ( 233)   43 18.1      98 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   44 18.4      98 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 96.4  bits: 22.9 E():  2.2 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (33-60:27-53) 
 
             10        20        30        40        50        60   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :: .:   : :::::   .::.. :   
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
             70        80                                           
2MEPSP TYDDHRMAMAFSLAACAE                                           
                                                                    
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 92.3  bits: 23.5 E():  3.7 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (39-65:23-50) 
 
       10        20        30        40        50        60         
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDH 
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
        70        80                                                
2MEPSP RMAMAFSLAACAE                                                
                                                                    
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 88.9  bits: 22.5 E():  5.7 
Smith-Waterman score: 57; 29.6% identity (50.6% similar) in 81 aa overlap (1-79:110-181) 
 
                                             10          20         
2MEPSP                               AVVALFADGPT--AIRDVASWRVKETERMV 
                                     ::.   : :::  :  :.    . :. :.. 
gi|144 EATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEALRVI 
      80        90       100       110       120       130          
 
       30        40        50        60        70        80         
2MEPSP AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE         
       :   :.  .  ..:: :   :  :  .:..  .:  :      :...:: :          
gi|144 AGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKID-----AAYKIAATAANAAPANDK 
     140       150       160           170            180       190 
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gi|144 FTVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAI 
              200       210       220       230       240       250 
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  42 init1:  42 opt:  56  Z-score: 87.9  bits: 22.2 E():  6.5 
Smith-Waterman score: 56; 29.6% identity (50.6% similar) in 81 aa overlap (1-79:85-156) 
 
                                             10          20         
2MEPSP                               AVVALFADGPT--AIRDVASWRVKETERMV 
                                     ::.   : :::  :  :.    . :. :.. 
gi|180 EATFTAACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEALRVI 
           60        70        80        90       100       110     
 
       30        40        50        60        70        80         
2MEPSP AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE         
       :   :.  .  ..:: :   :  :  .:..  .:  :      :...:: :          
gi|180 AGALEVHAVKPAAEEVPAAKI--PAGELQI--VDKID-----AAYKIAATAANAAPANDK 
          120       130         140              150       160      
 
gi|180 FTVFEGAFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAI 
         170       180       190       200       210       220      
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 85.6  bits: 21.0 E():  8.7 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (21-54:104-138) 
 
                         10        20        30         40          
2MEPSP           AVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
      50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 
       :.: .                           
gi|110 ISPSQGCQFSSPYWSY                
           140                         
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 85.1  bits: 21.9 E():  9.3 
Smith-Waterman score: 55; 29.3% identity (50.7% similar) in 75 aa overlap (7-79:123-188) 
 
                                         10        20        30     
2MEPSP                         AVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    . :. :..:   :. 
gi|441 SSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEALRVIAGALEV 
            100       110       120       130       140       150   
 
           40        50        60        70        80               
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE               
         .  ..:: :   :  :  .:..  .:  :      ::..:: :                
gi|441 HAVKPATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFES 
            160         170              180       190       200    
 
gi|441 AFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMTQA 
           210       220       230       240       250       260    
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 84.6  bits: 20.7 E():  9.9 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (8-62:45-89) 
 
                                      10        20        30        
2MEPSP                        AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
        40        50        60        70        80                  
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                  
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
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      70        80             90       100       110       120     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 84.2  bits: 21.0 E():   10 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (41-69:36-62) 
 
               20        30        40        50        60        70 
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
               80                                                   
2MEPSP MAFSLAACAE                                                   
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 84.1  bits: 20.7 E():   11 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (33-70:29-67) 
 
             10        20        30        40        50        60   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . .:. ::  
gi|558   MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIF 
                 10        20        30        40        50         
 
              70        80                                          
2MEPSP DTYDDHRMAMAFSLAACAE                                          
       :. .. . :                                                    
gi|558 DANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 83.4  bits: 21.6 E():   12 
Smith-Waterman score: 54; 28.6% identity (50.0% similar) in 70 aa overlap (10-79:128-188) 
 
                                    10        20        30          
2MEPSP                      AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|663 LATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEALRVIAGALEVHAVKP 
       100       110       120       130       140       150        
 
      40        50        60        70        80                    
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                    
       ..:: :   :  :  .:..  .:  :      ::..:: :                     
gi|663 ATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFESAFNKA 
       160         170              180       190       200         
 
gi|663 LKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAK 
      210       220       230       240       250       260         
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 82.4  bits: 20.0 E():   13 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (14-52:63-104) 
 
                                10        20          30         40 
2MEPSP                  AVVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
               50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 
       .   : ::.  :                             
gi|999 AALVPKYCLQHPHACDLYKNQTVMS                
            100       110                       
 
>>gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family protein   (150 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 82.1  bits: 20.3 E():   14 
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Smith-Waterman score: 50; 26.4% identity (44.4% similar) in 72 aa overlap (3-72:58-120) 
 
                                           10        20        30   
2MEPSP                             AVVALFADGPTAIRDVASWRVKETERMVAIRT 
                                     :  ::.   ::.:.   . ::.         
gi|155 LDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFANDHPAIKDAYEAEKKEV-------- 
        30        40        50        60        70                  
 
             40        50          60        70        80           
2MEPSP ELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHRMAMAFSLAACAE           
        :.   :. ::        ::.  : ..    : ::  ...:                   
gi|155 -LAAQQAAEEEHKKLVAALPPDAQKADAELTATADDASLTLAAKHDKIVQTFESLPPAVK 
       80        90       100       110       120       130         
 
gi|155 EELNKLNQQGQS 
      140       150 
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 81.6  bits: 20.9 E():   15 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (37-54:180-197) 
 
         10        20        30        40         50        60      
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
          70        80                       
2MEPSP DHRMAMAFSLAACAE                       
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 81.3  bits: 19.1 E():   15 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (6-52:15-61) 
 
                        10        20         30        40        50 
2MEPSP          AVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCII 
                     .:.   :.: ..:  . :..::.: : :.   .  . .:  ..:   
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCNA 
               10        20        30        40         50          
 
               60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAE 
       .:                             
gi|124 NPGLMKDVAKVF                   
      60        70                    
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (21-54:96-130) 
 
                         10        20        30         40          
2MEPSP           AVVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
      50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 
       :.: .                           
gi|244 ISPSQGCQFQSSY                   
         130                           
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 81.1  bits: 19.1 E():   15 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (6-52:17-63) 
 
                          10        20         30        40         
2MEPSP            AVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
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                       .:.   :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
 
       50        60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 
         .:                             
gi|124 NANPGLMKDVAKVF                   
      60        70                      
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 81.0  bits: 21.2 E():   16 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (8-54:115-168) 
 
                                      10        20        30        
2MEPSP                        AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
         40           50            60        70        80          
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYDDHRMAMAFSLAACAE          
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.1  bits: 19.1 E():   17 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (6-52:26-72) 
 
                                   10        20         30          
2MEPSP                     AVVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
      40        50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 
       . .:  ..:  .:                             
gi|187 DFDEFISFCNANPGLMKDVAKVF                   
      60        70        80                     
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.1  bits: 20.0 E():   23 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (22-72:56-100) 
 
                        10        20        30         40        50 
2MEPSP          AVVALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
               60         70        80                              
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAE                              
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.9  bits: 20.0 E():   23 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (22-72:60-104) 
 
                        10        20        30         40        50 
2MEPSP          AVVALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
               60         70        80                              
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAE                              
          :.:..  : :: .: : :.:                                      
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gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 77.8  bits: 20.9 E():   23 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (21-64:81-124) 
 
                         10        20        30        40        50 
2MEPSP           AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
               60        70        80                               
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAE                               
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 77.6  bits: 19.7 E():   24 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (49-76:106-134) 
 
       20        30        40        50        60        70         
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
        80                                   
2MEPSP CAE                                   
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.5  bits: 19.4 E():   25 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (33-60:28-54) 
 
             10        20        30        40        50        60   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
             70        80                                           
2MEPSP TYDDHRMAMAFSLAACAE                                           
                                                                    
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.5  bits: 19.4 E():   25 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (33-60:28-54) 
 
             10        20        30        40        50        60   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
             70        80                                           
2MEPSP TYDDHRMAMAFSLAACAE                                           
                                                                    
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.5  bits: 19.4 E():   25 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (33-60:28-54) 
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             10        20        30        40        50        60   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
             70        80                                           
2MEPSP TYDDHRMAMAFSLAACAE                                           
                                                                    
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.9  bits: 19.7 E():   26 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (47-53:141-147) 
 
         20        30        40        50        60        70       
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
         80               
2MEPSP ACAE               
                          
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 76.2  bits: 20.3 E():   29 
Smith-Waterman score: 50; 29.3% identity (50.7% similar) in 75 aa overlap (7-79:140-203) 
 
                                         10        20        30     
2MEPSP                         AVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. :..:   :. 
gi|330 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRIIAGTLEV 
     110       120       130       140       150       160          
 
           40        50        60        70        80               
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE               
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|330 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
     170           180         190            200       210         
 
gi|330 AFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
      220       230       240       250       260       270         
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (8-58:73-125) 
 
                                      10        20         30       
2MEPSP                        AVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
         40        50            60        70        80 
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAE 
        :  : : : .: :.    ::  .:.                       
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN          
     100       110       120       130                  
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (8-58:37-89) 
 
                                      10        20         30       
2MEPSP                        AVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11007

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

         10        20        30        40           50        60    
 
         40        50            60        70        80             
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAE             
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.6  bits: 19.1 E():   31 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (8-58:31-83) 
 
                                      10        20         30       
2MEPSP                        AVVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
         40        50            60        70        80             
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAE             
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 48; 28.0% identity (50.7% similar) in 75 aa overlap (7-79:86-149) 
 
                                         10        20        30     
2MEPSP                         AVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|422 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
          60        70        80        90       100       110      
 
           40        50        60        70        80               
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE               
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|422 HAVKPAAEE----VKVIPAAELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
         120           130         140            150       160     
 
gi|422 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
          170       180       190       200       210       220     
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 74.0  bits: 20.0 E():   38 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (37-65:141-170) 
 
         10        20        30        40         50        60      
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
          70        80                                              
2MEPSP DHRMAMAFSLAACAE                                              
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 18.4 E():   39 
Smith-Waterman score: 44; 26.9% identity (61.5% similar) in 26 aa overlap (53-78:49-74) 
 
             30        40        50        60        70        80   
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE   
                                     : :   :.... .. : . :  .:.:     
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
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>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.6  bits: 17.8 E():   40 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (12-29:28-45) 
 
                               10        20        30        40     
2MEPSP                 AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
           50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 
                                            
gi|144 ISFCNANPGLMKDVAKVF                   
               70                           
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 73.3  bits: 18.4 E():   42 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (31-60:10-38) 
 
               10        20        30        40        50        60 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     . :.:.:  .   : :.:.:   . :.. : 
gi|484                      GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEA 
                                    10        20         30         
 
               70        80                                         
2MEPSP IDTYDDHRMAMAFSLAACAE                                         
                                                                    
gi|484 KFAANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILP 
       40        50        60        70        80        90         
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (4-25:22-43) 
 
                                 10        20        30        40   
2MEPSP                   AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                            ::: :. . :. :    .: ::                  
gi|167 MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                       
                                                                    
gi|167 EASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.0  bits: 18.4 E():   43 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (33-70:12-50) 
 
             10        20        30        40        50        60   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. .. ..: : :::   . ... :.  
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
              70        80                                          
2MEPSP DTYDDHRMAMAFSLAACAE                                          
       :. .. . :                                                    
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.3  bits: 18.4 E():   47 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (33-60:28-54) 
 
             10        20        30        40        50        60   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
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                                     :.:.:  :   : : :.:   .:... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
             70        80                                           
2MEPSP TYDDHRMAMAFSLAACAE                                           
                                                                    
gi|212 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (40-59:89-108) 
 
      10        20        30        40        50        60          
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
      70        80 
2MEPSP AMAFSLAACAE 
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.2  bits: 18.7 E():   48 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (20-58:83-126) 
 
                          10        20         30        40         
2MEPSP            AVVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
       50            60        70        80                         
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAE                         
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.0  bits: 19.3 E():   49 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (7-79:104-167) 
 
                                         10        20        30     
2MEPSP                         AVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
           40        50        60        70        80               
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE               
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            190       200       210       220       230       240   
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.0  bits: 19.3 E():   49 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (7-79:104-167) 
 
                                         10        20        30     
2MEPSP                         AVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
           40        50        60        70        80               
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE               
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
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gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAFTAMSEA 
            190       200       210       220       230       240   
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.0  bits: 19.3 E():   49 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (7-79:104-167) 
 
                                         10        20        30     
2MEPSP                         AVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
           40        50        60        70        80               
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE               
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            190       200       210       220       230       240   
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.9  bits: 19.3 E():   50 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (38-79:58-99) 
 
        10        20        30        40        50        60        
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
        70        80                                                
2MEPSP RMAMAFSLAACAE                                                
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (10-55:52-93) 
 
                                    10        20        30          
2MEPSP                      AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
      40        50        60        70        80                    
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                    
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.4  bits: 20.3 E():   53 
Smith-Waterman score: 50; 26.2% identity (47.7% similar) in 65 aa overlap (10-73:336-393) 
 
                                    10        20        30          
2MEPSP                      AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
      40         50        60        70        80                   
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                   
       . .:   : :       :.:   : . :.    .:                          
gi|556 TKIELDRDSCR-DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDI 
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     360       370        380       390       400       410         
 
gi|556 IEAAPFGSTADLIRLKGADIWDVAEHSFALDDEGRTNCLQVSGLRIVIDISKPIRSRVKK 
      420       430       440       450       460       470         
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.7  bits: 17.5 E():   58 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (45-59:70-84) 
 
           20        30        40        50        60        70     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
           80 
2MEPSP LAACAE 
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.7  bits: 19.9 E():   58 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (34-71:168-204) 
 
            10        20        30        40        50        60    
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
            70        80                                            
2MEPSP YDDHRMAMAFSLAACAE                                            
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.7  bits: 19.9 E():   58 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (34-71:168-204) 
 
            10        20        30        40        50        60    
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
            70        80                                            
2MEPSP YDDHRMAMAFSLAACAE                                            
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.3  bits: 18.7 E():   60 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (46-62:115-128) 
 
          20        30        40        50        60        70      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
          80                                                        
2MEPSP AACAE                                                        
                                                                    
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.3  bits: 18.7 E():   60 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (46-62:115-128) 
 
          20        30        40        50        60        70      
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2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
          80                                                        
2MEPSP AACAE                                                        
                                                                    
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.3  bits: 19.0 E():   60 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (7-79:103-166) 
 
                                         10        20        30     
2MEPSP                         AVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|134 SGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
             80        90       100       110       120       130   
 
           40        50        60        70        80               
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE               
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|134 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
            140           150              160       170       180  
 
gi|134 AFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
             190       200       210       220       230       240  
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (21-54:170-204) 
 
                         10        20        30        40           
2MEPSP           AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
      50        60        70        80                              
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                              
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (7-79:112-175) 
 
                                         10        20        30     
2MEPSP                         AVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|295 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
              90       100       110       120       130       140  
 
           40        50        60        70        80               
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE               
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|295 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
             150           160              170       180       190 
 
gi|295 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
              200       210       220       230       240       250 
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.4 E():   63 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (45-52:172-179) 
 
           20        30        40        50        60        70     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
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                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
           80 
2MEPSP LAACAE 
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (7-79:114-177) 
 
                                         10        20        30     
2MEPSP                         AVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|109 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            90       100       110       120       130       140    
 
           40        50        60        70        80               
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE               
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|109 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
           150           160              170       180       190   
 
gi|109 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            200       210       220       230       240       250   
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.1 E():   63 
Smith-Waterman score: 43; 36.7% identity (76.7% similar) in 30 aa overlap (12-40:54-82) 
 
                                  10        20        30         40 
2MEPSP                    AVVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGAS 
                                     ::.:.:.. :. . :....  : .: ::.: 
gi|121 HDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHAS-RIIGFFGEYVTLLGSS 
            30        40        50        60         70        80   
 
               50        60        70        80                     
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                     
                                                                    
gi|121 GNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAFDKAF 
             90       100       110       120       130       140   
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (7-79:114-177) 
 
                                         10        20        30     
2MEPSP                         AVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|239 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            90       100       110       120       130       140    
 
           40        50        60        70        80               
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE               
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|239 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
           150           160              170       180       190   
 
gi|239 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            200       210       220       230       240       250   
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (7-79:115-178) 
 
                                         10        20        30     
2MEPSP                         AVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. : .:   :. 
gi|217 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTLEV 
           90       100       110       120       130       140     
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11014

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

           40        50        60        70        80               
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE               
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|217 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKITVFEA 
          150           160              170       180       190    
 
gi|217 AFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVKYTVFETAEKKAITAMSEA 
           200       210       220       230       240       250    
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (7-79:115-178) 
 
                                         10        20        30     
2MEPSP                         AVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. : .:   :. 
gi|217 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTLEV 
           90       100       110       120       130       140     
 
           40        50        60        70        80               
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE               
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|217 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKITVFEA 
          150           160              170       180       190    
 
gi|217 AFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVKYTVFETAEKKAITAMSEA 
           200       210       220       230       240       250    
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.7  bits: 19.9 E():   65 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (10-22:336-348) 
 
                                    10        20        30          
2MEPSP                      AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
      40        50        60        70        80                    
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                    
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 47; 38.1% identity (66.7% similar) in 21 aa overlap (1-19:15-35) 
 
                             10          20        30        40     
2MEPSP               AVVALFADGP--TAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                     :.:. :.:.:  .  :  :.:                          
gi|908 MASCTLLAVLVFLCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAMGGKGGA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                         
                                                                    
gi|908 FYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEV 
               70        80        90       100       110       120 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.1 E():   68 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (31-64:131-164) 
 
               10        20        30        40        50        60 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
               70        80 
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2MEPSP IDTYDDHRMAMAFSLAACAE 
          :                 
gi|158 RTPY                 
                            
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.3  bits: 15.6 E():   69 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (8-13:25-30) 
 
                                10        20        30        40    
2MEPSP                  AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
               10        20        30                               
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.3  bits: 19.0 E():   69 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (7-79:140-203) 
 
                                         10        20        30     
2MEPSP                         AVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|398 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
     110       120       130       140       150       160          
 
           40        50        60        70        80               
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE               
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|398 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
     170           180         190            200       210         
 
gi|398 AFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
      220       230       240       250       260       270         
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.2  bits: 19.0 E():   70 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (2-49:178-227) 
 
                                            10        20         30 
2MEPSP                              AVVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
               40         50        60        70        80          
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE          
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.1  bits: 19.0 E():   71 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (21-54:188-222) 
 
                         10        20        30        40           
2MEPSP           AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
      50        60        70        80                              
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                              
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.1  bits: 19.0 E():   71 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (21-54:188-222) 
 
                         10        20        30        40           
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2MEPSP           AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
      50        60        70        80                              
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                              
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.8  bits: 19.3 E():   74 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (46-62:318-334) 
 
          20        30        40        50        60        70      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
          80                                                        
2MEPSP AACAE                                                        
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 67.9  bits: 19.0 E():   82 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (7-79:201-264) 
 
                                         10        20        30     
2MEPSP                         AVVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|113 STEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEALRIIAGTLEV 
              180       190       200       210       220       230 
 
           40        50        60        70        80               
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE               
         .  ..::        :  .:.:  ::  :      ::..:: :                
gi|113 HGVKPAAEE----VKAIPAGELQV--IDKVD-----AAFKVAATAANAAPANDKFTVFEA 
                  240       250              260       270          
 
gi|113 AFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQA 
     280       290       300       310       320       330          
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.8  bits: 17.5 E():   83 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (33-70:12-50) 
 
             10        20        30        40        50        60   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|179                    DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
              70        80                                          
2MEPSP DTYDDHRMAMAFSLAACAE                                          
       :. .. . :                                                    
gi|179 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPES 
              50        60        70        80        90       100  
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.8  bits: 19.9 E():   83 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (31-55:517-541) 
 
               10        20        30        40        50        60 
2MEPSP AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11017

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
               70        80                                         
2MEPSP IDTYDDHRMAMAFSLAACAE                                         
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.8  bits: 19.0 E():   83 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (28-59:183-213) 
 
                  10        20        30        40        50        
2MEPSP    AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
        60        70        80                                      
2MEPSP VTAIDTYDDHRMAMAFSLAACAE                                      
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.7 E():   84 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (16-45:227-256) 
 
                              10        20        30        40      
2MEPSP                AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
          50        60        70        80                  
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                  
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.7  bits: 15.0 E():   84 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (49-56:9-16) 
 
       20        30        40        50        60        70         
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                                     :: :: :.                       
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP               
                                     10        20                   
 
       80 
2MEPSP AE 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.5  bits: 19.3 E():   86 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (18-65:372-418) 
 
                            10        20        30        40        
2MEPSP              AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
        50           60        70        80                         
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAE                         
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (28-65:130-167) 
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                  10        20        30        40        50        
2MEPSP    AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
        60        70        80                        
2MEPSP VTAIDTYDDHRMAMAFSLAACAE                        
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (28-65:130-167) 
 
                  10        20        30        40        50        
2MEPSP    AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
        60        70        80                        
2MEPSP VTAIDTYDDHRMAMAFSLAACAE                        
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (61-72:15-26) 
 
               40        50        60        70        80           
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE           
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.1 E():   87 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (43-53:3-13) 
 
             20        30        40        50        60        70   
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
             80                                                     
2MEPSP FSLAACAE                                                     
                                                                    
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.4 E():   88 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (45-52:245-252) 
 
           20        30        40        50        60        70     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
           80 
2MEPSP LAACAE 
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>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.4  bits: 18.7 E():   88 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (46-54:214-222) 
 
          20        30        40        50        60        70      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
          80                                                        
2MEPSP AACAE                                                        
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.1 E():   88 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (46-53:116-123) 
 
          20        30        40        50        60        70      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
 
          80                                                        
2MEPSP AACAE                                                        
                                                                    
gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (33-70:21-59) 
 
             10        20        30        40        50        60   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|217           SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                         10        20        30        40        50 
 
              70        80                                          
2MEPSP DTYDDHRMAMAFSLAACAE                                          
       :. .. . :                                                    
gi|217 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKS 
               60        70        80        90       100       110 
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.3  bits: 19.3 E():   89 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (5-26:469-490) 
 
                                         10        20        30     
2MEPSP                           AVVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
           40        50        60        70        80 
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 16.8 E():   90 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (45-59:70-84) 
 
           20        30        40        50        60        70     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
      40        50        60        70        80        90          
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           80 
2MEPSP LAACAE 
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 67.1  bits: 16.8 E():   90 
Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (13-59:32-85) 
 
                                 10        20        30        40   
2MEPSP                   AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
 
                     50        60        70        80 
2MEPSP --------EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 
                 :  : .. : :....                      
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK               
               70        80        90                 
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 17.5 E():   90 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (33-60:28-54) 
 
             10        20        30        40        50        60   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|214    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
             70        80                                           
2MEPSP TYDDHRMAMAFSLAACAE                                           
                                                                    
gi|214 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 17.5 E():   90 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (33-60:28-54) 
 
             10        20        30        40        50        60   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
             70        80                                           
2MEPSP TYDDHRMAMAFSLAACAE                                           
                                                                    
gi|158 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.1 E():   90 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (46-53:109-116) 
 
          20        30        40        50        60        70      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
       80        90       100       110       120       130         
 
          80                                                        
2MEPSP AACAE                                                        
                                                                    
gi|616 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
      140       150       160       170       180       190         
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.1  bits: 19.3 E():   91 
Smith-Waterman score: 48; 28.9% identity (57.9% similar) in 38 aa overlap (8-44:122-159) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11021

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                      10         20        30       
2MEPSP                        AVVALFADGPTAIR-DVASWRVKETERMVAIRTELTK 
                                     ::  :   : :.:. ..     :  :...  
gi|476 AVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIAAYPDPAKWKNSKIWMHFARLTDFNL 
             100       110       120       130       140       150  
 
         40        50        60        70        80                 
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                 
       .:..: .:                                                     
gi|476 MGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTLTNSPEFHLV 
             160       170       180       190       200       210  
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (33-70:25-63) 
 
             10        20        30        40        50        60   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|546       GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                     10        20        30        40        50     
 
              70        80                                          
2MEPSP DTYDDHRMAMAFSLAACAE                                          
       :. .. . :                                                    
gi|546 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
           60        70        80        90       100       110     
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.0  bits: 19.3 E():   92 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (8-44:121-158) 
 
                                      10         20        30       
2MEPSP                        AVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
         40        50        60        70        80                 
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                 
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.0  bits: 19.3 E():   92 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (8-44:121-158) 
 
                                      10         20        30       
2MEPSP                        AVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
         40        50        60        70        80                 
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                 
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.0  bits: 19.3 E():   92 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (8-44:121-158) 
 
                                      10         20        30       
2MEPSP                        AVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
         40        50        60        70        80                 
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2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                 
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.0  bits: 19.3 E():   92 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (8-44:121-158) 
 
                                      10         20        30       
2MEPSP                        AVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
         40        50        60        70        80                 
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                 
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.0  bits: 19.3 E():   92 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (8-44:121-158) 
 
                                      10         20        30       
2MEPSP                        AVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
         40        50        60        70        80                 
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                 
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.0  bits: 19.3 E():   92 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (8-44:121-158) 
 
                                      10         20        30       
2MEPSP                        AVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
         40        50        60        70        80                 
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                 
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.0  bits: 19.3 E():   92 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (8-44:121-158) 
 
                                      10         20        30       
2MEPSP                        AVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|117 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
         40        50        60        70        80                 
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                 
       .: .: .:                                                     
gi|117 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.0  bits: 19.3 E():   92 
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Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (8-44:121-158) 
 
                                      10         20        30       
2MEPSP                        AVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
         40        50        60        70        80                 
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                 
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.0  bits: 19.3 E():   92 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (8-44:121-158) 
 
                                      10         20        30       
2MEPSP                        AVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
         40        50        60        70        80                 
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                 
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.0  bits: 19.3 E():   92 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (8-44:121-158) 
 
                                      10         20        30       
2MEPSP                        AVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
         40        50        60        70        80                 
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                 
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.0  bits: 19.3 E():   92 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (8-44:121-158) 
 
                                      10         20        30       
2MEPSP                        AVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
         40        50        60        70        80                 
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                 
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.0  bits: 19.3 E():   92 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (8-44:121-158) 
 
                                      10         20        30       
2MEPSP                        AVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
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         40        50        60        70        80                 
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                 
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.0  bits: 19.3 E():   92 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (8-44:121-158) 
 
                                      10         20        30       
2MEPSP                        AVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
         40        50        60        70        80                 
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                 
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.0  bits: 19.3 E():   92 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (8-44:121-158) 
 
                                      10         20        30       
2MEPSP                        AVVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
         40        50        60        70        80                 
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE                 
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (46-53:115-122) 
 
          20        30        40        50        60        70      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
          80                                                        
2MEPSP AACAE                                                        
                                                                    
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (46-53:115-122) 
 
          20        30        40        50        60        70      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
          80                                                        
2MEPSP AACAE                                                        
                                                                    
gi|217 KDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
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>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (46-53:115-122) 
 
          20        30        40        50        60        70      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
          80                                                        
2MEPSP AACAE                                                        
                                                                    
gi|217 KDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (46-53:115-122) 
 
          20        30        40        50        60        70      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
          80                                                        
2MEPSP AACAE                                                        
                                                                    
gi|217 KDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (46-53:115-122) 
 
          20        30        40        50        60        70      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
          80                                                        
2MEPSP AACAE                                                        
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (46-53:115-122) 
 
          20        30        40        50        60        70      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
          80                                                        
2MEPSP AACAE                                                        
                                                                    
gi|217 KDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (46-53:115-122) 
 
          20        30        40        50        60        70      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
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gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
          80                                                        
2MEPSP AACAE                                                        
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (46-53:115-122) 
 
          20        30        40        50        60        70      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
          80                                                        
2MEPSP AACAE                                                        
                                                                    
gi|837 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (46-53:115-122) 
 
          20        30        40        50        60        70      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
          80                                                        
2MEPSP AACAE                                                        
                                                                    
gi|223 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (46-53:115-122) 
 
          20        30        40        50        60        70      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
          80                                                        
2MEPSP AACAE                                                        
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (46-53:115-122) 
 
          20        30        40        50        60        70      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
          80                                                        
2MEPSP AACAE                                                        
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
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          150       160       170       180       190       200     
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 66.8  bits: 19.0 E():   94 
Smith-Waterman score: 46; 31.7% identity (53.7% similar) in 41 aa overlap (4-44:136-174) 
 
                                          10        20        30    
2MEPSP                            AVVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     :. . :  ..  :.::.::     :   .  
gi|558 IAAENVIDVKLVDANGKLHDKKSMGDDHFWAVRGGGGESFGIVVSWQVKLLP--VPPTVT 
         110       120       130       140       150         160    
 
            40        50        60        70        80              
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE              
       . :.  :: ::                                                  
gi|558 IFKIPKSVSEGAVDIINKWQLVAPQLPADLMIRIIAMGPKATFEAMYLGTCKTLTPMMQS 
           170       180       190       200       210       220    
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (33-70:29-67) 
 
             10        20        30        40        50        60   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|558   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
              70        80                                          
2MEPSP DTYDDHRMAMAFSLAACAE                                          
       :. .. . :                                                    
gi|558 DANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (33-70:29-67) 
 
             10        20        30        40        50        60   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|218   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
              70        80                                          
2MEPSP DTYDDHRMAMAFSLAACAE                                          
       :. .. . :                                                    
gi|218 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (33-70:29-67) 
 
             10        20        30        40        50        60   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|558   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
              70        80                                          
2MEPSP DTYDDHRMAMAFSLAACAE                                          
       :. .. . :                                                    
gi|558 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (33-70:29-67) 
 
             10        20        30        40        50        60   
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2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|864   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
              70        80                                          
2MEPSP DTYDDHRMAMAFSLAACAE                                          
       :. .. . :                                                    
gi|864 DANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (33-70:29-67) 
 
             10        20        30        40        50        60   
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|256   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
              70        80                                          
2MEPSP DTYDDHRMAMAFSLAACAE                                          
       :. .. . :                                                    
gi|256 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.1 E():   95 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (43-53:20-30) 
 
             20        30        40        50        60        70   
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|510            MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNC 
                          10        20        30        40          
 
             80                                                     
2MEPSP FSLAACAE                                                     
                                                                    
gi|510 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
      50        60        70        80        90       100          
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.7  bits: 15.0 E():   95 
Smith-Waterman score: 33; 83.3% identity (83.3% similar) in 6 aa overlap (75-80:17-22) 
 
           50        60        70        80      
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE      
                                     : ::::      
gi|391               SFREQCVPGREITYECLNACAEYAVRQ 
                             10        20        
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.4 E():   97 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (45-52:272-279) 
 
           20        30        40        50        60        70     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
           80 
2MEPSP LAACAE 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.4 E():   97 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (45-52:272-279) 
 
           20        30        40        50        60        70     
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2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
           80 
2MEPSP LAACAE 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.4 E():   97 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (45-52:272-279) 
 
           20        30        40        50        60        70     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
           80 
2MEPSP LAACAE 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.4 E():   97 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (45-52:273-280) 
 
           20        30        40        50        60        70     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|473 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
            250       260       270       280                       
 
           80 
2MEPSP LAACAE 
 
>>gi|348137|gb|AAA16792.1| superoxide dismutase (mangane  (233 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.5  bits: 18.1 E():   98 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (28-65:158-195) 
 
                  10        20        30        40        50        
2MEPSP    AVVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|348 AIDADFGSLEKLIQLMNAEGAALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
       130       140       150       160       170       180        
 
        60        70        80                        
2MEPSP VTAIDTYDDHRMAMAFSLAACAE                        
       . .::...                                       
gi|348 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
       190       200       210       220       230    
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.4 E():   98 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (45-52:277-284) 
 
           20        30        40        50        60        70     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSFQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
        250       260       270       280       290                 
 
           80 
2MEPSP LAACAE 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:06 2011 done: Tue Apr 19 10:58:06 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
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Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 339  - 418 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     2     2:* 
  32     9     8:==* 
  34    19    22:=======* 
  36    36    44:============  * 
  38    56    73:===================     * 
  40   101   102:=================================* 
  42   118   125:======================================== * 
  44   134   138:=============================================* 
  46   152   140:==============================================*==== 
  48   169   134:============================================*============ 
  50   145   122:========================================*======== 
  52   109   108:===================================*= 
  54    85    92:============================= * 
  56    75    77:=========================* 
  58    44    63:===============     * 
  60    35    51:============    * 
  62    30    41:==========   * 
  64    28    33:==========* 
  66    49    26:========*======== 
  68    28    20:======*=== 
  70    17    16:=====* 
  72    11    12:===* 
  74     6    10:== * 
  76     5     8:==* 
  78     6     6:=* 
  80     2     5:=* 
  82     7     3:*== 
  84     6     3:*= 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.65830.00326; mu= 8.1044 0.170 
 mean_var=32.7973 8.144, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.223952 
 Kolmogorov-Smirnov  statistic: 0.0244 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
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 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 23.0     2.1 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.6     3.5 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 21.0     8.3 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 22.0     8.9 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.7     9.5 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 21.0      10 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.7      10 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.6      11 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.6      11 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   53 21.3      12 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 20.1      13 
gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family prot ( 150)   50 20.4      13 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 21.0      14 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 19.1      15 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 20.1      15 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.3      15 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 19.1      15 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 19.1      17 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 20.0      22 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 20.0      22 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 21.0      23 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.7      24 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.4      24 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.4      24 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.4      24 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.7      26 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   50 20.3      28 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 19.1      29 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 19.1      29 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 19.1      30 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   48 19.7      36 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 20.0      37 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   44 18.5      39 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.8      39 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.5      41 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.8      42 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.4      42 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.4      46 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.8      47 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.1      47 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.7      48 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   47 19.4      48 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   47 19.4      48 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   47 19.4      48 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.4      49 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.4      50 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   50 20.3      51 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 20.0      57 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 20.0      57 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.5      57 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   46 19.0      59 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.7      59 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.7      59 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.0      60 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   46 19.0      61 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   46 19.0      62 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.4      62 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   46 19.0      62 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   46 19.0      62 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   46 19.0      62 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 18.1      62 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 20.0      64 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   46 19.0      67 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 18.1      68 
gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Pho ( 317)   46 19.0      69 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.6      69 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.0      69 
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gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.0      69 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   44 18.4      72 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.3      72 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   44 18.4      74 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   44 18.4      74 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   44 18.4      74 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   44 18.4      74 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   44 18.4      74 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   44 18.4      74 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   44 18.4      74 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 20.0      81 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   46 19.0      81 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.0      82 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.5      82 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.7      83 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.3      84 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 18.1      85 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 18.1      85 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 15.0      85 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.5      85 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.7      86 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.4      86 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.1      86 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.3      87 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 18.1      87 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.5      88 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.3      89 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   41 17.5      90 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   41 17.5      90 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.9      90 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 16.9      90 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   47 19.3      90 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   47 19.3      90 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   47 19.3      90 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   47 19.3      90 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      90 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      90 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   47 19.3      90 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   47 19.3      90 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      90 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   47 19.3      90 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   47 19.3      90 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   47 19.3      90 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   47 19.3      90 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   47 19.3      90 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.5      90 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   43 18.1      92 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   43 18.1      92 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   43 18.1      92 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   43 18.1      92 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   46 19.0      92 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   41 17.5      93 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   41 17.5      93 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   41 17.5      93 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   41 17.5      93 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   41 17.5      93 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.1      93 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.4      95 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   44 18.4      95 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.4      95 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   33 15.0      96 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   44 18.4      96 
gi|348137|gb|AAA16792.1| superoxide dismutase (man ( 233)   43 18.1      96 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   44 18.4      97 
gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A ( 297)   44 18.4      99 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 96.9  bits: 23.0 E():  2.1 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (32-59:27-53) 
 
              10        20        30        40        50        60  
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2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :: .:   : :::::   .::.. :   
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
              70        80                                          
2MEPSP TYDDHRMAMAFSLAACAEV                                          
                                                                    
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 92.7  bits: 23.6 E():  3.5 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (38-64:23-50) 
 
        10        20        30        40        50        60        
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDH 
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
         70        80                                               
2MEPSP RMAMAFSLAACAEV                                               
                                                                    
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 85.9  bits: 21.0 E():  8.3 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (20-53:104-138) 
 
                          10        20        30         40         
2MEPSP            VVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
       50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
       :.: .                            
gi|110 ISPSQGCQFSSPYWSY                 
           140                          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 85.5  bits: 22.0 E():  8.9 
Smith-Waterman score: 55; 29.3% identity (50.7% similar) in 75 aa overlap (6-78:123-188) 
 
                                          10        20        30    
2MEPSP                          VVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    . :. :..:   :. 
gi|441 SSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEALRVIAGALEV 
            100       110       120       130       140       150   
 
            40        50        60        70        80              
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV              
         .  ..:: :   :  :  .:..  .:  :      ::..:: :                
gi|441 HAVKPATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFES 
            160         170              180       190       200    
 
gi|441 AFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMTQA 
           210       220       230       240       250       260    
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 84.9  bits: 20.7 E():  9.5 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (7-61:45-89) 
 
                                       10        20        30       
2MEPSP                         VVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
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         40        50        60        70        80                 
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                 
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 84.5  bits: 21.0 E():   10 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (40-68:36-62) 
 
      10        20        30        40        50        60          
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
      70        80                                                  
2MEPSP MAFSLAACAEV                                                  
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 84.4  bits: 20.7 E():   10 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (32-69:29-67) 
 
              10        20        30        40        50        60  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . .:. ::  
gi|558   MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIF 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP DTYDDHRMAMAFSLAACAEV                                         
       :. .. . :                                                    
gi|558 DANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 84.0  bits: 21.6 E():   11 
Smith-Waterman score: 54; 29.3% identity (50.7% similar) in 75 aa overlap (6-78:116-181) 
 
                                        10          20        30    
2MEPSP                          VVALFADGPT--AIRDVASWRVKETERMVAIRTEL 
                                     : :::  :  :.    . :. :..:   :. 
gi|144 ACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEALRVIAGALEV 
          90       100       110       120       130       140      
 
            40        50        60        70        80              
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV              
         .  ..:: :   :  :  .:..  .:  :      :...:: :                
gi|144 HAVKPAAEEVPAAKI--PAGELQI--VDKID-----AAYKIAATAANAAPANDKFTVFEG 
         150       160           170            180       190       
 
gi|144 AFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEA 
        200       210       220       230       240       250       
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 83.7  bits: 21.6 E():   11 
Smith-Waterman score: 54; 28.6% identity (50.0% similar) in 70 aa overlap (9-78:128-188) 
 
                                     10        20        30         
2MEPSP                       VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|663 LATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEALRVIAGALEVHAVKP 
       100       110       120       130       140       150        
 
       40        50        60        70        80                   
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                   
       ..:: :   :  :  .:..  .:  :      ::..:: :                     
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gi|663 ATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFESAFNKA 
       160         170              180       190       200         
 
gi|663 LKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAK 
      210       220       230       240       250       260         
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 83.0  bits: 21.3 E():   12 
Smith-Waterman score: 53; 29.3% identity (50.7% similar) in 75 aa overlap (6-78:91-156) 
 
                                        10          20        30    
2MEPSP                          VVALFADGPT--AIRDVASWRVKETERMVAIRTEL 
                                     : :::  :  :.    . :. :..:   :. 
gi|180 ACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEALRVIAGALEV 
               70        80        90       100       110       120 
 
            40        50        60        70        80              
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV              
         .  ..:: :   :  :  .:..  .:  :      :...:: :                
gi|180 HAVKPAAEEVPAAKI--PAGELQI--VDKID-----AAYKIAATAANAAPANDKFTVFEG 
              130         140              150       160       170  
 
gi|180 AFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEA 
             180       190       200       210       220       230  
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 82.7  bits: 20.1 E():   13 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (13-51:63-104) 
 
                                 10          20        30           
2MEPSP                   VVALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
      40        50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
       .   : ::.  :                              
gi|999 AALVPKYCLQHPHACDLYKNQTVMS                 
            100       110                        
 
>>gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family protein   (150 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 82.4  bits: 20.4 E():   13 
Smith-Waterman score: 50; 26.4% identity (44.4% similar) in 72 aa overlap (2-71:58-120) 
 
                                            10        20        30  
2MEPSP                              VVALFADGPTAIRDVASWRVKETERMVAIRT 
                                     :  ::.   ::.:.   . ::.         
gi|155 LDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFANDHPAIKDAYEAEKKEV-------- 
        30        40        50        60        70                  
 
              40        50          60        70        80          
2MEPSP ELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHRMAMAFSLAACAEV          
        :.   :. ::        ::.  : ..    : ::  ...:                   
gi|155 -LAAQQAAEEEHKKLVAALPPDAQKADAELTATADDASLTLAAKHDKIVQTFESLPPAVK 
       80        90       100       110       120       130         
 
gi|155 EELNKLNQQGQS 
      140       150 
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 81.9  bits: 21.0 E():   14 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (36-53:180-197) 
 
          10        20        30        40         50        60     
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
           70        80                      
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2MEPSP DHRMAMAFSLAACAEV                      
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 81.5  bits: 19.1 E():   15 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (5-51:15-61) 
 
                         10        20         30        40          
2MEPSP           VVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCII 
                     .:.   :.: ..:  . :..::.: : :.   .  . .:  ..:   
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCNA 
               10        20        30        40         50          
 
      50        60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
       .:                              
gi|124 NPGLMKDVAKVF                    
      60        70                     
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 81.3  bits: 20.1 E():   15 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (20-53:96-130) 
 
                          10        20        30         40         
2MEPSP            VVALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
       50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
       :.: .                            
gi|244 ISPSQGCQFQSSY                    
         130                            
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 81.3  bits: 21.3 E():   15 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (7-53:115-168) 
 
                                       10        20        30       
2MEPSP                         VVALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
          40               50        60        70        80         
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYDDHRMAMAFSLAACAEV         
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 81.3  bits: 19.1 E():   15 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (5-51:17-63) 
 
                           10        20         30        40        
2MEPSP             VVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                       .:.   :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
 
        50        60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
         .:                              
gi|124 NANPGLMKDVAKVF                    
      60        70                       
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.3  bits: 19.1 E():   17 
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Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (5-51:26-72) 
 
                                    10        20         30         
2MEPSP                      VVALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
       40        50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
       . .:  ..:  .:                              
gi|187 DFDEFISFCNANPGLMKDVAKVF                    
      60        70        80                      
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.3  bits: 20.0 E():   22 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (21-71:56-100) 
 
                         10        20        30         40          
2MEPSP           VVALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
      50        60         70        80                             
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEV                             
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.2  bits: 20.0 E():   22 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (21-71:60-104) 
 
                         10        20        30         40          
2MEPSP           VVALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
      50        60         70        80                             
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEV                             
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 78.1  bits: 21.0 E():   23 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (20-63:81-124) 
 
                          10        20        30        40          
2MEPSP            VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
      50        60        70        80                              
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                              
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 77.8  bits: 19.7 E():   24 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (48-75:106-134) 
 
        20        30        40        50        60         70       
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
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         80                                  
2MEPSP CAEV                                  
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.7  bits: 19.4 E():   24 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (32-59:28-54) 
 
              10        20        30        40        50        60  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
              70        80                                          
2MEPSP TYDDHRMAMAFSLAACAEV                                          
                                                                    
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.7  bits: 19.4 E():   24 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (32-59:28-54) 
 
              10        20        30        40        50        60  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
              70        80                                          
2MEPSP TYDDHRMAMAFSLAACAEV                                          
                                                                    
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.7  bits: 19.4 E():   24 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (32-59:28-54) 
 
              10        20        30        40        50        60  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
              70        80                                          
2MEPSP TYDDHRMAMAFSLAACAEV                                          
                                                                    
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.1  bits: 19.7 E():   26 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (46-52:141-147) 
 
          20        30        40        50        60        70      
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
          80              
2MEPSP ACAEV              
                          
gi|124 RRLALVNENPLDVLFQEV 
              180         
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>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 76.4  bits: 20.3 E():   28 
Smith-Waterman score: 50; 29.3% identity (50.7% similar) in 75 aa overlap (6-78:140-203) 
 
                                          10        20        30    
2MEPSP                          VVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. :..:   :. 
gi|330 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRIIAGTLEV 
     110       120       130       140       150       160          
 
            40        50        60        70        80              
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV              
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|330 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
     170           180         190            200       210         
 
gi|330 AFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
      220       230       240       250       260       270         
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 76.1  bits: 19.1 E():   29 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (7-57:73-125) 
 
                                       10        20         30      
2MEPSP                         VVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
          40        50            60        70        80 
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
        :  : : : .: :.    ::  .:.                        
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN           
     100       110       120       130                   
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 76.0  bits: 19.1 E():   29 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (7-57:37-89) 
 
                                       10        20         30      
2MEPSP                         VVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
          40        50            60        70        80            
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEV            
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.8  bits: 19.1 E():   30 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (7-57:31-83) 
 
                                       10        20         30      
2MEPSP                         VVALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
          40        50            60        70        80            
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEV            
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.5  bits: 19.7 E():   36 
Smith-Waterman score: 48; 28.0% identity (50.7% similar) in 75 aa overlap (6-78:86-149) 
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                                          10        20        30    
2MEPSP                          VVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|422 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
          60        70        80        90       100       110      
 
            40        50        60        70        80              
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV              
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|422 HAVKPAAEE----VKVIPAAELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
         120           130         140            150       160     
 
gi|422 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
          170       180       190       200       210       220     
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 74.2  bits: 20.0 E():   37 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (36-64:141-170) 
 
          10        20        30        40         50        60     
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
           70        80                                             
2MEPSP DHRMAMAFSLAACAEV                                             
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.5 E():   39 
Smith-Waterman score: 44; 26.9% identity (61.5% similar) in 26 aa overlap (52-77:49-74) 
 
              30        40        50        60        70        80  
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV  
                                     : :   :.... .. : . :  .:.:     
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.7  bits: 17.8 E():   39 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (11-28:28-45) 
 
                                10        20        30        40    
2MEPSP                  VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
            50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
                                             
gi|144 ISFCNANPGLMKDVAKVF                    
               70                            
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 73.4  bits: 18.5 E():   41 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (30-59:10-38) 
 
               10        20        30        40        50        60 
2MEPSP VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI 
                                    . :.:.:  .   : :.:.:   . :.. :  
gi|484                     GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAK 
                                   10        20         30          
 
               70        80                                         
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2MEPSP DTYDDHRMAMAFSLAACAEV                                         
                                                                    
gi|484 FAANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPK 
      40        50        60        70        80        90          
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (3-24:22-43) 
 
                                  10        20        30        40  
2MEPSP                    VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                            ::: :. . :. :    .: ::                  
gi|167 MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                      
                                                                    
gi|167 EASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.1  bits: 18.4 E():   42 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (32-69:12-50) 
 
              10        20        30        40        50        60  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. .. ..: : :::   . ... :.  
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP DTYDDHRMAMAFSLAACAEV                                         
       :. .. . :                                                    
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.4  bits: 18.4 E():   46 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (32-59:28-54) 
 
              10        20        30        40        50        60  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
              70        80                                          
2MEPSP TYDDHRMAMAFSLAACAEV                                          
                                                                    
gi|212 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.4  bits: 18.8 E():   47 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (19-57:83-126) 
 
                           10        20         30        40        
2MEPSP             VVALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
        50            60        70        80                        
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEV                        
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 72.3  bits: 18.1 E():   47 
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Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (39-58:89-108) 
 
       10        20        30        40        50        60         
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
       70        80 
2MEPSP AMAFSLAACAEV 
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.2  bits: 19.7 E():   48 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (28-80:189-242) 
 
                  10        20        30        40        50        
2MEPSP    VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
        60          70        80                                    
2MEPSP TAI--DTYDDHRMAMAFSLAACAEV                                    
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (6-78:104-167) 
 
                                          10        20        30    
2MEPSP                          VVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
            40        50        60        70        80              
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV              
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAFTAMSEA 
            190       200       210       220       230       240   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (6-78:104-167) 
 
                                          10        20        30    
2MEPSP                          VVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
            40        50        60        70        80              
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV              
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            190       200       210       220       230       240   
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (6-78:104-167) 
 
                                          10        20        30    
2MEPSP                          VVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
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                                     :.:  : :  :.    ..:. :..:   :. 
gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
            40        50        60        70        80              
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV              
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            190       200       210       220       230       240   
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.1  bits: 19.4 E():   49 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (37-78:58-99) 
 
         10        20        30        40        50        60       
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
         70        80                                               
2MEPSP RMAMAFSLAACAEV                                               
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.9  bits: 18.4 E():   50 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (9-54:52-93) 
 
                                     10        20        30         
2MEPSP                       VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
       40        50        60        70        80                   
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                   
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.7  bits: 20.3 E():   51 
Smith-Waterman score: 50; 26.2% identity (47.7% similar) in 65 aa overlap (9-72:336-393) 
 
                                     10        20        30         
2MEPSP                       VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
        40        50        60        70        80                  
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                  
       . .:   : :       :.:   : . :.    .:                          
gi|556 TKIELDRDSCR-DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDI 
     360       370        380       390       400       410         
 
gi|556 IEAAPFGSTADLIRLKGADIWDVAEHSFALDDEGRTNCLQVSGLRIVIDISKPIRSRVKK 
      420       430       440       450       460       470         
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.9  bits: 20.0 E():   57 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (33-70:168-204) 
 
             10        20        30        40        50        60   
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
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gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
             70        80                                           
2MEPSP YDDHRMAMAFSLAACAEV                                           
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.9  bits: 20.0 E():   57 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (33-70:168-204) 
 
             10        20        30        40        50        60   
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
             70        80                                           
2MEPSP YDDHRMAMAFSLAACAEV                                           
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.7  bits: 17.5 E():   57 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (44-58:70-84) 
 
            20        30        40        50        60        70    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
            80 
2MEPSP LAACAEV 
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (6-78:103-166) 
 
                                          10        20        30    
2MEPSP                          VVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|134 SGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
             80        90       100       110       120       130   
 
            40        50        60        70        80              
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV              
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|134 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
            140           150              160       170       180  
 
gi|134 AFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
             190       200       210       220       230       240  
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.5  bits: 18.7 E():   59 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (45-61:115-128) 
 
           20        30        40        50        60        70     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
           80                                                       
2MEPSP AACAEV                                                       
                                                                    
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
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             150       160       170       180       190       200  
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.5  bits: 18.7 E():   59 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (45-61:115-128) 
 
           20        30        40        50        60        70     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
           80                                                       
2MEPSP AACAEV                                                       
                                                                    
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.5  bits: 19.0 E():   60 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (20-53:170-204) 
 
                          10        20        30        40          
2MEPSP            VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
       50        60        70        80                             
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                             
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (6-78:112-175) 
 
                                          10        20        30    
2MEPSP                          VVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|295 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
              90       100       110       120       130       140  
 
            40        50        60        70        80              
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV              
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|295 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
             150           160              170       180       190 
 
gi|295 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
              200       210       220       230       240       250 
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.2  bits: 19.0 E():   62 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (6-78:114-177) 
 
                                          10        20        30    
2MEPSP                          VVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|109 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            90       100       110       120       130       140    
 
            40        50        60        70        80              
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV              
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|109 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
           150           160              170       180       190   
 
gi|109 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            200       210       220       230       240       250   

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11046

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.2  bits: 18.4 E():   62 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (44-51:172-179) 
 
            20        30        40        50        60        70    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
            80 
2MEPSP LAACAEV 
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.2  bits: 19.0 E():   62 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (6-78:114-177) 
 
                                          10        20        30    
2MEPSP                          VVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|239 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            90       100       110       120       130       140    
 
            40        50        60        70        80              
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV              
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|239 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
           150           160              170       180       190   
 
gi|239 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            200       210       220       230       240       250   
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (6-78:115-178) 
 
                                          10        20        30    
2MEPSP                          VVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. : .:   :. 
gi|217 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTLEV 
           90       100       110       120       130       140     
 
            40        50        60        70        80              
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV              
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|217 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKITVFEA 
          150           160              170       180       190    
 
gi|217 AFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVKYTVFETAEKKAITAMSEA 
           200       210       220       230       240       250    
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (6-78:115-178) 
 
                                          10        20        30    
2MEPSP                          VVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. : .:   :. 
gi|217 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTLEV 
           90       100       110       120       130       140     
 
            40        50        60        70        80              
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV              
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|217 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKITVFEA 
          150           160              170       180       190    
 
gi|217 AFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVKYTVFETAEKKAITAMSEA 
           200       210       220       230       240       250    
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11047

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 43; 36.7% identity (76.7% similar) in 30 aa overlap (11-39:54-82) 
 
                                   10        20        30           
2MEPSP                     VVALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGAS 
                                     ::.:.:.. :. . :....  : .: ::.: 
gi|121 HDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHAS-RIIGFFGEYVTLLGSS 
            30        40        50        60         70        80   
 
      40        50        60        70        80                    
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                    
                                                                    
gi|121 GNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAFDKAF 
             90       100       110       120       130       140   
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.9  bits: 20.0 E():   64 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (9-21:336-348) 
 
                                     10        20        30         
2MEPSP                       VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
       40        50        60        70        80                   
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                   
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (6-78:140-203) 
 
                                          10        20        30    
2MEPSP                          VVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|398 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
     110       120       130       140       150       160          
 
            40        50        60        70        80              
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV              
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|398 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
     170           180         190            200       210         
 
gi|398 AFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
      220       230       240       250       260       270         
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (30-63:131-164) 
 
                10        20        30        40        50          
2MEPSP  VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
      60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEV 
          :                  
gi|158 RTPY                  
                             
 
>>gi|548449|sp|Q06478.1|PA11_DOLMA RecName: Full=Phospho  (317 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.3  bits: 19.0 E():   69 
Smith-Waterman score: 46; 28.0% identity (56.0% similar) in 50 aa overlap (1-48:178-227) 
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                                             10        20           
2MEPSP                               VVALFADGPTAIRDVASWRVKETE-RMVAI 
                                     ...:   ::.  ..  : :. ::. ..: : 
gi|548 IRLVGHSLGAHISGFAGKRVQELKLGKFSEIIGLDPAGPSFKKNDCSERICETDAHYVQI 
       150       160       170       180       190       200        
 
      30        40         50        60        70        80         
2MEPSP RTELTKLGASVEEGP-DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV         
           ..::.    :  :. :                                         
gi|548 LHTSSNLGTERTLGTVDFYINNGSNQPGCRYIIGETCSHTRAVKYFTECIRRECCLIGVP 
       210       220       230       240       250       260        
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.3  bits: 15.6 E():   69 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (7-12:25-30) 
 
                                 10        20        30        40   
2MEPSP                   VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
               10        20        30                               
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.2  bits: 19.0 E():   69 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (20-53:188-222) 
 
                          10        20        30        40          
2MEPSP            VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
       50        60        70        80                             
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                             
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.2  bits: 19.0 E():   69 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (20-53:188-222) 
 
                          10        20        30        40          
2MEPSP            VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
       50        60        70        80                             
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                             
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 69.0  bits: 18.4 E():   72 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (45-80:109-135) 
 
           20        30        40        50        60        70     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
           80                                                       
2MEPSP AACAEV                                                       
       .: : .                                                       
gi|616 SAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
     130       140       150       160       170       180          
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
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 initn:  47 init1:  47 opt:  47  Z-score: 68.9  bits: 19.3 E():   72 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (45-61:318-334) 
 
           20        30        40        50        60        70     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
           80                                                       
2MEPSP AACAEV                                                       
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (45-80:115-141) 
 
           20        30        40        50        60        70     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
           80                                                       
2MEPSP AACAEV                                                       
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (45-80:115-141) 
 
           20        30        40        50        60        70     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
           80                                                       
2MEPSP AACAEV                                                       
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (45-80:115-141) 
 
           20        30        40        50        60        70     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
           80                                                       
2MEPSP AACAEV                                                       
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (45-80:115-141) 
 
           20        30        40        50        60        70     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
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           90       100       110       120                130      
 
           80                                                       
2MEPSP AACAEV                                                       
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (45-80:115-141) 
 
           20        30        40        50        60        70     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
           80                                                       
2MEPSP AACAEV                                                       
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (45-80:115-141) 
 
           20        30        40        50        60        70     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
           80                                                       
2MEPSP AACAEV                                                       
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (45-80:115-141) 
 
           20        30        40        50        60        70     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
           80                                                       
2MEPSP AACAEV                                                       
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.0  bits: 20.0 E():   81 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (30-54:517-541) 
 
                10        20        30        40        50          
2MEPSP  VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
      60        70        80                                        
2MEPSP IDTYDDHRMAMAFSLAACAEV                                        
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
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>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 68.0  bits: 19.0 E():   81 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (6-78:201-264) 
 
                                          10        20        30    
2MEPSP                          VVALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|113 STEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEALRIIAGTLEV 
              180       190       200       210       220       230 
 
            40        50        60        70        80              
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV              
         .  ..::        :  .:.:  ::  :      ::..:: :                
gi|113 HGVKPAAEE----VKAIPAGELQV--IDKVD-----AAFKVAATAANAAPANDKFTVFEA 
                  240       250              260       270          
 
gi|113 AFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQA 
     280       290       300       310       320       330          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.9  bits: 19.0 E():   82 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (27-58:183-213) 
 
                   10        20        30        40        50       
2MEPSP     VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
         60        70        80                                     
2MEPSP VTAIDTYDDHRMAMAFSLAACAEV                                     
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (32-69:12-50) 
 
              10        20        30        40        50        60  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|179                    DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP DTYDDHRMAMAFSLAACAEV                                         
       :. .. . :                                                    
gi|179 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPES 
              50        60        70        80        90       100  
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (15-44:227-256) 
 
                               10        20        30        40     
2MEPSP                 VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
           50        60        70        80                 
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                 
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.7  bits: 19.3 E():   84 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (17-64:372-418) 
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                             10        20        30        40       
2MEPSP               VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
         50           60        70        80                        
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEV                        
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (27-64:130-167) 
 
                   10        20        30        40        50       
2MEPSP     VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
         60        70        80                       
2MEPSP VTAIDTYDDHRMAMAFSLAACAEV                       
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (27-64:130-167) 
 
                   10        20        30        40        50       
2MEPSP     VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
         60        70        80                       
2MEPSP VTAIDTYDDHRMAMAFSLAACAEV                       
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.6  bits: 15.0 E():   85 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:9-16) 
 
        20        30        40        50        60        70        
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                                     :: :: :.                       
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP               
                                     10        20                   
 
        80 
2MEPSP AEV 
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (60-71:15-26) 
 
      30        40        50        60        70        80          
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV          
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
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>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.5  bits: 18.7 E():   86 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (45-53:214-222) 
 
           20        30        40        50        60        70     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
           80                                                       
2MEPSP AACAEV                                                       
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 18.4 E():   86 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (44-51:245-252) 
 
            20        30        40        50        60        70    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
            80 
2MEPSP LAACAEV 
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (42-52:3-13) 
 
              20        30        40        50        60        70  
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
              80                                                    
2MEPSP FSLAACAEV                                                    
                                                                    
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.4  bits: 19.3 E():   87 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (4-25:469-490) 
 
                                          10        20        30    
2MEPSP                            VVALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
            40        50        60        70        80 
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.1 E():   87 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (45-52:116-123) 
 
           20        30        40        50        60        70     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
 
           80                                                       
2MEPSP AACAEV                                                       
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gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.4  bits: 17.5 E():   88 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (32-69:21-59) 
 
              10        20        30        40        50        60  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|217           SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP DTYDDHRMAMAFSLAACAEV                                         
       :. .. . :                                                    
gi|217 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKS 
               60        70        80        90       100       110 
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.3  bits: 19.3 E():   89 
Smith-Waterman score: 48; 28.9% identity (57.9% similar) in 38 aa overlap (7-43:122-159) 
 
                                       10         20        30      
2MEPSP                         VVALFADGPTAIR-DVASWRVKETERMVAIRTELTK 
                                     ::  :   : :.:. ..     :  :...  
gi|476 AVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIAAYPDPAKWKNSKIWMHFARLTDFNL 
             100       110       120       130       140       150  
 
          40        50        60        70        80                
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                
       .:..: .:                                                     
gi|476 MGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTLTNSPEFHLV 
             160       170       180       190       200       210  
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (32-59:28-54) 
 
              10        20        30        40        50        60  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|214    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
              70        80                                          
2MEPSP TYDDHRMAMAFSLAACAEV                                          
                                                                    
gi|214 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (32-59:28-54) 
 
              10        20        30        40        50        60  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
              70        80                                          
2MEPSP TYDDHRMAMAFSLAACAEV                                          
                                                                    
gi|158 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 16.9 E():   90 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (44-58:70-84) 
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            20        30        40        50        60        70    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
      40        50        60        70        80        90          
 
            80 
2MEPSP LAACAEV 
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 67.2  bits: 16.9 E():   90 
Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (12-58:32-85) 
 
                                  10        20        30        40  
2MEPSP                    VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
 
                      50        60        70        80 
2MEPSP --------EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
                 :  : .. : :....                       
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK                
               70        80        90                  
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.1  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (7-43:121-158) 
 
                                        10        20        30      
2MEPSP                         VVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          40        50        60        70        80                
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.1  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (7-43:121-158) 
 
                                        10        20        30      
2MEPSP                         VVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          40        50        60        70        80                
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.1  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (7-43:121-158) 
 
                                        10        20        30      
2MEPSP                         VVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          40        50        60        70        80                
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
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              160       170       180       190       200       210 
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.1  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (7-43:121-158) 
 
                                        10        20        30      
2MEPSP                         VVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          40        50        60        70        80                
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.1  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (7-43:121-158) 
 
                                        10        20        30      
2MEPSP                         VVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          40        50        60        70        80                
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.1  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (7-43:121-158) 
 
                                        10        20        30      
2MEPSP                         VVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          40        50        60        70        80                
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.1  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (7-43:121-158) 
 
                                        10        20        30      
2MEPSP                         VVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          40        50        60        70        80                
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.1  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (7-43:121-158) 
 
                                        10        20        30      
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2MEPSP                         VVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          40        50        60        70        80                
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.1  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (7-43:121-158) 
 
                                        10        20        30      
2MEPSP                         VVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          40        50        60        70        80                
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.1  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (7-43:121-158) 
 
                                        10        20        30      
2MEPSP                         VVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          40        50        60        70        80                
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.1  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (7-43:121-158) 
 
                                        10        20        30      
2MEPSP                         VVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          40        50        60        70        80                
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.1  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (7-43:121-158) 
 
                                        10        20        30      
2MEPSP                         VVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          40        50        60        70        80                
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                
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       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.1  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (7-43:121-158) 
 
                                        10        20        30      
2MEPSP                         VVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|117 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          40        50        60        70        80                
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                
       .: .: .:                                                     
gi|117 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 67.1  bits: 19.3 E():   90 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (7-43:121-158) 
 
                                        10        20        30      
2MEPSP                         VVALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
          40        50        60        70        80                
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV                
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.1  bits: 17.5 E():   90 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (32-69:25-63) 
 
              10        20        30        40        50        60  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|546       GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP DTYDDHRMAMAFSLAACAEV                                         
       :. .. . :                                                    
gi|546 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
           60        70        80        90       100       110     
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.1 E():   92 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (45-52:115-122) 
 
           20        30        40        50        60        70     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
           80                                                       
2MEPSP AACAEV                                                       
                                                                    
gi|223 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.1 E():   92 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (45-52:115-122) 
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           20        30        40        50        60        70     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
           80                                                       
2MEPSP AACAEV                                                       
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.1 E():   92 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (45-52:115-122) 
 
           20        30        40        50        60        70     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
           80                                                       
2MEPSP AACAEV                                                       
                                                                    
gi|837 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.1 E():   92 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (45-52:115-122) 
 
           20        30        40        50        60        70     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
           80                                                       
2MEPSP AACAEV                                                       
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.0  bits: 19.0 E():   92 
Smith-Waterman score: 46; 31.7% identity (53.7% similar) in 41 aa overlap (3-43:136-174) 
 
                                           10        20        30   
2MEPSP                             VVALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     :. . :  ..  :.::.::     :   .  
gi|558 IAAENVIDVKLVDANGKLHDKKSMGDDHFWAVRGGGGESFGIVVSWQVKLLP--VPPTVT 
         110       120       130       140       150         160    
 
             40        50        60        70        80             
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV             
       . :.  :: ::                                                  
gi|558 IFKIPKSVSEGAVDIINKWQLVAPQLPADLMIRIIAMGPKATFEAMYLGTCKTLTPMMQS 
           170       180       190       200       210       220    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (32-69:29-67) 
 
              10        20        30        40        50        60  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|218   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
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               70        80                                         
2MEPSP DTYDDHRMAMAFSLAACAEV                                         
       :. .. . :                                                    
gi|218 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (32-69:29-67) 
 
              10        20        30        40        50        60  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|256   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP DTYDDHRMAMAFSLAACAEV                                         
       :. .. . :                                                    
gi|256 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (32-69:29-67) 
 
              10        20        30        40        50        60  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|558   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP DTYDDHRMAMAFSLAACAEV                                         
       :. .. . :                                                    
gi|558 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (32-69:29-67) 
 
              10        20        30        40        50        60  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|864   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP DTYDDHRMAMAFSLAACAEV                                         
       :. .. . :                                                    
gi|864 DANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (32-69:29-67) 
 
              10        20        30        40        50        60  
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|558   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
               70        80                                         
2MEPSP DTYDDHRMAMAFSLAACAEV                                         
       :. .. . :                                                    
gi|558 DANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.1 E():   93 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (42-52:20-30) 
 
              20        30        40        50        60        70  
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|510            MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNC 
                          10        20        30        40          
 
              80                                                    
2MEPSP FSLAACAEV                                                    
                                                                    
gi|510 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
      50        60        70        80        90       100          
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (44-51:272-279) 
 
            20        30        40        50        60        70    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
            80 
2MEPSP LAACAEV 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (44-51:272-279) 
 
            20        30        40        50        60        70    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
            80 
2MEPSP LAACAEV 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (44-51:272-279) 
 
            20        30        40        50        60        70    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
            80 
2MEPSP LAACAEV 
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.7  bits: 15.0 E():   96 
Smith-Waterman score: 33; 83.3% identity (83.3% similar) in 6 aa overlap (74-79:17-22) 
 
            50        60        70        80     
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV     
                                     : ::::      
gi|391               SFREQCVPGREITYECLNACAEYAVRQ 
                             10        20        
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.4 E():   96 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (44-51:273-280) 
 
            20        30        40        50        60        70    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
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gi|473 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
            250       260       270       280                       
 
            80 
2MEPSP LAACAEV 
 
>>gi|348137|gb|AAA16792.1| superoxide dismutase (mangane  (233 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.6  bits: 18.1 E():   96 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (27-64:158-195) 
 
                   10        20        30        40        50       
2MEPSP     VVALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|348 AIDADFGSLEKLIQLMNAEGAALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
       130       140       150       160       170       180        
 
         60        70        80                       
2MEPSP VTAIDTYDDHRMAMAFSLAACAEV                       
       . .::...                                       
gi|348 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
       190       200       210       220       230    
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.4 E():   97 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (44-51:277-284) 
 
            20        30        40        50        60        70    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSFQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
        250       260       270       280       290                 
 
            80 
2MEPSP LAACAEV 
 
>>gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A-IV   (297 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.4 E():   99 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (44-51:283-290) 
 
            20        30        40        50        60        70    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            260       270       280       290                       
 
            80 
2MEPSP LAACAEV 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:06 2011 done: Tue Apr 19 10:58:06 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 340  - 419 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
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  24     0     0: 
  26     2     0:= 
  28     2     0:= 
  30     6     2:*= 
  32    11     8:=*= 
  34    28    22:=====*= 
  36    32    44:========  * 
  38    73    73:==================* 
  40    93   102:======================== * 
  42    96   125:========================       * 
  44   152   138:==================================*=== 
  46   126   140:================================  * 
  48   198   134:=================================*================ 
  50   140   122:==============================*==== 
  52   115   108:==========================*== 
  54    79    92:====================  * 
  56    66    77:=================  * 
  58    46    63:============   * 
  60    32    51:========    * 
  62    28    41:=======   * 
  64    27    33:======= * 
  66    58    26:======*======== 
  68    21    20:====*= 
  70    14    16:===* 
  72    12    12:==* 
  74     3    10:= * 
  76     9     8:=*= 
  78     2     6:=* 
  80     6     5:=* 
  82     4     3:* 
  84     6     3:*= 
  86     0     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.56750.00328; mu= 8.8902 0.171 
 mean_var=32.8754 8.013, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.223686 
 Kolmogorov-Smirnov  statistic: 0.0380 (N=27) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.8     2.2 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.5     3.7 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.9       9 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 21.9     9.5 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.6      10 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.9      11 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.6      11 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.5      11 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.5      12 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   53 21.2      13 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.9      14 
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gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family prot ( 150)   50 20.3      14 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.9      15 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.2      16 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 19.0      16 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.9      16 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 19.0      17 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 19.6      18 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 19.0      19 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 19.9      24 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.9      24 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 19.9      24 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.6      25 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.3      26 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.3      26 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.3      26 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.6      28 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   50 20.2      30 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 19.0      32 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 19.0      32 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 19.0      33 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   48 19.6      38 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.9      39 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   44 18.3      42 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.7      43 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.6      45 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.3      46 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.3      50 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.6      50 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.6      51 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   47 19.3      51 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   47 19.3      51 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   47 19.3      51 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.0      51 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.3      52 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.3      54 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   50 20.2      54 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 19.9      60 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 19.9      60 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.4      62 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   46 19.0      63 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.0      63 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.6      63 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.6      63 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   46 19.0      65 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   46 19.0      65 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   46 19.0      66 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   46 19.0      66 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   46 19.0      66 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.3      66 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 18.0      67 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.9      67 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   46 19.0      72 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 18.0      73 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      74 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      74 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.3      76 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.5      77 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   44 18.3      77 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   44 18.3      79 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   44 18.3      79 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   44 18.3      79 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   44 18.3      79 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   44 18.3      79 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   44 18.3      79 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   44 18.3      79 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.9      84 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   46 18.9      86 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 18.9      87 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.6      88 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.4      88 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.3      88 
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gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 18.0      91 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 18.0      91 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.3      91 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.6      92 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.4      92 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.3      92 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.0      92 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 18.0      93 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.3      93 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.3      94 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.4      95 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   47 19.3      95 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   47 19.3      95 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   47 19.3      95 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   47 19.3      95 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   47 19.3      95 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   47 19.3      95 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   47 19.3      95 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      95 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   47 19.3      95 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      95 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   47 19.3      95 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   47 19.3      95 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   47 19.3      95 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   47 19.3      95 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 14.8      95 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   44 18.3      96 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   44 18.3      96 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   41 17.4      97 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   41 17.4      97 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   46 18.9      97 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.4      97 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 16.7      98 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.7      98 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   43 18.0      98 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   43 18.0      98 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   43 18.0      98 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   43 18.0      98 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.0   1e 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   41 17.4   1e 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   41 17.4   1e 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   41 17.4   1e 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   41 17.4   1e 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   41 17.4   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 96.2  bits: 22.8 E():  2.2 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (31-58:27-53) 
 
               10        20        30        40        50        60 
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :: .:   : :::::   .::.. :   
gi|457     MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADF 
                   10        20        30         40        50      
 
               70        80                                         
2MEPSP TYDDHRMAMAFSLAACAEVP                                         
                                                                    
gi|457 VANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNV 
          60        70        80        90       100       110      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 92.2  bits: 23.5 E():  3.7 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (37-63:23-50) 
 
         10        20        30        40        50        60       
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDH 
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
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          70        80                                              
2MEPSP RMAMAFSLAACAEVP                                              
                                                                    
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 85.3  bits: 20.9 E():    9 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (19-52:104-138) 
 
                           10        20        30         40        
2MEPSP             VALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
       :.: .                             
gi|110 ISPSQGCQFSSPYWSY                  
           140                           
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 85.0  bits: 21.9 E():  9.5 
Smith-Waterman score: 55; 29.3% identity (50.7% similar) in 75 aa overlap (5-77:123-188) 
 
                                           10        20        30   
2MEPSP                           VALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    . :. :..:   :. 
gi|441 SSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEALRVIAGALEV 
            100       110       120       130       140       150   
 
             40        50        60        70        80             
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP             
         .  ..:: :   :  :  .:..  .:  :      ::..:: :                
gi|441 HAVKPATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFES 
            160         170              180       190       200    
 
gi|441 AFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMTQA 
           210       220       230       240       250       260    
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 84.2  bits: 20.6 E():   10 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (6-60:45-89) 
 
                                        10        20        30      
2MEPSP                          VALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
          40        50        60        70        80                
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP                
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 83.9  bits: 20.9 E():   11 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (39-67:36-62) 
 
       10        20        30        40        50        60         
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
       70        80                                                 
2MEPSP MAFSLAACAEVP                                                 
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
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            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 83.7  bits: 20.6 E():   11 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (31-68:29-67) 
 
               10        20        30        40        50           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . .:. ::  
gi|558   MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIF 
                 10        20        30        40        50         
 
      60        70        80                                        
2MEPSP DTYDDHRMAMAFSLAACAEVP                                        
       :. .. . :                                                    
gi|558 DANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 83.5  bits: 21.5 E():   11 
Smith-Waterman score: 54; 29.3% identity (50.7% similar) in 75 aa overlap (5-77:116-181) 
 
                                           10        20        30   
2MEPSP                           VALFADGPT--AIRDVASWRVKETERMVAIRTEL 
                                     : :::  :  :.    . :. :..:   :. 
gi|144 ACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEALRVIAGALEV 
          90       100       110       120       130       140      
 
             40        50        60        70        80             
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP             
         .  ..:: :   :  :  .:..  .:  :      :...:: :                
gi|144 HAVKPAAEEVPAAKI--PAGELQI--VDKID-----AAYKIAATAANAAPANDKFTVFEG 
         150       160           170            180       190       
 
gi|144 AFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEA 
        200       210       220       230       240       250       
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 83.2  bits: 21.5 E():   12 
Smith-Waterman score: 54; 28.6% identity (50.0% similar) in 70 aa overlap (8-77:128-188) 
 
                                      10        20        30        
2MEPSP                        VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|663 LATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEALRVIAGALEVHAVKP 
       100       110       120       130       140       150        
 
        40        50        60        70        80                  
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP                  
       ..:: :   :  :  .:..  .:  :      ::..:: :                     
gi|663 ATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFESAFNKA 
       160         170              180       190       200         
 
gi|663 LKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAK 
      210       220       230       240       250       260         
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 82.5  bits: 21.2 E():   13 
Smith-Waterman score: 53; 29.3% identity (50.7% similar) in 75 aa overlap (5-77:91-156) 
 
                                           10        20        30   
2MEPSP                           VALFADGPT--AIRDVASWRVKETERMVAIRTEL 
                                     : :::  :  :.    . :. :..:   :. 
gi|180 ACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEALRVIAGALEV 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP             
         .  ..:: :   :  :  .:..  .:  :      :...:: :                
gi|180 HAVKPAAEEVPAAKI--PAGELQI--VDKID-----AAYKIAATAANAAPANDKFTVFEG 
              130         140              150       160       170  
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gi|180 AFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEA 
             180       190       200       210       220       230  
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 82.0  bits: 19.9 E():   14 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (12-50:63-104) 
 
                                  10          20        30          
2MEPSP                    VALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
       40        50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
       .   : ::.  :                               
gi|999 AALVPKYCLQHPHACDLYKNQTVMS                  
            100       110                         
 
>>gi|155676692|dbj|BAF75709.1| SXP/RAL-2 family protein   (150 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 81.8  bits: 20.3 E():   14 
Smith-Waterman score: 50; 26.4% identity (44.4% similar) in 72 aa overlap (1-70:58-120) 
 
                                             10        20        30 
2MEPSP                               VALFADGPTAIRDVASWRVKETERMVAIRT 
                                     :  ::.   ::.:.   . ::.         
gi|155 LDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFANDHPAIKDAYEAEKKEV-------- 
        30        40        50        60        70                  
 
               40        50          60        70        80         
2MEPSP ELTKLGASVEEGPDYCIITPPE--KLNVTAIDTYDDHRMAMAFSLAACAEVP         
        :.   :. ::        ::.  : ..    : ::  ...:                   
gi|155 -LAAQQAAEEEHKKLVAALPPDAQKADAELTATADDASLTLAAKHDKIVQTFESLPPAVK 
       80        90       100       110       120       130         
 
gi|155 EELNKLNQQGQS 
      140       150 
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 81.4  bits: 20.9 E():   15 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (35-52:180-197) 
 
           10        20        30        40         50        60    
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
            70        80                     
2MEPSP DHRMAMAFSLAACAEVP                     
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 80.8  bits: 21.2 E():   16 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (6-52:115-168) 
 
                                        10        20        30      
2MEPSP                          VALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
           40               50        60        70        80        
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP        
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
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>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.8  bits: 19.0 E():   16 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (4-50:15-61) 
 
                          10        20         30        40         
2MEPSP            VALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCII 
                     .:.   :.: ..:  . :..::.: : :.   .  . .:  ..:   
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCNA 
               10        20        30        40         50          
 
       50        60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
       .:                               
gi|124 NPGLMKDVAKVF                     
      60        70                      
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 80.7  bits: 19.9 E():   16 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (19-52:96-130) 
 
                           10        20         30        40        
2MEPSP             VALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
       :.: .                             
gi|244 ISPSQGCQFQSSY                     
         130                             
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.5  bits: 19.0 E():   17 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (4-50:17-63) 
 
                            10        20         30        40       
2MEPSP              VALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                       .:.   :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
 
         50        60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
         .:                               
gi|124 NANPGLMKDVAKVF                     
      60        70                        
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 79.7  bits: 19.6 E():   18 
Smith-Waterman score: 48; 28.3% identity (52.8% similar) in 53 aa overlap (29-80:10-61) 
 
               10        20        30        40        50           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-I 
                                   . :.:.:  .   : :.:.:   . :.. : . 
gi|484                    GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKF 
                                  10        20         30        40 
 
      60        70        80                                        
2MEPSP DTYDDHRMAMAFSLAACAEVP                                        
        . .:   :    ::  : .:                                        
gi|484 AANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKV 
               50        60        70        80        90       100 
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.6  bits: 19.0 E():   19 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (4-50:26-72) 
 
                                     10        20         30        
2MEPSP                       VALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
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gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
        40        50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
       . .:  ..:  .:                               
gi|187 DFDEFISFCNANPGLMKDVAKVF                     
      60        70        80                       
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.7  bits: 19.9 E():   24 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (20-70:56-100) 
 
                          10        20        30         40         
2MEPSP            VALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
       50         60        70        80                            
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVP                            
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 77.6  bits: 20.9 E():   24 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (19-62:81-124) 
 
                           10        20        30        40         
2MEPSP             VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
       50        60        70        80                             
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP                             
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.6  bits: 19.9 E():   24 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (20-70:60-104) 
 
                          10        20        30         40         
2MEPSP            VALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
       50         60        70        80                            
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVP                            
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 77.2  bits: 19.6 E():   25 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (47-74:106-134) 
 
         20        30        40        50        60         70      
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
          80                                 
2MEPSP CAEVP                                 
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11071

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

         140       150       160       170   
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.0  bits: 19.3 E():   26 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (31-58:28-54) 
 
               10        20        30        40        50        60 
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
               70        80                                         
2MEPSP TYDDHRMAMAFSLAACAEVP                                         
                                                                    
gi|158 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.0  bits: 19.3 E():   26 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (31-58:28-54) 
 
               10        20        30        40        50        60 
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|170    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
               70        80                                         
2MEPSP TYDDHRMAMAFSLAACAEVP                                         
                                                                    
gi|170 AANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.0  bits: 19.3 E():   26 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (31-58:28-54) 
 
               10        20        30        40        50        60 
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  .   : : :.:   ::... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKF 
                  10        20        30         40        50       
 
               70        80                                         
2MEPSP TYDDHRMAMAFSLAACAEVP                                         
                                                                    
gi|212 AANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKV 
         60        70        80        90       100       110       
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.5  bits: 19.6 E():   28 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (45-51:141-147) 
 
           20        30        40        50        60        70     
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
           80             
2MEPSP ACAEVP             
                          
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 75.9  bits: 20.2 E():   30 
Smith-Waterman score: 50; 29.3% identity (50.7% similar) in 75 aa overlap (5-77:140-203) 
 
                                           10        20        30   

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11072

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP                           VALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. :..:   :. 
gi|330 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRIIAGTLEV 
     110       120       130       140       150       160          
 
             40        50        60        70        80             
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP             
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|330 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
     170           180         190            200       210         
 
gi|330 AFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
      220       230       240       250       260       270         
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.5  bits: 19.0 E():   32 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (6-56:73-125) 
 
                                        10        20         30     
2MEPSP                          VALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
           40            50        60        70        80 
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
        :  : : : .: :.    ::  .:.                         
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN            
     100       110       120       130                    
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.4  bits: 19.0 E():   32 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (6-56:37-89) 
 
                                        10        20         30     
2MEPSP                          VALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
           40            50        60        70        80           
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVP           
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.2  bits: 19.0 E():   33 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (6-56:31-83) 
 
                                        10        20         30     
2MEPSP                          VALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
           40            50        60        70        80           
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVP           
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.0  bits: 19.6 E():   38 
Smith-Waterman score: 48; 28.0% identity (50.7% similar) in 75 aa overlap (5-77:86-149) 
 
                                           10        20        30   
2MEPSP                           VALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|422 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
          60        70        80        90       100       110      

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11073

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
             40        50        60        70        80             
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP             
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|422 HAVKPAAEE----VKVIPAAELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
         120           130         140            150       160     
 
gi|422 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
          170       180       190       200       210       220     
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 73.8  bits: 19.9 E():   39 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (35-63:141-170) 
 
           10        20        30        40         50        60    
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
            70        80                                            
2MEPSP DHRMAMAFSLAACAEVP                                            
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.2  bits: 18.3 E():   42 
Smith-Waterman score: 44; 26.9% identity (61.5% similar) in 26 aa overlap (51-76:49-74) 
 
               30        40        50        60        70        80 
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:     
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 17.7 E():   43 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (10-27:28-45) 
 
                                 10        20        30        40   
2MEPSP                   VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
             50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                              
gi|144 ISFCNANPGLMKDVAKVF                     
               70                             
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.6  bits: 18.6 E():   45 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (2-23:22-43) 
 
                                   10        20        30        40 
2MEPSP                     VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                            ::: :. . :. :    .: ::                  
gi|167 MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP                     
                                                                    
gi|167 EASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTKY 
               70        80        90       100       110       120 
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>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (31-68:12-50) 
 
               10        20        30        40        50           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. .. ..: : :::   . ... :.  
gi|760                    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
      60        70        80                                        
2MEPSP DTYDDHRMAMAFSLAACAEVP                                        
       :. .. . :                                                    
gi|760 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
              50        60        70        80        90       100  
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.8  bits: 18.3 E():   50 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (31-58:28-54) 
 
               10        20        30        40        50        60 
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|212    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
               70        80                                         
2MEPSP TYDDHRMAMAFSLAACAEVP                                         
                                                                    
gi|212 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.8  bits: 18.6 E():   50 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (18-56:83-126) 
 
                            10        20         30        40       
2MEPSP              VALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
             50        60        70        80                       
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVP                       
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.7  bits: 19.6 E():   51 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (27-79:189-242) 
 
                   10        20        30        40        50       
2MEPSP     VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
           60        70        80                                   
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVP                                   
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (5-77:104-167) 
 
                                           10        20        30   
2MEPSP                           VALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
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gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
             40        50        60        70        80             
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP             
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            190       200       210       220       230       240   
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (5-77:104-167) 
 
                                           10        20        30   
2MEPSP                           VALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
             40        50        60        70        80             
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP             
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAFTAMSEA 
            190       200       210       220       230       240   
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (5-77:104-167) 
 
                                           10        20        30   
2MEPSP                           VALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
             40        50        60        70        80             
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP             
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            190       200       210       220       230       240   
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.7  bits: 18.0 E():   51 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (38-57:89-108) 
 
        10        20        30        40        50        60        
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
        70        80 
2MEPSP AMAFSLAACAEVP 
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.6  bits: 19.3 E():   52 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (36-77:58-99) 
 
          10        20        30        40        50        60      
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
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        30        40        50        60        70        80        
 
          70        80                                              
2MEPSP RMAMAFSLAACAEVP                                              
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.3  bits: 18.3 E():   54 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (8-53:52-93) 
 
                                      10        20        30        
2MEPSP                        VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
        40        50        60        70        80                  
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP                  
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.3  bits: 20.2 E():   54 
Smith-Waterman score: 50; 26.2% identity (47.7% similar) in 65 aa overlap (8-71:336-393) 
 
                                      10        20        30        
2MEPSP                        VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
         40        50        60        70        80                 
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP                 
       . .:   : :       :.:   : . :.    .:                          
gi|556 TKIELDRDSCR-DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDI 
     360       370        380       390       400       410         
 
gi|556 IEAAPFGSTADLIRLKGADIWDVAEHSFALDDEGRTNCLQVSGLRIVIDISKPIRSRVKK 
      420       430       440       450       460       470         
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (32-69:168-204) 
 
              10        20        30        40        50        60  
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
              70        80                                          
2MEPSP YDDHRMAMAFSLAACAEVP                                          
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (32-69:168-204) 
 
              10        20        30        40        50        60  
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
              70        80                                          
2MEPSP YDDHRMAMAFSLAACAEVP                                          
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        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.1  bits: 17.4 E():   62 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (43-57:70-84) 
 
             20        30        40        50        60        70   
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
             80 
2MEPSP LAACAEVP 
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (5-77:103-166) 
 
                                           10        20        30   
2MEPSP                           VALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|134 SGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
             80        90       100       110       120       130   
 
             40        50        60        70        80             
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP             
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|134 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
            140           150              160       170       180  
 
gi|134 AFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
             190       200       210       220       230       240  
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.9  bits: 19.0 E():   63 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (19-52:170-204) 
 
                           10        20        30        40         
2MEPSP             VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
        50        60        70        80                            
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP                            
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.9  bits: 18.6 E():   63 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (44-60:115-128) 
 
            20        30        40        50        60        70    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
            80                                                      
2MEPSP AACAEVP                                                      
                                                                    
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.9  bits: 18.6 E():   63 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (44-60:115-128) 
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            20        30        40        50        60        70    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
            80                                                      
2MEPSP AACAEVP                                                      
                                                                    
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (5-77:112-175) 
 
                                           10        20        30   
2MEPSP                           VALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|295 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
              90       100       110       120       130       140  
 
             40        50        60        70        80             
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP             
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|295 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
             150           160              170       180       190 
 
gi|295 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
              200       210       220       230       240       250 
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (5-77:114-177) 
 
                                           10        20        30   
2MEPSP                           VALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|109 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            90       100       110       120       130       140    
 
             40        50        60        70        80             
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP             
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|109 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
           150           160              170       180       190   
 
gi|109 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            200       210       220       230       240       250   
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.7  bits: 19.0 E():   66 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (5-77:114-177) 
 
                                           10        20        30   
2MEPSP                           VALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|239 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            90       100       110       120       130       140    
 
             40        50        60        70        80             
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP             
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|239 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
           150           160              170       180       190   
 
gi|239 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            200       210       220       230       240       250   
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
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 initn:  41 init1:  41 opt:  46  Z-score: 69.6  bits: 19.0 E():   66 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (5-77:115-178) 
 
                                           10        20        30   
2MEPSP                           VALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. : .:   :. 
gi|217 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTLEV 
           90       100       110       120       130       140     
 
             40        50        60        70        80             
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP             
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|217 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKITVFEA 
          150           160              170       180       190    
 
gi|217 AFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVKYTVFETAEKKAITAMSEA 
           200       210       220       230       240       250    
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.6  bits: 19.0 E():   66 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (5-77:115-178) 
 
                                           10        20        30   
2MEPSP                           VALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. : .:   :. 
gi|217 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTLEV 
           90       100       110       120       130       140     
 
             40        50        60        70        80             
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP             
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|217 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKITVFEA 
          150           160              170       180       190    
 
gi|217 AFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVKYTVFETAEKKAITAMSEA 
           200       210       220       230       240       250    
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 18.3 E():   66 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (43-50:172-179) 
 
             20        30        40        50        60        70   
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
             80 
2MEPSP LAACAEVP 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 43; 36.7% identity (76.7% similar) in 30 aa overlap (10-38:54-82) 
 
                                    10        20        30          
2MEPSP                      VALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGAS 
                                     ::.:.:.. :. . :....  : .: ::.: 
gi|121 HDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHAS-RIIGFFGEYVTLLGSS 
            30        40        50        60         70        80   
 
       40        50        60        70        80                   
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP                   
                                                                    
gi|121 GNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAFDKAF 
             90       100       110       120       130       140   
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.5  bits: 19.9 E():   67 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (8-20:336-348) 
 
                                      10        20        30        

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11080

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP                        VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
        40        50        60        70        80                  
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP                  
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.0  bits: 19.0 E():   72 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (5-77:140-203) 
 
                                           10        20        30   
2MEPSP                           VALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|398 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
     110       120       130       140       150       160          
 
             40        50        60        70        80             
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP             
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|398 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
     170           180         190            200       210         
 
gi|398 AFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
      220       230       240       250       260       270         
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.0 E():   73 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (29-62:131-164) 
 
                 10        20        30        40        50         
2MEPSP   VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
       60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVP 
          :                   
gi|158 RTPY                   
                              
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (19-52:188-222) 
 
                           10        20        30        40         
2MEPSP             VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
        50        60        70        80                            
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP                            
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (19-52:188-222) 
 
                           10        20        30        40         
2MEPSP             VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
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        50        60        70        80                            
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP                            
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.5  bits: 19.3 E():   76 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (44-60:318-334) 
 
            20        30        40        50        60        70    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
            80                                                      
2MEPSP AACAEVP                                                      
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.4  bits: 15.5 E():   77 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (6-11:25-30) 
 
                                  10        20        30        40  
2MEPSP                    VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
               10        20        30                               
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (44-79:109-135) 
 
            20        30        40        50        60        70    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
            80                                                      
2MEPSP AACAEVP                                                      
       .: : .                                                       
gi|616 SAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
     130       140       150       160       170       180          
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.2  bits: 18.3 E():   79 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (44-79:115-141) 
 
            20        30        40        50        60        70    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
            80                                                      
2MEPSP AACAEVP                                                      
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.2  bits: 18.3 E():   79 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (44-79:115-141) 
 
            20        30        40        50        60        70    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
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                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
            80                                                      
2MEPSP AACAEVP                                                      
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.2  bits: 18.3 E():   79 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (44-79:115-141) 
 
            20        30        40        50        60        70    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
            80                                                      
2MEPSP AACAEVP                                                      
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.2  bits: 18.3 E():   79 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (44-79:115-141) 
 
            20        30        40        50        60        70    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
            80                                                      
2MEPSP AACAEVP                                                      
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.2  bits: 18.3 E():   79 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (44-79:115-141) 
 
            20        30        40        50        60        70    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
            80                                                      
2MEPSP AACAEVP                                                      
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.2  bits: 18.3 E():   79 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (44-79:115-141) 
 
            20        30        40        50        60        70    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
            80                                                      
2MEPSP AACAEVP                                                      
       .: : .                                                       
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gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.2  bits: 18.3 E():   79 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (44-79:115-141) 
 
            20        30        40        50        60        70    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
            80                                                      
2MEPSP AACAEVP                                                      
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.7  bits: 19.9 E():   84 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (29-53:517-541) 
 
                 10        20        30        40        50         
2MEPSP   VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
       60        70        80                                       
2MEPSP IDTYDDHRMAMAFSLAACAEVP                                       
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 67.6  bits: 18.9 E():   86 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (5-77:201-264) 
 
                                           10        20        30   
2MEPSP                           VALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|113 STEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEALRIIAGTLEV 
              180       190       200       210       220       230 
 
             40        50        60        70        80             
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP             
         .  ..::        :  .:.:  ::  :      ::..:: :                
gi|113 HGVKPAAEE----VKAIPAGELQV--IDKVD-----AAFKVAATAANAAPANDKFTVFEA 
                  240       250              260       270          
 
gi|113 AFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQA 
     280       290       300       310       320       330          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.5  bits: 18.9 E():   87 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (26-57:183-213) 
 
                    10        20        30        40        50      
2MEPSP      VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
          60        70        80                                    
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVP                                    
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.6 E():   88 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (14-43:227-256) 
 
                                10        20        30        40    
2MEPSP                  VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
            50        60        70        80                
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP                
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (31-68:12-50) 
 
               10        20        30        40        50           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|179                    DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                                  10        20        30        40  
 
      60        70        80                                        
2MEPSP DTYDDHRMAMAFSLAACAEVP                                        
       :. .. . :                                                    
gi|179 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPES 
              50        60        70        80        90       100  
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.3  bits: 19.3 E():   88 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (16-63:372-418) 
 
                              10        20        30        40      
2MEPSP                VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
          50           60        70        80                       
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVP                       
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.1  bits: 18.0 E():   91 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (26-63:130-167) 
 
                    10        20        30        40        50      
2MEPSP      VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
          60        70        80                      
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVP                      
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.1  bits: 18.0 E():   91 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (26-63:130-167) 
 
                    10        20        30        40        50      
2MEPSP      VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
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     100       110       120       130       140       150          
 
          60        70        80                      
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVP                      
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.0  bits: 19.3 E():   91 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (3-24:469-490) 
 
                                           10        20        30   
2MEPSP                             VALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
             40        50        60        70        80 
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.6 E():   92 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (44-52:214-222) 
 
            20        30        40        50        60        70    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
            80                                                      
2MEPSP AACAEVP                                                      
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (59-70:15-26) 
 
       30        40        50        60        70        80         
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP         
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 18.3 E():   92 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (43-50:245-252) 
 
             20        30        40        50        60        70   
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
             80 
2MEPSP LAACAEVP 
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.0 E():   92 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (41-51:3-13) 
 
               20        30        40        50        60        70 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11086

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                           10        20        30   
 
               80                                                   
2MEPSP FSLAACAEVP                                                   
                                                                    
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (44-51:116-123) 
 
            20        30        40        50        60        70    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
 
            80                                                      
2MEPSP AACAEVP                                                      
                                                                    
gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.8  bits: 19.3 E():   93 
Smith-Waterman score: 48; 28.9% identity (57.9% similar) in 38 aa overlap (6-42:122-159) 
 
                                        10         20        30     
2MEPSP                          VALFADGPTAIR-DVASWRVKETERMVAIRTELTK 
                                     ::  :   : :.:. ..     :  :...  
gi|476 AVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIAAYPDPAKWKNSKIWMHFARLTDFNL 
             100       110       120       130       140       150  
 
           40        50        60        70        80               
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP               
       .:..: .:                                                     
gi|476 MGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTLTNSPEFHLV 
             160       170       180       190       200       210  
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 44; 28.9% identity (48.9% similar) in 45 aa overlap (36-80:92-135) 
 
          10        20        30        40        50        60      
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. :   :  . :  : : : :  . . : 
gi|226 KASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIA-GALEVH 
              70        80        90       100       110        120 
 
          70        80                                              
2MEPSP RMAMAFSLAACAEVP                                              
        .  :   .. :..:                                              
gi|226 AVKPATEEVGAAKIPAGELQIVDKIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKEST 
              130       140       150       160       170       180 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.8  bits: 17.4 E():   95 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (31-68:21-59) 
 
               10        20        30        40        50           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|217           SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                         10        20        30        40        50 
 
      60        70        80                                        
2MEPSP DTYDDHRMAMAFSLAACAEVP                                        
       :. .. . :                                                    
gi|217 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKS 
               60        70        80        90       100       110 
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>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (6-42:121-158) 
 
                                         10        20        30     
2MEPSP                          VALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
           40        50        60        70        80               
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP               
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (6-42:121-158) 
 
                                         10        20        30     
2MEPSP                          VALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
           40        50        60        70        80               
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP               
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (6-42:121-158) 
 
                                         10        20        30     
2MEPSP                          VALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
           40        50        60        70        80               
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP               
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (6-42:121-158) 
 
                                         10        20        30     
2MEPSP                          VALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
           40        50        60        70        80               
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP               
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (6-42:121-158) 
 
                                         10        20        30     
2MEPSP                          VALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
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                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
           40        50        60        70        80               
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP               
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (6-42:121-158) 
 
                                         10        20        30     
2MEPSP                          VALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
           40        50        60        70        80               
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP               
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (6-42:121-158) 
 
                                         10        20        30     
2MEPSP                          VALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
           40        50        60        70        80               
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP               
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (6-42:121-158) 
 
                                         10        20        30     
2MEPSP                          VALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
           40        50        60        70        80               
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP               
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (6-42:121-158) 
 
                                         10        20        30     
2MEPSP                          VALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|117 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
           40        50        60        70        80               
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP               
       .: .: .:                                                     
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gi|117 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (6-42:121-158) 
 
                                         10        20        30     
2MEPSP                          VALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
           40        50        60        70        80               
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP               
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (6-42:121-158) 
 
                                         10        20        30     
2MEPSP                          VALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
           40        50        60        70        80               
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP               
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (6-42:121-158) 
 
                                         10        20        30     
2MEPSP                          VALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
           40        50        60        70        80               
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP               
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (6-42:121-158) 
 
                                         10        20        30     
2MEPSP                          VALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
           40        50        60        70        80               
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP               
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (6-42:121-158) 
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                                         10        20        30     
2MEPSP                          VALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
           40        50        60        70        80               
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP               
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.7  bits: 14.8 E():   95 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:9-16) 
 
         20        30        40        50        60        70       
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                                     :: :: :.                       
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP               
                                     10        20                   
 
         80 
2MEPSP AEVP 
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.3 E():   96 
Smith-Waterman score: 44; 31.0% identity (52.4% similar) in 42 aa overlap (17-58:8-43) 
 
               10        20        30        40        50        60 
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                       : . ... .::.   .   ::    ::     .:: : :.::   
gi|115          MTVVSIMWSLVQVQVLVAVALAFLVGGAWC--GPPK---VPPGK-NITAKY 
                        10        20        30              40      
 
               70        80                                         
2MEPSP TYDDHRMAMAFSLAACAEVP                                         
                                                                    
gi|115 GSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFE 
          50        60        70        80        90       100      
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.3 E():   96 
Smith-Waterman score: 44; 31.0% identity (59.5% similar) in 42 aa overlap (17-58:8-43) 
 
               10        20        30        40        50        60 
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                       : . ... .::.   :. : ...  ::     .:: : :.::   
gi|105          MTVVSIMWSLVQVQVLVAV--ALSFLVGGAWCGPPK---VPPGK-NITANY 
                        10          20        30            40      
 
               70        80                                         
2MEPSP TYDDHRMAMAFSLAACAEVP                                         
                                                                    
gi|105 GSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSCFE 
          50        60        70        80        90       100      
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 17.4 E():   97 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (31-58:28-54) 
 
               10        20        30        40        50        60 
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|158    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
               70        80                                         
2MEPSP TYDDHRMAMAFSLAACAEVP                                         
                                                                    
gi|158 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
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         60        70        80        90       100       110       
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 17.4 E():   97 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (31-58:28-54) 
 
               10        20        30        40        50        60 
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :.:.:  :   : : :.:   .:... :   
gi|214    MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKF 
                  10        20        30         40        50       
 
               70        80                                         
2MEPSP TYDDHRMAMAFSLAACAEVP                                         
                                                                    
gi|214 AANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
         60        70        80        90       100       110       
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 66.5  bits: 18.9 E():   97 
Smith-Waterman score: 46; 31.7% identity (53.7% similar) in 41 aa overlap (2-42:136-174) 
 
                                            10        20        30  
2MEPSP                              VALFADGPTAIRDVASWRVKETERMVAIRTE 
                                     :. . :  ..  :.::.::     :   .  
gi|558 IAAENVIDVKLVDANGKLHDKKSMGDDHFWAVRGGGGESFGIVVSWQVKLLP--VPPTVT 
         110       120       130       140       150         160    
 
              40        50        60        70        80            
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP            
       . :.  :: ::                                                  
gi|558 IFKIPKSVSEGAVDIINKWQLVAPQLPADLMIRIIAMGPKATFEAMYLGTCKTLTPMMQS 
           170       180       190       200       210       220    
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.5  bits: 17.4 E():   97 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (31-68:25-63) 
 
               10        20        30        40        50           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|546       GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                     10        20        30        40        50     
 
      60        70        80                                        
2MEPSP DTYDDHRMAMAFSLAACAEVP                                        
       :. .. . :                                                    
gi|546 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKS 
           60        70        80        90       100       110     
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 66.5  bits: 16.7 E():   98 
Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (11-57:32-85) 
 
                                   10        20        30        40 
2MEPSP                     VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
 
                       50        60        70        80 
2MEPSP --------EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                 :  : .. : :....                        
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK                 
               70        80        90                   
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 16.7 E():   98 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (43-57:70-84) 
 
             20        30        40        50        60        70   
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2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
      40        50        60        70        80        90          
 
             80 
2MEPSP LAACAEVP 
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (44-51:115-122) 
 
            20        30        40        50        60        70    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
            80                                                      
2MEPSP AACAEVP                                                      
                                                                    
gi|223 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (44-51:115-122) 
 
            20        30        40        50        60        70    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
            80                                                      
2MEPSP AACAEVP                                                      
                                                                    
gi|837 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (44-51:115-122) 
 
            20        30        40        50        60        70    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
            80                                                      
2MEPSP AACAEVP                                                      
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
          150       160       170       180       190       200     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (44-51:115-122) 
 
            20        30        40        50        60        70    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPPNVNKIQEALAQTHSAIAVIIGI 
           90       100       110       120       130       140     
 
            80                                                      
2MEPSP AACAEVP                                                      
                                                                    
gi|217 KDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGYGYF 
          150       160       170       180       190       200     
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>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (41-51:20-30) 
 
               20        30        40        50        60        70 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|510            MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNC 
                          10        20        30        40          
 
               80                                                   
2MEPSP FSLAACAEVP                                                   
                                                                    
gi|510 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
      50        60        70        80        90       100          
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.3  bits: 17.4 E(): 1e 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (31-68:29-67) 
 
               10        20        30        40        50           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|218   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
      60        70        80                                        
2MEPSP DTYDDHRMAMAFSLAACAEVP                                        
       :. .. . :                                                    
gi|218 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.3  bits: 17.4 E(): 1e 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (31-68:29-67) 
 
               10        20        30        40        50           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|864   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
      60        70        80                                        
2MEPSP DTYDDHRMAMAFSLAACAEVP                                        
       :. .. . :                                                    
gi|864 DANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.3  bits: 17.4 E(): 1e 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (31-68:29-67) 
 
               10        20        30        40        50           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|558   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
      60        70        80                                        
2MEPSP DTYDDHRMAMAFSLAACAEVP                                        
       :. .. . :                                                    
gi|558 DANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.3  bits: 17.4 E(): 1e 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (31-68:29-67) 
 
               10        20        30        40        50           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
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                                     :. :. ..  .: : :::   . ... :.  
gi|558   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
      60        70        80                                        
2MEPSP DTYDDHRMAMAFSLAACAEVP                                        
       :. .. . :                                                    
gi|558 DANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.3  bits: 17.4 E(): 1e 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (31-68:29-67) 
 
               10        20        30        40        50           
2MEPSP VALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|256   MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
                 10        20        30        40        50         
 
      60        70        80                                        
2MEPSP DTYDDHRMAMAFSLAACAEVP                                        
       :. .. . :                                                    
gi|256 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKS 
       60        70        80        90       100       110         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:06 2011 done: Tue Apr 19 10:58:06 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 341  - 420 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     2     0:= 
  28     2     0:= 
  30     8     2:*= 
  32     8     8:=* 
  34    36    22:=====*=== 
  36    38    44:==========* 
  38    61    73:================  * 
  40    92   102:=======================  * 
  42   103   125:==========================     * 
  44   157   138:==================================*===== 
  46   133   140:==================================* 
  48   195   134:=================================*=============== 
  50   130   122:==============================*== 
  52   101   108:==========================* 
  54    89    92:======================* 
  56    59    77:===============    * 
  58    50    63:=============  * 
  60    36    51:=========   * 
  62    24    41:======    * 
  64    32    33:========* 
  66    56    26:======*======= 
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  68    25    20:====*== 
  70    12    16:===* 
  72     9    12:==* 
  74     4    10:= * 
  76     9     8:=*= 
  78     1     6:=* 
  80     6     5:=* 
  82     6     3:*= 
  84     2     3:* 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.58140.00329; mu= 9.0091 0.171 
 mean_var=33.1358 8.073, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.222805 
 Kolmogorov-Smirnov  statistic: 0.0370 (N=28) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.8     2.4 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.4       4 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   52 20.8       8 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.8     9.6 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 21.8      10 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.5      11 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.8      12 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.5      12 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.4      12 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.4      13 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   53 21.1      14 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.9      15 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.8      16 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.1      17 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 18.9      17 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.9      17 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 18.9      17 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 18.9      20 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 19.9      25 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.8      25 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 19.9      26 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.5      27 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.2      27 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.2      27 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.2      27 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.5      29 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   50 20.2      31 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 18.9      33 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 18.9      34 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 18.9      35 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   48 19.5      40 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.8      41 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   48 19.5      42 
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gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   48 19.5      42 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   44 18.3      44 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.6      45 
gi|167472847|gb|ABZ81045.1| pollen allergen Que a  ( 159)   45 18.6      48 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.3      48 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.3      53 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.6      53 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.5      54 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.9      54 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   47 19.2      54 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   47 19.2      54 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   47 19.2      54 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.2      55 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.3      57 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   50 20.1      57 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 15.7      58 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 19.8      63 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 19.8      63 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.3      66 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   46 18.9      67 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      67 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.6      67 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.6      67 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   46 18.9      69 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   46 18.9      69 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   46 18.9      69 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   46 18.9      70 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   46 18.9      70 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.2      70 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.9      70 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.8      71 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   46 18.9      76 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.9      76 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      78 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      78 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.4      80 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.2      80 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   44 18.2      81 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   44 18.2      83 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   44 18.2      83 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   44 18.2      83 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   44 18.2      83 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   44 18.2      83 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   44 18.2      83 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   44 18.2      83 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.8      89 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   46 18.9      90 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 18.9      91 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.6      93 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.3      93 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.2      93 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   44 18.2      94 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 17.9      95 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 17.9      95 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.2      96 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.3      96 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.6      96 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.2      97 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 17.9      97 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 17.9      98 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   44 18.2      98 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.2      98 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.2      99 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 14.8      99 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.3      99 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   47 19.2   1e 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   47 19.2   1e 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   47 19.2   1e 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   47 19.2   1e 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   47 19.2   1e 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   47 19.2   1e 
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gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   47 19.2   1e 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   47 19.2   1e 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   47 19.2   1e 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   47 19.2   1e 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   47 19.2   1e 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   47 19.2   1e 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   47 19.2   1e 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   47 19.2   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 95.7  bits: 22.8 E():  2.4 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (30-57:27-53) 
 
               10        20        30        40        50        60 
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                    :. :: .:   : :::::   .::.. :    
gi|457    MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFV 
                  10        20        30         40        50       
 
               70        80                                         
2MEPSP YDDHRMAMAFSLAACAEVPV                                         
                                                                    
gi|457 ANQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVK 
         60        70        80        90       100       110       
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 91.7  bits: 23.4 E():    4 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (36-62:23-50) 
 
          10        20        30        40        50         60     
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDH 
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
           70        80                                             
2MEPSP RMAMAFSLAACAEVPV                                             
                                                                    
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 86.3  bits: 20.8 E():    8 
Smith-Waterman score: 52; 27.8% identity (53.7% similar) in 54 aa overlap (28-80:10-62) 
 
               10        20        30        40        50           
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-ID 
                                  . :.:.:  .   : :.:.:   . :.. : .  
gi|484                   GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFA 
                                 10        20         30        40  
 
      60        70        80                                        
2MEPSP TYDDHRMAMAFSLAACAEVPV                                        
       . .:   :    ::  : .:.                                        
gi|484 ANQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVK 
              50        60        70        80        90       100  
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 84.9  bits: 20.8 E():  9.6 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (18-51:104-138) 
 
                            10        20        30         40       
2MEPSP              ALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
         50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 
       :.: .                              
gi|110 ISPSQGCQFSSPYWSY                   
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           140                            
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 84.5  bits: 21.8 E():   10 
Smith-Waterman score: 55; 29.3% identity (50.7% similar) in 75 aa overlap (4-76:123-188) 
 
                                            10        20        30  
2MEPSP                            ALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    . :. :..:   :. 
gi|441 SSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEALRVIAGALEV 
            100       110       120       130       140       150   
 
              40        50        60        70        80            
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV            
         .  ..:: :   :  :  .:..  .:  :      ::..:: :                
gi|441 HAVKPATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFES 
            160         170              180       190       200    
 
gi|441 AFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMTQA 
           210       220       230       240       250       260    
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 83.8  bits: 20.5 E():   11 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (5-59:45-89) 
 
                                         10        20        30     
2MEPSP                           ALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
           40        50        60        70        80               
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV               
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 83.4  bits: 20.8 E():   12 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (38-66:36-62) 
 
        10        20        30        40        50        60        
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
        70        80                                                
2MEPSP MAFSLAACAEVPV                                                
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 83.3  bits: 20.5 E():   12 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (30-67:29-67) 
 
               10        20        30        40        50           
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-D 
                                    :. :. ..  .: : :::   . .:. :: : 
gi|558  MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFD 
                10        20        30        40        50          
 
      60        70        80                                        
2MEPSP TYDDHRMAMAFSLAACAEVPV                                        
       . .. . :                                                     
gi|558 ANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 83.0  bits: 21.4 E():   12 
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Smith-Waterman score: 54; 29.3% identity (50.7% similar) in 75 aa overlap (4-76:116-181) 
 
                                            10        20        30  
2MEPSP                            ALFADGPT--AIRDVASWRVKETERMVAIRTEL 
                                     : :::  :  :.    . :. :..:   :. 
gi|144 ACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEALRVIAGALEV 
          90       100       110       120       130       140      
 
              40        50        60        70        80            
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV            
         .  ..:: :   :  :  .:..  .:  :      :...:: :                
gi|144 HAVKPAAEEVPAAKI--PAGELQI--VDKID-----AAYKIAATAANAAPANDKFTVFEG 
         150       160           170            180       190       
 
gi|144 AFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEA 
        200       210       220       230       240       250       
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 54; 28.6% identity (50.0% similar) in 70 aa overlap (7-76:128-188) 
 
                                       10        20        30       
2MEPSP                         ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|663 LATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEALRVIAGALEVHAVKP 
       100       110       120       130       140       150        
 
         40        50        60        70        80                 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV                 
       ..:: :   :  :  .:..  .:  :      ::..:: :                     
gi|663 ATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFESAFNKA 
       160         170              180       190       200         
 
gi|663 LKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAK 
      210       220       230       240       250       260         
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 82.0  bits: 21.1 E():   14 
Smith-Waterman score: 53; 29.3% identity (50.7% similar) in 75 aa overlap (4-76:91-156) 
 
                                            10        20        30  
2MEPSP                            ALFADGPT--AIRDVASWRVKETERMVAIRTEL 
                                     : :::  :  :.    . :. :..:   :. 
gi|180 ACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEALRVIAGALEV 
               70        80        90       100       110       120 
 
              40        50        60        70        80            
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV            
         .  ..:: :   :  :  .:..  .:  :      :...:: :                
gi|180 HAVKPAAEEVPAAKI--PAGELQI--VDKID-----AAYKIAATAANAAPANDKFTVFEG 
              130         140              150       160       170  
 
gi|180 AFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEA 
             180       190       200       210       220       230  
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 81.6  bits: 19.9 E():   15 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (11-49:63-104) 
 
                                   10          20        30         
2MEPSP                     ALFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
        40        50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 
       .   : ::.  :                                
gi|999 AALVPKYCLQHPHACDLYKNQTVMS                   
            100       110                          
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>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 80.9  bits: 20.8 E():   16 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (34-51:180-197) 
 
            10        20        30        40         50        60   
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
             70        80                    
2MEPSP DHRMAMAFSLAACAEVPV                    
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 80.4  bits: 21.1 E():   17 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (5-51:115-168) 
 
                                         10        20        30     
2MEPSP                           ALFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
            40               50        60        70        80       
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV       
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.3  bits: 18.9 E():   17 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (3-49:15-61) 
 
                           10        20         30        40        
2MEPSP             ALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCII 
                     .:.   :.: ..:  . :..::.: : :.   .  . .:  ..:   
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCNA 
               10        20        30        40         50          
 
        50        60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 
       .:                                
gi|124 NPGLMKDVAKVF                      
      60        70                       
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 80.3  bits: 19.9 E():   17 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (18-51:96-130) 
 
                            10        20         30        40       
2MEPSP              ALFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
         50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 
       :.: .                              
gi|244 ISPSQGCQFQSSY                      
         130                              
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.1  bits: 18.9 E():   17 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (3-49:17-63) 
 
                             10        20         30        40      
2MEPSP               ALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                       .:.   :.: ..:  . :..::.: : :.   .  . .:  ..: 
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gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
 
          50        60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 
         .:                                
gi|124 NANPGLMKDVAKVF                      
      60        70                         
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.2  bits: 18.9 E():   20 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (3-49:26-72) 
 
                                      10        20         30       
2MEPSP                        ALFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
         40        50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 
       . .:  ..:  .:                                
gi|187 DFDEFISFCNANPGLMKDVAKVF                      
      60        70        80                        
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.3  bits: 19.9 E():   25 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (19-69:56-100) 
 
                           10        20        30         40        
2MEPSP             ALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
        50         60        70        80                           
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPV                           
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 77.2  bits: 20.8 E():   25 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (18-61:81-124) 
 
                            10        20        30        40        
2MEPSP              ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
        50        60        70        80                            
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV                            
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.1  bits: 19.9 E():   26 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (19-69:60-104) 
 
                           10        20        30         40        
2MEPSP             ALFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
        50         60        70        80                           
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPV                           
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
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              90       100       110       120       130       140  
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 76.8  bits: 19.5 E():   27 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (46-73:106-134) 
 
          20        30        40        50        60         70     
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
           80                                
2MEPSP CAEVPV                                
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.6  bits: 19.2 E():   27 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (30-57:28-54) 
 
               10        20        30        40        50        60 
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                    :.:.:  .   : : :.:   ::... :    
gi|158   MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFA 
                 10        20        30         40        50        
 
               70        80                                         
2MEPSP YDDHRMAMAFSLAACAEVPV                                         
                                                                    
gi|158 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.6  bits: 19.2 E():   27 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (30-57:28-54) 
 
               10        20        30        40        50        60 
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                    :.:.:  .   : : :.:   ::... :    
gi|170   MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFA 
                 10        20        30         40        50        
 
               70        80                                         
2MEPSP YDDHRMAMAFSLAACAEVPV                                         
                                                                    
gi|170 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.6  bits: 19.2 E():   27 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (30-57:28-54) 
 
               10        20        30        40        50        60 
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                    :.:.:  .   : : :.:   ::... :    
gi|212   MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFA 
                 10        20        30         40        50        
 
               70        80                                         
2MEPSP YDDHRMAMAFSLAACAEVPV                                         
                                                                    
gi|212 ANQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.1  bits: 19.5 E():   29 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (44-50:141-147) 
 
            20        30        40        50        60        70    
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2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
            80            
2MEPSP ACAEVPV            
                          
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 75.5  bits: 20.2 E():   31 
Smith-Waterman score: 50; 29.3% identity (50.7% similar) in 75 aa overlap (4-76:140-203) 
 
                                            10        20        30  
2MEPSP                            ALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. :..:   :. 
gi|330 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRIIAGTLEV 
     110       120       130       140       150       160          
 
              40        50        60        70        80            
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV            
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|330 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
     170           180         190            200       210         
 
gi|330 AFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
      220       230       240       250       260       270         
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.0  bits: 18.9 E():   33 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (5-55:73-125) 
 
                                         10        20         30    
2MEPSP                           ALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
            40            50        60        70        80 
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 
        :  : : : .: :.    ::  .:.                          
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN             
     100       110       120       130                     
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.0  bits: 18.9 E():   34 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (5-55:37-89) 
 
                                         10        20         30    
2MEPSP                           ALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
            40            50        60        70        80          
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV          
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.8  bits: 18.9 E():   35 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (5-55:31-83) 
 
                                         10        20         30    
2MEPSP                           ALFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
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            40            50        60        70        80          
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV          
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 73.6  bits: 19.5 E():   40 
Smith-Waterman score: 48; 28.0% identity (50.7% similar) in 75 aa overlap (4-76:86-149) 
 
                                            10        20        30  
2MEPSP                            ALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|422 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
          60        70        80        90       100       110      
 
              40        50        60        70        80            
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV            
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|422 HAVKPAAEE----VKVIPAAELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
         120           130         140            150       160     
 
gi|422 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
          170       180       190       200       210       220     
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 73.3  bits: 19.8 E():   41 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (34-62:141-170) 
 
            10        20        30        40         50        60   
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
             70        80                                           
2MEPSP DHRMAMAFSLAACAEVPV                                           
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 48; 40.0% identity (65.0% similar) in 20 aa overlap (61-80:74-93) 
 
               40        50        60        70        80           
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV           
                                     : :   :   :..::..::.           
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 48; 40.0% identity (65.0% similar) in 20 aa overlap (61-80:74-93) 
 
               40        50        60        70        80           
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV           
                                     : :   :   :..::..::.           
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.8  bits: 18.3 E():   44 
Smith-Waterman score: 44; 26.9% identity (61.5% similar) in 26 aa overlap (50-75:49-74) 
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      20        30        40        50        60        70          
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:     
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
      80                                        
2MEPSP V                                        
                                                
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.6  bits: 17.6 E():   45 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (9-26:28-45) 
 
                                  10        20        30        40  
2MEPSP                    ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
              50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 
                                               
gi|144 ISFCNANPGLMKDVAKVF                      
               70                              
 
>>gi|167472847|gb|ABZ81045.1| pollen allergen Que a 1 is  (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 45; 40.9% identity (59.1% similar) in 22 aa overlap (1-22:22-43) 
 
                                    10        20        30          
2MEPSP                      ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                            ::: :. . :. :    .: ::                  
gi|167 MGVFTHESQETSVIAPARLFKALFLDSDNLIQKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV                    
                                                                    
gi|167 EASKFKYAKHRIDALDPENCTYSFSVIEGDALTVMESVSTEIKCVASPDGGSIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.1  bits: 18.3 E():   48 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (30-67:12-50) 
 
               10        20        30        40        50           
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-D 
                                    :. :. .. ..: : :::   . ... :. : 
gi|760                   DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFD 
                                 10        20        30        40   
 
      60        70        80                                        
2MEPSP TYDDHRMAMAFSLAACAEVPV                                        
       . .. . :                                                     
gi|760 ANQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSE 
             50        60        70        80        90       100   
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.4  bits: 18.3 E():   53 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (30-57:28-54) 
 
               10        20        30        40        50        60 
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                    :.:.:  :   : : :.:   .:... :    
gi|212   MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFA 
                 10        20        30         40        50        
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               70        80                                         
2MEPSP YDDHRMAMAFSLAACAEVPV                                         
                                                                    
gi|212 ANQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKIK 
        60        70        80        90       100       110        
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.4  bits: 18.6 E():   53 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (17-55:83-126) 
 
                             10        20         30        40      
2MEPSP               ALFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
              50        60        70        80                      
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV                      
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.3  bits: 19.5 E():   54 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (26-78:189-242) 
 
                    10        20        30        40        50      
2MEPSP      ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
            60        70        80                                  
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPV                                  
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (37-56:89-108) 
 
         10        20        30        40        50        60       
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
         70        80 
2MEPSP AMAFSLAACAEVPV 
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.3  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (4-76:104-167) 
 
                                            10        20        30  
2MEPSP                            ALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
              40        50        60        70        80            
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV            
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAFTAMSEA 
            190       200       210       220       230       240   
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
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 initn:  41 init1:  41 opt:  47  Z-score: 71.3  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (4-76:104-167) 
 
                                            10        20        30  
2MEPSP                            ALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
              40        50        60        70        80            
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV            
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            190       200       210       220       230       240   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.3  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (4-76:104-167) 
 
                                            10        20        30  
2MEPSP                            ALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
              40        50        60        70        80            
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV            
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            190       200       210       220       230       240   
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (35-76:58-99) 
 
           10        20        30        40        50        60     
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
           70        80                                             
2MEPSP RMAMAFSLAACAEVPV                                             
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.9  bits: 18.3 E():   57 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (7-52:52-93) 
 
                                       10        20        30       
2MEPSP                         ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
         40        50        60        70        80                 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV                 
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 70.8  bits: 20.1 E():   57 
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Smith-Waterman score: 50; 26.2% identity (47.7% similar) in 65 aa overlap (7-70:336-393) 
 
                                       10        20        30       
2MEPSP                         ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
          40        50        60        70        80                
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV                
       . .:   : :       :.:   : . :.    .:                          
gi|556 TKIELDRDSCR-DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDI 
     360       370        380       390       400       410         
 
gi|556 IEAAPFGSTADLIRLKGADIWDVAEHSFALDDEGRTNCLQVSGLRIVIDISKPIRSRVKK 
      420       430       440       450       460       470         
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.7  bits: 15.7 E():   58 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (72-80:17-25) 
 
              50        60        70        80   
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV   
                                     : ::::  :   
gi|391               SFREQCVPGREITYECLNACAEYAVRQ 
                             10        20        
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (31-68:168-204) 
 
               10        20        30        40        50        60 
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
               70        80                                         
2MEPSP YDDHRMAMAFSLAACAEVPV                                         
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (31-68:168-204) 
 
               10        20        30        40        50        60 
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
               70        80                                         
2MEPSP YDDHRMAMAFSLAACAEVPV                                         
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 17.3 E():   66 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (42-56:70-84) 
 
              20        30        40        50        60        70  
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
              80 
2MEPSP LAACAEVPV 
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>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.6  bits: 18.9 E():   67 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (4-76:103-166) 
 
                                            10        20        30  
2MEPSP                            ALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|134 SGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
             80        90       100       110       120       130   
 
              40        50        60        70        80            
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV            
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|134 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
            140           150              160       170       180  
 
gi|134 AFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
             190       200       210       220       230       240  
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (18-51:170-204) 
 
                            10        20        30        40        
2MEPSP              ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
         50        60        70        80                           
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV                           
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (43-59:115-128) 
 
             20        30        40        50        60        70   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
             80                                                     
2MEPSP AACAEVPV                                                     
                                                                    
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (43-59:115-128) 
 
             20        30        40        50        60        70   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
             80                                                     
2MEPSP AACAEVPV                                                     
                                                                    
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (4-76:112-175) 
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                                            10        20        30  
2MEPSP                            ALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|295 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
              90       100       110       120       130       140  
 
              40        50        60        70        80            
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV            
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|295 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
             150           160              170       180       190 
 
gi|295 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
              200       210       220       230       240       250 
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (4-76:114-177) 
 
                                            10        20        30  
2MEPSP                            ALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|109 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            90       100       110       120       130       140    
 
              40        50        60        70        80            
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV            
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|109 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
           150           160              170       180       190   
 
gi|109 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            200       210       220       230       240       250   
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.2  bits: 18.9 E():   69 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (4-76:114-177) 
 
                                            10        20        30  
2MEPSP                            ALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|239 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            90       100       110       120       130       140    
 
              40        50        60        70        80            
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV            
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|239 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
           150           160              170       180       190   
 
gi|239 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            200       210       220       230       240       250   
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (4-76:115-178) 
 
                                            10        20        30  
2MEPSP                            ALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. : .:   :. 
gi|217 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTLEV 
           90       100       110       120       130       140     
 
              40        50        60        70        80            
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV            
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|217 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKITVFEA 
          150           160              170       180       190    
 
gi|217 AFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVKYTVFETAEKKAITAMSEA 
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           200       210       220       230       240       250    
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (4-76:115-178) 
 
                                            10        20        30  
2MEPSP                            ALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. : .:   :. 
gi|217 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTLEV 
           90       100       110       120       130       140     
 
              40        50        60        70        80            
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV            
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|217 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKITVFEA 
          150           160              170       180       190    
 
gi|217 AFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVKYTVFETAEKKAITAMSEA 
           200       210       220       230       240       250    
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.2 E():   70 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (42-49:172-179) 
 
              20        30        40        50        60        70  
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
              80 
2MEPSP LAACAEVPV 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.1  bits: 17.9 E():   70 
Smith-Waterman score: 43; 36.7% identity (76.7% similar) in 30 aa overlap (9-37:54-82) 
 
                                     10        20        30         
2MEPSP                       ALFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGAS 
                                     ::.:.:.. :. . :....  : .: ::.: 
gi|121 HDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHAS-RIIGFFGEYVTLLGSS 
            30        40        50        60         70        80   
 
        40        50        60        70        80                  
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV                  
                                                                    
gi|121 GNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAFDKAF 
             90       100       110       120       130       140   
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.1  bits: 19.8 E():   71 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (7-19:336-348) 
 
                                       10        20        30       
2MEPSP                         ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
         40        50        60        70        80                 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV                 
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 68.6  bits: 18.9 E():   76 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (4-76:140-203) 
 
                                            10        20        30  
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2MEPSP                            ALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|398 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
     110       120       130       140       150       160          
 
              40        50        60        70        80            
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV            
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|398 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
     170           180         190            200       210         
 
gi|398 AFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
      220       230       240       250       260       270         
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (28-61:131-164) 
 
                  10        20        30        40        50        
2MEPSP    ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
        60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPV 
          :                    
gi|158 RTPY                    
                               
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (18-51:188-222) 
 
                            10        20        30        40        
2MEPSP              ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
         50        60        70        80                           
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV                           
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (18-51:188-222) 
 
                            10        20        30        40        
2MEPSP              ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
         50        60        70        80                           
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV                           
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.1  bits: 15.4 E():   80 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (5-10:25-30) 
 
                                   10        20        30        40 
2MEPSP                     ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
               10        20        30                               
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>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 19.2 E():   80 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (43-59:318-334) 
 
             20        30        40        50        60        70   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
             80                                                     
2MEPSP AACAEVPV                                                     
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (43-78:109-135) 
 
             20        30        40        50        60        70   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
             80                                                     
2MEPSP AACAEVPV                                                     
       .: : .                                                       
gi|616 SAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
     130       140       150       160       170       180          
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (43-78:115-141) 
 
             20        30        40        50        60        70   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
             80                                                     
2MEPSP AACAEVPV                                                     
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (43-78:115-141) 
 
             20        30        40        50        60        70   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
             80                                                     
2MEPSP AACAEVPV                                                     
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (43-78:115-141) 
 
             20        30        40        50        60        70   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
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                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
             80                                                     
2MEPSP AACAEVPV                                                     
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (43-78:115-141) 
 
             20        30        40        50        60        70   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
             80                                                     
2MEPSP AACAEVPV                                                     
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (43-78:115-141) 
 
             20        30        40        50        60        70   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
             80                                                     
2MEPSP AACAEVPV                                                     
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (43-78:115-141) 
 
             20        30        40        50        60        70   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
             80                                                     
2MEPSP AACAEVPV                                                     
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (43-78:115-141) 
 
             20        30        40        50        60        70   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
             80                                                     
2MEPSP AACAEVPV                                                     
       .: : .                                                       
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gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.2  bits: 19.8 E():   89 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (28-52:517-541) 
 
                  10        20        30        40        50        
2MEPSP    ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
        60        70        80                                      
2MEPSP IDTYDDHRMAMAFSLAACAEVPV                                      
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (4-76:201-264) 
 
                                            10        20        30  
2MEPSP                            ALFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|113 STEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEALRIIAGTLEV 
              180       190       200       210       220       230 
 
              40        50        60        70        80            
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV            
         .  ..::        :  .:.:  ::  :      ::..:: :                
gi|113 HGVKPAAEE----VKAIPAGELQV--IDKVD-----AAFKVAATAANAAPANDKFTVFEA 
                  240       250              260       270          
 
gi|113 AFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQA 
     280       290       300       310       320       330          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.0  bits: 18.9 E():   91 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (25-56:183-213) 
 
                     10        20        30        40        50     
2MEPSP       ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
           60        70        80                                   
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPV                                   
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.6 E():   93 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (13-42:227-256) 
 
                                 10        20        30        40   
2MEPSP                   ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
             50        60        70        80               
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV               
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
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 initn:  40 init1:  40 opt:  41  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (30-67:12-50) 
 
               10        20        30        40        50           
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-D 
                                    :. :. ..  .: : :::   . ... :. : 
gi|179                   DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
                                 10        20        30        40   
 
      60        70        80                                        
2MEPSP TYDDHRMAMAFSLAACAEVPV                                        
       . .. . :                                                     
gi|179 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESE 
             50        60        70        80        90       100   
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 66.9  bits: 19.2 E():   93 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (15-62:372-418) 
 
                               10        20        30        40     
2MEPSP                 ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
           50           60        70        80                      
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPV                      
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 18.2 E():   94 
Smith-Waterman score: 44; 40.0% identity (100.0% similar) in 10 aa overlap (71-80:67-76) 
 
               50        60        70        80                     
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV                     
                                     :..::...:.                     
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (25-62:130-167) 
 
                     10        20        30        40        50     
2MEPSP       ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
           60        70        80                     
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPV                     
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (25-62:130-167) 
 
                     10        20        30        40        50     
2MEPSP       ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
           60        70        80                     
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2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPV                     
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (2-23:469-490) 
 
                                            10        20        30  
2MEPSP                              ALFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
              40        50        60        70        80 
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.3 E():   96 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (58-69:15-26) 
 
        30        40        50        60        70        80        
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV        
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.6 E():   96 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (43-51:214-222) 
 
             20        30        40        50        60        70   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
             80                                                     
2MEPSP AACAEVPV                                                     
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.2 E():   97 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (42-49:245-252) 
 
              20        30        40        50        60        70  
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
              80 
2MEPSP LAACAEVPV 
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (40-50:3-13) 
 
      10        20        30        40        50        60          
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
      70        80                                                  
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2MEPSP FSLAACAEVPV                                                  
                                                                    
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (43-50:116-123) 
 
             20        30        40        50        60        70   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
 
             80                                                     
2MEPSP AACAEVPV                                                     
                                                                    
gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.2 E():   98 
Smith-Waterman score: 44; 40.0% identity (100.0% similar) in 10 aa overlap (71-80:78-87) 
 
               50        60        70        80                     
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV                     
                                     :..::...:.                     
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.4  bits: 19.2 E():   98 
Smith-Waterman score: 48; 28.9% identity (57.9% similar) in 38 aa overlap (5-41:122-159) 
 
                                         10         20        30    
2MEPSP                           ALFADGPTAIR-DVASWRVKETERMVAIRTELTK 
                                     ::  :   : :.:. ..     :  :...  
gi|476 AVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIAAYPDPAKWKNSKIWMHFARLTDFNL 
             100       110       120       130       140       150  
 
            40        50        60        70        80              
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV              
       .:..: .:                                                     
gi|476 MGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTLTNSPEFHLV 
             160       170       180       190       200       210  
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 44; 28.9% identity (48.9% similar) in 45 aa overlap (35-79:92-135) 
 
           10        20        30        40        50        60     
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. :   :  . :  : : : :  . . : 
gi|226 KASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIA-GALEVH 
              70        80        90       100       110        120 
 
           70        80                                             
2MEPSP RMAMAFSLAACAEVPV                                             
        .  :   .. :..:                                              
gi|226 AVKPATEEVGAAKIPAGELQIVDKIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKEST 
              130       140       150       160       170       180 
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.4  bits: 14.8 E():   99 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (46-53:9-16) 
 
          20        30        40        50        60        70      
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2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                                     :: :: :.                       
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP               
                                     10        20                   
 
          80 
2MEPSP AEVPV 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (30-67:21-59) 
 
               10        20        30        40        50           
2MEPSP ALFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-D 
                                    :. :. ..  .: : :::   . ... :. : 
gi|217          SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
                        10        20        30        40        50  
 
      60        70        80                                        
2MEPSP TYDDHRMAMAFSLAACAEVPV                                        
       . .. . :                                                     
gi|217 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSE 
              60        70        80        90       100       110  
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (5-41:121-158) 
 
                                          10        20        30    
2MEPSP                           ALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            40        50        60        70        80              
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV              
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (5-41:121-158) 
 
                                          10        20        30    
2MEPSP                           ALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            40        50        60        70        80              
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV              
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (5-41:121-158) 
 
                                          10        20        30    
2MEPSP                           ALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            40        50        60        70        80              
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV              
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11120

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (5-41:121-158) 
 
                                          10        20        30    
2MEPSP                           ALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            40        50        60        70        80              
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV              
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (5-41:121-158) 
 
                                          10        20        30    
2MEPSP                           ALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            40        50        60        70        80              
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV              
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (5-41:121-158) 
 
                                          10        20        30    
2MEPSP                           ALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            40        50        60        70        80              
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV              
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (5-41:121-158) 
 
                                          10        20        30    
2MEPSP                           ALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            40        50        60        70        80              
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV              
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (5-41:121-158) 
 
                                          10        20        30    
2MEPSP                           ALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
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                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            40        50        60        70        80              
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV              
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (5-41:121-158) 
 
                                          10        20        30    
2MEPSP                           ALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            40        50        60        70        80              
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV              
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (5-41:121-158) 
 
                                          10        20        30    
2MEPSP                           ALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|248 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            40        50        60        70        80              
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV              
       .: .: .:                                                     
gi|248 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (5-41:121-158) 
 
                                          10        20        30    
2MEPSP                           ALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|117 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            40        50        60        70        80              
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV              
       .: .: .:                                                     
gi|117 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (5-41:121-158) 
 
                                          10        20        30    
2MEPSP                           ALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            40        50        60        70        80              
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV              
       .: .: .:                                                     
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gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (5-41:121-158) 
 
                                          10        20        30    
2MEPSP                           ALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            40        50        60        70        80              
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV              
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLV 
              160       170       180       190       200       210 
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 47; 31.6% identity (60.5% similar) in 38 aa overlap (5-41:121-158) 
 
                                          10        20        30    
2MEPSP                           ALFADGP-TAIRDVASWRVKETERMVAIRTELTK 
                                     ::  .: .. :::. ..   . :  : .:  
gi|114 AMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTL 
              100       110       120       130       140       150 
 
            40        50        60        70        80              
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV              
       .: .: .:                                                     
gi|114 MGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLV 
              160       170       180       190       200       210 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:06 2011 done: Tue Apr 19 10:58:06 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 342  - 421 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     2     0:= 
  28     4     0:= 
  30     5     2:*= 
  32    10     8:=*= 
  34    37    22:=====*==== 
  36    35    44:========= * 
  38    65    73:================= * 
  40    92   102:=======================  * 
  42   101   125:==========================     * 
  44   175   138:==================================*========= 
  46   142   140:==================================*= 
  48   197   134:=================================*================ 
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  50   117   122:==============================* 
  52    87   108:======================    * 
  54    84    92:===================== * 
  56    60    77:===============    * 
  58    50    63:=============  * 
  60    36    51:=========   * 
  62    25    41:=======   * 
  64    33    33:========* 
  66    56    26:======*======= 
  68    24    20:====*= 
  70    14    16:===* 
  72     8    12:==* 
  74     3    10:= * 
  76     9     8:=*= 
  78     1     6:=* 
  80     6     5:=* 
  82     6     3:*= 
  84     2     3:* 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.60480.00335; mu= 8.8628 0.175 
 mean_var=33.4396 8.115, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.221791 
 Kolmogorov-Smirnov  statistic: 0.0520 (N=28) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.7     2.4 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.3     4.1 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   52 20.8     8.1 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.8     9.7 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 21.7      10 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.5      11 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.8      12 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.5      12 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   54 21.4      12 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.4      13 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   53 21.1      14 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.9      15 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.8      16 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 18.9      17 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.1      17 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.8      17 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 18.9      18 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 18.9      20 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 19.8      25 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.8      26 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 19.8      26 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.5      27 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.2      28 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.2      28 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11124

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.2      28 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.5      30 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   50 20.1      32 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 18.9      34 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 18.9      34 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 18.9      35 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   48 19.5      41 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.8      42 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   48 19.5      42 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   48 19.5      42 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   44 18.3      44 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.6      45 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.2      49 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.2      53 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.6      53 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.9      54 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.5      54 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   47 19.2      54 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   47 19.2      54 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   47 19.2      54 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.2      55 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.2      57 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   50 20.1      58 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 15.7      58 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.2      60 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 19.8      64 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 19.8      64 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.3      66 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   46 18.9      67 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.6      67 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.6      67 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      67 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   46 18.9      69 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   46 18.9      70 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   46 18.9      70 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   46 18.9      70 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   46 18.9      70 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.2      70 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.9      71 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.8      72 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   46 18.9      76 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.9      77 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      78 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      78 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.4      80 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.2      81 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   44 18.2      81 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   44 18.2      84 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   44 18.2      84 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   44 18.2      84 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   44 18.2      84 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   44 18.2      84 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   44 18.2      84 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   44 18.2      84 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.8      90 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   46 18.9      91 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 18.9      92 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.3      93 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.5      93 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.2      94 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   44 18.2      95 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 17.9      96 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 17.9      96 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.3      97 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.5      97 
gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen1 ( 496)   47 19.2      97 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.2      97 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 17.9      98 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 14.8      98 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 17.9      99 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   44 18.2      99 
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gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.2      99 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.2      99 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.3      99 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 95.6  bits: 22.7 E():  2.4 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (29-56:27-53) 
 
               10        20        30        40        50        60 
2MEPSP LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 
                                   :. :: .:   : :::::   .::.. :     
gi|457   MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVA 
                 10        20        30         40        50        
 
               70        80                                         
2MEPSP DDHRMAMAFSLAACAEVPVT                                         
                                                                    
gi|457 NQDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKA 
        60        70        80        90       100       110        
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 91.5  bits: 23.3 E():  4.1 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (35-61:23-50) 
 
           10        20        30        40        50         60    
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDH 
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
            70        80                                            
2MEPSP RMAMAFSLAACAEVPVT                                            
                                                                    
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 86.1  bits: 20.8 E():  8.1 
Smith-Waterman score: 52; 27.8% identity (53.7% similar) in 54 aa overlap (27-79:10-62) 
 
               10        20        30        40        50           
2MEPSP LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDT 
                                 . :.:.:  .   : :.:.:   . :.. : . . 
gi|484                  GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAA 
                                10        20         30        40   
 
      60        70        80                                        
2MEPSP YDDHRMAMAFSLAACAEVPVT                                        
        .:   :    ::  : .:.                                         
gi|484 NQDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKA 
             50        60        70        80        90       100   
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 84.8  bits: 20.8 E():  9.7 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (17-50:104-138) 
 
                             10        20         30        40      
2MEPSP               LFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
          50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
       :.: .                               
gi|110 ISPSQGCQFSSPYWSY                    
           140                             
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 84.3  bits: 21.7 E():   10 
Smith-Waterman score: 55; 29.3% identity (50.7% similar) in 75 aa overlap (3-75:123-188) 
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                                             10        20        30 
2MEPSP                             LFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    . :. :..:   :. 
gi|441 SSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEALRVIAGALEV 
            100       110       120       130       140       150   
 
               40        50        60        70        80           
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT           
         .  ..:: :   :  :  .:..  .:  :      ::..:: :                
gi|441 HAVKPATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFES 
            160         170              180       190       200    
 
gi|441 AFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMTQA 
           210       220       230       240       250       260    
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 83.7  bits: 20.5 E():   11 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (4-58:45-89) 
 
                                          10        20        30    
2MEPSP                            LFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
            40        50        60        70        80              
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT              
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 83.3  bits: 20.8 E():   12 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (37-65:36-62) 
 
         10        20        30        40        50        60       
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
         70        80                                               
2MEPSP MAFSLAACAEVPVT                                               
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 83.2  bits: 20.5 E():   12 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (29-66:29-67) 
 
               10        20        30        40        50           
2MEPSP LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP YDDHRMAMAFSLAACAEVPVT                                        
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 54; 29.3% identity (50.7% similar) in 75 aa overlap (3-75:116-181) 
 
                                             10        20        30 
2MEPSP                             LFADGPT--AIRDVASWRVKETERMVAIRTEL 
                                     : :::  :  :.    . :. :..:   :. 
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gi|144 ACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEALRVIAGALEV 
          90       100       110       120       130       140      
 
               40        50        60        70        80           
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT           
         .  ..:: :   :  :  .:..  .:  :      :...:: :                
gi|144 HAVKPAAEEVPAAKI--PAGELQI--VDKID-----AAYKIAATAANAAPANDKFTVFEG 
         150       160           170            180       190       
 
gi|144 AFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEA 
        200       210       220       230       240       250       
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 82.6  bits: 21.4 E():   13 
Smith-Waterman score: 54; 28.6% identity (50.0% similar) in 70 aa overlap (6-75:128-188) 
 
                                        10        20        30      
2MEPSP                          LFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|663 LATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEALRVIAGALEVHAVKP 
       100       110       120       130       140       150        
 
          40        50        60        70        80                
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT                
       ..:: :   :  :  .:..  .:  :      ::..:: :                     
gi|663 ATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFESAFNKA 
       160         170              180       190       200         
 
gi|663 LKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAK 
      210       220       230       240       250       260         
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 81.9  bits: 21.1 E():   14 
Smith-Waterman score: 53; 29.3% identity (50.7% similar) in 75 aa overlap (3-75:91-156) 
 
                                             10        20        30 
2MEPSP                             LFADGPT--AIRDVASWRVKETERMVAIRTEL 
                                     : :::  :  :.    . :. :..:   :. 
gi|180 ACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEALRVIAGALEV 
               70        80        90       100       110       120 
 
               40        50        60        70        80           
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT           
         .  ..:: :   :  :  .:..  .:  :      :...:: :                
gi|180 HAVKPAAEEVPAAKI--PAGELQI--VDKID-----AAYKIAATAANAAPANDKFTVFEG 
              130         140              150       160       170  
 
gi|180 AFNKAIKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEA 
             180       190       200       210       220       230  
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 81.5  bits: 19.9 E():   15 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (10-48:63-104) 
 
                                    10          20        30        
2MEPSP                      LFADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
         40        50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
       .   : ::.  :                                 
gi|999 AALVPKYCLQHPHACDLYKNQTVMS                    
            100       110                           
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 80.8  bits: 20.8 E():   16 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (33-50:180-197) 
 
             10        20        30        40         50        60  
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2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
              70        80                   
2MEPSP DHRMAMAFSLAACAEVPVT                   
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.3  bits: 18.9 E():   17 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (2-48:15-61) 
 
                            10        20         30        40       
2MEPSP              LFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCII 
                     .:.   :.: ..:  . :..::.: : :.   .  . .:  ..:   
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCNA 
               10        20        30        40         50          
 
         50        60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
       .:                                 
gi|124 NPGLMKDVAKVF                       
      60        70                        
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 80.2  bits: 21.1 E():   17 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (4-50:115-168) 
 
                                          10        20        30    
2MEPSP                            LFADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
             40               50        60        70        80      
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT      
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 80.2  bits: 19.8 E():   17 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (17-50:96-130) 
 
                             10        20         30        40      
2MEPSP               LFADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
          50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
       :.: .                               
gi|244 ISPSQGCQFQSSY                       
         130                               
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.1  bits: 18.9 E():   18 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (2-48:17-63) 
 
                              10        20         30        40     
2MEPSP                LFADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                       .:.   :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
 
           50        60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
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         .:                                 
gi|124 NANPGLMKDVAKVF                       
      60        70                          
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.1  bits: 18.9 E():   20 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (2-48:26-72) 
 
                                       10        20         30      
2MEPSP                         LFADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
          40        50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
       . .:  ..:  .:                                 
gi|187 DFDEFISFCNANPGLMKDVAKVF                       
      60        70        80                         
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.2  bits: 19.8 E():   25 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (18-68:56-100) 
 
                            10        20        30         40       
2MEPSP              LFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
         50         60        70        80                          
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVT                          
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 77.1  bits: 20.8 E():   26 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (17-60:81-124) 
 
                             10        20        30        40       
2MEPSP               LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
         50        60        70        80                           
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT                           
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.1  bits: 19.8 E():   26 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (18-68:60-104) 
 
                            10        20        30         40       
2MEPSP              LFADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
         50         60        70        80                          
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVT                          
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 76.7  bits: 19.5 E():   27 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (45-72:106-134) 
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           20        30        40        50        60         70    
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
            80                               
2MEPSP CAEVPVT                               
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.5  bits: 19.2 E():   28 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (29-56:28-54) 
 
               10        20        30        40        50        60 
2MEPSP LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 
                                   :.:.:  .   : : :.:   ::... :     
gi|158  MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAA 
                10        20        30         40        50         
 
               70        80                                         
2MEPSP DDHRMAMAFSLAACAEVPVT                                         
                                                                    
gi|158 NQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKA 
       60        70        80        90       100       110         
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.5  bits: 19.2 E():   28 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (29-56:28-54) 
 
               10        20        30        40        50        60 
2MEPSP LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 
                                   :.:.:  .   : : :.:   ::... :     
gi|170  MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAA 
                10        20        30         40        50         
 
               70        80                                         
2MEPSP DDHRMAMAFSLAACAEVPVT                                         
                                                                    
gi|170 NQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKA 
       60        70        80        90       100       110         
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.5  bits: 19.2 E():   28 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (29-56:28-54) 
 
               10        20        30        40        50        60 
2MEPSP LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 
                                   :.:.:  .   : : :.:   ::... :     
gi|212  MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAA 
                10        20        30         40        50         
 
               70        80                                         
2MEPSP DDHRMAMAFSLAACAEVPVT                                         
                                                                    
gi|212 NQDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKA 
       60        70        80        90       100       110         
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.0  bits: 19.5 E():   30 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (43-49:141-147) 
 
             20        30        40        50        60        70   
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
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             80           
2MEPSP ACAEVPVT           
                          
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 75.4  bits: 20.1 E():   32 
Smith-Waterman score: 50; 29.3% identity (50.7% similar) in 75 aa overlap (3-75:140-203) 
 
                                             10        20        30 
2MEPSP                             LFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. :..:   :. 
gi|330 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRIIAGTLEV 
     110       120       130       140       150       160          
 
               40        50        60        70        80           
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT           
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|330 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
     170           180         190            200       210         
 
gi|330 AFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
      220       230       240       250       260       270         
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.0  bits: 18.9 E():   34 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (4-54:73-125) 
 
                                          10        20         30   
2MEPSP                            LFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
             40            50        60        70        80 
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
        :  : : : .: :.    ::  .:.                           
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN              
     100       110       120       130                      
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (4-54:37-89) 
 
                                          10        20         30   
2MEPSP                            LFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
             40            50        60        70        80         
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT         
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.7  bits: 18.9 E():   35 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (4-54:31-83) 
 
                                          10        20         30   
2MEPSP                            LFADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
             40            50        60        70        80         
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT         
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
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        60        70        80        90       100       110        
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 73.5  bits: 19.5 E():   41 
Smith-Waterman score: 48; 28.0% identity (50.7% similar) in 75 aa overlap (3-75:86-149) 
 
                                             10        20        30 
2MEPSP                             LFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|422 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
          60        70        80        90       100       110      
 
               40        50        60        70        80           
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT           
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|422 HAVKPAAEE----VKVIPAAELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
         120           130         140            150       160     
 
gi|422 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
          170       180       190       200       210       220     
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 73.2  bits: 19.8 E():   42 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (33-61:141-170) 
 
             10        20        30        40         50        60  
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
              70        80                                          
2MEPSP DHRMAMAFSLAACAEVPVT                                          
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.1  bits: 19.5 E():   42 
Smith-Waterman score: 48; 40.0% identity (65.0% similar) in 20 aa overlap (60-79:74-93) 
 
      30        40        50        60        70        80          
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT          
                                     : :   :   :..::..::.           
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.1  bits: 19.5 E():   42 
Smith-Waterman score: 48; 40.0% identity (65.0% similar) in 20 aa overlap (60-79:74-93) 
 
      30        40        50        60        70        80          
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT          
                                     : :   :   :..::..::.           
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.8  bits: 18.3 E():   44 
Smith-Waterman score: 44; 26.9% identity (61.5% similar) in 26 aa overlap (49-74:49-74) 
 
       20        30        40        50        60        70         
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:     
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
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       20        30        40        50        60        70         
 
       80                                       
2MEPSP VT                                       
                                                
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.6  bits: 17.6 E():   45 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (8-25:28-45) 
 
                                   10        20        30        40 
2MEPSP                     LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
               50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                                
gi|144 ISFCNANPGLMKDVAKVF                       
               70                               
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.1  bits: 18.2 E():   49 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (29-66:12-50) 
 
               10        20        30        40        50           
2MEPSP LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. .. ..: : :::   . ... :. :. 
gi|760                  DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDA 
                                10        20        30        40    
 
      60        70        80                                        
2MEPSP YDDHRMAMAFSLAACAEVPVT                                        
        .. . :                                                      
gi|760 NQNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSEN 
            50        60        70        80        90       100    
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (29-56:28-54) 
 
               10        20        30        40        50        60 
2MEPSP LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTY 
                                   :.:.:  :   : : :.:   .:... :     
gi|212  MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAA 
                10        20        30         40        50         
 
               70        80                                         
2MEPSP DDHRMAMAFSLAACAEVPVT                                         
                                                                    
gi|212 NQDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKIKV 
       60        70        80        90       100       110         
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.3  bits: 18.6 E():   53 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (16-54:83-126) 
 
                              10        20         30        40     
2MEPSP                LFADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
               50        60        70        80                     
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT                     
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
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>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (36-55:89-108) 
 
          10        20        30        40        50        60      
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
          70        80 
2MEPSP AMAFSLAACAEVPVT 
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.2  bits: 19.5 E():   54 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (25-77:189-242) 
 
                     10        20        30        40        50     
2MEPSP       LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
             60        70        80                                 
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVT                                 
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (3-75:104-167) 
 
                                             10        20        30 
2MEPSP                             LFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
               40        50        60        70        80           
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT           
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAFTAMSEA 
            190       200       210       220       230       240   
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (3-75:104-167) 
 
                                             10        20        30 
2MEPSP                             LFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
               40        50        60        70        80           
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT           
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            190       200       210       220       230       240   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (3-75:104-167) 
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                                             10        20        30 
2MEPSP                             LFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
               40        50        60        70        80           
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT           
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            190       200       210       220       230       240   
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (34-75:58-99) 
 
            10        20        30        40        50        60    
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
            70        80                                            
2MEPSP RMAMAFSLAACAEVPVT                                            
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (6-51:52-93) 
 
                                        10        20        30      
2MEPSP                          LFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
          40        50        60        70        80                
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT                
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 70.7  bits: 20.1 E():   58 
Smith-Waterman score: 50; 26.2% identity (47.7% similar) in 65 aa overlap (6-69:336-393) 
 
                                        10        20        30      
2MEPSP                          LFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
           40        50        60        70        80               
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT               
       . .:   : :       :.:   : . :.    .:                          
gi|556 TKIELDRDSCR-DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDI 
     360       370        380       390       400       410         
 
gi|556 IEAAPFGSTADLIRLKGADIWDVAEHSFALDDEGRTNCLQVSGLRIVIDISKPIRSRVKK 
      420       430       440       450       460       470         
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.7  bits: 15.7 E():   58 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (71-79:17-25) 
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               50        60        70        80  
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT  
                                     : ::::  :   
gi|391               SFREQCVPGREITYECLNACAEYAVRQ 
                             10        20        
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (51-80:65-94) 
 
               30        40        50        60        70        80 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (30-67:168-204) 
 
                10        20        30        40        50          
2MEPSP  LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
      60        70        80                                        
2MEPSP YDDHRMAMAFSLAACAEVPVT                                        
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (30-67:168-204) 
 
                10        20        30        40        50          
2MEPSP  LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
      60        70        80                                        
2MEPSP YDDHRMAMAFSLAACAEVPVT                                        
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 17.3 E():   66 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (41-55:70-84) 
 
               20        30        40        50        60        70 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
               80 
2MEPSP LAACAEVPVT 
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (3-75:103-166) 
 
                                             10        20        30 
2MEPSP                             LFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
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gi|134 SGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
             80        90       100       110       120       130   
 
               40        50        60        70        80           
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT           
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|134 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
            140           150              160       170       180  
 
gi|134 AFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
             190       200       210       220       230       240  
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (42-58:115-128) 
 
              20        30        40        50        60        70  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
              80                                                    
2MEPSP AACAEVPVT                                                    
                                                                    
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (42-58:115-128) 
 
              20        30        40        50        60        70  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
              80                                                    
2MEPSP AACAEVPVT                                                    
                                                                    
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (17-50:170-204) 
 
                             10        20        30        40       
2MEPSP               LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
          50        60        70        80                          
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT                          
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.2  bits: 18.9 E():   69 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (3-75:112-175) 
 
                                             10        20        30 
2MEPSP                             LFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|295 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
              90       100       110       120       130       140  
 
               40        50        60        70        80           
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2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT           
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|295 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
             150           160              170       180       190 
 
gi|295 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
              200       210       220       230       240       250 
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (3-75:114-177) 
 
                                             10        20        30 
2MEPSP                             LFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|109 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            90       100       110       120       130       140    
 
               40        50        60        70        80           
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT           
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|109 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
           150           160              170       180       190   
 
gi|109 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            200       210       220       230       240       250   
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (3-75:114-177) 
 
                                             10        20        30 
2MEPSP                             LFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|239 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            90       100       110       120       130       140    
 
               40        50        60        70        80           
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT           
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|239 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
           150           160              170       180       190   
 
gi|239 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            200       210       220       230       240       250   
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (3-75:115-178) 
 
                                             10        20        30 
2MEPSP                             LFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. : .:   :. 
gi|217 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTLEV 
           90       100       110       120       130       140     
 
               40        50        60        70        80           
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT           
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|217 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKITVFEA 
          150           160              170       180       190    
 
gi|217 AFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVKYTVFETAEKKAITAMSEA 
           200       210       220       230       240       250    
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (3-75:115-178) 
 
                                             10        20        30 
2MEPSP                             LFADG--PTAIRDVASWRVKETERMVAIRTEL 
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                                     :.:  : :  :.    :.:. : .:   :. 
gi|217 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTLEV 
           90       100       110       120       130       140     
 
               40        50        60        70        80           
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT           
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|217 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKITVFEA 
          150           160              170       180       190    
 
gi|217 AFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVKYTVFETAEKKAITAMSEA 
           200       210       220       230       240       250    
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 18.2 E():   70 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (41-48:172-179) 
 
               20        30        40        50        60        70 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
               80 
2MEPSP LAACAEVPVT 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 43; 36.7% identity (76.7% similar) in 30 aa overlap (8-36:54-82) 
 
                                      10        20         30       
2MEPSP                        LFADGPTAIRDVASWRVKETERMVAIRTE-LTKLGAS 
                                     ::.:.:.. :. . :....  : .: ::.: 
gi|121 HDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHAS-RIIGFFGEYVTLLGSS 
            30        40        50        60         70        80   
 
         40        50        60        70        80                 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT                 
                                                                    
gi|121 GNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAFDKAF 
             90       100       110       120       130       140   
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.0  bits: 19.8 E():   72 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (6-18:336-348) 
 
                                        10        20        30      
2MEPSP                          LFADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
          40        50        60        70        80                
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT                
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 68.5  bits: 18.9 E():   76 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (3-75:140-203) 
 
                                             10        20        30 
2MEPSP                             LFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|398 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
     110       120       130       140       150       160          
 
               40        50        60        70        80           
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT           
         .  ..::      . :  .:.:  :.  :      ::..:: :                
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gi|398 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
     170           180         190            200       210         
 
gi|398 AFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
      220       230       240       250       260       270         
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (27-60:131-164) 
 
                   10        20        30        40        50       
2MEPSP     LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
         60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVT 
          :                     
gi|158 RTPY                     
                                
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (17-50:188-222) 
 
                             10        20        30        40       
2MEPSP               LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
          50        60        70        80                          
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT                          
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (17-50:188-222) 
 
                             10        20        30        40       
2MEPSP               LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
          50        60        70        80                          
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT                          
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.1  bits: 15.4 E():   80 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (4-9:25-30) 
 
                                    10        20        30          
2MEPSP                      LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
               10        20        30                               
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.0  bits: 19.2 E():   81 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (42-58:318-334) 
 
              20        30        40        50        60        70  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
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gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
              80                                                    
2MEPSP AACAEVPVT                                                    
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (42-77:109-135) 
 
              20        30        40        50        60        70  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
              80                                                    
2MEPSP AACAEVPVT                                                    
       .: : .                                                       
gi|616 SAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
     130       140       150       160       170       180          
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (42-77:115-141) 
 
              20        30        40        50        60        70  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
              80                                                    
2MEPSP AACAEVPVT                                                    
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (42-77:115-141) 
 
              20        30        40        50        60        70  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
              80                                                    
2MEPSP AACAEVPVT                                                    
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (42-77:115-141) 
 
              20        30        40        50        60        70  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
              80                                                    
2MEPSP AACAEVPVT                                                    
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
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         140       150       160       170       180       190      
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (42-77:115-141) 
 
              20        30        40        50        60        70  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
              80                                                    
2MEPSP AACAEVPVT                                                    
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (42-77:115-141) 
 
              20        30        40        50        60        70  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
              80                                                    
2MEPSP AACAEVPVT                                                    
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (42-77:115-141) 
 
              20        30        40        50        60        70  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
              80                                                    
2MEPSP AACAEVPVT                                                    
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (42-77:115-141) 
 
              20        30        40        50        60        70  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
              80                                                    
2MEPSP AACAEVPVT                                                    
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.2  bits: 19.8 E():   90 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (27-51:517-541) 
 
                   10        20        30        40        50       
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2MEPSP     LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
         60        70        80                                     
2MEPSP IDTYDDHRMAMAFSLAACAEVPVT                                     
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 67.1  bits: 18.9 E():   91 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (3-75:201-264) 
 
                                             10        20        30 
2MEPSP                             LFADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|113 STEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEALRIIAGTLEV 
              180       190       200       210       220       230 
 
               40        50        60        70        80           
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT           
         .  ..::        :  .:.:  ::  :      ::..:: :                
gi|113 HGVKPAAEE----VKAIPAGELQV--IDKVD-----AAFKVAATAANAAPANDKFTVFEA 
                  240       250              260       270          
 
gi|113 AFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQA 
     280       290       300       310       320       330          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.0  bits: 18.9 E():   92 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (24-55:183-213) 
 
                      10        20        30        40        50    
2MEPSP        LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
            60        70        80                                  
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVT                                  
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (29-66:12-50) 
 
               10        20        30        40        50           
2MEPSP LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|179                  DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
                                10        20        30        40    
 
      60        70        80                                        
2MEPSP YDDHRMAMAFSLAACAEVPVT                                        
        .. . :                                                      
gi|179 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESEN 
            50        60        70        80        90       100    
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.5 E():   93 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (12-41:227-256) 
 
                                  10        20        30        40  
2MEPSP                    LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
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              50        60        70        80              
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT              
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (14-61:372-418) 
 
                                10        20        30        40    
2MEPSP                  LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
            50           60        70        80                     
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVT                     
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.2 E():   95 
Smith-Waterman score: 44; 40.0% identity (100.0% similar) in 10 aa overlap (70-79:67-76) 
 
      40        50        60        70        80                    
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT                    
                                     :..::...:.                     
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (24-61:130-167) 
 
                      10        20        30        40        50    
2MEPSP        LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
            60        70        80                    
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVT                    
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (24-61:130-167) 
 
                      10        20        30        40        50    
2MEPSP        LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
            60        70        80                    
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVT                    
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.3 E():   97 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (57-68:15-26) 
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         30        40        50        60        70        80       
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT       
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.5 E():   97 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (42-50:214-222) 
 
              20        30        40        50        60        70  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
              80                                                    
2MEPSP AACAEVPVT                                                    
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|110349083|gb|ABG73109.1| Pis v 2.0101 allergen11S g  (496 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.5  bits: 19.2 E():   97 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (1-22:469-490) 
 
                                             10        20        30 
2MEPSP                               LFADGPTAIRDVASWRVKETERMVAIRTEL 
                                     .:: : .. :   : : .. ::         
gi|110 RALPLDVIKNSFDISREDARRLKESRSETTIFAPGSSSQRKSQSERERQREREEREIH   
      440       450       460       470       480       490         
 
               40        50        60        70        80 
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.2 E():   97 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (41-48:245-252) 
 
               20        30        40        50        60        70 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
               80 
2MEPSP LAACAEVPVT 
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (39-49:3-13) 
 
       10        20        30        40        50        60         
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
       70        80                                                 
2MEPSP FSLAACAEVPVT                                                 
                                                                    
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.4  bits: 14.8 E():   98 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (45-52:9-16) 
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           20        30        40        50        60        70     
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                                     :: :: :.                       
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP               
                                     10        20                   
 
           80 
2MEPSP AEVPVT 
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (42-49:116-123) 
 
              20        30        40        50        60        70  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
 
              80                                                    
2MEPSP AACAEVPVT                                                    
                                                                    
gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 44; 40.0% identity (100.0% similar) in 10 aa overlap (70-79:78-87) 
 
      40        50        60        70        80                    
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT                    
                                     :..::...:.                     
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 44; 28.9% identity (48.9% similar) in 45 aa overlap (34-78:92-135) 
 
            10        20        30        40        50        60    
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. :   :  . :  : : : :  . . : 
gi|226 KASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIA-GALEVH 
              70        80        90       100       110        120 
 
            70        80                                            
2MEPSP RMAMAFSLAACAEVPVT                                            
        .  :   .. :..:                                              
gi|226 AVKPATEEVGAAKIPAGELQIVDKIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKEST 
              130       140       150       160       170       180 
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.4  bits: 19.2 E():   99 
Smith-Waterman score: 48; 28.9% identity (57.9% similar) in 38 aa overlap (4-40:122-159) 
 
                                          10         20        30   
2MEPSP                            LFADGPTAIR-DVASWRVKETERMVAIRTELTK 
                                     ::  :   : :.:. ..     :  :...  
gi|476 AVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIAAYPDPAKWKNSKIWMHFARLTDFNL 
             100       110       120       130       140       150  
 
             40        50        60        70        80             
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT             
       .:..: .:                                                     
gi|476 MGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTLTNSPEFHLV 
             160       170       180       190       200       210  
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>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.3  bits: 17.3 E():   99 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (29-66:21-59) 
 
               10        20        30        40        50           
2MEPSP LFADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|217         SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
                       10        20        30        40        50   
 
      60        70        80                                        
2MEPSP YDDHRMAMAFSLAACAEVPVT                                        
        .. . :                                                      
gi|217 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
             60        70        80        90       100       110   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:07 2011 done: Tue Apr 19 10:58:07 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 343  - 422 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     2     0:= 
  28     3     0:= 
  30     6     2:*= 
  32    10     8:=*= 
  34    36    22:=====*=== 
  36    33    44:========= * 
  38    65    73:================= * 
  40    92   102:=======================  * 
  42   104   125:==========================     * 
  44   171   138:==================================*======== 
  46   151   140:==================================*=== 
  48   202   134:=================================*================= 
  50   116   122:============================= * 
  52    82   108:=====================     * 
  54    85    92:======================* 
  56    57    77:===============    * 
  58    49    63:=============  * 
  60    36    51:=========   * 
  62    25    41:=======   * 
  64    31    33:========* 
  66    58    26:======*======== 
  68    22    20:====*= 
  70    14    16:===* 
  72     9    12:==* 
  74     4    10:= * 
  76     8     8:=* 
  78     1     6:=* 
  80     6     5:=* 
  82     4     3:* 
  84     4     3:* 
  86     0     2:* 
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  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.59780.00337; mu= 8.9195 0.176 
 mean_var=33.5178 8.177, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.221532 
 Kolmogorov-Smirnov  statistic: 0.0587 (N=27) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.7     2.5 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.3     4.1 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   55 21.8     4.2 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.8     9.8 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   55 21.7     9.9 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 21.7      10 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.5      11 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.4      11 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.8      12 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.5      12 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.4      13 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.8      15 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.8      16 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   46 18.9      17 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.1      17 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.8      18 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   46 18.9      18 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   46 18.9      20 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 19.8      26 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.8      26 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 19.8      26 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.5      27 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.2      28 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.2      28 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.2      28 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.5      30 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   50 20.1      32 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 18.9      34 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 18.9      34 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 18.9      35 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   48 19.5      41 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.8      42 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   48 19.5      43 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   48 19.5      43 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   44 18.2      45 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.6      46 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   44 18.2      49 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.2      49 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.2      54 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.5      54 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.9      54 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.5      54 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   47 19.2      55 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11149

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   47 19.2      55 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   47 19.2      55 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.2      56 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.2      57 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   50 20.1      58 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 15.7      58 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.2      60 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 19.8      64 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 19.8      64 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.3      66 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   46 18.9      68 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.5      68 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.5      68 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      68 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   46 18.9      70 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   46 18.9      70 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   46 18.9      70 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   46 18.9      71 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   46 18.9      71 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.2      71 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.9      71 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.8      72 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   46 18.9      77 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.9      77 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      79 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      79 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.4      81 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.2      82 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   44 18.2      82 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   44 18.2      84 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   44 18.2      84 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   44 18.2      84 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   44 18.2      84 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   44 18.2      84 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   44 18.2      84 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   44 18.2      84 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.8      90 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   46 18.8      91 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 18.8      92 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.3      94 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.5      94 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.2      95 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   44 18.2      95 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 17.9      96 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 17.9      96 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.3      97 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.5      98 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.2      98 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 17.9      98 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 17.9      99 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 14.8      99 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   44 18.2      99 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.2   1e 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.2   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 95.5  bits: 22.7 E():  2.5 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (28-55:27-53) 
 
               10        20        30        40        50        60 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :. :: .:   : :::::   .::.. :      
gi|457  MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVAN 
                10        20        30         40        50         
 
               70        80                                         
2MEPSP DHRMAMAFSLAACAEVPVTI                                         
                                                                    
gi|457 QDSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKAD 
       60        70        80        90       100       110         
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>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 91.5  bits: 23.3 E():  4.1 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (34-60:23-50) 
 
            10        20        30        40        50         60   
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDH 
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
             70        80                                           
2MEPSP RMAMAFSLAACAEVPVTI                                           
                                                                    
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  55  Z-score: 91.2  bits: 21.8 E():  4.2 
Smith-Waterman score: 55; 26.8% identity (53.6% similar) in 56 aa overlap (26-80:10-64) 
 
               10        20        30        40        50           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTY 
                                . :.:.:  .   : :.:.:   . :.. : . .  
gi|484                 GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAAN 
                               10        20         30        40    
 
      60        70        80                                        
2MEPSP DDHRMAMAFSLAACAEVPVTI                                        
       .:   :    ::  : .:. .                                        
gi|484 QDTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAE 
            50        60        70        80        90       100    
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 84.7  bits: 20.8 E():  9.8 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (16-49:104-138) 
 
                              10        20         30        40     
2MEPSP                FADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
           50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 
       :.: .                                
gi|110 ISPSQGCQFSSPYWSY                     
           140                              
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 84.6  bits: 21.7 E():  9.9 
Smith-Waterman score: 55; 28.0% identity (52.4% similar) in 82 aa overlap (2-80:116-193) 
 
                                              10        20          
2MEPSP                              FADGPT--AIRDVASWRVKETERMVAIRTEL 
                                     : :::  :  :.    . :. :..:   :. 
gi|144 ACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEALRVIAGALEV 
          90       100       110       120       130       140      
 
      30        40        50        60         70        80         
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDD-HRMAMAFSLAACAEVPVTI         
         .  ..:: :   :  :  .:..  .:  :  ...: . . :: :.   :.         
gi|144 HAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKFTVFEGAFNKA 
         150       160           170       180       190       200  
 
gi|144 IKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVAT 
             210       220       230       240       250       260  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 84.3  bits: 21.7 E():   10 
Smith-Waterman score: 55; 29.3% identity (50.7% similar) in 75 aa overlap (2-74:123-188) 
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                                              10        20          
2MEPSP                              FADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    . :. :..:   :. 
gi|441 SSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEALRVIAGALEV 
            100       110       120       130       140       150   
 
      30        40        50        60        70        80          
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI          
         .  ..:: :   :  :  .:..  .:  :      ::..:: :                
gi|441 HAVKPATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFES 
            160         170              180       190       200    
 
gi|441 AFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMTQA 
           210       220       230       240       250       260    
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 83.6  bits: 20.5 E():   11 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (3-57:45-89) 
 
                                           10        20        30   
2MEPSP                             FADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
             40        50        60        70        80             
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI             
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 83.6  bits: 21.4 E():   11 
Smith-Waterman score: 54; 28.0% identity (52.4% similar) in 82 aa overlap (2-80:91-168) 
 
                                              10        20          
2MEPSP                              FADGPT--AIRDVASWRVKETERMVAIRTEL 
                                     : :::  :  :.    . :. :..:   :. 
gi|180 ACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEALRVIAGALEV 
               70        80        90       100       110       120 
 
      30        40        50        60         70        80         
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDD-HRMAMAFSLAACAEVPVTI         
         .  ..:: :   :  :  .:..  .:  :  ...: . . :: :.   :.         
gi|180 HAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKFTVFEGAFNKA 
              130         140         150       160       170       
 
gi|180 IKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVAT 
        180       190       200       210       220       230       
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 83.2  bits: 20.8 E():   12 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (36-64:36-62) 
 
          10        20        30        40        50        60      
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
          70        80                                              
2MEPSP MAFSLAACAEVPVTI                                              
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 83.1  bits: 20.5 E():   12 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (28-65:29-67) 
 
                10        20        30        40        50          
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2MEPSP  FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP YDDHRMAMAFSLAACAEVPVTI                                       
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 82.5  bits: 21.4 E():   13 
Smith-Waterman score: 54; 28.6% identity (50.0% similar) in 70 aa overlap (5-74:128-188) 
 
                                         10        20        30     
2MEPSP                           FADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|663 LATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEALRVIAGALEVHAVKP 
       100       110       120       130       140       150        
 
           40        50        60        70        80               
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI               
       ..:: :   :  :  .:..  .:  :      ::..:: :                     
gi|663 ATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFESAFNKA 
       160         170              180       190       200         
 
gi|663 LKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAK 
      210       220       230       240       250       260         
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 81.4  bits: 19.8 E():   15 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (9-47:63-104) 
 
                                     10          20        30       
2MEPSP                       FADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
          40        50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 
       .   : ::.  :                                  
gi|999 AALVPKYCLQHPHACDLYKNQTVMS                     
            100       110                            
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 80.7  bits: 20.8 E():   16 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (32-49:180-197) 
 
              10        20        30         40        50        60 
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
               70        80                  
2MEPSP DHRMAMAFSLAACAEVPVTI                  
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.2  bits: 18.9 E():   17 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (1-47:15-61) 
 
                             10        20         30        40      
2MEPSP               FADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCII 
                     .:.   :.: ..:  . :..::.: : :.   .  . .:  ..:   
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCNA 
               10        20        30        40         50          
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          50        60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 
       .:                                  
gi|124 NPGLMKDVAKVF                        
      60        70                         
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 80.2  bits: 21.1 E():   17 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (3-49:115-168) 
 
                                           10        20        30   
2MEPSP                             FADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
              40               50        60        70        80     
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI     
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 80.1  bits: 19.8 E():   18 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (16-49:96-130) 
 
                              10        20         30        40     
2MEPSP                FADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
           50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 
       :.: .                                
gi|244 ISPSQGCQFQSSY                        
         130                                
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 80.0  bits: 18.9 E():   18 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (1-47:17-63) 
 
                               10        20         30        40    
2MEPSP                 FADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                       .:.   :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
 
            50        60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 
         .:                                  
gi|124 NANPGLMKDVAKVF                        
      60        70                           
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 79.1  bits: 18.9 E():   20 
Smith-Waterman score: 46; 27.1% identity (60.4% similar) in 48 aa overlap (1-47:26-72) 
 
                                        10        20         30     
2MEPSP                          FADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                .:.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
           40        50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 
       . .:  ..:  .:                                  
gi|187 DFDEFISFCNANPGLMKDVAKVF                        
      60        70        80                          
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>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.2  bits: 19.8 E():   26 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (17-67:56-100) 
 
                             10        20        30         40      
2MEPSP               FADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
          50         60        70        80                         
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTI                         
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 77.0  bits: 20.8 E():   26 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (16-59:81-124) 
 
                              10        20        30        40      
2MEPSP                FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
          50        60        70        80                          
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI                          
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.0  bits: 19.8 E():   26 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (17-67:60-104) 
 
                             10        20        30         40      
2MEPSP               FADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
          50         60        70        80                         
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTI                         
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 76.6  bits: 19.5 E():   27 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (44-71:106-134) 
 
            20        30        40        50        60         70   
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
             80                              
2MEPSP CAEVPVTI                              
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.5  bits: 19.2 E():   28 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (28-55:28-54) 
 
               10        20        30        40        50        60 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
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gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
               70        80                                         
2MEPSP DHRMAMAFSLAACAEVPVTI                                         
                                                                    
gi|158 QDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.5  bits: 19.2 E():   28 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (28-55:28-54) 
 
               10        20        30        40        50        60 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
               70        80                                         
2MEPSP DHRMAMAFSLAACAEVPVTI                                         
                                                                    
gi|170 QDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.5  bits: 19.2 E():   28 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (28-55:28-54) 
 
               10        20        30        40        50        60 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
               70        80                                         
2MEPSP DHRMAMAFSLAACAEVPVTI                                         
                                                                    
gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.9  bits: 19.5 E():   30 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (42-48:141-147) 
 
              20        30        40        50        60        70  
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
              80          
2MEPSP ACAEVPVTI          
                          
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 75.3  bits: 20.1 E():   32 
Smith-Waterman score: 50; 29.3% identity (50.7% similar) in 75 aa overlap (2-74:140-203) 
 
                                              10        20          
2MEPSP                              FADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. :..:   :. 
gi|330 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRIIAGTLEV 
     110       120       130       140       150       160          
 
      30        40        50        60        70        80          
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI          
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|330 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
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     170           180         190            200       210         
 
gi|330 AFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
      220       230       240       250       260       270         
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (3-53:73-125) 
 
                                           10        20         30  
2MEPSP                             FADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
              40            50        60        70        80 
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 
        :  : : : .: :.    ::  .:.                            
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN               
     100       110       120       130                       
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (3-53:37-89) 
 
                                           10        20         30  
2MEPSP                             FADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
              40            50        60        70        80        
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI        
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.6  bits: 18.9 E():   35 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (3-53:31-83) 
 
                                           10        20         30  
2MEPSP                             FADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
              40            50        60        70        80        
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI        
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 73.4  bits: 19.5 E():   41 
Smith-Waterman score: 48; 28.0% identity (50.7% similar) in 75 aa overlap (2-74:86-149) 
 
                                              10        20          
2MEPSP                              FADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|422 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
          60        70        80        90       100       110      
 
      30        40        50        60        70        80          
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI          
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|422 HAVKPAAEE----VKVIPAAELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
         120           130         140            150       160     
 
gi|422 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
          170       180       190       200       210       220     
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>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 73.2  bits: 19.8 E():   42 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (32-60:141-170) 
 
              10        20        30        40         50        60 
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
               70        80                                         
2MEPSP DHRMAMAFSLAACAEVPVTI                                         
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.1  bits: 19.5 E():   43 
Smith-Waterman score: 48; 40.0% identity (65.0% similar) in 20 aa overlap (59-78:74-93) 
 
       30        40        50        60        70        80         
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI         
                                     : :   :   :..::..::.           
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.1  bits: 19.5 E():   43 
Smith-Waterman score: 48; 40.0% identity (65.0% similar) in 20 aa overlap (59-78:74-93) 
 
       30        40        50        60        70        80         
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI         
                                     : :   :   :..::..::.           
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 18.2 E():   45 
Smith-Waterman score: 44; 26.9% identity (61.5% similar) in 26 aa overlap (48-73:49-74) 
 
        20        30        40        50        60        70        
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:     
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
        80                                      
2MEPSP VTI                                      
                                                
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 17.6 E():   46 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (7-24:28-45) 
 
                                    10        20        30          
2MEPSP                      FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
      40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11158

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                                 
gi|144 ISFCNANPGLMKDVAKVF                        
               70                                
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.1  bits: 18.2 E():   49 
Smith-Waterman score: 44; 31.4% identity (65.7% similar) in 35 aa overlap (28-61:12-45) 
 
               10        20        30        40        50           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTY 
                                  :. .:..:   : .::.:   . :.. : .:.  
gi|484                 GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDAN 
                               10        20         30        40    
 
      60        70        80                                        
2MEPSP DDHRMAMAFSLAACAEVPVTI                                        
       .:                                                           
gi|484 QDTASVGLVLTAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIK 
            50        60        70        80        90       100    
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.0  bits: 18.2 E():   49 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (28-65:12-50) 
 
               10        20        30        40        50           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTY 
                                  :. :. .. ..: : :::   . ... :. :.  
gi|760                 DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDAN 
                               10        20        30        40     
 
      60        70        80                                        
2MEPSP DDHRMAMAFSLAACAEVPVTI                                        
       .. . :                                                       
gi|760 QNTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENV 
           50        60        70        80        90       100     
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.3  bits: 18.2 E():   54 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (28-55:28-54) 
 
               10        20        30        40        50        60 
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  :   : : :.:   .:... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
               70        80                                         
2MEPSP DHRMAMAFSLAACAEVPVTI                                         
                                                                    
gi|212 QDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKIKVD 
      60        70        80        90       100       110          
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.3  bits: 18.5 E():   54 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (15-53:83-126) 
 
                               10        20         30        40    
2MEPSP                 FADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
                50        60        70        80                    
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI                    
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (35-54:89-108) 
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           10        20        30        40        50        60     
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
           70        80 
2MEPSP AMAFSLAACAEVPVTI 
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.2  bits: 19.5 E():   54 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (24-76:189-242) 
 
                      10        20        30        40        50    
2MEPSP        FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
              60        70        80                                
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTI                                
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (2-74:104-167) 
 
                                              10        20          
2MEPSP                              FADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
      30        40        50        60        70        80          
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI          
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAFTAMSEA 
            190       200       210       220       230       240   
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (2-74:104-167) 
 
                                              10        20          
2MEPSP                              FADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
      30        40        50        60        70        80          
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI          
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            190       200       210       220       230       240   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (2-74:104-167) 
 
                                              10        20          
2MEPSP                              FADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
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gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
      30        40        50        60        70        80          
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI          
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            190       200       210       220       230       240   
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (33-74:58-99) 
 
             10        20        30        40        50        60   
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
             70        80                                           
2MEPSP RMAMAFSLAACAEVPVTI                                           
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.7  bits: 18.2 E():   57 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (5-50:52-93) 
 
                                         10        20        30     
2MEPSP                           FADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
           40        50        60        70        80               
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI               
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 70.7  bits: 20.1 E():   58 
Smith-Waterman score: 50; 26.2% identity (47.7% similar) in 65 aa overlap (5-68:336-393) 
 
                                         10        20        30     
2MEPSP                           FADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
            40        50        60        70        80              
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI              
       . .:   : :       :.:   : . :.    .:                          
gi|556 TKIELDRDSCR-DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDI 
     360       370        380       390       400       410         
 
gi|556 IEAAPFGSTADLIRLKGADIWDVAEHSFALDDEGRTNCLQVSGLRIVIDISKPIRSRVKK 
      420       430       440       450       460       470         
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.6  bits: 15.7 E():   58 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (70-78:17-25) 
 
      40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 
                                     : ::::  :   
gi|391               SFREQCVPGREITYECLNACAEYAVRQ 
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                             10        20        
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (50-79:65-94) 
 
      20        30        40        50        60        70          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
      80                                                            
2MEPSP I                                                            
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (29-66:168-204) 
 
                 10        20        30        40        50         
2MEPSP   FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
       60        70        80                                       
2MEPSP YDDHRMAMAFSLAACAEVPVTI                                       
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (29-66:168-204) 
 
                 10        20        30        40        50         
2MEPSP   FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
       60        70        80                                       
2MEPSP YDDHRMAMAFSLAACAEVPVTI                                       
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 17.3 E():   66 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (40-54:70-84) 
 
      10        20        30        40        50        60          
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
      70        80 
2MEPSP LAACAEVPVTI 
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (2-74:103-166) 
 
                                              10        20          
2MEPSP                              FADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|134 SGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
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             80        90       100       110       120       130   
 
      30        40        50        60        70        80          
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI          
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|134 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
            140           150              160       170       180  
 
gi|134 AFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
             190       200       210       220       230       240  
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (41-57:115-128) 
 
               20        30        40        50        60        70 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
               80                                                   
2MEPSP AACAEVPVTI                                                   
                                                                    
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (41-57:115-128) 
 
               20        30        40        50        60        70 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
               80                                                   
2MEPSP AACAEVPVTI                                                   
                                                                    
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (16-49:170-204) 
 
                              10        20        30         40     
2MEPSP                FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
           50        60        70        80                         
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI                         
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (2-74:112-175) 
 
                                              10        20          
2MEPSP                              FADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|295 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
              90       100       110       120       130       140  
 
      30        40        50        60        70        80          
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI          

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11163

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|295 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
             150           160              170       180       190 
 
gi|295 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
              200       210       220       230       240       250 
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (2-74:114-177) 
 
                                              10        20          
2MEPSP                              FADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|109 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            90       100       110       120       130       140    
 
      30        40        50        60        70        80          
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI          
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|109 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
           150           160              170       180       190   
 
gi|109 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            200       210       220       230       240       250   
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.1  bits: 18.9 E():   70 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (2-74:114-177) 
 
                                              10        20          
2MEPSP                              FADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|239 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            90       100       110       120       130       140    
 
      30        40        50        60        70        80          
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI          
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|239 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
           150           160              170       180       190   
 
gi|239 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            200       210       220       230       240       250   
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.1  bits: 18.9 E():   71 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (2-74:115-178) 
 
                                              10        20          
2MEPSP                              FADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. : .:   :. 
gi|217 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTLEV 
           90       100       110       120       130       140     
 
      30        40        50        60        70        80          
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI          
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|217 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKITVFEA 
          150           160              170       180       190    
 
gi|217 AFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVKYTVFETAEKKAITAMSEA 
           200       210       220       230       240       250    
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.1  bits: 18.9 E():   71 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (2-74:115-178) 
 
                                              10        20          
2MEPSP                              FADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. : .:   :. 
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gi|217 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTLEV 
           90       100       110       120       130       140     
 
      30        40        50        60        70        80          
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI          
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|217 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKITVFEA 
          150           160              170       180       190    
 
gi|217 AFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVKYTVFETAEKKAITAMSEA 
           200       210       220       230       240       250    
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 18.2 E():   71 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (40-47:172-179) 
 
      10        20        30        40        50        60          
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
      70        80 
2MEPSP LAACAEVPVTI 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 43; 36.7% identity (76.7% similar) in 30 aa overlap (7-35:54-82) 
 
                                       10        20         30      
2MEPSP                         FADGPTAIRDVASWRVKETERMVAIRTE-LTKLGAS 
                                     ::.:.:.. :. . :....  : .: ::.: 
gi|121 HDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHAS-RIIGFFGEYVTLLGSS 
            30        40        50        60         70        80   
 
          40        50        60        70        80                
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI                
                                                                    
gi|121 GNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAFDKAF 
             90       100       110       120       130       140   
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.9  bits: 19.8 E():   72 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (5-17:336-348) 
 
                                         10        20        30     
2MEPSP                           FADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
           40        50        60        70        80               
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI               
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (2-74:140-203) 
 
                                              10        20          
2MEPSP                              FADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|398 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
     110       120       130       140       150       160          
 
      30        40        50        60        70        80          
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI          
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|398 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
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     170           180         190            200       210         
 
gi|398 AFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
      220       230       240       250       260       270         
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (26-59:131-164) 
 
                    10        20        30        40        50      
2MEPSP      FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
          60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTI 
          :                      
gi|158 RTPY                      
                                 
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.2  bits: 18.9 E():   79 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (16-49:188-222) 
 
                              10        20        30         40     
2MEPSP                FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
           50        60        70        80                         
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI                         
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.2  bits: 18.9 E():   79 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (16-49:188-222) 
 
                              10        20        30         40     
2MEPSP                FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
           50        60        70        80                         
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI                         
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.0  bits: 15.4 E():   81 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (3-8:25-30) 
 
                                     10        20        30         
2MEPSP                       FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
               10        20        30                               
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.9  bits: 19.2 E():   82 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (41-57:318-334) 
 
               20        30        40        50        60        70 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
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       290       300       310       320       330       340        
 
               80                                                   
2MEPSP AACAEVPVTI                                                   
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.9  bits: 18.2 E():   82 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (41-76:109-135) 
 
               20        30        40        50        60        70 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
               80                                                   
2MEPSP AACAEVPVTI                                                   
       .: : .                                                       
gi|616 SAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
     130       140       150       160       170       180          
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (41-76:115-141) 
 
               20        30        40        50        60        70 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
               80                                                   
2MEPSP AACAEVPVTI                                                   
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (41-76:115-141) 
 
               20        30        40        50        60        70 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
               80                                                   
2MEPSP AACAEVPVTI                                                   
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (41-76:115-141) 
 
               20        30        40        50        60        70 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
               80                                                   
2MEPSP AACAEVPVTI                                                   
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
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>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (41-76:115-141) 
 
               20        30        40        50        60        70 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
               80                                                   
2MEPSP AACAEVPVTI                                                   
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (41-76:115-141) 
 
               20        30        40        50        60        70 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
               80                                                   
2MEPSP AACAEVPVTI                                                   
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (41-76:115-141) 
 
               20        30        40        50        60        70 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
               80                                                   
2MEPSP AACAEVPVTI                                                   
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (41-76:115-141) 
 
               20        30        40        50        60        70 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
               80                                                   
2MEPSP AACAEVPVTI                                                   
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.1  bits: 19.8 E():   90 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (26-50:517-541) 
 
                    10        20        30        40        50      
2MEPSP      FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
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                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
          60        70        80                                    
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTI                                    
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 67.0  bits: 18.8 E():   91 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (2-74:201-264) 
 
                                              10        20          
2MEPSP                              FADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|113 STEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEALRIIAGTLEV 
              180       190       200       210       220       230 
 
      30        40        50        60        70        80          
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI          
         .  ..::        :  .:.:  ::  :      ::..:: :                
gi|113 HGVKPAAEE----VKAIPAGELQV--IDKVD-----AAFKVAATAANAAPANDKFTVFEA 
                  240       250              260       270          
 
gi|113 AFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQA 
     280       290       300       310       320       330          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.9  bits: 18.8 E():   92 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (23-54:183-213) 
 
                       10        20        30        40        50   
2MEPSP         FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
             60        70        80                                 
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTI                                 
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (28-65:12-50) 
 
               10        20        30        40        50           
2MEPSP FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTY 
                                  :. :. ..  .: : :::   . ... :. :.  
gi|179                 DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDAN 
                               10        20        30        40     
 
      60        70        80                                        
2MEPSP DDHRMAMAFSLAACAEVPVTI                                        
       .. . :                                                       
gi|179 QNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENV 
           50        60        70        80        90       100     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.8  bits: 18.5 E():   94 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (11-40:227-256) 
 
                                   10        20        30        40 
2MEPSP                     FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
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               50        60        70        80             
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI             
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 66.7  bits: 19.2 E():   95 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (13-60:372-418) 
 
                                 10        20        30        40   
2MEPSP                   FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
             50           60        70        80                    
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVTI                    
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.2 E():   95 
Smith-Waterman score: 44; 40.0% identity (100.0% similar) in 10 aa overlap (69-78:67-76) 
 
       40        50        60        70        80                   
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI                   
                                     :..::...:.                     
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (23-60:130-167) 
 
                       10        20        30        40        50   
2MEPSP         FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
             60        70        80                   
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTI                   
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (23-60:130-167) 
 
                       10        20        30        40        50   
2MEPSP         FADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
             60        70        80                   
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTI                   
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.3 E():   97 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (56-67:15-26) 
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          30        40        50        60        70        80      
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI      
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.5 E():   98 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (41-49:214-222) 
 
               20        30        40        50        60        70 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
               80                                                   
2MEPSP AACAEVPVTI                                                   
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.2 E():   98 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (40-47:245-252) 
 
      10        20        30        40        50        60          
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
      70        80 
2MEPSP LAACAEVPVTI 
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.9 E():   98 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (38-48:3-13) 
 
        10        20        30        40        50        60        
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
        70        80                                                
2MEPSP FSLAACAEVPVTI                                                
                                                                    
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (41-48:116-123) 
 
               20        30        40        50        60        70 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
 
               80                                                   
2MEPSP AACAEVPVTI                                                   
                                                                    
gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
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 initn:  33 init1:  33 opt:  33  Z-score: 66.4  bits: 14.8 E():   99 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (44-51:9-16) 
 
            20        30        40        50        60        70    
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                                     :: :: :.                       
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP               
                                     10        20                   
 
            80 
2MEPSP AEVPVTI 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 18.2 E():   99 
Smith-Waterman score: 44; 40.0% identity (100.0% similar) in 10 aa overlap (69-78:78-87) 
 
       40        50        60        70        80                   
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI                   
                                     :..::...:.                     
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.3  bits: 18.2 E(): 1e 
Smith-Waterman score: 44; 28.9% identity (48.9% similar) in 45 aa overlap (33-77:92-135) 
 
             10        20        30        40        50        60   
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. :   :  . :  : : : :  . . : 
gi|226 KASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIA-GALEVH 
              70        80        90       100       110        120 
 
             70        80                                           
2MEPSP RMAMAFSLAACAEVPVTI                                           
        .  :   .. :..:                                              
gi|226 AVKPATEEVGAAKIPAGELQIVDKIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKEST 
              130       140       150       160       170       180 
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 48; 28.9% identity (57.9% similar) in 38 aa overlap (3-39:122-159) 
 
                                            10        20        30  
2MEPSP                             FADGPTAIR-DVASWRVKETERMVAIRTELTK 
                                     ::  :   : :.:. ..     :  :...  
gi|476 AVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIAAYPDPAKWKNSKIWMHFARLTDFNL 
             100       110       120       130       140       150  
 
              40        50        60        70        80            
2MEPSP LGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI            
       .:..: .:                                                     
gi|476 MGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRPTAIKIDFSKSVTVKELTLTNSPEFHLV 
             160       170       180       190       200       210  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:07 2011 done: Tue Apr 19 10:58:07 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
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 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 344  - 423 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     2     0:= 
  28     3     0:= 
  30     6     2:*= 
  32    13     8:=*== 
  34    38    22:=====*==== 
  36    33    44:========= * 
  38    67    73:================= * 
  40    88   102:======================   * 
  42    99   125:=========================      * 
  44   171   138:==================================*======== 
  46   148   140:==================================*== 
  48   207   134:=================================*================== 
  50   119   122:==============================* 
  52    82   108:=====================     * 
  54    83    92:===================== * 
  56    57    77:===============    * 
  58    49    63:=============  * 
  60    36    51:=========   * 
  62    25    41:=======   * 
  64    30    33:========* 
  66    58    26:======*======== 
  68    24    20:====*= 
  70    13    16:===* 
  72     8    12:==* 
  74     4    10:= * 
  76     9     8:=*= 
  78     2     6:=* 
  80     4     5:=* 
  82     4     3:* 
  84     4     3:* 
  86     0     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.63030.00339; mu= 8.7490 0.177 
 mean_var=33.6992 8.205, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.220935 
 Kolmogorov-Smirnov  statistic: 0.0587 (N=27) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.7     2.5 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.3     4.2 
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gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   55 21.7     4.3 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.8     9.9 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   55 21.7      10 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 21.7      10 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.5      11 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   54 21.4      11 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.8      12 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.5      12 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.4      13 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.8      15 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.8      16 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.1      18 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.8      18 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   45 18.6      22 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   45 18.6      22 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   45 18.6      25 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 19.8      26 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 19.8      26 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.7      26 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.5      28 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.2      28 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.2      28 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.2      28 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.5      30 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   50 20.1      32 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 18.9      34 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 18.9      34 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 18.9      35 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   48 19.5      41 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.8      43 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   48 19.5      43 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   48 19.5      43 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   44 18.2      45 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.6      46 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   44 18.2      49 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.2      49 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.2      54 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.5      54 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.9      54 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.5      55 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   47 19.2      55 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   47 19.2      55 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   47 19.2      55 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.2      56 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.2      58 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 15.7      58 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   50 20.1      59 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.2      60 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 19.8      65 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 19.8      65 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.3      66 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   46 18.8      68 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   45 18.5      68 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   45 18.5      68 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.8      68 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   46 18.8      70 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   46 18.8      71 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   46 18.8      71 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.2      71 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   46 18.8      71 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   46 18.8      71 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.9      72 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.8      73 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   46 18.8      77 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.9      78 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.8      80 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.8      80 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.4      80 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   44 18.2      82 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.1      82 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   44 18.2      85 
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gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   44 18.2      85 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   44 18.2      85 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   44 18.2      85 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   44 18.2      85 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   44 18.2      85 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   44 18.2      85 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.8      92 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   46 18.8      92 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 18.8      93 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.3      94 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.5      95 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.1      96 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   44 18.2      96 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 17.9      97 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 17.9      97 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.3      98 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 14.8      98 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.5      99 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.2      99 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 17.9      99 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   43 17.9   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 95.4  bits: 22.7 E():  2.5 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (27-54:27-53) 
 
               10        20        30        40        50        60 
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
                                 :. :: .:   : :::::   .::.. :       
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
 
               70        80                                         
2MEPSP HRMAMAFSLAACAEVPVTIR                                         
                                                                    
gi|457 DSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKADV 
      60        70        80        90       100       110          
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 91.3  bits: 23.3 E():  4.2 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (33-59:23-50) 
 
             10        20        30        40        50         60  
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDH 
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
              70        80                                          
2MEPSP RMAMAFSLAACAEVPVTIR                                          
                                                                    
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  55  Z-score: 91.2  bits: 21.7 E():  4.3 
Smith-Waterman score: 55; 26.8% identity (53.6% similar) in 56 aa overlap (25-79:10-64) 
 
               10        20        30        40        50           
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYD 
                               . :.:.:  .   : :.:.:   . :.. : . . . 
gi|484                GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQ 
                              10        20         30        40     
 
      60        70        80                                        
2MEPSP DHRMAMAFSLAACAEVPVTIR                                        
       :   :    ::  : .:. .                                         
gi|484 DTTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEV 
           50        60        70        80        90       100     
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
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 initn:  45 init1:  45 opt:  52  Z-score: 84.6  bits: 20.8 E():  9.9 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (15-48:104-138) 
 
                               10        20         30        40    
2MEPSP                 ADGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
            50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
       :.: .                                 
gi|110 ISPSQGCQFSSPYWSY                      
           140                               
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 84.4  bits: 21.7 E():   10 
Smith-Waterman score: 55; 28.0% identity (52.4% similar) in 82 aa overlap (1-79:116-193) 
 
                                               10        20         
2MEPSP                               ADGPT--AIRDVASWRVKETERMVAIRTEL 
                                     : :::  :  :.    . :. :..:   :. 
gi|144 ACKANIAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEALRVIAGALEV 
          90       100       110       120       130       140      
 
       30        40        50        60         70        80        
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDD-HRMAMAFSLAACAEVPVTIR        
         .  ..:: :   :  :  .:..  .:  :  ...: . . :: :.   :.         
gi|144 HAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKFTVFEGAFNKA 
         150       160           170       180       190       200  
 
gi|144 IKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVAT 
             210       220       230       240       250       260  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 84.2  bits: 21.7 E():   10 
Smith-Waterman score: 55; 29.3% identity (50.7% similar) in 75 aa overlap (1-73:123-188) 
 
                                               10        20         
2MEPSP                               ADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    . :. :..:   :. 
gi|441 SSKGLLATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEALRVIAGALEV 
            100       110       120       130       140       150   
 
       30        40        50        60        70        80         
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR         
         .  ..:: :   :  :  .:..  .:  :      ::..:: :                
gi|441 HAVKPATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFES 
            160         170              180       190       200    
 
gi|441 AFNKALNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMTQA 
           210       220       230       240       250       260    
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 83.5  bits: 20.5 E():   11 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (2-56:45-89) 
 
                                            10        20        30  
2MEPSP                              ADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
              40        50        60        70        80            
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR            
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 83.4  bits: 21.4 E():   11 
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Smith-Waterman score: 54; 28.0% identity (52.4% similar) in 82 aa overlap (1-79:91-168) 
 
                                               10        20         
2MEPSP                               ADGPT--AIRDVASWRVKETERMVAIRTEL 
                                     : :::  :  :.    . :. :..:   :. 
gi|180 ACKANIAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEALRVIAGALEV 
               70        80        90       100       110       120 
 
       30        40        50        60         70        80        
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDD-HRMAMAFSLAACAEVPVTIR        
         .  ..:: :   :  :  .:..  .:  :  ...: . . :: :.   :.         
gi|180 HAVKPAAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKFTVFEGAFNKA 
              130         140         150       160       170       
 
gi|180 IKESTGGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVAT 
        180       190       200       210       220       230       
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 83.1  bits: 20.8 E():   12 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (35-63:36-62) 
 
           10        20        30        40        50        60     
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
           70        80                                             
2MEPSP MAFSLAACAEVPVTIR                                             
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 83.0  bits: 20.5 E():   12 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (27-64:29-67) 
 
                 10        20        30        40        50         
2MEPSP   ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP YDDHRMAMAFSLAACAEVPVTIR                                      
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 82.4  bits: 21.4 E():   13 
Smith-Waterman score: 54; 28.6% identity (50.0% similar) in 70 aa overlap (4-73:128-188) 
 
                                          10        20        30    
2MEPSP                            ADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|663 LATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEALRVIAGALEVHAVKP 
       100       110       120       130       140       150        
 
            40        50        60        70        80              
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR              
       ..:: :   :  :  .:..  .:  :      ::..:: :                     
gi|663 ATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFESAFNKA 
       160         170              180       190       200         
 
gi|663 LKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAK 
      210       220       230       240       250       260         
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 81.4  bits: 19.8 E():   15 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (8-46:63-104) 
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                                      10          20        30      
2MEPSP                        ADGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
           40        50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
       .   : ::.  :                                   
gi|999 AALVPKYCLQHPHACDLYKNQTVMS                      
            100       110                             
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 80.6  bits: 20.8 E():   16 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (31-48:180-197) 
 
               10        20        30         40        50          
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
      60        70        80                 
2MEPSP DHRMAMAFSLAACAEVPVTIR                 
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 80.1  bits: 21.1 E():   18 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (2-48:115-168) 
 
                                            10        20        30  
2MEPSP                              ADGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
                  40            50        60        70        80    
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR    
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 80.0  bits: 19.8 E():   18 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (15-48:96-130) 
 
                               10        20         30        40    
2MEPSP                 ADGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
            50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
       :.: .                                 
gi|244 ISPSQGCQFQSSY                         
         130                                 
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 78.4  bits: 18.6 E():   22 
Smith-Waterman score: 45; 27.7% identity (59.6% similar) in 47 aa overlap (1-46:16-61) 
 
                              10        20         30        40     
2MEPSP                ADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCII 
                      :.   :.: ..:  . :..::.: : :.   .  . .:  ..:   
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCNA 
               10        20        30        40         50          
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           50        60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
       .:                                   
gi|124 NPGLMKDVAKVF                         
      60        70                          
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 78.2  bits: 18.6 E():   22 
Smith-Waterman score: 45; 27.7% identity (59.6% similar) in 47 aa overlap (1-46:18-63) 
 
                                10        20         30        40   
2MEPSP                  ADGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                        :.   :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
 
             50        60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
         .:                                   
gi|124 NANPGLMKDVAKVF                         
      60        70                            
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 77.3  bits: 18.6 E():   25 
Smith-Waterman score: 45; 27.7% identity (59.6% similar) in 47 aa overlap (1-46:27-72) 
 
                                         10        20         30    
2MEPSP                           ADGPTAIRDVASWRVKETERMVA-IRTELTKLGA 
                                 :.   :.: ..:  . :..::.: : :.   .   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-I 
               10        20        30        40        50           
 
            40        50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
       . .:  ..:  .:                                   
gi|187 DFDEFISFCNANPGLMKDVAKVF                         
      60        70        80                           
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.1  bits: 19.8 E():   26 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (16-66:56-100) 
 
                              10        20        30         40     
2MEPSP                ADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
           50         60        70        80                        
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIR                        
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.9  bits: 19.8 E():   26 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (16-66:60-104) 
 
                              10        20        30         40     
2MEPSP                ADGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
           50         60        70        80                        
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIR                        
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
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 initn:  49 init1:  49 opt:  52  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (15-58:81-124) 
 
                               10        20        30        40     
2MEPSP                 ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
           50        60        70        80                         
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR                         
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 76.6  bits: 19.5 E():   28 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (43-70:106-134) 
 
             20        30        40        50        60         70  
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
              80                             
2MEPSP CAEVPVTIR                             
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.4  bits: 19.2 E():   28 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (27-54:28-54) 
 
                10        20        30        40        50          
2MEPSP  ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
      60        70        80                                        
2MEPSP DHRMAMAFSLAACAEVPVTIR                                        
                                                                    
gi|158 QDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.4  bits: 19.2 E():   28 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (27-54:28-54) 
 
                10        20        30        40        50          
2MEPSP  ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
      60        70        80                                        
2MEPSP DHRMAMAFSLAACAEVPVTIR                                        
                                                                    
gi|170 QDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.4  bits: 19.2 E():   28 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (27-54:28-54) 
 
                10        20        30        40        50          
2MEPSP  ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
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               10        20        30         40        50          
 
      60        70        80                                        
2MEPSP DHRMAMAFSLAACAEVPVTIR                                        
                                                                    
gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.8  bits: 19.5 E():   30 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (41-47:141-147) 
 
               20        30        40        50        60        70 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
               80         
2MEPSP ACAEVPVTIR         
                          
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 75.3  bits: 20.1 E():   32 
Smith-Waterman score: 50; 29.3% identity (50.7% similar) in 75 aa overlap (1-73:140-203) 
 
                                               10        20         
2MEPSP                               ADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. :..:   :. 
gi|330 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRIIAGTLEV 
     110       120       130       140       150       160          
 
       30        40        50        60        70        80         
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR         
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|330 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
     170           180         190            200       210         
 
gi|330 AFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
      220       230       240       250       260       270         
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (2-52:73-125) 
 
                                            10        20         30 
2MEPSP                              ADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
               40            50        60        70        80 
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
        :  : : : .: :.    ::  .:.                             
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN                
     100       110       120       130                        
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (2-52:37-89) 
 
                                            10        20         30 
2MEPSP                              ADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
               40            50        60        70        80       
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR       
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        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.6  bits: 18.9 E():   35 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (2-52:31-83) 
 
                                            10        20         30 
2MEPSP                              ADGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
               40            50        60        70        80       
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR       
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 73.4  bits: 19.5 E():   41 
Smith-Waterman score: 48; 28.0% identity (50.7% similar) in 75 aa overlap (1-73:86-149) 
 
                                               10        20         
2MEPSP                               ADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|422 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
          60        70        80        90       100       110      
 
       30        40        50        60        70        80         
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR         
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|422 HAVKPAAEE----VKVIPAAELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
         120           130         140            150       160     
 
gi|422 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
          170       180       190       200       210       220     
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 73.1  bits: 19.8 E():   43 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (31-59:141-170) 
 
               10        20        30        40         50          
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
      60        70        80                                        
2MEPSP DHRMAMAFSLAACAEVPVTIR                                        
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 48; 40.0% identity (65.0% similar) in 20 aa overlap (58-77:74-93) 
 
        30        40        50        60        70        80        
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR        
                                     : :   :   :..::..::.           
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 48; 40.0% identity (65.0% similar) in 20 aa overlap (58-77:74-93) 
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        30        40        50        60        70        80        
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR        
                                     : :   :   :..::..::.           
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 18.2 E():   45 
Smith-Waterman score: 44; 26.9% identity (61.5% similar) in 26 aa overlap (47-72:49-74) 
 
         20        30        40        50        60        70       
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:     
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
         80                                     
2MEPSP VTIR                                     
                                                
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 17.6 E():   46 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (6-23:28-45) 
 
                                     10        20        30         
2MEPSP                       ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
       40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                                  
gi|144 ISFCNANPGLMKDVAKVF                         
               70                                 
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.0  bits: 18.2 E():   49 
Smith-Waterman score: 44; 31.4% identity (65.7% similar) in 35 aa overlap (27-60:12-45) 
 
               10        20        30        40        50           
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYD 
                                 :. .:..:   : .::.:   . :.. : .:. . 
gi|484                GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQ 
                              10        20         30        40     
 
      60        70        80                                        
2MEPSP DHRMAMAFSLAACAEVPVTIR                                        
       :                                                            
gi|484 DTASVGLVLTAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKA 
           50        60        70        80        90       100     
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.0  bits: 18.2 E():   49 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (27-64:12-50) 
 
               10        20        30        40        50           
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYD 
                                 :. :. .. ..: : :::   . ... :. :. . 
gi|760                DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQ 
                              10        20        30        40      
 
      60        70        80                                        
2MEPSP DHRMAMAFSLAACAEVPVTIR                                        
       . . :                                                        
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gi|760 NTKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVV 
          50        60        70        80        90       100      
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.3  bits: 18.2 E():   54 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (27-54:28-54) 
 
                10        20        30        40        50          
2MEPSP  ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  :   : : :.:   .:... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
      60        70        80                                        
2MEPSP DHRMAMAFSLAACAEVPVTIR                                        
                                                                    
gi|212 QDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKIKVD 
      60        70        80        90       100       110          
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.2  bits: 18.5 E():   54 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (14-52:83-126) 
 
                                10        20         30        40   
2MEPSP                  ADGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
                 50        60        70        80                   
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR                   
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (34-53:89-108) 
 
            10        20        30        40        50        60    
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
            70        80 
2MEPSP AMAFSLAACAEVPVTIR 
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.1  bits: 19.5 E():   55 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (23-75:189-242) 
 
                       10        20        30        40        50   
2MEPSP         ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
               60        70        80                               
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIR                               
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (1-73:104-167) 
 
                                               10        20         
2MEPSP                               ADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
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gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
       30        40        50        60        70        80         
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR         
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAFTAMSEA 
            190       200       210       220       230       240   
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (1-73:104-167) 
 
                                               10        20         
2MEPSP                               ADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
       30        40        50        60        70        80         
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR         
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            190       200       210       220       230       240   
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 28.0% identity (52.0% similar) in 75 aa overlap (1-73:104-167) 
 
                                               10        20         
2MEPSP                               ADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|313 SAEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            80        90       100       110       120       130    
 
       30        40        50        60        70        80         
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR         
         .  ..::      . :  .:.:  :.  :.     ::..:: :                
gi|313 HAVKPAAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEA 
           140           150              160       170       180   
 
gi|313 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            190       200       210       220       230       240   
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (32-73:58-99) 
 
              10        20        30        40        50        60  
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
              70        80                                          
2MEPSP RMAMAFSLAACAEVPVTIR                                          
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (4-49:52-93) 
 
                                          10        20        30    
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2MEPSP                            ADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
            40        50        60        70        80              
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR              
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.7  bits: 15.7 E():   58 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (69-77:17-25) 
 
       40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     : ::::  :    
gi|391               SFREQCVPGREITYECLNACAEYAVRQ  
                             10        20         
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 70.6  bits: 20.1 E():   59 
Smith-Waterman score: 50; 26.2% identity (47.7% similar) in 65 aa overlap (4-67:336-393) 
 
                                          10        20        30    
2MEPSP                            ADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
             40        50        60        70        80             
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR             
       . .:   : :       :.:   : . :.    .:                          
gi|556 TKIELDRDSCR-DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDI 
     360       370        380       390       400       410         
 
gi|556 IEAAPFGSTADLIRLKGADIWDVAEHSFALDDEGRTNCLQVSGLRIVIDISKPIRSRVKK 
      420       430       440       450       460       470         
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.3  bits: 18.2 E():   60 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (49-78:65-94) 
 
       20        30        40        50        60        70         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
       80                                                           
2MEPSP IR                                                           
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 69.8  bits: 19.8 E():   65 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (28-65:168-204) 
 
                  10        20        30        40        50        
2MEPSP    ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
        60        70        80                                      
2MEPSP YDDHRMAMAFSLAACAEVPVTIR                                      
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
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>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 69.8  bits: 19.8 E():   65 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (28-65:168-204) 
 
                  10        20        30        40        50        
2MEPSP    ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
        60        70        80                                      
2MEPSP YDDHRMAMAFSLAACAEVPVTIR                                      
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 17.3 E():   66 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (39-53:70-84) 
 
       10        20        30        40        50        60         
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
       70        80 
2MEPSP LAACAEVPVTIR 
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (1-73:103-166) 
 
                                               10        20         
2MEPSP                               ADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|134 SGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
             80        90       100       110       120       130   
 
       30        40        50        60        70        80         
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR         
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|134 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
            140           150              160       170       180  
 
gi|134 AFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
             190       200       210       220       230       240  
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (40-56:115-128) 
 
      10        20        30        40        50        60          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
      70        80                                                  
2MEPSP AACAEVPVTIR                                                  
                                                                    
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 45; 47.1% identity (64.7% similar) in 17 aa overlap (40-56:115-128) 
 
      10        20        30        40        50        60          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
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                                     .:: : ::   ::. :.              
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEEALAQTHSAIAVI 
           90       100       110       120          130       140  
 
      70        80                                                  
2MEPSP AACAEVPVTIR                                                  
                                                                    
gi|217 IGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGY 
             150       160       170       180       190       200  
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.3  bits: 18.8 E():   68 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (15-48:170-204) 
 
                               10        20        30         40    
2MEPSP                 ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
            50        60        70        80                        
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR                        
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (1-73:112-175) 
 
                                               10        20         
2MEPSP                               ADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|295 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
              90       100       110       120       130       140  
 
       30        40        50        60        70        80         
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR         
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|295 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
             150           160              170       180       190 
 
gi|295 AFNNAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
              200       210       220       230       240       250 
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (1-73:114-177) 
 
                                               10        20         
2MEPSP                               ADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|109 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            90       100       110       120       130       140    
 
       30        40        50        60        70        80         
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR         
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|109 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
           150           160              170       180       190   
 
gi|109 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            200       210       220       230       240       250   
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (1-73:114-177) 
 
                                               10        20         
2MEPSP                               ADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11188

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|239 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
            90       100       110       120       130       140    
 
       30        40        50        60        70        80         
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR         
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|239 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
           150           160              170       180       190   
 
gi|239 AFNDEIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
            200       210       220       230       240       250   
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 18.2 E():   71 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (39-46:172-179) 
 
       10        20        30        40        50        60         
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
       70        80 
2MEPSP LAACAEVPVTIR 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.0  bits: 18.8 E():   71 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (1-73:115-178) 
 
                                               10        20         
2MEPSP                               ADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. : .:   :. 
gi|217 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTLEV 
           90       100       110       120       130       140     
 
       30        40        50        60        70        80         
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR         
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|217 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKITVFEA 
          150           160              170       180       190    
 
gi|217 AFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVKYTVFETAEKKAITAMSEA 
           200       210       220       230       240       250    
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.0  bits: 18.8 E():   71 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (1-73:115-178) 
 
                                               10        20         
2MEPSP                               ADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    :.:. : .:   :. 
gi|217 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTLEV 
           90       100       110       120       130       140     
 
       30        40        50        60        70        80         
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR         
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|217 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKITVFEA 
          150           160              170       180       190    
 
gi|217 AFNDAIKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVKYTVFETAEKKAITAMSEA 
           200       210       220       230       240       250    
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 17.9 E():   72 
Smith-Waterman score: 43; 36.7% identity (76.7% similar) in 30 aa overlap (6-34:54-82) 
 
                                        10        20         30     
2MEPSP                          ADGPTAIRDVASWRVKETERMVAIRTE-LTKLGAS 
                                     ::.:.:.. :. . :....  : .: ::.: 
gi|121 HDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHAS-RIIGFFGEYVTLLGSS 
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            30        40        50        60         70        80   
 
           40        50        60        70        80               
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR               
                                                                    
gi|121 GNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAFDKAF 
             90       100       110       120       130       140   
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.8  bits: 19.8 E():   73 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (4-16:336-348) 
 
                                          10        20        30    
2MEPSP                            ADGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
            40        50        60        70        80              
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR              
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 46; 28.0% identity (50.7% similar) in 75 aa overlap (1-73:140-203) 
 
                                               10        20         
2MEPSP                               ADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|398 SGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
     110       120       130       140       150       160          
 
       30        40        50        60        70        80         
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR         
         .  ..::      . :  .:.:  :.  :      ::..:: :                
gi|398 HAVKPAAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEA 
     170           180         190            200       210         
 
gi|398 AFNDAIKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEA 
      220       230       240       250       260       270         
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (25-58:131-164) 
 
                     10        20        30        40        50     
2MEPSP       ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
           60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIR 
          :                       
gi|158 RTPY                       
                                  
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (15-48:188-222) 
 
                               10        20        30         40    
2MEPSP                 ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
            50        60        70        80                        
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR                        
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       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (15-48:188-222) 
 
                               10        20        30         40    
2MEPSP                 ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
            50        60        70        80                        
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR                        
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.1  bits: 15.4 E():   80 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (2-7:25-30) 
 
                                      10        20        30        
2MEPSP                        ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
               10        20        30                               
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.8  bits: 18.2 E():   82 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (40-75:109-135) 
 
      10        20        30        40        50        60          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
      70        80                                                  
2MEPSP AACAEVPVTIR                                                  
       .: : .                                                       
gi|616 SAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
     130       140       150       160       170       180          
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.8  bits: 19.1 E():   82 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (40-56:318-334) 
 
      10        20        30        40        50        60          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
      70        80                                                  
2MEPSP AACAEVPVTIR                                                  
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (40-75:115-141) 
 
      10        20        30        40        50        60          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
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      70        80                                                  
2MEPSP AACAEVPVTIR                                                  
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (40-75:115-141) 
 
      10        20        30        40        50        60          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
      70        80                                                  
2MEPSP AACAEVPVTIR                                                  
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (40-75:115-141) 
 
      10        20        30        40        50        60          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
      70        80                                                  
2MEPSP AACAEVPVTIR                                                  
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (40-75:115-141) 
 
      10        20        30        40        50        60          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
      70        80                                                  
2MEPSP AACAEVPVTIR                                                  
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (40-75:115-141) 
 
      10        20        30        40        50        60          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
      70        80                                                  
2MEPSP AACAEVPVTIR                                                  
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
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>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (40-75:115-141) 
 
      10        20        30        40        50        60          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
      70        80                                                  
2MEPSP AACAEVPVTIR                                                  
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 44; 36.1% identity (52.8% similar) in 36 aa overlap (40-75:115-141) 
 
      10        20        30        40        50        60          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
      70        80                                                  
2MEPSP AACAEVPVTIR                                                  
       .: : .                                                       
gi|217 SAIAVIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
         140       150       160       170       180       190      
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.0  bits: 19.8 E():   92 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (25-49:517-541) 
 
                     10        20        30        40        50     
2MEPSP       ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
           60        70        80                                   
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIR                                   
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 66.9  bits: 18.8 E():   92 
Smith-Waterman score: 46; 29.3% identity (49.3% similar) in 75 aa overlap (1-73:201-264) 
 
                                               10        20         
2MEPSP                               ADG--PTAIRDVASWRVKETERMVAIRTEL 
                                     :.:  : :  :.    ..:. :..:   :. 
gi|113 STEPKGAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEALRIIAGTLEV 
              180       190       200       210       220       230 
 
       30        40        50        60        70        80         
2MEPSP TKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR         
         .  ..::        :  .:.:  ::  :      ::..:: :                
gi|113 HGVKPAAEE----VKAIPAGELQV--IDKVD-----AAFKVAATAANAAPANDKFTVFEA 
                  240       250              260       270          
 
gi|113 AFNDAIKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQA 
     280       290       300       310       320       330          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (22-53:183-213) 
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                        10        20        30        40        50  
2MEPSP          ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
              60        70        80                                
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIR                                
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (27-64:12-50) 
 
               10        20        30        40        50           
2MEPSP ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYD 
                                 :. :. ..  .: : :::   . ... :. :. . 
gi|179                DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQ 
                              10        20        30        40      
 
      60        70        80                                        
2MEPSP DHRMAMAFSLAACAEVPVTIR                                        
       . . :                                                        
gi|179 NTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVV 
          50        60        70        80        90       100      
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (10-39:227-256) 
 
                                    10        20        30          
2MEPSP                      ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
      40        50        60        70        80            
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR            
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 66.6  bits: 19.1 E():   96 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (12-59:372-418) 
 
                                  10        20        30        40  
2MEPSP                    ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
              50           60        70        80                   
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVTIR                   
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.2 E():   96 
Smith-Waterman score: 44; 40.0% identity (100.0% similar) in 10 aa overlap (68-77:67-76) 
 
        40        50        60        70        80                  
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR                  
                                     :..::...:.                     
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
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        100       110       120       130       140       150       
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (22-59:130-167) 
 
                        10        20        30        40        50  
2MEPSP          ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
              60        70        80                  
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIR                  
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (22-59:130-167) 
 
                        10        20        30        40        50  
2MEPSP          ADGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
              60        70        80                  
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIR                  
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.3 E():   98 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (55-66:15-26) 
 
           30        40        50        60        70        80     
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR     
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.4  bits: 14.8 E():   98 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (43-50:9-16) 
 
             20        30        40        50        60        70   
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                                     :: :: :.                       
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP               
                                     10        20                   
 
             80 
2MEPSP AEVPVTIR 
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.5 E():   99 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (40-48:214-222) 
 
      10        20        30        40        50        60          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
      70        80                                                  
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2MEPSP AACAEVPVTIR                                                  
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (39-46:245-252) 
 
       10        20        30        40        50        60         
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
       70        80 
2MEPSP LAACAEVPVTIR 
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (37-47:3-13) 
 
         10        20        30        40        50        60       
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
         70        80                                               
2MEPSP FSLAACAEVPVTIR                                               
                                                                    
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 17.9 E(): 1e 
Smith-Waterman score: 43; 62.5% identity (75.0% similar) in 8 aa overlap (40-47:116-123) 
 
      10        20        30        40        50        60          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::                       
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNANKIREALAQTHSAIAVIIGI 
          90       100       110       120       130       140      
 
      70        80                                                  
2MEPSP AACAEVPVTIR                                                  
                                                                    
gi|146 KDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYGYF 
         150       160       170       180       190       200      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:07 2011 done: Tue Apr 19 10:58:07 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 345  - 424 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
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< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     2     0:= 
  28     3     0:= 
  30     6     2:*= 
  32    13     8:=*== 
  34    31    22:=====*== 
  36    38    44:==========* 
  38    65    73:================= * 
  40    90   102:=======================  * 
  42    99   125:=========================      * 
  44   167   138:==================================*======= 
  46   160   140:==================================*===== 
  48   204   134:=================================*================= 
  50   119   122:==============================* 
  52    84   108:=====================     * 
  54    86    92:======================* 
  56    54    77:==============     * 
  58    51    63:=============  * 
  60    35    51:=========   * 
  62    30    41:========  * 
  64    23    33:======  * 
  66    49    26:======*====== 
  68    18    20:====* 
  70    13    16:===* 
  72    10    12:==* 
  74     5    10:==* 
  76    12     8:=*= 
  78     9     6:=*= 
  80     4     5:=* 
  82     5     3:*= 
  84     1     3:* 
  86     0     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.63790.00337; mu= 8.7505 0.176 
 mean_var=34.7937 8.508, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.217432 
 Kolmogorov-Smirnov  statistic: 0.0608 (N=27) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.5     2.8 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.2     4.6 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   55 21.6     4.7 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.7      11 
gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Ve ( 137)   51 20.3      12 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.7      13 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.3      13 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.3      14 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   54 21.3      14 
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gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.7      16 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.7      18 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.0      19 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.7      19 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   51 20.3      19 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   51 20.3      20 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   51 20.3      20 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   51 20.3      20 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   51 20.3      20 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   51 20.3      20 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   51 20.3      20 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   51 20.3      20 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   51 20.3      24 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   51 20.3      26 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 19.7      27 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 19.7      28 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.6      28 
gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Pe ( 320)   51 20.3      29 
gi|195933901|gb|ACG58378.1| Der p 1 allergen precu ( 320)   51 20.3      29 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.2      29 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.4      29 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.2      29 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.1      30 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.1      30 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.1      30 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.4      32 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.2      33 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   46 18.8      36 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   46 18.8      36 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   46 18.8      37 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   49 19.7      43 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.7      45 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   48 19.4      46 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   48 19.4      46 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   47 19.1      47 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   47 19.1      47 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   44 18.2      47 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.5      48 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   44 18.2      51 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.2      52 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   47 19.1      54 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   46 18.8      55 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.2      57 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.5      57 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.8      57 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   46 18.8      58 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   46 18.8      58 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.4      58 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.1      59 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.2      61 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 15.7      61 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   50 20.0      62 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.2      63 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 19.7      68 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 19.7      68 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.2      70 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   45 18.5      72 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   45 18.5      72 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.8      72 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.8      72 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   46 18.8      72 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   46 18.8      72 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.1      74 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 17.8      75 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.7      76 
gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergi ( 125)   42 17.5      77 
gi|256095986|emb|CAQ68250.1| Der p 1 allergen prec ( 302)   46 18.8      78 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.8      81 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.8      83 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.8      83 
gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full= (  30)   35 15.3      83 
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gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.1      86 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   45 18.5      88 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   45 18.5      91 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 18.5      92 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   45 18.5      92 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   45 18.5      92 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   45 18.5      92 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.7      96 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 18.8      97 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.2      98 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.5      99 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.1   1e 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.5   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 94.6  bits: 22.5 E():  2.8 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (26-53:27-53) 
 
                10        20        30        40        50          
2MEPSP  DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
                                 :. :: .:   : :::::   .::.. :       
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
 
      60        70        80                                        
2MEPSP HRMAMAFSLAACAEVPVTIRD                                        
                                                                    
gi|457 DSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKADV 
      60        70        80        90       100       110          
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 90.6  bits: 23.2 E():  4.6 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (32-58:23-50) 
 
              10        20        30        40        50         60 
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDH 
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP RMAMAFSLAACAEVPVTIRD                                         
                                                                    
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  55  Z-score: 90.4  bits: 21.6 E():  4.7 
Smith-Waterman score: 55; 26.8% identity (53.6% similar) in 56 aa overlap (24-78:10-64) 
 
               10        20        30        40        50           
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDD 
                              . :.:.:  .   : :.:.:   . :.. : . . .: 
gi|484               GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQD 
                             10        20         30        40      
 
      60        70        80                                        
2MEPSP HRMAMAFSLAACAEVPVTIRD                                        
          :    ::  : .:. .                                          
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 84.0  bits: 20.7 E():   11 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (14-47:104-138) 
 
                                10        20         30        40   
2MEPSP                  DGPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
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             50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 
       :.: .                                  
gi|110 ISPSQGCQFSSPYWSY                       
           140                                
 
>>gi|14424465|sp|P35777.2|VA4_SOLIN RecName: Full=Venom   (137 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 82.9  bits: 20.3 E():   12 
Smith-Waterman score: 51; 23.6% identity (49.1% similar) in 55 aa overlap (1-55:45-89) 
 
                                             10        20        30 
2MEPSP                               DGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     :  . .:.:  :    :.: .     .:   
gi|144 QIIYALDIKEISIMNRILEKCIRTVPKRENDPINPLRNVNVWYCAFTKRGI-----FTPK 
           20        30        40        50        60               
 
               40        50        60        70        80           
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD           
       :.....  .::     ::  ..  :                                    
gi|144 GVNTKQYINYC-----EKTAISPADIKLCKKIASKCVKKVYDRPGPIIERSKNLLSCVLK 
      70        80             90       100       110       120     
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 82.5  bits: 20.7 E():   13 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (34-62:36-62) 
 
            10        20        30        40        50        60    
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
            70        80                                            
2MEPSP MAFSLAACAEVPVTIRD                                            
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 82.4  bits: 20.3 E():   13 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (26-63:29-67) 
 
                  10        20        30        40        50        
2MEPSP    DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP YDDHRMAMAFSLAACAEVPVTIRD                                     
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 81.8  bits: 21.3 E():   14 
Smith-Waterman score: 54; 28.6% identity (50.0% similar) in 70 aa overlap (3-72:128-188) 
 
                                           10        20        30   
2MEPSP                             DGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|663 LATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEALRVIAGALEVHAVKP 
       100       110       120       130       140       150        
 
             40        50        60        70        80             
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD             
       ..:: :   :  :  .:..  .:  :      ::..:: :                     
gi|663 ATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFESAFNKA 
       160         170              180       190       200         
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gi|663 LKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAK 
      210       220       230       240       250       260         
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 81.8  bits: 21.3 E():   14 
Smith-Waterman score: 54; 28.6% identity (50.0% similar) in 70 aa overlap (3-72:128-188) 
 
                                           10        20        30   
2MEPSP                             DGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|441 LATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEALRVIAGALEVHAVKP 
       100       110       120       130       140       150        
 
             40        50        60        70        80             
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD             
       ..:: :   :  :  .:..  .:  :      ::..:: :                     
gi|441 ATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFESAFNKA 
       160         170              180       190       200         
 
gi|441 LNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMTQAQKAGK 
      210       220       230       240       250       260         
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 80.8  bits: 19.7 E():   16 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (7-45:63-104) 
 
                                       10          20        30     
2MEPSP                         DGPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
            40        50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 
       .   : ::.  :                                    
gi|999 AALVPKYCLQHPHACDLYKNQTVMS                       
            100       110                              
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 80.1  bits: 20.7 E():   18 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (30-47:180-197) 
 
                10        20        30         40        50         
2MEPSP  DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
       60        70        80                
2MEPSP DHRMAMAFSLAACAEVPVTIRD                
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 79.5  bits: 21.0 E():   19 
Smith-Waterman score: 53; 27.3% identity (60.0% similar) in 55 aa overlap (1-47:115-168) 
 
                                             10        20        30 
2MEPSP                               DGPTAIRDVASWRVKETERMVAIRTELTKL 
                                     .: ... :.:. : .:   ..:  .. :   
gi|320 NQMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTG 
           90       100       110       120        130       140    
 
                   40            50        60        70        80   
2MEPSP G-ASVEEGP---DYCII----TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD   
       : :.. .::    ::..    .::.                                    
gi|320 GWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGR 
           150       160       170       180       190       200    
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
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 initn:  46 init1:  46 opt:  49  Z-score: 79.5  bits: 19.7 E():   19 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (14-47:96-130) 
 
                                10        20         30        40   
2MEPSP                  DGPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
             50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 
       :.: .                                  
gi|244 ISPSQGCQFQSSY                          
         130                                  
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.4  bits: 20.3 E():   19 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (39-80:109-140) 
 
       10        20        30        40        50        60         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
       70        80                                                 
2MEPSP AACAEVPVTIRD                                                 
       .: : : . :.:                                                 
gi|616 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
     130        140       150       160       170       180         
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.1  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (39-80:115-146) 
 
       10        20        30        40        50        60         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
       70        80                                                 
2MEPSP AACAEVPVTIRD                                                 
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.1  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (39-80:115-146) 
 
       10        20        30        40        50        60         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
       70        80                                                 
2MEPSP AACAEVPVTIRD                                                 
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.1  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (39-80:115-146) 
 
       10        20        30        40        50        60         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
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           90       100       110       120                130      
 
       70        80                                                 
2MEPSP AACAEVPVTIRD                                                 
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.1  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (39-80:115-146) 
 
       10        20        30        40        50        60         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
       70        80                                                 
2MEPSP AACAEVPVTIRD                                                 
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.1  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (39-80:115-146) 
 
       10        20        30        40        50        60         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
       70        80                                                 
2MEPSP AACAEVPVTIRD                                                 
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.1  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (39-80:115-146) 
 
       10        20        30        40        50        60         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
       70        80                                                 
2MEPSP AACAEVPVTIRD                                                 
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.1  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (39-80:115-146) 
 
       10        20        30        40        50        60         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
       70        80                                                 
2MEPSP AACAEVPVTIRD                                                 
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
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>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 77.8  bits: 20.3 E():   24 
Smith-Waterman score: 51; 26.0% identity (51.9% similar) in 77 aa overlap (3-78:96-168) 
 
                                           10        20        30   
2MEPSP                             DGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|180 IAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEALRVIAGALEVHAVKP 
          70        80        90       100       110       120      
 
             40        50         60        70        80            
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDD-HRMAMAFSLAACAEVPVTIRD            
       ..:: :   :  :  .:..  .:  :  ...: . . :: :.   :.              
gi|180 AAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKFTVFEGAFNKAIKEST 
         130         140         150       160       170       180  
 
gi|180 GGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAA 
             190       200       210       220       230       240  
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 77.0  bits: 20.3 E():   26 
Smith-Waterman score: 51; 26.0% identity (51.9% similar) in 77 aa overlap (3-78:121-193) 
 
                                           10        20        30   
2MEPSP                             DGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|144 IAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEALRVIAGALEVHAVKP 
              100       110       120       130       140       150 
 
             40        50         60        70        80            
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDD-HRMAMAFSLAACAEVPVTIRD            
       ..:: :   :  :  .:..  .:  :  ...: . . :: :.   :.              
gi|144 AAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKFTVFEGAFNKAIKEST 
              160           170       180       190       200       
 
gi|144 GGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVA 
        210       220       230       240       250       260       
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.6  bits: 19.7 E():   27 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (15-65:56-100) 
 
                               10        20         30        40    
2MEPSP                 DGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
            50         60        70        80                       
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIRD                       
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.4  bits: 19.7 E():   28 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (15-65:60-104) 
 
                               10        20         30        40    
2MEPSP                 DGPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
            50         60        70        80                       
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIRD                       
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11204

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (14-57:81-124) 
 
                                10        20        30        40    
2MEPSP                  DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
            50        60        70        80                        
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD                        
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Peptid  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 76.3  bits: 20.3 E():   29 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (39-80:213-244) 
 
       10        20        30        40        50        60         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|730 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
       70        80                                                 
2MEPSP AACAEVPVTIRD                                                 
       .: : : . :.:                                                 
gi|730 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|195933901|gb|ACG58378.1| Der p 1 allergen precursor  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 76.3  bits: 20.3 E():   29 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (39-80:213-244) 
 
       10        20        30        40        50        60         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|195 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
       70        80                                                 
2MEPSP AACAEVPVTIRD                                                 
       .: : : . :.:                                                 
gi|195 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 76.2  bits: 18.2 E():   29 
Smith-Waterman score: 44; 28.6% identity (61.9% similar) in 42 aa overlap (5-45:21-61) 
 
                               10        20         30        40    
2MEPSP                 DGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCII 
                           :.: ..:  . :..::.: : :.   .  . .:  ..:   
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCNA 
               10        20        30        40         50          
 
            50        60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 
       .:                                    
gi|124 NPGLMKDVAKVF                          
      60        70                           
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 76.1  bits: 19.4 E():   29 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (42-69:106-134) 
 
              20        30        40        50        60         70 
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
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gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
               80                            
2MEPSP CAEVPVTIRD                            
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 76.0  bits: 18.2 E():   29 
Smith-Waterman score: 44; 28.6% identity (61.9% similar) in 42 aa overlap (5-45:23-63) 
 
                                 10        20         30        40  
2MEPSP                   DGPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                             :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
 
              50        60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 
         .:                                    
gi|124 NANPGLMKDVAKVF                          
      60        70                             
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (26-53:28-54) 
 
                 10        20        30        40        50         
2MEPSP   DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
       60        70        80                                       
2MEPSP DHRMAMAFSLAACAEVPVTIRD                                       
                                                                    
gi|158 QDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (26-53:28-54) 
 
                 10        20        30        40        50         
2MEPSP   DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
       60        70        80                                       
2MEPSP DHRMAMAFSLAACAEVPVTIRD                                       
                                                                    
gi|170 QDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (26-53:28-54) 
 
                 10        20        30        40        50         
2MEPSP   DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
       60        70        80                                       
2MEPSP DHRMAMAFSLAACAEVPVTIRD                                       
                                                                    
gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
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      60        70        80        90       100       110          
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.4  bits: 19.4 E():   32 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (40-46:141-147) 
 
      10        20        30        40        50        60          
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
      70        80        
2MEPSP ACAEVPVTIRD        
                          
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 75.1  bits: 18.2 E():   33 
Smith-Waterman score: 44; 28.6% identity (61.9% similar) in 42 aa overlap (5-45:32-72) 
 
                                         10        20         30    
2MEPSP                           DGPTAIRDVASWRVKETERMVA-IRTELTKLGAS 
                                     :.: ..:  . :..::.: : :.   .  . 
gi|187 TMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-ID 
              10        20        30        40        50         60 
 
            40        50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 
        .:  ..:  .:                                    
gi|187 FDEFISFCNANPGLMKDVAKVF                          
               70        80                            
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (1-51:73-125) 
 
                                             10        20           
2MEPSP                               DGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
             50        60        70           80        90          
 
      30        40            50        60        70        80 
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 
        :  : : : .: :.    ::  .:.                              
gi|249 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTLGVLHYKGN                 
     100       110       120       130                         
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (1-51:37-89) 
 
                                             10        20           
2MEPSP                               DGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|391 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
         10        20        30        40           50        60    
 
      30        40            50        60        70        80      
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD      
        :  : : : .: :.    ::  .:.                                   
gi|391 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKAR 
            70        80        90       100       110       120    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 46; 30.4% identity (50.0% similar) in 56 aa overlap (1-51:31-83) 
 
                                             10        20           
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2MEPSP                               DGPTAIRDVASWRVKETERM-VAIRTELTK 
                                     :: :    ..  ::.  : . .:..:     
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETK---TGPQRVHACECIQTAMKTYSDI 
               10        20        30           40        50        
 
      30        40            50        60        70        80      
2MEPSP LGASVEEGPDYCIIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD      
        :  : : : .: :.    ::  .:.                                   
gi|741 DGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTK 
        60        70        80        90       100       110        
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 73.1  bits: 19.7 E():   43 
Smith-Waterman score: 49; 28.6% identity (50.0% similar) in 70 aa overlap (3-72:145-203) 
 
                                           10        20        30   
2MEPSP                             DGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    :.:. :..:   :.  .   
gi|330 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRIIAGTLEVHAVKP 
          120       130       140       150       160       170     
 
             40        50        60        70        80             
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD             
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|330 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEAAFNDA 
              180         190            200       210       220    
 
gi|330 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
           230       240       250       260       270       280    
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.6  bits: 19.7 E():   45 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (30-58:141-170) 
 
                10        20        30        40         50         
2MEPSP  DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
       60        70        80                                       
2MEPSP DHRMAMAFSLAACAEVPVTIRD                                       
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 19.4 E():   46 
Smith-Waterman score: 48; 40.0% identity (65.0% similar) in 20 aa overlap (57-76:74-93) 
 
         30        40        50        60        70        80       
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD       
                                     : :   :   :..::..::.           
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 19.4 E():   46 
Smith-Waterman score: 48; 40.0% identity (65.0% similar) in 20 aa overlap (57-76:74-93) 
 
         30        40        50        60        70        80       
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD       
                                     : :   :   :..::..::.           
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
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>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.4  bits: 19.1 E():   47 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (39-80:115-146) 
 
       10        20        30        40        50        60         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
       70        80                                                 
2MEPSP AACAEVPVTIRD                                                 
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.4  bits: 19.1 E():   47 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (39-80:115-146) 
 
       10        20        30        40        50        60         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
       70        80                                                 
2MEPSP AACAEVPVTIRD                                                 
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 18.2 E():   47 
Smith-Waterman score: 44; 26.9% identity (61.5% similar) in 26 aa overlap (46-71:49-74) 
 
          20        30        40        50        60        70      
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:     
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
          80                                    
2MEPSP VTIRD                                    
                                                
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.1  bits: 17.5 E():   48 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (5-22:28-45) 
 
                                      10        20        30        
2MEPSP                        DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
        40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 
                                                   
gi|144 ISFCNANPGLMKDVAKVF                          
               70                                  
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.6  bits: 18.2 E():   51 
Smith-Waterman score: 44; 31.4% identity (65.7% similar) in 35 aa overlap (26-59:12-45) 
 
               10        20        30        40        50           
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDD 
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                                :. .:..:   : .::.:   . :.. : .:. .: 
gi|484               GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQD 
                             10        20         30        40      
 
      60        70        80                                        
2MEPSP HRMAMAFSLAACAEVPVTIRD                                        
                                                                    
gi|484 TASVGLVLTAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAK 
          50        60        70        80        90       100      
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (26-63:12-50) 
 
               10        20        30        40        50           
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDD 
                                :. :. .. ..: : :::   . ... :. :. .. 
gi|760               DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQN 
                             10        20        30        40       
 
      60        70        80                                        
2MEPSP HRMAMAFSLAACAEVPVTIRD                                        
        . :                                                         
gi|760 TKTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVV 
         50        60        70        80        90       100       
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 47; 27.1% identity (50.0% similar) in 70 aa overlap (3-72:91-149) 
 
                                           10        20        30   
2MEPSP                             DGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|422 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD             
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|422 AAEE----VKVIPAAELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEAAFNDE 
                  130         140            150       160          
 
gi|422 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
     170       180       190       200       210       220          
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (39-80:116-147) 
 
       10        20        30        40        50        60         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          90       100       110       120                130       
 
       70        80                                                 
2MEPSP AACAEVPVTIRD                                                 
       .: : : . :.:                                                 
gi|146 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
        140        150       160       170       180       190      
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (26-53:28-54) 
 
                 10        20        30        40        50         
2MEPSP   DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  :   : : :.:   .:... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
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       60        70        80                                       
2MEPSP DHRMAMAFSLAACAEVPVTIRD                                       
                                                                    
gi|212 QDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKIKVD 
      60        70        80        90       100       110          
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.8  bits: 18.5 E():   57 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (13-51:83-126) 
 
                                 10        20         30        40  
2MEPSP                   DGPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
                  50        60        70        80                  
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD                  
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.8  bits: 17.8 E():   57 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (33-52:89-108) 
 
             10        20        30        40        50        60   
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
             70        80 
2MEPSP AMAFSLAACAEVPVTIRD 
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.7  bits: 18.8 E():   58 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (39-80:115-146) 
 
       10        20        30        40        50        60         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
       70        80                                                 
2MEPSP AACAEVPVTIRD                                                 
       .: : : . :.:                                                 
gi|223 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.7  bits: 18.8 E():   58 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (39-80:115-146) 
 
       10        20        30        40        50        60         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
       70        80                                                 
2MEPSP AACAEVPVTIRD                                                 
       .: : : . :.:                                                 
gi|837 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 70.7  bits: 19.4 E():   58 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (22-74:189-242) 
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                        10        20        30        40        50  
2MEPSP          DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
                60        70        80                              
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIRD                              
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (31-72:58-99) 
 
               10        20        30        40        50        60 
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
               70        80                                         
2MEPSP RMAMAFSLAACAEVPVTIRD                                         
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (3-48:52-93) 
 
                                           10        20        30   
2MEPSP                             DGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
             40        50        60        70        80             
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD             
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.3  bits: 15.7 E():   61 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (68-76:17-25) 
 
        40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 
                                     : ::::  :     
gi|391               SFREQCVPGREITYECLNACAEYAVRQ   
                             10        20          
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 70.1  bits: 20.0 E():   62 
Smith-Waterman score: 50; 26.2% identity (47.7% similar) in 65 aa overlap (3-66:336-393) 
 
                                           10        20        30   
2MEPSP                             DGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
              40        50        60        70        80            
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD            
       . .:   : :       :.:   : . :.    .:                          
gi|556 TKIELDRDSCR-DQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDI 
     360       370        380       390       400       410         
 
gi|556 IEAAPFGSTADLIRLKGADIWDVAEHSFALDDEGRTNCLQVSGLRIVIDISKPIRSRVKK 
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      420       430       440       450       460       470         
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (48-77:65-94) 
 
        20        30        40        50        60        70        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
        80                                                          
2MEPSP IRD                                                          
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 69.4  bits: 19.7 E():   68 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (27-64:168-204) 
 
                   10        20        30        40        50       
2MEPSP     DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
         60        70        80                                     
2MEPSP YDDHRMAMAFSLAACAEVPVTIRD                                     
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 69.4  bits: 19.7 E():   68 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (27-64:168-204) 
 
                   10        20        30        40        50       
2MEPSP     DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
         60        70        80                                     
2MEPSP YDDHRMAMAFSLAACAEVPVTIRD                                     
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 17.2 E():   70 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (38-52:70-84) 
 
        10        20        30        40        50        60        
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
        70        80 
2MEPSP LAACAEVPVTIRD 
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.0  bits: 18.5 E():   72 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (39-80:115-146) 
 
       10        20        30        40        50        60         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11213

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

           90       100       110       120                130      
 
       70        80                                                 
2MEPSP AACAEVPVTIRD                                                 
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.0  bits: 18.5 E():   72 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (39-80:115-146) 
 
       10        20        30        40        50        60         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
       70        80                                                 
2MEPSP AACAEVPVTIRD                                                 
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 46; 27.1% identity (51.4% similar) in 70 aa overlap (3-72:109-167) 
 
                                           10        20        30   
2MEPSP                             DGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|313 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
       80        90       100       110       120       130         
 
             40        50        60        70        80             
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD             
       ..::      . :  .:.:  :.  :.     ::..:: :                     
gi|313 AAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEAAFNNA 
      140           150              160       170       180        
 
gi|313 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
       190       200       210       220       230       240        
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (14-47:170-204) 
 
                                10        20        30         40   
2MEPSP                  DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
             50        60        70        80                       
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD                       
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 46; 27.1% identity (51.4% similar) in 70 aa overlap (3-72:109-167) 
 
                                           10        20        30   
2MEPSP                             DGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|313 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
       80        90       100       110       120       130         
 
             40        50        60        70        80             
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD             
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       ..::      . :  .:.:  :.  :.     ::..:: :                     
gi|313 AAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEAAFNNA 
      140           150              160       170       180        
 
gi|313 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAK 
       190       200       210       220       230       240        
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 46; 27.1% identity (51.4% similar) in 70 aa overlap (3-72:109-167) 
 
                                           10        20        30   
2MEPSP                             DGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|313 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
       80        90       100       110       120       130         
 
             40        50        60        70        80             
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD             
       ..::      . :  .:.:  :.  :.     ::..:: :                     
gi|313 AAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEAAFNNA 
      140           150              160       170       180        
 
gi|313 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
       190       200       210       220       230       240        
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 18.1 E():   74 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (38-45:172-179) 
 
        10        20        30        40        50        60        
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
        70        80 
2MEPSP LAACAEVPVTIRD 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 36.7% identity (76.7% similar) in 30 aa overlap (5-33:54-82) 
 
                                         10        20         30    
2MEPSP                           DGPTAIRDVASWRVKETERMVAIRTE-LTKLGAS 
                                     ::.:.:.. :. . :....  : .: ::.: 
gi|121 HDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHAS-RIIGFFGEYVTLLGSS 
            30        40        50        60         70        80   
 
            40        50        60        70        80              
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD              
                                                                    
gi|121 GNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAFDKAF 
             90       100       110       120       130       140   
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.5  bits: 19.7 E():   76 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (3-15:336-348) 
 
                                           10        20        30   
2MEPSP                             DGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
             40        50        60        70        80             
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD             
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
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>>gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergillus  (125 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 17.5 E():   77 
Smith-Waterman score: 42; 35.0% identity (55.0% similar) in 20 aa overlap (61-80:45-64) 
 
               40        50        60        70        80           
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD           
                                     :: . :. : : . :   .:           
gi|302 HAPLSDGKTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKDGMGKDDHYLL 
           20        30        40        50        60        70     
 
gi|302 EFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR 
           80        90       100       110       120      
 
>>gi|256095986|emb|CAQ68250.1| Der p 1 allergen precurso  (302 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.3  bits: 18.8 E():   78 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (39-80:195-226) 
 
       10        20        30        40        50        60         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|256 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          170       180       190       200                210      
 
       70        80                                                 
2MEPSP AACAEVPVTIRD                                                 
       .: : : . :.:                                                 
gi|256 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          220       230       240       250       260       270     
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (24-57:131-164) 
 
                      10        20        30        40        50    
2MEPSP        DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
            60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRD 
          :                        
gi|158 RTPY                        
                                   
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (14-47:188-222) 
 
                                10        20        30         40   
2MEPSP                  DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
             50        60        70        80                       
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD                       
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (14-47:188-222) 
 
                                10        20        30         40   
2MEPSP                  DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
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             50        60        70        80                       
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD                       
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|122064581|sp|P80740.2|SODC_OLEEU RecName: Full=Supe  (30 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.8  bits: 15.3 E():   83 
Smith-Waterman score: 35; 66.7% identity (100.0% similar) in 6 aa overlap (1-6:25-30) 
 
                                       10        20        30       
2MEPSP                         DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEE 
                               ::::..                               
gi|122 MVKAVTVLNSSEGPHGIVYFAQEGDGPTTV                               
               10        20        30                               
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.5  bits: 19.1 E():   86 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (39-55:318-334) 
 
       10        20        30        40        50        60         
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
       70        80                                                 
2MEPSP AACAEVPVTIRD                                                 
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 45; 27.1% identity (50.0% similar) in 70 aa overlap (3-72:108-166) 
 
                                           10        20        30   
2MEPSP                             DGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|134 GGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
        80        90       100       110       120       130        
 
             40        50        60        70        80             
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD             
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|134 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEAAFNNA 
       140           150              160       170       180       
 
gi|134 IKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
        190       200       210       220       230       240       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.0  bits: 18.5 E():   91 
Smith-Waterman score: 45; 27.1% identity (50.0% similar) in 70 aa overlap (3-72:117-175) 
 
                                           10        20        30   
2MEPSP                             DGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|295 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
         90       100       110       120       130       140       
 
             40        50        60        70        80             
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD             
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|295 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEAAFNNA 
        150           160              170       180       190      
 
gi|295 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
         200       210       220       230       240       250      
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
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 initn:  41 init1:  41 opt:  45  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 45; 27.1% identity (50.0% similar) in 70 aa overlap (3-72:119-177) 
 
                                           10        20        30   
2MEPSP                             DGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|109 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
       90       100       110       120       130       140         
 
             40        50        60        70        80             
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD             
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|109 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEAAFNDE 
      150           160              170       180       190        
 
gi|109 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
       200       210       220       230       240       250        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 45; 27.1% identity (50.0% similar) in 70 aa overlap (3-72:119-177) 
 
                                           10        20        30   
2MEPSP                             DGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|239 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
       90       100       110       120       130       140         
 
             40        50        60        70        80             
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD             
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|239 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEAAFNDE 
      150           160              170       180       190        
 
gi|239 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
       200       210       220       230       240       250        
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 45; 28.6% identity (48.6% similar) in 70 aa overlap (3-72:120-178) 
 
                                           10        20        30   
2MEPSP                             DGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    :.:. : .:   :.  .   
gi|217 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTLEVHAVKP 
      90       100       110       120       130       140          
 
             40        50        60        70        80             
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD             
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|217 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKITVFEAAFNDA 
     150           160              170       180       190         
 
gi|217 IKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVKYTVFETAEKKAITAMSEAKKAAK 
      200       210       220       230       240       250         
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 45; 28.6% identity (48.6% similar) in 70 aa overlap (3-72:120-178) 
 
                                           10        20        30   
2MEPSP                             DGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    :.:. : .:   :.  .   
gi|217 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTLEVHAVKP 
      90       100       110       120       130       140          
 
             40        50        60        70        80             
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD             
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|217 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKITVFEAAFNDA 
     150           160              170       180       190         
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gi|217 IKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVKYTVFETAEKKAITAMSEAKKAAK 
      200       210       220       230       240       250         
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.6  bits: 19.7 E():   96 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (24-48:517-541) 
 
                      10        20        30        40        50    
2MEPSP        DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
            60        70        80                                  
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRD                                  
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (21-52:183-213) 
 
                         10        20        30        40        50 
2MEPSP           DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
               60        70        80                               
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRD                               
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (26-63:12-50) 
 
               10        20        30        40        50           
2MEPSP DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDD 
                                :. :. ..  .: : :::   . ... :. :. .. 
gi|179               DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQN 
                             10        20        30        40       
 
      60        70        80                                        
2MEPSP HRMAMAFSLAACAEVPVTIRD                                        
        . :                                                         
gi|179 TKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVV 
         50        60        70        80        90       100       
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.5 E():   99 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (9-38:227-256) 
 
                                     10        20        30         
2MEPSP                       DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
       40        50        60        70        80           
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD           
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 66.3  bits: 19.1 E(): 1e 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (11-58:372-418) 
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                                   10        20        30        40 
2MEPSP                     DGPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
                  50        60        70        80                  
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVTIRD                  
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 66.3  bits: 18.5 E(): 1e 
Smith-Waterman score: 45; 27.1% identity (50.0% similar) in 70 aa overlap (3-72:145-203) 
 
                                           10        20        30   
2MEPSP                             DGPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|398 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
          120       130       140       150       160       170     
 
             40        50        60        70        80             
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD             
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|398 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEAAFNDA 
              180         190            200       210       220    
 
gi|398 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
           230       240       250       260       270       280    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:07 2011 done: Tue Apr 19 10:58:07 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 346  - 425 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     2     0:= 
  28     3     0:= 
  30     4     2:* 
  32    13     8:=*== 
  34    29    22:=====*== 
  36    38    44:==========* 
  38    72    73:==================* 
  40    98   102:=========================* 
  42   108   125:===========================    * 
  44   162   138:==================================*====== 
  46   147   140:==================================*== 
  48   191   134:=================================*============== 
  50   132   122:==============================*== 
  52    98   108:========================= * 
  54    62    92:================      * 
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  56    48    77:============       * 
  58    55    63:============== * 
  60    40    51:==========  * 
  62    31    41:========  * 
  64    29    33:========* 
  66    40    26:======*=== 
  68    15    20:====* 
  70    15    16:===* 
  72    18    12:==*== 
  74     3    10:= * 
  76    12     8:=*= 
  78     5     6:=* 
  80    10     5:=*= 
  82     5     3:*= 
  84     1     3:* 
  86     0     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.60340.00332; mu= 8.6924 0.173 
 mean_var=33.0367 8.213, 0's: 2 Z-trim: 2  B-trim: 258 in 2/42 
 Lambda= 0.223139 
 Kolmogorov-Smirnov  statistic: 0.0598 (N=27) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 22.8     2.2 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.4     3.8 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   55 21.9     3.9 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.9     9.1 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.9      11 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.6      11 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.5      12 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   54 21.5      12 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 19.9      14 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.9      15 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.9      16 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   51 20.6      17 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   51 20.6      17 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   51 20.6      17 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   51 20.6      17 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   51 20.6      17 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   51 20.6      17 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   51 20.6      17 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   51 20.6      17 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   48 19.6      19 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   51 20.6      20 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   51 20.6      22 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 19.9      24 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 20.9      24 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 19.9      24 
gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Pe ( 320)   51 20.5      25 
gi|195933901|gb|ACG58378.1| Der p 1 allergen precu ( 320)   51 20.5      25 
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gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.4      25 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   51 20.5      25 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.6      25 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.4      26 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   47 19.3      26 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   47 19.3      26 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.3      26 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.6      28 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.3      29 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   49 19.9      37 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   45 18.6      39 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.9      40 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   45 18.6      40 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   48 19.6      40 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   48 19.6      40 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   45 18.6      41 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   47 19.3      41 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   47 19.3      41 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   44 18.3      42 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 17.7      43 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   51 20.5      44 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.3      46 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   47 19.3      48 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   46 19.0      49 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.3      50 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.6      51 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.0      51 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.6      51 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   46 19.0      51 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   46 19.0      51 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.3      52 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.3      54 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 15.8      55 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.3      56 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 19.9      60 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 19.9      60 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.4      62 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   45 18.6      64 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   45 18.6      64 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 18.9      64 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   46 18.9      64 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 18.9      64 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   46 18.9      64 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.3      66 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 18.0      67 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 19.9      68 
gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergi ( 125)   42 17.7      69 
gi|256095986|emb|CAQ68250.1| Der p 1 allergen prec ( 302)   46 18.9      70 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 18.0      73 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 18.9      74 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 18.9      74 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.3      77 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   45 18.6      79 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   45 18.6      82 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 18.6      82 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   45 18.6      82 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   45 18.6      83 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   45 18.6      83 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.9      85 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 18.9      87 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.4      88 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.6      89 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.2      89 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.6      90 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   44 18.3      90 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 18.0      91 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 18.0      91 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.4      92 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.6      92 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.3      93 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.0      93 
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gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 14.9      94 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   44 18.3      94 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.3      94 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.2      94 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.4      95 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   40 17.0      95 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   40 17.0      95 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   44 18.3      96 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   41 17.4      97 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   41 17.4      97 
gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=M (  20)   32 14.5      97 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.4      97 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 16.7      97 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.7      97 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 96.2  bits: 22.8 E():  2.2 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (25-52:27-53) 
 
                 10        20        30        40        50         
2MEPSP   GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
                                 :. :: .:   : :::::   .::.. :       
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
 
       60        70        80                                       
2MEPSP HRMAMAFSLAACAEVPVTIRDP                                       
                                                                    
gi|457 DSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKADV 
      60        70        80        90       100       110          
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 92.1  bits: 23.4 E():  3.8 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (31-57:23-50) 
 
               10        20        30        40        50           
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDH 
                                     :. ::  .: :.. ::.... ... .::   
gi|122         MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVD 
                       10        20        30        40        50   
 
      60        70        80                                        
2MEPSP RMAMAFSLAACAEVPVTIRDP                                        
                                                                    
gi|122 VIHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRG 
             60        70        80        90       100       110   
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  55  Z-score: 91.9  bits: 21.9 E():  3.9 
Smith-Waterman score: 55; 26.8% identity (53.6% similar) in 56 aa overlap (23-77:10-64) 
 
               10        20        30        40        50           
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDH 
                             . :.:.:  .   : :.:.:   . :.. : . . .:  
gi|484              GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQDT 
                            10        20         30        40       
 
      60        70        80                                        
2MEPSP RMAMAFSLAACAEVPVTIRDP                                        
         :    ::  : .:. .                                           
gi|484 TKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTA 
         50        60        70        80        90       100       
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 85.3  bits: 20.9 E():  9.1 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (13-46:104-138) 
 
                                 10        20         30        40  
2MEPSP                   GPTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
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            80        90       100       110       120       130    
 
              50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 
       :.: .                                   
gi|110 ISPSQGCQFSSPYWSY                        
           140                                 
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 83.8  bits: 20.9 E():   11 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (33-61:36-62) 
 
             10        20        30        40        50        60   
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
             70        80                                           
2MEPSP MAFSLAACAEVPVTIRDP                                           
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 83.7  bits: 20.6 E():   11 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (25-62:29-67) 
 
                   10        20        30        40        50       
2MEPSP     GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDP                                    
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 83.1  bits: 21.5 E():   12 
Smith-Waterman score: 54; 28.6% identity (50.0% similar) in 70 aa overlap (2-71:128-188) 
 
                                            10        20        30  
2MEPSP                              GPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|663 LATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEALRVIAGALEVHAVKP 
       100       110       120       130       140       150        
 
              40        50        60        70        80            
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP            
       ..:: :   :  :  .:..  .:  :      ::..:: :                     
gi|663 ATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFESAFNKA 
       160         170              180       190       200         
 
gi|663 LKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAK 
      210       220       230       240       250       260         
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 83.1  bits: 21.5 E():   12 
Smith-Waterman score: 54; 28.6% identity (50.0% similar) in 70 aa overlap (2-71:128-188) 
 
                                            10        20        30  
2MEPSP                              GPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|441 LATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEALRVIAGALEVHAVKP 
       100       110       120       130       140       150        
 
              40        50        60        70        80            
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP            
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       ..:: :   :  :  .:..  .:  :      ::..:: :                     
gi|441 ATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFESAFNKA 
       160         170              180       190       200         
 
gi|441 LNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMTQAQKAGK 
      210       220       230       240       250       260         
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 82.0  bits: 19.9 E():   14 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (6-44:63-104) 
 
                                        10          20        30    
2MEPSP                          GPTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
             40        50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 
       .   : ::.  :                                     
gi|999 AALVPKYCLQHPHACDLYKNQTVMS                        
            100       110                               
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 81.3  bits: 20.9 E():   15 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (29-46:180-197) 
 
                 10        20        30         40        50        
2MEPSP   GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
        60        70        80               
2MEPSP DHRMAMAFSLAACAEVPVTIRDP               
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 80.7  bits: 19.9 E():   16 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (13-46:96-130) 
 
                                 10        20         30        40  
2MEPSP                   GPTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
              50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 
       :.: .                                   
gi|244 ISPSQGCQFQSSY                           
         130                                   
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.6  bits: 20.6 E():   17 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (38-79:109-140) 
 
        10        20        30        40        50        60        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
        70        80                                                
2MEPSP AACAEVPVTIRDP                                                
       .: : : . :.:                                                 
gi|616 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
     130        140       150       160       170       180         
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>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.3  bits: 20.6 E():   17 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (38-79:115-146) 
 
        10        20        30        40        50        60        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
        70        80                                                
2MEPSP AACAEVPVTIRDP                                                
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.3  bits: 20.6 E():   17 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (38-79:115-146) 
 
        10        20        30        40        50        60        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
        70        80                                                
2MEPSP AACAEVPVTIRDP                                                
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.3  bits: 20.6 E():   17 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (38-79:115-146) 
 
        10        20        30        40        50        60        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
        70        80                                                
2MEPSP AACAEVPVTIRDP                                                
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.3  bits: 20.6 E():   17 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (38-79:115-146) 
 
        10        20        30        40        50        60        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
        70        80                                                
2MEPSP AACAEVPVTIRDP                                                
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.3  bits: 20.6 E():   17 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (38-79:115-146) 
 
        10        20        30        40        50        60        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
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gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
        70        80                                                
2MEPSP AACAEVPVTIRDP                                                
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.3  bits: 20.6 E():   17 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (38-79:115-146) 
 
        10        20        30        40        50        60        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
        70        80                                                
2MEPSP AACAEVPVTIRDP                                                
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.3  bits: 20.6 E():   17 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (38-79:115-146) 
 
        10        20        30        40        50        60        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
        70        80                                                
2MEPSP AACAEVPVTIRDP                                                
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 79.5  bits: 19.6 E():   19 
Smith-Waterman score: 48; 23.2% identity (57.1% similar) in 56 aa overlap (25-80:12-66) 
 
               10        20        30        40        50        60 
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHR 
                               :. .:..:   : .::.:   . :.. :    ..   
gi|484              GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQDT 
                            10        20         30        40       
 
               70        80                                         
2MEPSP MAMAFSLAACAEVPVTIRDP                                         
        .... :.:  .  ..:  :                                         
gi|484 ASVGLVLTAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKV 
         50        60        70        80        90       100       
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 78.9  bits: 20.6 E():   20 
Smith-Waterman score: 51; 26.0% identity (51.9% similar) in 77 aa overlap (2-77:96-168) 
 
                                            10        20        30  
2MEPSP                              GPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|180 IAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEALRVIAGALEVHAVKP 
          70        80        90       100       110       120      
 
              40        50         60        70        80           
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDD-HRMAMAFSLAACAEVPVTIRDP           
       ..:: :   :  :  .:..  .:  :  ...: . . :: :.   :.              
gi|180 AAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKFTVFEGAFNKAIKEST 
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         130         140         150       160       170       180  
 
gi|180 GGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAA 
             190       200       210       220       230       240  
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 78.2  bits: 20.6 E():   22 
Smith-Waterman score: 51; 26.0% identity (51.9% similar) in 77 aa overlap (2-77:121-193) 
 
                                            10        20        30  
2MEPSP                              GPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|144 IAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEALRVIAGALEVHAVKP 
              100       110       120       130       140       150 
 
              40        50         60        70        80           
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDD-HRMAMAFSLAACAEVPVTIRDP           
       ..:: :   :  :  .:..  .:  :  ...: . . :: :.   :.              
gi|144 AAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKFTVFEGAFNKAIKEST 
              160           170       180       190       200       
 
gi|144 GGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVA 
        210       220       230       240       250       260       
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.7  bits: 19.9 E():   24 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (14-64:56-100) 
 
                                10        20         30        40   
2MEPSP                  GPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
             50         60        70        80                      
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIRDP                      
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 77.5  bits: 20.9 E():   24 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (13-56:81-124) 
 
                                 10        20        30        40   
2MEPSP                   GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
             50        60        70        80                       
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP                       
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 77.5  bits: 19.9 E():   24 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (14-64:60-104) 
 
                                10        20         30        40   
2MEPSP                  GPTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
             50         60        70        80                      
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIRDP                      
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
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>>gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Peptid  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 77.4  bits: 20.5 E():   25 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (38-79:213-244) 
 
        10        20        30        40        50        60        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|730 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
        70        80                                                
2MEPSP AACAEVPVTIRDP                                                
       .: : : . :.:                                                 
gi|730 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|195933901|gb|ACG58378.1| Der p 1 allergen precursor  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 77.4  bits: 20.5 E():   25 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (38-79:213-244) 
 
        10        20        30        40        50        60        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|195 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
        70        80                                                
2MEPSP AACAEVPVTIRDP                                                
       .: : : . :.:                                                 
gi|195 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 77.3  bits: 18.4 E():   25 
Smith-Waterman score: 44; 28.6% identity (61.9% similar) in 42 aa overlap (4-44:21-61) 
 
                                10        20         30        40   
2MEPSP                  GPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCII 
                           :.: ..:  . :..::.: : :.   .  . .:  ..:   
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCNA 
               10        20        30        40         50          
 
             50        60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 
       .:                                     
gi|124 NPGLMKDVAKVF                           
      60        70                            
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 77.3  bits: 20.5 E():   25 
Smith-Waterman score: 51; 27.8% identity (59.3% similar) in 54 aa overlap (1-46:116-168) 
 
                                             10        20        30 
2MEPSP                               GPTAIRDVASWRVKETERMVAIRTELTKLG 
                                     : ... :.:. : .:   ..:  .. :  : 
gi|320 QMLKHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTGG 
          90       100       110       120        130       140     
 
                   40            50        60        70        80   
2MEPSP -ASVEEGP---DYCII----TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP   
        :.. .::    ::..    .::.                                     
gi|320 WATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRA 
          150       160       170       180       190       200     
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 77.2  bits: 19.6 E():   25 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (41-68:106-134) 
 
               20        30        40        50        60           
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
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                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
      70        80                           
2MEPSP CAEVPVTIRDP                           
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 77.1  bits: 18.4 E():   26 
Smith-Waterman score: 44; 28.6% identity (61.9% similar) in 42 aa overlap (4-44:23-63) 
 
                                  10        20         30        40 
2MEPSP                    GPTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                             :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
 
               50        60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 
         .:                                     
gi|124 NANPGLMKDVAKVF                           
      60        70                              
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.0  bits: 19.3 E():   26 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (25-52:28-54) 
 
                  10        20        30        40        50        
2MEPSP    GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
        60        70        80                                      
2MEPSP DHRMAMAFSLAACAEVPVTIRDP                                      
                                                                    
gi|158 QDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.0  bits: 19.3 E():   26 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (25-52:28-54) 
 
                  10        20        30        40        50        
2MEPSP    GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
        60        70        80                                      
2MEPSP DHRMAMAFSLAACAEVPVTIRDP                                      
                                                                    
gi|170 QDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.0  bits: 19.3 E():   26 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (25-52:28-54) 
 
                  10        20        30        40        50        
2MEPSP    GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
        60        70        80                                      
2MEPSP DHRMAMAFSLAACAEVPVTIRDP                                      
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gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.4  bits: 19.6 E():   28 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (39-45:141-147) 
 
       10        20        30        40        50        60         
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
       70        80       
2MEPSP ACAEVPVTIRDP       
                          
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 76.1  bits: 18.3 E():   29 
Smith-Waterman score: 44; 28.6% identity (61.9% similar) in 42 aa overlap (4-44:32-72) 
 
                                          10        20         30   
2MEPSP                            GPTAIRDVASWRVKETERMVA-IRTELTKLGAS 
                                     :.: ..:  . :..::.: : :.   .  . 
gi|187 TMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-ID 
              10        20        30        40        50         60 
 
             40        50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 
        .:  ..:  .:                                     
gi|187 FDEFISFCNANPGLMKDVAKVF                           
               70        80                             
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.1  bits: 19.9 E():   37 
Smith-Waterman score: 49; 28.6% identity (50.0% similar) in 70 aa overlap (2-71:145-203) 
 
                                            10        20        30  
2MEPSP                              GPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    :.:. :..:   :.  .   
gi|330 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRIIAGTLEVHAVKP 
          120       130       140       150       160       170     
 
              40        50        60        70        80            
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP            
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|330 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEAAFNDA 
              180         190            200       210       220    
 
gi|330 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
           230       240       250       260       270       280    
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (12-50:82-125) 
 
                                  10         20        30        40 
2MEPSP                    GPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|249 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
              60        70        80        90       100       110  
 
                   50        60        70        80 
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 
        :.    ::  .:.                               
gi|249 GIVDSKLPPIDVNMDCKTLGVLHYKGN                  
             120       130                          
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
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 initn:  43 init1:  43 opt:  49  Z-score: 73.7  bits: 19.9 E():   40 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (29-57:141-170) 
 
                 10        20        30        40         50        
2MEPSP   GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
        60        70        80                                      
2MEPSP DHRMAMAFSLAACAEVPVTIRDP                                      
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 73.6  bits: 18.6 E():   40 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (12-50:46-89) 
 
                                  10         20        30        40 
2MEPSP                    GPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|391 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
          20        30        40        50        60        70      
 
                   50        60        70        80                 
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP                 
        :.    ::  .:.                                               
gi|391 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
          80        90       100       110       120       130      
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.6  bits: 19.6 E():   40 
Smith-Waterman score: 48; 40.0% identity (65.0% similar) in 20 aa overlap (56-75:74-93) 
 
          30        40        50        60        70        80      
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP      
                                     : :   :   :..::..::.           
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.6  bits: 19.6 E():   40 
Smith-Waterman score: 48; 40.0% identity (65.0% similar) in 20 aa overlap (56-75:74-93) 
 
          30        40        50        60        70        80      
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP      
                                     : :   :   :..::..::.           
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 73.4  bits: 18.6 E():   41 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (12-50:40-83) 
 
                                  10         20        30        40 
2MEPSP                    GPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|741 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
      10        20        30        40        50        60          
 
                   50        60        70        80                 
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP                 
        :.    ::  .:.                                               
gi|741 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDPRLEFRP 
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      70        80        90       100       110       120          
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.4  bits: 19.3 E():   41 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (38-79:115-146) 
 
        10        20        30        40        50        60        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
        70        80                                                
2MEPSP AACAEVPVTIRDP                                                
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.4  bits: 19.3 E():   41 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (38-79:115-146) 
 
        10        20        30        40        50        60        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
        70        80                                                
2MEPSP AACAEVPVTIRDP                                                
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.2  bits: 18.3 E():   42 
Smith-Waterman score: 44; 26.9% identity (61.5% similar) in 26 aa overlap (45-70:49-74) 
 
           20        30        40        50        60        70     
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:     
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
           80                                   
2MEPSP VTIRDP                                   
                                                
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 17.7 E():   43 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (4-21:28-45) 
 
                                       10        20        30       
2MEPSP                         GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
         40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 
                                                    
gi|144 ISFCNANPGLMKDVAKVF                           
               70                                   
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 72.9  bits: 20.5 E():   44 
Smith-Waterman score: 51; 25.0% identity (48.8% similar) in 80 aa overlap (2-80:336-407) 
 
                                            10        20        30  
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2MEPSP                              GPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
               40        50        60        70        80           
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP           
       . .:   : :       :.:   : . :.    .:   :  ..  ..:.:           
gi|556 TKIELDRDSCR-DQECTLGVLYADGFADQYTNDTFRPFAIIQAG-NFRNPIKVGKITNGD 
     360       370        380       390       400        410        
 
gi|556 IIEAAPFGSTADLIRLKGADIWDVAEHSFALDDEGRTNCLQVSGLRIVIDISKPIRSRVK 
       420       430       440       450       460       470        
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (25-62:12-50) 
 
               10        20        30        40        50           
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDH 
                               :. :. .. ..: : :::   . ... :. :. ..  
gi|760              DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNT 
                            10        20        30        40        
 
      60        70        80                                        
2MEPSP RMAMAFSLAACAEVPVTIRDP                                        
       . :                                                          
gi|760 KTAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
        50        60        70        80        90       100        
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 47; 27.1% identity (50.0% similar) in 70 aa overlap (2-71:91-149) 
 
                                            10        20        30  
2MEPSP                              GPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|422 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
               70        80        90       100       110       120 
 
              40        50        60        70        80            
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP            
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|422 AAEE----VKVIPAAELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEAAFNDE 
                  130         140            150       160          
 
gi|422 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
     170       180       190       200       210       220          
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.0  bits: 19.0 E():   49 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (38-79:116-147) 
 
        10        20        30        40        50        60        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          90       100       110       120                130       
 
        70        80                                                
2MEPSP AACAEVPVTIRDP                                                
       .: : : . :.:                                                 
gi|146 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
        140        150       160       170       180       190      
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.8  bits: 18.3 E():   50 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (25-52:28-54) 
 
                  10        20        30        40        50        
2MEPSP    GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
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                                  :.:.:  :   : : :.:   .:... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
        60        70        80                                      
2MEPSP DHRMAMAFSLAACAEVPVTIRDP                                      
                                                                    
gi|212 QDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKIKVD 
      60        70        80        90       100       110          
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.8  bits: 18.6 E():   51 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (12-50:83-126) 
 
                                  10         20        30        40 
2MEPSP                    GPTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
                   50        60        70        80                 
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP                 
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.7  bits: 18.0 E():   51 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (32-51:89-108) 
 
              10        20        30        40        50        60  
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
              70        80 
2MEPSP AMAFSLAACAEVPVTIRDP 
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.7  bits: 19.6 E():   51 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (21-73:189-242) 
 
                         10        20        30        40        50 
2MEPSP           GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
                 60        70        80                             
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIRDP                             
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.6  bits: 19.0 E():   51 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (38-79:115-146) 
 
        10        20        30        40        50        60        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
        70        80                                                
2MEPSP AACAEVPVTIRDP                                                
       .: : : . :.:                                                 
gi|837 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
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>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.6  bits: 19.0 E():   51 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (38-79:115-146) 
 
        10        20        30        40        50        60        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
        70        80                                                
2MEPSP AACAEVPVTIRDP                                                
       .: : : . :.:                                                 
gi|223 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.5  bits: 19.3 E():   52 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (30-71:58-99) 
 
                10        20        30        40        50          
2MEPSP  GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
      60        70        80                                        
2MEPSP RMAMAFSLAACAEVPVTIRDP                                        
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (2-47:52-93) 
 
                                            10        20        30  
2MEPSP                              GPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
              40        50        60        70        80            
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP            
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.1  bits: 15.8 E():   55 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (67-75:17-25) 
 
         40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 
                                     : ::::  :      
gi|391               SFREQCVPGREITYECLNACAEYAVRQ    
                             10        20           
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (47-76:65-94) 
 
         20        30        40        50        60        70       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
         80                                                         
2MEPSP IRDP                                                         
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gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (26-63:168-204) 
 
                    10        20        30        40        50      
2MEPSP      GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
          60        70        80                                    
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDP                                    
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (26-63:168-204) 
 
                    10        20        30        40        50      
2MEPSP      GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
          60        70        80                                    
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDP                                    
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.1  bits: 17.4 E():   62 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (37-51:70-84) 
 
         10        20        30        40        50        60       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
         70        80 
2MEPSP LAACAEVPVTIRDP 
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.9  bits: 18.6 E():   64 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (38-79:115-146) 
 
        10        20        30        40        50        60        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
        70        80                                                
2MEPSP AACAEVPVTIRDP                                                
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.9  bits: 18.6 E():   64 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (38-79:115-146) 
 
        10        20        30        40        50        60        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11237

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
        70        80                                                
2MEPSP AACAEVPVTIRDP                                                
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 46; 27.1% identity (51.4% similar) in 70 aa overlap (2-71:109-167) 
 
                                            10        20        30  
2MEPSP                              GPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|313 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
       80        90       100       110       120       130         
 
              40        50        60        70        80            
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP            
       ..::      . :  .:.:  :.  :.     ::..:: :                     
gi|313 AAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEAAFNNA 
      140           150              160       170       180        
 
gi|313 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
       190       200       210       220       230       240        
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 46; 27.1% identity (51.4% similar) in 70 aa overlap (2-71:109-167) 
 
                                            10        20        30  
2MEPSP                              GPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|313 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
       80        90       100       110       120       130         
 
              40        50        60        70        80            
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP            
       ..::      . :  .:.:  :.  :.     ::..:: :                     
gi|313 AAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEAAFNNA 
      140           150              160       170       180        
 
gi|313 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
       190       200       210       220       230       240        
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (13-46:170-204) 
 
                                 10        20        30         40  
2MEPSP                   GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
              50        60        70        80                      
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP                      
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 46; 27.1% identity (51.4% similar) in 70 aa overlap (2-71:109-167) 
 
                                            10        20        30  
2MEPSP                              GPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|313 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
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       80        90       100       110       120       130         
 
              40        50        60        70        80            
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP            
       ..::      . :  .:.:  :.  :.     ::..:: :                     
gi|313 AAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEAAFNNA 
      140           150              160       170       180        
 
gi|313 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAK 
       190       200       210       220       230       240        
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 18.3 E():   66 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (37-44:172-179) 
 
         10        20        30        40        50        60       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
         70        80 
2MEPSP LAACAEVPVTIRDP 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 43; 36.7% identity (76.7% similar) in 30 aa overlap (4-32:54-82) 
 
                                          10        20         30   
2MEPSP                            GPTAIRDVASWRVKETERMVAIRTE-LTKLGAS 
                                     ::.:.:.. :. . :....  : .: ::.: 
gi|121 HDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHAS-RIIGFFGEYVTLLGSS 
            30        40        50        60         70        80   
 
             40        50        60        70        80             
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP             
                                                                    
gi|121 GNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAFDKAF 
             90       100       110       120       130       140   
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.4  bits: 19.9 E():   68 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (2-14:336-348) 
 
                                            10        20        30  
2MEPSP                              GPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
              40        50        60        70        80            
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP            
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergillus  (125 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.7 E():   69 
Smith-Waterman score: 42; 35.0% identity (55.0% similar) in 20 aa overlap (60-79:45-64) 
 
      30        40        50        60        70        80          
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP          
                                     :: . :. : : . :   .:           
gi|302 HAPLSDGKTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKDGMGKDDHYLL 
           20        30        40        50        60        70     
 
gi|302 EFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR 
           80        90       100       110       120      
 
>>gi|256095986|emb|CAQ68250.1| Der p 1 allergen precurso  (302 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.2  bits: 18.9 E():   70 
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Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (38-79:195-226) 
 
        10        20        30        40        50        60        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|256 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          170       180       190       200                210      
 
        70        80                                                
2MEPSP AACAEVPVTIRDP                                                
       .: : : . :.:                                                 
gi|256 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          220       230       240       250       260       270     
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (23-56:131-164) 
 
                       10        20        30        40        50   
2MEPSP         GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
             60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDP 
          :                         
gi|158 RTPY                         
                                    
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (13-46:188-222) 
 
                                 10        20        30         40  
2MEPSP                   GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
              50        60        70        80                      
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP                      
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (13-46:188-222) 
 
                                 10        20        30         40  
2MEPSP                   GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
              50        60        70        80                      
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP                      
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 19.3 E():   77 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (38-54:318-334) 
 
        10        20        30        40        50        60        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
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        70        80                                                
2MEPSP AACAEVPVTIRDP                                                
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 45; 27.1% identity (50.0% similar) in 70 aa overlap (2-71:108-166) 
 
                                            10        20        30  
2MEPSP                              GPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|134 GGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
        80        90       100       110       120       130        
 
              40        50        60        70        80            
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP            
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|134 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEAAFNNA 
       140           150              160       170       180       
 
gi|134 IKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
        190       200       210       220       230       240       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 45; 27.1% identity (50.0% similar) in 70 aa overlap (2-71:117-175) 
 
                                            10        20        30  
2MEPSP                              GPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|295 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
         90       100       110       120       130       140       
 
              40        50        60        70        80            
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP            
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|295 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEAAFNNA 
        150           160              170       180       190      
 
gi|295 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
         200       210       220       230       240       250      
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 45; 27.1% identity (50.0% similar) in 70 aa overlap (2-71:119-177) 
 
                                            10        20        30  
2MEPSP                              GPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|109 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
       90       100       110       120       130       140         
 
              40        50        60        70        80            
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP            
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|109 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEAAFNDE 
      150           160              170       180       190        
 
gi|109 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
       200       210       220       230       240       250        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 45; 27.1% identity (50.0% similar) in 70 aa overlap (2-71:119-177) 
 
                                            10        20        30  
2MEPSP                              GPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
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gi|239 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
       90       100       110       120       130       140         
 
              40        50        60        70        80            
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP            
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|239 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEAAFNDE 
      150           160              170       180       190        
 
gi|239 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
       200       210       220       230       240       250        
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 45; 28.6% identity (48.6% similar) in 70 aa overlap (2-71:120-178) 
 
                                            10        20        30  
2MEPSP                              GPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    :.:. : .:   :.  .   
gi|217 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTLEVHAVKP 
      90       100       110       120       130       140          
 
              40        50        60        70        80            
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP            
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|217 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKITVFEAAFNDA 
     150           160              170       180       190         
 
gi|217 IKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVKYTVFETAEKKAITAMSEAKKAAK 
      200       210       220       230       240       250         
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 45; 28.6% identity (48.6% similar) in 70 aa overlap (2-71:120-178) 
 
                                            10        20        30  
2MEPSP                              GPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    :.:. : .:   :.  .   
gi|217 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTLEVHAVKP 
      90       100       110       120       130       140          
 
              40        50        60        70        80            
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP            
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|217 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKITVFEAAFNDA 
     150           160              170       180       190         
 
gi|217 IKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVKYTVFETAEKKAITAMSEAKKAAK 
      200       210       220       230       240       250         
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.6  bits: 19.9 E():   85 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (23-47:517-541) 
 
                       10        20        30        40        50   
2MEPSP         GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
             60        70        80                                 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDP                                 
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.4  bits: 18.9 E():   87 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (20-51:183-213) 
 
                          10        20        30        40          
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2MEPSP            GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
      50        60        70        80                              
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDP                              
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (25-62:12-50) 
 
               10        20        30        40        50           
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDH 
                               :. :. ..  .: : :::   . ... :. :. ..  
gi|179              DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
                            10        20        30        40        
 
      60        70        80                                        
2MEPSP RMAMAFSLAACAEVPVTIRDP                                        
       . :                                                          
gi|179 KTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVT 
        50        60        70        80        90       100        
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.6 E():   89 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (8-37:227-256) 
 
                                      10        20        30        
2MEPSP                        GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
        40        50        60        70        80          
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP          
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.2  bits: 19.2 E():   89 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (10-57:372-418) 
 
                                    10        20        30          
2MEPSP                      GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
      40           50        60        70        80                 
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP                 
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.2  bits: 18.6 E():   90 
Smith-Waterman score: 45; 27.1% identity (50.0% similar) in 70 aa overlap (2-71:145-203) 
 
                                            10        20        30  
2MEPSP                              GPTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|398 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
          120       130       140       150       160       170     
 
              40        50        60        70        80            
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP            
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       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|398 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEAAFNDA 
              180         190            200       210       220    
 
gi|398 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
           230       240       250       260       270       280    
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 18.3 E():   90 
Smith-Waterman score: 44; 40.0% identity (100.0% similar) in 10 aa overlap (66-75:67-76) 
 
          40        50        60        70        80                
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP                
                                     :..::...:.                     
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.1  bits: 18.0 E():   91 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (20-57:130-167) 
 
                          10        20        30        40          
2MEPSP            GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
      50        60        70        80                
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDP                
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.1  bits: 18.0 E():   91 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (20-57:130-167) 
 
                          10        20        30        40          
2MEPSP            GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
      50        60        70        80                
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDP                
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (53-64:15-26) 
 
             30        40        50        60        70        80   
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP   
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.6 E():   92 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (38-46:214-222) 
 
        10        20        30        40        50        60        
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
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                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
        70        80                                                
2MEPSP AACAEVPVTIRDP                                                
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (37-44:245-252) 
 
         10        20        30        40        50        60       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
         70        80 
2MEPSP LAACAEVPVTIRDP 
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (35-45:3-13) 
 
           10        20        30        40        50        60     
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
           70        80                                             
2MEPSP FSLAACAEVPVTIRDP                                             
                                                                    
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.8  bits: 14.9 E():   94 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (41-48:9-16) 
 
               20        30        40        50        60        70 
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                                     :: :: :.                       
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP               
                                     10        20                   
 
               80 
2MEPSP AEVPVTIRDP 
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 44; 40.0% identity (100.0% similar) in 10 aa overlap (66-75:78-87) 
 
          40        50        60        70        80                
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP                
                                     :..::...:.                     
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 47; 25.6% identity (46.2% similar) in 78 aa overlap (2-79:95-163) 
 
                                            10        20        30  
2MEPSP                              GPTAIRDVASWRVKETERMVAIRTELTKLGA 
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                                     : :  :.    . :. :..:   :.  .   
gi|226 IAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEVHAVKP 
           70        80        90       100       110       120     
 
              40        50        60        70        80            
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP            
       ..::     :  :  .:..  .:  :      :: .:: :   . . :             
gi|226 ATEEVGAAKI--PAGELQI--VDKID-----AAFRIAATAANAAPVNDKFTVFEGAFNKA 
          130         140              150       160       170      
 
gi|226 IKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKEAK 
         180       190       200       210       220       230      
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 47; 46.2% identity (76.9% similar) in 13 aa overlap (28-40:454-466) 
 
                  10        20        30        40        50        
2MEPSP    GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     :.:::.. .:  :                  
gi|476 LNPSCKSLHPGRTPKELELHQKPTTLLMDEKMGASLNSSPPNCKNKCKGCQPCKPKLIIV 
           430       440       450       460       470       480    
 
        60        70        80  
2MEPSP DHRMAMAFSLAACAEVPVTIRDP  
                                
gi|476 HPNQPEDYYPQRWVCSCHNKIYNP 
           490       500        
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (25-62:21-59) 
 
               10        20        30        40        50           
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDH 
                               :. :. ..  .: : :::   . ... :. :. ..  
gi|217     SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
                   10        20        30        40        50       
 
      60        70        80                                        
2MEPSP RMAMAFSLAACAEVPVTIRDP                                        
       . :                                                          
gi|217 KTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVT 
         60        70        80        90       100       110       
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (49-80:23-54) 
 
       20        30        40        50        60        70         
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|730         MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
       80                                                           
2MEPSP DP                                                           
       ::                                                           
gi|730 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (49-80:23-54) 
 
       20        30        40        50        60        70         
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|191         MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
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       80                                                           
2MEPSP DP                                                           
       ::                                                           
gi|191 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 44; 40.0% identity (100.0% similar) in 10 aa overlap (66-75:85-94) 
 
          40        50        60        70        80                
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP                
                                     :..::...:.                     
gi|115 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
           60        70        80        90       100       110     
 
gi|115 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
          120       130       140       150       160       170     
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 17.4 E():   97 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (25-52:28-54) 
 
                  10        20        30        40        50        
2MEPSP    GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  :   : : :.:   .:... :      
gi|214 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
        60        70        80                                      
2MEPSP DHRMAMAFSLAACAEVPVTIRDP                                      
                                                                    
gi|214 QDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKIKAD 
      60        70        80        90       100       110          
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 17.4 E():   97 
Smith-Waterman score: 46; 35.7% identity (60.7% similar) in 28 aa overlap (25-52:28-54) 
 
                  10        20        30        40        50        
2MEPSP    GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  :   : : :.:   .:... :      
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
        60        70        80                                      
2MEPSP DHRMAMAFSLAACAEVPVTIRDP                                      
                                                                    
gi|158 QDTNKVTIKVLAKVAGTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKIKAD 
      60        70        80        90       100       110          
 
>>gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=Mite   (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.6  bits: 14.5 E():   97 
Smith-Waterman score: 32; 43.8% identity (68.8% similar) in 16 aa overlap (62-77:1-16) 
 
              40        50        60        70        80  
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP  
                                     :.. . :: ::.:  :     
gi|135                               AIGXQPAAEAEAPFQISLMK 
                                             10        20 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.5  bits: 17.4 E():   97 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (25-62:25-63) 
 
               10        20        30        40        50           
2MEPSP GPTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDH 
                               :. :. ..  .: : :::   . ... :. :. ..  
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
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      60        70        80                                        
2MEPSP RMAMAFSLAACAEVPVTIRDP                                        
       . :                                                          
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 66.5  bits: 16.7 E():   97 
Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (5-51:32-85) 
 
                                         10        20        30     
2MEPSP                           GPTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
 
                   40        50        60        70        80 
2MEPSP --------EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 
                 :  : .. : :....                              
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK                       
               70        80        90                         
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 16.7 E():   97 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (37-51:70-84) 
 
         10        20        30        40        50        60       
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
      40        50        60        70        80        90          
 
         70        80 
2MEPSP LAACAEVPVTIRDP 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:07 2011 done: Tue Apr 19 10:58:07 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 347  - 426 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     5     2:*= 
  32     1     8:=* 
  34    15    22:==== * 
  36    36    44:========= * 
  38    78    73:==================*= 
  40   102   102:=========================* 
  42   104   125:==========================     * 
  44   103   138:==========================        * 
  46   132   140:================================= * 
  48   124   134:===============================  * 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11248

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

  50   195   122:==============================*================== 
  52   122   108:==========================*==== 
  54    82    92:===================== * 
  56    66    77:=================  * 
  58    47    63:============   * 
  60    56    51:============*= 
  62    34    41:========= * 
  64    28    33:======= * 
  66    34    26:======*== 
  68    41    20:====*====== 
  70    18    16:===*= 
  72    12    12:==* 
  74    15    10:==*= 
  76     2     8:=* 
  78    11     6:=*= 
  80     3     5:=* 
  82     9     3:*== 
  84     6     3:*= 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.68950.00332; mu= 7.3647 0.173 
 mean_var=32.7757 8.222, 0's: 2 Z-trim: 2  B-trim: 72 in 1/43 
 Lambda= 0.224026 
 Kolmogorov-Smirnov  statistic: 0.0574 (N=28) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   59 23.5     1.3 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   58 23.2     1.8 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   56 22.5     2.5 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.7     3.1 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 21.2     7.3 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   51 20.9     8.6 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   51 20.9     8.6 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 21.2     8.8 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.9     8.9 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   54 21.8     9.8 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   54 21.8     9.8 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 20.3      11 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 21.2      12 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 20.3      13 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   51 20.9      13 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   51 20.9      14 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   51 20.9      14 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   51 20.9      14 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   51 20.9      14 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   51 20.9      14 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   51 20.9      14 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   51 20.9      14 
gi|18093971|emb|CAD20405.1| unnamed protein produc ( 265)   51 20.9      17 
gi|14423124|gb|AAK62278.1|AF325267_1 group 5 aller ( 290)   51 20.8      18 
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gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 20.2      19 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 20.2      20 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.7      20 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 21.1      20 
gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Pe ( 320)   51 20.8      20 
gi|195933901|gb|ACG58378.1| Der p 1 allergen precu ( 320)   51 20.8      20 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.7      21 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.9      21 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.6      21 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.9      23 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.7      23 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   49 20.2      31 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   45 19.0      32 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   45 19.0      32 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 20.2      33 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   48 19.9      33 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   48 19.9      33 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   45 19.0      33 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   47 19.6      34 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   47 19.6      34 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   44 18.6      34 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 18.0      34 
gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]   ( 562)   51 20.8      36 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.6      37 
gi|422005|pir||S32101 PHLP5A protein - common timo ( 257)   47 19.6      39 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   46 19.3      40 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.6      41 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.9      41 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.3      41 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   46 19.2      42 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   46 19.2      42 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.9      42 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.6      43 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 16.2      43 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   44 18.6      44 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.6      46 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   47 19.5      50 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 20.2      50 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 20.2      50 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.7      50 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   45 18.9      52 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   45 18.9      52 
gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [ ( 276)   46 19.2      53 
gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [ ( 276)   46 19.2      53 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.2      53 
gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [ ( 276)   46 19.2      53 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.6      54 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 18.3      55 
gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergi ( 125)   42 18.0      56 
gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=A ( 562)   49 20.1      57 
gi|256095986|emb|CAQ68250.1| Der p 1 allergen prec ( 302)   46 19.2      58 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 18.3      59 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   44 18.6      59 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.2      61 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.2      61 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.5      64 
gi|13430402|gb|AAK25823.1| group V allergen Phl p  ( 275)   45 18.9      65 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   45 18.9      67 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   45 18.9      68 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   45 18.9      68 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   45 18.9      68 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   45 18.9      68 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 20.1      72 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.7      72 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.2      72 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.9      73 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 15.2      74 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   44 18.6      74 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 18.9      74 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.5      75 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 18.3      75 
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gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 18.3      75 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.7      75 
gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=M (  20)   32 14.9      76 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.3      76 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.6      76 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.9      76 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.7      77 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   40 17.4      77 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   40 17.4      77 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   44 18.6      77 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.6      78 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 17.0      79 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 17.0      79 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   41 17.7      79 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   41 17.7      79 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.5      79 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.7      79 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   44 18.6      80 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   41 17.7      82 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   41 17.7      82 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   41 17.7      82 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   41 17.7      82 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   41 17.7      82 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.3      83 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.6      84 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.6      84 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   44 18.6      84 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   44 18.6      85 
gi|348137|gb|AAA16792.1| superoxide dismutase (man ( 233)   43 18.3      85 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   44 18.6      86 
gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A ( 297)   44 18.6      88 
gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Po ( 373)   45 18.9      89 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   41 17.7      89 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   45 18.9      89 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   41 17.7      90 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   44 18.6      91 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   32 14.9      96 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   41 17.6      98 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   28 13.6      99 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   46 19.2      99 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   46 19.2      99 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   46 19.2      99 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   46 19.2      99 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   46 19.2      99 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   46 19.2      99 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   46 19.2      99 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   46 19.2      99 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   46 19.2      99 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   46 19.2      99 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   46 19.2      99 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   46 19.2      99 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   46 19.2      99 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   46 19.2      99 
gi|161087230|gb|ABX56711.1| LTP isoallergen 1 prec ( 116)   39 17.0   1e 
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  59  Z-score: 100.6  bits: 23.5 E():  1.3 
Smith-Waterman score: 59; 28.3% identity (53.3% similar) in 60 aa overlap (22-80:10-66) 
 
               10        20        30        40        50           
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHR 
                            . :.:.:  .   : :.:.:   . :.. : . . .:   
gi|484             GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQDTT 
                           10        20         30        40        
 
      60        70        80                                        
2MEPSP MAMAFSLAACAEVPVTIRDPG                                        
        :    ::  : .:. .  ::                                        
gi|484 KATIKVLAKVAGTPIQV--PGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
        50        60          70        80        90       100      
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11251

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 97.9  bits: 23.2 E():  1.8 
Smith-Waterman score: 58; 46.4% identity (64.3% similar) in 28 aa overlap (24-51:27-53) 
 
                  10        20        30        40        50        
2MEPSP    PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
                                 :. :: .:   : :::::   .::.. :       
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
 
        60        70        80                                      
2MEPSP HRMAMAFSLAACAEVPVTIRDPG                                      
                                                                    
gi|457 DSPTAVIKISAKVNGVELQVPGIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKADV 
      60        70        80        90       100       110          
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 95.2  bits: 22.5 E():  2.5 
Smith-Waterman score: 56; 24.6% identity (57.9% similar) in 57 aa overlap (24-80:12-67) 
 
               10        20        30        40        50        60 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                              :. .:..:   : .::.:   . :.. :    ..    
gi|484             GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQDTA 
                           10        20         30        40        
 
               70        80                                         
2MEPSP AMAFSLAACAEVPVTIRDPG                                         
       .... :.:  .  ..:  ::                                         
gi|484 SVGLVLTAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVK 
        50        60        70        80        90       100        
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 93.7  bits: 23.7 E():  3.1 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (30-56:23-50) 
 
               10        20        30        40        50           
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDHR 
                                    :. ::  .: :.. ::.... ... .::    
gi|122        MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVDV 
                      10        20        30        40        50    
 
      60        70        80                                        
2MEPSP MAMAFSLAACAEVPVTIRDPG                                        
                                                                    
gi|122 IHEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRGI 
            60        70        80        90       100       110    
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 87.0  bits: 21.2 E():  7.3 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (12-45:104-138) 
 
                                  10        20         30        40 
2MEPSP                    PTAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
               50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 
       :.: .                                    
gi|110 ISPSQGCQFSSPYWSY                         
           140                                  
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 85.7  bits: 20.9 E():  8.6 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (24-80:28-82) 
 
                   10        20        30        40        50       
2MEPSP     PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
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gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
         60        70         80                                    
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPG                                    
        .. .   .. . :.:  .::. ::                                    
gi|170 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 85.7  bits: 20.9 E():  8.6 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (24-80:28-82) 
 
                   10        20        30        40        50       
2MEPSP     PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
         60        70         80                                    
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPG                                    
        .. .   .. . :.:  .::. ::                                    
gi|158 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 85.5  bits: 21.2 E():  8.8 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (32-60:36-62) 
 
              10        20        30        40        50        60  
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
              70        80                                          
2MEPSP MAFSLAACAEVPVTIRDPG                                          
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 85.4  bits: 20.9 E():  8.9 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (24-61:29-67) 
 
                    10        20        30        40        50      
2MEPSP      PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPG                                   
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 84.7  bits: 21.8 E():  9.8 
Smith-Waterman score: 54; 28.6% identity (50.0% similar) in 70 aa overlap (1-70:128-188) 
 
                                             10        20        30 
2MEPSP                               PTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|441 LATSAAKAPGLIPKLDTAYDVAYKAAEGATPEAKYDAFVTALTEALRVIAGALEVHAVKP 
       100       110       120       130       140       150        
 
               40        50        60        70        80           
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG           
       ..:: :   :  :  .:..  .:  :      ::..:: :                     
gi|441 ATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFESAFNKA 
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       160         170              180       190       200         
 
gi|441 LNECTGGAYETYKFIPSLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMTQAQKAGK 
      210       220       230       240       250       260         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 84.7  bits: 21.8 E():  9.8 
Smith-Waterman score: 54; 28.6% identity (50.0% similar) in 70 aa overlap (1-70:128-188) 
 
                                             10        20        30 
2MEPSP                               PTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|663 LATSDAKAPGLILKLDTDYDVAYKAGEGATPEAKYDAFVTALTEALRVIAGALEVHAVKP 
       100       110       120       130       140       150        
 
               40        50        60        70        80           
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG           
       ..:: :   :  :  .:..  .:  :      ::..:: :                     
gi|663 ATEEVPAAKI--PTGELQI--VDKID-----AAFKIAATAANAAPTNDKFTVFESAFNKA 
       160         170              180       190       200         
 
gi|663 LKECTGGAYETYKFIPSLEAAVKQAYATTVAAAPEVKYAVFEAALTKAITAMSQAQKVAK 
      210       220       230       240       250       260         
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 83.7  bits: 20.3 E():   11 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (5-43:63-104) 
 
                                         10          20        30   
2MEPSP                           PTAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
              40        50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 
       .   : ::.  :                                      
gi|999 AALVPKYCLQHPHACDLYKNQTVMS                         
            100       110                                
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 82.9  bits: 21.2 E():   12 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (28-45:180-197) 
 
                  10        20        30         40        50       
2MEPSP    PTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
         60        70        80              
2MEPSP DHRMAMAFSLAACAEVPVTIRDPG              
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 82.4  bits: 20.3 E():   13 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (12-45:96-130) 
 
                                  10        20         30        40 
2MEPSP                    PTAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
               50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 
       :.: .                                    
gi|244 ISPSQGCQFQSSY                            
         130                                    
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>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 82.2  bits: 20.9 E():   13 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (37-78:109-140) 
 
         10        20        30        40        50        60       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
         70        80                                               
2MEPSP AACAEVPVTIRDPG                                               
       .: : : . :.:                                                 
gi|616 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
     130        140       150       160       170       180         
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 82.0  bits: 20.9 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (37-78:115-146) 
 
         10        20        30        40        50        60       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
         70        80                                               
2MEPSP AACAEVPVTIRDPG                                               
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 82.0  bits: 20.9 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (37-78:115-146) 
 
         10        20        30        40        50        60       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
         70        80                                               
2MEPSP AACAEVPVTIRDPG                                               
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 82.0  bits: 20.9 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (37-78:115-146) 
 
         10        20        30        40        50        60       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
         70        80                                               
2MEPSP AACAEVPVTIRDPG                                               
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 82.0  bits: 20.9 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (37-78:115-146) 
 
         10        20        30        40        50        60       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
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                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
         70        80                                               
2MEPSP AACAEVPVTIRDPG                                               
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 82.0  bits: 20.9 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (37-78:115-146) 
 
         10        20        30        40        50        60       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
         70        80                                               
2MEPSP AACAEVPVTIRDPG                                               
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 82.0  bits: 20.9 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (37-78:115-146) 
 
         10        20        30        40        50        60       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
         70        80                                               
2MEPSP AACAEVPVTIRDPG                                               
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 82.0  bits: 20.9 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (37-78:115-146) 
 
         10        20        30        40        50        60       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
         70        80                                               
2MEPSP AACAEVPVTIRDPG                                               
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|18093971|emb|CAD20405.1| unnamed protein product [D  (265 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 80.5  bits: 20.9 E():   17 
Smith-Waterman score: 51; 26.0% identity (51.9% similar) in 77 aa overlap (1-76:96-168) 
 
                                             10        20        30 
2MEPSP                               PTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|180 IAAAATKVPLFVAKLDAAYAVAYKTAAGPTPEAKYDAFVAALTEALRVIAGALEVHAVKP 
          70        80        90       100       110       120      
 
               40        50         60        70        80          
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDD-HRMAMAFSLAACAEVPVTIRDPG          
       ..:: :   :  :  .:..  .:  :  ...: . . :: :.   :.              
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gi|180 AAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKFTVFEGAFNKAIKEST 
         130         140         150       160       170       180  
 
gi|180 GGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAAA 
             190       200       210       220       230       240  
 
>>gi|14423124|gb|AAK62278.1|AF325267_1 group 5 allergen   (290 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 79.8  bits: 20.8 E():   18 
Smith-Waterman score: 51; 26.0% identity (51.9% similar) in 77 aa overlap (1-76:121-193) 
 
                                             10        20        30 
2MEPSP                               PTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|144 IAAAATKVPLFVAKLDAAYAVAYKTATGPTPEAKYDAFVAALTEALRVIAGALEVHAVKP 
              100       110       120       130       140       150 
 
               40        50         60        70        80          
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDD-HRMAMAFSLAACAEVPVTIRDPG          
       ..:: :   :  :  .:..  .:  :  ...: . . :: :.   :.              
gi|144 AAEEVPAAKI--PAGELQI--VDKIDAAYKIAATAANAAPANDKFTVFEGAFNKAIKEST 
              160           170       180       190       200       
 
gi|144 GGAYESYKFIPTLEAAVKQAYAATVAAAPEVKYAVFEAALTKAITAMSEAQKVATPAAVA 
        210       220       230       240       250       260       
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.3  bits: 20.2 E():   19 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (13-63:56-100) 
 
                                 10        20         30        40  
2MEPSP                   PTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
              50         60        70        80                     
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIRDPG                     
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.2  bits: 20.2 E():   20 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (13-63:60-104) 
 
                                 10        20         30        40  
2MEPSP                   PTAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
              50         60        70        80                     
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIRDPG                     
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 79.1  bits: 18.7 E():   20 
Smith-Waterman score: 44; 28.6% identity (61.9% similar) in 42 aa overlap (3-43:21-61) 
 
                                 10        20         30        40  
2MEPSP                   PTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCII 
                           :.: ..:  . :..::.: : :.   .  . .:  ..:   
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCNA 
               10        20        30        40         50          
 
              50        60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 
       .:                                      
gi|124 NPGLMKDVAKVF                            
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      60        70                             
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 79.1  bits: 21.1 E():   20 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (12-55:81-124) 
 
                                  10        20        30        40  
2MEPSP                    PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
              50        60        70        80                      
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG                      
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Peptid  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.0  bits: 20.8 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (37-78:213-244) 
 
         10        20        30        40        50        60       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|730 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
         70        80                                               
2MEPSP AACAEVPVTIRDPG                                               
       .: : : . :.:                                                 
gi|730 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|195933901|gb|ACG58378.1| Der p 1 allergen precursor  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.0  bits: 20.8 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (37-78:213-244) 
 
         10        20        30        40        50        60       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|195 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
         70        80                                               
2MEPSP AACAEVPVTIRDPG                                               
       .: : : . :.:                                                 
gi|195 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 78.8  bits: 18.7 E():   21 
Smith-Waterman score: 44; 28.6% identity (61.9% similar) in 42 aa overlap (3-43:23-63) 
 
                                   10        20         30          
2MEPSP                     PTAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                             :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
 
      40        50        60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 
         .:                                      
gi|124 NANPGLMKDVAKVF                            
      60        70                               
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.8  bits: 19.9 E():   21 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (40-67:106-134) 
 
      10        20        30        40        50        60          
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2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
       70        80                          
2MEPSP CAEVPVTIRDPG                          
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (24-51:28-54) 
 
                   10        20        30        40        50       
2MEPSP     PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
         60        70        80                                     
2MEPSP DHRMAMAFSLAACAEVPVTIRDPG                                     
                                                                    
gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.1  bits: 19.9 E():   23 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (38-44:141-147) 
 
        10        20        30        40        50        60        
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
        70        80      
2MEPSP ACAEVPVTIRDPG      
                          
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 77.9  bits: 18.7 E():   23 
Smith-Waterman score: 44; 28.6% identity (61.9% similar) in 42 aa overlap (3-43:32-72) 
 
                                           10        20         30  
2MEPSP                             PTAIRDVASWRVKETERMVA-IRTELTKLGAS 
                                     :.: ..:  . :..::.: : :.   .  . 
gi|187 TMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-ID 
              10        20        30        40        50         60 
 
              40        50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 
        .:  ..:  .:                                      
gi|187 FDEFISFCNANPGLMKDVAKVF                            
               70        80                              
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 75.7  bits: 20.2 E():   31 
Smith-Waterman score: 49; 28.6% identity (50.0% similar) in 70 aa overlap (1-70:145-203) 
 
                                             10        20        30 
2MEPSP                               PTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    :.:. :..:   :.  .   
gi|330 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRIIAGTLEVHAVKP 
          120       130       140       150       160       170     
 
               40        50        60        70        80           
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG           
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       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|330 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEAAFNDA 
              180         190            200       210       220    
 
gi|330 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
           230       240       250       260       270       280    
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.4  bits: 19.0 E():   32 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (11-49:82-125) 
 
                                   10         20        30          
2MEPSP                     PTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|249 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
              60        70        80        90       100       110  
 
      40            50        60        70        80 
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 
        :.    ::  .:.                                
gi|249 GIVDSKLPPIDVNMDCKTLGVLHYKGN                   
             120       130                           
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.3  bits: 19.0 E():   32 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (11-49:46-89) 
 
                                   10         20        30          
2MEPSP                     PTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|391 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
          20        30        40        50        60        70      
 
      40            50        60        70        80                
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG                
        :.    ::  .:.                                               
gi|391 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
          80        90       100       110       120       130      
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 75.2  bits: 20.2 E():   33 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (28-56:141-170) 
 
                  10        20        30        40         50       
2MEPSP    PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
         60        70        80                                     
2MEPSP DHRMAMAFSLAACAEVPVTIRDPG                                     
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.2  bits: 19.9 E():   33 
Smith-Waterman score: 48; 40.0% identity (65.0% similar) in 20 aa overlap (55-74:74-93) 
 
           30        40        50        60        70        80     
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG     
                                     : :   :   :..::..::.           
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.2  bits: 19.9 E():   33 
Smith-Waterman score: 48; 40.0% identity (65.0% similar) in 20 aa overlap (55-74:74-93) 
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           30        40        50        60        70        80     
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG     
                                     : :   :   :..::..::.           
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.1  bits: 19.0 E():   33 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (11-49:40-83) 
 
                                   10         20        30          
2MEPSP                     PTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|741 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
      10        20        30        40        50        60          
 
      40            50        60        70        80                
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG                
        :.    ::  .:.                                               
gi|741 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDPRLEFRP 
      70        80        90       100       110       120          
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.0  bits: 19.6 E():   34 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (37-78:115-146) 
 
         10        20        30        40        50        60       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
         70        80                                               
2MEPSP AACAEVPVTIRDPG                                               
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 75.0  bits: 19.6 E():   34 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (37-78:115-146) 
 
         10        20        30        40        50        60       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
         70        80                                               
2MEPSP AACAEVPVTIRDPG                                               
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.9  bits: 18.6 E():   34 
Smith-Waterman score: 44; 26.9% identity (61.5% similar) in 26 aa overlap (44-69:49-74) 
 
            20        30        40        50        60        70    
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:     
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
            80                                  
2MEPSP VTIRDPG                                  
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gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.8  bits: 18.0 E():   34 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (3-20:28-45) 
 
                                        10        20        30      
2MEPSP                          PTAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
          40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 
                                                     
gi|144 ISFCNANPGLMKDVAKVF                            
               70                                    
 
>>gi|556272|gb|AAC37218.1| apyrase [Aedes aegypti]        (562 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 74.4  bits: 20.8 E():   36 
Smith-Waterman score: 51; 25.0% identity (48.8% similar) in 80 aa overlap (1-79:336-407) 
 
                                             10        20        30 
2MEPSP                               PTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::    :.. :: .  : .:  
gi|556 GRLTLYFDDTGEVQHWEGYPVFIDHKVQQDPQILKDLVPWR----EKVEAIGS--TVVGE 
         310       320       330       340           350            
 
                40        50        60        70        80          
2MEPSP S-VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG          
       . .:   : :       :.:   : . :.    .:   :  ..  ..:.:           
gi|556 TKIELDRDSCR-DQECTLGVLYADGFADQYTNDTFRPFAIIQAG-NFRNPIKVGKITNGD 
     360       370        380       390       400        410        
 
gi|556 IIEAAPFGSTADLIRLKGADIWDVAEHSFALDDEGRTNCLQVSGLRIVIDISKPIRSRVK 
       420       430       440       450       460       470        
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 74.2  bits: 18.6 E():   37 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (24-61:12-50) 
 
               10        20        30        40        50           
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHR 
                              :. :. .. ..: : :::   . ... :. :. .. . 
gi|760             DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTK 
                           10        20        30        40         
 
      60        70        80                                        
2MEPSP MAMAFSLAACAEVPVTIRDPG                                        
        :                                                           
gi|760 TAKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTV 
       50        60        70        80        90       100         
 
>>gi|422005|pir||S32101 PHLP5A protein - common timothy   (257 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.8  bits: 19.6 E():   39 
Smith-Waterman score: 47; 27.1% identity (50.0% similar) in 70 aa overlap (1-70:91-149) 
 
                                             10        20        30 
2MEPSP                               PTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|422 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
               70        80        90       100       110       120 
 
               40        50        60        70        80           
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG           
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|422 AAEE----VKVIPAAELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEAAFNDE 
                  130         140            150       160          
 
gi|422 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
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     170       180       190       200       210       220          
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.6  bits: 19.3 E():   40 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (37-78:116-147) 
 
         10        20        30        40        50        60       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          90       100       110       120                130       
 
         70        80                                               
2MEPSP AACAEVPVTIRDPG                                               
       .: : : . :.:                                                 
gi|146 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
        140        150       160       170       180       190      
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 73.5  bits: 18.6 E():   41 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (24-80:28-82) 
 
                   10        20        30        40        50       
2MEPSP     PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
           60        70        80                                   
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPG                                   
        : .....   ::  :   .::. ::                                   
gi|212 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 73.4  bits: 18.9 E():   41 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (11-49:83-126) 
 
                                   10         20        30          
2MEPSP                     PTAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
      40            50        60        70        80                
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG                
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 73.4  bits: 18.3 E():   41 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (31-50:89-108) 
 
               10        20        30        40        50        60 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
               70        80 
2MEPSP AMAFSLAACAEVPVTIRDPG 
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.2  bits: 19.2 E():   42 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (37-78:115-146) 
 
         10        20        30        40        50        60       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
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           90       100       110       120                130      
 
         70        80                                               
2MEPSP AACAEVPVTIRDPG                                               
       .: : : . :.:                                                 
gi|837 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.2  bits: 19.2 E():   42 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (37-78:115-146) 
 
         10        20        30        40        50        60       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
         70        80                                               
2MEPSP AACAEVPVTIRDPG                                               
       .: : : . :.:                                                 
gi|223 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.2  bits: 19.9 E():   42 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (20-72:189-242) 
 
                          10        20        30        40          
2MEPSP            PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
      50          60        70        80                            
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIRDPG                            
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.0  bits: 19.6 E():   43 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (29-70:58-99) 
 
                 10        20        30        40        50         
2MEPSP   PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
       60        70        80                                       
2MEPSP RMAMAFSLAACAEVPVTIRDPG                                       
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.0  bits: 16.2 E():   43 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (66-74:17-25) 
 
          40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 
                                     : ::::  :       
gi|391               SFREQCVPGREITYECLNACAEYAVRQ     
                             10        20            
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.9  bits: 18.6 E():   44 
Smith-Waterman score: 44; 30.4% identity (45.7% similar) in 46 aa overlap (1-46:52-93) 
 
                                             10        20        30 
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2MEPSP                               PTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :::        . :::.      :. :.   
gi|738 TKAEETKTEEPAAPPASEQETADATPEKEEPTAAPAEPEAPAPETEKA----EEVEKIEK 
              30        40        50        60            70        
 
               40        50        60        70        80           
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG           
       . : .:.    :: ::                                             
gi|738 TEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAA 
        80        90       100       110       120       130        
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (46-75:65-94) 
 
          20        30        40        50        60        70      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
          80                                                        
2MEPSP IRDPG                                                        
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.8  bits: 19.5 E():   50 
Smith-Waterman score: 47; 27.5% identity (58.8% similar) in 51 aa overlap (3-45:119-168) 
 
                                           10        20         30  
2MEPSP                             PTAIRDVASWRVKETERMVAIRTELTKLG-AS 
                                     .. :.:. : .:   ..:  .. :  : :. 
gi|320 KHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTGGWAT 
       90       100       110       120        130       140        
 
                 40            50        60        70        80     
2MEPSP VEEGP---DYCII----TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG     
       . .::    ::..    .::.                                        
gi|320 APDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGY 
       150       160       170       180       190       200        
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.8  bits: 20.2 E():   50 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (25-62:168-204) 
 
                     10        20        30        40        50     
2MEPSP       PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
           60        70        80                                   
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPG                                   
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.8  bits: 20.2 E():   50 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (25-62:168-204) 
 
                     10        20        30        40        50     
2MEPSP       PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
           60        70        80                                   
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPG                                   
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        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.8  bits: 17.7 E():   50 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (36-50:70-84) 
 
          10        20        30        40        50        60      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
          70        80 
2MEPSP LAACAEVPVTIRDPG 
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 71.5  bits: 18.9 E():   52 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (37-78:115-146) 
 
         10        20        30        40        50        60       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
         70        80                                               
2MEPSP AACAEVPVTIRDPG                                               
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 71.5  bits: 18.9 E():   52 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (37-78:115-146) 
 
         10        20        30        40        50        60       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
         70        80                                               
2MEPSP AACAEVPVTIRDPG                                               
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|3135501|gb|AAC16527.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 46; 27.1% identity (51.4% similar) in 70 aa overlap (1-70:109-167) 
 
                                             10        20        30 
2MEPSP                               PTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|313 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
       80        90       100       110       120       130         
 
               40        50        60        70        80           
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG           
       ..::      . :  .:.:  :.  :.     ::..:: :                     
gi|313 AAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEAAFNNA 
      140           150              160       170       180        
 
gi|313 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
       190       200       210       220       230       240        
 
>>gi|3135499|gb|AAC16526.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 46; 27.1% identity (51.4% similar) in 70 aa overlap (1-70:109-167) 
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                                             10        20        30 
2MEPSP                               PTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|313 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
       80        90       100       110       120       130         
 
               40        50        60        70        80           
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG           
       ..::      . :  .:.:  :.  :.     ::..:: :                     
gi|313 AAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEAAFNNA 
      140           150              160       170       180        
 
gi|313 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
       190       200       210       220       230       240        
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (12-45:170-204) 
 
                                  10        20        30         40 
2MEPSP                    PTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
               50        60        70        80                     
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG                     
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|3135503|gb|AAC16528.1| major allergen Phl p 5 [Phle  (276 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 46; 27.1% identity (51.4% similar) in 70 aa overlap (1-70:109-167) 
 
                                             10        20        30 
2MEPSP                               PTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|313 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
       80        90       100       110       120       130         
 
               40        50        60        70        80           
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG           
       ..::      . :  .:.:  :.  :.     ::..:: :                     
gi|313 AAEE----VKVIPAGELQV--IEKVDS-----AFKVAATAANAAPANDKFTVFEAAFNNA 
      140           150              160       170       180        
 
gi|313 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAFTAMSEAQKAAK 
       190       200       210       220       230       240        
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 18.6 E():   54 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (36-43:172-179) 
 
          10        20        30        40        50        60      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
          70        80 
2MEPSP LAACAEVPVTIRDPG 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 43; 36.7% identity (76.7% similar) in 30 aa overlap (3-31:54-82) 
 
                                           10        20         30  
2MEPSP                             PTAIRDVASWRVKETERMVAIRTE-LTKLGAS 
                                     ::.:.:.. :. . :....  : .: ::.: 
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gi|121 HDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHAS-RIIGFFGEYVTLLGSS 
            30        40        50        60         70        80   
 
              40        50        60        70        80            
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG            
                                                                    
gi|121 GNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAFDKAF 
             90       100       110       120       130       140   
 
>>gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergillus  (125 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.0 E():   56 
Smith-Waterman score: 42; 35.0% identity (55.0% similar) in 20 aa overlap (59-78:45-64) 
 
       30        40        50        60        70        80         
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG         
                                     :: . :. : : . :   .:           
gi|302 HAPLSDGKTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKDGMGKDDHYLL 
           20        30        40        50        60        70     
 
gi|302 EFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR 
           80        90       100       110       120      
 
>>gi|193806340|sp|P50635.2|APY_AEDAE RecName: Full=Apyra  (562 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.9  bits: 20.1 E():   57 
Smith-Waterman score: 49; 38.5% identity (76.9% similar) in 13 aa overlap (1-13:336-348) 
 
                                             10        20        30 
2MEPSP                               PTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     :  ..:.. ::.:                  
gi|193 GRLTLYFDEEGEVKNWEGYPVFIDHKVQQDPQILKDLVPWRAKVEAIGSTVVGETMIELD 
         310       320       330       340       350       360      
 
               40        50        60        70        80           
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG           
                                                                    
gi|193 RDSCRDQECTLGVLYADGFADQYTNDTFRPFAIIQAGNFRNPIKVGKITNGDIIEAAPFG 
         370       380       390       400       410       420      
 
>>gi|256095986|emb|CAQ68250.1| Der p 1 allergen precurso  (302 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.7  bits: 19.2 E():   58 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (37-78:195-226) 
 
         10        20        30        40        50        60       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|256 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          170       180       190       200                210      
 
         70        80                                               
2MEPSP AACAEVPVTIRDPG                                               
       .: : : . :.:                                                 
gi|256 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          220       230       240       250       260       270     
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (22-55:131-164) 
 
                        10        20        30        40        50  
2MEPSP          PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
              60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPG 
          :                          
gi|158 RTPY                          
                                     
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
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 initn:  37 init1:  37 opt:  44  Z-score: 70.5  bits: 18.6 E():   59 
Smith-Waterman score: 44; 24.1% identity (58.6% similar) in 29 aa overlap (55-80:151-179) 
 
           30        40        50        60           70        80  
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA---CAEVPVTIRDPG  
                                     :.:.....  . :    : .. . : : :  
gi|256 IVEREGLQAVKLAARDTVDGWFNIERVSREYNDYKLVFCPQQAEDNKCEDIGIQIDDDGI 
              130       140       150       160       170       180 
 
gi|256 RRLVLSKNKPLVVQFQKFRSSTA 
              190       200    
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.2  bits: 19.2 E():   61 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (12-45:188-222) 
 
                                  10        20        30         40 
2MEPSP                    PTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
               50        60        70        80                     
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG                     
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.2  bits: 19.2 E():   61 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (12-45:188-222) 
 
                                  10        20        30         40 
2MEPSP                    PTAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
               50        60        70        80                     
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG                     
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.5 E():   64 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (37-53:318-334) 
 
         10        20        30        40        50        60       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
         70        80                                               
2MEPSP AACAEVPVTIRDPG                                               
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|13430402|gb|AAK25823.1| group V allergen Phl p 5 pr  (275 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.7  bits: 18.9 E():   65 
Smith-Waterman score: 45; 27.1% identity (50.0% similar) in 70 aa overlap (1-70:108-166) 
 
                                             10        20        30 
2MEPSP                               PTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|134 GGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
        80        90       100       110       120       130        
 
               40        50        60        70        80           
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2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG           
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|134 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEAAFNNA 
       140           150              160       170       180       
 
gi|134 IKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
        190       200       210       220       230       240       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 45; 27.1% identity (50.0% similar) in 70 aa overlap (1-70:117-175) 
 
                                             10        20        30 
2MEPSP                               PTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|295 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
         90       100       110       120       130       140       
 
               40        50        60        70        80           
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG           
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|295 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEAAFNNA 
        150           160              170       180       190      
 
gi|295 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
         200       210       220       230       240       250      
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 45; 27.1% identity (50.0% similar) in 70 aa overlap (1-70:119-177) 
 
                                             10        20        30 
2MEPSP                               PTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|109 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
       90       100       110       120       130       140         
 
               40        50        60        70        80           
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG           
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|109 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEAAFNDE 
      150           160              170       180       190        
 
gi|109 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
       200       210       220       230       240       250        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 45; 27.1% identity (50.0% similar) in 70 aa overlap (1-70:119-177) 
 
                                             10        20        30 
2MEPSP                               PTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|239 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
       90       100       110       120       130       140         
 
               40        50        60        70        80           
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG           
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|239 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEAAFNDE 
      150           160              170       180       190        
 
gi|239 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
       200       210       220       230       240       250        
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 45; 28.6% identity (48.6% similar) in 70 aa overlap (1-70:120-178) 
 
                                             10        20        30 
2MEPSP                               PTAIRDVASWRVKETERMVAIRTELTKLGA 
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                                     : :  :.    :.:. : .:   :.  .   
gi|217 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTLEVHAVKP 
      90       100       110       120       130       140          
 
               40        50        60        70        80           
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG           
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|217 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKITVFEAAFNDA 
     150           160              170       180       190         
 
gi|217 IKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVKYTVFETAEKKAITAMSEAKKAAK 
      200       210       220       230       240       250         
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 45; 28.6% identity (48.6% similar) in 70 aa overlap (1-70:120-178) 
 
                                             10        20        30 
2MEPSP                               PTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    :.:. : .:   :.  .   
gi|217 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTLEVHAVKP 
      90       100       110       120       130       140          
 
               40        50        60        70        80           
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG           
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|217 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKITVFEAAFNDA 
     150           160              170       180       190         
 
gi|217 IKASTGGAYESYKFIPALEAAVKKAYAATVATAPEVKYTVFETAEKKAITAMSEAKKAAK 
      200       210       220       230       240       250         
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.0  bits: 20.1 E():   72 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (22-46:517-541) 
 
                        10        20        30        40        50  
2MEPSP          PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
              60        70        80                                
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPG                                
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (24-61:12-50) 
 
               10        20        30        40        50           
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHR 
                              :. :. ..  .: : :::   . ... :. :. .. . 
gi|179             DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTK 
                           10        20        30        40         
 
      60        70        80                                        
2MEPSP MAMAFSLAACAEVPVTIRDPG                                        
        :                                                           
gi|179 TAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTV 
       50        60        70        80        90       100         
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.9  bits: 19.2 E():   72 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (19-50:183-213) 
 
                           10        20        30        40         
2MEPSP             PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
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gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
       50        60        70        80                             
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG                             
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.8  bits: 18.9 E():   73 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (7-36:227-256) 
 
                                       10        20        30       
2MEPSP                         PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
         40        50        60        70        80         
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG         
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 68.7  bits: 15.2 E():   74 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (40-47:9-16) 
 
      10        20        30        40        50        60          
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                                     :: :: :.                       
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP               
                                     10        20                   
 
      70        80 
2MEPSP AEVPVTIRDPG 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 18.6 E():   74 
Smith-Waterman score: 44; 40.0% identity (100.0% similar) in 10 aa overlap (65-74:67-76) 
 
           40        50        60        70        80               
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG               
                                     :..::...:.                     
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 45; 27.1% identity (50.0% similar) in 70 aa overlap (1-70:145-203) 
 
                                             10        20        30 
2MEPSP                               PTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    ..:. :..:   :.  .   
gi|398 GAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEVHAVKP 
          120       130       140       150       160       170     
 
               40        50        60        70        80           
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG           
       ..::      . :  .:.:  :.  :      ::..:: :                     
gi|398 AAEE----VKVIPAGELQV--IEKVD-----AAFKVAATAANAAPANDKFTVFEAAFNDA 
              180         190            200       210       220    
 
gi|398 IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAK 
           230       240       250       260       270       280    
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
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 initn:  45 init1:  45 opt:  47  Z-score: 68.7  bits: 19.5 E():   75 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (9-56:372-418) 
 
                                     10        20        30         
2MEPSP                       PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
       40           50        60        70        80                
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG                
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (19-56:130-167) 
 
                           10        20        30        40         
2MEPSP             PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
       50        60        70        80               
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG               
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (19-56:130-167) 
 
                           10        20        30        40         
2MEPSP             PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
       50        60        70        80               
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG               
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.7 E():   75 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (52-63:15-26) 
 
              30        40        50        60        70        80  
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG  
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=Mite   (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.5  bits: 14.9 E():   76 
Smith-Waterman score: 32; 43.8% identity (68.8% similar) in 16 aa overlap (61-76:1-16) 
 
               40        50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 
                                     :.. . :: ::.:  :     
gi|135                               AIGXQPAAEAEAPFQISLMK 
                                             10        20 
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (34-44:3-13) 
 
            10        20        30        40        50        60    
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
            70        80                                            
2MEPSP FSLAACAEVPVTIRDPG                                            
                                                                    
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.5  bits: 18.6 E():   76 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (36-43:245-252) 
 
          10        20        30        40        50        60      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
          70        80 
2MEPSP LAACAEVPVTIRDPG 
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.5  bits: 18.9 E():   76 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (37-45:214-222) 
 
         10        20        30        40        50        60       
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
         70        80                                               
2MEPSP AACAEVPVTIRDPG                                               
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (24-61:21-59) 
 
               10        20        30        40        50           
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHR 
                              :. :. ..  .: : :::   . ... :. :. .. . 
gi|217    SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTK 
                  10        20        30        40        50        
 
      60        70        80                                        
2MEPSP MAMAFSLAACAEVPVTIRDPG                                        
        :                                                           
gi|217 TAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTV 
        60        70        80        90       100       110        
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (48-79:23-54) 
 
        20        30        40        50        60        70        
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|730         MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
        80                                                          
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2MEPSP DPG                                                          
       ::                                                           
gi|730 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (48-79:23-54) 
 
        20        30        40        50        60        70        
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|191         MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
        80                                                          
2MEPSP DPG                                                          
       ::                                                           
gi|191 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.3  bits: 18.6 E():   77 
Smith-Waterman score: 44; 40.0% identity (100.0% similar) in 10 aa overlap (65-74:78-87) 
 
           40        50        60        70        80               
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG               
                                     :..::...:.                     
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 47; 25.6% identity (46.2% similar) in 78 aa overlap (1-78:95-163) 
 
                                             10        20        30 
2MEPSP                               PTAIRDVASWRVKETERMVAIRTELTKLGA 
                                     : :  :.    . :. :..:   :.  .   
gi|226 IAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIAGALEVHAVKP 
           70        80        90       100       110       120     
 
               40        50        60        70        80           
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG           
       ..::     :  :  .:..  .:  :      :: .:: :   . . :             
gi|226 ATEEVGAAKI--PAGELQI--VDKID-----AAFRIAATAANAAPVNDKFTVFEGAFNKA 
          130         140              150       160       170      
 
gi|226 IKESTGGAYEAYKFIPSLETAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKEAK 
         180       190       200       210       220       230      
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.2  bits: 17.0 E():   79 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (36-50:70-84) 
 
          10        20        30        40        50        60      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
      40        50        60        70        80        90          
 
          70        80 
2MEPSP LAACAEVPVTIRDPG 
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 68.2  bits: 17.0 E():   79 
Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (4-50:32-85) 
 
                                          10        20        30    
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2MEPSP                            PTAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
 
                    40        50        60        70        80 
2MEPSP --------EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG 
                 :  : .. : :....                               
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK                        
               70        80        90                          
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (24-80:28-82) 
 
                   10        20        30        40        50       
2MEPSP     PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
           60        70        80                                   
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPG                                   
        : .....   ::  :   .::. ::                                   
gi|158 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (24-80:28-82) 
 
                   10        20        30        40        50       
2MEPSP     PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|214 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
           60        70        80                                   
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPG                                   
        : .....   ::  :   .::. ::                                   
gi|214 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 47; 46.2% identity (76.9% similar) in 13 aa overlap (27-39:454-466) 
 
                   10        20        30        40        50       
2MEPSP     PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     :.:::.. .:  :                  
gi|476 LNPSCKSLHPGRTPKELELHQKPTTLLMDEKMGASLNSSPPNCKNKCKGCQPCKPKLIIV 
           430       440       450       460       470       480    
 
         60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPG 
                                
gi|476 HPNQPEDYYPQRWVCSCHNKIYNP 
           490       500        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (24-61:25-63) 
 
                10        20        30        40        50          
2MEPSP  PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDH 
                               :. :. ..  .: : :::   . ... :. :. ..  
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP RMAMAFSLAACAEVPVTIRDPG                                       
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       . :                                                          
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 44; 40.0% identity (100.0% similar) in 10 aa overlap (65-74:85-94) 
 
           40        50        60        70        80               
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG               
                                     :..::...:.                     
gi|115 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
           60        70        80        90       100       110     
 
gi|115 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
          120       130       140       150       160       170     
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (24-61:29-67) 
 
                    10        20        30        40        50      
2MEPSP      PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPG                                   
        .. . :                                                      
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (24-61:29-67) 
 
                    10        20        30        40        50      
2MEPSP      PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPG                                   
        .. . :                                                      
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (24-61:29-67) 
 
                    10        20        30        40        50      
2MEPSP      PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPG                                   
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (24-61:29-67) 
 
                    10        20        30        40        50      
2MEPSP      PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
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                                   :. :. ..  .: : :::   . ... :. :. 
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPG                                   
        .. . :                                                      
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (24-61:29-67) 
 
                    10        20        30        40        50      
2MEPSP      PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPG                                   
        .. . :                                                      
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.3 E():   83 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (34-44:20-30) 
 
            10        20        30        40        50        60    
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|510            MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNC 
                          10        20        30        40          
 
            70        80                                            
2MEPSP FSLAACAEVPVTIRDPG                                            
                                                                    
gi|510 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
      50        60        70        80        90       100          
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (36-43:272-279) 
 
          10        20        30        40        50        60      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
          70        80 
2MEPSP LAACAEVPVTIRDPG 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (36-43:272-279) 
 
          10        20        30        40        50        60      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
          70        80 
2MEPSP LAACAEVPVTIRDPG 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (36-43:272-279) 
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          10        20        30        40        50        60      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
          70        80 
2MEPSP LAACAEVPVTIRDPG 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (36-43:273-280) 
 
          10        20        30        40        50        60      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|473 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
            250       260       270       280                       
 
          70        80 
2MEPSP LAACAEVPVTIRDPG 
 
>>gi|348137|gb|AAA16792.1| superoxide dismutase (mangane  (233 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.6  bits: 18.3 E():   85 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (19-56:158-195) 
 
                           10        20        30        40         
2MEPSP             PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|348 AIDADFGSLEKLIQLMNAEGAALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
       130       140       150       160       170       180        
 
       50        60        70        80               
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG               
       . .::...                                       
gi|348 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
       190       200       210       220       230    
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 18.6 E():   86 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (36-43:277-284) 
 
          10        20        30        40        50        60      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSFQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
        250       260       270       280       290                 
 
          70        80 
2MEPSP LAACAEVPVTIRDPG 
 
>>gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A-IV   (297 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.6 E():   88 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (36-43:283-290) 
 
          10        20        30        40        50        60      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            260       270       280       290                       
 
          70        80 
2MEPSP LAACAEVPVTIRDPG 
 
>>gi|113560|sp|P22284.1|MPA91_POAPR RecName: Full=Pollen  (373 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.2  bits: 18.9 E():   89 
Smith-Waterman score: 45; 28.6% identity (48.6% similar) in 70 aa overlap (1-70:206-264) 
 
                                             10        20        30 
2MEPSP                               PTAIRDVASWRVKETERMVAIRTELTKLGA 
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                                     : :  :.    ..:. :..:   :.  .   
gi|113 GAAVASSKAVLTSKLDAAYKLAYKSAEGATPEAKYDAYVATLSEALRIIAGTLEVHGVKP 
         180       190       200       210       220       230      
 
               40        50        60        70        80           
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG           
       ..::        :  .:.:  ::  :      ::..:: :                     
gi|113 AAEE----VKAIPAGELQV--IDKVD-----AAFKVAATAANAAPANDKFTVFEAAFNDA 
             240       250              260       270       280     
 
gi|113 IKASTGGAYQSYKFIPALEAAVKQSYAATVATAPAVKYTVFETALKKAITAMSQAQKAAK 
          290       300       310       320       330       340     
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 50.0% identity (66.7% similar) in 12 aa overlap (28-39:148-159) 
 
                  10        20        30        40        50        
2MEPSP    PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
                                     : : .  .::::                   
gi|281 RSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC                   
       120       130       140       150                            
 
        60        70        80 
2MEPSP HRMAMAFSLAACAEVPVTIRDPG 
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.9 E():   89 
Smith-Waterman score: 45; 29.6% identity (59.3% similar) in 27 aa overlap (36-62:51-77) 
 
          10        20        30        40        50        60      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :   .:.  .: :.: .  :: .: ..    
gi|118 MLLLFFFAASVGITDAQVGVCYGMQGNNLPPVSEVIALYKKSNITRMRIYDPNRAVLEAL 
               30        40        50        60        70        80 
 
          70        80                                              
2MEPSP LAACAEVPVTIRDPG                                              
                                                                    
gi|118 RGSNIELILGVPNSDLQSLTNPSNAKSWVQKNVRGFWSSVLFRYIAVGNEISPVNRGTAW 
               90       100       110       120       130       140 
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 27 aa overlap (28-54:1-27) 
 
               10        20        30        40        50        60 
2MEPSP PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                  .:. . :. :  .: : . ... ..:.       
gi|167                            MGVFTYESEDASVIPPARLFKAFVLDSDNLIPK 
                                          10        20        30    
 
               70        80                                         
2MEPSP AMAFSLAACAEVPVTIRDPG                                         
                                                                    
gi|167 VVPQALKSTEIIEGNGGPGTIKKITFGEGSHLKHAKHRIDVIDPENFTYSFSVIEGDALF 
            40        50        60        70        80        90    
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (36-43:293-300) 
 
          10        20        30        40        50        60      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|216 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            270       280       290       300                       
 
          70        80 
2MEPSP LAACAEVPVTIRDPG 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11280

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.7  bits: 14.9 E():   96 
Smith-Waterman score: 32; 55.6% identity (77.8% similar) in 9 aa overlap (71-79:8-16) 
 
               50        60        70        80         
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG         
                                     .: :.: ::          
gi|527                        TDPGHLQDVXVAINDPKXGVFVNRK 
                                      10        20      
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.4  bits: 17.6 E():   98 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (24-61:58-96) 
 
                      10        20        30        40        50    
2MEPSP        PTAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI- 
                                     :. :. ..  .: : :::   . ... :.  
gi|156 FVCVIHFFSFHLFNTKHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALF 
        30        40        50        60        70        80        
 
             60        70        80                                 
2MEPSP DTYDDHRMAMAFSLAACAEVPVTIRDPG                                 
       :. .. . :                                                    
gi|156 DANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKS 
        90       100       110       120       130       140        
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.4  bits: 13.6 E():   99 
Smith-Waterman score: 28; 75.0% identity (100.0% similar) in 4 aa overlap (35-38:7-10) 
 
           10        20        30        40        50        60     
2MEPSP RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 
                                     ::.:                           
gi|250                         PTITIGGPEYR                          
                                       10                           
 
           70        80 
2MEPSP SLAACAEVPVTIRDPG 
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.2 E():   99 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (3-35:126-158) 
 
                                           10        20        30   
2MEPSP                             PTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|114 PGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
             40        50        60        70        80             
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG             
        .:                                                          
gi|114 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.2 E():   99 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (3-35:126-158) 
 
                                           10        20        30   
2MEPSP                             PTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|114 PGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
             40        50        60        70        80             
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG             
        .:                                                          
gi|114 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
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>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.2 E():   99 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (3-35:126-158) 
 
                                           10        20        30   
2MEPSP                             PTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|114 PGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
             40        50        60        70        80             
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG             
        .:                                                          
gi|114 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.2 E():   99 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (3-35:126-158) 
 
                                           10        20        30   
2MEPSP                             PTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|114 PGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
             40        50        60        70        80             
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG             
        .:                                                          
gi|114 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.2 E():   99 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (3-35:126-158) 
 
                                           10        20        30   
2MEPSP                             PTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|114 PGSKKFVVNNLFFNGPCQPQFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
             40        50        60        70        80             
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG             
        .:                                                          
gi|114 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.2 E():   99 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (3-35:126-158) 
 
                                           10        20        30   
2MEPSP                             PTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|248 PGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
             40        50        60        70        80             
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG             
        .:                                                          
gi|248 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.2 E():   99 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (3-35:126-158) 
 
                                           10        20        30   
2MEPSP                             PTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
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gi|114 PGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
             40        50        60        70        80             
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG             
        .:                                                          
gi|114 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.2 E():   99 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (3-35:126-158) 
 
                                           10        20        30   
2MEPSP                             PTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|114 PGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
             40        50        60        70        80             
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG             
        .:                                                          
gi|114 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.2 E():   99 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (3-35:126-158) 
 
                                           10        20        30   
2MEPSP                             PTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|114 PGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
             40        50        60        70        80             
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG             
        .:                                                          
gi|114 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.2 E():   99 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (3-35:126-158) 
 
                                           10        20        30   
2MEPSP                             PTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|114 PGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
             40        50        60        70        80             
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG             
        .:                                                          
gi|114 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.2 E():   99 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (3-35:126-158) 
 
                                           10        20        30   
2MEPSP                             PTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|114 PGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
             40        50        60        70        80             
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG             
        .:                                                          
gi|114 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11283

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

         160       170       180       190       200       210      
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.2 E():   99 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (3-35:126-158) 
 
                                           10        20        30   
2MEPSP                             PTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|248 PGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
             40        50        60        70        80             
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG             
        .:                                                          
gi|248 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.2 E():   99 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (3-35:126-158) 
 
                                           10        20        30   
2MEPSP                             PTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|248 PGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
             40        50        60        70        80             
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG             
        .:                                                          
gi|248 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.2 E():   99 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (3-35:126-158) 
 
                                           10        20        30   
2MEPSP                             PTAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|117 PGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
             40        50        60        70        80             
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPG             
        .:                                                          
gi|117 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|161087230|gb|ABX56711.1| LTP isoallergen 1 precurso  (116 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.0 E(): 1e 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (36-50:94-108) 
 
          10        20        30        40        50        60      
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|161 TTADRQAACNCLKAAAGSLRGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
            70        80        90       100       110              
 
          70        80 
2MEPSP LAACAEVPVTIRDPG 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:07 2011 done: Tue Apr 19 10:58:07 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
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Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 348  - 427 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     1     2:* 
  32     1     8:=* 
  34    19    22:=====* 
  36    27    44:=======   * 
  38    79    73:==================*= 
  40   104   102:=========================* 
  42    96   125:========================       * 
  44   114   138:=============================     * 
  46   139   140:==================================* 
  48   141   134:=================================*== 
  50   183   122:==============================*=============== 
  52   113   108:==========================*== 
  54    93    92:======================*= 
  56    70    77:================== * 
  58    45    63:============   * 
  60    54    51:============*= 
  62    28    41:=======   * 
  64    33    33:========* 
  66    32    26:======*= 
  68    35    20:====*==== 
  70    15    16:===* 
  72    12    12:==* 
  74    10    10:==* 
  76     3     8:=* 
  78     9     6:=*= 
  80     3     5:=* 
  82    14     3:*=== 
  84     6     3:*= 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     2     0:=         *== 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.50790.00331; mu= 8.4439 0.172 
 mean_var=32.5385 8.385, 0's: 2 Z-trim: 2  B-trim: 72 in 1/43 
 Lambda= 0.224841 
 Kolmogorov-Smirnov  statistic: 0.0480 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
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 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   60 23.8     1.2 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   59 23.5     1.3 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   56 22.5     2.6 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.8       3 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   57 22.8     4.4 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   57 22.8     4.4 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 21.2     7.5 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   51 20.9     8.8 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   51 20.9     8.8 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 21.2       9 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.9     9.1 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   53 21.5      10 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   53 21.5      11 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   53 21.5      11 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 20.2      11 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   52 21.2      12 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 21.2      12 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   53 21.5      13 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 20.2      14 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   52 21.2      14 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   52 21.2      14 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   52 21.2      14 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   51 20.9      14 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   51 20.9      14 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   51 20.9      14 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   51 20.9      14 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   51 20.9      14 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   51 20.9      14 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   51 20.9      14 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   51 20.9      14 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   53 21.5      14 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 20.2      20 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 21.2      20 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 20.2      20 
gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Pe ( 320)   51 20.8      20 
gi|195933901|gb|ACG58378.1| Der p 1 allergen precu ( 320)   51 20.8      20 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.9      21 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.6      21 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.6      22 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.6      22 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.9      23 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.6      24 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 20.2      32 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   45 18.9      33 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   45 18.9      33 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   47 19.6      34 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   47 19.6      34 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   45 18.9      34 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   44 18.6      35 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 18.0      36 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.6      38 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   46 19.2      40 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.9      42 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.9      42 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.6      42 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   46 19.2      42 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   46 19.2      42 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.3      43 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.6      43 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.6      47 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 16.0      47 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 20.2      49 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 20.2      49 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   47 19.5      50 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.6      53 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.2      53 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   45 18.9      53 
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gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   45 18.9      53 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.6      55 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 18.3      56 
gi|256095986|emb|CAQ68250.1| Der p 1 allergen prec ( 302)   46 19.2      58 
gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergi ( 125)   42 17.9      58 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   44 18.6      60 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 18.3      61 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.2      61 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.2      61 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   45 18.9      63 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.5      63 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 18.9      64 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   45 18.9      64 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 20.2      69 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 17.9      70 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.2      72 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.9      73 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.5      73 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.6      74 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 18.3      76 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 18.3      76 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.9      76 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.6      77 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.5      77 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.6      77 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.3      77 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   44 18.6      78 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.6      78 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.6      80 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   40 17.3      81 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   40 17.3      81 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   41 17.6      81 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   41 17.6      81 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 15.1      82 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.6      82 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 17.0      83 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 17.0      83 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.3      84 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   41 17.6      84 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   41 17.6      84 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   41 17.6      84 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   41 17.6      84 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   41 17.6      84 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.6      85 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.6      85 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   44 18.6      85 
gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=M (  20)   32 14.7      85 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   44 18.6      85 
gi|348137|gb|AAA16792.1| superoxide dismutase (man ( 233)   43 18.3      86 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   44 18.6      86 
gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A ( 297)   44 18.6      88 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   45 18.9      89 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   44 18.6      91 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   41 17.6      91 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   41 17.6      92 
gi|114841629|dbj|BAF32116.1| pollen allergen [Cryp ( 514)   46 19.2      97 
gi|114841671|dbj|BAF32137.1| pollen allergen [Cryp ( 514)   46 19.2      97 
gi|114841663|dbj|BAF32133.1| pollen allergen [Cryp ( 514)   46 19.2      97 
gi|114841665|dbj|BAF32134.1| pollen allergen [Cryp ( 514)   46 19.2      97 
gi|114841635|dbj|BAF32119.1| pollen allergen [Cryp ( 514)   46 19.2      97 
gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryp ( 514)   46 19.2      97 
gi|114841653|dbj|BAF32128.1| pollen allergen [Cryp ( 514)   46 19.2      97 
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)   46 19.2      97 
gi|114841641|dbj|BAF32122.1| pollen allergen [Cryp ( 514)   46 19.2      97 
gi|114841617|dbj|BAF32110.1| pollen allergen [Cryp ( 514)   46 19.2      97 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   46 19.2      97 
gi|114841607|dbj|BAF32105.1| pollen allergen [Cryp ( 514)   46 19.2      97 
gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryp ( 514)   46 19.2      97 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   46 19.2      97 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
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 initn:  52 init1:  52 opt:  60  Z-score: 101.3  bits: 23.8 E():  1.2 
Smith-Waterman score: 60; 31.7% identity (55.6% similar) in 63 aa overlap (23-80:27-87) 
 
                   10        20        30        40        50       
2MEPSP     TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTY 
                                 :. :: .:   : :::::   .::.. :  . .  
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
 
           60           70        80                                
2MEPSP DDHRMAMAFSLAACA---EVPVTIRDPGC                                
       :.   .. .:  . .   .::  :.  ::                                
gi|457 DSPTAVIKISAKVNGVELQVP-GIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKAD 
      60        70        80         90       100       110         
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  59  Z-score: 100.5  bits: 23.5 E():  1.3 
Smith-Waterman score: 59; 28.3% identity (53.3% similar) in 60 aa overlap (21-79:10-66) 
 
               10        20        30        40        50           
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRM 
                           . :.:.:  .   : :.:.:   . :.. : . . .:    
gi|484            GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQDTTK 
                          10        20         30        40         
 
      60        70        80                                        
2MEPSP AMAFSLAACAEVPVTIRDPGC                                        
       :    ::  : .:. .  ::                                         
gi|484 ATIKVLAKVAGTPIQV--PGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTA 
       50        60          70        80        90       100       
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 95.0  bits: 22.5 E():  2.6 
Smith-Waterman score: 56; 24.6% identity (57.9% similar) in 57 aa overlap (23-79:12-67) 
 
               10        20        30        40        50        60 
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                             :. .:..:   : .::.:   . :.. :    ..   . 
gi|484            GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQDTAS 
                          10        20         30        40         
 
               70        80                                         
2MEPSP MAFSLAACAEVPVTIRDPGC                                         
       ... :.:  .  ..:  ::                                          
gi|484 VGLVLTAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKA 
       50        60        70        80        90       100         
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 93.8  bits: 23.8 E():    3 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (29-55:23-50) 
 
               10        20        30        40        50           
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDHRM 
                                   :. ::  .: :.. ::.... ... .::     
gi|122       MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVDVI 
                     10        20        30        40        50     
 
      60        70        80                                        
2MEPSP AMAFSLAACAEVPVTIRDPGC                                        
                                                                    
gi|122 HEFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRGIF 
           60        70        80        90       100       110     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.9  bits: 22.8 E():  4.4 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (54-80:74-100) 
 
            30        40        50        60        70        80    
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC    
                                     : :   :   :..::..::.     ::    
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
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            50        60        70        80        90       100    
 
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.9  bits: 22.8 E():  4.4 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (54-80:74-100) 
 
            30        40        50        60        70        80    
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC    
                                     : :   :   :..::..::.     ::    
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.8  bits: 21.2 E():  7.5 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (11-44:104-138) 
 
                                   10        20         30          
2MEPSP                     TAIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
      40        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
       :.: .                                     
gi|110 ISPSQGCQFSSPYWSY                          
           140                                   
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 85.5  bits: 20.9 E():  8.8 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (23-79:28-82) 
 
                    10        20        30        40        50      
2MEPSP      TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
          60        70         80                                   
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGC                                   
        .. .   .. . :.:  .::. ::                                    
gi|170 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 85.5  bits: 20.9 E():  8.8 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (23-79:28-82) 
 
                    10        20        30        40        50      
2MEPSP      TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
          60        70         80                                   
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGC                                   
        .. .   .. . :.:  .::. ::                                    
gi|158 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 85.4  bits: 21.2 E():    9 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (31-59:36-62) 
 
               10        20        30        40        50        60 
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2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
               70        80                                         
2MEPSP MAFSLAACAEVPVTIRDPGC                                         
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 85.2  bits: 20.9 E():  9.1 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (23-60:29-67) 
 
                     10        20        30        40        50     
2MEPSP       TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGC                                  
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.4  bits: 21.5 E():   10 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (64-80:67-83) 
 
            40        50        60        70        80              
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC              
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.1  bits: 21.5 E():   11 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (64-80:78-94) 
 
            40        50        60        70        80              
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC              
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 21.5 E():   11 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (64-80:85-101) 
 
            40        50        60        70        80              
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC              
                                     :..::...:.     ::              
gi|115 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
           60        70        80        90       100       110     
 
gi|115 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
          120       130       140       150       160       170     
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 83.5  bits: 20.2 E():   11 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (4-42:63-104) 
 
                                          10          20         30 
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2MEPSP                            TAIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
               40        50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
       .   : ::.  :                                       
gi|999 AALVPKYCLQHPHACDLYKNQTVMS                          
            100       110                                 
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.9  bits: 21.2 E():   12 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (65-80:55-70) 
 
           40        50        60        70        80               
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC               
                                     ..::..::.     ::               
gi|114 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
           30        40        50        60        70        80     
 
gi|114 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
           90       100       110       120       130       140     
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 82.9  bits: 21.2 E():   12 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (27-44:180-197) 
 
                   10        20        30         40        50      
2MEPSP     TAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
          60        70        80             
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGC             
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 82.3  bits: 21.5 E():   13 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (44-80:91-131) 
 
            20        30        40        50         60             
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|627 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISQLTTSQQDIVLADELSQEVCILSA 
               70        80        90       100       110       120 
 
      70        80                                                  
2MEPSP EVPVTIRDPGC                                                  
       .: : :  :::                                                  
gi|627 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              130       140       150       160       170       180 
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 82.2  bits: 20.2 E():   14 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (11-44:96-130) 
 
                                   10        20         30          
2MEPSP                     TAIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
      40        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
       :.: .                                     
gi|244 ISPSQGCQFQSSY                             
         130                                     
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>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.1  bits: 21.2 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (65-80:79-94) 
 
           40        50        60        70        80               
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC               
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.1  bits: 21.2 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (65-80:79-94) 
 
           40        50        60        70        80               
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC               
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVFITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.1  bits: 21.2 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (65-80:79-94) 
 
           40        50        60        70        80               
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC               
                                     ..::..::.     ::               
gi|141 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|141 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 82.1  bits: 20.9 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (36-77:109-140) 
 
          10        20        30        40        50        60      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
          70        80                                              
2MEPSP AACAEVPVTIRDPGC                                              
       .: : : . :.:                                                 
gi|616 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
     130        140       150       160       170       180         
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.9  bits: 20.9 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (36-77:115-146) 
 
          10        20        30        40        50        60      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
          70        80                                              
2MEPSP AACAEVPVTIRDPGC                                              
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
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>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.9  bits: 20.9 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (36-77:115-146) 
 
          10        20        30        40        50        60      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
          70        80                                              
2MEPSP AACAEVPVTIRDPGC                                              
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.9  bits: 20.9 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (36-77:115-146) 
 
          10        20        30        40        50        60      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
          70        80                                              
2MEPSP AACAEVPVTIRDPGC                                              
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.9  bits: 20.9 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (36-77:115-146) 
 
          10        20        30        40        50        60      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
          70        80                                              
2MEPSP AACAEVPVTIRDPGC                                              
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.9  bits: 20.9 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (36-77:115-146) 
 
          10        20        30        40        50        60      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
          70        80                                              
2MEPSP AACAEVPVTIRDPGC                                              
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.9  bits: 20.9 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (36-77:115-146) 
 
          10        20        30        40        50        60      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
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                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
          70        80                                              
2MEPSP AACAEVPVTIRDPGC                                              
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.9  bits: 20.9 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (36-77:115-146) 
 
          10        20        30        40        50        60      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
          70        80                                              
2MEPSP AACAEVPVTIRDPGC                                              
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 81.8  bits: 21.5 E():   14 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (44-80:111-151) 
 
            20        30        40        50         60             
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|170 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISNLTTSQQDIVLADELSQEVCILSA 
               90       100       110       120       130       140 
 
      70        80                                                  
2MEPSP EVPVTIRDPGC                                                  
       .: : :  :::                                                  
gi|170 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              150       160       170       180       190       200 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.2  bits: 20.2 E():   20 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (12-62:56-100) 
 
                                  10        20         30        40 
2MEPSP                    TAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
               50         60        70        80                    
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIRDPGC                    
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 79.2  bits: 21.2 E():   20 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (11-54:81-124) 
 
                                   10        20        30        40 
2MEPSP                     TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
               50        60        70        80                     
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC                     
           :: .: : ..                                               
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gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.1  bits: 20.2 E():   20 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (12-62:60-104) 
 
                                  10        20         30        40 
2MEPSP                    TAIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
               50         60        70        80                    
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIRDPGC                    
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
 
>>gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Peptid  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.0  bits: 20.8 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (36-77:213-244) 
 
          10        20        30        40        50        60      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|730 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
          70        80                                              
2MEPSP AACAEVPVTIRDPGC                                              
       .: : : . :.:                                                 
gi|730 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|195933901|gb|ACG58378.1| Der p 1 allergen precursor  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.0  bits: 20.8 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (36-77:213-244) 
 
          10        20        30        40        50        60      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|195 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
          70        80                                              
2MEPSP AACAEVPVTIRDPGC                                              
       .: : : . :.:                                                 
gi|195 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.7  bits: 19.9 E():   21 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (39-66:106-134) 
 
       10        20        30        40        50        60         
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
        70        80                         
2MEPSP CAEVPVTIRDPGC                         
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 78.6  bits: 18.6 E():   21 
Smith-Waterman score: 44; 28.6% identity (61.9% similar) in 42 aa overlap (2-42:21-61) 
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                                  10         20        30        40 
2MEPSP                    TAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCII 
                           :.: ..:  . :..::.: : :.   .  . .:  ..:   
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCNA 
               10        20        30        40         50          
 
               50        60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
       .:                                       
gi|124 NPGLMKDVAKVF                             
      60        70                              
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 78.5  bits: 19.6 E():   22 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (23-50:28-54) 
 
                    10        20        30        40        50      
2MEPSP      TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
          60        70        80                                    
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGC                                    
                                                                    
gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 78.4  bits: 18.6 E():   22 
Smith-Waterman score: 44; 28.6% identity (61.9% similar) in 42 aa overlap (2-42:23-63) 
 
                                    10         20        30         
2MEPSP                      TAIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                             :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
 
       40        50        60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
         .:                                       
gi|124 NANPGLMKDVAKVF                             
      60        70                                
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.0  bits: 19.9 E():   23 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (37-43:141-147) 
 
         10        20        30        40        50        60       
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
         70        80     
2MEPSP ACAEVPVTIRDPGC     
                          
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 77.5  bits: 18.6 E():   24 
Smith-Waterman score: 44; 28.6% identity (61.9% similar) in 42 aa overlap (2-42:32-72) 
 
                                            10         20        30 
2MEPSP                              TAIRDVASWRVKETERMVA-IRTELTKLGAS 
                                     :.: ..:  . :..::.: : :.   .  . 
gi|187 TMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-ID 
              10        20        30        40        50         60 
 
               40        50        60        70        80 
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2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
        .:  ..:  .:                                       
gi|187 FDEFISFCNANPGLMKDVAKVF                             
               70        80                               
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 75.3  bits: 20.2 E():   32 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (27-55:141-170) 
 
                   10        20        30         40        50      
2MEPSP     TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
          60        70        80                                    
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGC                                    
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.1  bits: 18.9 E():   33 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (10-48:82-125) 
 
                                    10         20        30         
2MEPSP                      TAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|249 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
              60        70        80        90       100       110  
 
       40            50        60        70        80 
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
        :.    ::  .:.                                 
gi|249 GIVDSKLPPIDVNMDCKTLGVLHYKGN                    
             120       130                            
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.1  bits: 18.9 E():   33 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (10-48:46-89) 
 
                                    10         20        30         
2MEPSP                      TAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|391 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
          20        30        40        50        60        70      
 
       40            50        60        70        80               
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC               
        :.    ::  .:.                                               
gi|391 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
          80        90       100       110       120       130      
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.9  bits: 19.6 E():   34 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (36-77:115-146) 
 
          10        20        30        40        50        60      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
          70        80                                              
2MEPSP AACAEVPVTIRDPGC                                              
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.9  bits: 19.6 E():   34 
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Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (36-77:115-146) 
 
          10        20        30        40        50        60      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
          70        80                                              
2MEPSP AACAEVPVTIRDPGC                                              
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (10-48:40-83) 
 
                                    10         20        30         
2MEPSP                      TAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|741 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
      10        20        30        40        50        60          
 
       40            50        60        70        80               
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC               
        :.    ::  .:.                                               
gi|741 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDPRLEFRP 
      70        80        90       100       110       120          
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.6  bits: 18.6 E():   35 
Smith-Waterman score: 44; 26.9% identity (61.5% similar) in 26 aa overlap (43-68:49-74) 
 
             20        30        40        50        60        70   
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:     
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
             80                                 
2MEPSP VTIRDPGC                                 
                                                
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.4  bits: 18.0 E():   36 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (2-19:28-45) 
 
                                         10        20        30     
2MEPSP                           TAIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
           40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
                                                      
gi|144 ISFCNANPGLMKDVAKVF                             
               70                                     
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.9  bits: 18.6 E():   38 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (23-60:12-50) 
 
               10        20        30        40        50           
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRM 
                             :. :. .. ..: : :::   . ... :. :. .. .  
gi|760            DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKT 
                          10        20        30        40          
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      60        70        80                                        
2MEPSP AMAFSLAACAEVPVTIRDPGC                                        
       :                                                            
gi|760 AKIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVK 
      50        60        70        80        90       100          
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.5  bits: 19.2 E():   40 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (36-77:116-147) 
 
          10        20        30        40        50        60      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          90       100       110       120                130       
 
          70        80                                              
2MEPSP AACAEVPVTIRDPGC                                              
       .: : : . :.:                                                 
gi|146 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
        140        150       160       170       180       190      
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.2  bits: 19.9 E():   42 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (19-71:189-242) 
 
                           10        20        30        40         
2MEPSP             TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
       50          60        70        80                           
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIRDPGC                           
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 73.2  bits: 18.9 E():   42 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (10-48:83-126) 
 
                                    10         20        30         
2MEPSP                      TAIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
       40            50        60        70        80               
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC               
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 73.2  bits: 18.6 E():   42 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (23-79:28-82) 
 
                    10        20        30        40        50      
2MEPSP      TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
            60        70        80                                  
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGC                                  
        : .....   ::  :   .::. ::                                   
gi|212 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
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>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.1  bits: 19.2 E():   42 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (36-77:115-146) 
 
          10        20        30        40        50        60      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
          70        80                                              
2MEPSP AACAEVPVTIRDPGC                                              
       .: : : . :.:                                                 
gi|223 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.1  bits: 19.2 E():   42 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (36-77:115-146) 
 
          10        20        30        40        50        60      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
          70        80                                              
2MEPSP AACAEVPVTIRDPGC                                              
       .: : : . :.:                                                 
gi|837 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 73.1  bits: 18.3 E():   43 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (30-49:89-108) 
 
                10        20        30        40        50          
2MEPSP  TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
      60        70        80 
2MEPSP AMAFSLAACAEVPVTIRDPGC 
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.0  bits: 19.6 E():   43 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (28-69:58-99) 
 
                  10        20        30        40        50        
2MEPSP    TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
        60        70        80                                      
2MEPSP RMAMAFSLAACAEVPVTIRDPGC                                      
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (45-74:65-94) 
 
           20        30        40        50        60        70     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
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           80                                                       
2MEPSP IRDPGC                                                       
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.3  bits: 16.0 E():   47 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (65-73:17-25) 
 
           40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
                                     : ::::  :        
gi|391               SFREQCVPGREITYECLNACAEYAVRQ      
                             10        20             
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (24-61:168-204) 
 
                      10        20        30        40        50    
2MEPSP        TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
            60        70        80                                  
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGC                                  
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (24-61:168-204) 
 
                      10        20        30        40        50    
2MEPSP        TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
            60        70        80                                  
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGC                                  
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.9  bits: 19.5 E():   50 
Smith-Waterman score: 47; 27.5% identity (58.8% similar) in 51 aa overlap (2-44:119-168) 
 
                                            10        20         30 
2MEPSP                              TAIRDVASWRVKETERMVAIRTELTKLG-AS 
                                     .. :.:. : .:   ..:  .. :  : :. 
gi|320 KHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTGGWAT 
       90       100       110       120        130       140        
 
                  40            50        60        70        80    
2MEPSP VEEGP---DYCII----TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC    
       . .::    ::..    .::.                                        
gi|320 APDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGY 
       150       160       170       180       190       200        
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.4  bits: 17.6 E():   53 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (35-49:70-84) 
 
           10        20        30        40        50        60     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
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gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
           70        80 
2MEPSP LAACAEVPVTIRDPGC 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (11-44:170-204) 
 
                                   10        20        30           
2MEPSP                     TAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
      40        50        60        70        80                    
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC                    
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 71.4  bits: 18.9 E():   53 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (36-77:115-146) 
 
          10        20        30        40        50        60      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
          70        80                                              
2MEPSP AACAEVPVTIRDPGC                                              
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 71.4  bits: 18.9 E():   53 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (36-77:115-146) 
 
          10        20        30        40        50        60      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
          70        80                                              
2MEPSP AACAEVPVTIRDPGC                                              
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.0  bits: 18.6 E():   55 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (35-42:172-179) 
 
           10        20        30        40        50        60     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
           70        80 
2MEPSP LAACAEVPVTIRDPGC 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 36.7% identity (76.7% similar) in 30 aa overlap (2-30:54-82) 
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                                            10        20         30 
2MEPSP                              TAIRDVASWRVKETERMVAIRTE-LTKLGAS 
                                     ::.:.:.. :. . :....  : .: ::.: 
gi|121 HDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHAS-RIIGFFGEYVTLLGSS 
            30        40        50        60         70        80   
 
               40        50        60        70        80           
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC           
                                                                    
gi|121 GNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAFDKAF 
             90       100       110       120       130       140   
 
>>gi|256095986|emb|CAQ68250.1| Der p 1 allergen precurso  (302 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.7  bits: 19.2 E():   58 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (36-77:195-226) 
 
          10        20        30        40        50        60      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|256 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          170       180       190       200                210      
 
          70        80                                              
2MEPSP AACAEVPVTIRDPGC                                              
       .: : : . :.:                                                 
gi|256 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          220       230       240       250       260       270     
 
>>gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergillus  (125 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 17.9 E():   58 
Smith-Waterman score: 42; 35.0% identity (55.0% similar) in 20 aa overlap (58-77:45-64) 
 
        30        40        50        60        70        80        
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC        
                                     :: . :. : : . :   .:           
gi|302 HAPLSDGKTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKDGMGKDDHYLL 
           20        30        40        50        60        70     
 
gi|302 EFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR 
           80        90       100       110       120      
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.3  bits: 18.6 E():   60 
Smith-Waterman score: 44; 24.1% identity (58.6% similar) in 29 aa overlap (54-79:151-179) 
 
            30        40        50        60           70        80 
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA---CAEVPVTIRDPGC 
                                     :.:.....  . :    : .. . : : :  
gi|256 IVEREGLQAVKLAARDTVDGWFNIERVSREYNDYKLVFCPQQAEDNKCEDIGIQIDDDGI 
              130       140       150       160       170       180 
 
gi|256 RRLVLSKNKPLVVQFQKFRSSTA 
              190       200    
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 18.3 E():   61 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (21-54:131-164) 
 
                         10        20        30        40        50 
2MEPSP           TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
               60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
          :                           
gi|158 RTPY                           
                                      
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
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 initn:  45 init1:  45 opt:  46  Z-score: 70.2  bits: 19.2 E():   61 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (11-44:188-222) 
 
                                   10        20        30           
2MEPSP                     TAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
      40        50        60        70        80                    
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC                    
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.2  bits: 19.2 E():   61 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (11-44:188-222) 
 
                                   10        20        30           
2MEPSP                     TAIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
      40        50        60        70        80                    
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC                    
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   63 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (54-80:66-92) 
 
            30        40        50        60        70        80    
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC    
                                     : :   :  ... .:.. :.     ::    
gi|117 SYGDKWLEARPPGMVRPRVLAPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
gi|117 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFR 
         100       110       120       130       140       150      
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (36-52:318-334) 
 
          10        20        30        40        50        60      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
          70        80                                              
2MEPSP AACAEVPVTIRDPGC                                              
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (54-80:66-92) 
 
            30        40        50        60        70        80    
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC    
                                     : :   :  ... .:.. :.     ::    
gi|109 SYGDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
gi|109 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDT 
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         100       110       120       130       140       150      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (54-80:66-92) 
 
            30        40        50        60        70        80    
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC    
                                     : :   :  ... .:.. :.     ::    
gi|811 AYGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
gi|811 FEVKCSKPEACSDKPVIIHITDMNTEPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDM 
         100       110       120       130       140       150      
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.2  bits: 20.2 E():   69 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (21-45:517-541) 
 
                         10        20        30        40        50 
2MEPSP           TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
               60        70        80                               
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGC                               
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.9 E():   70 
Smith-Waterman score: 42; 34.8% identity (56.5% similar) in 23 aa overlap (23-45:71-93) 
 
                       10        20        30        40        50   
2MEPSP         TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :.  . : .:.    :: ::        
gi|738 ETADATPEKEEPTAAPAEPEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPV 
               50        60        70        80        90       100 
 
             60        70        80                        
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGC                        
                                                           
gi|738 AEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAAETATTEVPVEKTEE 
              110       120       130       140       150  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.0  bits: 19.2 E():   72 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (18-49:183-213) 
 
                            10        20        30        40        
2MEPSP              TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
        50        60        70        80                            
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC                            
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.8  bits: 18.9 E():   73 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (6-35:227-256) 
 
                                        10        20        30      
2MEPSP                          TAIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
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        200       210       220       230       240       250       
 
          40        50        60        70        80        
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC        
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.8  bits: 19.5 E():   73 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (8-55:372-418) 
 
                                      10        20        30        
2MEPSP                        TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
        40           50        60        70        80               
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC               
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.7  bits: 17.6 E():   74 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (23-60:12-50) 
 
               10        20        30        40        50           
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRM 
                             :. :. ..  .: : :::   . ... :. :. .. .  
gi|179            DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKT 
                          10        20        30        40          
 
      60        70        80                                        
2MEPSP AMAFSLAACAEVPVTIRDPGC                                        
       :                                                            
gi|179 AKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVK 
      50        60        70        80        90       100          
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (18-55:130-167) 
 
                            10        20        30        40        
2MEPSP              TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
        50        60        70        80              
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC              
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (18-55:130-167) 
 
                            10        20        30        40        
2MEPSP              TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
        50        60        70        80              
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC              
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
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>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.5  bits: 18.9 E():   76 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (36-44:214-222) 
 
          10        20        30        40        50        60      
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
          70        80                                              
2MEPSP AACAEVPVTIRDPGC                                              
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (35-42:245-252) 
 
           10        20        30        40        50        60     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
           70        80 
2MEPSP LAACAEVPVTIRDPGC 
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 19.5 E():   77 
Smith-Waterman score: 47; 46.2% identity (76.9% similar) in 13 aa overlap (26-38:454-466) 
 
                    10        20        30        40        50      
2MEPSP      TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     :.:::.. .:  :                  
gi|476 LNPSCKSLHPGRTPKELELHQKPTTLLMDEKMGASLNSSPPNCKNKCKGCQPCKPKLIIV 
           430       440       450       460       470       480    
 
          60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGC 
                                 
gi|476 HPNQPEDYYPQRWVCSCHNKIYNP  
           490       500         
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (51-62:15-26) 
 
               30        40        50        60        70        80 
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (33-43:3-13) 
 
             10        20        30        40        50        60   
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
             70        80                                           
2MEPSP FSLAACAEVPVTIRDPGC                                           
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gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 27 aa overlap (54-80:66-92) 
 
            30        40        50        60        70        80    
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC    
                                     : :   :   ....:...:.     ::    
gi|409 TYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSC 
          40        50        60        70        80        90      
 
gi|409 FEIKCTKPESCSGEPVLVHITDDNEEPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELEL 
         100       110       120       130       140       150      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 44; 28.9% identity (48.9% similar) in 45 aa overlap (28-72:92-135) 
 
                  10        20        30        40        50        
2MEPSP    TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. :   :  . :  : : : :  . . : 
gi|226 KASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIA-GALEVH 
              70        80        90       100       110        120 
 
        60        70        80                                      
2MEPSP RMAMAFSLAACAEVPVTIRDPGC                                      
        .  :   .. :..:                                              
gi|226 AVKPATEEVGAAKIPAGELQIVDKIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKEST 
              130       140       150       160       170       180 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (23-60:21-59) 
 
               10        20        30        40        50           
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRM 
                             :. :. ..  .: : :::   . ... :. :. .. .  
gi|217   SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKT 
                 10        20        30        40        50         
 
      60        70        80                                        
2MEPSP AMAFSLAACAEVPVTIRDPGC                                        
       :                                                            
gi|217 AKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVK 
       60        70        80        90       100       110         
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (47-78:23-54) 
 
         20        30        40        50        60        70       
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|730         MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
         80                                                         
2MEPSP DPGC                                                         
       ::                                                           
gi|730 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (47-78:23-54) 
 
         20        30        40        50        60        70       
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
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                                     :: : :  : .  :..:. :      :    
gi|191         MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
         80                                                         
2MEPSP DPGC                                                         
       ::                                                           
gi|191 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (23-79:28-82) 
 
                    10        20        30        40        50      
2MEPSP      TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
            60        70        80                                  
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGC                                  
        : .....   ::  :   .::. ::                                   
gi|158 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (23-79:28-82) 
 
                    10        20        30        40        50      
2MEPSP      TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|214 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
            60        70        80                                  
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGC                                  
        : .....   ::  :   .::. ::                                   
gi|214 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.9  bits: 15.1 E():   82 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (39-46:9-16) 
 
       10        20        30        40        50        60         
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                                     :: :: :.                       
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP               
                                     10        20                   
 
       70        80 
2MEPSP AEVPVTIRDPGC 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (23-60:25-63) 
 
                 10        20        30        40        50         
2MEPSP   TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDH 
                               :. :. ..  .: : :::   . ... :. :. ..  
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP RMAMAFSLAACAEVPVTIRDPGC                                      
       . :                                                          
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
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>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.8  bits: 17.0 E():   83 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (35-49:70-84) 
 
           10        20        30        40        50        60     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
      40        50        60        70        80        90          
 
           70        80 
2MEPSP LAACAEVPVTIRDPGC 
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 67.8  bits: 17.0 E():   83 
Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (3-49:32-85) 
 
                                           10        20        30   
2MEPSP                             TAIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
 
                     40        50        60        70        80 
2MEPSP --------EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
                 :  : .. : :....                                
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK                         
               70        80        90                           
 
>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.3 E():   84 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (33-43:20-30) 
 
             10        20        30        40        50        60   
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|510            MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNC 
                          10        20        30        40          
 
             70        80                                           
2MEPSP FSLAACAEVPVTIRDPGC                                           
                                                                    
gi|510 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
      50        60        70        80        90       100          
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (23-60:29-67) 
 
                     10        20        30        40        50     
2MEPSP       TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGC                                  
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (23-60:29-67) 
 
                     10        20        30        40        50     
2MEPSP       TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
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            60        70        80                                  
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGC                                  
        .. . :                                                      
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (23-60:29-67) 
 
                     10        20        30        40        50     
2MEPSP       TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGC                                  
        .. . :                                                      
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (23-60:29-67) 
 
                     10        20        30        40        50     
2MEPSP       TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGC                                  
        .. . :                                                      
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (23-60:29-67) 
 
                     10        20        30        40        50     
2MEPSP       TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGC                                  
        .. . :                                                      
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (35-42:272-279) 
 
           10        20        30        40        50        60     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
           70        80 
2MEPSP LAACAEVPVTIRDPGC 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (35-42:272-279) 
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           10        20        30        40        50        60     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
           70        80 
2MEPSP LAACAEVPVTIRDPGC 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (35-42:272-279) 
 
           10        20        30        40        50        60     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
           70        80 
2MEPSP LAACAEVPVTIRDPGC 
 
>>gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=Mite   (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.6  bits: 14.7 E():   85 
Smith-Waterman score: 32; 43.8% identity (68.8% similar) in 16 aa overlap (60-75:1-16) 
 
      30        40        50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
                                     :.. . :: ::.:  :      
gi|135                               AIGXQPAAEAEAPFQISLMK  
                                             10        20  
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (35-42:273-280) 
 
           10        20        30        40        50        60     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|473 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
            250       260       270       280                       
 
           70        80 
2MEPSP LAACAEVPVTIRDPGC 
 
>>gi|348137|gb|AAA16792.1| superoxide dismutase (mangane  (233 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.5  bits: 18.3 E():   86 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (18-55:158-195) 
 
                            10        20        30        40        
2MEPSP              TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|348 AIDADFGSLEKLIQLMNAEGAALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
       130       140       150       160       170       180        
 
        50        60        70        80              
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC              
       . .::...                                       
gi|348 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
       190       200       210       220       230    
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 18.6 E():   86 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (35-42:277-284) 
 
           10        20        30        40        50        60     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSFQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
        250       260       270       280       290                 
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           70        80 
2MEPSP LAACAEVPVTIRDPGC 
 
>>gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A-IV   (297 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.6 E():   88 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (35-42:283-290) 
 
           10        20        30        40        50        60     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            260       270       280       290                       
 
           70        80 
2MEPSP LAACAEVPVTIRDPGC 
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 18.9 E():   89 
Smith-Waterman score: 45; 29.6% identity (59.3% similar) in 27 aa overlap (35-61:51-77) 
 
           10        20        30        40        50        60     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :   .:.  .: :.: .  :: .: ..    
gi|118 MLLLFFFAASVGITDAQVGVCYGMQGNNLPPVSEVIALYKKSNITRMRIYDPNRAVLEAL 
               30        40        50        60        70        80 
 
           70        80                                             
2MEPSP LAACAEVPVTIRDPGC                                             
                                                                    
gi|118 RGSNIELILGVPNSDLQSLTNPSNAKSWVQKNVRGFWSSVLFRYIAVGNEISPVNRGTAW 
               90       100       110       120       130       140 
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (35-42:293-300) 
 
           10        20        30        40        50        60     
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|216 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            270       280       290       300                       
 
           70        80 
2MEPSP LAACAEVPVTIRDPGC 
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 41; 50.0% identity (66.7% similar) in 12 aa overlap (27-38:148-159) 
 
                   10        20        30        40        50       
2MEPSP     TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
                                     : : .  .::::                   
gi|281 RSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC                   
       120       130       140       150                            
 
         60        70        80 
2MEPSP HRMAMAFSLAACAEVPVTIRDPGC 
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 27 aa overlap (27-53:1-27) 
 
               10        20        30        40        50        60 
2MEPSP TAIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                 .:. . :. :  .: : . ... ..:.        
gi|167                           MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKV 
                                         10        20        30     
 
               70        80                                         
2MEPSP MAFSLAACAEVPVTIRDPGC                                         
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gi|167 VPQALKSTEIIEGNGGPGTIKKITFGEGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFD 
           40        50        60        70        80        90     
 
>>gi|114841629|dbj|BAF32116.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.2 E():   97 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (2-34:126-158) 
 
                                            10        20        30  
2MEPSP                              TAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|114 PGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
              40        50        60        70        80            
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC            
        .:                                                          
gi|114 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|114841671|dbj|BAF32137.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.2 E():   97 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (2-34:126-158) 
 
                                            10        20        30  
2MEPSP                              TAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|114 PGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
              40        50        60        70        80            
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC            
        .:                                                          
gi|114 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|114841663|dbj|BAF32133.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.2 E():   97 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (2-34:126-158) 
 
                                            10        20        30  
2MEPSP                              TAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|114 PGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
              40        50        60        70        80            
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC            
        .:                                                          
gi|114 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|114841665|dbj|BAF32134.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.2 E():   97 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (2-34:126-158) 
 
                                            10        20        30  
2MEPSP                              TAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|114 PGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
              40        50        60        70        80            
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC            
        .:                                                          
gi|114 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|114841635|dbj|BAF32119.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.2 E():   97 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (2-34:126-158) 
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                                            10        20        30  
2MEPSP                              TAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|114 PGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
              40        50        60        70        80            
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC            
        .:                                                          
gi|114 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|24898906|dbj|BAC23083.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.2 E():   97 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (2-34:126-158) 
 
                                            10        20        30  
2MEPSP                              TAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|248 PGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
              40        50        60        70        80            
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC            
        .:                                                          
gi|248 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|114841653|dbj|BAF32128.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.2 E():   97 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (2-34:126-158) 
 
                                            10        20        30  
2MEPSP                              TAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|114 PGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
              40        50        60        70        80            
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC            
        .:                                                          
gi|114 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.2 E():   97 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (2-34:126-158) 
 
                                            10        20        30  
2MEPSP                              TAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|117 PGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
              40        50        60        70        80            
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC            
        .:                                                          
gi|117 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|114841641|dbj|BAF32122.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.2 E():   97 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (2-34:126-158) 
 
                                            10        20        30  
2MEPSP                              TAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|114 PGSKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
              40        50        60        70        80            
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2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC            
        .:                                                          
gi|114 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|114841617|dbj|BAF32110.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.2 E():   97 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (2-34:126-158) 
 
                                            10        20        30  
2MEPSP                              TAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|114 PGSKKFVVNNLFFNGPCQPQFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
              40        50        60        70        80            
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC            
        .:                                                          
gi|114 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.2 E():   97 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (2-34:126-158) 
 
                                            10        20        30  
2MEPSP                              TAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|248 PGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
              40        50        60        70        80            
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC            
        .:                                                          
gi|248 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|114841607|dbj|BAF32105.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.2 E():   97 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (2-34:126-158) 
 
                                            10        20        30  
2MEPSP                              TAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|114 PGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
              40        50        60        70        80            
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC            
        .:                                                          
gi|114 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|24898904|dbj|BAC23082.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.2 E():   97 
Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (2-34:126-158) 
 
                                            10        20        30  
2MEPSP                              TAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|248 PGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
              40        50        60        70        80            
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC            
        .:                                                          
gi|248 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.2 E():   97 
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Smith-Waterman score: 46; 30.3% identity (60.6% similar) in 33 aa overlap (2-34:126-158) 
 
                                            10        20        30  
2MEPSP                              TAIRDVASWRVKETERMVAIRTELTKLGASV 
                                     : .. :::. ..   . :  : .: .: .: 
gi|114 PGNKKFVVNNLFFNGPCQPHFTFKVDGIIAAYQNPASWKNNRIWLQFAKLTGFTLMGKGV 
         100       110       120       130       140       150      
 
              40        50        60        70        80            
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC            
        .:                                                          
gi|114 IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGLIIQGLRLMNSPEFHLVFGNCE 
         160       170       180       190       200       210      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:07 2011 done: Tue Apr 19 10:58:07 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 349  - 428 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     1     2:* 
  32     1     8:=* 
  34    20    22:=====* 
  36    30    44:========  * 
  38    78    73:==================*= 
  40   101   102:=========================* 
  42    99   125:=========================      * 
  44   113   138:=============================     * 
  46   146   140:==================================*== 
  48   131   134:=================================* 
  50   187   122:==============================*================ 
  52   119   108:==========================*=== 
  54    83    92:===================== * 
  56    65    77:=================  * 
  58    48    63:============   * 
  60    56    51:============*= 
  62    32    41:========  * 
  64    28    33:======= * 
  66    33    26:======*== 
  68    34    20:====*==== 
  70    19    16:===*= 
  72     9    12:==* 
  74    11    10:==* 
  76     3     8:=* 
  78     9     6:=*= 
  80     3     5:=* 
  82    14     3:*=== 
  84     6     3:*= 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
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  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     2     0:=         *== 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.71550.00321; mu= 7.3760 0.167 
 mean_var=32.5827 8.355, 0's: 2 Z-trim: 2  B-trim: 72 in 1/43 
 Lambda= 0.224688 
 Kolmogorov-Smirnov  statistic: 0.0459 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   60 23.8     1.2 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   59 23.5     1.3 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   56 22.5     2.6 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.7     3.1 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   57 22.8     4.5 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   57 22.8     4.5 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 21.2     7.4 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   51 20.9     8.8 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   51 20.9     8.8 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 21.2       9 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.9     9.1 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   53 21.5      10 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   53 21.5      11 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   53 21.5      11 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 20.2      11 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   52 21.1      13 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 21.1      13 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 20.2      13 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   53 21.4      14 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   51 20.8      14 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   52 21.1      14 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   52 21.1      14 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   52 21.1      14 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   51 20.8      14 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   53 21.4      15 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 20.2      20 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 20.2      20 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   44 18.7      20 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 21.1      21 
gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Pe ( 320)   51 20.8      21 
gi|195933901|gb|ACG58378.1| Der p 1 allergen precu ( 320)   51 20.8      21 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   44 18.7      21 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.9      21 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.6      21 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.9      23 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   44 18.6      24 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   45 18.9      33 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   45 18.9      33 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 20.1      33 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11318

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|741844|prf||2008179A major allergen Par j I     ( 143)   45 18.9      34 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   47 19.5      34 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   47 19.5      34 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   44 18.6      35 
gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full= (  78)   42 18.0      35 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.6      38 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   46 19.2      41 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.6      42 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.3      42 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.9      42 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   46 19.2      43 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   46 19.2      43 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.8      43 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 16.2      44 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.5      44 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.6      47 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.9      50 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.7      51 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   47 19.5      51 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 20.1      52 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 20.1      52 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   45 18.9      54 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   45 18.9      54 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.2      54 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.6      56 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   43 18.3      56 
gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergi ( 125)   42 18.0      57 
gi|256095986|emb|CAQ68250.1| Der p 1 allergen prec ( 302)   46 19.2      59 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 18.3      61 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   44 18.6      61 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   33 15.2      62 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.2      63 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.2      63 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   45 18.9      64 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 18.9      65 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   45 18.9      65 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.5      66 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 17.9      70 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.6      74 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 20.1      74 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.2      75 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 15.2      75 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.9      75 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.6      77 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 18.2      77 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 18.2      77 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.5      77 
gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=M (  20)   32 14.9      77 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.2      78 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.5      78 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.9      79 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.6      79 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   40 17.3      79 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   40 17.3      79 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   44 18.5      80 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.5      80 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 17.0      80 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 17.0      80 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   41 17.6      81 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   41 17.6      81 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.6      81 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.5      81 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   41 17.6      84 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   41 17.6      84 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   41 17.6      84 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   41 17.6      84 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   41 17.6      84 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.2      85 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.5      87 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.5      87 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   44 18.5      87 
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gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   44 18.5      87 
gi|348137|gb|AAA16792.1| superoxide dismutase (man ( 233)   43 18.2      87 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   44 18.5      88 
gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A ( 297)   44 18.5      90 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   41 17.6      91 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   41 17.6      92 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   45 18.8      92 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   44 18.5      93 
gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=G (  25)   32 14.9      97 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   28 13.6   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  60  Z-score: 101.3  bits: 23.8 E():  1.2 
Smith-Waterman score: 60; 31.7% identity (55.6% similar) in 63 aa overlap (22-79:27-87) 
 
                    10        20        30        40          50    
2MEPSP      AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTY 
                                 :. :: .:   : :::::   .::.. :  . .  
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
 
            60           70        80                               
2MEPSP DDHRMAMAFSLAACA---EVPVTIRDPGCT                               
       :.   .. .:  . .   .::  :.  ::                                
gi|457 DSPTAVIKISAKVNGVELQVP-GIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKAD 
      60        70        80         90       100       110         
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  59  Z-score: 100.6  bits: 23.5 E():  1.3 
Smith-Waterman score: 59; 28.3% identity (53.3% similar) in 60 aa overlap (20-78:10-66) 
 
               10        20        30        40         50          
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMA 
                          . :.:.:  .   : :.:.:   . :.. : . . .:   : 
gi|484           GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQDTTKA 
                         10        20         30        40          
 
      60        70        80                                        
2MEPSP MAFSLAACAEVPVTIRDPGCT                                        
           ::  : .:. .  ::                                          
gi|484 TIKVLAKVAGTPIQV--PGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAE 
      50        60          70        80        90       100        
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 95.1  bits: 22.5 E():  2.6 
Smith-Waterman score: 56; 24.6% identity (57.9% similar) in 57 aa overlap (22-78:12-67) 
 
               10        20        30        40        50        60 
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM 
                            :. .:..:   : .::.:   . :.. :    ..   .. 
gi|484           GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQDTASV 
                         10        20         30        40          
 
               70        80                                         
2MEPSP AFSLAACAEVPVTIRDPGCT                                         
       .. :.:  .  ..:  ::                                           
gi|484 GLVLTAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQ 
      50        60        70        80        90       100          
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 93.5  bits: 23.7 E():  3.1 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (28-54:23-50) 
 
               10        20        30        40        50           
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDHRMA 
                                  :. ::  .: :.. ::.... ... .::      
gi|122      MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVDVIH 
                    10        20        30        40        50      
 
      60        70        80                                        
2MEPSP MAFSLAACAEVPVTIRDPGCT                                        
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gi|122 EFEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRGIFG 
          60        70        80        90       100       110      
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.7  bits: 22.8 E():  4.5 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (53-79:74-100) 
 
             30        40        50        60        70        80   
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT   
                                     : :   :   :..::..::.     ::    
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.7  bits: 22.8 E():  4.5 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (53-79:74-100) 
 
             30        40        50        60        70        80   
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT   
                                     : :   :   :..::..::.     ::    
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.8  bits: 21.2 E():  7.4 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (10-43:104-138) 
 
                                    10        20         30         
2MEPSP                      AIRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
       40        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 
       :.: .                                      
gi|110 ISPSQGCQFSSPYWSY                           
           140                                    
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 85.5  bits: 20.9 E():  8.8 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (22-78:28-82) 
 
                     10        20        30        40        50     
2MEPSP       AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
           60        70         80                                  
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCT                                  
        .. .   .. . :.:  .::. ::                                    
gi|170 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 85.5  bits: 20.9 E():  8.8 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (22-78:28-82) 
 
                     10        20        30        40        50     
2MEPSP       AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
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           60        70         80                                  
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCT                                  
        .. .   .. . :.:  .::. ::                                    
gi|158 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 85.3  bits: 21.2 E():    9 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (30-58:36-62) 
 
                10        20        30        40        50          
2MEPSP  AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
      60        70        80                                        
2MEPSP MAFSLAACAEVPVTIRDPGCT                                        
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 85.3  bits: 20.9 E():  9.1 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (22-59:29-67) 
 
                      10        20        30        40        50    
2MEPSP        AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCT                                 
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.2  bits: 21.5 E():   10 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (63-79:67-83) 
 
             40        50        60        70        80             
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT             
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 21.5 E():   11 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (63-79:78-94) 
 
             40        50        60        70        80             
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT             
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.7  bits: 21.5 E():   11 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (63-79:85-101) 
 
             40        50        60        70        80             
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT             
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                                     :..::...:.     ::              
gi|115 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
           60        70        80        90       100       110     
 
gi|115 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
          120       130       140       150       160       170     
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 83.6  bits: 20.2 E():   11 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (3-41:63-104) 
 
                                             10        20           
2MEPSP                             AIRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
      30        40        50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 
       .   : ::.  :                                        
gi|999 AALVPKYCLQHPHACDLYKNQTVMS                           
            100       110                                  
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.7  bits: 21.1 E():   13 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (64-79:55-70) 
 
            40        50        60        70        80              
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT              
                                     ..::..::.     ::               
gi|114 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
           30        40        50        60        70        80     
 
gi|114 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
           90       100       110       120       130       140     
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 82.7  bits: 21.1 E():   13 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (26-43:180-197) 
 
                    10        20        30         40        50     
2MEPSP      AIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
           60        70        80            
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCT            
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 82.2  bits: 20.2 E():   13 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (10-43:96-130) 
 
                                    10        20         30         
2MEPSP                      AIRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
       40        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 
       :.: .                                      
gi|244 ISPSQGCQFQSSY                              
         130                                      
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 82.0  bits: 21.4 E():   14 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (43-79:91-131) 
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             20        30        40        50         60            
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|627 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISQLTTSQQDIVLADELSQEVCILSA 
               70        80        90       100       110       120 
 
       70        80                                                 
2MEPSP EVPVTIRDPGCT                                                 
       .: : :  :::                                                  
gi|627 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              130       140       150       160       170       180 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 82.0  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (35-76:109-140) 
 
           10        20        30        40        50        60     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
           70        80                                             
2MEPSP AACAEVPVTIRDPGCT                                             
       .: : : . :.:                                                 
gi|616 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
     130        140       150       160       170       180         
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.0  bits: 21.1 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (64-79:79-94) 
 
            40        50        60        70        80              
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT              
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVFITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.0  bits: 21.1 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (64-79:79-94) 
 
            40        50        60        70        80              
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT              
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.0  bits: 21.1 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (64-79:79-94) 
 
            40        50        60        70        80              
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT              
                                     ..::..::.     ::               
gi|141 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|141 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.8  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (35-76:115-146) 
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           10        20        30        40        50        60     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
           70        80                                             
2MEPSP AACAEVPVTIRDPGCT                                             
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.8  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (35-76:115-146) 
 
           10        20        30        40        50        60     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
           70        80                                             
2MEPSP AACAEVPVTIRDPGCT                                             
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.8  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (35-76:115-146) 
 
           10        20        30        40        50        60     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
           70        80                                             
2MEPSP AACAEVPVTIRDPGCT                                             
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.8  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (35-76:115-146) 
 
           10        20        30        40        50        60     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
           70        80                                             
2MEPSP AACAEVPVTIRDPGCT                                             
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.8  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (35-76:115-146) 
 
           10        20        30        40        50        60     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
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           70        80                                             
2MEPSP AACAEVPVTIRDPGCT                                             
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.8  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (35-76:115-146) 
 
           10        20        30        40        50        60     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
           70        80                                             
2MEPSP AACAEVPVTIRDPGCT                                             
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.8  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (35-76:115-146) 
 
           10        20        30        40        50        60     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
           70        80                                             
2MEPSP AACAEVPVTIRDPGCT                                             
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 81.5  bits: 21.4 E():   15 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (43-79:111-151) 
 
             20        30        40        50         60            
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|170 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISNLTTSQQDIVLADELSQEVCILSA 
               90       100       110       120       130       140 
 
       70        80                                                 
2MEPSP EVPVTIRDPGCT                                                 
       .: : :  :::                                                  
gi|170 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              150       160       170       180       190       200 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.2  bits: 20.2 E():   20 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (11-61:56-100) 
 
                                   10        20         30          
2MEPSP                     AIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
      40        50         60        70        80                   
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIRDPGCT                   
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
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 initn:  41 init1:  41 opt:  49  Z-score: 79.0  bits: 20.2 E():   20 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (11-61:60-104) 
 
                                   10        20         30          
2MEPSP                     AIRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
      40        50         60        70        80                   
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIRDPGCT                   
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 78.9  bits: 18.7 E():   20 
Smith-Waterman score: 44; 28.6% identity (61.9% similar) in 42 aa overlap (1-41:21-61) 
 
                                   10         20        30          
2MEPSP                     AIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCII 
                           :.: ..:  . :..::.: : :.   .  . .:  ..:   
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCNA 
               10        20        30        40         50          
 
      40        50        60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 
       .:                                        
gi|124 NPGLMKDVAKVF                              
      60        70                               
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 78.9  bits: 21.1 E():   21 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (10-53:81-124) 
 
                                    10        20        30          
2MEPSP                      AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
      40        50        60        70        80                    
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT                    
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Peptid  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.8 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (35-76:213-244) 
 
           10        20        30        40        50        60     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|730 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
           70        80                                             
2MEPSP AACAEVPVTIRDPGCT                                             
       .: : : . :.:                                                 
gi|730 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|195933901|gb|ACG58378.1| Der p 1 allergen precursor  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.8 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (35-76:213-244) 
 
           10        20        30        40        50        60     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|195 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
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            190       200       210       220                230    
 
           70        80                                             
2MEPSP AACAEVPVTIRDPGCT                                             
       .: : : . :.:                                                 
gi|195 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 78.7  bits: 18.7 E():   21 
Smith-Waterman score: 44; 28.6% identity (61.9% similar) in 42 aa overlap (1-41:23-63) 
 
                                     10         20        30        
2MEPSP                       AIRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                             :.: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
 
        40        50        60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 
         .:                                        
gi|124 NANPGLMKDVAKVF                              
      60        70                                 
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.6  bits: 19.9 E():   21 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (38-65:106-134) 
 
        10        20        30        40        50         60       
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
         70        80                        
2MEPSP CAEVPVTIRDPGCT                        
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (22-49:28-54) 
 
                     10        20        30        40        50     
2MEPSP       AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
           60        70        80                                   
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCT                                   
                                                                    
gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.9  bits: 19.9 E():   23 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (36-42:141-147) 
 
          10        20        30        40        50        60      
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
          70        80    
2MEPSP ACAEVPVTIRDPGCT    
                          
gi|124 RRLALVNENPLDVLFQEV 
              180         
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>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 77.8  bits: 18.6 E():   24 
Smith-Waterman score: 44; 28.6% identity (61.9% similar) in 42 aa overlap (1-41:32-72) 
 
                                             10         20          
2MEPSP                               AIRDVASWRVKETERMVA-IRTELTKLGAS 
                                     :.: ..:  . :..::.: : :.   .  . 
gi|187 TMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-ID 
              10        20        30        40        50         60 
 
      30        40        50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 
        .:  ..:  .:                                        
gi|187 FDEFISFCNANPGLMKDVAKVF                              
               70        80                                
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.2  bits: 18.9 E():   33 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (9-47:82-125) 
 
                                     10         20        30        
2MEPSP                       AIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|249 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
              60        70        80        90       100       110  
 
        40            50        60        70        80 
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 
        :.    ::  .:.                                  
gi|249 GIVDSKLPPIDVNMDCKTLGVLHYKGN                     
             120       130                             
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.1  bits: 18.9 E():   33 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (9-47:46-89) 
 
                                     10         20        30        
2MEPSP                       AIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|391 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
          20        30        40        50        60        70      
 
        40            50        60        70        80              
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT              
        :.    ::  .:.                                               
gi|391 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
          80        90       100       110       120       130      
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 75.0  bits: 20.1 E():   33 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (26-54:141-170) 
 
                    10        20        30         40        50     
2MEPSP      AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
           60        70        80                                   
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCT                                   
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (9-47:40-83) 
 
                                     10         20        30        
2MEPSP                       AIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
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                                     ::.  : . .:..:     :  : : : .: 
gi|741 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
      10        20        30        40        50        60          
 
        40            50        60        70        80              
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT              
        :.    ::  .:.                                               
gi|741 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDPRLEFRP 
      70        80        90       100       110       120          
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.8  bits: 19.5 E():   34 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (35-76:115-146) 
 
           10        20        30        40        50        60     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
           70        80                                             
2MEPSP AACAEVPVTIRDPGCT                                             
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.8  bits: 19.5 E():   34 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (35-76:115-146) 
 
           10        20        30        40        50        60     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
           70        80                                             
2MEPSP AACAEVPVTIRDPGCT                                             
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.8  bits: 18.6 E():   35 
Smith-Waterman score: 44; 26.9% identity (61.5% similar) in 26 aa overlap (42-67:49-74) 
 
              20        30        40        50        60        70  
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:     
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
              80                                
2MEPSP VTIRDPGCT                                
                                                
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|14423846|sp|O82040.1|POLC7_PHLPR RecName: Full=Polc  (78 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.7  bits: 18.0 E():   35 
Smith-Waterman score: 42; 38.9% identity (77.8% similar) in 18 aa overlap (1-18:28-45) 
 
                                          10        20        30    
2MEPSP                            AIRDVASWRVKETERMVAIRTELTKLGASVEEG 
                                  :.: ..:  . :..::.:                
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
            40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 
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gi|144 ISFCNANPGLMKDVAKVF                              
               70                                      
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (22-59:12-50) 
 
               10        20        30        40        50           
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMA 
                            :. :. .. ..: : :::   . ... :. :. .. . : 
gi|760           DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTA 
                         10        20        30        40        50 
 
      60        70        80                                        
2MEPSP MAFSLAACAEVPVTIRDPGCT                                        
                                                                    
gi|760 KIEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKL 
               60        70        80        90       100       110 
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.5  bits: 19.2 E():   41 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (35-76:116-147) 
 
           10        20        30        40        50        60     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          90       100       110       120                130       
 
           70        80                                             
2MEPSP AACAEVPVTIRDPGCT                                             
       .: : : . :.:                                                 
gi|146 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
        140        150       160       170       180       190      
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 73.3  bits: 18.6 E():   42 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (22-78:28-82) 
 
                     10        20        30        40          50   
2MEPSP       AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
             60        70        80                                 
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCT                                 
        : .....   ::  :   .::. ::                                   
gi|212 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 73.2  bits: 18.3 E():   42 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (29-48:89-108) 
 
                 10        20        30        40        50         
2MEPSP   AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
       60        70        80 
2MEPSP AMAFSLAACAEVPVTIRDPGCT 
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 73.2  bits: 18.9 E():   42 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (9-47:83-126) 
 
                                     10         20        30        
2MEPSP                       AIRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
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gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
        40            50        60        70        80              
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT              
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.0  bits: 19.2 E():   43 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (35-76:115-146) 
 
           10        20        30        40        50        60     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
           70        80                                             
2MEPSP AACAEVPVTIRDPGCT                                             
       .: : : . :.:                                                 
gi|223 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.0  bits: 19.2 E():   43 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (35-76:115-146) 
 
           10        20        30        40        50        60     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
           70        80                                             
2MEPSP AACAEVPVTIRDPGCT                                             
       .: : : . :.:                                                 
gi|837 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.0  bits: 19.8 E():   43 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (18-70:189-242) 
 
                            10        20        30        40        
2MEPSP              AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
        50          60        70        80                          
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIRDPGCT                          
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.9  bits: 16.2 E():   44 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (64-72:17-25) 
 
            40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 
                                     : ::::  :         
gi|391               SFREQCVPGREITYECLNACAEYAVRQ       
                             10        20              
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (27-68:58-99) 
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                   10        20        30        40        50       
2MEPSP     AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
         60        70        80                                     
2MEPSP RMAMAFSLAACAEVPVTIRDPGCT                                     
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (44-73:65-94) 
 
            20        30        40        50        60        70    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
            80                                                      
2MEPSP IRDPGCT                                                      
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.8  bits: 18.9 E():   50 
Smith-Waterman score: 45; 20.5% identity (45.5% similar) in 44 aa overlap (37-80:130-169) 
 
         10        20        30        40        50        60       
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                                     :..   .  . ...:   :      .. .  
gi|162 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVD 
     100       110       120       130       140       150          
 
         70        80                                        
2MEPSP CAEVPVTIRDPGCT                                        
       :.: :     : ::                                        
gi|162 CSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200         
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.6  bits: 17.7 E():   51 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (34-48:70-84) 
 
            10        20        30        40        50        60    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
            70        80 
2MEPSP LAACAEVPVTIRDPGCT 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.6  bits: 19.5 E():   51 
Smith-Waterman score: 47; 27.5% identity (58.8% similar) in 51 aa overlap (1-43:119-168) 
 
                                             10        20           
2MEPSP                               AIRDVASWRVKETERMVAIRTELTKLG-AS 
                                     .. :.:. : .:   ..:  .. :  : :. 
gi|320 KHRNDAACQAKGFYTYNAFIAAANSFNGFASVGDTAT-RKREIAAFLAQTSHETTGGWAT 
       90       100       110       120        130       140        
 
      30               40        50        60        70        80   
2MEPSP VEEGP---DYCII----TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT   
       . .::    ::..    .::.                                        
gi|320 APDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGY 
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       150       160       170       180       190       200        
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.6  bits: 20.1 E():   52 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (23-60:168-204) 
 
                       10        20        30        40        50   
2MEPSP         AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
             60        70        80                                 
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCT                                 
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.6  bits: 20.1 E():   52 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (23-60:168-204) 
 
                       10        20        30        40        50   
2MEPSP         AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
             60        70        80                                 
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCT                                 
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 71.3  bits: 18.9 E():   54 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (35-76:115-146) 
 
           10        20        30        40        50        60     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
           70        80                                             
2MEPSP AACAEVPVTIRDPGCT                                             
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 71.3  bits: 18.9 E():   54 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (35-76:115-146) 
 
           10        20        30        40        50        60     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
           70        80                                             
2MEPSP AACAEVPVTIRDPGCT                                             
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (10-43:170-204) 
 
                                    10        20        30          
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2MEPSP                      AIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
       40        50        60        70        80                   
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT                   
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.0  bits: 18.6 E():   56 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (34-41:172-179) 
 
            10        20        30        40        50        60    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
            70        80 
2MEPSP LAACAEVPVTIRDPGCT 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.0  bits: 18.3 E():   56 
Smith-Waterman score: 43; 36.7% identity (76.7% similar) in 30 aa overlap (1-29:54-82) 
 
                                             10        20           
2MEPSP                               AIRDVASWRVKETERMVAIRTE-LTKLGAS 
                                     ::.:.:.. :. . :....  : .: ::.: 
gi|121 HDEVEILYTVFKAHPDIMAKFPKFAGKDLEAIKDTADFAVHAS-RIIGFFGEYVTLLGSS 
            30        40        50        60         70        80   
 
      30        40        50        60        70        80          
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT          
                                                                    
gi|121 GNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAFDKAF 
             90       100       110       120       130       140   
 
>>gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergillus  (125 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 42; 35.0% identity (55.0% similar) in 20 aa overlap (57-76:45-64) 
 
         30        40        50        60        70        80       
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT       
                                     :: . :. : : . :   .:           
gi|302 HAPLSDGKTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKDGMGKDDHYLL 
           20        30        40        50        60        70     
 
gi|302 EFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR 
           80        90       100       110       120      
 
>>gi|256095986|emb|CAQ68250.1| Der p 1 allergen precurso  (302 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.5  bits: 19.2 E():   59 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (35-76:195-226) 
 
           10        20        30        40        50        60     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|256 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          170       180       190       200                210      
 
           70        80                                             
2MEPSP AACAEVPVTIRDPGCT                                             
       .: : : . :.:                                                 
gi|256 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          220       230       240       250       260       270     
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 18.3 E():   61 
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Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (20-53:131-164) 
 
                          10        20        30        40          
2MEPSP            AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
      50        60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 
          :                            
gi|158 RTPY                            
                                       
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.3  bits: 18.6 E():   61 
Smith-Waterman score: 44; 24.1% identity (58.6% similar) in 29 aa overlap (53-78:151-179) 
 
             30        40        50        60           70          
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA---CAEVPVTIRDPGC 
                                     :.:.....  . :    : .. . : : :  
gi|256 IVEREGLQAVKLAARDTVDGWFNIERVSREYNDYKLVFCPQQAEDNKCEDIGIQIDDDGI 
              130       140       150       160       170       180 
 
      80                       
2MEPSP T                       
                               
gi|256 RRLVLSKNKPLVVQFQKFRSSTA 
              190       200    
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 70.1  bits: 15.2 E():   62 
Smith-Waterman score: 33; 75.0% identity (100.0% similar) in 4 aa overlap (77-80:3-6) 
 
         50        60        70        80               
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT               
                                     :::.               
gi|544                             APPGCSNHFNLETVFGNFVK 
                                           10        20 
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.0  bits: 19.2 E():   63 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (10-43:188-222) 
 
                                    10        20        30          
2MEPSP                      AIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
       40        50        60        70        80                   
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT                   
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.0  bits: 19.2 E():   63 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (10-43:188-222) 
 
                                    10        20        30          
2MEPSP                      AIRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
       40        50        60        70        80                   
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT                   
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
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>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (53-79:66-92) 
 
             30        40        50        60        70        80   
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT   
                                     : :   :  ... .:.. :.     ::    
gi|117 SYGDKWLEARPPGMVRPRVLAPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
gi|117 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFR 
         100       110       120       130       140       150      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (53-79:66-92) 
 
             30        40        50        60        70        80   
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT   
                                     : :   :  ... .:.. :.     ::    
gi|109 SYGDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
gi|109 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDT 
         100       110       120       130       140       150      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (53-79:66-92) 
 
             30        40        50        60        70        80   
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT   
                                     : :   :  ... .:.. :.     ::    
gi|811 AYGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
gi|811 FEVKCSKPEACSDKPVIIHITDMNTEPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDM 
         100       110       120       130       140       150      
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.5 E():   66 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (35-51:318-334) 
 
           10        20        30        40        50        60     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
           70        80                                             
2MEPSP AACAEVPVTIRDPGCT                                             
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.9 E():   70 
Smith-Waterman score: 42; 34.8% identity (56.5% similar) in 23 aa overlap (22-44:71-93) 
 
                        10        20        30        40        50  
2MEPSP          AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :.  . : .:.    :: ::        
gi|738 ETADATPEKEEPTAAPAEPEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPV 
               50        60        70        80        90       100 
 
              60        70        80                       
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCT                       
                                                           
gi|738 AEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAAETATTEVPVEKTEE 
              110       120       130       140       150  
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>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.8  bits: 17.6 E():   74 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (22-59:12-50) 
 
               10        20        30        40        50           
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMA 
                            :. :. ..  .: : :::   . ... :. :. .. . : 
gi|179           DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTA 
                         10        20        30        40        50 
 
      60        70        80                                        
2MEPSP MAFSLAACAEVPVTIRDPGCT                                        
                                                                    
gi|179 KIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKL 
               60        70        80        90       100       110 
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.7  bits: 20.1 E():   74 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (20-44:517-541) 
 
                          10        20        30        40          
2MEPSP            AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
      50        60        70        80                              
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCT                              
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.7  bits: 19.2 E():   75 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (17-48:183-213) 
 
                             10        20        30        40       
2MEPSP               AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
         50        60        70        80                           
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT                           
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 68.6  bits: 15.2 E():   75 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (38-45:9-16) 
 
        10        20        30        40        50        60        
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                                     :: :: :.                       
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP               
                                     10        20                   
 
        70        80 
2MEPSP AEVPVTIRDPGCT 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (5-34:227-256) 
 
                                         10        20        30     
2MEPSP                           AIRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
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           40        50        60        70        80       
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT       
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (50-61:15-26) 
 
      20        30        40        50        60        70          
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (17-54:130-167) 
 
                             10        20        30        40       
2MEPSP               AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
         50        60        70        80             
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT             
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (17-54:130-167) 
 
                             10        20        30        40       
2MEPSP               AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
         50        60        70        80             
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT             
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.4  bits: 19.5 E():   77 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (7-54:372-418) 
 
                                       10        20        30       
2MEPSP                         AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
         40           50        60        70        80              
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT              
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
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>>gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=Mite   (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.4  bits: 14.9 E():   77 
Smith-Waterman score: 32; 43.8% identity (68.8% similar) in 16 aa overlap (59-74:1-16) 
 
       30        40        50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 
                                     :.. . :: ::.:  :       
gi|135                               AIGXQPAAEAEAPFQISLMK   
                                             10        20   
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.2 E():   78 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (32-42:3-13) 
 
              10        20        30        40        50        60  
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
              70        80                                          
2MEPSP FSLAACAEVPVTIRDPGCT                                          
                                                                    
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.3  bits: 18.5 E():   78 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (34-41:245-252) 
 
            10        20        30        40        50        60    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
            70        80 
2MEPSP LAACAEVPVTIRDPGCT 
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.9 E():   79 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (35-43:214-222) 
 
           10        20        30        40        50        60     
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
           70        80                                             
2MEPSP AACAEVPVTIRDPGCT                                             
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (22-59:21-59) 
 
               10        20        30        40        50           
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMA 
                            :. :. ..  .: : :::   . ... :. :. .. . : 
gi|217  SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTA 
                10        20        30        40        50          
 
      60        70        80                                        
2MEPSP MAFSLAACAEVPVTIRDPGCT                                        
                                                                    
gi|217 KIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKL 
      60        70        80        90       100       110          
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>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (46-77:23-54) 
 
          20        30        40        50        60        70      
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|191         MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
          80                                                        
2MEPSP DPGCT                                                        
       ::                                                           
gi|191 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (46-77:23-54) 
 
          20        30        40        50        60        70      
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|730         MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
          80                                                        
2MEPSP DPGCT                                                        
       ::                                                           
gi|730 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 27 aa overlap (53-79:66-92) 
 
             30        40        50        60        70        80   
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT   
                                     : :   :   ....:...:.     ::    
gi|409 TYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSC 
          40        50        60        70        80        90      
 
gi|409 FEIKCTKPESCSGEPVLVHITDDNEEPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELEL 
         100       110       120       130       140       150      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 44; 28.9% identity (48.9% similar) in 45 aa overlap (27-71:92-135) 
 
                   10        20        30        40        50       
2MEPSP     AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. :   :  . :  : : : :  . . : 
gi|226 KASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIA-GALEVH 
              70        80        90       100       110        120 
 
         60        70        80                                     
2MEPSP RMAMAFSLAACAEVPVTIRDPGCT                                     
        .  :   .. :..:                                              
gi|226 AVKPATEEVGAAKIPAGELQIVDKIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKEST 
              130       140       150       160       170       180 
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 68.0  bits: 17.0 E():   80 
Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (2-48:32-85) 
 
                                            10        20        30  
2MEPSP                              AIRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
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                      40        50        60        70        80 
2MEPSP --------EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT 
                 :  : .. : :....                                 
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK                          
               70        80        90                            
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.0  bits: 17.0 E():   80 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (34-48:70-84) 
 
            10        20        30        40        50        60    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
      40        50        60        70        80        90          
 
            70        80 
2MEPSP LAACAEVPVTIRDPGCT 
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (22-78:28-82) 
 
                     10        20        30        40          50   
2MEPSP       AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|214 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
             60        70        80                                 
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCT                                 
        : .....   ::  :   .::. ::                                   
gi|214 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (22-78:28-82) 
 
                     10        20        30        40          50   
2MEPSP       AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
             60        70        80                                 
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCT                                 
        : .....   ::  :   .::. ::                                   
gi|158 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (22-59:25-63) 
 
                  10        20        30        40        50        
2MEPSP    AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDH 
                               :. :. ..  .: : :::   . ... :. :. ..  
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP RMAMAFSLAACAEVPVTIRDPGCT                                     
       . :                                                          
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.0  bits: 19.5 E():   81 
Smith-Waterman score: 47; 46.2% identity (76.9% similar) in 13 aa overlap (25-37:454-466) 
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                     10        20        30        40        50     
2MEPSP       AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     :.:::.. .:  :                  
gi|476 LNPSCKSLHPGRTPKELELHQKPTTLLMDEKMGASLNSSPPNCKNKCKGCQPCKPKLIIV 
           430       440       450       460       470       480    
 
           60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCT 
                                  
gi|476 HPNQPEDYYPQRWVCSCHNKIYNP   
           490       500          
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (22-59:29-67) 
 
                      10        20        30        40        50    
2MEPSP        AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCT                                 
        .. . :                                                      
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (22-59:29-67) 
 
                      10        20        30        40        50    
2MEPSP        AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCT                                 
        .. . :                                                      
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (22-59:29-67) 
 
                      10        20        30        40        50    
2MEPSP        AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCT                                 
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (22-59:29-67) 
 
                      10        20        30        40        50    
2MEPSP        AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
             60        70        80                                 
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2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCT                                 
        .. . :                                                      
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (22-59:29-67) 
 
                      10        20        30        40        50    
2MEPSP        AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCT                                 
        .. . :                                                      
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (32-42:20-30) 
 
              10        20        30        40        50        60  
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|510            MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNC 
                          10        20        30        40          
 
              70        80                                          
2MEPSP FSLAACAEVPVTIRDPGCT                                          
                                                                    
gi|510 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
      50        60        70        80        90       100          
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (34-41:272-279) 
 
            10        20        30        40        50        60    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
            70        80 
2MEPSP LAACAEVPVTIRDPGCT 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (34-41:272-279) 
 
            10        20        30        40        50        60    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
            70        80 
2MEPSP LAACAEVPVTIRDPGCT 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (34-41:272-279) 
 
            10        20        30        40        50        60    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
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             250       260       270       280                      
 
            70        80 
2MEPSP LAACAEVPVTIRDPGCT 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (34-41:273-280) 
 
            10        20        30        40        50        60    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|473 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
            250       260       270       280                       
 
            70        80 
2MEPSP LAACAEVPVTIRDPGCT 
 
>>gi|348137|gb|AAA16792.1| superoxide dismutase (mangane  (233 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (17-54:158-195) 
 
                             10        20        30        40       
2MEPSP               AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|348 AIDADFGSLEKLIQLMNAEGAALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
       130       140       150       160       170       180        
 
         50        60        70        80             
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT             
       . .::...                                       
gi|348 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
       190       200       210       220       230    
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (34-41:277-284) 
 
            10        20        30        40        50        60    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSFQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
        250       260       270       280       290                 
 
            70        80 
2MEPSP LAACAEVPVTIRDPGCT 
 
>>gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A-IV   (297 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 18.5 E():   90 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (34-41:283-290) 
 
            10        20        30        40        50        60    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            260       270       280       290                       
 
            70        80 
2MEPSP LAACAEVPVTIRDPGCT 
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 41; 50.0% identity (66.7% similar) in 12 aa overlap (26-37:148-159) 
 
                    10        20        30        40        50      
2MEPSP      AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
                                     : : .  .::::                   
gi|281 RSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC                   
       120       130       140       150                            
 
          60        70        80 
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2MEPSP HRMAMAFSLAACAEVPVTIRDPGCT 
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 27 aa overlap (26-52:1-27) 
 
               10        20        30        40        50        60 
2MEPSP AIRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAM 
                                .:. . :. :  .: : . ... ..:.         
gi|167                          MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVV 
                                        10        20        30      
 
               70        80                                         
2MEPSP AFSLAACAEVPVTIRDPGCT                                         
                                                                    
gi|167 PQALKSTEIIEGNGGPGTIKKITFGEGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDK 
          40        50        60        70        80        90      
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.8 E():   92 
Smith-Waterman score: 45; 29.6% identity (59.3% similar) in 27 aa overlap (34-60:51-77) 
 
            10        20        30        40        50        60    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :   .:.  .: :.: .  :: .: ..    
gi|118 MLLLFFFAASVGITDAQVGVCYGMQGNNLPPVSEVIALYKKSNITRMRIYDPNRAVLEAL 
               30        40        50        60        70        80 
 
            70        80                                            
2MEPSP LAACAEVPVTIRDPGCT                                            
                                                                    
gi|118 RGSNIELILGVPNSDLQSLTNPSNAKSWVQKNVRGFWSSVLFRYIAVGNEISPVNRGTAW 
               90       100       110       120       130       140 
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.5 E():   93 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (34-41:293-300) 
 
            10        20        30        40        50        60    
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|216 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            270       280       290       300                       
 
            70        80 
2MEPSP LAACAEVPVTIRDPGCT 
 
>>gi|52782810|sp|P84159.1|GLP1_CITSI RecName: Full=Germi  (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.5  bits: 14.9 E():   97 
Smith-Waterman score: 32; 55.6% identity (77.8% similar) in 9 aa overlap (69-77:8-16) 
 
       40        50        60        70        80       
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCT       
                                     .: :.: ::          
gi|527                        TDPGHLQDVXVAINDPKXGVFVNRK 
                                      10        20      
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.3  bits: 13.6 E(): 1e 
Smith-Waterman score: 28; 75.0% identity (100.0% similar) in 4 aa overlap (33-36:7-10) 
 
             10        20        30        40        50        60   
2MEPSP RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 
                                     ::.:                           
gi|250                         PTITIGGPEYR                          
                                       10                           
 
             70        80 
2MEPSP SLAACAEVPVTIRDPGCT 
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:07 2011 done: Tue Apr 19 10:58:07 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 350  - 429 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     1     2:* 
  32     5     8:==* 
  34    23    22:=======* 
  36    25    44:=========     * 
  38    95    73:========================*======= 
  40    98   102:=================================* 
  42    90   125:==============================           * 
  44   128   138:===========================================  * 
  46   142   140:==============================================*= 
  48   134   134:============================================* 
  50   168   122:========================================*=============== 
  52   114   108:===================================*== 
  54    77    92:==========================    * 
  56    66    77:======================   * 
  58    58    63:====================* 
  60    62    51:================*==== 
  62    36    41:============ * 
  64    33    33:==========* 
  66    21    26:======= * 
  68    33    20:======*==== 
  70    19    16:=====*= 
  72    11    12:===* 
  74     8    10:===* 
  76     2     8:= * 
  78     8     6:=*= 
  80     3     5:=* 
  82    14     3:*==== 
  84     6     3:*= 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     2     0:=         *== 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
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 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.66090.00315; mu= 7.8152 0.164 
 mean_var=32.0880 8.339, 0's: 2 Z-trim: 2  B-trim: 72 in 1/43 
 Lambda= 0.226414 
 Kolmogorov-Smirnov  statistic: 0.0318 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   60 23.8     1.1 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   59 23.5     1.3 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   56 22.5     2.6 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.7     3.1 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   57 22.8     4.5 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   57 22.8     4.5 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 21.2     7.4 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   51 20.9     8.8 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   51 20.9     8.8 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 21.2       9 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.9     9.1 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   53 21.5      10 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   53 21.5      11 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   53 21.5      11 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 20.2      11 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   52 21.1      13 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 21.1      13 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 20.2      14 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   53 21.5      14 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   51 20.8      14 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   52 21.1      14 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   52 21.1      14 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   52 21.1      14 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   51 20.8      14 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   53 21.4      15 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 20.2      20 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 20.2      20 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 21.1      20 
gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Pe ( 320)   51 20.8      21 
gi|195933901|gb|ACG58378.1| Der p 1 allergen precu ( 320)   51 20.8      21 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.9      21 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.6      22 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.9      23 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   48 19.9      25 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   45 18.9      33 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   45 18.9      33 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 20.1      34 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   45 18.9      34 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   47 19.5      35 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   47 19.5      35 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   44 18.6      35 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.6      39 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   46 19.2      41 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.6      42 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.9      43 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.3      43 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   46 19.2      43 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   46 19.2      43 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.8      44 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.5      44 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 16.1      45 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.6      48 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.9      51 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 20.1      52 
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gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 20.1      52 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   47 19.5      52 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.6      52 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   45 18.9      54 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   45 18.9      54 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.2      54 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.6      56 
gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergi ( 125)   42 17.9      58 
gi|256095986|emb|CAQ68250.1| Der p 1 allergen prec ( 302)   46 19.2      60 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 18.2      62 
gi|1247373|emb|CAA01909.1| B1 protein allergen [Cy (  71)   39 17.0      63 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.2      64 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.2      64 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   33 15.1      65 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   45 18.9      65 
gi|1247375|emb|CAA01910.1| B4 protein allergen [Cy (  73)   39 17.0      65 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   45 18.9      66 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 18.9      66 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.5      66 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 17.9      71 
gi|1871507|emb|CAA62634.1| calcium-binding pollen  (  82)   39 17.0      73 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 20.1      74 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.2      75 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.6      75 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.8      76 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.5      77 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 18.2      78 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 18.2      78 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 15.1      78 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.6      78 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.5      79 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.2      79 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.8      79 
gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=M (  20)   32 14.8      80 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.6      81 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   44 18.5      81 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.5      81 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   40 17.3      81 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   40 17.3      81 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.5      82 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   41 17.6      82 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   41 17.6      82 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 17.0      83 
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure  (  92)   39 17.0      83 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.6      83 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   41 17.6      85 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   41 17.6      85 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   41 17.6      85 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   41 17.6      85 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   41 17.6      85 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 18.5      86 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.2      86 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.5      88 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   44 18.5      88 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.5      88 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   44 18.5      88 
gi|348137|gb|AAA16792.1| superoxide dismutase (man ( 233)   43 18.2      89 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   44 18.5      89 
gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A ( 297)   44 18.5      91 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   45 18.8      93 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   44 18.5      93 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   41 17.6      93 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   41 17.6      94 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   44 18.5      94 
gi|114152864|sp|Q01883.2|RAG1_ORYSJ RecName: Full= ( 163)   41 17.6      95 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  60  Z-score: 101.4  bits: 23.8 E():  1.1 
Smith-Waterman score: 60; 31.7% identity (55.6% similar) in 63 aa overlap (21-78:27-87) 
 
                     10        20        30        40          50   
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2MEPSP       IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTY 
                                 :. :: .:   : :::::   .::.. :  . .  
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
 
             60           70        80                              
2MEPSP DDHRMAMAFSLAACA---EVPVTIRDPGCTR                              
       :.   .. .:  . .   .::  :.  ::                                
gi|457 DSPTAVIKISAKVNGVELQVP-GIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKAD 
      60        70        80         90       100       110         
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  59  Z-score: 100.6  bits: 23.5 E():  1.3 
Smith-Waterman score: 59; 28.3% identity (53.3% similar) in 60 aa overlap (19-77:10-66) 
 
               10        20        30        40         50          
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAM 
                         . :.:.:  .   : :.:.:   . :.. : . . .:   :  
gi|484          GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQDTTKAT 
                        10        20         30        40        50 
 
      60        70        80                                        
2MEPSP AFSLAACAEVPVTIRDPGCTR                                        
          ::  : .:. .  ::                                           
gi|484 IKVLAKVAGTPIQV--PGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAEL 
               60          70        80        90       100         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 95.1  bits: 22.5 E():  2.6 
Smith-Waterman score: 56; 24.6% identity (57.9% similar) in 57 aa overlap (21-77:12-67) 
 
               10        20        30        40        50        60 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                           :. .:..:   : .::.:   . :.. :    ..   ... 
gi|484          GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQDTASVG 
                        10        20         30        40        50 
 
               70        80                                         
2MEPSP FSLAACAEVPVTIRDPGCTR                                         
       . :.:  .  ..:  ::                                            
gi|484 LVLTAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQL 
               60        70        80        90       100       110 
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 93.7  bits: 23.7 E():  3.1 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (27-53:23-50) 
 
               10        20        30        40        50           
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDHRMAM 
                                 :. ::  .: :.. ::.... ... .::       
gi|122     MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVDVIHE 
                   10        20        30        40        50       
 
      60        70        80                                        
2MEPSP AFSLAACAEVPVTIRDPGCTR                                        
                                                                    
gi|122 FEEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRGIFGN 
         60        70        80        90       100       110       
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.8  bits: 22.8 E():  4.5 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (52-78:74-100) 
 
              30        40        50        60        70        80  
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR  
                                     : :   :   :..::..::.     ::    
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
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>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.8  bits: 22.8 E():  4.5 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (52-78:74-100) 
 
              30        40        50        60        70        80  
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR  
                                     : :   :   :..::..::.     ::    
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.8  bits: 21.2 E():  7.4 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (9-42:104-138) 
 
                                     10        20         30        
2MEPSP                       IRDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
        40        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 
       :.: .                                       
gi|110 ISPSQGCQFSSPYWSY                            
           140                                     
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 85.5  bits: 20.9 E():  8.8 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (21-77:28-82) 
 
                      10        20        30        40        50    
2MEPSP        IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
            60        70         80                                 
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTR                                 
        .. .   .. . :.:  .::. ::                                    
gi|170 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 85.5  bits: 20.9 E():  8.8 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (21-77:28-82) 
 
                      10        20        30        40        50    
2MEPSP        IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
            60        70         80                                 
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTR                                 
        .. .   .. . :.:  .::. ::                                    
gi|158 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 85.3  bits: 21.2 E():    9 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (29-57:36-62) 
 
                 10        20        30        40        50         
2MEPSP   IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
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       60        70        80                                       
2MEPSP MAFSLAACAEVPVTIRDPGCTR                                       
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 85.2  bits: 20.9 E():  9.1 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (21-58:29-67) 
 
                       10        20        30        40         50  
2MEPSP         IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTR                                
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.3  bits: 21.5 E():   10 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (62-78:67-83) 
 
              40        50        60        70        80            
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR            
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 21.5 E():   11 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (62-78:78-94) 
 
              40        50        60        70        80            
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR            
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.7  bits: 21.5 E():   11 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (62-78:85-101) 
 
              40        50        60        70        80            
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR            
                                     :..::...:.     ::              
gi|115 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
           60        70        80        90       100       110     
 
gi|115 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
          120       130       140       150       160       170     
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 83.5  bits: 20.2 E():   11 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (2-40:63-104) 
 
                                              10        20          
2MEPSP                              IRDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
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       30        40        50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 
       .   : ::.  :                                         
gi|999 AALVPKYCLQHPHACDLYKNQTVMS                            
            100       110                                   
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.7  bits: 21.1 E():   13 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (63-78:55-70) 
 
             40        50        60        70        80             
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR             
                                     ..::..::.     ::               
gi|114 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
           30        40        50        60        70        80     
 
gi|114 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
           90       100       110       120       130       140     
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 82.7  bits: 21.1 E():   13 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (25-42:180-197) 
 
                     10        20        30         40        50    
2MEPSP       IRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
            60        70        80           
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTR           
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 82.2  bits: 20.2 E():   14 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (9-42:96-130) 
 
                                     10         20        30        
2MEPSP                       IRDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
        40        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 
       :.: .                                       
gi|244 ISPSQGCQFQSSY                               
         130                                       
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 82.1  bits: 21.5 E():   14 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (42-78:91-131) 
 
              20        30        40        50         60           
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|627 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISQLTTSQQDIVLADELSQEVCILSA 
               70        80        90       100       110       120 
 
        70        80                                                
2MEPSP EVPVTIRDPGCTR                                                
       .: : :  :::                                                  
gi|627 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              130       140       150       160       170       180 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 82.0  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (34-75:109-140) 
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            10        20        30        40        50        60    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
            70        80                                            
2MEPSP AACAEVPVTIRDPGCTR                                            
       .: : : . :.:                                                 
gi|616 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
     130        140       150       160       170       180         
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.0  bits: 21.1 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (63-78:79-94) 
 
             40        50        60        70        80             
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR             
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVFITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.0  bits: 21.1 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (63-78:79-94) 
 
             40        50        60        70        80             
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR             
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.0  bits: 21.1 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (63-78:79-94) 
 
             40        50        60        70        80             
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR             
                                     ..::..::.     ::               
gi|141 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|141 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.8  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (34-75:115-146) 
 
            10        20        30        40        50        60    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
            70        80                                            
2MEPSP AACAEVPVTIRDPGCTR                                            
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.8  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (34-75:115-146) 
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            10        20        30        40        50        60    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
            70        80                                            
2MEPSP AACAEVPVTIRDPGCTR                                            
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.8  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (34-75:115-146) 
 
            10        20        30        40        50        60    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
            70        80                                            
2MEPSP AACAEVPVTIRDPGCTR                                            
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.8  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (34-75:115-146) 
 
            10        20        30        40        50        60    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
            70        80                                            
2MEPSP AACAEVPVTIRDPGCTR                                            
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.8  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (34-75:115-146) 
 
            10        20        30        40        50        60    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
            70        80                                            
2MEPSP AACAEVPVTIRDPGCTR                                            
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.8  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (34-75:115-146) 
 
            10        20        30        40        50        60    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
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            70        80                                            
2MEPSP AACAEVPVTIRDPGCTR                                            
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.8  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (34-75:115-146) 
 
            10        20        30        40        50        60    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
            70        80                                            
2MEPSP AACAEVPVTIRDPGCTR                                            
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 81.5  bits: 21.4 E():   15 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (42-78:111-151) 
 
              20        30        40        50         60           
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|170 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISNLTTSQQDIVLADELSQEVCILSA 
               90       100       110       120       130       140 
 
        70        80                                                
2MEPSP EVPVTIRDPGCTR                                                
       .: : :  :::                                                  
gi|170 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              150       160       170       180       190       200 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 79.1  bits: 20.2 E():   20 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (10-60:56-100) 
 
                                    10        20         30         
2MEPSP                      IRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
       40         50        60        70        80                  
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIRDPGCTR                  
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.9  bits: 20.2 E():   20 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (10-60:60-104) 
 
                                    10        20         30         
2MEPSP                      IRDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
       40         50        60        70        80                  
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIRDPGCTR                  
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
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 initn:  49 init1:  49 opt:  52  Z-score: 78.9  bits: 21.1 E():   20 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (9-52:81-124) 
 
                                     10        20        30         
2MEPSP                       IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
       40        50        60        70        80                   
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR                   
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Peptid  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.8 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (34-75:213-244) 
 
            10        20        30        40        50        60    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|730 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
            70        80                                            
2MEPSP AACAEVPVTIRDPGCTR                                            
       .: : : . :.:                                                 
gi|730 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|195933901|gb|ACG58378.1| Der p 1 allergen precursor  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.8 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (34-75:213-244) 
 
            10        20        30        40        50        60    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|195 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
            70        80                                            
2MEPSP AACAEVPVTIRDPGCTR                                            
       .: : : . :.:                                                 
gi|195 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.6  bits: 19.9 E():   21 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (37-64:106-134) 
 
         10        20        30        40        50         60      
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
          70        80                       
2MEPSP CAEVPVTIRDPGCTR                       
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 78.5  bits: 19.6 E():   22 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (21-48:28-54) 
 
                      10        20        30        40        50    
2MEPSP        IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
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               10        20        30         40        50          
 
            60        70        80                                  
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTR                                  
                                                                    
gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.9  bits: 19.9 E():   23 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (35-41:141-147) 
 
           10        20        30        40        50        60     
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
           70        80   
2MEPSP ACAEVPVTIRDPGCTR   
                          
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.2  bits: 19.9 E():   25 
Smith-Waterman score: 48; 25.0% identity (56.2% similar) in 32 aa overlap (52-80:151-182) 
 
              30        40        50        60           70         
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA---CAEVPVTIRDPGC 
                                     :.:.....  . :    : .. . : : :  
gi|256 IVEREGLQAVKLAARDTVDGWFNIERVSREYNDYKLVFCPQQAEDNKCEDIGIQIDDDGI 
              130       140       150       160       170       180 
 
       80                      
2MEPSP TR                      
        :                      
gi|256 RRLVLSKNKPLVVQFQKFRSSTA 
              190       200    
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.1  bits: 18.9 E():   33 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (8-46:82-125) 
 
                                      10         20        30       
2MEPSP                        IRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|249 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
              60        70        80        90       100       110  
 
             40        50        60        70        80 
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 
        :.    ::  .:.                                   
gi|249 GIVDSKLPPIDVNMDCKTLGVLHYKGN                      
             120       130                              
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 75.0  bits: 18.9 E():   33 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (8-46:46-89) 
 
                                      10         20        30       
2MEPSP                        IRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|391 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
          20        30        40        50        60        70      
 
             40        50        60        70        80             
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR             
        :.    ::  .:.                                               
gi|391 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
          80        90       100       110       120       130      
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>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 75.0  bits: 20.1 E():   34 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (25-53:141-170) 
 
                     10        20        30         40        50    
2MEPSP       IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
            60        70        80                                  
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTR                                  
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (8-46:40-83) 
 
                                      10         20        30       
2MEPSP                        IRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|741 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
      10        20        30        40        50        60          
 
             40        50        60        70        80             
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR             
        :.    ::  .:.                                               
gi|741 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDPRLEFRP 
      70        80        90       100       110       120          
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.7  bits: 19.5 E():   35 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (34-75:115-146) 
 
            10        20        30        40        50        60    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
            70        80                                            
2MEPSP AACAEVPVTIRDPGCTR                                            
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.7  bits: 19.5 E():   35 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (34-75:115-146) 
 
            10        20        30        40        50        60    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
            70        80                                            
2MEPSP AACAEVPVTIRDPGCTR                                            
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.6  bits: 18.6 E():   35 
Smith-Waterman score: 44; 26.9% identity (61.5% similar) in 26 aa overlap (41-66:49-74) 
 
               20        30        40        50        60        70 
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
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                                     : :   :.... .. : . :  .:.:     
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
               80                               
2MEPSP VTIRDPGCTR                               
                                                
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.9  bits: 18.6 E():   39 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (21-58:12-50) 
 
               10        20        30        40         50          
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAM 
                           :. :. .. ..: : :::   . ... :. :. .. . :  
gi|760          DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
                        10        20        30        40        50  
 
      60        70        80                                        
2MEPSP AFSLAACAEVPVTIRDPGCTR                                        
                                                                    
gi|760 IEIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLI 
              60        70        80        90       100       110  
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.4  bits: 19.2 E():   41 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (34-75:116-147) 
 
            10        20        30        40        50        60    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          90       100       110       120                130       
 
            70        80                                            
2MEPSP AACAEVPVTIRDPGCTR                                            
       .: : : . :.:                                                 
gi|146 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
        140        150       160       170       180       190      
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 73.2  bits: 18.6 E():   42 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (21-77:28-82) 
 
                      10        20        30        40          50  
2MEPSP        IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
              60        70        80                                
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTR                                
        : .....   ::  :   .::. ::                                   
gi|212 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 73.1  bits: 18.9 E():   43 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (8-46:83-126) 
 
                                      10         20        30       
2MEPSP                        IRDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
             40        50        60        70        80             
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR             
        :.    ::  .:.                                               
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gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 73.1  bits: 18.3 E():   43 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (28-47:89-108) 
 
                  10        20        30        40        50        
2MEPSP    IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
        60        70        80 
2MEPSP AMAFSLAACAEVPVTIRDPGCTR 
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.0  bits: 19.2 E():   43 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (34-75:115-146) 
 
            10        20        30        40        50        60    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
            70        80                                            
2MEPSP AACAEVPVTIRDPGCTR                                            
       .: : : . :.:                                                 
gi|837 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.0  bits: 19.2 E():   43 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (34-75:115-146) 
 
            10        20        30        40        50        60    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
            70        80                                            
2MEPSP AACAEVPVTIRDPGCTR                                            
       .: : : . :.:                                                 
gi|223 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.9  bits: 19.8 E():   44 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (17-69:189-242) 
 
                             10        20        30        40       
2MEPSP               IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
           50        60        70        80                         
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIRDPGCTR                         
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (26-67:58-99) 
 
                    10        20        30        40        50      
2MEPSP      IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
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gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
          60        70        80                                    
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTR                                    
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.6  bits: 16.1 E():   45 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (63-71:17-25) 
 
             40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 
                                     : ::::  :          
gi|391               SFREQCVPGREITYECLNACAEYAVRQ        
                             10        20               
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (43-72:65-94) 
 
             20        30        40        50        60        70   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
             80                                                     
2MEPSP IRDPGCTR                                                     
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.7  bits: 18.9 E():   51 
Smith-Waterman score: 45; 20.5% identity (45.5% similar) in 44 aa overlap (36-79:130-169) 
 
          10        20        30        40        50        60      
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                                     :..   .  . ...:   :      .. .  
gi|162 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVD 
     100       110       120       130       140       150          
 
          70        80                                       
2MEPSP CAEVPVTIRDPGCTR                                       
       :.: :     : ::                                        
gi|162 CSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200         
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.6  bits: 20.1 E():   52 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (22-59:168-204) 
 
                        10        20        30        40        50  
2MEPSP          IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
              60        70        80                                
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTR                                
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.6  bits: 20.1 E():   52 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (22-59:168-204) 
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                        10        20        30        40        50  
2MEPSP          IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
              60        70        80                                
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTR                                
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.6  bits: 19.5 E():   52 
Smith-Waterman score: 47; 58.3% identity (75.0% similar) in 12 aa overlap (30-39:162-173) 
 
                10        20        30          40        50        
2MEPSP  IRDVASWRVKETERMVAIRTELTKLGASVEEG--PDYCIITPPEKLNVTAIDTYDDHRM 
                                     :.:  ::::. :                   
gi|320 AFLAQTSHETTGGWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQ 
             140       150       160       170       180       190  
 
        60        70        80                                      
2MEPSP AMAFSLAACAEVPVTIRDPGCTR                                      
                                                                    
gi|320 ISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMTPQSPKPSCHNVITGRWTP 
             200       210       220       230       240       250  
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.5  bits: 17.6 E():   52 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (33-47:70-84) 
 
             10        20        30        40        50        60   
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
             70        80 
2MEPSP LAACAEVPVTIRDPGCTR 
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 71.2  bits: 18.9 E():   54 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (34-75:115-146) 
 
            10        20        30        40        50        60    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
            70        80                                            
2MEPSP AACAEVPVTIRDPGCTR                                            
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 71.2  bits: 18.9 E():   54 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (34-75:115-146) 
 
            10        20        30        40        50        60    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
            70        80                                            
2MEPSP AACAEVPVTIRDPGCTR                                            
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
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          140       150       160       170       180       190     
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (9-42:170-204) 
 
                                     10        20        30         
2MEPSP                       IRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
        40        50        60        70        80                  
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR                  
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 18.6 E():   56 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (33-40:172-179) 
 
             10        20        30        40        50        60   
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
             70        80 
2MEPSP LAACAEVPVTIRDPGCTR 
 
>>gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergillus  (125 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.6  bits: 17.9 E():   58 
Smith-Waterman score: 42; 35.0% identity (55.0% similar) in 20 aa overlap (56-75:45-64) 
 
          30        40        50        60        70        80      
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR      
                                     :: . :. : : . :   .:           
gi|302 HAPLSDGKTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKDGMGKDDHYLL 
           20        30        40        50        60        70     
 
gi|302 EFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR 
           80        90       100       110       120      
 
>>gi|256095986|emb|CAQ68250.1| Der p 1 allergen precurso  (302 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (34-75:195-226) 
 
            10        20        30        40        50        60    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|256 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          170       180       190       200                210      
 
            70        80                                            
2MEPSP AACAEVPVTIRDPGCTR                                            
       .: : : . :.:                                                 
gi|256 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          220       230       240       250       260       270     
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (19-52:131-164) 
 
                           10        20        30        40         
2MEPSP             IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
       50        60        70        80 
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2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 
          :                             
gi|158 RTPY                             
                                        
 
>>gi|1247373|emb|CAA01909.1| B1 protein allergen [Cynodo  (71 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 70.0  bits: 17.0 E():   63 
Smith-Waterman score: 39; 26.8% identity (61.0% similar) in 41 aa overlap (1-40:22-61) 
 
                                    10         20        30         
2MEPSP                      IRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYCII 
                            .: ..:  . :..::.: : :.   .  . .:  ..:   
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFCNA 
               10        20        30        40         50          
 
       40        50        60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 
       .:                                         
gi|124 NPGLMKDVAKVF                               
      60        70                                
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.9  bits: 19.2 E():   64 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (9-42:188-222) 
 
                                     10        20        30         
2MEPSP                       IRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
        40        50        60        70        80                  
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR                  
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.9  bits: 19.2 E():   64 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (9-42:188-222) 
 
                                     10        20        30         
2MEPSP                       IRDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
        40        50        60        70        80                  
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR                  
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 69.8  bits: 15.1 E():   65 
Smith-Waterman score: 33; 75.0% identity (100.0% similar) in 4 aa overlap (76-79:3-6) 
 
          50        60        70        80              
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR              
                                     :::.               
gi|544                             APPGCSNHFNLETVFGNFVK 
                                           10        20 
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (52-78:66-92) 
 
              30        40        50        60        70        80  
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR  
                                     : :   :  ... .:.. :.     ::    
gi|117 SYGDKWLEARPPGMVRPRVLAPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
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          40        50        60        70        80        90      
 
gi|117 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFR 
         100       110       120       130       140       150      
 
>>gi|1247375|emb|CAA01910.1| B4 protein allergen [Cynodo  (73 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 69.7  bits: 17.0 E():   65 
Smith-Waterman score: 39; 26.8% identity (61.0% similar) in 41 aa overlap (1-40:24-63) 
 
                                      10         20        30       
2MEPSP                        IRDVASWRVKETERMVA-IRTELTKLGASVEEGPDYC 
                              .: ..:  . :..::.: : :.   .  . .:  ..: 
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDFDEFISFC 
               10        20        30        40         50          
 
         40        50        60        70        80 
2MEPSP IITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 
         .:                                         
gi|124 NANPGLMKDVAKVF                               
      60        70                                  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (52-78:66-92) 
 
              30        40        50        60        70        80  
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR  
                                     : :   :  ... .:.. :.     ::    
gi|811 AYGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
gi|811 FEVKCSKPEACSDKPVIIHITDMNTEPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDM 
         100       110       120       130       140       150      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.9 E():   66 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (52-78:66-92) 
 
              30        40        50        60        70        80  
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR  
                                     : :   :  ... .:.. :.     ::    
gi|109 SYGDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
gi|109 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDT 
         100       110       120       130       140       150      
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.6  bits: 19.5 E():   66 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (34-50:318-334) 
 
            10        20        30        40        50        60    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
            70        80                                            
2MEPSP AACAEVPVTIRDPGCTR                                            
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 42; 34.8% identity (56.5% similar) in 23 aa overlap (21-43:71-93) 
 
                         10        20        30        40        50 
2MEPSP           IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :.  . : .:.    :: ::        
gi|738 ETADATPEKEEPTAAPAEPEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPV 
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               50        60        70        80        90       100 
 
               60        70        80                      
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTR                      
                                                           
gi|738 AEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAAETATTEVPVEKTEE 
              110       120       130       140       150  
 
>>gi|1871507|emb|CAA62634.1| calcium-binding pollen alle  (82 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 68.8  bits: 17.0 E():   73 
Smith-Waterman score: 39; 26.8% identity (61.0% similar) in 41 aa overlap (1-40:33-72) 
 
                                             10         20          
2MEPSP                               IRDVASWRVKETERMVA-IRTELTKLGASV 
                                     .: ..:  . :..::.: : :.   .  .  
gi|187 MADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGF-IDF 
             10        20        30        40        50         60  
 
      30        40        50        60        70        80 
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 
       .:  ..:  .:                                         
gi|187 DEFISFCNANPGLMKDVAKVF                               
              70        80                                 
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.7  bits: 20.1 E():   74 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (19-43:517-541) 
 
                           10        20        30        40         
2MEPSP             IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
       50        60        70        80                             
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR                             
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (16-47:183-213) 
 
                              10        20        30        40      
2MEPSP                IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
          50        60        70        80                          
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR                          
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (21-58:12-50) 
 
               10        20        30        40         50          
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAM 
                           :. :. ..  .: : :::   . ... :. :. .. . :  
gi|179          DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
                        10        20        30        40        50  
 
      60        70        80                                        
2MEPSP AFSLAACAEVPVTIRDPGCTR                                        
                                                                    
gi|179 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLV 
              60        70        80        90       100       110  
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>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.5  bits: 18.8 E():   76 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (4-33:227-256) 
 
                                          10        20        30    
2MEPSP                            IRDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
            40        50        60        70        80      
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR      
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.4  bits: 19.5 E():   77 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (6-53:372-418) 
 
                                        10        20        30      
2MEPSP                          IRDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
          40           50        60        70        80             
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR             
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.3  bits: 18.2 E():   78 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (16-53:130-167) 
 
                              10        20        30        40      
2MEPSP                IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
          50        60        70        80            
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR            
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.3  bits: 18.2 E():   78 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (16-53:130-167) 
 
                              10        20        30        40      
2MEPSP                IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
          50        60        70        80            
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR            
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 68.3  bits: 15.1 E():   78 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (37-44:9-16) 
 
         10        20        30        40        50        60       
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
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                                     :: :: :.                       
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP               
                                     10        20                   
 
         70        80 
2MEPSP AEVPVTIRDPGCTR 
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (49-60:15-26) 
 
       20        30        40        50        60        70         
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
       80                                                           
2MEPSP TR                                                           
                                                                    
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.2  bits: 18.5 E():   79 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (33-40:245-252) 
 
             10        20        30        40        50        60   
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
             70        80 
2MEPSP LAACAEVPVTIRDPGCTR 
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (31-41:3-13) 
 
               10        20        30        40        50        60 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|160                             SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNC 
                                           10        20        30   
 
               70        80                                         
2MEPSP FSLAACAEVPVTIRDPGCTR                                         
                                                                    
gi|160 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
             40        50        60        70        80        90   
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (34-42:214-222) 
 
            10        20        30        40        50        60    
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
            70        80                                            
2MEPSP AACAEVPVTIRDPGCTR                                            
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=Mite   (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.0  bits: 14.8 E():   80 
Smith-Waterman score: 32; 43.8% identity (68.8% similar) in 16 aa overlap (58-73:1-16) 
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        30        40        50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 
                                     :.. . :: ::.:  :        
gi|135                               AIGXQPAAEAEAPFQISLMK    
                                             10        20    
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (21-58:21-59) 
 
               10        20        30        40         50          
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAM 
                           :. :. ..  .: : :::   . ... :. :. .. . :  
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP AFSLAACAEVPVTIRDPGCTR                                        
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 27 aa overlap (52-78:66-92) 
 
              30        40        50        60        70        80  
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR  
                                     : :   :   ....:...:.     ::    
gi|409 TYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSC 
          40        50        60        70        80        90      
 
gi|409 FEIKCTKPESCSGEPVLVHITDDNEEPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELEL 
         100       110       120       130       140       150      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 44; 28.9% identity (48.9% similar) in 45 aa overlap (26-70:92-135) 
 
                    10        20        30        40        50      
2MEPSP      IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. :   :  . :  : : : :  . . : 
gi|226 KASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIA-GALEVH 
              70        80        90       100       110        120 
 
          60        70        80                                    
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTR                                    
        .  :   .. :..:                                              
gi|226 AVKPATEEVGAAKIPAGELQIVDKIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKEST 
              130       140       150       160       170       180 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (45-76:23-54) 
 
           20        30        40        50        60        70     
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|730         MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
           80                                                       
2MEPSP DPGCTR                                                       
       ::                                                           
gi|730 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (45-76:23-54) 
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           20        30        40        50        60        70     
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|191         MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
           80                                                       
2MEPSP DPGCTR                                                       
       ::                                                           
gi|191 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.9  bits: 19.5 E():   82 
Smith-Waterman score: 47; 46.2% identity (76.9% similar) in 13 aa overlap (24-36:454-466) 
 
                      10        20        30        40        50    
2MEPSP        IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     :.:::.. .:  :                  
gi|476 LNPSCKSLHPGRTPKELELHQKPTTLLMDEKMGASLNSSPPNCKNKCKGCQPCKPKLIIV 
           430       440       450       460       470       480    
 
            60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTR 
                                   
gi|476 HPNQPEDYYPQRWVCSCHNKIYNP    
           490       500           
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (21-77:28-82) 
 
                      10        20        30        40          50  
2MEPSP        IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|214 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
              60        70        80                                
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTR                                
        : .....   ::  :   .::. ::                                   
gi|214 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (21-77:28-82) 
 
                      10        20        30        40          50  
2MEPSP        IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
              60        70        80                                
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTR                                
        : .....   ::  :   .::. ::                                   
gi|158 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.8  bits: 17.0 E():   83 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (33-47:70-84) 
 
             10        20        30        40        50        60   
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
      40        50        60        70        80        90          
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             70        80 
2MEPSP LAACAEVPVTIRDPGCTR 
 
>>gi|83754241|pdb|2B5S|B Chain B, Crystal Structure Of P  (92 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 67.8  bits: 17.0 E():   83 
Smith-Waterman score: 39; 25.5% identity (49.1% similar) in 55 aa overlap (1-47:32-85) 
 
                                             10        20        30 
2MEPSP                               IRDVASWRVKETERMVAIRTELTKLGASVE 
                                     ::.: .      .:..:    : .:.:::  
gi|837 ITCGQVSSSLAPCIPYVRGGGAVPPACCNGIRNVNNLARTTPDRQAACNC-LKQLSASVP 
              10        20        30        40        50         60 
 
                       40        50        60        70        80 
2MEPSP --------EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR 
                 :  : .. : :....                                  
gi|837 GVNPNNAAALPGKCGVSIPYKISASTNCATVK                           
               70        80        90                             
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (21-58:25-63) 
 
                   10        20        30        40         50      
2MEPSP     IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDH 
                               :. :. ..  .: : :::   . ... :. :. ..  
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTR                                    
       . :                                                          
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (21-58:29-67) 
 
                       10        20        30        40         50  
2MEPSP         IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTR                                
        .. . :                                                      
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (21-58:29-67) 
 
                       10        20        30        40         50  
2MEPSP         IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTR                                
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (21-58:29-67) 
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                       10        20        30        40         50  
2MEPSP         IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTR                                
        .. . :                                                      
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (21-58:29-67) 
 
                       10        20        30        40         50  
2MEPSP         IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTR                                
        .. . :                                                      
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (21-58:29-67) 
 
                       10        20        30        40         50  
2MEPSP         IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTR                                
        .. . :                                                      
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 44; 32.0% identity (72.0% similar) in 25 aa overlap (56-80:210-234) 
 
          30        40        50        60        70        80      
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR      
                                     ..:.: ..:: :::  .. . . :.      
gi|481 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAM 
     180       190       200       210       220       230          
 
gi|481 SEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
     240       250       260       270       280 
 
>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.2 E():   86 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (31-41:20-30) 
 
               10        20        30        40        50        60 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                                     .: ::: :  :                    
gi|510            MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNC 
                          10        20        30        40          
 
               70        80                                         
2MEPSP FSLAACAEVPVTIRDPGCTR                                         
                                                                    
gi|510 AGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHI 
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      50        60        70        80        90       100          
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (33-40:272-279) 
 
             10        20        30        40        50        60   
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
             70        80 
2MEPSP LAACAEVPVTIRDPGCTR 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (33-40:272-279) 
 
             10        20        30        40        50        60   
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
             70        80 
2MEPSP LAACAEVPVTIRDPGCTR 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (33-40:272-279) 
 
             10        20        30        40        50        60   
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
             70        80 
2MEPSP LAACAEVPVTIRDPGCTR 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (33-40:273-280) 
 
             10        20        30        40        50        60   
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|473 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
            250       260       270       280                       
 
             70        80 
2MEPSP LAACAEVPVTIRDPGCTR 
 
>>gi|348137|gb|AAA16792.1| superoxide dismutase (mangane  (233 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.3  bits: 18.2 E():   89 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (16-53:158-195) 
 
                              10        20        30        40      
2MEPSP                IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|348 AIDADFGSLEKLIQLMNAEGAALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
       130       140       150       160       170       180        
 
          50        60        70        80            
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTR            
       . .::...                                       
gi|348 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
       190       200       210       220       230    
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.5 E():   89 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (33-40:277-284) 
 
             10        20        30        40        50        60   
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSFQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
        250       260       270       280       290                 
 
             70        80 
2MEPSP LAACAEVPVTIRDPGCTR 
 
>>gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A-IV   (297 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 18.5 E():   91 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (33-40:283-290) 
 
             10        20        30        40        50        60   
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            260       270       280       290                       
 
             70        80 
2MEPSP LAACAEVPVTIRDPGCTR 
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 45; 29.6% identity (59.3% similar) in 27 aa overlap (33-59:51-77) 
 
             10        20        30        40        50        60   
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :   .:.  .: :.: .  :: .: ..    
gi|118 MLLLFFFAASVGITDAQVGVCYGMQGNNLPPVSEVIALYKKSNITRMRIYDPNRAVLEAL 
               30        40        50        60        70        80 
 
             70        80                                           
2MEPSP LAACAEVPVTIRDPGCTR                                           
                                                                    
gi|118 RGSNIELILGVPNSDLQSLTNPSNAKSWVQKNVRGFWSSVLFRYIAVGNEISPVNRGTAW 
               90       100       110       120       130       140 
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.9  bits: 18.5 E():   93 
Smith-Waterman score: 44; 23.5% identity (53.1% similar) in 81 aa overlap (3-80:128-204) 
 
                                           10        20          30 
2MEPSP                             IRDVASWRVKETERMVAIRTELTKLG--ASVE 
                                     : ..:.:   .  . ..:.    :  .. . 
gi|287 YFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDT-TQVQTNYFGKGDTTTYD 
       100       110       120       130        140       150       
 
               40        50        60        70         80          
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP-GCTR          
       .:    . :: : ... .::   :   :...:. . .   .:  :  : ::          
gi|287 RGTYVPVATPQETFHTYTIDWTKD---AVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLR 
        160       170       180          190       200       210    
 
gi|287 LGSWAGGDPSNPKGTIEWAGGLTDYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSI 
           220       230       240       250       260       270    
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 41; 50.0% identity (66.7% similar) in 12 aa overlap (25-36:148-159) 
 
                     10        20        30        40        50     
2MEPSP       IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
                                     : : .  .::::                   
gi|281 RSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC                   
       120       130       140       150                            
 
           60        70        80 
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2MEPSP HRMAMAFSLAACAEVPVTIRDPGCTR 
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 27 aa overlap (25-51:1-27) 
 
               10        20        30        40        50        60 
2MEPSP IRDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA 
                               .:. . :. :  .: : . ... ..:.          
gi|167                         MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVP 
                                       10        20        30       
 
               70        80                                         
2MEPSP FSLAACAEVPVTIRDPGCTR                                         
                                                                    
gi|167 QALKSTEIIEGNGGPGTIKKITFGEGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKL 
         40        50        60        70        80        90       
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 18.5 E():   94 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (33-40:293-300) 
 
             10        20        30        40        50        60   
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|216 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            270       280       290       300                       
 
             70        80 
2MEPSP LAACAEVPVTIRDPGCTR 
 
>>gi|114152864|sp|Q01883.2|RAG1_ORYSJ RecName: Full=Seed  (163 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 41; 27.6% identity (55.2% similar) in 29 aa overlap (54-80:96-124) 
 
            30        40        50        60          70        80  
2MEPSP KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV--PVTIRDPGCTR  
                                     :: ..  .   . .:.  :..   ::: :  
gi|114 AASAADEQVWQDCCRQLAAVDDGWCRCGALDHMLSGIYRELGATEAGHPMAEVFPGCRRG 
          70        80        90       100       110       120      
 
gi|114 DLERAAASLPAFCNVDIPNGPGGVCYWLGYPRTPRTGH 
         130       140       150       160    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:07 2011 done: Tue Apr 19 10:58:07 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 351  - 430 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     1     2:* 
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  32     6     8:==* 
  34    23    22:=======* 
  36    31    44:===========   * 
  38   111    73:========================*============ 
  40    95   102:================================ * 
  42    89   125:==============================           * 
  44   115   138:=======================================      * 
  46   128   140:===========================================   * 
  48   172   134:============================================*============= 
  50   166   122:========================================*=============== 
  52   107   108:===================================* 
  54    74    92:=========================     * 
  56    53    77:==================       * 
  58    58    63:====================* 
  60    57    51:================*== 
  62    38    41:=============* 
  64    30    33:==========* 
  66    33    26:========*== 
  68    24    20:======*= 
  70    18    16:=====* 
  72    12    12:===* 
  74     7    10:===* 
  76     1     8:= * 
  78     8     6:=*= 
  80     6     5:=* 
  82    11     3:*=== 
  84     7     3:*== 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     2     0:=         *== 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.40320.00324; mu= 9.3813 0.168 
 mean_var=31.7680 8.312, 0's: 2 Z-trim: 2  B-trim: 72 in 1/43 
 Lambda= 0.227551 
 Kolmogorov-Smirnov  statistic: 0.0359 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   60 23.8     1.2 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   59 23.4     1.3 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   56 22.4     2.7 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.8       3 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   57 22.8     4.5 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   57 22.8     4.5 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 21.1     7.7 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   51 20.8     9.2 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   51 20.8     9.2 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 21.1     9.3 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.8     9.5 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   53 21.5      10 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   53 21.5      11 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   53 21.5      11 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   49 20.1      12 
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gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   52 21.1      13 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 21.1      13 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   53 21.5      14 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   52 21.1      14 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   52 21.1      14 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   52 21.1      14 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   51 20.8      14 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 20.1      14 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   51 20.8      14 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   53 21.5      15 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 21.1      20 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 20.1      20 
gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Pe ( 320)   51 20.8      21 
gi|195933901|gb|ACG58378.1| Der p 1 allergen precu ( 320)   51 20.8      21 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 20.1      21 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.8      22 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.5      23 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.8      24 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   48 19.8      26 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 20.1      34 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   45 18.8      35 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   45 18.8      35 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   47 19.5      36 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   47 19.5      36 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   45 18.8      36 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   44 18.5      37 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.5      41 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   46 19.2      42 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.8      44 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.8      44 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   46 19.2      44 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   46 19.2      44 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.5      45 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.5      45 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.2      46 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.5      50 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 20.1      51 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 20.1      51 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   47 19.5      52 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.8      52 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 15.9      52 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.2      55 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   45 18.8      56 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   45 18.8      56 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.5      57 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.5      58 
gi|256095986|emb|CAQ68250.1| Der p 1 allergen prec ( 302)   46 19.2      60 
gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergi ( 125)   42 17.8      62 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 18.2      63 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   43 18.2      63 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   43 18.2      63 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   43 18.2      63 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.2      64 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.2      64 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 18.2      65 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.5      66 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   45 18.8      66 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   45 18.8      67 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 18.8      67 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 20.1      71 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 17.8      74 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.2      75 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.5      76 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   33 14.9      76 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.8      77 
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gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   42 17.8      79 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   42 17.8      79 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.5      80 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.8      80 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.5      80 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 18.2      80 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 18.2      80 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.5      81 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.2      82 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   44 18.5      82 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.5      82 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.5      83 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.5      85 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   40 17.2      87 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   40 17.2      87 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   41 17.5      87 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   41 17.5      87 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 18.5      87 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.5      87 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.2      88 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.5      89 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.5      89 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   44 18.5      89 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.9      89 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   44 18.5      89 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   41 17.5      90 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   41 17.5      90 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   41 17.5      90 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   41 17.5      90 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   41 17.5      90 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   44 18.5      91 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 14.9      91 
gi|348137|gb|AAA16792.1| superoxide dismutase (man ( 233)   43 18.2      91 
gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A ( 297)   44 18.5      92 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   45 18.8      93 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   44 18.5      94 
gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=M (  20)   32 14.6      95 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   44 18.5      95 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   41 17.5      98 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   41 17.5      98 
gi|114152864|sp|Q01883.2|RAG1_ORYSJ RecName: Full= ( 163)   41 17.5   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  60  Z-score: 101.1  bits: 23.8 E():  1.2 
Smith-Waterman score: 60; 31.7% identity (55.6% similar) in 63 aa overlap (20-77:27-87) 
 
                      10        20        30        40          50  
2MEPSP        RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTY 
                                 :. :: .:   : :::::   .::.. :  . .  
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
 
              60           70        80                             
2MEPSP DDHRMAMAFSLAACA---EVPVTIRDPGCTRK                             
       :.   .. .:  . .   .::  :.  ::                                
gi|457 DSPTAVIKISAKVNGVELQVP-GIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKAD 
      60        70        80         90       100       110         
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  59  Z-score: 100.3  bits: 23.4 E():  1.3 
Smith-Waterman score: 59; 28.3% identity (53.3% similar) in 60 aa overlap (18-76:10-66) 
 
               10        20        30        40         50          
2MEPSP RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMA 
                        . :.:.:  .   : :.:.:   . :.. : . . .:   :   
gi|484         GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQDTTKATI 
                       10        20         30        40        50  
 
      60        70        80                                        
2MEPSP FSLAACAEVPVTIRDPGCTRK                                        
         ::  : .:. .  ::                                            
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gi|484 KVLAKVAGTPIQV--PGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAELV 
              60          70        80        90       100          
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 94.8  bits: 22.4 E():  2.7 
Smith-Waterman score: 56; 24.6% identity (57.9% similar) in 57 aa overlap (20-76:12-67) 
 
               10        20        30        40        50        60 
2MEPSP RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 
                          :. .:..:   : .::.:   . :.. :    ..   .... 
gi|484         GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQDTASVGL 
                       10        20         30        40        50  
 
               70        80                                         
2MEPSP SLAACAEVPVTIRDPGCTRK                                         
        :.:  .  ..:  ::                                             
gi|484 VLTAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLI 
              60        70        80        90       100       110  
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 93.8  bits: 23.8 E():    3 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (26-52:23-50) 
 
               10        20        30        40         50          
2MEPSP RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDHRMAMA 
                                :. ::  .: :.. ::.... ... .::        
gi|122    MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVDVIHEF 
                  10        20        30        40        50        
 
      60        70        80                                        
2MEPSP FSLAACAEVPVTIRDPGCTRK                                        
                                                                    
gi|122 EEIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRGIFGNG 
        60        70        80        90       100       110        
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.8  bits: 22.8 E():  4.5 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (51-77:74-100) 
 
               30        40        50        60        70        80 
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.8  bits: 22.8 E():  4.5 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (51-77:74-100) 
 
               30        40        50        60        70        80 
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.5  bits: 21.1 E():  7.7 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (8-41:104-138) 
 
                                      10        20         30       
2MEPSP                        RDVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11380

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

         40        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
       :.: .                                        
gi|110 ISPSQGCQFSSPYWSY                             
           140                                      
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 85.2  bits: 20.8 E():  9.2 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (20-76:28-82) 
 
                       10        20        30        40        50   
2MEPSP         RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
             60         70        80                                
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRK                                
        .. .   .. . :.:  .::. ::                                    
gi|170 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 85.2  bits: 20.8 E():  9.2 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (20-76:28-82) 
 
                       10        20        30        40        50   
2MEPSP         RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
             60         70        80                                
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRK                                
        .. .   .. . :.:  .::. ::                                    
gi|158 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 85.1  bits: 21.1 E():  9.3 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (28-56:36-62) 
 
                  10        20        30        40        50        
2MEPSP    RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
        60        70        80                                      
2MEPSP MAFSLAACAEVPVTIRDPGCTRK                                      
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 84.9  bits: 20.8 E():  9.5 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (20-57:29-67) 
 
                        10        20        30        40         50 
2MEPSP          RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRK                               
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
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 initn:  53 init1:  53 opt:  53  Z-score: 84.2  bits: 21.5 E():   10 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (61-77:67-83) 
 
               40        50        60        70        80           
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK           
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 21.5 E():   11 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (61-77:78-94) 
 
               40        50        60        70        80           
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK           
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.7  bits: 21.5 E():   11 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (61-77:85-101) 
 
               40        50        60        70        80           
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK           
                                     :..::...:.     ::              
gi|115 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
           60        70        80        90       100       110     
 
gi|115 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
          120       130       140       150       160       170     
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 83.1  bits: 20.1 E():   12 
Smith-Waterman score: 49; 28.6% identity (61.9% similar) in 42 aa overlap (1-39:63-104) 
 
                                               10        20         
2MEPSP                               RDVASWR--VKETERMVAIRTELTKLGA-S 
                                     ::.:. .  .. :.:.. .:  :.  :. . 
gi|999 LWSEQVDDVTVSSVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMA 
             40        50        60        70        80        90   
 
        30        40        50        60        70        80 
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
       .   : ::.  :                                          
gi|999 AALVPKYCLQHPHACDLYKNQTVMS                             
            100       110                                    
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.6  bits: 21.1 E():   13 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (62-77:55-70) 
 
              40        50        60        70        80            
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK            
                                     ..::..::.     ::               
gi|114 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
           30        40        50        60        70        80     
 
gi|114 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
           90       100       110       120       130       140     
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 82.6  bits: 21.1 E():   13 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (24-41:180-197) 
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                      10        20        30         40        50   
2MEPSP        RDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
             60        70        80          
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRK          
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 82.1  bits: 21.5 E():   14 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (41-77:91-131) 
 
               20        30        40        50         60          
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|627 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISQLTTSQQDIVLADELSQEVCILSA 
               70        80        90       100       110       120 
 
         70        80                                               
2MEPSP EVPVTIRDPGCTRK                                               
       .: : :  :::                                                  
gi|627 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              130       140       150       160       170       180 
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.9  bits: 21.1 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (62-77:79-94) 
 
              40        50        60        70        80            
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK            
                                     ..::..::.     ::               
gi|141 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|141 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.9  bits: 21.1 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (62-77:79-94) 
 
              40        50        60        70        80            
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK            
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.9  bits: 21.1 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (62-77:79-94) 
 
              40        50        60        70        80            
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK            
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVFITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.8  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (33-74:109-140) 
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             10        20        30        40        50        60   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
             70        80                                           
2MEPSP AACAEVPVTIRDPGCTRK                                           
       .: : : . :.:                                                 
gi|616 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
     130        140       150       160       170       180         
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 81.8  bits: 20.1 E():   14 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (8-41:96-130) 
 
                                      10         20        30       
2MEPSP                        RDVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
         40        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
       :.: .                                        
gi|244 ISPSQGCQFQSSY                                
         130                                        
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.6  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (33-74:115-146) 
 
             10        20        30        40        50        60   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
             70        80                                           
2MEPSP AACAEVPVTIRDPGCTRK                                           
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.6  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (33-74:115-146) 
 
             10        20        30        40        50        60   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
             70        80                                           
2MEPSP AACAEVPVTIRDPGCTRK                                           
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.6  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (33-74:115-146) 
 
             10        20        30        40        50        60   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
             70        80                                           
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2MEPSP AACAEVPVTIRDPGCTRK                                           
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.6  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (33-74:115-146) 
 
             10        20        30        40        50        60   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
             70        80                                           
2MEPSP AACAEVPVTIRDPGCTRK                                           
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.6  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (33-74:115-146) 
 
             10        20        30        40        50        60   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
             70        80                                           
2MEPSP AACAEVPVTIRDPGCTRK                                           
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.6  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (33-74:115-146) 
 
             10        20        30        40        50        60   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
             70        80                                           
2MEPSP AACAEVPVTIRDPGCTRK                                           
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.6  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (33-74:115-146) 
 
             10        20        30        40        50        60   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
             70        80                                           
2MEPSP AACAEVPVTIRDPGCTRK                                           
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 81.6  bits: 21.5 E():   15 
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Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (41-77:111-151) 
 
               20        30        40        50         60          
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|170 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISNLTTSQQDIVLADELSQEVCILSA 
               90       100       110       120       130       140 
 
         70        80                                               
2MEPSP EVPVTIRDPGCTRK                                               
       .: : :  :::                                                  
gi|170 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              150       160       170       180       190       200 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 79.0  bits: 21.1 E():   20 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (8-51:81-124) 
 
                                      10        20        30        
2MEPSP                        RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
        40        50        60        70        80                  
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK                  
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.9  bits: 20.1 E():   20 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (9-59:56-100) 
 
                                     10        20         30        
2MEPSP                       RDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
        40         50        60        70        80                 
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK                 
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Peptid  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.8 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (33-74:213-244) 
 
             10        20        30        40        50        60   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|730 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
             70        80                                           
2MEPSP AACAEVPVTIRDPGCTRK                                           
       .: : : . :.:                                                 
gi|730 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|195933901|gb|ACG58378.1| Der p 1 allergen precursor  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.8 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (33-74:213-244) 
 
             10        20        30        40        50        60   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|195 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
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             70        80                                           
2MEPSP AACAEVPVTIRDPGCTRK                                           
       .: : : . :.:                                                 
gi|195 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.7  bits: 20.1 E():   21 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (9-59:60-104) 
 
                                     10        20         30        
2MEPSP                       RDVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
        40         50        60        70        80                 
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK                 
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.3  bits: 19.8 E():   22 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (36-63:106-134) 
 
          10        20        30        40        50         60     
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
           70        80                      
2MEPSP CAEVPVTIRDPGCTRK                      
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 78.1  bits: 19.5 E():   23 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (20-47:28-54) 
 
                       10        20        30        40        50   
2MEPSP         RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
             60        70        80                                 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRK                                 
                                                                    
gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.6  bits: 19.8 E():   24 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (34-40:141-147) 
 
            10        20        30        40        50        60    
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
            70        80  
2MEPSP ACAEVPVTIRDPGCTRK  
                          
gi|124 RRLALVNENPLDVLFQEV 
              180         
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>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.0  bits: 19.8 E():   26 
Smith-Waterman score: 48; 25.0% identity (56.2% similar) in 32 aa overlap (51-79:151-182) 
 
               30        40        50        60           70        
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA---CAEVPVTIRDPGC 
                                     :.:.....  . :    : .. . : : :  
gi|256 IVEREGLQAVKLAARDTVDGWFNIERVSREYNDYKLVFCPQQAEDNKCEDIGIQIDDDGI 
              130       140       150       160       170       180 
 
        80                     
2MEPSP TRK                     
        :                      
gi|256 RRLVLSKNKPLVVQFQKFRSSTA 
              190       200    
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 75.0  bits: 20.1 E():   34 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (24-52:141-170) 
 
                      10        20        30         40        50   
2MEPSP        RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
             60        70        80                                 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRK                                 
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (7-45:82-125) 
 
                                       10         20        30      
2MEPSP                         RDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|249 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
              60        70        80        90       100       110  
 
              40        50        60        70        80 
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
        :.    ::  .:.                                    
gi|249 GIVDSKLPPIDVNMDCKTLGVLHYKGN                       
             120       130                               
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.6  bits: 18.8 E():   35 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (7-45:46-89) 
 
                                       10         20        30      
2MEPSP                         RDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|391 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
          20        30        40        50        60        70      
 
              40        50        60        70        80            
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK            
        :.    ::  .:.                                               
gi|391 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
          80        90       100       110       120       130      
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.5  bits: 19.5 E():   36 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (33-74:115-146) 
 
             10        20        30        40        50        60   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
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gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
             70        80                                           
2MEPSP AACAEVPVTIRDPGCTRK                                           
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.5  bits: 19.5 E():   36 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (33-74:115-146) 
 
             10        20        30        40        50        60   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
             70        80                                           
2MEPSP AACAEVPVTIRDPGCTRK                                           
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (7-45:40-83) 
 
                                       10         20        30      
2MEPSP                         RDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|741 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
      10        20        30        40        50        60          
 
              40        50        60        70        80            
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK            
        :.    ::  .:.                                               
gi|741 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDPRLEFRP 
      70        80        90       100       110       120          
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.2  bits: 18.5 E():   37 
Smith-Waterman score: 44; 26.9% identity (61.5% similar) in 26 aa overlap (40-65:49-74) 
 
      10        20        30        40        50        60          
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:     
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
      70        80                              
2MEPSP VTIRDPGCTRK                              
                                                
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.5  bits: 18.5 E():   41 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (20-57:12-50) 
 
               10        20        30        40         50          
2MEPSP RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMA 
                          :. :. .. ..: : :::   . ... :. :. .. . :   
gi|760         DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKI 
                       10        20        30        40        50   
 
      60        70        80                                        
2MEPSP FSLAACAEVPVTIRDPGCTRK                                        
                                                                    
gi|760 EIKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIG 
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             60        70        80        90       100       110   
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.2  bits: 19.2 E():   42 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (33-74:116-147) 
 
             10        20        30        40        50        60   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          90       100       110       120                130       
 
             70        80                                           
2MEPSP AACAEVPVTIRDPGCTRK                                           
       .: : : . :.:                                                 
gi|146 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
        140        150       160       170       180       190      
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.9  bits: 19.8 E():   44 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (16-68:189-242) 
 
                              10        20        30        40      
2MEPSP                RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
            50        60        70        80                        
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK                        
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.8  bits: 18.8 E():   44 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (7-45:83-126) 
 
                                       10         20        30      
2MEPSP                         RDVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
              40        50        60        70        80            
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK            
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.8  bits: 19.2 E():   44 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (33-74:115-146) 
 
             10        20        30        40        50        60   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
             70        80                                           
2MEPSP AACAEVPVTIRDPGCTRK                                           
       .: : : . :.:                                                 
gi|837 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.8  bits: 19.2 E():   44 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (33-74:115-146) 
 
             10        20        30        40        50        60   
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2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
             70        80                                           
2MEPSP AACAEVPVTIRDPGCTRK                                           
       .: : : . :.:                                                 
gi|223 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.8  bits: 18.5 E():   45 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (20-76:28-82) 
 
                       10        20        30        40          50 
2MEPSP         RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
               60        70        80                               
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRK                               
        : .....   ::  :   .::. ::                                   
gi|212 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (25-66:58-99) 
 
                     10        20        30        40        50     
2MEPSP       RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
           60        70        80                                   
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRK                                   
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 72.6  bits: 18.2 E():   46 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (27-46:89-108) 
 
                   10        20        30        40        50       
2MEPSP     RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
         60        70        80 
2MEPSP AMAFSLAACAEVPVTIRDPGCTRK 
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (42-71:65-94) 
 
              20        30        40        50        60        70  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
              80                                                    
2MEPSP IRDPGCTRK                                                    
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
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>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.7  bits: 20.1 E():   51 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (21-58:168-204) 
 
                         10        20        30        40        50 
2MEPSP           RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
               60        70        80                               
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRK                               
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.7  bits: 20.1 E():   51 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (21-58:168-204) 
 
                         10        20        30        40        50 
2MEPSP           RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
               60        70        80                               
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRK                               
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.5  bits: 19.5 E():   52 
Smith-Waterman score: 47; 58.3% identity (75.0% similar) in 12 aa overlap (29-38:162-173) 
 
                 10        20        30          40        50       
2MEPSP   RDVASWRVKETERMVAIRTELTKLGASVEEG--PDYCIITPPEKLNVTAIDTYDDHRM 
                                     :.:  ::::. :                   
gi|320 AFLAQTSHETTGGWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQ 
             140       150       160       170       180       190  
 
         60        70        80                                     
2MEPSP AMAFSLAACAEVPVTIRDPGCTRK                                     
                                                                    
gi|320 ISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMTPQSPKPSCHNVITGRWTP 
             200       210       220       230       240       250  
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.5  bits: 18.8 E():   52 
Smith-Waterman score: 45; 20.5% identity (45.5% similar) in 44 aa overlap (35-78:130-169) 
 
           10        20        30        40        50        60     
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                                     :..   .  . ...:   :      .. .  
gi|162 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVD 
     100       110       120       130       140       150          
 
           70        80                                      
2MEPSP CAEVPVTIRDPGCTRK                                      
       :.: :     : ::                                        
gi|162 CSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200         
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.5  bits: 15.9 E():   52 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (62-70:17-25) 
 
              40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
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                                     : ::::  :           
gi|391               SFREQCVPGREITYECLNACAEYAVRQ         
                             10        20                
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (8-41:170-204) 
 
                                      10        20        30        
2MEPSP                        RDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
         40        50        60        70        80                 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK                 
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 71.0  bits: 18.8 E():   56 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (33-74:115-146) 
 
             10        20        30        40        50        60   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
             70        80                                           
2MEPSP AACAEVPVTIRDPGCTRK                                           
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 71.0  bits: 18.8 E():   56 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (33-74:115-146) 
 
             10        20        30        40        50        60   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
             70        80                                           
2MEPSP AACAEVPVTIRDPGCTRK                                           
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.9  bits: 17.5 E():   57 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (32-46:70-84) 
 
              10        20        30        40        50        60  
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
              70        80 
2MEPSP LAACAEVPVTIRDPGCTRK 
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 18.5 E():   58 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (32-39:172-179) 
 
              10        20        30        40        50        60  
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
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                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
              70        80 
2MEPSP LAACAEVPVTIRDPGCTRK 
 
>>gi|256095986|emb|CAQ68250.1| Der p 1 allergen precurso  (302 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (33-74:195-226) 
 
             10        20        30        40        50        60   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|256 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          170       180       190       200                210      
 
             70        80                                           
2MEPSP AACAEVPVTIRDPGCTRK                                           
       .: : : . :.:                                                 
gi|256 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          220       230       240       250       260       270     
 
>>gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergillus  (125 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 17.8 E():   62 
Smith-Waterman score: 42; 35.0% identity (55.0% similar) in 20 aa overlap (55-74:45-64) 
 
           30        40        50        60        70        80     
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK     
                                     :: . :. : : . :   .:           
gi|302 HAPLSDGKTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKDGMGKDDHYLL 
           20        30        40        50        60        70     
 
gi|302 EFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR 
           80        90       100       110       120      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 24.6% identity (52.6% similar) in 57 aa overlap (24-80:1-56) 
 
               10        20        30        40        50        60 
2MEPSP RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 
                              .:. . :.     : ::. ... ..:. :.    .:  
gi|753                        MGVYTFENEYTSEIPPPRLFKAFVLDA-DNLIPKIAP 
                                      10        20         30       
 
               70        80                                         
2MEPSP SLAACAEVPVTIRDPGCTRK                                         
       .    ::.      :: :.:                                         
gi|753 QAIKHAEILEGDGGPGTTKKITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTI 
         40        50        60        70        80        90       
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 25.0% identity (54.5% similar) in 44 aa overlap (37-80:14-56) 
 
         10        20        30        40        50        60       
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: . . :: 
gi|901                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCA 
                                10        20         30        40   
 
         70        80                                               
2MEPSP EVPVTIRDPGCTRK                                               
       :.      ::  .:                                               
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 25.0% identity (54.5% similar) in 44 aa overlap (37-80:14-56) 
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         10        20        30        40        50        60       
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: . . :: 
gi|880                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCA 
                                10        20         30        40   
 
         70        80                                               
2MEPSP EVPVTIRDPGCTRK                                               
       :.      ::  .:                                               
gi|880 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 25.0% identity (54.5% similar) in 44 aa overlap (37-80:14-56) 
 
         10        20        30        40        50        60       
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: . . :: 
gi|901                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCA 
                                10        20         30        40   
 
         70        80                                               
2MEPSP EVPVTIRDPGCTRK                                               
       :.      ::  .:                                               
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.9  bits: 19.2 E():   64 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (8-41:188-222) 
 
                                      10        20        30        
2MEPSP                        RDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
         40        50        60        70        80                 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK                 
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.9  bits: 19.2 E():   64 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (8-41:188-222) 
 
                                      10        20        30        
2MEPSP                        RDVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
         40        50        60        70        80                 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK                 
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.2 E():   65 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (18-51:131-164) 
 
                            10        20        30        40        
2MEPSP              RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
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        50        60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
          :                              
gi|158 RTPY                              
                                         
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.5 E():   66 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (33-49:318-334) 
 
             10        20        30        40        50        60   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
             70        80                                           
2MEPSP AACAEVPVTIRDPGCTRK                                           
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.8 E():   66 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (51-77:66-92) 
 
               30        40        50        60        70        80 
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|117 SYGDKWLEARPPGMVRPRVLAPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
gi|117 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFR 
         100       110       120       130       140       150      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (51-77:66-92) 
 
               30        40        50        60        70        80 
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|811 AYGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
gi|811 FEVKCSKPEACSDKPVIIHITDMNTEPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDM 
         100       110       120       130       140       150      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (51-77:66-92) 
 
               30        40        50        60        70        80 
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|109 SYGDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
gi|109 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDT 
         100       110       120       130       140       150      
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.0  bits: 20.1 E():   71 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (18-42:517-541) 
 
                            10        20        30        40        
2MEPSP              RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
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        50        60        70        80                            
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK                            
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.8 E():   74 
Smith-Waterman score: 42; 34.8% identity (56.5% similar) in 23 aa overlap (20-42:71-93) 
 
                          10        20        30        40          
2MEPSP            RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :.  . : .:.    :: ::        
gi|738 ETADATPEKEEPTAAPAEPEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPV 
               50        60        70        80        90       100 
 
      50        60        70        80                     
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRK                     
                                                           
gi|738 AEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAAETATTEVPVEKTEE 
              110       120       130       140       150  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (15-46:183-213) 
 
                               10        20        30        40     
2MEPSP                 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
           50        60        70        80                         
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK                         
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.5  bits: 19.5 E():   76 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (5-52:372-418) 
 
                                         10        20        30     
2MEPSP                           RDVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
           40           50        60        70        80            
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK            
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 68.5  bits: 14.9 E():   76 
Smith-Waterman score: 33; 75.0% identity (100.0% similar) in 4 aa overlap (75-78:3-6) 
 
           50        60        70        80             
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK             
                                     :::.               
gi|544                             APPGCSNHFNLETVFGNFVK 
                                           10        20 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (3-32:227-256) 
 
                                           10        20        30   
2MEPSP                             RDVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
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gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
             40        50        60        70        80     
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK     
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 42; 25.0% identity (52.3% similar) in 44 aa overlap (37-80:14-56) 
 
         10        20        30        40        50        60       
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: .   :: 
gi|901                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCA 
                                10        20         30        40   
 
         70        80                                               
2MEPSP EVPVTIRDPGCTRK                                               
       :.      ::  .:                                               
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 42; 25.0% identity (52.3% similar) in 44 aa overlap (37-80:14-56) 
 
         10        20        30        40        50        60       
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: .   :: 
gi|901                  MGGYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCA 
                                10        20         30        40   
 
         70        80                                               
2MEPSP EVPVTIRDPGCTRK                                               
       :.      ::  .:                                               
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (20-57:12-50) 
 
               10        20        30        40         50          
2MEPSP RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMA 
                          :. :. ..  .: : :::   . ... :. :. .. . :   
gi|179         DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKI 
                       10        20        30        40        50   
 
      60        70        80                                        
2MEPSP FSLAACAEVPVTIRDPGCTRK                                        
                                                                    
gi|179 EIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVG 
             60        70        80        90       100       110   
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (33-41:214-222) 
 
             10        20        30        40        50        60   
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
             70        80                                           
2MEPSP AACAEVPVTIRDPGCTRK                                           
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
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           250       260       270       280       290       300    
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 47; 46.2% identity (76.9% similar) in 13 aa overlap (23-35:454-466) 
 
                       10        20        30        40        50   
2MEPSP         RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     :.:::.. .:  :                  
gi|476 LNPSCKSLHPGRTPKELELHQKPTTLLMDEKMGASLNSSPPNCKNKCKGCQPCKPKLIIV 
           430       440       450       460       470       480    
 
             60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                    
gi|476 HPNQPEDYYPQRWVCSCHNKIYNP     
           490       500            
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (15-52:130-167) 
 
                               10        20        30        40     
2MEPSP                 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
           50        60        70        80           
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK           
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (15-52:130-167) 
 
                               10        20        30        40     
2MEPSP                 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
           50        60        70        80           
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK           
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (32-39:245-252) 
 
              10        20        30        40        50        60  
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
              70        80 
2MEPSP LAACAEVPVTIRDPGCTRK 
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.2 E():   82 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (30-40:3-13) 
 
               10        20        30        40        50        60 
2MEPSP RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 
                                    .: ::: :  :                     
gi|160                            SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNCA 
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                                          10        20        30    
 
               70        80                                         
2MEPSP SLAACAEVPVTIRDPGCTRK                                         
                                                                    
gi|160 GKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHIA 
            40        50        60        70        80        90    
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 27 aa overlap (51-77:66-92) 
 
               30        40        50        60        70        80 
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   ....:...:.     ::    
gi|409 TYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSC 
          40        50        60        70        80        90      
 
gi|409 FEIKCTKPESCSGEPVLVHITDDNEEPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELEL 
         100       110       120       130       140       150      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 44; 28.9% identity (48.9% similar) in 45 aa overlap (25-69:92-135) 
 
                     10        20        30        40        50     
2MEPSP       RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. :   :  . :  : : : :  . . : 
gi|226 KASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIA-GALEVH 
              70        80        90       100       110        120 
 
           60        70        80                                   
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRK                                   
        .  :   .. :..:                                              
gi|226 AVKPATEEVGAAKIPAGELQIVDKIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKEST 
              130       140       150       160       170       180 
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 17.5 E():   83 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (48-59:15-26) 
 
        20        30        40        50        60        70        
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
        80                                                          
2MEPSP TRK                                                          
                                                                    
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (20-57:21-59) 
 
                10        20        30        40         50         
2MEPSP  RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAM 
                           :. :. ..  .: : :::   . ... :. :. .. . :  
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP AFSLAACAEVPVTIRDPGCTRK                                       
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.2 E():   87 
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Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (44-75:23-54) 
 
            20        30        40        50        60        70    
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|191         MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
            80                                                      
2MEPSP DPGCTRK                                                      
       ::                                                           
gi|191 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.2 E():   87 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (44-75:23-54) 
 
            20        30        40        50        60        70    
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|730         MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
            80                                                      
2MEPSP DPGCTRK                                                      
       ::                                                           
gi|730 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (20-76:28-82) 
 
                       10        20        30        40          50 
2MEPSP         RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
               60        70        80                               
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRK                               
        : .....   ::  :   .::. ::                                   
gi|158 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (20-76:28-82) 
 
                       10        20        30        40          50 
2MEPSP         RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|214 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
               60        70        80                               
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRK                               
        : .....   ::  :   .::. ::                                   
gi|214 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 44; 32.0% identity (72.0% similar) in 25 aa overlap (55-79:210-234) 
 
           30        40        50        60        70        80     
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK     
                                     ..:.: ..:: :::  .. . . :.      
gi|481 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAM 
     180       190       200       210       220       230          
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gi|481 SEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
     240       250       260       270       280 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (20-57:25-63) 
 
                    10        20        30        40         50     
2MEPSP      RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDH 
                               :. :. ..  .: : :::   . ... :. :. ..  
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRK                                   
       . :                                                          
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.2 E():   88 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (30-40:20-30) 
 
               10        20        30        40        50        60 
2MEPSP RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 
                                    .: ::: :  :                     
gi|510           MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNCA 
                         10        20        30        40        50 
 
               70        80                                         
2MEPSP SLAACAEVPVTIRDPGCTRK                                         
                                                                    
gi|510 GKVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHIA 
               60        70        80        90       100       110 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.5 E():   89 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (32-39:272-279) 
 
              10        20        30        40        50        60  
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
              70        80 
2MEPSP LAACAEVPVTIRDPGCTRK 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.5 E():   89 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (32-39:272-279) 
 
              10        20        30        40        50        60  
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
              70        80 
2MEPSP LAACAEVPVTIRDPGCTRK 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.5 E():   89 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (32-39:272-279) 
 
              10        20        30        40        50        60  
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
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              70        80 
2MEPSP LAACAEVPVTIRDPGCTRK 
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 16.9 E():   89 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (32-46:70-84) 
 
              10        20        30        40        50        60  
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
      40        50        60        70        80        90          
 
              70        80 
2MEPSP LAACAEVPVTIRDPGCTRK 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.5 E():   89 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (32-39:273-280) 
 
              10        20        30        40        50        60  
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|473 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
            250       260       270       280                       
 
              70        80 
2MEPSP LAACAEVPVTIRDPGCTRK 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (20-57:29-67) 
 
                        10        20        30        40         50 
2MEPSP          RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRK                               
        .. . :                                                      
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (20-57:29-67) 
 
                        10        20        30        40         50 
2MEPSP          RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRK                               
        .. . :                                                      
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (20-57:29-67) 
 
                        10        20        30        40         50 
2MEPSP          RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
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               60        70        80                               
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRK                               
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (20-57:29-67) 
 
                        10        20        30        40         50 
2MEPSP          RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRK                               
        .. . :                                                      
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (20-57:29-67) 
 
                        10        20        30        40         50 
2MEPSP          RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRK                               
        .. . :                                                      
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 18.5 E():   91 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (32-39:277-284) 
 
              10        20        30        40        50        60  
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSFQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
        250       260       270       280       290                 
 
              70        80 
2MEPSP LAACAEVPVTIRDPGCTRK 
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.1  bits: 14.9 E():   91 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (36-43:9-16) 
 
          10        20        30        40        50        60      
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                                     :: :: :.                       
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP               
                                     10        20                   
 
          70        80 
2MEPSP AEVPVTIRDPGCTRK 
 
>>gi|348137|gb|AAA16792.1| superoxide dismutase (mangane  (233 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.1  bits: 18.2 E():   91 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (15-52:158-195) 
 
                               10        20        30        40     
2MEPSP                 RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
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                                     .:.  :: :: . .  . :  .   :  .  
gi|348 AIDADFGSLEKLIQLMNAEGAALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
       130       140       150       160       170       180        
 
           50        60        70        80           
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK           
       . .::...                                       
gi|348 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
       190       200       210       220       230    
 
>>gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A-IV   (297 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.5 E():   92 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (32-39:283-290) 
 
              10        20        30        40        50        60  
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            260       270       280       290                       
 
              70        80 
2MEPSP LAACAEVPVTIRDPGCTRK 
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 45; 29.6% identity (59.3% similar) in 27 aa overlap (32-58:51-77) 
 
              10        20        30        40        50        60  
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :   .:.  .: :.: .  :: .: ..    
gi|118 MLLLFFFAASVGITDAQVGVCYGMQGNNLPPVSEVIALYKKSNITRMRIYDPNRAVLEAL 
               30        40        50        60        70        80 
 
              70        80                                          
2MEPSP LAACAEVPVTIRDPGCTRK                                          
                                                                    
gi|118 RGSNIELILGVPNSDLQSLTNPSNAKSWVQKNVRGFWSSVLFRYIAVGNEISPVNRGTAW 
               90       100       110       120       130       140 
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.8  bits: 18.5 E():   94 
Smith-Waterman score: 44; 23.5% identity (53.1% similar) in 81 aa overlap (2-79:128-204) 
 
                                            10        20            
2MEPSP                              RDVASWRVKETERMVAIRTELTKLG--ASVE 
                                     : ..:.:   .  . ..:.    :  .. . 
gi|287 YFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDT-TQVQTNYFGKGDTTTYD 
       100       110       120       130        140       150       
 
      30        40        50        60        70         80         
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP-GCTRK         
       .:    . :: : ... .::   :   :...:. . .   .:  :  : ::          
gi|287 RGTYVPVATPQETFHTYTIDWTKD---AVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLR 
        160       170       180          190       200       210    
 
gi|287 LGSWAGGDPSNPKGTIEWAGGLTDYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSI 
           220       230       240       250       260       270    
 
>>gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=Mite   (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.7  bits: 14.6 E():   95 
Smith-Waterman score: 32; 43.8% identity (68.8% similar) in 16 aa overlap (57-72:1-16) 
 
         30        40        50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     :.. . :: ::.:  :         
gi|135                               AIGXQPAAEAEAPFQISLMK     
                                             10        20     
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (32-39:293-300) 
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              10        20        30        40        50        60  
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|216 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            270       280       290       300                       
 
              70        80 
2MEPSP LAACAEVPVTIRDPGCTRK 
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 41; 50.0% identity (66.7% similar) in 12 aa overlap (24-35:148-159) 
 
                      10        20        30        40        50    
2MEPSP        RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
                                     : : .  .::::                   
gi|281 RSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC                   
       120       130       140       150                            
 
            60        70        80 
2MEPSP HRMAMAFSLAACAEVPVTIRDPGCTRK 
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 27 aa overlap (24-50:1-27) 
 
               10        20        30        40        50        60 
2MEPSP RDVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAF 
                              .:. . :. :  .: : . ... ..:.           
gi|167                        MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQ 
                                      10        20        30        
 
               70        80                                         
2MEPSP SLAACAEVPVTIRDPGCTRK                                         
                                                                    
gi|167 ALKSTEIIEGNGGPGTIKKITFGEGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLE 
        40        50        60        70        80        90        
 
>>gi|114152864|sp|Q01883.2|RAG1_ORYSJ RecName: Full=Seed  (163 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 41; 27.6% identity (55.2% similar) in 29 aa overlap (53-79:96-124) 
 
             30        40        50        60          70        80 
2MEPSP KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV--PVTIRDPGCTRK 
                                     :: ..  .   . .:.  :..   ::: :  
gi|114 AASAADEQVWQDCCRQLAAVDDGWCRCGALDHMLSGIYRELGATEAGHPMAEVFPGCRRG 
          70        80        90       100       110       120      
 
gi|114 DLERAAASLPAFCNVDIPNGPGGVCYWLGYPRTPRTGH 
         130       140       150       160    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:07 2011 done: Tue Apr 19 10:58:08 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 352  - 431 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
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       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     3     2:* 
  32     3     8:= * 
  34    24    22:=======* 
  36    31    44:===========   * 
  38   105    73:========================*========== 
  40    98   102:=================================* 
  42   101   125:==================================       * 
  44   112   138:======================================       * 
  46   124   140:==========================================    * 
  48   172   134:============================================*============= 
  50   165   122:========================================*============== 
  52   106   108:===================================* 
  54    78    92:==========================    * 
  56    52    77:==================       * 
  58    55    63:=================== * 
  60    57    51:================*== 
  62    39    41:=============* 
  64    29    33:==========* 
  66    33    26:========*== 
  68    24    20:======*= 
  70    17    16:=====* 
  72    13    12:===*= 
  74     7    10:===* 
  76     1     8:= * 
  78     9     6:=*= 
  80     6     5:=* 
  82    10     3:*=== 
  84     7     3:*== 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     2     0:=         *== 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.34600.00324; mu= 9.6889 0.169 
 mean_var=31.6728 8.252, 0's: 2 Z-trim: 2  B-trim: 72 in 1/43 
 Lambda= 0.227893 
 Kolmogorov-Smirnov  statistic: 0.0346 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   60 23.8     1.2 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   59 23.4     1.3 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   56 22.4     2.7 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.8       3 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   57 22.8     4.4 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   57 22.8     4.4 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 21.1     7.7 
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gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   51 20.8     9.2 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   51 20.8     9.2 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 21.1     9.3 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.8     9.5 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   53 21.5      10 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   53 21.5      11 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   53 21.5      11 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   52 21.1      13 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 21.1      13 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   53 21.5      14 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   52 21.1      14 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   52 21.1      14 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   52 21.1      14 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   51 20.8      14 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 20.1      14 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   51 20.8      14 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   51 20.8      14 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   53 21.5      14 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 21.1      20 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 20.2      20 
gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Pe ( 320)   51 20.8      21 
gi|195933901|gb|ACG58378.1| Der p 1 allergen precu ( 320)   51 20.8      21 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 20.2      21 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.8      22 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.5      23 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   46 19.2      24 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.8      24 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   48 19.8      26 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 20.2      33 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   45 18.8      35 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   45 18.8      35 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   47 19.5      35 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   47 19.5      35 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   45 18.8      36 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   44 18.5      37 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.5      41 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   46 19.2      42 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.8      43 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.8      44 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   46 19.2      44 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   46 19.2      44 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.5      45 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.5      45 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.2      46 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.5      50 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 20.2      50 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 20.2      50 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   47 19.5      51 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.8      52 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 15.9      54 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.2      55 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   45 18.8      55 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   45 18.8      55 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.5      57 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.5      58 
gi|256095986|emb|CAQ68250.1| Der p 1 allergen prec ( 302)   46 19.2      60 
gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergi ( 125)   42 17.8      62 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   43 18.2      63 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   43 18.2      63 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   43 18.2      63 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   43 18.2      63 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.2      63 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.2      63 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 18.2      65 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.5      65 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   45 18.8      65 
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gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   45 18.8      66 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 18.8      66 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 20.2      70 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.2      74 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 17.8      74 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.5      75 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.8      76 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   33 14.9      78 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   42 17.8      79 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   42 17.8      79 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.5      79 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.8      79 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.5      80 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 18.2      80 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 18.2      80 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.5      80 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   44 18.5      82 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.2      82 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.5      82 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.5      83 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.5      85 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 18.5      87 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   40 17.2      87 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   40 17.2      87 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   41 17.5      87 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   41 17.5      87 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.5      88 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.2      88 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.5      88 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.5      88 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   44 18.5      88 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   44 18.5      89 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.9      90 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   44 18.5      90 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   41 17.5      90 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   41 17.5      90 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   41 17.5      90 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   41 17.5      90 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   41 17.5      90 
gi|348137|gb|AAA16792.1| superoxide dismutase (man ( 233)   43 18.2      91 
gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A ( 297)   44 18.5      92 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   45 18.8      92 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 14.9      93 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   44 18.5      93 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   44 18.5      95 
gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=M (  20)   32 14.5      97 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   41 17.5      98 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   41 17.5      98 
gi|114152864|sp|Q01883.2|RAG1_ORYSJ RecName: Full= ( 163)   41 17.5   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  60  Z-score: 101.2  bits: 23.8 E():  1.2 
Smith-Waterman score: 60; 31.7% identity (55.6% similar) in 63 aa overlap (19-76:27-87) 
 
                       10        20        30        40          50 
2MEPSP         DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTY 
                                 :. :: .:   : :::::   .::.. :  . .  
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
 
               60           70        80                            
2MEPSP DDHRMAMAFSLAACA---EVPVTIRDPGCTRKT                            
       :.   .. .:  . .   .::  :.  ::                                
gi|457 DSPTAVIKISAKVNGVELQVP-GIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKAD 
      60        70        80         90       100       110         
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  59  Z-score: 100.3  bits: 23.4 E():  1.3 
Smith-Waterman score: 59; 28.3% identity (53.3% similar) in 60 aa overlap (17-75:10-66) 
 
               10        20        30        40         50          
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2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAF 
                       . :.:.:  .   : :.:.:   . :.. : . . .:   :    
gi|484        GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQDTTKATIK 
                      10        20         30        40        50   
 
      60        70        80                                        
2MEPSP SLAACAEVPVTIRDPGCTRKT                                        
        ::  : .:. .  ::                                             
gi|484 VLAKVAGTPIQV--PGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAELVG 
             60          70        80        90       100       110 
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 94.8  bits: 22.4 E():  2.7 
Smith-Waterman score: 56; 24.6% identity (57.9% similar) in 57 aa overlap (19-75:12-67) 
 
               10        20        30        40        50        60 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                         :. .:..:   : .::.:   . :.. :    ..   ....  
gi|484        GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQDTASVGLV 
                      10        20         30        40        50   
 
               70        80                                         
2MEPSP LAACAEVPVTIRDPGCTRKT                                         
       :.:  .  ..:  ::                                              
gi|484 LTAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIG 
             60        70        80        90       100       110   
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 93.9  bits: 23.8 E():    3 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (25-51:23-50) 
 
               10        20        30        40         50          
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDHRMAMAF 
                               :. ::  .: :.. ::.... ... .::         
gi|122   MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVDVIHEFE 
                 10        20        30        40        50         
 
      60        70        80                                        
2MEPSP SLAACAEVPVTIRDPGCTRKT                                        
                                                                    
gi|122 EIPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRGIFGNGA 
       60        70        80        90       100       110         
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.9  bits: 22.8 E():  4.4 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (50-76:74-100) 
 
      20        30        40        50        60        70          
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.9  bits: 22.8 E():  4.4 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (50-76:74-100) 
 
      20        30        40        50        60        70          
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
      80                                                            
2MEPSP T                                                            
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gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.5  bits: 21.1 E():  7.7 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (7-40:104-138) 
 
                                       10         20        30      
2MEPSP                         DVASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
          40        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 
       :.: .                                         
gi|110 ISPSQGCQFSSPYWSY                              
           140                                       
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 85.2  bits: 20.8 E():  9.2 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (19-75:28-82) 
 
                        10        20        30        40        50  
2MEPSP          DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
              60         70        80                               
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKT                               
        .. .   .. . :.:  .::. ::                                    
gi|170 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 85.2  bits: 20.8 E():  9.2 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (19-75:28-82) 
 
                        10        20        30        40        50  
2MEPSP          DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
              60         70        80                               
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKT                               
        .. .   .. . :.:  .::. ::                                    
gi|158 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 85.1  bits: 21.1 E():  9.3 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (27-55:36-62) 
 
                   10        20        30        40        50       
2MEPSP     DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
         60        70        80                                     
2MEPSP MAFSLAACAEVPVTIRDPGCTRKT                                     
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 84.9  bits: 20.8 E():  9.5 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (19-56:29-67) 
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                         10        20        30        40           
2MEPSP           DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKT                              
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.3  bits: 21.5 E():   10 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (60-76:67-83) 
 
      30        40        50        60        70        80          
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT          
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 21.5 E():   11 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (60-76:78-94) 
 
      30        40        50        60        70        80          
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT          
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.7  bits: 21.5 E():   11 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (60-76:85-101) 
 
      30        40        50        60        70        80          
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT          
                                     :..::...:.     ::              
gi|115 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
           60        70        80        90       100       110     
 
gi|115 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
          120       130       140       150       160       170     
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.7  bits: 21.1 E():   13 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (61-76:55-70) 
 
               40        50        60        70        80           
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT           
                                     ..::..::.     ::               
gi|114 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
           30        40        50        60        70        80     
 
gi|114 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
           90       100       110       120       130       140     
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 82.7  bits: 21.1 E():   13 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (23-40:180-197) 
 
                       10        20        30         40        50  
2MEPSP         DVASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
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                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
              60        70        80         
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKT         
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 82.2  bits: 21.5 E():   14 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (40-76:91-131) 
 
      10        20        30        40         50        60         
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|627 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISQLTTSQQDIVLADELSQEVCILSA 
               70        80        90       100       110       120 
 
          70        80                                              
2MEPSP EVPVTIRDPGCTRKT                                              
       .: : :  :::                                                  
gi|627 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              130       140       150       160       170       180 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.0  bits: 21.1 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (61-76:79-94) 
 
               40        50        60        70        80           
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT           
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVFITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.0  bits: 21.1 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (61-76:79-94) 
 
               40        50        60        70        80           
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT           
                                     ..::..::.     ::               
gi|141 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|141 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.0  bits: 21.1 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (61-76:79-94) 
 
               40        50        60        70        80           
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT           
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.9  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (32-73:109-140) 
 
              10        20        30        40        50        60  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
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                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
              70        80                                          
2MEPSP AACAEVPVTIRDPGCTRKT                                          
       .: : : . :.:                                                 
gi|616 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
     130        140       150       160       170       180         
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 81.8  bits: 20.1 E():   14 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (7-40:96-130) 
 
                                       10         20        30      
2MEPSP                         DVASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
          40        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 
       :.: .                                         
gi|244 ISPSQGCQFQSSY                                 
         130                                         
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.7  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (32-73:115-146) 
 
              10        20        30        40        50        60  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
              70        80                                          
2MEPSP AACAEVPVTIRDPGCTRKT                                          
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.7  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (32-73:115-146) 
 
              10        20        30        40        50        60  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
              70        80                                          
2MEPSP AACAEVPVTIRDPGCTRKT                                          
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.7  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (32-73:115-146) 
 
              10        20        30        40        50        60  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
              70        80                                          
2MEPSP AACAEVPVTIRDPGCTRKT                                          
       .: : : . :.:                                                 
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gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.7  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (32-73:115-146) 
 
              10        20        30        40        50        60  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
              70        80                                          
2MEPSP AACAEVPVTIRDPGCTRKT                                          
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.7  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (32-73:115-146) 
 
              10        20        30        40        50        60  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
              70        80                                          
2MEPSP AACAEVPVTIRDPGCTRKT                                          
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.7  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (32-73:115-146) 
 
              10        20        30        40        50        60  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
              70        80                                          
2MEPSP AACAEVPVTIRDPGCTRKT                                          
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.7  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (32-73:115-146) 
 
              10        20        30        40        50        60  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
              70        80                                          
2MEPSP AACAEVPVTIRDPGCTRKT                                          
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 81.7  bits: 21.5 E():   14 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (40-76:111-151) 
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      10        20        30        40         50        60         
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|170 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISNLTTSQQDIVLADELSQEVCILSA 
               90       100       110       120       130       140 
 
          70        80                                              
2MEPSP EVPVTIRDPGCTRKT                                              
       .: : :  :::                                                  
gi|170 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              150       160       170       180       190       200 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 79.1  bits: 21.1 E():   20 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (7-50:81-124) 
 
                                       10        20        30       
2MEPSP                         DVASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
         40        50        60        70        80                 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT                 
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.9  bits: 20.2 E():   20 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (8-58:56-100) 
 
                                      10        20         30       
2MEPSP                        DVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
         40         50        60        70        80                
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT                
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Peptid  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.9  bits: 20.8 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (32-73:213-244) 
 
              10        20        30        40        50        60  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|730 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
              70        80                                          
2MEPSP AACAEVPVTIRDPGCTRKT                                          
       .: : : . :.:                                                 
gi|730 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|195933901|gb|ACG58378.1| Der p 1 allergen precursor  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.9  bits: 20.8 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (32-73:213-244) 
 
              10        20        30        40        50        60  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|195 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
              70        80                                          
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2MEPSP AACAEVPVTIRDPGCTRKT                                          
       .: : : . :.:                                                 
gi|195 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.8  bits: 20.2 E():   21 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (8-58:60-104) 
 
                                      10        20         30       
2MEPSP                        DVASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
         40         50        60        70        80                
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT                
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.3  bits: 19.8 E():   22 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (35-62:106-134) 
 
           10        20        30        40        50         60    
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
            70        80                     
2MEPSP CAEVPVTIRDPGCTRKT                     
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 78.1  bits: 19.5 E():   23 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (19-46:28-54) 
 
                        10        20        30        40        50  
2MEPSP          DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
              60        70        80                                
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKT                                
                                                                    
gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 77.7  bits: 19.2 E():   24 
Smith-Waterman score: 46; 30.0% identity (60.0% similar) in 30 aa overlap (10-38:75-104) 
 
                                    10        20         30         
2MEPSP                      DVASWRVKETERMVAIRTELTKLGA-SVEEGPDYCIITP 
                                     :.:.. .:  :.  :. ..   : ::.  : 
gi|999 SVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMAAALVPKYCLQHP 
           50        60        70        80        90       100     
 
       40        50        60        70        80 
2MEPSP PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 
                                                  
gi|999 HACDLYKNQTVMS                              
          110                                     
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.6  bits: 19.8 E():   24 
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Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (33-39:141-147) 
 
             10        20        30        40        50        60   
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
             70        80 
2MEPSP ACAEVPVTIRDPGCTRKT 
                          
gi|124 RRLALVNENPLDVLFQEV 
              180         
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.0  bits: 19.8 E():   26 
Smith-Waterman score: 48; 25.0% identity (56.2% similar) in 32 aa overlap (50-78:151-182) 
 
      20        30        40        50        60           70       
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA---CAEVPVTIRDPGC 
                                     :.:.....  . :    : .. . : : :  
gi|256 IVEREGLQAVKLAARDTVDGWFNIERVSREYNDYKLVFCPQQAEDNKCEDIGIQIDDDGI 
              130       140       150       160       170       180 
 
         80                    
2MEPSP TRKT                    
        :                      
gi|256 RRLVLSKNKPLVVQFQKFRSSTA 
              190       200    
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 75.1  bits: 20.2 E():   33 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (23-51:141-170) 
 
                       10        20        30         40        50  
2MEPSP         DVASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
              60        70        80                                
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKT                                
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (6-44:82-125) 
 
                                        10         20        30     
2MEPSP                          DVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|249 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
              60        70        80        90       100       110  
 
               40        50        60        70        80 
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 
        :.    ::  .:.                                     
gi|249 GIVDSKLPPIDVNMDCKTLGVLHYKGN                        
             120       130                                
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.6  bits: 18.8 E():   35 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (6-44:46-89) 
 
                                        10         20        30     
2MEPSP                          DVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|391 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
          20        30        40        50        60        70      
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               40        50        60        70        80           
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT           
        :.    ::  .:.                                               
gi|391 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
          80        90       100       110       120       130      
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.6  bits: 19.5 E():   35 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (32-73:115-146) 
 
              10        20        30        40        50        60  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
              70        80                                          
2MEPSP AACAEVPVTIRDPGCTRKT                                          
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.6  bits: 19.5 E():   35 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (32-73:115-146) 
 
              10        20        30        40        50        60  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
              70        80                                          
2MEPSP AACAEVPVTIRDPGCTRKT                                          
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (6-44:40-83) 
 
                                        10         20        30     
2MEPSP                          DVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|741 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
      10        20        30        40        50        60          
 
               40        50        60        70        80           
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT           
        :.    ::  .:.                                               
gi|741 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDPRLEFRP 
      70        80        90       100       110       120          
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.5 E():   37 
Smith-Waterman score: 44; 26.9% identity (61.5% similar) in 26 aa overlap (39-64:49-74) 
 
       10        20        30        40        50        60         
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:     
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
       70        80                             
2MEPSP VTIRDPGCTRKT                             
                                                
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
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>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.4  bits: 18.5 E():   41 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (19-56:12-50) 
 
               10        20        30        40         50          
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAF 
                         :. :. .. ..: : :::   . ... :. :. .. . :    
gi|760        DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIE 
                      10        20        30        40        50    
 
      60        70        80                                        
2MEPSP SLAACAEVPVTIRDPGCTRKT                                        
                                                                    
gi|760 IKANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGD 
            60        70        80        90       100       110    
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.2  bits: 19.2 E():   42 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (32-73:116-147) 
 
              10        20        30        40        50        60  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          90       100       110       120                130       
 
              70        80                                          
2MEPSP AACAEVPVTIRDPGCTRKT                                          
       .: : : . :.:                                                 
gi|146 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
        140        150       160       170       180       190      
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.0  bits: 19.8 E():   43 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (15-67:189-242) 
 
                               10        20        30        40     
2MEPSP                 DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
             50        60        70        80                       
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT                       
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.8  bits: 18.8 E():   44 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (6-44:83-126) 
 
                                        10         20        30     
2MEPSP                          DVASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
               40        50        60        70        80           
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT           
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.8  bits: 19.2 E():   44 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (32-73:115-146) 
 
              10        20        30        40        50        60  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
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gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
              70        80                                          
2MEPSP AACAEVPVTIRDPGCTRKT                                          
       .: : : . :.:                                                 
gi|837 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.8  bits: 19.2 E():   44 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (32-73:115-146) 
 
              10        20        30        40        50        60  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
              70        80                                          
2MEPSP AACAEVPVTIRDPGCTRKT                                          
       .: : : . :.:                                                 
gi|223 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.8  bits: 19.5 E():   45 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (24-65:58-99) 
 
                      10        20        30        40        50    
2MEPSP        DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
            60        70        80                                  
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKT                                  
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.8  bits: 18.5 E():   45 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (19-75:28-82) 
 
                        10        20        30        40            
2MEPSP          DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
      50        60        70        80                              
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKT                              
        : .....   ::  :   .::. ::                                   
gi|212 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 72.5  bits: 18.2 E():   46 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (26-45:89-108) 
 
                    10        20        30        40        50      
2MEPSP      DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
          60        70        80 
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKT 
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (41-70:65-94) 
 
               20        30        40        50        60        70 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
               80                                                   
2MEPSP IRDPGCTRKT                                                   
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.9  bits: 20.2 E():   50 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (20-57:168-204) 
 
                          10        20        30        40          
2MEPSP            DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
      50        60        70        80                              
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKT                              
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.9  bits: 20.2 E():   50 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (20-57:168-204) 
 
                          10        20        30        40          
2MEPSP            DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
      50        60        70        80                              
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKT                              
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.6  bits: 19.5 E():   51 
Smith-Waterman score: 47; 58.3% identity (75.0% similar) in 12 aa overlap (28-37:162-173) 
 
                  10        20        30          40        50      
2MEPSP    DVASWRVKETERMVAIRTELTKLGASVEEG--PDYCIITPPEKLNVTAIDTYDDHRM 
                                     :.:  ::::. :                   
gi|320 AFLAQTSHETTGGWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQ 
             140       150       160       170       180       190  
 
          60        70        80                                    
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKT                                    
                                                                    
gi|320 ISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMTPQSPKPSCHNVITGRWTP 
             200       210       220       230       240       250  
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.5  bits: 18.8 E():   52 
Smith-Waterman score: 45; 20.5% identity (45.5% similar) in 44 aa overlap (34-77:130-169) 
 
            10        20        30        40        50        60    
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                                     :..   .  . ...:   :      .. .  
gi|162 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVD 
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     100       110       120       130       140       150          
 
            70        80                                     
2MEPSP CAEVPVTIRDPGCTRKT                                     
       :.: :     : ::                                        
gi|162 CSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200         
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.3  bits: 15.9 E():   54 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (61-69:17-25) 
 
               40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 
                                     : ::::  :            
gi|391               SFREQCVPGREITYECLNACAEYAVRQ          
                             10        20                 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (7-40:170-204) 
 
                                       10        20        30       
2MEPSP                         DVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
          40        50        60        70        80                
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT                
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 71.0  bits: 18.8 E():   55 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (32-73:115-146) 
 
              10        20        30        40        50        60  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
              70        80                                          
2MEPSP AACAEVPVTIRDPGCTRKT                                          
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 71.0  bits: 18.8 E():   55 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (32-73:115-146) 
 
              10        20        30        40        50        60  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
              70        80                                          
2MEPSP AACAEVPVTIRDPGCTRKT                                          
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.8  bits: 17.5 E():   57 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (31-45:70-84) 
 
               10        20        30        40        50        60 
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2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
               70        80 
2MEPSP LAACAEVPVTIRDPGCTRKT 
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 18.5 E():   58 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (31-38:172-179) 
 
               10        20        30        40        50        60 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
               70        80 
2MEPSP LAACAEVPVTIRDPGCTRKT 
 
>>gi|256095986|emb|CAQ68250.1| Der p 1 allergen precurso  (302 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (32-73:195-226) 
 
              10        20        30        40        50        60  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|256 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          170       180       190       200                210      
 
              70        80                                          
2MEPSP AACAEVPVTIRDPGCTRKT                                          
       .: : : . :.:                                                 
gi|256 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          220       230       240       250       260       270     
 
>>gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergillus  (125 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 17.8 E():   62 
Smith-Waterman score: 42; 35.0% identity (55.0% similar) in 20 aa overlap (54-73:45-64) 
 
            30        40        50        60        70        80    
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT    
                                     :: . :. : : . :   .:           
gi|302 HAPLSDGKTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKDGMGKDDHYLL 
           20        30        40        50        60        70     
 
gi|302 EFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR 
           80        90       100       110       120      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 24.6% identity (52.6% similar) in 57 aa overlap (23-79:1-56) 
 
               10        20        30        40        50        60 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                             .:. . :.     : ::. ... ..:. :.    .: . 
gi|753                       MGVYTFENEYTSEIPPPRLFKAFVLDA-DNLIPKIAPQ 
                                     10        20         30        
 
               70        80                                         
2MEPSP LAACAEVPVTIRDPGCTRKT                                         
           ::.      :: :.:                                          
gi|753 AIKHAEILEGDGGPGTTKKITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIE 
        40        50        60        70        80        90        
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 25.0% identity (54.5% similar) in 44 aa overlap (36-79:14-56) 
 
          10        20        30        40        50        60      
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2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: . . :: 
gi|901                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCA 
                                10        20         30        40   
 
          70        80                                              
2MEPSP EVPVTIRDPGCTRKT                                              
       :.      ::  .:                                               
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 25.0% identity (54.5% similar) in 44 aa overlap (36-79:14-56) 
 
          10        20        30        40        50        60      
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: . . :: 
gi|880                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCA 
                                10        20         30        40   
 
          70        80                                              
2MEPSP EVPVTIRDPGCTRKT                                              
       :.      ::  .:                                               
gi|880 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 43; 25.0% identity (54.5% similar) in 44 aa overlap (36-79:14-56) 
 
          10        20        30        40        50        60      
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: . . :: 
gi|901                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCA 
                                10        20         30        40   
 
          70        80                                              
2MEPSP EVPVTIRDPGCTRKT                                              
       :.      ::  .:                                               
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.0  bits: 19.2 E():   63 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (7-40:188-222) 
 
                                       10        20        30       
2MEPSP                         DVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
          40        50        60        70        80                
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT                
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.0  bits: 19.2 E():   63 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (7-40:188-222) 
 
                                       10        20        30       
2MEPSP                         DVASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
          40        50        60        70        80                
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT                
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       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.2 E():   65 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (17-50:131-164) 
 
                             10        20        30        40       
2MEPSP               DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
         50        60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 
          :                               
gi|158 RTPY                               
                                          
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.5 E():   65 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (32-48:318-334) 
 
              10        20        30        40        50        60  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
              70        80                                          
2MEPSP AACAEVPVTIRDPGCTRKT                                          
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (50-76:66-92) 
 
      20        30        40        50        60        70          
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|117 SYGDKWLEARPPGMVRPRVLAPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|117 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFR 
         100       110       120       130       140       150      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (50-76:66-92) 
 
      20        30        40        50        60        70          
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|811 AYGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|811 FEVKCSKPEACSDKPVIIHITDMNTEPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDM 
         100       110       120       130       140       150      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (50-76:66-92) 
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      20        30        40        50        60        70          
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|109 SYGDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|109 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDT 
         100       110       120       130       140       150      
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.2  bits: 20.2 E():   70 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (17-41:517-541) 
 
                             10        20        30        40       
2MEPSP               DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
         50        60        70        80                           
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT                           
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (14-45:183-213) 
 
                                10        20        30        40    
2MEPSP                  DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
            50        60        70        80                        
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT                        
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 17.8 E():   74 
Smith-Waterman score: 42; 34.8% identity (56.5% similar) in 23 aa overlap (19-41:71-93) 
 
                           10        20        30        40         
2MEPSP             DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :.  . : .:.    :: ::        
gi|738 ETADATPEKEEPTAAPAEPEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPV 
               50        60        70        80        90       100 
 
       50        60        70        80                    
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT                    
                                                           
gi|738 AEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAAETATTEVPVEKTEE 
              110       120       130       140       150  
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.6  bits: 19.5 E():   75 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (4-51:372-418) 
 
                                          10        20        30    
2MEPSP                            DVASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
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            40           50        60        70        80           
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT           
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.5  bits: 18.8 E():   76 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (2-31:227-256) 
 
                                            10        20        30  
2MEPSP                              DVASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
              40        50        60        70        80    
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT    
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 68.3  bits: 14.9 E():   78 
Smith-Waterman score: 33; 75.0% identity (100.0% similar) in 4 aa overlap (74-77:3-6) 
 
            50        60        70        80            
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT            
                                     :::.               
gi|544                             APPGCSNHFNLETVFGNFVK 
                                           10        20 
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 42; 25.0% identity (52.3% similar) in 44 aa overlap (36-79:14-56) 
 
          10        20        30        40        50        60      
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: .   :: 
gi|901                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCA 
                                10        20         30        40   
 
          70        80                                              
2MEPSP EVPVTIRDPGCTRKT                                              
       :.      ::  .:                                               
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 42; 25.0% identity (52.3% similar) in 44 aa overlap (36-79:14-56) 
 
          10        20        30        40        50        60      
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: .   :: 
gi|901                  MGGYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCA 
                                10        20         30        40   
 
          70        80                                              
2MEPSP EVPVTIRDPGCTRKT                                              
       :.      ::  .:                                               
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 47; 46.2% identity (76.9% similar) in 13 aa overlap (22-34:454-466) 
 
                        10        20        30        40        50  
2MEPSP          DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     :.:::.. .:  :                  
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gi|476 LNPSCKSLHPGRTPKELELHQKPTTLLMDEKMGASLNSSPPNCKNKCKGCQPCKPKLIIV 
           430       440       450       460       470       480    
 
              60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKT 
                                     
gi|476 HPNQPEDYYPQRWVCSCHNKIYNP      
           490       500             
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (32-40:214-222) 
 
              10        20        30        40        50        60  
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
              70        80                                          
2MEPSP AACAEVPVTIRDPGCTRKT                                          
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (19-56:12-50) 
 
               10        20        30        40         50          
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAF 
                         :. :. ..  .: : :::   . ... :. :. .. . :    
gi|179        DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIE 
                      10        20        30        40        50    
 
      60        70        80                                        
2MEPSP SLAACAEVPVTIRDPGCTRKT                                        
                                                                    
gi|179 IKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGD 
            60        70        80        90       100       110    
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (14-51:130-167) 
 
                                10        20        30        40    
2MEPSP                  DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
            50        60        70        80          
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT          
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (14-51:130-167) 
 
                                10        20        30        40    
2MEPSP                  DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
            50        60        70        80          
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT          
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
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     160       170       180       190       200      
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (31-38:245-252) 
 
               10        20        30        40        50        60 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
               70        80 
2MEPSP LAACAEVPVTIRDPGCTRKT 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 27 aa overlap (50-76:66-92) 
 
      20        30        40        50        60        70          
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   ....:...:.     ::    
gi|409 TYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSC 
          40        50        60        70        80        90      
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|409 FEIKCTKPESCSGEPVLVHITDDNEEPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELEL 
         100       110       120       130       140       150      
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.2 E():   82 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (29-39:3-13) 
 
               10        20        30        40        50        60 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                   .: ::: :  :                      
gi|160                           SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNCAG 
                                         10        20        30     
 
               70        80                                         
2MEPSP LAACAEVPVTIRDPGCTRKT                                         
                                                                    
gi|160 KVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHIAQ 
           40        50        60        70        80        90     
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 44; 28.9% identity (48.9% similar) in 45 aa overlap (24-68:92-135) 
 
                      10        20        30        40        50    
2MEPSP        DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. :   :  . :  : : : :  . . : 
gi|226 KASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIA-GALEVH 
              70        80        90       100       110        120 
 
            60        70        80                                  
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKT                                  
        .  :   .. :..:                                              
gi|226 AVKPATEEVGAAKIPAGELQIVDKIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKEST 
              130       140       150       160       170       180 
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 17.5 E():   83 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (47-58:15-26) 
 
         20        30        40        50        60        70       
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
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                               10        20        30        40     
 
         80                                                         
2MEPSP TRKT                                                         
                                                                    
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (19-56:21-59) 
 
                 10        20        30        40         50        
2MEPSP   DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAM 
                           :. :. ..  .: : :::   . ... :. :. .. . :  
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP AFSLAACAEVPVTIRDPGCTRKT                                      
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.5  bits: 18.5 E():   87 
Smith-Waterman score: 44; 32.0% identity (72.0% similar) in 25 aa overlap (54-78:210-234) 
 
            30        40        50        60        70        80    
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT    
                                     ..:.: ..:: :::  .. . . :.      
gi|481 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAM 
     180       190       200       210       220       230          
 
gi|481 SEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
     240       250       260       270       280 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (43-74:23-54) 
 
             20        30        40        50        60        70   
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|191         MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
             80                                                     
2MEPSP DPGCTRKT                                                     
       ::                                                           
gi|191 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (43-74:23-54) 
 
             20        30        40        50        60        70   
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|730         MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
             80                                                     
2MEPSP DPGCTRKT                                                     
       ::                                                           
gi|730 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 17.5 E():   87 
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Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (19-75:28-82) 
 
                        10        20        30        40            
2MEPSP          DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
      50        60        70        80                              
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKT                              
        : .....   ::  :   .::. ::                                   
gi|158 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (19-75:28-82) 
 
                        10        20        30        40            
2MEPSP          DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|214 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
      50        60        70        80                              
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKT                              
        : .....   ::  :   .::. ::                                   
gi|214 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.4  bits: 17.5 E():   88 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (19-56:25-63) 
 
                     10        20        30        40         50    
2MEPSP       DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDH 
                               :. :. ..  .: : :::   . ... :. :. ..  
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKT                                  
       . :                                                          
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.2 E():   88 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (29-39:20-30) 
 
               10        20        30        40        50        60 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                   .: ::: :  :                      
gi|510          MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNCAG 
                        10        20        30        40        50  
 
               70        80                                         
2MEPSP LAACAEVPVTIRDPGCTRKT                                         
                                                                    
gi|510 KVIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHIAQ 
              60        70        80        90       100       110  
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (31-38:272-279) 
 
               10        20        30        40        50        60 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
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               70        80 
2MEPSP LAACAEVPVTIRDPGCTRKT 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (31-38:272-279) 
 
               10        20        30        40        50        60 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
               70        80 
2MEPSP LAACAEVPVTIRDPGCTRKT 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (31-38:272-279) 
 
               10        20        30        40        50        60 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
               70        80 
2MEPSP LAACAEVPVTIRDPGCTRKT 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.5 E():   89 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (31-38:273-280) 
 
               10        20        30        40        50        60 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|473 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
            250       260       270       280                       
 
               70        80 
2MEPSP LAACAEVPVTIRDPGCTRKT 
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 16.9 E():   90 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (31-45:70-84) 
 
               10        20        30        40        50        60 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
      40        50        60        70        80        90          
 
               70        80 
2MEPSP LAACAEVPVTIRDPGCTRKT 
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.5 E():   90 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (31-38:277-284) 
 
               10        20        30        40        50        60 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSFQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
        250       260       270       280       290                 
 
               70        80 
2MEPSP LAACAEVPVTIRDPGCTRKT 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 17.5 E():   90 
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Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (19-56:29-67) 
 
                         10        20        30        40           
2MEPSP           DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKT                              
        .. . :                                                      
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (19-56:29-67) 
 
                         10        20        30        40           
2MEPSP           DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKT                              
        .. . :                                                      
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (19-56:29-67) 
 
                         10        20        30        40           
2MEPSP           DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKT                              
        .. . :                                                      
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (19-56:29-67) 
 
                         10        20        30        40           
2MEPSP           DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKT                              
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (19-56:29-67) 
 
                         10        20        30        40           
2MEPSP           DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
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      50        60        70        80                              
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKT                              
        .. . :                                                      
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|348137|gb|AAA16792.1| superoxide dismutase (mangane  (233 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.1  bits: 18.2 E():   91 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (14-51:158-195) 
 
                                10        20        30        40    
2MEPSP                  DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|348 AIDADFGSLEKLIQLMNAEGAALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
       130       140       150       160       170       180        
 
            50        60        70        80          
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT          
       . .::...                                       
gi|348 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
       190       200       210       220       230    
 
>>gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A-IV   (297 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (31-38:283-290) 
 
               10        20        30        40        50        60 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            260       270       280       290                       
 
               70        80 
2MEPSP LAACAEVPVTIRDPGCTRKT 
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.8 E():   92 
Smith-Waterman score: 45; 29.6% identity (59.3% similar) in 27 aa overlap (31-57:51-77) 
 
               10        20        30        40        50        60 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :   .:.  .: :.: .  :: .: ..    
gi|118 MLLLFFFAASVGITDAQVGVCYGMQGNNLPPVSEVIALYKKSNITRMRIYDPNRAVLEAL 
               30        40        50        60        70        80 
 
               70        80                                         
2MEPSP LAACAEVPVTIRDPGCTRKT                                         
                                                                    
gi|118 RGSNIELILGVPNSDLQSLTNPSNAKSWVQKNVRGFWSSVLFRYIAVGNEISPVNRGTAW 
               90       100       110       120       130       140 
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.9  bits: 14.9 E():   93 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (35-42:9-16) 
 
           10        20        30        40        50        60     
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                                     :: :: :.                       
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP               
                                     10        20                   
 
           70        80 
2MEPSP AEVPVTIRDPGCTRKT 
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.9  bits: 18.5 E():   93 
Smith-Waterman score: 44; 23.5% identity (53.1% similar) in 81 aa overlap (1-78:128-204) 
 
                                             10        20           
2MEPSP                               DVASWRVKETERMVAIRTELTKLG--ASVE 
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                                     : ..:.:   .  . ..:.    :  .. . 
gi|287 YFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDT-TQVQTNYFGKGDTTTYD 
       100       110       120       130        140       150       
 
       30        40        50        60        70         80        
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP-GCTRKT        
       .:    . :: : ... .::   :   :...:. . .   .:  :  : ::          
gi|287 RGTYVPVATPQETFHTYTIDWTKD---AVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLR 
        160       170       180          190       200       210    
 
gi|287 LGSWAGGDPSNPKGTIEWAGGLTDYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSI 
           220       230       240       250       260       270    
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (31-38:293-300) 
 
               10        20        30        40        50        60 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|216 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            270       280       290       300                       
 
               70        80 
2MEPSP LAACAEVPVTIRDPGCTRKT 
 
>>gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=Mite   (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.5  bits: 14.5 E():   97 
Smith-Waterman score: 32; 43.8% identity (68.8% similar) in 16 aa overlap (56-71:1-16) 
 
          30        40        50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKT 
                                     :.. . :: ::.:  :          
gi|135                               AIGXQPAAEAEAPFQISLMK      
                                             10        20      
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 41; 50.0% identity (66.7% similar) in 12 aa overlap (23-34:148-159) 
 
                       10        20        30        40        50   
2MEPSP         DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
                                     : : .  .::::                   
gi|281 RSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC                   
       120       130       140       150                            
 
             60        70        80 
2MEPSP HRMAMAFSLAACAEVPVTIRDPGCTRKT 
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.5 E():   98 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 27 aa overlap (23-49:1-27) 
 
               10        20        30        40        50        60 
2MEPSP DVASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                             .:. . :. :  .: : . ... ..:.            
gi|167                       MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQA 
                                     10        20        30         
 
               70        80                                         
2MEPSP LAACAEVPVTIRDPGCTRKT                                         
                                                                    
gi|167 LKSTEIIEGNGGPGTIKKITFGEGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLEN 
       40        50        60        70        80        90         
 
>>gi|114152864|sp|Q01883.2|RAG1_ORYSJ RecName: Full=Seed  (163 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 41; 27.6% identity (55.2% similar) in 29 aa overlap (52-78:96-124) 
 
              30        40        50        60          70          
2MEPSP KLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV--PVTIRDPGCTRK 
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                                     :: ..  .   . .:.  :..   ::: :  
gi|114 AASAADEQVWQDCCRQLAAVDDGWCRCGALDHMLSGIYRELGATEAGHPMAEVFPGCRRG 
          70        80        90       100       110       120      
 
      80                                      
2MEPSP T                                      
                                              
gi|114 DLERAAASLPAFCNVDIPNGPGGVCYWLGYPRTPRTGH 
         130       140       150       160    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:08 2011 done: Tue Apr 19 10:58:08 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 353  - 432 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     3     2:* 
  32     6     8:==* 
  34    23    22:=======* 
  36    30    44:==========    * 
  38   107    73:========================*=========== 
  40   100   102:=================================* 
  42    98   125:=================================        * 
  44   108   138:====================================         * 
  46   125   140:==========================================    * 
  48   168   134:============================================*=========== 
  50   158   122:========================================*============ 
  52   115   108:===================================*=== 
  54    87    92:============================= * 
  56    53    77:==================       * 
  58    54    63:==================  * 
  60    53    51:================*= 
  62    38    41:=============* 
  64    29    33:==========* 
  66    30    26:========*= 
  68    23    20:======*= 
  70    20    16:=====*= 
  72    13    12:===*= 
  74     7    10:===* 
  76     1     8:= * 
  78     9     6:=*= 
  80     6     5:=* 
  82    10     3:*=== 
  84     7     3:*== 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
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 100     2     0:=         *== 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.34650.00323; mu= 9.7233 0.168 
 mean_var=31.6772 8.294, 0's: 2 Z-trim: 2  B-trim: 72 in 1/43 
 Lambda= 0.227877 
 Kolmogorov-Smirnov  statistic: 0.0352 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   60 23.8     1.2 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   59 23.4     1.3 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   56 22.4     2.7 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.8       3 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   57 22.8     4.5 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   57 22.8     4.5 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 21.1     7.8 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   51 20.8     9.3 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   51 20.8     9.3 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 21.1     9.3 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.8     9.6 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   53 21.5      10 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   53 21.5      11 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   53 21.5      11 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   52 21.1      13 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 21.1      13 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   53 21.5      14 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   52 21.1      14 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   52 21.1      14 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   52 21.1      14 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   51 20.8      14 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 20.1      14 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   51 20.8      15 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   51 20.8      15 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   51 20.8      15 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   51 20.8      15 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   51 20.8      15 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   51 20.8      15 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   51 20.8      15 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   53 21.5      15 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 21.1      20 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 20.1      21 
gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Pe ( 320)   51 20.8      21 
gi|195933901|gb|ACG58378.1| Der p 1 allergen precu ( 320)   51 20.8      21 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 20.1      21 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.8      22 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.5      23 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   46 19.1      24 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.8      24 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   48 19.8      26 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 20.1      34 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   45 18.8      35 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   45 18.8      35 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   47 19.5      36 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   47 19.5      36 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   45 18.8      36 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   44 18.5      38 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.5      41 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   46 19.2      43 
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gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.8      43 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.8      45 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   46 19.2      45 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   46 19.2      45 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.5      45 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.5      45 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.2      46 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.5      50 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 20.2      50 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 20.2      50 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   44 18.5      51 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   44 18.5      51 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   44 18.5      51 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   44 18.5      51 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   47 19.5      52 
gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-termi (  26)   36 15.8      52 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   45 18.8      52 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 15.8      54 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.2      55 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   45 18.8      56 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   45 18.8      56 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.5      57 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.5      59 
gi|256095986|emb|CAQ68250.1| Der p 1 allergen prec ( 302)   46 19.2      60 
gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergi ( 125)   42 17.8      63 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   43 18.2      64 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   43 18.2      64 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.2      64 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.2      64 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 18.2      65 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.5      65 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   45 18.8      66 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   45 18.8      67 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 18.8      67 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 20.2      70 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.2      75 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 17.8      75 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.5      76 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.8      77 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   33 14.8      79 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.5      80 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.8      80 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.5      81 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 18.2      81 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 18.2      81 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.5      81 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   44 18.5      82 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.2      82 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.5      83 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.5      84 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.5      86 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 18.5      87 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   40 17.2      88 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   40 17.2      88 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   41 17.5      88 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   41 17.5      88 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.5      88 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.2      89 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.5      89 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   44 18.5      89 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.5      89 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   44 18.5      89 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.8      91 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   44 18.5      91 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   41 17.5      91 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   41 17.5      91 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   41 17.5      91 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   41 17.5      91 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   41 17.5      91 
gi|348137|gb|AAA16792.1| superoxide dismutase (man ( 233)   43 18.2      91 
gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A ( 297)   44 18.5      92 
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gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   45 18.8      92 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 14.9      94 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   44 18.5      95 
gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=M (  20)   32 14.5      98 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   41 17.5      98 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   41 17.5      99 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  60  Z-score: 101.1  bits: 23.8 E():  1.2 
Smith-Waterman score: 60; 31.7% identity (55.6% similar) in 63 aa overlap (18-75:27-87) 
 
                        10        20        30        40            
2MEPSP          VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTY 
                                 :. :: .:   : :::::   .::.. :  . .  
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
 
      50        60           70        80                           
2MEPSP DDHRMAMAFSLAACA---EVPVTIRDPGCTRKTF                           
       :.   .. .:  . .   .::  :.  ::                                
gi|457 DSPTAVIKISAKVNGVELQVP-GIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKAD 
      60        70        80         90       100       110         
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  59  Z-score: 100.3  bits: 23.4 E():  1.3 
Smith-Waterman score: 59; 28.3% identity (53.3% similar) in 60 aa overlap (16-74:10-66) 
 
               10        20        30        40         50          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFS 
                      . :.:.:  .   : :.:.:   . :.. : . . .:   :     
gi|484       GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQDTTKATIKV 
                     10        20         30        40        50    
 
      60        70        80                                        
2MEPSP LAACAEVPVTIRDPGCTRKTF                                        
       ::  : .:. .  ::                                              
gi|484 LAKVAGTPIQV--PGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAELVGD 
            60          70        80        90       100       110  
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 94.8  bits: 22.4 E():  2.7 
Smith-Waterman score: 56; 24.6% identity (57.9% similar) in 57 aa overlap (18-74:12-67) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                        :. .:..:   : .::.:   . :.. :    ..   .... : 
gi|484       GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                     10        20         30        40        50    
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
       .:  .  ..:  ::                                               
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 93.9  bits: 23.8 E():    3 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (24-50:23-50) 
 
               10        20        30        40         50          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDHRMAMAFS 
                              :. ::  .: :.. ::.... ... .::          
gi|122  MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVDVIHEFEE 
                10        20        30        40        50          
 
      60        70        80                                        
2MEPSP LAACAEVPVTIRDPGCTRKTF                                        
                                                                    
gi|122 IPVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRGIFGNGAR 
      60        70        80        90       100       110          
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>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.8  bits: 22.8 E():  4.5 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (49-75:74-100) 
 
       20        30        40        50        60        70         
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
       80                                                           
2MEPSP TF                                                           
                                                                    
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.8  bits: 22.8 E():  4.5 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (49-75:74-100) 
 
       20        30        40        50        60        70         
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
       80                                                           
2MEPSP TF                                                           
                                                                    
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.5  bits: 21.1 E():  7.8 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (6-39:104-138) 
 
                                        10         20        30     
2MEPSP                          VASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
           40        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 
       :.: .                                          
gi|110 ISPSQGCQFSSPYWSY                               
           140                                        
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 85.1  bits: 20.8 E():  9.3 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (18-74:28-82) 
 
                         10        20        30        40        50 
2MEPSP           VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
               60         70        80                              
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTF                              
        .. .   .. . :.:  .::. ::                                    
gi|170 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 85.1  bits: 20.8 E():  9.3 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (18-74:28-82) 
 
                         10        20        30        40        50 
2MEPSP           VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
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gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
               60         70        80                              
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTF                              
        .. .   .. . :.:  .::. ::                                    
gi|158 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 85.1  bits: 21.1 E():  9.3 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (26-54:36-62) 
 
                    10        20        30        40        50      
2MEPSP      VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
          60        70        80                                    
2MEPSP MAFSLAACAEVPVTIRDPGCTRKTF                                    
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 84.9  bits: 20.8 E():  9.6 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (18-55:29-67) 
 
                          10        20        30        40          
2MEPSP            VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF                             
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.2  bits: 21.5 E():   10 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (59-75:67-83) 
 
       30        40        50        60        70        80         
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF         
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 21.5 E():   11 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (59-75:78-94) 
 
       30        40        50        60        70        80         
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF         
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.7  bits: 21.5 E():   11 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (59-75:85-101) 
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       30        40        50        60        70        80         
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF         
                                     :..::...:.     ::              
gi|115 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
           60        70        80        90       100       110     
 
gi|115 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
          120       130       140       150       160       170     
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.6  bits: 21.1 E():   13 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (60-75:55-70) 
 
      30        40        50        60        70        80          
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF          
                                     ..::..::.     ::               
gi|114 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
           30        40        50        60        70        80     
 
gi|114 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
           90       100       110       120       130       140     
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 82.6  bits: 21.1 E():   13 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (22-39:180-197) 
 
                        10        20         30        40        50 
2MEPSP          VASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
               60        70        80        
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTF        
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 82.1  bits: 21.5 E():   14 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (39-75:91-131) 
 
       10        20        30        40         50        60        
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|627 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISQLTTSQQDIVLADELSQEVCILSA 
               70        80        90       100       110       120 
 
           70        80                                             
2MEPSP EVPVTIRDPGCTRKTF                                             
       .: : :  :::                                                  
gi|627 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              130       140       150       160       170       180 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.9  bits: 21.1 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (60-75:79-94) 
 
      30        40        50        60        70        80          
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF          
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVFITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.9  bits: 21.1 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (60-75:79-94) 
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      30        40        50        60        70        80          
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF          
                                     ..::..::.     ::               
gi|141 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|141 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.9  bits: 21.1 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (60-75:79-94) 
 
      30        40        50        60        70        80          
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF          
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.8  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (31-72:109-140) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
       .: : : . :.:                                                 
gi|616 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
     130        140       150       160       170       180         
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 81.7  bits: 20.1 E():   14 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (6-39:96-130) 
 
                                        10         20        30     
2MEPSP                          VASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
           40        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 
       :.: .                                          
gi|244 ISPSQGCQFQSSY                                  
         130                                          
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.6  bits: 20.8 E():   15 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (31-72:115-146) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
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 initn:  43 init1:  43 opt:  51  Z-score: 81.6  bits: 20.8 E():   15 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (31-72:115-146) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.6  bits: 20.8 E():   15 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (31-72:115-146) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.6  bits: 20.8 E():   15 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (31-72:115-146) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.6  bits: 20.8 E():   15 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (31-72:115-146) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.6  bits: 20.8 E():   15 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (31-72:115-146) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11445

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

           90       100       110       120                130      
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.6  bits: 20.8 E():   15 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (31-72:115-146) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 81.6  bits: 21.5 E():   15 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (39-75:111-151) 
 
       10        20        30        40         50        60        
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|170 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISNLTTSQQDIVLADELSQEVCILSA 
               90       100       110       120       130       140 
 
           70        80                                             
2MEPSP EVPVTIRDPGCTRKTF                                             
       .: : :  :::                                                  
gi|170 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              150       160       170       180       190       200 
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 79.0  bits: 21.1 E():   20 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (6-49:81-124) 
 
                                        10        20        30      
2MEPSP                          VASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
          40        50        60        70        80                
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF                
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.9  bits: 20.1 E():   21 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (7-57:56-100) 
 
                                       10        20         30      
2MEPSP                         VASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
          40         50        60        70        80               
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF               
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
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>>gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Peptid  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.8 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (31-72:213-244) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|730 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
       .: : : . :.:                                                 
gi|730 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|195933901|gb|ACG58378.1| Der p 1 allergen precursor  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.8 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (31-72:213-244) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|195 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
       .: : : . :.:                                                 
gi|195 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.7  bits: 20.1 E():   21 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (7-57:60-104) 
 
                                       10        20         30      
2MEPSP                         VASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
          40         50        60        70        80               
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF               
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.3  bits: 19.8 E():   22 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (34-61:106-134) 
 
            10        20        30        40        50         60   
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
             70        80                    
2MEPSP CAEVPVTIRDPGCTRKTF                    
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 78.0  bits: 19.5 E():   23 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (18-45:28-54) 
 
                         10        20        30        40        50 
2MEPSP           VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
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                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
               60        70        80                               
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTF                               
                                                                    
gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 77.7  bits: 19.1 E():   24 
Smith-Waterman score: 46; 30.0% identity (60.0% similar) in 30 aa overlap (9-37:75-104) 
 
                                     10        20         30        
2MEPSP                       VASWRVKETERMVAIRTELTKLGA-SVEEGPDYCIITP 
                                     :.:.. .:  :.  :. ..   : ::.  : 
gi|999 SVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMAAALVPKYCLQHP 
           50        60        70        80        90       100     
 
        40        50        60        70        80 
2MEPSP PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 
                                                   
gi|999 HACDLYKNQTVMS                               
          110                                      
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.6  bits: 19.8 E():   24 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (32-38:141-147) 
 
              10        20        30        40        50        60  
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
              70        80 
2MEPSP ACAEVPVTIRDPGCTRKTF 
                           
gi|124 RRLALVNENPLDVLFQEV  
              180          
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 77.0  bits: 19.8 E():   26 
Smith-Waterman score: 48; 25.0% identity (56.2% similar) in 32 aa overlap (49-77:151-182) 
 
       20        30        40        50        60           70      
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA---CAEVPVTIRDPGC 
                                     :.:.....  . :    : .. . : : :  
gi|256 IVEREGLQAVKLAARDTVDGWFNIERVSREYNDYKLVFCPQQAEDNKCEDIGIQIDDDGI 
              130       140       150       160       170       180 
 
          80                   
2MEPSP TRKTF                   
        :                      
gi|256 RRLVLSKNKPLVVQFQKFRSSTA 
              190       200    
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 75.0  bits: 20.1 E():   34 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (22-50:141-170) 
 
                        10        20        30         40        50 
2MEPSP          VASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
               60        70        80                               
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTF                               
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gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.6  bits: 18.8 E():   35 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (5-43:82-125) 
 
                                         10         20        30    
2MEPSP                           VASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|249 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
              60        70        80        90       100       110  
 
                40        50        60        70        80 
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 
        :.    ::  .:.                                      
gi|249 GIVDSKLPPIDVNMDCKTLGVLHYKGN                         
             120       130                                 
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.6  bits: 18.8 E():   35 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (5-43:46-89) 
 
                                         10         20        30    
2MEPSP                           VASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|391 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
          20        30        40        50        60        70      
 
                40        50        60        70        80          
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF          
        :.    ::  .:.                                               
gi|391 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
          80        90       100       110       120       130      
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.5  bits: 19.5 E():   36 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (31-72:115-146) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.5  bits: 19.5 E():   36 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (31-72:115-146) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (5-43:40-83) 
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                                         10         20        30    
2MEPSP                           VASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|741 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
      10        20        30        40        50        60          
 
                40        50        60        70        80          
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF          
        :.    ::  .:.                                               
gi|741 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDPRLEFRP 
      70        80        90       100       110       120          
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.5 E():   38 
Smith-Waterman score: 44; 26.9% identity (61.5% similar) in 26 aa overlap (38-63:49-74) 
 
        10        20        30        40        50        60        
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:     
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
        70        80                            
2MEPSP VTIRDPGCTRKTF                            
                                                
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.4  bits: 18.5 E():   41 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (18-55:12-50) 
 
               10        20        30        40         50          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFS 
                        :. :. .. ..: : :::   . ... :. :. .. . :     
gi|760       DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEI 
                     10        20        30        40        50     
 
      60        70        80                                        
2MEPSP LAACAEVPVTIRDPGCTRKTF                                        
                                                                    
gi|760 KANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDN 
           60        70        80        90       100       110     
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.1  bits: 19.2 E():   43 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (31-72:116-147) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          90       100       110       120                130       
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
       .: : : . :.:                                                 
gi|146 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
        140        150       160       170       180       190      
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.9  bits: 19.8 E():   43 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (14-66:189-242) 
 
                                10        20        30        40    
2MEPSP                  VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
              50        60        70        80                      
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2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF                      
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.7  bits: 18.8 E():   45 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (5-43:83-126) 
 
                                         10         20        30    
2MEPSP                           VASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
                40        50        60        70        80          
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF          
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.7  bits: 19.2 E():   45 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (31-72:115-146) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
       .: : : . :.:                                                 
gi|837 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.7  bits: 19.2 E():   45 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (31-72:115-146) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
       .: : : . :.:                                                 
gi|223 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (23-64:58-99) 
 
                       10        20        30        40        50   
2MEPSP         VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
             60        70        80                                 
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTF                                 
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.7  bits: 18.5 E():   45 
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Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (18-74:28-82) 
 
                         10        20        30        40           
2MEPSP           VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
       50        60        70        80                             
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF                             
        : .....   ::  :   .::. ::                                   
gi|212 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 72.5  bits: 18.2 E():   46 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (25-44:89-108) 
 
                     10        20        30        40        50     
2MEPSP       VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
           60        70        80 
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTF 
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (40-69:65-94) 
 
      10        20        30        40        50        60          
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
      70        80                                                  
2MEPSP IRDPGCTRKTF                                                  
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.8  bits: 20.2 E():   50 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (19-56:168-204) 
 
                           10        20        30        40         
2MEPSP             VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
       50        60        70        80                             
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF                             
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.8  bits: 20.2 E():   50 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (19-56:168-204) 
 
                           10        20        30        40         
2MEPSP             VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
       50        60        70        80                             
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF                             
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        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.8  bits: 18.5 E():   51 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (35-80:14-59) 
 
           10        20        30        40        50        60     
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: . . :: 
gi|901                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCA 
                                10        20         30        40   
 
           70         80                                            
2MEPSP EVPVTIRDPGCTRK-TF                                            
       :.      ::  .: ::                                            
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.8  bits: 18.5 E():   51 
Smith-Waterman score: 44; 26.7% identity (53.3% similar) in 60 aa overlap (22-80:1-59) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                            .:. . :.     : ::. ... ..:. :.    .: .  
gi|753                      MGVYTFENEYTSEIPPPRLFKAFVLDA-DNLIPKIAPQA 
                                    10        20         30         
 
               70         80                                        
2MEPSP AACAEVPVTIRDPGCTRK-TF                                        
          ::.      :: :.: ::                                        
gi|753 IKHAEILEGDGGPGTTKKITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEK 
       40        50        60        70        80        90         
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (35-80:14-59) 
 
           10        20        30        40        50        60     
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: . . :: 
gi|880                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCA 
                                10        20         30        40   
 
           70         80                                            
2MEPSP EVPVTIRDPGCTRK-TF                                            
       :.      ::  .: ::                                            
gi|880 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (35-80:14-59) 
 
           10        20        30        40        50        60     
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: . . :: 
gi|901                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCA 
                                10        20         30        40   
 
           70         80                                            
2MEPSP EVPVTIRDPGCTRK-TF                                            
       :.      ::  .: ::                                            
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.5  bits: 19.5 E():   52 
Smith-Waterman score: 47; 58.3% identity (75.0% similar) in 12 aa overlap (27-36:162-173) 
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                   10        20          30        40        50     
2MEPSP     VASWRVKETERMVAIRTELTKLGASVEEG--PDYCIITPPEKLNVTAIDTYDDHRM 
                                     :.:  ::::. :                   
gi|320 AFLAQTSHETTGGWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQ 
             140       150       160       170       180       190  
 
           60        70        80                                   
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTF                                   
                                                                    
gi|320 ISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMTPQSPKPSCHNVITGRWTP 
             200       210       220       230       240       250  
 
>>gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-terminal}  (26 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.5  bits: 15.8 E():   52 
Smith-Waterman score: 36; 50.0% identity (75.0% similar) in 8 aa overlap (73-80:13-20) 
 
             50        60        70        80       
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF       
                                     : :.:. :       
gi|133                   NDNTFEGEYHAFPDCARNLFKGRQQE 
                                 10        20       
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.5  bits: 18.8 E():   52 
Smith-Waterman score: 45; 20.5% identity (45.5% similar) in 44 aa overlap (33-76:130-169) 
 
             10        20        30        40        50        60   
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                                     :..   .  . ...:   :      .. .  
gi|162 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVD 
     100       110       120       130       140       150          
 
             70        80                                    
2MEPSP CAEVPVTIRDPGCTRKTF                                    
       :.: :     : ::                                        
gi|162 CSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200         
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.2  bits: 15.8 E():   54 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (60-68:17-25) 
 
      30        40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 
                                     : ::::  :             
gi|391               SFREQCVPGREITYECLNACAEYAVRQ           
                             10        20                  
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (6-39:170-204) 
 
                                        10        20         30     
2MEPSP                          VASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
           40        50        60        70        80               
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF               
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 71.0  bits: 18.8 E():   56 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (31-72:115-146) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
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                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 71.0  bits: 18.8 E():   56 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (31-72:115-146) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.7  bits: 17.5 E():   57 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (30-44:70-84) 
 
                10        20        30        40        50          
2MEPSP  VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
      60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTF 
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.5 E():   59 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (30-37:172-179) 
 
                10        20        30        40        50          
2MEPSP  VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
      60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTF 
 
>>gi|256095986|emb|CAQ68250.1| Der p 1 allergen precurso  (302 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (31-72:195-226) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|256 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          170       180       190       200                210      
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
       .: : : . :.:                                                 
gi|256 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          220       230       240       250       260       270     
 
>>gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergillus  (125 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 17.8 E():   63 
Smith-Waterman score: 42; 35.0% identity (55.0% similar) in 20 aa overlap (53-72:45-64) 
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             30        40        50        60        70        80   
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF   
                                     :: . :. : : . :   .:           
gi|302 HAPLSDGKTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKDGMGKDDHYLL 
           20        30        40        50        60        70     
 
gi|302 EFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR 
           80        90       100       110       120      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (35-80:14-59) 
 
           10        20        30        40        50        60     
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: .   :: 
gi|901                  MGGYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCA 
                                10        20         30        40   
 
           70         80                                            
2MEPSP EVPVTIRDPGCTRK-TF                                            
       :.      ::  .: ::                                            
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (35-80:14-59) 
 
           10        20        30        40        50        60     
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: .   :: 
gi|901                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCA 
                                10        20         30        40   
 
           70         80                                            
2MEPSP EVPVTIRDPGCTRK-TF                                            
       :.      ::  .: ::                                            
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.9  bits: 19.2 E():   64 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (6-39:188-222) 
 
                                        10        20         30     
2MEPSP                          VASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
           40        50        60        70        80               
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF               
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.9  bits: 19.2 E():   64 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (6-39:188-222) 
 
                                        10        20         30     
2MEPSP                          VASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
           40        50        60        70        80               
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF               
       : ::.                                                        
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gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.2 E():   65 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (16-49:131-164) 
 
                              10        20        30        40      
2MEPSP                VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
          50        60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 
          :                                
gi|158 RTPY                                
                                           
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.5 E():   65 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (31-47:318-334) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (49-75:66-92) 
 
       20        30        40        50        60        70         
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|117 SYGDKWLEARPPGMVRPRVLAPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
       80                                                           
2MEPSP TF                                                           
                                                                    
gi|117 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFR 
         100       110       120       130       140       150      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (49-75:66-92) 
 
       20        30        40        50        60        70         
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|811 AYGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
       80                                                           
2MEPSP TF                                                           
                                                                    
gi|811 FEVKCSKPEACSDKPVIIHITDMNTEPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDM 
         100       110       120       130       140       150      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (49-75:66-92) 
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       20        30        40        50        60        70         
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|109 SYGDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
       80                                                           
2MEPSP TF                                                           
                                                                    
gi|109 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDT 
         100       110       120       130       140       150      
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.1  bits: 20.2 E():   70 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (16-40:517-541) 
 
                              10        20        30        40      
2MEPSP                VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
          50        60        70        80                          
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF                          
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (13-44:183-213) 
 
                                 10        20        30        40   
2MEPSP                   VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
             50        60        70        80                       
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF                       
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 42; 34.8% identity (56.5% similar) in 23 aa overlap (18-40:71-93) 
 
                            10        20        30        40        
2MEPSP              VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :.  . : .:.    :: ::        
gi|738 ETADATPEKEEPTAAPAEPEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPV 
               50        60        70        80        90       100 
 
        50        60        70        80                   
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF                   
                                                           
gi|738 AEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAAETATTEVPVEKTEE 
              110       120       130       140       150  
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.6  bits: 19.5 E():   76 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (3-50:372-418) 
 
                                           10        20        30   
2MEPSP                             VASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
             40           50        60        70        80          
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2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF          
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 45; 30.0% identity (56.7% similar) in 30 aa overlap (1-30:227-256) 
 
                                             10        20        30 
2MEPSP                               VASWRVKETERMVAIRTELTKLGASVEEGP 
                                     :: :. :  . .  : .   ::  ...:.: 
gi|107 YTIRAVDDPRTLNKIVYIKPAKNIYSFNEIVALWEKKIGKTLEKIYVPEEKLLKDIQESP 
        200       210       220       230       240       250       
 
               40        50        60        70        80   
2MEPSP DYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF   
                                                            
gi|107 IPINVILAINHSVFVKGDHTNFEIEASFGVEASELYPDVKYTTVEEYLQQFV 
        260       270       280       290       300         
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 68.2  bits: 14.8 E():   79 
Smith-Waterman score: 33; 75.0% identity (100.0% similar) in 4 aa overlap (73-76:3-6) 
 
             50        60        70        80           
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF           
                                     :::.               
gi|544                             APPGCSNHFNLETVFGNFVK 
                                           10        20 
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 47; 46.2% identity (76.9% similar) in 13 aa overlap (21-33:454-466) 
 
                         10        20        30        40        50 
2MEPSP           VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     :.:::.. .:  :                  
gi|476 LNPSCKSLHPGRTPKELELHQKPTTLLMDEKMGASLNSSPPNCKNKCKGCQPCKPKLIIV 
           430       440       450       460       470       480    
 
               60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTF 
                                      
gi|476 HPNQPEDYYPQRWVCSCHNKIYNP       
           490       500              
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (31-39:214-222) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (18-55:12-50) 
 
               10        20        30        40         50          
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFS 
                        :. :. ..  .: : :::   . ... :. :. .. . :     
gi|179       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEI 
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                     10        20        30        40        50     
 
      60        70        80                                        
2MEPSP LAACAEVPVTIRDPGCTRKTF                                        
                                                                    
gi|179 KASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDN 
           60        70        80        90       100       110     
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (13-50:130-167) 
 
                                 10        20        30        40   
2MEPSP                   VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
             50        60        70        80         
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF         
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (13-50:130-167) 
 
                                 10        20        30        40   
2MEPSP                   VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
             50        60        70        80         
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF         
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (30-37:245-252) 
 
                10        20        30        40        50          
2MEPSP  VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
      60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTF 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 27 aa overlap (49-75:66-92) 
 
       20        30        40        50        60        70         
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   ....:...:.     ::    
gi|409 TYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSC 
          40        50        60        70        80        90      
 
       80                                                           
2MEPSP TF                                                           
                                                                    
gi|409 FEIKCTKPESCSGEPVLVHITDDNEEPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELEL 
         100       110       120       130       140       150      
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.2 E():   82 
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Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (28-38:3-13) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                  .: ::: :  :                       
gi|160                          SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNCAGK 
                                        10        20        30      
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
                                                                    
gi|160 VIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHIAQV 
          40        50        60        70        80        90      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 44; 28.9% identity (48.9% similar) in 45 aa overlap (23-67:92-135) 
 
                       10        20        30        40        50   
2MEPSP         VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. :   :  . :  : : : :  . . : 
gi|226 KASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIA-GALEVH 
              70        80        90       100       110        120 
 
             60        70        80                                 
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTF                                 
        .  :   .. :..:                                              
gi|226 AVKPATEEVGAAKIPAGELQIVDKIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKEST 
              130       140       150       160       170       180 
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (46-57:15-26) 
 
          20        30        40        50        60        70      
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
          80                                                        
2MEPSP TRKTF                                                        
                                                                    
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (18-55:21-59) 
 
                  10        20        30        40         50       
2MEPSP    VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAM 
                           :. :. ..  .: : :::   . ... :. :. .. . :  
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP AFSLAACAEVPVTIRDPGCTRKTF                                     
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 44; 32.0% identity (72.0% similar) in 25 aa overlap (53-77:210-234) 
 
             30        40        50        60        70        80   
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF   
                                     ..:.: ..:: :::  .. . . :.      
gi|481 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAM 
     180       190       200       210       220       230          
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gi|481 SEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
     240       250       260       270       280 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.2 E():   88 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (42-73:23-54) 
 
              20        30        40        50        60        70  
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|191         MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
              80                                                    
2MEPSP DPGCTRKTF                                                    
       ::                                                           
gi|191 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.2 E():   88 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (42-73:23-54) 
 
              20        30        40        50        60        70  
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|730         MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
              80                                                    
2MEPSP DPGCTRKTF                                                    
       ::                                                           
gi|730 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 17.5 E():   88 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (18-74:28-82) 
 
                         10        20        30        40           
2MEPSP           VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|214 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
       50        60        70        80                             
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF                             
        : .....   ::  :   .::. ::                                   
gi|214 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 17.5 E():   88 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (18-74:28-82) 
 
                         10        20        30        40           
2MEPSP           VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
       50        60        70        80                             
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF                             
        : .....   ::  :   .::. ::                                   
gi|158 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (18-55:25-63) 
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                      10        20        30        40         50   
2MEPSP        VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDH 
                               :. :. ..  .: : :::   . ... :. :. ..  
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTF                                 
       . :                                                          
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.2 E():   89 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (28-38:20-30) 
 
               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                  .: ::: :  :                       
gi|510         MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNCAGK 
                       10        20        30        40        50   
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
                                                                    
gi|510 VIKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHIAQV 
             60        70        80        90       100       110   
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.5 E():   89 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (30-37:272-279) 
 
                10        20        30        40        50          
2MEPSP  VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
      60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTF 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.5 E():   89 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (30-37:272-279) 
 
                10        20        30        40        50          
2MEPSP  VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
      60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTF 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.5 E():   89 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (30-37:272-279) 
 
                10        20        30        40        50          
2MEPSP  VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
      60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTF 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.5 E():   89 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (30-37:273-280) 
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                10        20        30        40        50          
2MEPSP  VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|473 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
            250       260       270       280                       
 
      60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTF 
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 16.8 E():   91 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (30-44:70-84) 
 
                10        20        30        40        50          
2MEPSP  VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
      40        50        60        70        80        90          
 
      60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTF 
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 18.5 E():   91 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (30-37:277-284) 
 
                10        20        30        40        50          
2MEPSP  VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSFQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
        250       260       270       280       290                 
 
      60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTF 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (18-55:29-67) 
 
                          10        20        30        40          
2MEPSP            VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF                             
        .. . :                                                      
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (18-55:29-67) 
 
                          10        20        30        40          
2MEPSP            VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF                             
        .. . :                                                      
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (18-55:29-67) 
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                          10        20        30        40          
2MEPSP            VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF                             
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (18-55:29-67) 
 
                          10        20        30        40          
2MEPSP            VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF                             
        .. . :                                                      
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (18-55:29-67) 
 
                          10        20        30        40          
2MEPSP            VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF                             
        .. . :                                                      
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|348137|gb|AAA16792.1| superoxide dismutase (mangane  (233 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.0  bits: 18.2 E():   91 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (13-50:158-195) 
 
                                 10        20        30        40   
2MEPSP                   VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|348 AIDADFGSLEKLIQLMNAEGAALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
       130       140       150       160       170       180        
 
             50        60        70        80         
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF         
       . .::...                                       
gi|348 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
       190       200       210       220       230    
 
>>gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A-IV   (297 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.5 E():   92 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (30-37:283-290) 
 
                10        20        30        40        50          
2MEPSP  VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            260       270       280       290                       
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      60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTF 
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.8 E():   92 
Smith-Waterman score: 45; 29.6% identity (59.3% similar) in 27 aa overlap (30-56:51-77) 
 
                10        20        30        40        50          
2MEPSP  VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :   .:.  .: :.: .  :: .: ..    
gi|118 MLLLFFFAASVGITDAQVGVCYGMQGNNLPPVSEVIALYKKSNITRMRIYDPNRAVLEAL 
               30        40        50        60        70        80 
 
      60        70        80                                        
2MEPSP LAACAEVPVTIRDPGCTRKTF                                        
                                                                    
gi|118 RGSNIELILGVPNSDLQSLTNPSNAKSWVQKNVRGFWSSVLFRYIAVGNEISPVNRGTAW 
               90       100       110       120       130       140 
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.8  bits: 14.9 E():   94 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (34-41:9-16) 
 
            10        20        30        40        50        60    
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                                     :: :: :.                       
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP               
                                     10        20                   
 
            70        80 
2MEPSP AEVPVTIRDPGCTRKTF 
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (30-37:293-300) 
 
                10        20        30        40        50          
2MEPSP  VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|216 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            270       280       290       300                       
 
      60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTF 
 
>>gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=Mite   (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.4  bits: 14.5 E():   98 
Smith-Waterman score: 32; 43.8% identity (68.8% similar) in 16 aa overlap (55-70:1-16) 
 
           30        40        50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF 
                                     :.. . :: ::.:  :           
gi|135                               AIGXQPAAEAEAPFQISLMK       
                                             10        20       
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.5 E():   98 
Smith-Waterman score: 41; 50.0% identity (66.7% similar) in 12 aa overlap (22-33:148-159) 
 
                        10        20        30        40        50  
2MEPSP          VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
                                     : : .  .::::                   
gi|281 RSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC                   
       120       130       140       150                            
 
              60        70        80 
2MEPSP HRMAMAFSLAACAEVPVTIRDPGCTRKTF 
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 27 aa overlap (22-48:1-27) 
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               10        20        30        40        50        60 
2MEPSP VASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                            .:. . :. :  .: : . ... ..:.             
gi|167                      MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQAL 
                                    10        20        30          
 
               70        80                                         
2MEPSP AACAEVPVTIRDPGCTRKTF                                         
                                                                    
gi|167 KSTEIIEGNGGPGTIKKITFGEGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENV 
      40        50        60        70        80        90          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:08 2011 done: Tue Apr 19 10:58:08 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 354  - 433 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     2     2:* 
  32     7     8:==* 
  34    20    22:=======* 
  36    33    44:===========   * 
  38   107    73:========================*=========== 
  40    95   102:================================ * 
  42    94   125:================================         * 
  44   113   138:======================================       * 
  46   124   140:==========================================    * 
  48   175   134:============================================*============== 
  50   154   122:========================================*=========== 
  52   113   108:===================================*== 
  54    80    92:===========================   * 
  56    56    77:===================      * 
  58    61    63:====================* 
  60    50    51:================* 
  62    34    41:============ * 
  64    24    33:========  * 
  66    33    26:========*== 
  68    21    20:======* 
  70    25    16:=====*=== 
  72    17    12:===*== 
  74     8    10:===* 
  76     2     8:= * 
  78     9     6:=*= 
  80    10     5:=*== 
  82     8     3:*== 
  84     6     3:*= 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11467

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.48090.00322; mu= 9.0478 0.167 
 mean_var=31.9192 8.290, 0's: 2 Z-trim: 3  B-trim: 72 in 1/43 
 Lambda= 0.227012 
 Kolmogorov-Smirnov  statistic: 0.0386 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   63 24.7    0.62 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   59 23.4     1.4 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   56 22.4     2.7 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.7     3.2 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   57 22.7     4.6 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   57 22.7     4.6 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 21.1     7.9 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   51 20.8     9.4 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   51 20.8     9.4 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 21.1     9.5 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.8     9.7 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   53 21.4      11 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   53 21.4      11 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   53 21.4      12 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   52 21.1      13 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 21.1      13 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   53 21.4      14 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   52 21.1      14 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   52 21.1      14 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   52 21.1      14 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 20.1      14 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   51 20.8      15 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   51 20.8      15 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   51 20.8      15 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   51 20.8      15 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   51 20.8      15 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   51 20.8      15 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   51 20.8      15 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   51 20.8      15 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   53 21.4      15 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   50 20.4      17 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 20.1      21 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 21.1      21 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 20.1      21 
gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Pe ( 320)   51 20.8      21 
gi|195933901|gb|ACG58378.1| Der p 1 allergen precu ( 320)   51 20.8      21 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.8      23 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.5      23 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   46 19.1      24 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   46 19.1      24 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.8      25 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   48 19.8      27 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 20.1      35 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   45 18.8      35 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   45 18.8      36 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   47 19.5      37 
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gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   47 19.5      37 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   45 18.8      37 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   49 20.1      39 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   49 20.1      40 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.5      41 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   46 19.1      43 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.8      45 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.8      45 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.5      45 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   46 19.1      46 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   46 19.1      46 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.2      46 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.4      46 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   46 19.1      48 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   47 19.4      50 
gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-termi (  26)   36 15.9      50 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.5      51 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   44 18.5      51 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   44 18.5      51 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   44 18.5      51 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   44 18.5      51 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 15.9      52 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 20.1      53 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 20.1      53 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   46 19.1      53 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   46 19.1      53 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   46 19.1      53 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   46 19.1      53 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   47 19.4      54 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   46 19.1      54 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   49 20.1      55 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.1      57 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   45 18.8      57 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   45 18.8      57 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.5      57 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.5      60 
gi|256095986|emb|CAQ68250.1| Der p 1 allergen prec ( 302)   46 19.1      62 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   45 18.8      63 
gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergi ( 125)   42 17.8      63 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   43 18.1      64 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   43 18.1      64 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   47 19.4      65 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 18.1      66 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.1      66 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.1      66 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   45 18.8      68 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.4      68 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   45 18.8      69 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 18.8      69 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   47 19.4      70 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 20.1      74 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   33 14.9      75 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 17.8      76 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.1      77 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.4      79 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.5      81 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 18.1      82 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 18.1      82 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.8      82 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.5      83 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.4      83 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.1      84 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.5      84 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   44 18.5      84 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.5      85 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.5      86 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   40 17.2      88 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   40 17.2      88 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   41 17.5      88 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   41 17.5      88 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.5      89 
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gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 14.9      90 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 18.5      90 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.9      90 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.1      90 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   41 17.5      91 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   41 17.5      91 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   41 17.5      91 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   41 17.5      91 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   41 17.5      91 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   44 18.5      92 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.5      92 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.5      92 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   44 18.5      92 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   44 18.5      93 
gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=M (  20)   32 14.6      93 
gi|348137|gb|AAA16792.1| superoxide dismutase (man ( 233)   43 18.1      93 
gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A ( 297)   44 18.5      95 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   45 18.8      96 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   44 18.5      98 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   44 18.5      99 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.5      99 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   41 17.5      99 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   41 17.5   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  63  Z-score: 106.2  bits: 24.7 E(): 0.62 
Smith-Waterman score: 63; 30.4% identity (53.6% similar) in 69 aa overlap (17-80:27-93) 
 
                         10        20        30        40           
2MEPSP           ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTY 
                                 :. :: .:   : :::::   .::.. :  . .  
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
 
       50        60           70        80                          
2MEPSP DDHRMAMAFSLAACA---EVPVTIRDPGCTRKTFP                          
       :.   .. .:  . .   .::  :.  :: .   :                          
gi|457 DSPTAVIKISAKVNGVELQVP-GIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKAD 
      60        70        80         90       100       110         
 
gi|457 VTASLTGAHGLLACGTVHGEVQN 
      120       130       140  
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  59  Z-score: 100.1  bits: 23.4 E():  1.4 
Smith-Waterman score: 59; 28.3% identity (53.3% similar) in 60 aa overlap (15-73:10-66) 
 
               10        20        30        40         50          
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSL 
                     . :.:.:  .   : :.:.:   . :.. : . . .:   :    : 
gi|484      GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQDTTKATIKVL 
                    10        20         30        40        50     
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
       :  : .:. .  ::                                               
gi|484 AKVAGTPIQV--PGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAELVGDH 
           60          70        80        90       100       110   
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 94.6  bits: 22.4 E():  2.7 
Smith-Waterman score: 56; 24.6% identity (57.9% similar) in 57 aa overlap (17-73:12-67) 
 
               10        20        30        40        50        60 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                       :. .:..:   : .::.:   . :.. :    ..   .... :. 
gi|484      GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQDTASVGLVLT 
                    10        20         30        40        50     
 
               70        80                                         
2MEPSP ACAEVPVTIRDPGCTRKTFP                                         
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       :  .  ..:  ::                                                
gi|484 AIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEH 
           60        70        80        90       100       110     
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 93.5  bits: 23.7 E():  3.2 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (23-49:23-50) 
 
               10        20        30        40         50          
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDHRMAMAFSL 
                             :. ::  .: :.. ::.... ... .::           
gi|122 MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVDVIHEFEEI 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
                                                                    
gi|122 PVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRGIFGNGARV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.5  bits: 22.7 E():  4.6 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (48-74:74-100) 
 
        20        30        40        50        60        70        
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
        80                                                          
2MEPSP TFP                                                          
                                                                    
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.5  bits: 22.7 E():  4.6 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (48-74:74-100) 
 
        20        30        40        50        60        70        
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
        80                                                          
2MEPSP TFP                                                          
                                                                    
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.3  bits: 21.1 E():  7.9 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (5-38:104-138) 
 
                                         10         20        30    
2MEPSP                           ASWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
            40        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 
       :.: .                                           
gi|110 ISPSQGCQFSSPYWSY                                
           140                                         
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 85.0  bits: 20.8 E():  9.4 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (17-73:28-82) 
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                          10        20        30        40          
2MEPSP            ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
      50        60         70        80                             
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFP                             
        .. .   .. . :.:  .::. ::                                    
gi|170 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 85.0  bits: 20.8 E():  9.4 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (17-73:28-82) 
 
                          10        20        30        40          
2MEPSP            ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
      50        60         70        80                             
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFP                             
        .. .   .. . :.:  .::. ::                                    
gi|158 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 84.9  bits: 21.1 E():  9.5 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (25-53:36-62) 
 
                     10        20        30        40        50     
2MEPSP       ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
           60        70        80                                   
2MEPSP MAFSLAACAEVPVTIRDPGCTRKTFP                                   
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 84.7  bits: 20.8 E():  9.7 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (17-54:29-67) 
 
                           10        20        30        40         
2MEPSP             ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                            
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 21.4 E():   11 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (58-74:67-83) 
 
        30        40        50        60        70        80        
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP        
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
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gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.6  bits: 21.4 E():   11 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (58-74:78-94) 
 
        30        40        50        60        70        80        
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP        
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.4  bits: 21.4 E():   12 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (58-74:85-101) 
 
        30        40        50        60        70        80        
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP        
                                     :..::...:.     ::              
gi|115 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
           60        70        80        90       100       110     
 
gi|115 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
          120       130       140       150       160       170     
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.4  bits: 21.1 E():   13 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (59-74:55-70) 
 
       30        40        50        60        70        80         
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP         
                                     ..::..::.     ::               
gi|114 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
           30        40        50        60        70        80     
 
gi|114 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
           90       100       110       120       130       140     
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 82.4  bits: 21.1 E():   13 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (21-38:180-197) 
 
                         10        20         30        40          
2MEPSP           ASWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
      50        60        70        80       
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFP       
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 81.8  bits: 21.4 E():   14 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (38-74:91-131) 
 
        10        20        30        40         50        60       
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|627 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISQLTTSQQDIVLADELSQEVCILSA 
               70        80        90       100       110       120 
 
            70        80                                            
2MEPSP EVPVTIRDPGCTRKTFP                                            
       .: : :  :::                                                  
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gi|627 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              130       140       150       160       170       180 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.7  bits: 21.1 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (59-74:79-94) 
 
       30        40        50        60        70        80         
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP         
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVFITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.7  bits: 21.1 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (59-74:79-94) 
 
       30        40        50        60        70        80         
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP         
                                     ..::..::.     ::               
gi|141 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|141 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.7  bits: 21.1 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (59-74:79-94) 
 
       30        40        50        60        70        80         
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP         
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 81.6  bits: 20.1 E():   14 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (5-38:96-130) 
 
                                         10         20        30    
2MEPSP                           ASWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
            40        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 
       :.: .                                           
gi|244 ISPSQGCQFQSSY                                   
         130                                           
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.6  bits: 20.8 E():   15 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (30-71:109-140) 
 
                10        20        30        40        50          
2MEPSP  ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
       .: : : . :.:                                                 
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gi|616 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
     130        140       150       160       170       180         
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.4  bits: 20.8 E():   15 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (30-71:115-146) 
 
                10        20        30        40        50          
2MEPSP  ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.4  bits: 20.8 E():   15 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (30-71:115-146) 
 
                10        20        30        40        50          
2MEPSP  ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.4  bits: 20.8 E():   15 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (30-71:115-146) 
 
                10        20        30        40        50          
2MEPSP  ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.4  bits: 20.8 E():   15 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (30-71:115-146) 
 
                10        20        30        40        50          
2MEPSP  ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.4  bits: 20.8 E():   15 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (30-71:115-146) 
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                10        20        30        40        50          
2MEPSP  ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.4  bits: 20.8 E():   15 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (30-71:115-146) 
 
                10        20        30        40        50          
2MEPSP  ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.4  bits: 20.8 E():   15 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (30-71:115-146) 
 
                10        20        30        40        50          
2MEPSP  ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 81.3  bits: 21.4 E():   15 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (38-74:111-151) 
 
        10        20        30        40         50        60       
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|170 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISNLTTSQQDIVLADELSQEVCILSA 
               90       100       110       120       130       140 
 
            70        80                                            
2MEPSP EVPVTIRDPGCTRKTFP                                            
       .: : :  :::                                                  
gi|170 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              150       160       170       180       190       200 
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 80.2  bits: 20.4 E():   17 
Smith-Waterman score: 50; 20.4% identity (44.9% similar) in 49 aa overlap (32-80:130-174) 
 
              10        20        30        40        50        60  
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                                     :..   .  . ...:   :      .. .  
gi|162 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVD 
     100       110       120       130       140       150          
 
              70        80                                   
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2MEPSP CAEVPVTIRDPGCTRKTFP                                   
       :.: :     : :: .  :                                   
gi|162 CSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200         
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.7  bits: 20.1 E():   21 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (6-56:56-100) 
 
                                        10        20         30     
2MEPSP                          ASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
           40         50        60        70        80              
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP              
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 78.7  bits: 21.1 E():   21 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (5-48:81-124) 
 
                                         10        20        30     
2MEPSP                           ASWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
           40        50        60        70        80               
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP               
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.5  bits: 20.1 E():   21 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (6-56:60-104) 
 
                                        10        20         30     
2MEPSP                          ASWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
           40         50        60        70        80              
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP              
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
 
>>gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Peptid  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.5  bits: 20.8 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (30-71:213-244) 
 
                10        20        30        40        50          
2MEPSP  ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|730 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
       .: : : . :.:                                                 
gi|730 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|195933901|gb|ACG58378.1| Der p 1 allergen precursor  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.5  bits: 20.8 E():   21 
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Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (30-71:213-244) 
 
                10        20        30        40        50          
2MEPSP  ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|195 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
       .: : : . :.:                                                 
gi|195 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.1  bits: 19.8 E():   23 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (33-60:106-134) 
 
             10        20        30        40        50         60  
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
              70        80                   
2MEPSP CAEVPVTIRDPGCTRKTFP                   
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.9  bits: 19.5 E():   23 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (17-44:28-54) 
 
                          10        20        30        40          
2MEPSP            ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
      50        60        70        80                              
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                              
                                                                    
gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 77.6  bits: 19.1 E():   24 
Smith-Waterman score: 46; 30.0% identity (60.0% similar) in 30 aa overlap (8-36:75-104) 
 
                                      10        20         30       
2MEPSP                        ASWRVKETERMVAIRTELTKLGA-SVEEGPDYCIITP 
                                     :.:.. .:  :.  :. ..   : ::.  : 
gi|999 SVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMAAALVPKYCLQHP 
           50        60        70        80        90       100     
 
         40        50        60        70        80 
2MEPSP PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 
                                                    
gi|999 HACDLYKNQTVMS                                
          110                                       
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.6  bits: 19.1 E():   24 
Smith-Waterman score: 46; 20.5% identity (52.3% similar) in 44 aa overlap (37-80:49-92) 
 
         10        20        30        40        50        60       
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:  .  
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
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         70        80                           
2MEPSP VTIRDPGCTRKTFP                           
          .. .   : .:                           
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.4  bits: 19.8 E():   25 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (31-37:141-147) 
 
               10        20        30        40        50        60 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
               70        80 
2MEPSP ACAEVPVTIRDPGCTRKTFP 
                            
gi|124 RRLALVNENPLDVLFQEV   
              180           
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.8  bits: 19.8 E():   27 
Smith-Waterman score: 48; 25.0% identity (56.2% similar) in 32 aa overlap (48-76:151-182) 
 
        20        30        40        50        60           70     
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA---CAEVPVTIRDPGC 
                                     :.:.....  . :    : .. . : : :  
gi|256 IVEREGLQAVKLAARDTVDGWFNIERVSREYNDYKLVFCPQQAEDNKCEDIGIQIDDDGI 
              130       140       150       160       170       180 
 
           80                  
2MEPSP TRKTFP                  
        :                      
gi|256 RRLVLSKNKPLVVQFQKFRSSTA 
              190       200    
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 74.7  bits: 20.1 E():   35 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (21-49:141-170) 
 
                         10        20        30         40          
2MEPSP           ASWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
      50        60        70        80                              
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                              
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.6  bits: 18.8 E():   35 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (4-42:82-125) 
 
                                          10         20        30   
2MEPSP                            ASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|249 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
              60        70        80        90       100       110  
 
                 40        50        60        70        80 
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 
        :.    ::  .:.                                       
gi|249 GIVDSKLPPIDVNMDCKTLGVLHYKGN                          
             120       130                                  
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>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.5  bits: 18.8 E():   36 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (4-42:46-89) 
 
                                          10         20        30   
2MEPSP                            ASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|391 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
          20        30        40        50        60        70      
 
                 40        50        60        70        80         
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP         
        :.    ::  .:.                                               
gi|391 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
          80        90       100       110       120       130      
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (30-71:115-146) 
 
                10        20        30        40        50          
2MEPSP  ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (30-71:115-146) 
 
                10        20        30        40        50          
2MEPSP  ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (4-42:40-83) 
 
                                          10         20        30   
2MEPSP                            ASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|741 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
      10        20        30        40        50        60          
 
                 40        50        60        70        80         
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP         
        :.    ::  .:.                                               
gi|741 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDPRLEFRP 
      70        80        90       100       110       120          
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 73.7  bits: 20.1 E():   39 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (22-80:258-314) 
 
                        10        20        30        40        50  
2MEPSP          ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
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gi|111 MSLGGASGSTAMKQAVDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
              60        70         80                               
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFP                               
           .:: .. ::. :    ::  . .:.:                               
gi|111 SNRASFS-SVGAELEVMA--PGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 73.6  bits: 20.1 E():   40 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (22-80:258-314) 
 
                        10        20        30        40        50  
2MEPSP          ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|135 MSLGGPSGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
              60        70         80                               
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFP                               
           .:: .. ::. :    ::  . .:.:                               
gi|135 SNRASFS-SVGAELEVMA--PGAGVYSTYPTSTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.3  bits: 18.5 E():   41 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (17-54:12-50) 
 
               10        20        30        40         50          
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFSL 
                       :. :. .. ..: : :::   . ... :. :. .. . :      
gi|760      DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIK 
                    10        20        30        40        50      
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
                                                                    
gi|760 ANINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNG 
          60        70        80        90       100       110      
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.0  bits: 19.1 E():   43 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (30-71:116-147) 
 
                10        20        30        40        50          
2MEPSP  ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          90       100       110       120                130       
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
       .: : : . :.:                                                 
gi|146 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
        140        150       160       170       180       190      
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.7  bits: 19.8 E():   45 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (13-65:189-242) 
 
                                 10        20        30        40   
2MEPSP                   ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
               50        60        70        80                     
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                     
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11481

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

      220       230        240       250       260       270        
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.6  bits: 18.8 E():   45 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (4-42:83-126) 
 
                                          10         20        30   
2MEPSP                            ASWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
                 40        50        60        70        80         
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP         
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.6  bits: 18.5 E():   45 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (17-73:28-82) 
 
                          10        20        30        40          
2MEPSP            ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
        50        60        70        80                            
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                            
        : .....   ::  :   .::. ::                                   
gi|212 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.6  bits: 19.1 E():   46 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (30-71:115-146) 
 
                10        20        30        40        50          
2MEPSP  ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
       .: : : . :.:                                                 
gi|223 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.6  bits: 19.1 E():   46 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (30-71:115-146) 
 
                10        20        30        40        50          
2MEPSP  ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
       .: : : . :.:                                                 
gi|837 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 72.5  bits: 18.2 E():   46 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (24-43:89-108) 
 
                      10        20        30        40        50    
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2MEPSP        ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
            60        70        80 
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFP 
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (22-63:58-99) 
 
                        10        20        30        40        50  
2MEPSP          ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
              60        70        80                                
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFP                                
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 19.1 E():   48 
Smith-Waterman score: 46; 62.5% identity (87.5% similar) in 8 aa overlap (73-80:206-213) 
 
             50        60        70        80                    
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                    
                                     ::.:: .:                    
gi|131 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
         180       190       200       210       220       230   
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.9  bits: 19.4 E():   50 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (24-80:154-206) 
 
                      10        20        30        40        50    
2MEPSP        ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|287 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           130       140       150       160       170       180    
 
            60        70         80                                 
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFP                                 
       :...:. . .   .:  :  : ::  ::                                 
gi|287 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              190       200         210       220       230         
 
>>gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-terminal}  (26 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.9  bits: 15.9 E():   50 
Smith-Waterman score: 36; 50.0% identity (75.0% similar) in 8 aa overlap (72-79:13-20) 
 
              50        60        70        80      
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP      
                                     : :.:. :       
gi|133                   NDNTFEGEYHAFPDCARNLFKGRQQE 
                                 10        20       
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (39-68:65-94) 
 
       10        20        30        40        50        60         
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
       70        80                                                 
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2MEPSP IRDPGCTRKTFP                                                 
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 44; 26.7% identity (53.3% similar) in 60 aa overlap (21-79:1-59) 
 
               10        20        30        40        50        60 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                           .:. . :.     : ::. ... ..:. :.    .: .   
gi|753                     MGVYTFENEYTSEIPPPRLFKAFVLDA-DNLIPKIAPQAI 
                                   10        20         30          
 
               70         80                                        
2MEPSP ACAEVPVTIRDPGCTRK-TFP                                        
         ::.      :: :.: ::                                         
gi|753 KHAEILEGDGGPGTTKKITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKV 
      40        50        60        70        80        90          
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (34-79:14-59) 
 
            10        20        30        40        50        60    
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: . . :: 
gi|901                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCA 
                                10        20         30        40   
 
            70         80                                           
2MEPSP EVPVTIRDPGCTRK-TFP                                           
       :.      ::  .: ::                                            
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (34-79:14-59) 
 
            10        20        30        40        50        60    
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: . . :: 
gi|880                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCA 
                                10        20         30        40   
 
            70         80                                           
2MEPSP EVPVTIRDPGCTRK-TFP                                           
       :.      ::  .: ::                                            
gi|880 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (34-79:14-59) 
 
            10        20        30        40        50        60    
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: . . :: 
gi|901                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCA 
                                10        20         30        40   
 
            70         80                                           
2MEPSP EVPVTIRDPGCTRK-TFP                                           
       :.      ::  .: ::                                            
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.6  bits: 15.9 E():   52 
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Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (59-67:17-25) 
 
       30        40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 
                                     : ::::  :              
gi|391               SFREQCVPGREITYECLNACAEYAVRQ            
                             10        20                   
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.4  bits: 20.1 E():   53 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (18-55:168-204) 
 
                            10        20        30        40        
2MEPSP              ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
        50        60        70        80                            
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                            
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.4  bits: 20.1 E():   53 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (18-55:168-204) 
 
                            10        20        30        40        
2MEPSP              ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
        50        60        70        80                            
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                            
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.3  bits: 19.1 E():   53 
Smith-Waterman score: 46; 62.5% identity (87.5% similar) in 8 aa overlap (73-80:233-240) 
 
             50        60        70        80                    
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                    
                                     ::.:: .:                    
gi|163 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.3  bits: 19.1 E():   53 
Smith-Waterman score: 46; 62.5% identity (87.5% similar) in 8 aa overlap (73-80:233-240) 
 
             50        60        70        80                    
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                    
                                     ::.:: .:                    
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.3  bits: 19.1 E():   53 
Smith-Waterman score: 46; 62.5% identity (87.5% similar) in 8 aa overlap (73-80:233-240) 
 
             50        60        70        80                    
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                    
                                     ::.:: .:                    
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 71.3  bits: 19.1 E():   53 
Smith-Waterman score: 46; 62.5% identity (87.5% similar) in 8 aa overlap (73-80:233-240) 
 
             50        60        70        80                    
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                    
                                     ::.:: .:                    
gi|250 GGVDSCQGDSGGPVVDVATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.3  bits: 19.4 E():   54 
Smith-Waterman score: 47; 58.3% identity (75.0% similar) in 12 aa overlap (26-35:162-173) 
 
                    10        20          30        40        50    
2MEPSP      ASWRVKETERMVAIRTELTKLGASVEEG--PDYCIITPPEKLNVTAIDTYDDHRM 
                                     :.:  ::::. :                   
gi|320 AFLAQTSHETTGGWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQ 
             140       150       160       170       180       190  
 
            60        70        80                                  
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFP                                  
                                                                    
gi|320 ISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMTPQSPKPSCHNVITGRWTP 
             200       210       220       230       240       250  
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.3  bits: 19.1 E():   54 
Smith-Waterman score: 46; 62.5% identity (87.5% similar) in 8 aa overlap (73-80:235-242) 
 
             50        60        70        80                    
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                    
                                     ::.:: .:                    
gi|511 GGKDSCQGDSGGPVVDVKNNQVVGIVSWGYGCARKGYPGVYTRVGNFIDWIESKRSQ 
          210       220       230       240       250       260  
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.1  bits: 20.1 E():   55 
Smith-Waterman score: 49; 34.5% identity (55.2% similar) in 29 aa overlap (54-80:13-41) 
 
            30        40        50        60        70          80  
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP--GCTRKTFP  
                                     :.. . :: : .::  .    ::  : .:  
gi|558                   NYRAFALALLFCALSCQAAAAAYAPVPAKADFLGCLMKEIPA 
                                 10        20        30        40   
 
gi|558 RLLYAKSSPDYPTVLAQTIRNSRWSSPQNVKPIYIITPTNASHIQSAVVCGRRHGIRLRV 
             50        60        70        80        90       100   
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (5-38:170-204) 
 
                                         10        20         30    
2MEPSP                           ASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
            40        50        60        70        80              
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP              
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.8  bits: 18.8 E():   57 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (30-71:115-146) 
 
                10        20        30        40        50          
2MEPSP  ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
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gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.8  bits: 18.8 E():   57 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (30-71:115-146) 
 
                10        20        30        40        50          
2MEPSP  ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.8  bits: 17.5 E():   57 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (29-43:70-84) 
 
                 10        20        30        40        50         
2MEPSP   ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
       60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFP 
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.4  bits: 18.5 E():   60 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (29-36:172-179) 
 
                 10        20        30        40        50         
2MEPSP   ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
       60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFP 
 
>>gi|256095986|emb|CAQ68250.1| Der p 1 allergen precurso  (302 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (30-71:195-226) 
 
                10        20        30        40        50          
2MEPSP  ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|256 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          170       180       190       200                210      
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
       .: : : . :.:                                                 
gi|256 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          220       230       240       250       260       270     
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 45; 62.5% identity (75.0% similar) in 8 aa overlap (73-80:218-225) 
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             50        60        70        80                    
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                    
                                     :: :: .:                    
gi|225 GGKDSCQGDSGGPLVDVKNNQVVGNVSWGYGCERKGYPGVYTRVGNFIDWIESKRPQ 
       190       200       210       220       230       240     
 
>>gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergillus  (125 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 17.8 E():   63 
Smith-Waterman score: 42; 35.0% identity (55.0% similar) in 20 aa overlap (52-71:45-64) 
 
              30        40        50        60        70        80  
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP  
                                     :: . :. : : . :   .:           
gi|302 HAPLSDGKTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKDGMGKDDHYLL 
           20        30        40        50        60        70     
 
gi|302 EFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR 
           80        90       100       110       120      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.8  bits: 18.1 E():   64 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (34-79:14-59) 
 
            10        20        30        40        50        60    
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: .   :: 
gi|901                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCA 
                                10        20         30        40   
 
            70         80                                           
2MEPSP EVPVTIRDPGCTRK-TFP                                           
       :.      ::  .: ::                                            
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.8  bits: 18.1 E():   64 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (34-79:14-59) 
 
            10        20        30        40        50        60    
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: .   :: 
gi|901                  MGGYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCA 
                                10        20         30        40   
 
            70         80                                           
2MEPSP EVPVTIRDPGCTRK-TFP                                           
       :.      ::  .: ::                                            
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (24-80:144-196) 
 
                      10        20        30        40        50    
2MEPSP        ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|855 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
            60        70         80                                 
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFP                                 
       :...:. . .   .:  :  : ::  ::                                 
gi|855 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              180       190         200       210       220         
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (15-48:131-164) 
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                               10        20        30        40     
2MEPSP                 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
           50        60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 
          :                                 
gi|158 RTPY                                 
                                            
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.6  bits: 19.1 E():   66 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (5-38:188-222) 
 
                                         10        20         30    
2MEPSP                           ASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
            40        50        60        70        80              
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP              
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.6  bits: 19.1 E():   66 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (5-38:188-222) 
 
                                         10        20         30    
2MEPSP                           ASWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
            40        50        60        70        80              
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP              
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (48-74:66-92) 
 
        20        30        40        50        60        70        
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|117 SYGDKWLEARPPGMVRPRVLAPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
        80                                                          
2MEPSP TFP                                                          
                                                                    
gi|117 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFR 
         100       110       120       130       140       150      
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.4 E():   68 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (30-46:318-334) 
 
                10        20        30        40        50          
2MEPSP  ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
      60        70        80                                        
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2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (48-74:66-92) 
 
        20        30        40        50        60        70        
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|811 AYGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
        80                                                          
2MEPSP TFP                                                          
                                                                    
gi|811 FEVKCSKPEACSDKPVIIHITDMNTEPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDM 
         100       110       120       130       140       150      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (48-74:66-92) 
 
        20        30        40        50        60        70        
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|109 SYGDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
        80                                                          
2MEPSP TFP                                                          
                                                                    
gi|109 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDT 
         100       110       120       130       140       150      
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 69.1  bits: 19.4 E():   70 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (24-80:144-196) 
 
                      10        20        30        40        50    
2MEPSP        ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|364 SDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
            60        70         80                                 
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFP                                 
       :...:. . .   .:  :  : ::  ::                                 
gi|364 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLAAGPAATPATPGHHRVGRWLDRLQ 
              180       190         200       210       220         
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.7  bits: 20.1 E():   74 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (15-39:517-541) 
 
                               10        20        30        40     
2MEPSP                 ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
           50        60        70        80                         
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                         
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 68.6  bits: 14.9 E():   75 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11490

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 33; 75.0% identity (100.0% similar) in 4 aa overlap (72-75:3-6) 
 
              50        60        70        80          
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP          
                                     :::.               
gi|544                             APPGCSNHFNLETVFGNFVK 
                                           10        20 
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 42; 34.8% identity (56.5% similar) in 23 aa overlap (17-39:71-93) 
 
                             10        20        30        40       
2MEPSP               ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :.  . : .:.    :: ::        
gi|738 ETADATPEKEEPTAAPAEPEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPV 
               50        60        70        80        90       100 
 
         50        60        70        80                  
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                  
                                                           
gi|738 AEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAAETATTEVPVEKTEE 
              110       120       130       140       150  
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.4  bits: 19.1 E():   77 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (12-43:183-213) 
 
                                  10        20        30        40  
2MEPSP                    ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
              50        60        70        80                      
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                      
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.2  bits: 19.4 E():   79 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (2-49:372-418) 
 
                                            10        20        30  
2MEPSP                              ASWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
              40           50        60        70        80         
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP         
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (17-54:12-50) 
 
               10        20        30        40         50          
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFSL 
                       :. :. ..  .: : :::   . ... :. :. .. . :      
gi|179      DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIK 
                    10        20        30        40        50      
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
                                                                    
gi|179 ASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNG 
          60        70        80        90       100       110      
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>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (12-49:130-167) 
 
                                  10        20        30        40  
2MEPSP                    ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
              50        60        70        80        
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP        
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (12-49:130-167) 
 
                                  10        20        30        40  
2MEPSP                    ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
              50        60        70        80        
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP        
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.8 E():   82 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (30-38:214-222) 
 
                10        20        30        40        50          
2MEPSP  ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
      60        70        80                                        
2MEPSP AACAEVPVTIRDPGCTRKTFP                                        
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (29-36:245-252) 
 
                 10        20        30        40        50         
2MEPSP   ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
       60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFP 
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 47; 46.2% identity (76.9% similar) in 13 aa overlap (20-32:454-466) 
 
                          10        20        30        40          
2MEPSP            ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     :.:::.. .:  :                  
gi|476 LNPSCKSLHPGRTPKELELHQKPTTLLMDEKMGASLNSSPPNCKNKCKGCQPCKPKLIIV 
           430       440       450       460       470       480    
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      50        60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 
                                       
gi|476 HPNQPEDYYPQRWVCSCHNKIYNP        
           490       500               
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (27-37:3-13) 
 
               10        20        30        40        50        60 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                 .: ::: :  :                        
gi|160                         SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNCAGKV 
                                       10        20        30       
 
               70        80                                         
2MEPSP ACAEVPVTIRDPGCTRKTFP                                         
                                                                    
gi|160 IKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHIAQVW 
         40        50        60        70        80        90       
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (45-56:15-26) 
 
           20        30        40        50        60        70     
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
           80                                                       
2MEPSP TRKTFP                                                       
                                                                    
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 27 aa overlap (48-74:66-92) 
 
        20        30        40        50        60        70        
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   ....:...:.     ::    
gi|409 TYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSC 
          40        50        60        70        80        90      
 
        80                                                          
2MEPSP TFP                                                          
                                                                    
gi|409 FEIKCTKPESCSGEPVLVHITDDNEEPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELEL 
         100       110       120       130       140       150      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 44; 28.9% identity (48.9% similar) in 45 aa overlap (22-66:92-135) 
 
                        10        20        30        40        50  
2MEPSP          ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. :   :  . :  : : : :  . . : 
gi|226 KASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIA-GALEVH 
              70        80        90       100       110        120 
 
              60        70        80                                
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFP                                
        .  :   .. :..:                                              
gi|226 AVKPATEEVGAAKIPAGELQIVDKIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKEST 
              130       140       150       160       170       180 
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>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (17-54:21-59) 
 
                   10        20        30        40         50      
2MEPSP     ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAM 
                           :. :. ..  .: : :::   . ... :. :. .. . :  
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP AFSLAACAEVPVTIRDPGCTRKTFP                                    
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.2 E():   88 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (41-72:23-54) 
 
               20        30        40        50        60        70 
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|730         MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
               80                                                   
2MEPSP DPGCTRKTFP                                                   
       ::                                                           
gi|730 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.2 E():   88 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (41-72:23-54) 
 
               20        30        40        50        60        70 
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|191         MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
               80                                                   
2MEPSP DPGCTRKTFP                                                   
       ::                                                           
gi|191 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (17-73:28-82) 
 
                          10        20        30        40          
2MEPSP            ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|214 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
        50        60        70        80                            
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                            
        : .....   ::  :   .::. ::                                   
gi|214 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (17-73:28-82) 
 
                          10        20        30        40          
2MEPSP            ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
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gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
        50        60        70        80                            
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                            
        : .....   ::  :   .::. ::                                   
gi|158 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 17.5 E():   89 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (17-54:25-63) 
 
                       10        20        30        40         50  
2MEPSP         ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDH 
                               :. :. ..  .: : :::   . ... :. :. ..  
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFP                                
       . :                                                          
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.2  bits: 14.9 E():   90 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (33-40:9-16) 
 
             10        20        30        40        50        60   
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                                     :: :: :.                       
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP               
                                     10        20                   
 
             70        80 
2MEPSP AEVPVTIRDPGCTRKTFP 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.2  bits: 18.5 E():   90 
Smith-Waterman score: 44; 32.0% identity (72.0% similar) in 25 aa overlap (52-76:210-234) 
 
              30        40        50        60        70        80  
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP  
                                     ..:.: ..:: :::  .. . . :.      
gi|481 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAM 
     180       190       200       210       220       230          
 
gi|481 SEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
     240       250       260       270       280 
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 16.9 E():   90 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (29-43:70-84) 
 
                 10        20        30        40        50         
2MEPSP   ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
      40        50        60        70        80        90          
 
       60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFP 
 
>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.1 E():   90 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (27-37:20-30) 
 
               10        20        30        40        50        60 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                 .: ::: :  :                        
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gi|510        MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNCAGKV 
                      10        20        30        40        50    
 
               70        80                                         
2MEPSP ACAEVPVTIRDPGCTRKTFP                                         
                                                                    
gi|510 IKSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHIAQVW 
            60        70        80        90       100       110    
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.0  bits: 17.5 E():   91 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (17-54:29-67) 
 
                           10        20        30        40         
2MEPSP             ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                            
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.0  bits: 17.5 E():   91 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (17-54:29-67) 
 
                           10        20        30        40         
2MEPSP             ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                            
        .. . :                                                      
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.0  bits: 17.5 E():   91 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (17-54:29-67) 
 
                           10        20        30        40         
2MEPSP             ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                            
        .. . :                                                      
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.0  bits: 17.5 E():   91 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (17-54:29-67) 
 
                           10        20        30        40         
2MEPSP             ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                            
        .. . :                                                      
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
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               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.0  bits: 17.5 E():   91 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (17-54:29-67) 
 
                           10        20        30        40         
2MEPSP             ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP                            
        .. . :                                                      
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (29-36:272-279) 
 
                 10        20        30        40        50         
2MEPSP   ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
       60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFP 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (29-36:272-279) 
 
                 10        20        30        40        50         
2MEPSP   ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
       60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFP 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (29-36:272-279) 
 
                 10        20        30        40        50         
2MEPSP   ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
       60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFP 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (29-36:273-280) 
 
                 10        20        30        40        50         
2MEPSP   ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|473 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
            250       260       270       280                       
 
       60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFP 
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.5 E():   93 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (29-36:277-284) 
 
                 10        20        30        40        50         
2MEPSP   ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSFQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
        250       260       270       280       290                 
 
       60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFP 
 
>>gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=Mite   (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.9  bits: 14.6 E():   93 
Smith-Waterman score: 32; 43.8% identity (68.8% similar) in 16 aa overlap (54-69:1-16) 
 
            30        40        50        60        70        80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP 
                                     :.. . :: ::.:  :            
gi|135                               AIGXQPAAEAEAPFQISLMK        
                                             10        20        
 
>>gi|348137|gb|AAA16792.1| superoxide dismutase (mangane  (233 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (12-49:158-195) 
 
                                  10        20        30        40  
2MEPSP                    ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|348 AIDADFGSLEKLIQLMNAEGAALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
       130       140       150       160       170       180        
 
              50        60        70        80        
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP        
       . .::...                                       
gi|348 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
       190       200       210       220       230    
 
>>gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A-IV   (297 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (29-36:283-290) 
 
                 10        20        30        40        50         
2MEPSP   ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            260       270       280       290                       
 
       60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFP 
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 45; 29.6% identity (59.3% similar) in 27 aa overlap (29-55:51-77) 
 
                 10        20        30        40        50         
2MEPSP   ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :   .:.  .: :.: .  :: .: ..    
gi|118 MLLLFFFAASVGITDAQVGVCYGMQGNNLPPVSEVIALYKKSNITRMRIYDPNRAVLEAL 
               30        40        50        60        70        80 
 
       60        70        80                                       
2MEPSP LAACAEVPVTIRDPGCTRKTFP                                       
                                                                    
gi|118 RGSNIELILGVPNSDLQSLTNPSNAKSWVQKNVRGFWSSVLFRYIAVGNEISPVNRGTAW 
               90       100       110       120       130       140 
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.5 E():   98 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (29-36:293-300) 
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                 10        20        30        40        50         
2MEPSP   ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|216 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            270       280       290       300                       
 
       60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFP 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.5 E():   99 
Smith-Waterman score: 44; 25.0% identity (70.8% similar) in 24 aa overlap (57-80:87-110) 
 
         30        40        50        60        70        80       
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP       
                                     ..::  ... ..:.. :  .. ::       
gi|107 VTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGND 
         60        70        80        90       100       110       
 
gi|107 VDRVHAVEPAKTAFATKAEIRRKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKV 
        120       130       140       150       160       170       
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.5 E():   99 
Smith-Waterman score: 44; 27.3% identity (72.7% similar) in 22 aa overlap (59-80:89-110) 
 
       30        40        50        60        70        80         
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFP         
                                     ::  ... ..:.. : ... ::         
gi|324 FVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDVD 
       60        70        80        90       100       110         
 
gi|324 RSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASSAPRDKVVI 
      120       130       140       150       160       170         
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 41; 50.0% identity (66.7% similar) in 12 aa overlap (21-32:148-159) 
 
                         10        20        30        40        50 
2MEPSP           ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
                                     : : .  .::::                   
gi|281 RSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC                   
       120       130       140       150                            
 
               60        70        80 
2MEPSP HRMAMAFSLAACAEVPVTIRDPGCTRKTFP 
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 41; 22.2% identity (66.7% similar) in 27 aa overlap (21-47:1-27) 
 
               10        20        30        40        50        60 
2MEPSP ASWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                           .:. . :. :  .: : . ... ..:.              
gi|167                     MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALK 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP ACAEVPVTIRDPGCTRKTFP                                         
                                                                    
gi|167 STEIIEGNGGPGTIKKITFGEGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVS 
               50        60        70        80        90       100 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:08 2011 done: Tue Apr 19 10:58:08 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
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Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 355  - 434 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     3     2:* 
  32     4     8:=* 
  34    28    22:=====*= 
  36    28    44:=======   * 
  38   102    73:==================*======= 
  40    85   102:======================   * 
  42   104   125:==========================     * 
  44   104   138:==========================        * 
  46   142   140:==================================*= 
  48   183   134:=================================*============ 
  50   134   122:==============================*=== 
  52   111   108:==========================*= 
  54   100    92:======================*== 
  56    58    77:===============    * 
  58    45    63:============   * 
  60    49    51:============* 
  62    35    41:========= * 
  64    29    33:========* 
  66    29    26:======*= 
  68    22    20:====*= 
  70    24    16:===*== 
  72    18    12:==*== 
  74     9    10:==* 
  76     4     8:=* 
  78     7     6:=* 
  80     9     5:=*= 
  82     8     3:*= 
  84     7     3:*= 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.27690.00322; mu= 10.0551 0.167 
 mean_var=32.1953 8.383, 0's: 2 Z-trim: 3  B-trim: 72 in 1/43 
 Lambda= 0.226036 
 Kolmogorov-Smirnov  statistic: 0.0365 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
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Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   63 24.7    0.64 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   59 23.3     1.4 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   56 22.4     2.8 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.7     3.1 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   57 22.7     4.6 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   57 22.7     4.6 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 21.1     8.1 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   51 20.7     9.6 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   51 20.7     9.6 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 21.1     9.6 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.7     9.9 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   53 21.4      11 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   53 21.4      11 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   53 21.4      11 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   52 21.1      13 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 21.1      13 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   53 21.4      14 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   52 21.1      14 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   52 21.1      14 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   52 21.1      14 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   51 20.8      14 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 20.1      15 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   53 21.4      15 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   51 20.8      15 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   51 20.8      15 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   51 20.8      15 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   51 20.8      15 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   51 20.8      15 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   51 20.8      15 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   51 20.8      15 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   50 20.4      17 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 21.1      20 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 20.1      21 
gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Pe ( 320)   51 20.8      21 
gi|195933901|gb|ACG58378.1| Der p 1 allergen precu ( 320)   51 20.8      21 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 20.1      21 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.8      23 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.4      23 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   46 19.1      25 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.8      25 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   46 19.1      25 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   48 19.8      27 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 20.1      34 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   47 19.5      34 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   45 18.8      36 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   45 18.8      36 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   47 19.5      36 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   47 19.5      36 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   45 18.8      37 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   49 20.1      38 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   49 20.1      39 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.5      42 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   46 19.1      43 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.8      44 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   46 19.1      45 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   46 19.1      45 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.8      45 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.5      45 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.5      46 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.1      47 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   46 19.1      47 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   47 19.5      49 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 20.2      50 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 20.2      50 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.5      51 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   44 18.5      51 
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gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   44 18.5      51 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   44 18.5      52 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   44 18.5      52 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   49 20.2      52 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   47 19.5      52 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   46 19.1      52 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   46 19.1      52 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   46 19.1      52 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   46 19.1      52 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   46 19.1      53 
gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-termi (  26)   36 15.8      54 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.1      56 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 15.8      56 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   45 18.8      57 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   45 18.8      57 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.5      59 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.5      60 
gi|256095986|emb|CAQ68250.1| Der p 1 allergen prec ( 302)   46 19.2      61 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   45 18.8      62 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   47 19.5      63 
gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergi ( 125)   42 17.8      64 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.2      64 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.2      64 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   43 18.1      65 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   43 18.1      65 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.5      65 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 18.1      66 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   45 18.8      66 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 18.8      67 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   45 18.8      67 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   47 19.5      67 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 20.2      70 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.2      75 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.5      75 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 17.8      76 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.5      79 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.8      80 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 18.2      82 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 18.2      82 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.5      82 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.5      82 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   33 14.8      82 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   44 18.5      83 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.5      83 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.2      83 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.5      85 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.5      87 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 18.5      88 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   41 17.5      89 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   41 17.5      89 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   40 17.1      89 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   40 17.1      89 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.2      89 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.5      90 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.5      90 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   44 18.5      90 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.5      90 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   44 18.5      90 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   44 18.5      91 
gi|348137|gb|AAA16792.1| superoxide dismutase (man ( 233)   43 18.2      92 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   41 17.5      92 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   41 17.5      92 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   41 17.5      92 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   41 17.5      92 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   41 17.5      92 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   45 18.8      92 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.8      92 
gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A ( 297)   44 18.5      93 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   44 18.5      96 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.5      96 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   44 18.5      96 
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gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 14.8      98 
gi|281552896|emb|CAM31908.1| bet v 1 related aller ( 159)   41 17.5   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  63  Z-score: 106.0  bits: 24.7 E(): 0.64 
Smith-Waterman score: 63; 30.4% identity (53.6% similar) in 69 aa overlap (16-79:27-93) 
 
                          10        20        30        40          
2MEPSP            SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTY 
                                 :. :: .:   : :::::   .::.. :  . .  
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
 
        50        60           70        80                         
2MEPSP DDHRMAMAFSLAACA---EVPVTIRDPGCTRKTFPD                         
       :.   .. .:  . .   .::  :.  :: .   :                          
gi|457 DSPTAVIKISAKVNGVELQVP-GIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKAD 
      60        70        80         90       100       110         
 
gi|457 VTASLTGAHGLLACGTVHGEVQN 
      120       130       140  
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  59  Z-score: 99.9  bits: 23.3 E():  1.4 
Smith-Waterman score: 59; 28.3% identity (53.3% similar) in 60 aa overlap (14-72:10-66) 
 
               10        20        30        40         50          
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLA 
                    . :.:.:  .   : :.:.:   . :.. : . . .:   :    :: 
gi|484     GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQDTTKATIKVLA 
                   10        20         30        40        50      
 
      60        70        80                                        
2MEPSP ACAEVPVTIRDPGCTRKTFPD                                        
         : .:. .  ::                                                
gi|484 KVAGTPIQV--PGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAELVGDHG 
          60          70        80        90       100       110    
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 94.4  bits: 22.4 E():  2.8 
Smith-Waterman score: 56; 24.6% identity (57.9% similar) in 57 aa overlap (16-72:12-67) 
 
               10        20        30        40        50        60 
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                      :. .:..:   : .::.:   . :.. :    ..   .... :.: 
gi|484     GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQDTASVGLVLTA 
                   10        20         30        40        50      
 
               70        80                                         
2MEPSP CAEVPVTIRDPGCTRKTFPD                                         
         .  ..:  ::                                                 
gi|484 IIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHG 
          60        70        80        90       100       110      
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 93.6  bits: 23.7 E():  3.1 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (22-48:23-50) 
 
                10        20        30        40         50         
2MEPSP  SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDHRMAMAFSL 
                             :. ::  .: :.. ::.... ... .::           
gi|122 MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVDVIHEFEEI 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP AACAEVPVTIRDPGCTRKTFPD                                       
                                                                    
gi|122 PVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRGIFGNGARV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
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 initn:  57 init1:  57 opt:  57  Z-score: 90.6  bits: 22.7 E():  4.6 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (47-73:74-100) 
 
         20        30        40        50        60        70       
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
         80                                                         
2MEPSP TFPD                                                         
                                                                    
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.6  bits: 22.7 E():  4.6 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (47-73:74-100) 
 
         20        30        40        50        60        70       
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
         80                                                         
2MEPSP TFPD                                                         
                                                                    
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 86.2  bits: 21.1 E():  8.1 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (4-37:104-138) 
 
                                          10         20        30   
2MEPSP                            SWRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
             40        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 
       :.: .                                            
gi|110 ISPSQGCQFSSPYWSY                                 
           140                                          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 84.9  bits: 20.7 E():  9.6 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (16-72:28-82) 
 
                           10        20        30        40         
2MEPSP             SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
       50        60         70        80                            
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPD                            
        .. .   .. . :.:  .::. ::                                    
gi|170 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 84.9  bits: 20.7 E():  9.6 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (16-72:28-82) 
 
                           10        20        30        40         
2MEPSP             SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
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               10        20        30         40        50          
 
       50        60         70        80                            
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPD                            
        .. .   .. . :.:  .::. ::                                    
gi|158 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 84.8  bits: 21.1 E():  9.6 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (24-52:36-62) 
 
                      10        20        30        40        50    
2MEPSP        SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
            60        70        80                                  
2MEPSP MAFSLAACAEVPVTIRDPGCTRKTFPD                                  
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 84.6  bits: 20.7 E():  9.9 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (16-53:29-67) 
 
                            10        20        30        40        
2MEPSP              SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                           
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.0  bits: 21.4 E():   11 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (57-73:67-83) 
 
         30        40        50        60        70        80       
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD       
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.7  bits: 21.4 E():   11 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (57-73:78-94) 
 
         30        40        50        60        70        80       
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD       
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.5  bits: 21.4 E():   11 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (57-73:85-101) 
 
         30        40        50        60        70        80       
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2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD       
                                     :..::...:.     ::              
gi|115 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
           60        70        80        90       100       110     
 
gi|115 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
          120       130       140       150       160       170     
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.5  bits: 21.1 E():   13 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (58-73:55-70) 
 
        30        40        50        60        70        80        
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD        
                                     ..::..::.     ::               
gi|114 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
           30        40        50        60        70        80     
 
gi|114 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
           90       100       110       120       130       140     
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 82.5  bits: 21.1 E():   13 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (20-37:180-197) 
 
                          10        20         30        40         
2MEPSP            SWRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
       50        60        70        80      
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD      
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 82.0  bits: 21.4 E():   14 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (37-73:91-131) 
 
         10        20        30        40         50        60      
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|627 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISQLTTSQQDIVLADELSQEVCILSA 
               70        80        90       100       110       120 
 
             70        80                                           
2MEPSP EVPVTIRDPGCTRKTFPD                                           
       .: : :  :::                                                  
gi|627 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              130       140       150       160       170       180 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.8  bits: 21.1 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (58-73:79-94) 
 
        30        40        50        60        70        80        
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD        
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVFITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.8  bits: 21.1 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (58-73:79-94) 
 
        30        40        50        60        70        80        
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2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD        
                                     ..::..::.     ::               
gi|141 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|141 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.8  bits: 21.1 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (58-73:79-94) 
 
        30        40        50        60        70        80        
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD        
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.6  bits: 20.8 E():   14 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (29-70:109-140) 
 
                 10        20        30        40        50         
2MEPSP   SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
       60        70        80                                       
2MEPSP AACAEVPVTIRDPGCTRKTFPD                                       
       .: : : . :.:                                                 
gi|616 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
     130        140       150       160       170       180         
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 81.5  bits: 20.1 E():   15 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (4-37:96-130) 
 
                                          10         20        30   
2MEPSP                            SWRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
             40        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 
       :.: .                                            
gi|244 ISPSQGCQFQSSY                                    
         130                                            
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 81.5  bits: 21.4 E():   15 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (37-73:111-151) 
 
         10        20        30        40         50        60      
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|170 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISNLTTSQQDIVLADELSQEVCILSA 
               90       100       110       120       130       140 
 
             70        80                                           
2MEPSP EVPVTIRDPGCTRKTFPD                                           
       .: : :  :::                                                  
gi|170 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              150       160       170       180       190       200 
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.4  bits: 20.8 E():   15 
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Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (29-70:115-146) 
 
                 10        20        30        40        50         
2MEPSP   SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
       60        70        80                                       
2MEPSP AACAEVPVTIRDPGCTRKTFPD                                       
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.4  bits: 20.8 E():   15 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (29-70:115-146) 
 
                 10        20        30        40        50         
2MEPSP   SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
       60        70        80                                       
2MEPSP AACAEVPVTIRDPGCTRKTFPD                                       
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.4  bits: 20.8 E():   15 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (29-70:115-146) 
 
                 10        20        30        40        50         
2MEPSP   SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
       60        70        80                                       
2MEPSP AACAEVPVTIRDPGCTRKTFPD                                       
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.4  bits: 20.8 E():   15 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (29-70:115-146) 
 
                 10        20        30        40        50         
2MEPSP   SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
       60        70        80                                       
2MEPSP AACAEVPVTIRDPGCTRKTFPD                                       
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.4  bits: 20.8 E():   15 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (29-70:115-146) 
 
                 10        20        30        40        50         
2MEPSP   SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
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       60        70        80                                       
2MEPSP AACAEVPVTIRDPGCTRKTFPD                                       
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.4  bits: 20.8 E():   15 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (29-70:115-146) 
 
                 10        20        30        40        50         
2MEPSP   SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
       60        70        80                                       
2MEPSP AACAEVPVTIRDPGCTRKTFPD                                       
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.4  bits: 20.8 E():   15 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (29-70:115-146) 
 
                 10        20        30        40        50         
2MEPSP   SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
       60        70        80                                       
2MEPSP AACAEVPVTIRDPGCTRKTFPD                                       
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 80.2  bits: 20.4 E():   17 
Smith-Waterman score: 50; 20.4% identity (44.9% similar) in 49 aa overlap (31-79:130-174) 
 
               10        20        30        40        50        60 
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                                     :..   .  . ...:   :      .. .  
gi|162 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVD 
     100       110       120       130       140       150          
 
               70        80                                  
2MEPSP CAEVPVTIRDPGCTRKTFPD                                  
       :.: :     : :: .  :                                   
gi|162 CSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 78.9  bits: 21.1 E():   20 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (4-47:81-124) 
 
                                          10        20        30    
2MEPSP                            SWRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
            40        50        60        70        80              
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD              
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
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>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.7  bits: 20.1 E():   21 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (5-55:56-100) 
 
                                         10         20        30    
2MEPSP                           SWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
            40         50        60        70        80             
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD             
          :.:..  : :: .: : :.:                                      
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
        80        90       100       110       120       130        
 
>>gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Peptid  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.7  bits: 20.8 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (29-70:213-244) 
 
                 10        20        30        40        50         
2MEPSP   SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|730 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
       60        70        80                                       
2MEPSP AACAEVPVTIRDPGCTRKTFPD                                       
       .: : : . :.:                                                 
gi|730 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|195933901|gb|ACG58378.1| Der p 1 allergen precursor  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.7  bits: 20.8 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (29-70:213-244) 
 
                 10        20        30        40        50         
2MEPSP   SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|195 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
       60        70        80                                       
2MEPSP AACAEVPVTIRDPGCTRKTFPD                                       
       .: : : . :.:                                                 
gi|195 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 78.6  bits: 20.1 E():   21 
Smith-Waterman score: 49; 37.7% identity (54.7% similar) in 53 aa overlap (5-55:60-104) 
 
                                         10         20        30    
2MEPSP                           SWRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
            40         50        60        70        80             
2MEPSP TPPEKLNVTAI-DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD             
          :.:..  : :: .: : :.:                                      
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKAN 
              90       100       110       120       130       140  
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 78.1  bits: 19.8 E():   23 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (32-59:106-134) 
 
              10        20        30        40        50         60 
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
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gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
               70        80                  
2MEPSP CAEVPVTIRDPGCTRKTFPD                  
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.8  bits: 19.4 E():   23 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (16-43:28-54) 
 
                           10        20        30        40         
2MEPSP             SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
       50        60        70        80                             
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                             
                                                                    
gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 77.5  bits: 19.1 E():   25 
Smith-Waterman score: 46; 30.0% identity (60.0% similar) in 30 aa overlap (7-35:75-104) 
 
                                       10        20         30      
2MEPSP                         SWRVKETERMVAIRTELTKLGA-SVEEGPDYCIITP 
                                     :.:.. .:  :.  :. ..   : ::.  : 
gi|999 SVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMAAALVPKYCLQHP 
           50        60        70        80        90       100     
 
          40        50        60        70        80 
2MEPSP PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 
                                                     
gi|999 HACDLYKNQTVMS                                 
          110                                        
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.4  bits: 19.8 E():   25 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (30-36:141-147) 
 
                10        20        30        40        50          
2MEPSP  SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
      60        70        80 
2MEPSP ACAEVPVTIRDPGCTRKTFPD 
                             
gi|124 RRLALVNENPLDVLFQEV    
              180            
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.4  bits: 19.1 E():   25 
Smith-Waterman score: 46; 20.5% identity (52.3% similar) in 44 aa overlap (36-79:49-92) 
 
          10        20        30        40        50        60      
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:  .  
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
          70        80                          
2MEPSP VTIRDPGCTRKTFPD                          
          .. .   : .:                           
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
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       80        90       100       110         
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.8  bits: 19.8 E():   27 
Smith-Waterman score: 48; 25.0% identity (56.2% similar) in 32 aa overlap (47-75:151-182) 
 
         20        30        40        50        60           70    
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA---CAEVPVTIRDPGC 
                                     :.:.....  . :    : .. . : : :  
gi|256 IVEREGLQAVKLAARDTVDGWFNIERVSREYNDYKLVFCPQQAEDNKCEDIGIQIDDDGI 
              130       140       150       160       170       180 
 
            80                 
2MEPSP TRKTFPD                 
        :                      
gi|256 RRLVLSKNKPLVVQFQKFRSSTA 
              190       200    
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 74.9  bits: 20.1 E():   34 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (20-48:141-170) 
 
                          10        20        30         40         
2MEPSP            SWRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
       50        60        70        80                             
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                             
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 74.8  bits: 19.5 E():   34 
Smith-Waterman score: 50; 23.5% identity (45.1% similar) in 51 aa overlap (31-79:130-176) 
 
               10        20        30        40        50           
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH--RMAMAFSL 
                                     :..   .  . ...:   :   :  .:    
gi|209 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVS 
     100       110       120       130       140       150          
 
       60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPD                                  
       . :.: :     : :: .  :                                   
gi|209 VDCSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200       210 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (3-41:82-125) 
 
                                           10         20        30  
2MEPSP                             SWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|249 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
              60        70        80        90       100       110  
 
                  40        50        60        70        80 
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 
        :.    ::  .:.                                        
gi|249 GIVDSKLPPIDVNMDCKTLGVLHYKGN                           
             120       130                                   
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (3-41:46-89) 
 
                                           10         20        30  
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2MEPSP                             SWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|391 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
          20        30        40        50        60        70      
 
                  40        50        60        70        80        
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD        
        :.    ::  .:.                                               
gi|391 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
          80        90       100       110       120       130      
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.4  bits: 19.5 E():   36 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (29-70:115-146) 
 
                 10        20        30        40        50         
2MEPSP   SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
       60        70        80                                       
2MEPSP AACAEVPVTIRDPGCTRKTFPD                                       
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.4  bits: 19.5 E():   36 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (29-70:115-146) 
 
                 10        20        30        40        50         
2MEPSP   SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
       60        70        80                                       
2MEPSP AACAEVPVTIRDPGCTRKTFPD                                       
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (3-41:40-83) 
 
                                           10         20        30  
2MEPSP                             SWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|741 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
      10        20        30        40        50        60          
 
                  40        50        60        70        80        
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD        
        :.    ::  .:.                                               
gi|741 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDPRLEFRP 
      70        80        90       100       110       120          
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.0  bits: 20.1 E():   38 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (21-79:258-314) 
 
                         10        20        30        40        50 
2MEPSP           SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|111 MSLGGASGSTAMKQAVDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
               60        70         80                              
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPD                              
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           .:: .. ::. :    ::  . .:.:                               
gi|111 SNRASFS-SVGAELEVMA--PGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (21-79:258-314) 
 
                         10        20        30        40        50 
2MEPSP           SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|135 MSLGGPSGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
               60        70         80                              
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPD                              
           .:: .. ::. :    ::  . .:.:                               
gi|135 SNRASFS-SVGAELEVMA--PGAGVYSTYPTSTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (16-53:12-50) 
 
               10        20        30        40         50          
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFSLA 
                      :. :. .. ..: : :::   . ... :. :. .. . :       
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
      60        70        80                                        
2MEPSP ACAEVPVTIRDPGCTRKTFPD                                        
                                                                    
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 73.0  bits: 19.1 E():   43 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (29-70:116-147) 
 
                 10        20        30        40        50         
2MEPSP   SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          90       100       110       120                130       
 
       60        70        80                                       
2MEPSP AACAEVPVTIRDPGCTRKTFPD                                       
       .: : : . :.:                                                 
gi|146 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
        140        150       160       170       180       190      
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.9  bits: 19.8 E():   44 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (12-64:189-242) 
 
                                  10        20        30        40  
2MEPSP                    SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
                50        60        70        80                    
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                    
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.6  bits: 19.1 E():   45 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (29-70:115-146) 
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                 10        20        30        40        50         
2MEPSP   SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
       60        70        80                                       
2MEPSP AACAEVPVTIRDPGCTRKTFPD                                       
       .: : : . :.:                                                 
gi|837 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.6  bits: 19.1 E():   45 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (29-70:115-146) 
 
                 10        20        30        40        50         
2MEPSP   SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
       60        70        80                                       
2MEPSP AACAEVPVTIRDPGCTRKTFPD                                       
       .: : : . :.:                                                 
gi|223 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.6  bits: 18.8 E():   45 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (3-41:83-126) 
 
                                           10         20        30  
2MEPSP                             SWRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
                  40        50        60        70        80        
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD        
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (21-62:58-99) 
 
                         10        20        30        40        50 
2MEPSP           SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
               60        70        80                               
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPD                               
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.5  bits: 18.5 E():   46 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (16-72:28-82) 
 
                           10        20        30        40         
2MEPSP             SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
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         50        60        70        80                           
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                           
        : .....   ::  :   .::. ::                                   
gi|212 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (23-42:89-108) 
 
                       10        20        30        40        50   
2MEPSP         SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
             60        70        80 
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPD 
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 19.1 E():   47 
Smith-Waterman score: 46; 62.5% identity (87.5% similar) in 8 aa overlap (72-79:206-213) 
 
              50        60        70        80                   
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                   
                                     ::.:: .:                    
gi|131 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
         180       190       200       210       220       230   
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.1  bits: 19.5 E():   49 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (23-79:154-206) 
 
                       10        20        30        40        50   
2MEPSP         SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|287 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           130       140       150       160       170       180    
 
             60        70         80                                
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPD                                
       :...:. . .   .:  :  : ::  ::                                 
gi|287 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              190       200         210       220       230         
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.8  bits: 20.2 E():   50 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (17-54:168-204) 
 
                             10        20        30        40       
2MEPSP               SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
         50        60        70        80                           
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                           
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.8  bits: 20.2 E():   50 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (17-54:168-204) 
 
                             10        20        30        40       
2MEPSP               SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
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         50        60        70        80                           
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                           
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (38-67:65-94) 
 
        10        20        30        40        50        60        
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
        70        80                                                
2MEPSP IRDPGCTRKTFPD                                                
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 44; 26.7% identity (53.3% similar) in 60 aa overlap (20-78:1-59) 
 
               10        20        30        40        50        60 
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                          .:. . :.     : ::. ... ..:. :.    .: .    
gi|753                    MGVYTFENEYTSEIPPPRLFKAFVLDA-DNLIPKIAPQAIK 
                                  10        20         30        40 
 
               70         80                                        
2MEPSP CAEVPVTIRDPGCTRK-TFPD                                        
        ::.      :: :.: ::                                          
gi|753 HAEILEGDGGPGTTKKITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVS 
               50        60        70        80        90       100 
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (33-78:14-59) 
 
             10        20        30        40        50        60   
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: . . :: 
gi|901                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCA 
                                10        20         30        40   
 
             70         80                                          
2MEPSP EVPVTIRDPGCTRK-TFPD                                          
       :.      ::  .: ::                                            
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (33-78:14-59) 
 
             10        20        30        40        50        60   
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: . . :: 
gi|901                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCA 
                                10        20         30        40   
 
             70         80                                          
2MEPSP EVPVTIRDPGCTRK-TFPD                                          
       :.      ::  .: ::                                            
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
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 initn:  41 init1:  41 opt:  44  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (33-78:14-59) 
 
             10        20        30        40        50        60   
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: . . :: 
gi|880                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCA 
                                10        20         30        40   
 
             70         80                                          
2MEPSP EVPVTIRDPGCTRK-TFPD                                          
       :.      ::  .: ::                                            
gi|880 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.5  bits: 20.2 E():   52 
Smith-Waterman score: 49; 34.5% identity (55.2% similar) in 29 aa overlap (53-79:13-41) 
 
             30        40        50        60        70          80 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP--GCTRKTFPD 
                                     :.. . :: : .::  .    ::  : .:  
gi|558                   NYRAFALALLFCALSCQAAAAAYAPVPAKADFLGCLMKEIPA 
                                 10        20        30        40   
 
gi|558 RLLYAKSSPDYPTVLAQTIRNSRWSSPQNVKPIYIITPTNASHIQSAVVCGRRHGIRLRV 
             50        60        70        80        90       100   
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.5  bits: 19.5 E():   52 
Smith-Waterman score: 47; 58.3% identity (75.0% similar) in 12 aa overlap (25-34:162-173) 
 
                     10        20          30        40        50   
2MEPSP       SWRVKETERMVAIRTELTKLGASVEEG--PDYCIITPPEKLNVTAIDTYDDHRM 
                                     :.:  ::::. :                   
gi|320 AFLAQTSHETTGGWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQ 
             140       150       160       170       180       190  
 
             60        70        80                                 
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPD                                 
                                                                    
gi|320 ISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMTPQSPKPSCHNVITGRWTP 
             200       210       220       230       240       250  
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 19.1 E():   52 
Smith-Waterman score: 46; 62.5% identity (87.5% similar) in 8 aa overlap (72-79:233-240) 
 
              50        60        70        80                   
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                   
                                     ::.:: .:                    
gi|163 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 19.1 E():   52 
Smith-Waterman score: 46; 62.5% identity (87.5% similar) in 8 aa overlap (72-79:233-240) 
 
              50        60        70        80                   
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                   
                                     ::.:: .:                    
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 19.1 E():   52 
Smith-Waterman score: 46; 62.5% identity (87.5% similar) in 8 aa overlap (72-79:233-240) 
 
              50        60        70        80                   
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                   
                                     ::.:: .:                    
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gi|250 GGVDSCQGDSGGPVVDVATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 19.1 E():   52 
Smith-Waterman score: 46; 62.5% identity (87.5% similar) in 8 aa overlap (72-79:233-240) 
 
              50        60        70        80                   
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                   
                                     ::.:: .:                    
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 19.1 E():   53 
Smith-Waterman score: 46; 62.5% identity (87.5% similar) in 8 aa overlap (72-79:235-242) 
 
              50        60        70        80                   
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                   
                                     ::.:: .:                    
gi|511 GGKDSCQGDSGGPVVDVKNNQVVGIVSWGYGCARKGYPGVYTRVGNFIDWIESKRSQ 
          210       220       230       240       250       260  
 
>>gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-terminal}  (26 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.2  bits: 15.8 E():   54 
Smith-Waterman score: 36; 50.0% identity (75.0% similar) in 8 aa overlap (71-78:13-20) 
 
               50        60        70        80     
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD     
                                     : :.:. :       
gi|133                   NDNTFEGEYHAFPDCARNLFKGRQQE 
                                 10        20       
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (4-37:170-204) 
 
                                          10        20         30   
2MEPSP                            SWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
             40        50        60        70        80             
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD             
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.9  bits: 15.8 E():   56 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (58-66:17-25) 
 
        30        40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 
                                     : ::::  :               
gi|391               SFREQCVPGREITYECLNACAEYAVRQ             
                             10        20                    
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.9  bits: 18.8 E():   57 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (29-70:115-146) 
 
                 10        20        30        40        50         
2MEPSP   SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
       60        70        80                                       
2MEPSP AACAEVPVTIRDPGCTRKTFPD                                       
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       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.9  bits: 18.8 E():   57 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (29-70:115-146) 
 
                 10        20        30        40        50         
2MEPSP   SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
       60        70        80                                       
2MEPSP AACAEVPVTIRDPGCTRKTFPD                                       
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.5  bits: 17.5 E():   59 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (28-42:70-84) 
 
                  10        20        30        40        50        
2MEPSP    SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPD 
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.4  bits: 18.5 E():   60 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (28-35:172-179) 
 
                  10        20        30        40        50        
2MEPSP    SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPD 
 
>>gi|256095986|emb|CAQ68250.1| Der p 1 allergen precurso  (302 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.3  bits: 19.2 E():   61 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (29-70:195-226) 
 
                 10        20        30        40        50         
2MEPSP   SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|256 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          170       180       190       200                210      
 
       60        70        80                                       
2MEPSP AACAEVPVTIRDPGCTRKTFPD                                       
       .: : : . :.:                                                 
gi|256 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          220       230       240       250       260       270     
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 18.8 E():   62 
Smith-Waterman score: 45; 62.5% identity (75.0% similar) in 8 aa overlap (72-79:218-225) 
 
              50        60        70        80                   
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                   
                                     :: :: .:                    
gi|225 GGKDSCQGDSGGPLVDVKNNQVVGNVSWGYGCERKGYPGVYTRVGNFIDWIESKRPQ 
       190       200       210       220       230       240     
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>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (23-79:144-196) 
 
                       10        20        30        40        50   
2MEPSP         SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|855 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
             60        70         80                                
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPD                                
       :...:. . .   .:  :  : ::  ::                                 
gi|855 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              180       190         200       210       220         
 
>>gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergillus  (125 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 17.8 E():   64 
Smith-Waterman score: 42; 35.0% identity (55.0% similar) in 20 aa overlap (51-70:45-64) 
 
               30        40        50        60        70        80 
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 
                                     :: . :. : : . :   .:           
gi|302 HAPLSDGKTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKDGMGKDDHYLL 
           20        30        40        50        60        70     
 
gi|302 EFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR 
           80        90       100       110       120      
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.8  bits: 19.2 E():   64 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (4-37:188-222) 
 
                                          10        20         30   
2MEPSP                            SWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
             40        50        60        70        80             
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD             
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.8  bits: 19.2 E():   64 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (4-37:188-222) 
 
                                          10        20         30   
2MEPSP                            SWRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
             40        50        60        70        80             
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD             
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (33-78:14-59) 
 
             10        20        30        40        50        60   
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: .   :: 
gi|901                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCA 
                                10        20         30        40   
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             70         80                                          
2MEPSP EVPVTIRDPGCTRK-TFPD                                          
       :.      ::  .: ::                                            
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (33-78:14-59) 
 
             10        20        30        40        50        60   
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: .   :: 
gi|901                  MGGYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCA 
                                10        20         30        40   
 
             70         80                                          
2MEPSP EVPVTIRDPGCTRK-TFPD                                          
       :.      ::  .: ::                                            
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.5 E():   65 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (29-45:318-334) 
 
                 10        20        30        40        50         
2MEPSP   SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
       60        70        80                                       
2MEPSP AACAEVPVTIRDPGCTRKTFPD                                       
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (14-47:131-164) 
 
                                10        20        30        40    
2MEPSP                  SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
            50        60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 
          :                                  
gi|158 RTPY                                  
                                             
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (47-73:66-92) 
 
         20        30        40        50        60        70       
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|117 SYGDKWLEARPPGMVRPRVLAPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
         80                                                         
2MEPSP TFPD                                                         
                                                                    
gi|117 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFR 
         100       110       120       130       140       150      
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>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (47-73:66-92) 
 
         20        30        40        50        60        70       
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|109 SYGDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
         80                                                         
2MEPSP TFPD                                                         
                                                                    
gi|109 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDT 
         100       110       120       130       140       150      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (47-73:66-92) 
 
         20        30        40        50        60        70       
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|811 AYGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
         80                                                         
2MEPSP TFPD                                                         
                                                                    
gi|811 FEVKCSKPEACSDKPVIIHITDMNTEPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDM 
         100       110       120       130       140       150      
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 69.5  bits: 19.5 E():   67 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (23-79:144-196) 
 
                       10        20        30        40        50   
2MEPSP         SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|364 SDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
             60        70         80                                
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPD                                
       :...:. . .   .:  :  : ::  ::                                 
gi|364 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLAAGPAATPATPGHHRVGRWLDRLQ 
              180       190         200       210       220         
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.2  bits: 20.2 E():   70 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (14-38:517-541) 
 
                                10        20        30        40    
2MEPSP                  SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
            50        60        70        80                        
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                        
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (11-42:183-213) 
 
                                   10        20        30        40 
2MEPSP                     SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
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gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
               50        60        70        80                     
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                     
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.6  bits: 19.5 E():   75 
Smith-Waterman score: 47; 21.6% identity (58.8% similar) in 51 aa overlap (1-48:372-418) 
 
                                             10        20        30 
2MEPSP                               SWRVKETERMVAIRTELTKLGASVEEGPDY 
                                     ::...: :.... :   .. ..  ..  .: 
gi|215 LINKKKYPNNTPVTKVLEGDESVEFKSLFESWQMSEQEKITSARLFRVSRNGIFKQVANY 
             350       360       370       380       390       400  
 
                  40        50        60        70        80        
2MEPSP CIITPPEKL---NVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD        
            :. :   :.  .:..:                                        
gi|215 ----EPDDLEEDNIMILDVMDKIYVWIGNQFAERIADEAHVDKVAQRFIQEDKSGRKFQP 
                 410       420       430       440       450        
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 42; 34.8% identity (56.5% similar) in 23 aa overlap (16-38:71-93) 
 
                              10        20        30        40      
2MEPSP                SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :.  . : .:.    :: ::        
gi|738 ETADATPEKEEPTAAPAEPEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPV 
               50        60        70        80        90       100 
 
          50        60        70        80                 
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                 
                                                           
gi|738 AEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAAETATTEVPVEKTEE 
              110       120       130       140       150  
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 47; 46.2% identity (76.9% similar) in 13 aa overlap (19-31:454-466) 
 
                           10        20        30        40         
2MEPSP             SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     :.:::.. .:  :                  
gi|476 LNPSCKSLHPGRTPKELELHQKPTTLLMDEKMGASLNSSPPNCKNKCKGCQPCKPKLIIV 
           430       440       450       460       470       480    
 
       50        60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 
                                        
gi|476 HPNQPEDYYPQRWVCSCHNKIYNP         
           490       500                
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (29-37:214-222) 
 
                 10        20        30        40        50         
2MEPSP   SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
       60        70        80                                       
2MEPSP AACAEVPVTIRDPGCTRKTFPD                                       
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
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           250       260       270       280       290       300    
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.9  bits: 18.2 E():   82 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (11-48:130-167) 
 
                                   10        20        30        40 
2MEPSP                     SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
               50        60        70        80       
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD       
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.9  bits: 18.2 E():   82 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (11-48:130-167) 
 
                                   10        20        30        40 
2MEPSP                     SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
               50        60        70        80       
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD       
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (28-35:245-252) 
 
                  10        20        30        40        50        
2MEPSP    SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPD 
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (16-53:12-50) 
 
               10        20        30        40         50          
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFSLA 
                      :. :. ..  .: : :::   . ... :. :. .. . :       
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
      60        70        80                                        
2MEPSP ACAEVPVTIRDPGCTRKTFPD                                        
                                                                    
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.9  bits: 14.8 E():   82 
Smith-Waterman score: 33; 75.0% identity (100.0% similar) in 4 aa overlap (71-74:3-6) 
 
               50        60        70        80         
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD         
                                     :::.               
gi|544                             APPGCSNHFNLETVFGNFVK 
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                                           10        20 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 27 aa overlap (47-73:66-92) 
 
         20        30        40        50        60        70       
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   ....:...:.     ::    
gi|409 TYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSC 
          40        50        60        70        80        90      
 
         80                                                         
2MEPSP TFPD                                                         
                                                                    
gi|409 FEIKCTKPESCSGEPVLVHITDDNEEPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELEL 
         100       110       120       130       140       150      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 44; 28.9% identity (48.9% similar) in 45 aa overlap (21-65:92-135) 
 
                         10        20        30        40        50 
2MEPSP           SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. :   :  . :  : : : :  . . : 
gi|226 KASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIA-GALEVH 
              70        80        90       100       110        120 
 
               60        70        80                               
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPD                               
        .  :   .. :..:                                              
gi|226 AVKPATEEVGAAKIPAGELQIVDKIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKEST 
              130       140       150       160       170       180 
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (26-36:3-13) 
 
               10        20        30        40        50        60 
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                                .: ::: :  :                         
gi|160                        SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNCAGKVI 
                                      10        20        30        
 
               70        80                                         
2MEPSP CAEVPVTIRDPGCTRKTFPD                                         
                                                                    
gi|160 KSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHIAQVWA 
        40        50        60        70        80        90        
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (44-55:15-26) 
 
            20        30        40        50        60        70    
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
            80                                                      
2MEPSP TRKTFPD                                                      
                                                                    
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (16-53:21-59) 
 
                    10        20        30        40         50     
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2MEPSP      SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAM 
                           :. :. ..  .: : :::   . ... :. :. .. . :  
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP AFSLAACAEVPVTIRDPGCTRKTFPD                                   
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.4  bits: 18.5 E():   88 
Smith-Waterman score: 44; 32.0% identity (72.0% similar) in 25 aa overlap (51-75:210-234) 
 
               30        40        50        60        70        80 
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 
                                     ..:.: ..:: :::  .. . . :.      
gi|481 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAM 
     180       190       200       210       220       230          
 
gi|481 SEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
     240       250       260       270       280 
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.2  bits: 17.5 E():   89 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (16-72:28-82) 
 
                           10        20        30        40         
2MEPSP             SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|214 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
         50        60        70        80                           
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                           
        : .....   ::  :   .::. ::                                   
gi|214 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.2  bits: 17.5 E():   89 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (16-72:28-82) 
 
                           10        20        30        40         
2MEPSP             SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
         50        60        70        80                           
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                           
        : .....   ::  :   .::. ::                                   
gi|158 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.1 E():   89 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (40-71:23-54) 
 
      10        20        30        40        50        60          
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|730         MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
      70        80                                                  
2MEPSP DPGCTRKTFPD                                                  
       ::                                                           
gi|730 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
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>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.1 E():   89 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (40-71:23-54) 
 
      10        20        30        40        50        60          
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|191         MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
      70        80                                                  
2MEPSP DPGCTRKTFPD                                                  
       ::                                                           
gi|191 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (26-36:20-30) 
 
               10        20        30        40        50        60 
2MEPSP SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                                .: ::: :  :                         
gi|510       MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNCAGKVI 
                     10        20        30        40        50     
 
               70        80                                         
2MEPSP CAEVPVTIRDPGCTRKTFPD                                         
                                                                    
gi|510 KSVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHIAQVWA 
           60        70        80        90       100       110     
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.5 E():   90 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (28-35:272-279) 
 
                  10        20        30        40        50        
2MEPSP    SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPD 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.5 E():   90 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (28-35:272-279) 
 
                  10        20        30        40        50        
2MEPSP    SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPD 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.5 E():   90 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (28-35:272-279) 
 
                  10        20        30        40        50        
2MEPSP    SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPD 
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>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (16-53:25-63) 
 
                        10        20        30        40         50 
2MEPSP          SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDH 
                               :. :. ..  .: : :::   . ... :. :. ..  
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPD                               
       . :                                                          
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.5 E():   90 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (28-35:273-280) 
 
                  10        20        30        40        50        
2MEPSP    SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|473 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
            250       260       270       280                       
 
        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPD 
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 18.5 E():   91 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (28-35:277-284) 
 
                  10        20        30        40        50        
2MEPSP    SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSFQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
        250       260       270       280       290                 
 
        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPD 
 
>>gi|348137|gb|AAA16792.1| superoxide dismutase (mangane  (233 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.0  bits: 18.2 E():   92 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (11-48:158-195) 
 
                                   10        20        30        40 
2MEPSP                     SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|348 AIDADFGSLEKLIQLMNAEGAALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
       130       140       150       160       170       180        
 
               50        60        70        80       
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD       
       . .::...                                       
gi|348 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
       190       200       210       220       230    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (16-53:29-67) 
 
                            10        20        30        40        
2MEPSP              SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                           
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        .. . :                                                      
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (16-53:29-67) 
 
                            10        20        30        40        
2MEPSP              SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                           
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (16-53:29-67) 
 
                            10        20        30        40        
2MEPSP              SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                           
        .. . :                                                      
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (16-53:29-67) 
 
                            10        20        30        40        
2MEPSP              SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                           
        .. . :                                                      
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (16-53:29-67) 
 
                            10        20        30        40        
2MEPSP              SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD                           
        .. . :                                                      
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.8 E():   92 
Smith-Waterman score: 45; 29.6% identity (59.3% similar) in 27 aa overlap (28-54:51-77) 
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                  10        20        30        40        50        
2MEPSP    SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :   .:.  .: :.: .  :: .: ..    
gi|118 MLLLFFFAASVGITDAQVGVCYGMQGNNLPPVSEVIALYKKSNITRMRIYDPNRAVLEAL 
               30        40        50        60        70        80 
 
        60        70        80                                      
2MEPSP LAACAEVPVTIRDPGCTRKTFPD                                      
                                                                    
gi|118 RGSNIELILGVPNSDLQSLTNPSNAKSWVQKNVRGFWSSVLFRYIAVGNEISPVNRGTAW 
               90       100       110       120       130       140 
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 16.8 E():   92 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (28-42:70-84) 
 
                  10        20        30        40        50        
2MEPSP    SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
      40        50        60        70        80        90          
 
        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPD 
 
>>gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A-IV   (297 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.5 E():   93 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (28-35:283-290) 
 
                  10        20        30        40        50        
2MEPSP    SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            260       270       280       290                       
 
        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPD 
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.5 E():   96 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (28-35:293-300) 
 
                  10        20        30        40        50        
2MEPSP    SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|216 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            270       280       290       300                       
 
        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPD 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.5 E():   96 
Smith-Waterman score: 44; 27.3% identity (72.7% similar) in 22 aa overlap (58-79:89-110) 
 
        30        40        50        60        70        80        
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD        
                                     ::  ... ..:.. : ... ::         
gi|324 FVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDVD 
       60        70        80        90       100       110         
 
gi|324 RSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASSAPRDKVVI 
      120       130       140       150       160       170         
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.5 E():   96 
Smith-Waterman score: 44; 25.0% identity (70.8% similar) in 24 aa overlap (56-79:87-110) 
 
          30        40        50        60        70        80      
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD      
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                                     ..::  ... ..:.. :  .. ::       
gi|107 VTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGND 
         60        70        80        90       100       110       
 
gi|107 VDRVHAVEPAKTAFATKAEIRRKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKV 
        120       130       140       150       160       170       
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.5  bits: 14.8 E():   98 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (32-39:9-16) 
 
              10        20        30        40        50        60  
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                                     :: :: :.                       
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP               
                                     10        20                   
 
              70        80 
2MEPSP AEVPVTIRDPGCTRKTFPD 
 
>>gi|281552896|emb|CAM31908.1| bet v 1 related allergen   (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 41; 50.0% identity (66.7% similar) in 12 aa overlap (20-31:148-159) 
 
                          10        20        30        40          
2MEPSP            SWRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDD 
                                     : : .  .::::                   
gi|281 RSIYTTKGDCKVSEEEIKLGKEKAAEIFKALEAYLLANPDYC                   
       120       130       140       150                            
 
      50        60        70        80 
2MEPSP HRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:08 2011 done: Tue Apr 19 10:58:08 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 356  - 435 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     2     2:* 
  32     4     8:==* 
  34    28    22:=======*== 
  36    28    44:==========    * 
  38   103    73:========================*========== 
  40    84   102:============================     * 
  42   108   125:====================================     * 
  44   109   138:=====================================        * 
  46   137   140:==============================================* 
  48   159   134:============================================*======== 
  50   150   122:========================================*========= 
  52   116   108:===================================*=== 
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  54    95    92:==============================*= 
  56    60    77:====================     * 
  58    48    63:================    * 
  60    51    51:================* 
  62    32    41:===========  * 
  64    23    33:========  * 
  66    34    26:========*=== 
  68    22    20:======*= 
  70    31    16:=====*===== 
  72    14    12:===*= 
  74     8    10:===* 
  76     4     8:==* 
  78     6     6:=* 
  80    11     5:=*== 
  82    10     3:*=== 
  84     4     3:*= 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.30860.0032; mu= 9.9282 0.166 
 mean_var=32.8159 8.601, 0's: 2 Z-trim: 3  B-trim: 72 in 1/43 
 Lambda= 0.223889 
 Kolmogorov-Smirnov  statistic: 0.0332 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   63 24.5    0.68 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   59 23.3     1.5 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   56 22.3       3 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.6     3.3 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   57 22.6     4.9 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   57 22.6     4.9 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 21.0     8.5 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   51 20.7      10 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   51 20.7      10 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 21.0      10 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.7      10 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   53 21.3      11 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   53 21.4      12 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   53 21.4      12 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   52 21.0      14 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 21.0      14 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   51 20.7      14 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   51 20.7      14 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   53 21.4      15 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   52 21.0      15 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   52 21.0      15 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   52 21.0      15 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   51 20.7      15 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 20.0      15 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   53 21.4      15 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   51 20.7      16 
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gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   51 20.7      16 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   51 20.7      16 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   51 20.7      16 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   51 20.7      16 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   51 20.7      16 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   51 20.7      16 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   50 20.4      18 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 21.0      21 
gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Pe ( 320)   51 20.7      22 
gi|195933901|gb|ACG58378.1| Der p 1 allergen precu ( 320)   51 20.7      22 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.7      24 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.4      24 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   46 19.0      26 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   46 19.0      26 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.7      26 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   48 19.7      28 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 20.1      35 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   47 19.4      36 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   45 18.7      37 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   45 18.7      38 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   47 19.4      38 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   47 19.4      38 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   45 18.7      39 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   49 20.1      40 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   49 20.1      40 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.4      44 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   46 19.1      45 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.7      46 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.7      47 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   46 19.1      47 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   46 19.1      47 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.4      47 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.4      47 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.1      49 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   46 19.1      49 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   47 19.4      50 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.1      51 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 20.1      52 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 20.1      52 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.4      53 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   44 18.4      53 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   44 18.4      53 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   44 18.4      53 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   44 18.4      53 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   49 20.1      54 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   47 19.4      54 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   46 19.1      54 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   46 19.1      54 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   46 19.1      54 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   46 19.1      54 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   46 19.1      55 
gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-termi (  26)   36 15.7      56 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 15.7      58 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.1      58 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   45 18.8      59 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   45 18.8      59 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.1      60 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.1      60 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.4      61 
gi|21920|emb|CAA39099.1| CM2 protein [Triticum tur ( 145)   43 18.1      61 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   43 18.1      61 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.4      62 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   43 18.1      62 
gi|256095986|emb|CAQ68250.1| Der p 1 allergen prec ( 302)   46 19.1      63 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   45 18.8      64 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   47 19.4      65 
gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergi ( 125)   42 17.8      66 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.1      67 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.1      67 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   43 18.1      67 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   43 18.1      67 
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gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.4      68 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 18.1      68 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   45 18.8      69 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 18.8      70 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   45 18.8      70 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   47 19.4      70 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 20.1      73 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.1      77 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 17.8      78 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.4      82 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.8      83 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   33 14.8      84 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 18.1      84 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 18.1      84 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.4      84 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.4      84 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   44 18.4      85 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.1      86 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.4      86 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.4      87 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.4      90 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 18.4      91 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   41 17.4      91 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   41 17.4      91 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   40 17.1      92 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   40 17.1      92 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.4      92 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.1      92 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.4      92 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   44 18.4      92 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.4      92 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   44 18.4      93 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   44 18.4      94 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   41 17.4      94 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   41 17.4      94 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   41 17.4      94 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   41 17.4      94 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   41 17.4      94 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.8      95 
gi|348137|gb|AAA16792.1| superoxide dismutase (man ( 233)   43 18.1      95 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   45 18.8      96 
gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A ( 297)   44 18.5      96 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   44 18.5      99 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   44 18.5      99 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.5      99 
gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen  (  24)   33 14.8      99 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  63  Z-score: 105.4  bits: 24.5 E(): 0.68 
Smith-Waterman score: 63; 30.4% identity (53.6% similar) in 69 aa overlap (15-78:27-93) 
 
                           10        20        30        40         
2MEPSP             WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTY 
                                 :. :: .:   : :::::   .::.. :  . .  
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
 
         50        60           70        80                        
2MEPSP DDHRMAMAFSLAACA---EVPVTIRDPGCTRKTFPDY                        
       :.   .. .:  . .   .::  :.  :: .   :                          
gi|457 DSPTAVIKISAKVNGVELQVP-GIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKAD 
      60        70        80         90       100       110         
 
gi|457 VTASLTGAHGLLACGTVHGEVQN 
      120       130       140  
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  59  Z-score: 99.3  bits: 23.3 E():  1.5 
Smith-Waterman score: 59; 28.3% identity (53.3% similar) in 60 aa overlap (13-71:10-66) 
 
               10        20        30        40         50          
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2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAA 
                   . :.:.:  .   : :.:.:   . :.. : . . .:   :    ::  
gi|484    GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQDTTKATIKVLAK 
                  10        20         30        40        50       
 
      60        70        80                                        
2MEPSP CAEVPVTIRDPGCTRKTFPDY                                        
        : .:. .  ::                                                 
gi|484 VAGTPIQV--PGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAELVGDHGV 
         60          70        80        90       100       110     
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 93.9  bits: 22.3 E():    3 
Smith-Waterman score: 56; 24.6% identity (57.9% similar) in 57 aa overlap (15-71:12-67) 
 
               10        20        30        40        50        60 
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                     :. .:..:   : .::.:   . :.. :    ..   .... :.:  
gi|484    GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQDTASVGLVLTAI 
                  10        20         30        40        50       
 
               70        80                                         
2MEPSP AEVPVTIRDPGCTRKTFPDY                                         
        .  ..:  ::                                                  
gi|484 IDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGV 
         60        70        80        90       100       110       
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 93.1  bits: 23.6 E():  3.3 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (21-47:23-50) 
 
                 10        20        30        40         50        
2MEPSP   WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDHRMAMAFSL 
                             :. ::  .: :.. ::.... ... .::           
gi|122 MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVDVIHEFEEI 
               10        20        30        40        50        60 
 
        60        70        80                                      
2MEPSP AACAEVPVTIRDPGCTRKTFPDY                                      
                                                                    
gi|122 PVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRGIFGNGARV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.1  bits: 22.6 E():  4.9 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (46-72:74-100) 
 
          20        30        40        50        60        70      
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
          80                                                        
2MEPSP TFPDY                                                        
                                                                    
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 90.1  bits: 22.6 E():  4.9 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (46-72:74-100) 
 
          20        30        40        50        60        70      
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
          80                                                        
2MEPSP TFPDY                                                        
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gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 85.8  bits: 21.0 E():  8.5 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (3-36:104-138) 
 
                                           10         20        30  
2MEPSP                             WRVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
              40        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
       :.: .                                             
gi|110 ISPSQGCQFSSPYWSY                                  
           140                                           
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 84.5  bits: 20.7 E():   10 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (15-71:28-82) 
 
                            10        20        30        40        
2MEPSP              WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
        50        60         70        80                           
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDY                           
        .. .   .. . :.:  .::. ::                                    
gi|170 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 84.5  bits: 20.7 E():   10 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (15-71:28-82) 
 
                            10        20        30        40        
2MEPSP              WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
        50        60         70        80                           
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDY                           
        .. .   .. . :.:  .::. ::                                    
gi|158 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 84.4  bits: 21.0 E():   10 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (23-51:36-62) 
 
                       10        20        30        40        50   
2MEPSP         WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
             60        70        80                                 
2MEPSP MAFSLAACAEVPVTIRDPGCTRKTFPDY                                 
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 84.2  bits: 20.7 E():   10 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (15-52:29-67) 
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                             10        20        30        40       
2MEPSP               WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                          
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.6  bits: 21.3 E():   11 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (56-72:67-83) 
 
          30        40        50        60        70        80      
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY      
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 21.4 E():   12 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (56-72:78-94) 
 
          30        40        50        60        70        80      
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY      
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.1  bits: 21.4 E():   12 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (56-72:85-101) 
 
          30        40        50        60        70        80      
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY      
                                     :..::...:.     ::              
gi|115 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
           60        70        80        90       100       110     
 
gi|115 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
          120       130       140       150       160       170     
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.1  bits: 21.0 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (57-72:55-70) 
 
         30        40        50        60        70        80       
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY       
                                     ..::..::.     ::               
gi|114 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
           30        40        50        60        70        80     
 
gi|114 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
           90       100       110       120       130       140     
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 82.1  bits: 21.0 E():   14 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (19-36:180-197) 
 
                           10        20         30        40        
2MEPSP             WRVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
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                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
        50        60        70        80     
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY     
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.8  bits: 20.7 E():   14 
Smith-Waterman score: 51; 32.5% identity (50.0% similar) in 80 aa overlap (4-80:56-126) 
 
                                          10         20        30   
2MEPSP                            WRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
             40         50         60        70        80           
2MEPSP TPPEKLNVTAI-DTYDDHRMAMA-FSLAACAEVPVTIRDPGCTRKTFPDY           
          :.:..  : :: .: : :.: .   :  .      ::   ..:.: :           
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDP-LKKETIPYYTKKFDEVVKA 
        80        90       100       110        120       130       
 
gi|144 NGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRP 
        140       150       160       170       180       190       
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.7  bits: 20.7 E():   14 
Smith-Waterman score: 51; 32.5% identity (50.0% similar) in 80 aa overlap (4-80:60-130) 
 
                                          10         20        30   
2MEPSP                            WRVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
             40         50         60        70        80           
2MEPSP TPPEKLNVTAI-DTYDDHRMAMA-FSLAACAEVPVTIRDPGCTRKTFPDY           
          :.:..  : :: .: : :.: .   :  .      ::   ..:.: :           
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDP-LKKETIPYYTKKFDEVVKA 
              90       100       110       120        130       140 
 
gi|622 NGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRP 
              150       160       170       180       190       200 
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 81.6  bits: 21.4 E():   15 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (36-72:91-131) 
 
          10        20        30        40         50        60     
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|627 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISQLTTSQQDIVLADELSQEVCILSA 
               70        80        90       100       110       120 
 
              70        80                                          
2MEPSP EVPVTIRDPGCTRKTFPDY                                          
       .: : :  :::                                                  
gi|627 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              130       140       150       160       170       180 
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.4  bits: 21.0 E():   15 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (57-72:79-94) 
 
         30        40        50        60        70        80       
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY       
                                     ..::..::.     ::               
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gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.4  bits: 21.0 E():   15 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (57-72:79-94) 
 
         30        40        50        60        70        80       
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY       
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVFITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.4  bits: 21.0 E():   15 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (57-72:79-94) 
 
         30        40        50        60        70        80       
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY       
                                     ..::..::.     ::               
gi|141 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|141 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.3  bits: 20.7 E():   15 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (28-69:109-140) 
 
                  10        20        30        40        50        
2MEPSP    WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
        60        70        80                                      
2MEPSP AACAEVPVTIRDPGCTRKTFPDY                                      
       .: : : . :.:                                                 
gi|616 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
     130        140       150       160       170       180         
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (3-36:96-130) 
 
                                           10         20        30  
2MEPSP                             WRVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
              40        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
       :.: .                                             
gi|244 ISPSQGCQFQSSY                                     
         130                                             
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 81.1  bits: 21.4 E():   15 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (36-72:111-151) 
 
          10        20        30        40         50        60     
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
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gi|170 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISNLTTSQQDIVLADELSQEVCILSA 
               90       100       110       120       130       140 
 
              70        80                                          
2MEPSP EVPVTIRDPGCTRKTFPDY                                          
       .: : :  :::                                                  
gi|170 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              150       160       170       180       190       200 
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.1  bits: 20.7 E():   16 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (28-69:115-146) 
 
                  10        20        30        40        50        
2MEPSP    WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
        60        70        80                                      
2MEPSP AACAEVPVTIRDPGCTRKTFPDY                                      
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.1  bits: 20.7 E():   16 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (28-69:115-146) 
 
                  10        20        30        40        50        
2MEPSP    WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
        60        70        80                                      
2MEPSP AACAEVPVTIRDPGCTRKTFPDY                                      
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.1  bits: 20.7 E():   16 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (28-69:115-146) 
 
                  10        20        30        40        50        
2MEPSP    WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
        60        70        80                                      
2MEPSP AACAEVPVTIRDPGCTRKTFPDY                                      
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.1  bits: 20.7 E():   16 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (28-69:115-146) 
 
                  10        20        30        40        50        
2MEPSP    WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
        60        70        80                                      
2MEPSP AACAEVPVTIRDPGCTRKTFPDY                                      
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
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          140       150       160       170       180       190     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.1  bits: 20.7 E():   16 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (28-69:115-146) 
 
                  10        20        30        40        50        
2MEPSP    WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
        60        70        80                                      
2MEPSP AACAEVPVTIRDPGCTRKTFPDY                                      
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.1  bits: 20.7 E():   16 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (28-69:115-146) 
 
                  10        20        30        40        50        
2MEPSP    WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
        60        70        80                                      
2MEPSP AACAEVPVTIRDPGCTRKTFPDY                                      
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.1  bits: 20.7 E():   16 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (28-69:115-146) 
 
                  10        20        30        40        50        
2MEPSP    WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
        60        70        80                                      
2MEPSP AACAEVPVTIRDPGCTRKTFPDY                                      
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 79.8  bits: 20.4 E():   18 
Smith-Waterman score: 50; 20.4% identity (44.9% similar) in 49 aa overlap (30-78:130-174) 
 
                10        20        30        40        50          
2MEPSP  WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                                     :..   .  . ...:   :      .. .  
gi|162 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVD 
     100       110       120       130       140       150          
 
      60        70        80                                 
2MEPSP CAEVPVTIRDPGCTRKTFPDY                                 
       :.: :     : :: .  :                                   
gi|162 CSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (3-46:81-124) 
 
                                           10        20        30   
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2MEPSP                             WRVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
             40        50        60        70        80             
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY             
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Peptid  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.3  bits: 20.7 E():   22 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (28-69:213-244) 
 
                  10        20        30        40        50        
2MEPSP    WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|730 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
        60        70        80                                      
2MEPSP AACAEVPVTIRDPGCTRKTFPDY                                      
       .: : : . :.:                                                 
gi|730 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|195933901|gb|ACG58378.1| Der p 1 allergen precursor  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.3  bits: 20.7 E():   22 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (28-69:213-244) 
 
                  10        20        30        40        50        
2MEPSP    WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|195 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
        60        70        80                                      
2MEPSP AACAEVPVTIRDPGCTRKTFPDY                                      
       .: : : . :.:                                                 
gi|195 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 77.7  bits: 19.7 E():   24 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (31-58:106-134) 
 
               10        20        30        40        50           
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
      60        70        80                 
2MEPSP CAEVPVTIRDPGCTRKTFPDY                 
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (15-42:28-54) 
 
                            10        20        30        40        
2MEPSP              WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
        50        60        70        80                            
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                            
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gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 77.2  bits: 19.0 E():   26 
Smith-Waterman score: 46; 30.0% identity (60.0% similar) in 30 aa overlap (6-34:75-104) 
 
                                        10        20         30     
2MEPSP                          WRVKETERMVAIRTELTKLGA-SVEEGPDYCIITP 
                                     :.:.. .:  :.  :. ..   : ::.  : 
gi|999 SVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMAAALVPKYCLQHP 
           50        60        70        80        90       100     
 
           40        50        60        70        80 
2MEPSP PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                                      
gi|999 HACDLYKNQTVMS                                  
          110                                         
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.1  bits: 19.0 E():   26 
Smith-Waterman score: 46; 20.5% identity (52.3% similar) in 44 aa overlap (35-78:49-92) 
 
           10        20        30        40        50        60     
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:  .  
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
           70        80                         
2MEPSP VTIRDPGCTRKTFPDY                         
          .. .   : .:                           
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.1  bits: 19.7 E():   26 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (29-35:141-147) 
 
                 10        20        30        40        50         
2MEPSP   WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
       60        70        80 
2MEPSP ACAEVPVTIRDPGCTRKTFPDY 
                              
gi|124 RRLALVNENPLDVLFQEV     
              180             
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.5  bits: 19.7 E():   28 
Smith-Waterman score: 48; 25.0% identity (56.2% similar) in 32 aa overlap (46-74:151-182) 
 
          20        30        40        50           60        70   
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA---CAEVPVTIRDPGC 
                                     :.:.....  . :    : .. . : : :  
gi|256 IVEREGLQAVKLAARDTVDGWFNIERVSREYNDYKLVFCPQQAEDNKCEDIGIQIDDDGI 
              130       140       150       160       170       180 
 
             80                
2MEPSP TRKTFPDY                
        :                      
gi|256 RRLVLSKNKPLVVQFQKFRSSTA 
              190       200    
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 74.6  bits: 20.1 E():   35 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (19-47:141-170) 
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                           10        20        30         40        
2MEPSP             WRVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
        50        60        70        80                            
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                            
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 50; 23.5% identity (45.1% similar) in 51 aa overlap (30-78:130-176) 
 
                10        20        30        40          50        
2MEPSP  WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH--RMAMAFSL 
                                     :..   .  . ...:   :   :  .:    
gi|209 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVS 
     100       110       120       130       140       150          
 
        60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDY                                 
       . :.: :     : :: .  :                                   
gi|209 VDCSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200       210 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.2  bits: 18.7 E():   37 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (2-40:82-125) 
 
                                             10        20        30 
2MEPSP                              WRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|249 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
              60        70        80        90       100       110  
 
                   40        50        60        70        80 
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
        :.    ::  .:.                                         
gi|249 GIVDSKLPPIDVNMDCKTLGVLHYKGN                            
             120       130                                    
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 74.1  bits: 18.7 E():   38 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (2-40:46-89) 
 
                                             10        20        30 
2MEPSP                              WRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|391 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
          20        30        40        50        60        70      
 
                   40        50        60        70        80       
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY       
        :.    ::  .:.                                               
gi|391 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
          80        90       100       110       120       130      
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.1  bits: 19.4 E():   38 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (28-69:115-146) 
 
                  10        20        30        40        50        
2MEPSP    WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
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        60        70        80                                      
2MEPSP AACAEVPVTIRDPGCTRKTFPDY                                      
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 74.1  bits: 19.4 E():   38 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (28-69:115-146) 
 
                  10        20        30        40        50        
2MEPSP    WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
        60        70        80                                      
2MEPSP AACAEVPVTIRDPGCTRKTFPDY                                      
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 73.9  bits: 18.7 E():   39 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (2-40:40-83) 
 
                                             10        20        30 
2MEPSP                              WRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|741 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
      10        20        30        40        50        60          
 
                   40        50        60        70        80       
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY       
        :.    ::  .:.                                               
gi|741 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDPRLEFRP 
      70        80        90       100       110       120          
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 73.6  bits: 20.1 E():   40 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (20-78:258-314) 
 
                          10        20        30        40          
2MEPSP            WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|111 MSLGGASGSTAMKQAVDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
      50        60        70         80                             
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPDY                             
           .:: .. ::. :    ::  . .:.:                               
gi|111 SNRASFS-SVGAELEVMA--PGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 73.5  bits: 20.1 E():   40 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (20-78:258-314) 
 
                          10        20        30        40          
2MEPSP            WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|135 MSLGGPSGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
      50        60        70         80                             
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPDY                             
           .:: .. ::. :    ::  . .:.:                               
gi|135 SNRASFS-SVGAELEVMA--PGAGVYSTYPTSTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
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 initn:  43 init1:  43 opt:  44  Z-score: 72.9  bits: 18.4 E():   44 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (15-52:12-50) 
 
               10        20        30        40         50          
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFSLAA 
                     :. :. .. ..: : :::   . ... :. :. .. . :        
gi|760    DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKAN 
                  10        20        30        40        50        
 
      60        70        80                                        
2MEPSP CAEVPVTIRDPGCTRKTFPDY                                        
                                                                    
gi|760 INGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGVL 
        60        70        80        90       100       110        
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.7  bits: 19.1 E():   45 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (28-69:116-147) 
 
                  10        20        30        40        50        
2MEPSP    WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          90       100       110       120                130       
 
        60        70        80                                      
2MEPSP AACAEVPVTIRDPGCTRKTFPDY                                      
       .: : : . :.:                                                 
gi|146 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
        140        150       160       170       180       190      
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.6  bits: 19.7 E():   46 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (11-63:189-242) 
 
                                   10        20        30        40 
2MEPSP                     WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
                 50        60        70        80                   
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                   
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.3  bits: 18.7 E():   47 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (2-40:83-126) 
 
                                             10        20        30 
2MEPSP                              WRVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
                   40        50        60        70        80       
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY       
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.3  bits: 19.1 E():   47 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (28-69:115-146) 
 
                  10        20        30        40        50        
2MEPSP    WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
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           90       100       110       120                130      
 
        60        70        80                                      
2MEPSP AACAEVPVTIRDPGCTRKTFPDY                                      
       .: : : . :.:                                                 
gi|837 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.3  bits: 19.1 E():   47 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (28-69:115-146) 
 
                  10        20        30        40        50        
2MEPSP    WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
        60        70        80                                      
2MEPSP AACAEVPVTIRDPGCTRKTFPDY                                      
       .: : : . :.:                                                 
gi|223 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (20-61:58-99) 
 
                          10        20        30        40          
2MEPSP            WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
      50        60        70        80                              
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                              
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 72.3  bits: 18.4 E():   47 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (15-71:28-82) 
 
                            10        20        30        40        
2MEPSP              WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
          50        60        70        80                          
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                          
        : .....   ::  :   .::. ::                                   
gi|212 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 72.0  bits: 18.1 E():   49 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (22-41:89-108) 
 
                        10        20        30        40        50  
2MEPSP          WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
              60        70        80 
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPDY 
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.1 E():   49 
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Smith-Waterman score: 46; 62.5% identity (87.5% similar) in 8 aa overlap (71-78:206-213) 
 
               50        60        70        80                  
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                  
                                     ::.:: .:                    
gi|131 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
         180       190       200       210       220       230   
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (22-78:154-206) 
 
                        10        20        30        40        50  
2MEPSP          WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|287 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           130       140       150       160       170       180    
 
              60        70         80                               
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDY                               
       :...:. . .   .:  :  : ::  ::                                 
gi|287 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              190       200         210       220       230         
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 18.1 E():   51 
Smith-Waterman score: 43; 40.0% identity (66.7% similar) in 15 aa overlap (67-80:80-94) 
 
         40        50        60         70        80                
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDY                
                                     ..: ::: :.   :.                
gi|253 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
      50        60        70        80        90       100          
 
gi|253 HNAPYCLGLDI 
     110       120 
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.5  bits: 20.1 E():   52 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (16-53:168-204) 
 
                              10        20        30        40      
2MEPSP                WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
          50        60        70        80                          
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                          
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.5  bits: 20.1 E():   52 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (16-53:168-204) 
 
                              10        20        30        40      
2MEPSP                WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
          50        60        70        80                          
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                          
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 18.4 E():   53 
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Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (37-66:65-94) 
 
         10        20        30        40        50        60       
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
         70        80                                               
2MEPSP IRDPGCTRKTFPDY                                               
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 44; 26.7% identity (53.3% similar) in 60 aa overlap (19-77:1-59) 
 
               10        20        30        40        50        60 
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                         .:. . :.     : ::. ... ..:. :.    .: .     
gi|753                   MGVYTFENEYTSEIPPPRLFKAFVLDA-DNLIPKIAPQAIKH 
                                 10        20         30        40  
 
               70         80                                        
2MEPSP AEVPVTIRDPGCTRK-TFPDY                                        
       ::.      :: :.: ::                                           
gi|753 AEILEGDGGPGTTKKITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSY 
              50        60        70        80        90       100  
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (32-77:14-59) 
 
              10        20        30        40        50        60  
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: . . :: 
gi|901                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCA 
                                10        20         30        40   
 
              70         80                                         
2MEPSP EVPVTIRDPGCTRK-TFPDY                                         
       :.      ::  .: ::                                            
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (32-77:14-59) 
 
              10        20        30        40        50        60  
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: . . :: 
gi|901                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCA 
                                10        20         30        40   
 
              70         80                                         
2MEPSP EVPVTIRDPGCTRK-TFPDY                                         
       :.      ::  .: ::                                            
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (32-77:14-59) 
 
              10        20        30        40        50        60  
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: . . :: 
gi|880                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCA 
                                10        20         30        40   
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              70         80                                         
2MEPSP EVPVTIRDPGCTRK-TFPDY                                         
       :.      ::  .: ::                                            
gi|880 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.2  bits: 20.1 E():   54 
Smith-Waterman score: 49; 34.5% identity (55.2% similar) in 29 aa overlap (52-78:13-41) 
 
              30        40        50        60        70            
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP--GCTRKTFPD 
                                     :.. . :: : .::  .    ::  : .:  
gi|558                   NYRAFALALLFCALSCQAAAAAYAPVPAKADFLGCLMKEIPA 
                                 10        20        30        40   
 
      80                                                            
2MEPSP Y                                                            
                                                                    
gi|558 RLLYAKSSPDYPTVLAQTIRNSRWSSPQNVKPIYIITPTNASHIQSAVVCGRRHGIRLRV 
             50        60        70        80        90       100   
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 71.2  bits: 19.4 E():   54 
Smith-Waterman score: 47; 58.3% identity (75.0% similar) in 12 aa overlap (24-33:162-173) 
 
                      10        20          30        40        50  
2MEPSP        WRVKETERMVAIRTELTKLGASVEEG--PDYCIITPPEKLNVTAIDTYDDHRM 
                                     :.:  ::::. :                   
gi|320 AFLAQTSHETTGGWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQ 
             140       150       160       170       180       190  
 
              60        70        80                                
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPDY                                
                                                                    
gi|320 ISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMTPQSPKPSCHNVITGRWTP 
             200       210       220       230       240       250  
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 46; 62.5% identity (87.5% similar) in 8 aa overlap (71-78:233-240) 
 
               50        60        70        80                  
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                  
                                     ::.:: .:                    
gi|163 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 46; 62.5% identity (87.5% similar) in 8 aa overlap (71-78:233-240) 
 
               50        60        70        80                  
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                  
                                     ::.:: .:                    
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 46; 62.5% identity (87.5% similar) in 8 aa overlap (71-78:233-240) 
 
               50        60        70        80                  
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                  
                                     ::.:: .:                    
gi|250 GGVDSCQGDSGGPVVDVATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 19.1 E():   54 
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Smith-Waterman score: 46; 62.5% identity (87.5% similar) in 8 aa overlap (71-78:233-240) 
 
               50        60        70        80                  
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                  
                                     ::.:: .:                    
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 46; 62.5% identity (87.5% similar) in 8 aa overlap (71-78:235-242) 
 
               50        60        70        80                  
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                  
                                     ::.:: .:                    
gi|511 GGKDSCQGDSGGPVVDVKNNQVVGIVSWGYGCARKGYPGVYTRVGNFIDWIESKRSQ 
          210       220       230       240       250       260  
 
>>gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-terminal}  (26 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.0  bits: 15.7 E():   56 
Smith-Waterman score: 36; 50.0% identity (75.0% similar) in 8 aa overlap (70-77:13-20) 
 
      40        50        60        70        80    
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY    
                                     : :.:. :       
gi|133                   NDNTFEGEYHAFPDCARNLFKGRQQE 
                                 10        20       
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.7  bits: 15.7 E():   58 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (57-65:17-25) 
 
         30        40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : ::::  :                
gi|391               SFREQCVPGREITYECLNACAEYAVRQ              
                             10        20                     
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (3-36:170-204) 
 
                                           10        20         30  
2MEPSP                             WRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
              40        50        60        70        80            
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY            
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.6  bits: 18.8 E():   59 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (28-69:115-146) 
 
                  10        20        30        40        50        
2MEPSP    WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
        60        70        80                                      
2MEPSP AACAEVPVTIRDPGCTRKTFPDY                                      
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
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 initn:  43 init1:  43 opt:  45  Z-score: 70.6  bits: 18.8 E():   59 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (28-69:115-146) 
 
                  10        20        30        40        50        
2MEPSP    WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
        60        70        80                                      
2MEPSP AACAEVPVTIRDPGCTRKTFPDY                                      
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 43; 45.5% identity (72.7% similar) in 11 aa overlap (70-80:103-113) 
 
      40        50        60        70        80                    
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                    
                                     ::: :..  :.                    
gi|195 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|195 YCLAMEESQWS 
            140    
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 43; 45.5% identity (72.7% similar) in 11 aa overlap (70-80:103-113) 
 
      40        50        60        70        80                    
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                    
                                     ::: :..  :.                    
gi|219 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|219 YCLAMEESQWS 
            140    
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.3  bits: 17.4 E():   61 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (27-41:70-84) 
 
                   10        20        30        40        50       
2MEPSP     WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
         60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDY 
 
>>gi|21920|emb|CAA39099.1| CM2 protein [Triticum turgidu  (145 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 43; 40.0% identity (66.7% similar) in 15 aa overlap (67-80:105-119) 
 
         40        50        60         70        80                
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDY                
                                     ..: ::: :.   :.                
gi|219 CKELYDASQHCRCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
           80        90       100       110       120       130     
 
gi|219 HNTPYCLGLDI 
          140      
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 43; 40.0% identity (66.7% similar) in 15 aa overlap (67-80:105-119) 
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         40        50        60         70        80                
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDY                
                                     ..: ::: :.   :.                
gi|217 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTV 
           80        90       100       110       120       130     
 
gi|217 HNAPYCLGLDI 
          140      
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.2  bits: 18.4 E():   62 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (27-34:172-179) 
 
                   10        20        30        40        50       
2MEPSP     WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
         60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDY 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 43; 45.5% identity (72.7% similar) in 11 aa overlap (70-80:103-113) 
 
      40        50        60        70        80                    
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                    
                                     ::: :..  :.                    
gi|585 ANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|585 YCLAMDEWQWNRQFCSS 
            140          
 
>>gi|256095986|emb|CAQ68250.1| Der p 1 allergen precurso  (302 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.0  bits: 19.1 E():   63 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (28-69:195-226) 
 
                  10        20        30        40        50        
2MEPSP    WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|256 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          170       180       190       200                210      
 
        60        70        80                                      
2MEPSP AACAEVPVTIRDPGCTRKTFPDY                                      
       .: : : . :.:                                                 
gi|256 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          220       230       240       250       260       270     
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.8 E():   64 
Smith-Waterman score: 45; 62.5% identity (75.0% similar) in 8 aa overlap (71-78:218-225) 
 
               50        60        70        80                  
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                  
                                     :: :: .:                    
gi|225 GGKDSCQGDSGGPLVDVKNNQVVGNVSWGYGCERKGYPGVYTRVGNFIDWIESKRPQ 
       190       200       210       220       230       240     
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (22-78:144-196) 
 
                        10        20        30        40        50  
2MEPSP          WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|855 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
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              60        70         80                               
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDY                               
       :...:. . .   .:  :  : ::  ::                                 
gi|855 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              180       190         200       210       220         
 
>>gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergillus  (125 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 42; 35.0% identity (55.0% similar) in 20 aa overlap (50-69:45-64) 
 
      20        30        40        50        60        70          
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 
                                     :: . :. : : . :   .:           
gi|302 HAPLSDGKTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKDGMGKDDHYLL 
           20        30        40        50        60        70     
 
      80                                                   
2MEPSP Y                                                   
                                                           
gi|302 EFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR 
           80        90       100       110       120      
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.6  bits: 19.1 E():   67 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (3-36:188-222) 
 
                                           10        20         30  
2MEPSP                             WRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
              40        50        60        70        80            
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY            
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.6  bits: 19.1 E():   67 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (3-36:188-222) 
 
                                           10        20         30  
2MEPSP                             WRVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
              40        50        60        70        80            
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY            
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.6  bits: 18.1 E():   67 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (32-77:14-59) 
 
              10        20        30        40        50        60  
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: .   :: 
gi|901                  MGGYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCA 
                                10        20         30        40   
 
              70         80                                         
2MEPSP EVPVTIRDPGCTRK-TFPDY                                         
       :.      ::  .: ::                                            
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
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 initn:  40 init1:  40 opt:  43  Z-score: 69.6  bits: 18.1 E():   67 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (32-77:14-59) 
 
              10        20        30        40        50        60  
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: .   :: 
gi|901                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCA 
                                10        20         30        40   
 
              70         80                                         
2MEPSP EVPVTIRDPGCTRK-TFPDY                                         
       :.      ::  .: ::                                            
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.4 E():   68 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (28-44:318-334) 
 
                  10        20        30        40        50        
2MEPSP    WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
        60        70        80                                      
2MEPSP AACAEVPVTIRDPGCTRKTFPDY                                      
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (13-46:131-164) 
 
                                 10        20        30        40   
2MEPSP                   WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
             50        60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
          :                                   
gi|158 RTPY                                   
                                              
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (46-72:66-92) 
 
          20        30        40        50        60        70      
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|117 SYGDKWLEARPPGMVRPRVLAPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
          80                                                        
2MEPSP TFPDY                                                        
                                                                    
gi|117 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFR 
         100       110       120       130       140       150      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.8 E():   70 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (46-72:66-92) 
 
          20        30        40        50        60        70      
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|109 SYGDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
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          40        50        60        70        80        90      
 
          80                                                        
2MEPSP TFPDY                                                        
                                                                    
gi|109 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDT 
         100       110       120       130       140       150      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 18.8 E():   70 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (46-72:66-92) 
 
          20        30        40        50        60        70      
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|811 AYGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
          80                                                        
2MEPSP TFPDY                                                        
                                                                    
gi|811 FEVKCSKPEACSDKPVIIHITDMNTEPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDM 
         100       110       120       130       140       150      
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 69.2  bits: 19.4 E():   70 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (22-78:144-196) 
 
                        10        20        30        40        50  
2MEPSP          WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|364 SDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
              60        70         80                               
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDY                               
       :...:. . .   .:  :  : ::  ::                                 
gi|364 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLAAGPAATPATPGHHRVGRWLDRLQ 
              180       190         200       210       220         
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.8  bits: 20.1 E():   73 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (13-37:517-541) 
 
                                 10        20        30        40   
2MEPSP                   WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
             50        60        70        80                       
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                       
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.4  bits: 19.1 E():   77 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (10-41:183-213) 
 
                                    10        20        30          
2MEPSP                      WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
      40        50        60        70        80                    
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                    
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
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>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 17.8 E():   78 
Smith-Waterman score: 42; 34.8% identity (56.5% similar) in 23 aa overlap (15-37:71-93) 
 
                               10        20        30        40     
2MEPSP                 WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :.  . : .:.    :: ::        
gi|738 ETADATPEKEEPTAAPAEPEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPV 
               50        60        70        80        90       100 
 
           50        60        70        80                
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                
                                                           
gi|738 AEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAAETATTEVPVEKTEE 
              110       120       130       140       150  
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.9  bits: 19.4 E():   82 
Smith-Waterman score: 47; 46.2% identity (76.9% similar) in 13 aa overlap (18-30:454-466) 
 
                            10        20        30        40        
2MEPSP              WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     :.:::.. .:  :                  
gi|476 LNPSCKSLHPGRTPKELELHQKPTTLLMDEKMGASLNSSPPNCKNKCKGCQPCKPKLIIV 
           430       440       450       460       470       480    
 
        50        60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                         
gi|476 HPNQPEDYYPQRWVCSCHNKIYNP          
           490       500                 
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (28-36:214-222) 
 
                  10        20        30        40        50        
2MEPSP    WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
        60        70        80                                      
2MEPSP AACAEVPVTIRDPGCTRKTFPDY                                      
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.7  bits: 14.8 E():   84 
Smith-Waterman score: 33; 75.0% identity (100.0% similar) in 4 aa overlap (70-73:3-6) 
 
      40        50        60        70        80        
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY        
                                     :::.               
gi|544                             APPGCSNHFNLETVFGNFVK 
                                           10        20 
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (10-47:130-167) 
 
                                    10        20        30          
2MEPSP                      WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
      40        50        60        70        80      
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY      
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       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (10-47:130-167) 
 
                                    10        20        30          
2MEPSP                      WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
      40        50        60        70        80      
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY      
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.7  bits: 17.4 E():   84 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (15-52:12-50) 
 
               10        20        30        40         50          
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFSLAA 
                     :. :. ..  .: : :::   . ... :. :. .. . :        
gi|179    DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKAS 
                  10        20        30        40        50        
 
      60        70        80                                        
2MEPSP CAEVPVTIRDPGCTRKTFPDY                                        
                                                                    
gi|179 LDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGVL 
        60        70        80        90       100       110        
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.4 E():   84 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (27-34:245-252) 
 
                   10        20        30        40        50       
2MEPSP     WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
         60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDY 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 27 aa overlap (46-72:66-92) 
 
          20        30        40        50        60        70      
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   ....:...:.     ::    
gi|409 TYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSC 
          40        50        60        70        80        90      
 
          80                                                        
2MEPSP TFPDY                                                        
                                                                    
gi|409 FEIKCTKPESCSGEPVLVHITDDNEEPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELEL 
         100       110       120       130       140       150      
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.1 E():   86 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (25-35:3-13) 
 
               10        20        30        40        50        60 
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
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                               .: ::: :  :                          
gi|160                       SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNCAGKVIK 
                                     10        20        30         
 
               70        80                                         
2MEPSP AEVPVTIRDPGCTRKTFPDY                                         
                                                                    
gi|160 SVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHIAQVWAS 
       40        50        60        70        80        90         
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.5  bits: 18.4 E():   86 
Smith-Waterman score: 44; 28.9% identity (48.9% similar) in 45 aa overlap (20-64:92-135) 
 
                          10        20        30        40          
2MEPSP            WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. :   :  . :  : : : :  . . : 
gi|226 KASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIA-GALEVH 
              70        80        90       100       110        120 
 
      50        60        70        80                              
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                              
        .  :   .. :..:                                              
gi|226 AVKPATEEVGAAKIPAGELQIVDKIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKEST 
              130       140       150       160       170       180 
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (43-54:15-26) 
 
             20        30        40        50        60        70   
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
             80                                                     
2MEPSP TRKTFPDY                                                     
                                                                    
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (15-52:21-59) 
 
                     10        20        30        40         50    
2MEPSP       WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAM 
                           :. :. ..  .: : :::   . ... :. :. .. . :  
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP AFSLAACAEVPVTIRDPGCTRKTFPDY                                  
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 44; 32.0% identity (72.0% similar) in 25 aa overlap (50-74:210-234) 
 
      20        30        40        50        60        70          
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 
                                     ..:.: ..:: :::  .. . . :.      
gi|481 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAM 
     180       190       200       210       220       230          
 
      80                                         
2MEPSP Y                                         
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gi|481 SEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
     240       250       260       270       280 
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.0  bits: 17.4 E():   91 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (15-71:28-82) 
 
                            10        20        30        40        
2MEPSP              WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
          50        60        70        80                          
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                          
        : .....   ::  :   .::. ::                                   
gi|158 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.0  bits: 17.4 E():   91 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (15-71:28-82) 
 
                            10        20        30        40        
2MEPSP              WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|214 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
          50        60        70        80                          
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                          
        : .....   ::  :   .::. ::                                   
gi|214 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (39-70:23-54) 
 
       10        20        30        40        50        60         
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|730         MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
       70        80                                                 
2MEPSP DPGCTRKTFPDY                                                 
       ::                                                           
gi|730 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (39-70:23-54) 
 
       10        20        30        40        50        60         
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|191         MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
       70        80                                                 
2MEPSP DPGCTRKTFPDY                                                 
       ::                                                           
gi|191 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (15-52:25-63) 
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                         10        20        30        40           
2MEPSP           WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDH 
                               :. :. ..  .: : :::   . ... :. :. ..  
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                              
       . :                                                          
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 18.1 E():   92 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (25-35:20-30) 
 
               10        20        30        40        50        60 
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                               .: ::: :  :                          
gi|510      MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNCAGKVIK 
                    10        20        30        40        50      
 
               70        80                                         
2MEPSP AEVPVTIRDPGCTRKTFPDY                                         
                                                                    
gi|510 SVGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHIAQVWAS 
          60        70        80        90       100       110      
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.4 E():   92 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (27-34:272-279) 
 
                   10        20        30        40        50       
2MEPSP     WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
         60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDY 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.4 E():   92 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (27-34:272-279) 
 
                   10        20        30        40        50       
2MEPSP     WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
         60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDY 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.4 E():   92 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (27-34:272-279) 
 
                   10        20        30        40        50       
2MEPSP     WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
         60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDY 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (27-34:273-280) 
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                   10        20        30        40        50       
2MEPSP     WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|473 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
            250       260       270       280                       
 
         60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDY 
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (27-34:277-284) 
 
                   10        20        30        40        50       
2MEPSP     WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSFQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
        250       260       270       280       290                 
 
         60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDY 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (15-52:29-67) 
 
                             10        20        30        40       
2MEPSP               WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                          
        .. . :                                                      
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (15-52:29-67) 
 
                             10        20        30        40       
2MEPSP               WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                          
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (15-52:29-67) 
 
                             10        20        30        40       
2MEPSP               WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                          
        .. . :                                                      
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
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 initn:  40 init1:  40 opt:  41  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (15-52:29-67) 
 
                             10        20        30        40       
2MEPSP               WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                          
        .. . :                                                      
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (15-52:29-67) 
 
                             10        20        30        40       
2MEPSP               WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY                          
        .. . :                                                      
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 16.8 E():   95 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (27-41:70-84) 
 
                   10        20        30        40        50       
2MEPSP     WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
      40        50        60        70        80        90          
 
         60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDY 
 
>>gi|348137|gb|AAA16792.1| superoxide dismutase (mangane  (233 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.7  bits: 18.1 E():   95 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (10-47:158-195) 
 
                                    10        20        30          
2MEPSP                      WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|348 AIDADFGSLEKLIQLMNAEGAALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
       130       140       150       160       170       180        
 
      40        50        60        70        80      
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY      
       . .::...                                       
gi|348 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
       190       200       210       220       230    
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 18.8 E():   96 
Smith-Waterman score: 45; 29.6% identity (59.3% similar) in 27 aa overlap (27-53:51-77) 
 
                   10        20        30        40        50       
2MEPSP     WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :   .:.  .: :.: .  :: .: ..    
gi|118 MLLLFFFAASVGITDAQVGVCYGMQGNNLPPVSEVIALYKKSNITRMRIYDPNRAVLEAL 
               30        40        50        60        70        80 
 
         60        70        80                                     
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2MEPSP LAACAEVPVTIRDPGCTRKTFPDY                                     
                                                                    
gi|118 RGSNIELILGVPNSDLQSLTNPSNAKSWVQKNVRGFWSSVLFRYIAVGNEISPVNRGTAW 
               90       100       110       120       130       140 
 
>>gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A-IV   (297 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.5 E():   96 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (27-34:283-290) 
 
                   10        20        30        40        50       
2MEPSP     WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            260       270       280       290                       
 
         60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDY 
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.5 E():   99 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (27-34:293-300) 
 
                   10        20        30        40        50       
2MEPSP     WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|216 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            270       280       290       300                       
 
         60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDY 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.5 E():   99 
Smith-Waterman score: 44; 25.0% identity (70.8% similar) in 24 aa overlap (55-78:87-110) 
 
           30        40        50        60        70        80     
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY     
                                     ..::  ... ..:.. :  .. ::       
gi|107 VTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGND 
         60        70        80        90       100       110       
 
gi|107 VDRVHAVEPAKTAFATKAEIRRKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKV 
        120       130       140       150       160       170       
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.5 E():   99 
Smith-Waterman score: 44; 27.3% identity (72.7% similar) in 22 aa overlap (57-78:89-110) 
 
         30        40        50        60        70        80       
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY       
                                     ::  ... ..:.. : ... ::         
gi|324 FVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDVD 
       60        70        80        90       100       110         
 
gi|324 RSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASSAPRDKVVI 
      120       130       140       150       160       170         
 
>>gi|1836011|gb|AAB46820.1| Par o 1b=basic allergen isof  (24 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.4  bits: 14.8 E():   99 
Smith-Waterman score: 33; 62.5% identity (75.0% similar) in 8 aa overlap (31-38:9-16) 
 
               10        20        30        40        50        60 
2MEPSP WRVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAAC 
                                     :: :: :.                       
gi|183                       GPXGKVVHIIMPPLKFVKGEESEP               
                                     10        20                   
 
               70        80 
2MEPSP AEVPVTIRDPGCTRKTFPDY 
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:08 2011 done: Tue Apr 19 10:58:08 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 357  - 436 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32     4     8:==* 
  34    25    22:=======*= 
  36    32    44:===========   * 
  38    83    73:========================*=== 
  40    94   102:================================ * 
  42   125   125:=========================================* 
  44   107   138:====================================         * 
  46   138   140:==============================================* 
  48   166   134:============================================*=========== 
  50   143   122:========================================*======= 
  52   107   108:===================================* 
  54    96    92:==============================*= 
  56    60    77:====================     * 
  58    57    63:=================== * 
  60    46    51:================* 
  62    31    41:===========  * 
  64    22    33:========  * 
  66    36    26:========*=== 
  68    18    20:======* 
  70    25    16:=====*=== 
  72    16    12:===*== 
  74    10    10:===* 
  76     9     8:==* 
  78     4     6:=* 
  80    16     5:=*==== 
  82     6     3:*= 
  84     4     3:*= 
  86     0     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
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 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.24730.00328; mu= 10.2784 0.170 
 mean_var=33.6152 8.733, 0's: 2 Z-trim: 3  B-trim: 72 in 1/43 
 Lambda= 0.221211 
 Kolmogorov-Smirnov  statistic: 0.0285 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   63 24.4    0.75 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   59 23.1     1.6 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   56 22.2     3.2 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.5     3.5 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   57 22.6     5.2 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   57 22.6     5.2 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.9       9 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   51 20.6      11 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   51 20.6      11 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.9      11 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.6      11 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   53 21.3      12 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   53 21.3      12 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   53 21.3      13 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   52 20.9      14 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.9      14 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   51 20.6      15 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   51 20.6      15 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   53 21.3      15 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   52 21.0      16 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   52 21.0      16 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   52 21.0      16 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   51 20.6      16 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   53 21.3      16 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.9      16 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   51 20.6      16 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   51 20.6      16 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   51 20.6      16 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   51 20.6      16 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   51 20.6      16 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   51 20.6      16 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   51 20.6      16 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   50 20.3      19 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 21.0      22 
gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Pe ( 320)   51 20.7      23 
gi|195933901|gb|ACG58378.1| Der p 1 allergen precu ( 320)   51 20.7      23 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.6      25 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.3      26 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   46 19.0      27 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.6      27 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   46 19.0      27 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   50 20.3      27 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   50 20.3      28 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   50 20.3      28 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   48 19.7      29 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.7      33 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.7      36 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   48 19.7      36 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.7      36 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   48 19.7      36 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 20.0      37 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   48 19.7      37 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   47 19.3      37 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   45 18.7      39 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   47 19.3      39 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   47 19.3      39 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   45 18.7      39 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   45 18.7      40 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   49 20.0      41 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   49 20.0      42 
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gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   47 19.4      43 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.3      46 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   46 19.0      47 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.7      47 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   46 19.0      49 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   46 19.0      49 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.4      49 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   45 18.7      49 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.3      50 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.0      51 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   47 19.4      52 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.0      53 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 20.1      54 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 20.1      54 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.4      55 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   44 18.4      55 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   44 18.4      55 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   49 20.1      56 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   44 18.4      56 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   44 18.4      56 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   47 19.4      56 
gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-termi (  26)   36 15.6      59 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.0      60 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   45 18.7      61 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   45 18.7      61 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 15.7      61 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.0      62 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.0      62 
gi|21920|emb|CAA39099.1| CM2 protein [Triticum tur ( 145)   43 18.0      63 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   43 18.0      63 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.4      63 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.4      64 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   43 18.0      65 
gi|256095986|emb|CAQ68250.1| Der p 1 allergen prec ( 302)   46 19.1      65 
gi|78038796|emb|CAI43283.4| mala s 12 allergen pre ( 618)   49 20.1      65 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   47 19.4      67 
gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergi ( 125)   42 17.7      68 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.1      69 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.1      69 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   43 18.0      69 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   43 18.0      69 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.4      70 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 18.0      71 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   45 18.7      71 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   47 19.4      72 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 18.7      72 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   45 18.7      72 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 20.1      74 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.1      79 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 17.7      81 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.4      84 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.7      85 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.4      87 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 18.1      87 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 18.1      87 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.4      87 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   44 18.4      88 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.4      88 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.1      88 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   33 14.7      89 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.4      90 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.4      93 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 18.4      93 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   41 17.4      95 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   41 17.4      95 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.1      95 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.4      95 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.4      95 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   44 18.4      95 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   44 18.4      95 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   40 17.1      95 
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gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   40 17.1      95 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.4      95 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   44 18.4      96 
gi|348137|gb|AAA16792.1| superoxide dismutase (man ( 233)   43 18.1      97 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   45 18.8      98 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   41 17.4      98 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   41 17.4      98 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   41 17.4      98 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   41 17.4      98 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   41 17.4      98 
gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A ( 297)   44 18.4      98 
gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Ara (  92)   39 16.7      99 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  63  Z-score: 104.7  bits: 24.4 E(): 0.75 
Smith-Waterman score: 63; 30.4% identity (53.6% similar) in 69 aa overlap (14-77:27-93) 
 
                            10        20        30        40        
2MEPSP              RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTY 
                                 :. :: .:   : :::::   .::.. :  . .  
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
 
          50        60           70        80                       
2MEPSP DDHRMAMAFSLAACA---EVPVTIRDPGCTRKTFPDYF                       
       :.   .. .:  . .   .::  :.  :: .   :                          
gi|457 DSPTAVIKISAKVNGVELQVP-GIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKAD 
      60        70        80         90       100       110         
 
gi|457 VTASLTGAHGLLACGTVHGEVQN 
      120       130       140  
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  59  Z-score: 98.7  bits: 23.1 E():  1.6 
Smith-Waterman score: 59; 28.3% identity (53.3% similar) in 60 aa overlap (12-70:10-66) 
 
               10        20        30        40         50          
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAAC 
                  . :.:.:  .   : :.:.:   . :.. : . . .:   :    ::   
gi|484   GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQDTTKATIKVLAKV 
                 10        20         30        40        50        
 
      60        70        80                                        
2MEPSP AEVPVTIRDPGCTRKTFPDYF                                        
       : .:. .  ::                                                  
gi|484 AGTPIQV--PGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAELVGDHGVL 
        60          70        80        90       100       110      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 93.3  bits: 22.2 E():  3.2 
Smith-Waterman score: 56; 24.6% identity (57.9% similar) in 57 aa overlap (14-70:12-67) 
 
               10        20        30        40        50        60 
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                    :. .:..:   : .::.:   . :.. :    ..   .... :.:   
gi|484   GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQDTASVGLVLTAII 
                 10        20         30        40        50        
 
               70        80                                         
2MEPSP EVPVTIRDPGCTRKTFPDYF                                         
       .  ..:  ::                                                   
gi|484 DGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVL 
        60        70        80        90       100       110        
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 92.6  bits: 23.5 E():  3.5 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (20-46:23-50) 
 
                  10        20        30        40         50       
2MEPSP    RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDHRMAMAFSL 
                             :. ::  .: :.. ::.... ... .::           
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gi|122 MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVDVIHEFEEI 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP AACAEVPVTIRDPGCTRKTFPDYF                                     
                                                                    
gi|122 PVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRGIFGNGARV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.6  bits: 22.6 E():  5.2 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (45-71:74-100) 
 
           20        30        40        50        60        70     
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
           80                                                       
2MEPSP TFPDYF                                                       
                                                                    
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.6  bits: 22.6 E():  5.2 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (45-71:74-100) 
 
           20        30        40        50        60        70     
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
           80                                                       
2MEPSP TFPDYF                                                       
                                                                    
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 85.3  bits: 20.9 E():    9 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (2-35:104-138) 
 
                                            10         20        30 
2MEPSP                              RVKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
               40        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 
       :.: .                                              
gi|110 ISPSQGCQFSSPYWSY                                   
           140                                            
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 84.0  bits: 20.6 E():   11 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (14-70:28-82) 
 
                             10        20        30        40       
2MEPSP               RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
         50        60         70        80                          
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYF                          
        .. .   .. . :.:  .::. ::                                    
gi|170 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
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        60        70        80        90       100       110        
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 84.0  bits: 20.6 E():   11 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (14-70:28-82) 
 
                             10        20        30        40       
2MEPSP               RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
         50        60         70        80                          
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYF                          
        .. .   .. . :.:  .::. ::                                    
gi|158 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 84.0  bits: 20.9 E():   11 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (22-50:36-62) 
 
                        10        20        30        40        50  
2MEPSP          RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
              60        70        80                                
2MEPSP MAFSLAACAEVPVTIRDPGCTRKTFPDYF                                
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 83.7  bits: 20.6 E():   11 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (14-51:29-67) 
 
                              10        20        30        40      
2MEPSP                RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                         
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.2  bits: 21.3 E():   12 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (55-71:67-83) 
 
           30        40        50        60        70        80     
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF     
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.9  bits: 21.3 E():   12 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (55-71:78-94) 
 
           30        40        50        60        70        80     
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF     
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11571

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

        50        60        70        80        90       100        
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.3 E():   13 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (55-71:85-101) 
 
           30        40        50        60        70        80     
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF     
                                     :..::...:.     ::              
gi|115 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
           60        70        80        90       100       110     
 
gi|115 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
          120       130       140       150       160       170     
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.7  bits: 20.9 E():   14 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (56-71:55-70) 
 
          30        40        50        60        70        80      
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF      
                                     ..::..::.     ::               
gi|114 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
           30        40        50        60        70        80     
 
gi|114 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
           90       100       110       120       130       140     
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 81.7  bits: 20.9 E():   14 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (18-35:180-197) 
 
                            10        20         30        40       
2MEPSP              RVKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
         50        60        70        80    
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF    
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.4  bits: 20.6 E():   15 
Smith-Waterman score: 51; 32.5% identity (50.0% similar) in 80 aa overlap (3-79:56-126) 
 
                                           10         20        30  
2MEPSP                             RVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
              40         50         60        70        80          
2MEPSP TPPEKLNVTAI-DTYDDHRMAMA-FSLAACAEVPVTIRDPGCTRKTFPDYF          
          :.:..  : :: .: : :.: .   :  .      ::   ..:.: :           
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDP-LKKETIPYYTKKFDEVVKA 
        80        90       100       110        120       130       
 
gi|144 NGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRP 
        140       150       160       170       180       190       
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.3  bits: 20.6 E():   15 
Smith-Waterman score: 51; 32.5% identity (50.0% similar) in 80 aa overlap (3-79:60-130) 
 
                                           10         20        30  
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2MEPSP                             RVKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
              40         50         60        70        80          
2MEPSP TPPEKLNVTAI-DTYDDHRMAMA-FSLAACAEVPVTIRDPGCTRKTFPDYF          
          :.:..  : :: .: : :.: .   :  .      ::   ..:.: :           
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDP-LKKETIPYYTKKFDEVVKA 
              90       100       110       120        130       140 
 
gi|622 NGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRP 
              150       160       170       180       190       200 
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 81.2  bits: 21.3 E():   15 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (35-71:91-131) 
 
           10        20        30        40         50           60 
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|627 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISQLTTSQQDIVLADELSQEVCILSA 
               70        80        90       100       110       120 
 
               70        80                                         
2MEPSP EVPVTIRDPGCTRKTFPDYF                                         
       .: : :  :::                                                  
gi|627 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              130       140       150       160       170       180 
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.0  bits: 21.0 E():   16 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (56-71:79-94) 
 
          30        40        50        60        70        80      
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF      
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.0  bits: 21.0 E():   16 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (56-71:79-94) 
 
          30        40        50        60        70        80      
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF      
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVFITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.0  bits: 21.0 E():   16 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (56-71:79-94) 
 
          30        40        50        60        70        80      
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF      
                                     ..::..::.     ::               
gi|141 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|141 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.9  bits: 20.6 E():   16 
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Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (27-68:109-140) 
 
                   10        20        30        40        50       
2MEPSP     RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
         60        70        80                                     
2MEPSP AACAEVPVTIRDPGCTRKTFPDYF                                     
       .: : : . :.:                                                 
gi|616 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
     130        140       150       160       170       180         
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 80.7  bits: 21.3 E():   16 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (35-71:111-151) 
 
           10        20        30        40         50           60 
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|170 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISNLTTSQQDIVLADELSQEVCILSA 
               90       100       110       120       130       140 
 
               70        80                                         
2MEPSP EVPVTIRDPGCTRKTFPDYF                                         
       .: : :  :::                                                  
gi|170 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              150       160       170       180       190       200 
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 80.7  bits: 19.9 E():   16 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (2-35:96-130) 
 
                                            10         20        30 
2MEPSP                              RVKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
               40        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 
       :.: .                                              
gi|244 ISPSQGCQFQSSY                                      
         130                                              
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.7  bits: 20.6 E():   16 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (27-68:115-146) 
 
                   10        20        30        40        50       
2MEPSP     RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
         60        70        80                                     
2MEPSP AACAEVPVTIRDPGCTRKTFPDYF                                     
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.7  bits: 20.6 E():   16 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (27-68:115-146) 
 
                   10        20        30        40        50       
2MEPSP     RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
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         60        70        80                                     
2MEPSP AACAEVPVTIRDPGCTRKTFPDYF                                     
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.7  bits: 20.6 E():   16 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (27-68:115-146) 
 
                   10        20        30        40        50       
2MEPSP     RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
         60        70        80                                     
2MEPSP AACAEVPVTIRDPGCTRKTFPDYF                                     
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.7  bits: 20.6 E():   16 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (27-68:115-146) 
 
                   10        20        30        40        50       
2MEPSP     RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
         60        70        80                                     
2MEPSP AACAEVPVTIRDPGCTRKTFPDYF                                     
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.7  bits: 20.6 E():   16 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (27-68:115-146) 
 
                   10        20        30        40        50       
2MEPSP     RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
         60        70        80                                     
2MEPSP AACAEVPVTIRDPGCTRKTFPDYF                                     
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.7  bits: 20.6 E():   16 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (27-68:115-146) 
 
                   10        20        30        40        50       
2MEPSP     RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
         60        70        80                                     
2MEPSP AACAEVPVTIRDPGCTRKTFPDYF                                     
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
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>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.7  bits: 20.6 E():   16 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (27-68:115-146) 
 
                   10        20        30        40        50       
2MEPSP     RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
         60        70        80                                     
2MEPSP AACAEVPVTIRDPGCTRKTFPDYF                                     
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 79.4  bits: 20.3 E():   19 
Smith-Waterman score: 50; 20.4% identity (44.9% similar) in 49 aa overlap (29-77:130-174) 
 
                 10        20        30        40        50         
2MEPSP   RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                                     :..   .  . ...:   :      .. .  
gi|162 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVD 
     100       110       120       130       140       150          
 
       60        70        80                                
2MEPSP CAEVPVTIRDPGCTRKTFPDYF                                
       :.: :     : :: .  :                                   
gi|162 CSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200         
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 78.2  bits: 21.0 E():   22 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (2-45:81-124) 
 
                                            10        20        30  
2MEPSP                              RVKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
              40        50        60        70        80            
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF            
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Peptid  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.0  bits: 20.7 E():   23 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (27-68:213-244) 
 
                   10        20        30        40        50       
2MEPSP     RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|730 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
         60        70        80                                     
2MEPSP AACAEVPVTIRDPGCTRKTFPDYF                                     
       .: : : . :.:                                                 
gi|730 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|195933901|gb|ACG58378.1| Der p 1 allergen precursor  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.0  bits: 20.7 E():   23 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (27-68:213-244) 
 
                   10        20        30        40        50       
2MEPSP     RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
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gi|195 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
         60        70        80                                     
2MEPSP AACAEVPVTIRDPGCTRKTFPDYF                                     
       .: : : . :.:                                                 
gi|195 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 77.4  bits: 19.6 E():   25 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (30-57:106-134) 
 
                10        20        30        40        50          
2MEPSP  RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
       60        70        80                
2MEPSP CAEVPVTIRDPGCTRKTFPDYF                
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.1  bits: 19.3 E():   26 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (14-41:28-54) 
 
                             10        20        30        40       
2MEPSP               RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
         50        60        70        80                           
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                           
                                                                    
gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 76.7  bits: 19.0 E():   27 
Smith-Waterman score: 46; 30.0% identity (60.0% similar) in 30 aa overlap (5-33:75-104) 
 
                                         10        20         30    
2MEPSP                           RVKETERMVAIRTELTKLGA-SVEEGPDYCIITP 
                                     :.:.. .:  :.  :. ..   : ::.  : 
gi|999 SVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMAAALVPKYCLQHP 
           50        60        70        80        90       100     
 
            40        50        60        70        80 
2MEPSP PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 
                                                       
gi|999 HACDLYKNQTVMS                                   
          110                                          
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.7  bits: 19.6 E():   27 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (28-34:141-147) 
 
                  10        20        30        40        50        
2MEPSP    RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
        60        70        80 
2MEPSP ACAEVPVTIRDPGCTRKTFPDYF 
                               
gi|124 RRLALVNENPLDVLFQEV      
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              180              
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.0 E():   27 
Smith-Waterman score: 46; 20.5% identity (52.3% similar) in 44 aa overlap (34-77:49-92) 
 
            10        20        30        40        50        60    
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:  .  
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
            70        80                        
2MEPSP VTIRDPGCTRKTFPDYF                        
          .. .   : .:                           
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.6  bits: 20.3 E():   27 
Smith-Waterman score: 50; 24.6% identity (58.0% similar) in 69 aa overlap (15-80:51-112) 
 
                               10        20           30        40  
2MEPSP                 RVKETERMVAIRTELTKLGASVEEGP--DYC-IITPPEKLNVTA 
                                     .:. ::.. .:   :.  ...  .:..:.  
gi|198 NASLAQGHPTFLLVREITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVV- 
               30        40        50        60        70           
 
              50        60        70        80                      
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                      
       :.:    ..:  :.:        .:.. :  .. ::. :                      
gi|198 ISTLGAPQIADQFNLIK------AIKEVGTIKRFFPSEFGNDVDKHHAVEPMKSMFDLKI 
      80        90             100       110       120       130    
 
gi|198 KLRRTIEAEGIPHTYVVPHCFAGYFLTNLAQLGLAAPPRDKIVIYGDGTTKAVYMKEEDI 
           140       150       160       170       180       190    
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.5  bits: 20.3 E():   28 
Smith-Waterman score: 50; 28.0% identity (72.0% similar) in 25 aa overlap (56-80:89-113) 
 
          30        40        50        60        70        80      
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF      
                                     ::  ... ..:.. : ... ::. :      
gi|324 FVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDVD 
       60        70        80        90       100       110         
 
gi|324 RSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASSAPRDKVVI 
      120       130       140       150       160       170         
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.5  bits: 20.3 E():   28 
Smith-Waterman score: 50; 25.9% identity (70.4% similar) in 27 aa overlap (54-80:87-113) 
 
            30        40        50        60        70        80    
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF    
                                     ..::  ... ..:.. :  .. ::. :    
gi|107 VTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGND 
         60        70        80        90       100       110       
 
gi|107 VDRVHAVEPAKTAFATKAEIRRKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKV 
        120       130       140       150       160       170       
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 76.1  bits: 19.7 E():   29 
Smith-Waterman score: 48; 25.0% identity (56.2% similar) in 32 aa overlap (45-73:151-182) 
 
           20        30        40        50           60        70  
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA---CAEVPVTIRDPGC 
                                     :.:.....  . :    : .. . : : :  
gi|256 IVEREGLQAVKLAARDTVDGWFNIERVSREYNDYKLVFCPQQAEDNKCEDIGIQIDDDGI 
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              130       140       150       160       170       180 
 
              80               
2MEPSP TRKTFPDYF               
        :                      
gi|256 RRLVLSKNKPLVVQFQKFRSSTA 
              190       200    
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.2  bits: 19.7 E():   33 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (70-80:206-216) 
 
      40        50        60        70        80                 
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                 
                                     ::.:: .:  .                 
gi|131 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
         180       190       200       210       220       230   
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (70-80:233-243) 
 
      40        50        60        70        80                 
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                 
                                     ::.:: .:  .                 
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (70-80:233-243) 
 
      40        50        60        70        80                 
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                 
                                     ::.:: .:  .                 
gi|163 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (70-80:233-243) 
 
      40        50        60        70        80                 
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                 
                                     ::.:: .:  .                 
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (70-80:233-243) 
 
      40        50        60        70        80                 
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                 
                                     ::.:: .:  .                 
gi|250 GGVDSCQGDSGGPVVDVATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 74.3  bits: 20.0 E():   37 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (18-46:141-170) 
 
                            10        20        30         40       
2MEPSP              RVKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
         50        60        70        80                           
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                           
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gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (70-80:235-245) 
 
      40        50        60        70        80                 
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                 
                                     ::.:: .:  .                 
gi|511 GGKDSCQGDSGGPVVDVKNNQVVGIVSWGYGCARKGYPGVYTRVGNFIDWIESKRSQ 
          210       220       230       240       250       260  
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 74.2  bits: 19.3 E():   37 
Smith-Waterman score: 50; 23.5% identity (45.1% similar) in 51 aa overlap (29-77:130-176) 
 
                 10        20        30        40          50       
2MEPSP   RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH--RMAMAFSL 
                                     :..   .  . ...:   :   :  .:    
gi|209 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVS 
     100       110       120       130       140       150          
 
         60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYF                                
       . :.: :     : :: .  :                                   
gi|209 VDCSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200       210 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (1-39:82-125) 
 
                                              10        20          
2MEPSP                               RVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|249 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
              60        70        80        90       100       110  
 
      30            40        50        60        70        80 
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 
        :.    ::  .:.                                          
gi|249 GIVDSKLPPIDVNMDCKTLGVLHYKGN                             
             120       130                                     
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.8  bits: 19.3 E():   39 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (27-68:115-146) 
 
                   10        20        30        40        50       
2MEPSP     RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
         60        70        80                                     
2MEPSP AACAEVPVTIRDPGCTRKTFPDYF                                     
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.8  bits: 19.3 E():   39 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (27-68:115-146) 
 
                   10        20        30        40        50       
2MEPSP     RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
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         60        70        80                                     
2MEPSP AACAEVPVTIRDPGCTRKTFPDYF                                     
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 73.7  bits: 18.7 E():   39 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (1-39:46-89) 
 
                                              10        20          
2MEPSP                               RVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|391 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
          20        30        40        50        60        70      
 
      30            40        50        60        70        80      
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF      
        :.    ::  .:.                                               
gi|391 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
          80        90       100       110       120       130      
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 73.5  bits: 18.7 E():   40 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (1-39:40-83) 
 
                                              10        20          
2MEPSP                               RVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|741 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
      10        20        30        40        50        60          
 
      30            40        50        60        70        80      
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF      
        :.    ::  .:.                                               
gi|741 GIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDPRLEFRP 
      70        80        90       100       110       120          
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 73.4  bits: 20.0 E():   41 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (19-77:258-314) 
 
                           10        20        30        40         
2MEPSP             RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|111 MSLGGASGSTAMKQAVDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
       50        60        70         80                            
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPDYF                            
           .:: .. ::. :    ::  . .:.:                               
gi|111 SNRASFS-SVGAELEVMA--PGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 73.3  bits: 20.0 E():   42 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (19-77:258-314) 
 
                           10        20        30        40         
2MEPSP             RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|135 MSLGGPSGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
       50        60        70         80                            
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPDYF                            
           .:: .. ::. :    ::  . .:.:                               
gi|135 SNRASFS-SVGAELEVMA--PGAGVYSTYPTSTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
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 initn:  47 init1:  47 opt:  47  Z-score: 73.1  bits: 19.4 E():   43 
Smith-Waterman score: 47; 45.5% identity (63.6% similar) in 11 aa overlap (70-80:218-228) 
 
      40        50        60        70        80                 
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                 
                                     :: :: .:  .                 
gi|225 GGKDSCQGDSGGPLVDVKNNQVVGNVSWGYGCERKGYPGVYTRVGNFIDWIESKRPQ 
       190       200       210       220       230       240     
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.6  bits: 18.3 E():   46 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (14-51:12-50) 
 
               10        20        30        40         50          
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFSLAAC 
                    :. :. .. ..: : :::   . ... :. :. .. . :         
gi|760   DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKANI 
                 10        20        30        40        50         
 
      60        70        80                                        
2MEPSP AEVPVTIRDPGCTRKTFPDYF                                        
                                                                    
gi|760 NGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGVLA 
       60        70        80        90       100       110         
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.4  bits: 19.0 E():   47 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (27-68:116-147) 
 
                   10        20        30        40        50       
2MEPSP     RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          90       100       110       120                130       
 
         60        70        80                                     
2MEPSP AACAEVPVTIRDPGCTRKTFPDYF                                     
       .: : : . :.:                                                 
gi|146 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
        140        150       160       170       180       190      
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.3  bits: 19.7 E():   47 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (10-62:189-242) 
 
                                    10        20        30          
2MEPSP                      RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
      40          50        60        70        80                  
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                  
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.0  bits: 19.0 E():   49 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (27-68:115-146) 
 
                   10        20        30        40        50       
2MEPSP     RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
         60        70        80                                     
2MEPSP AACAEVPVTIRDPGCTRKTFPDYF                                     
       .: : : . :.:                                                 
gi|837 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
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          140       150       160       170       180       190     
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.0  bits: 19.0 E():   49 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (27-68:115-146) 
 
                   10        20        30        40        50       
2MEPSP     RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
         60        70        80                                     
2MEPSP AACAEVPVTIRDPGCTRKTFPDYF                                     
       .: : : . :.:                                                 
gi|223 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (19-60:58-99) 
 
                           10        20        30        40         
2MEPSP             RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
       50        60        70        80                             
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                             
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.0  bits: 18.7 E():   49 
Smith-Waterman score: 45; 31.8% identity (52.3% similar) in 44 aa overlap (1-39:83-126) 
 
                                              10        20          
2MEPSP                               RVKETERM-VAIRTELTKLGASVEEGPDYC 
                                     ::.  : . .:..:     :  : : : .: 
gi|153 PFVQGKEKEPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
             60        70        80        90       100       110   
 
      30            40        50        60        70        80      
2MEPSP IIT----PPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF      
        :.    ::  .:.                                               
gi|153 GIVDSKLPPIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPA 
            120       130       140       150       160       170   
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.9  bits: 18.3 E():   50 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (14-70:28-82) 
 
                             10        20        30        40       
2MEPSP               RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
           50        60        70        80                         
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                         
        : .....   ::  :   .::. ::                                   
gi|212 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.7  bits: 18.0 E():   51 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (21-40:89-108) 
 
                         10        20        30        40        50 
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2MEPSP           RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
               60        70        80 
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPDYF 
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.5  bits: 19.4 E():   52 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (21-77:154-206) 
 
                         10        20        30        40        50 
2MEPSP           RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|287 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           130       140       150       160       170       180    
 
               60         70        80                              
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYF                              
       :...:. . .   .:  :  : ::  ::                                 
gi|287 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              190       200         210       220       230         
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.4  bits: 18.0 E():   53 
Smith-Waterman score: 43; 40.0% identity (66.7% similar) in 15 aa overlap (66-79:80-94) 
 
          40        50        60         70        80               
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYF               
                                     ..: ::: :.   :.                
gi|253 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
      50        60        70        80        90       100          
 
gi|253 HNAPYCLGLDI 
     110       120 
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.3  bits: 20.1 E():   54 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (15-52:168-204) 
 
                               10        20        30        40     
2MEPSP                 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
           50        60        70        80                         
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                         
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.3  bits: 20.1 E():   54 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (15-52:168-204) 
 
                               10        20        30        40     
2MEPSP                 RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
           50        60        70        80                         
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                         
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 18.4 E():   55 
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Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (36-65:65-94) 
 
          10        20        30        40        50        60      
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
          70        80                                              
2MEPSP IRDPGCTRKTFPDYF                                              
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (31-76:14-59) 
 
               10        20        30        40        50        60 
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: . . :: 
gi|901                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCA 
                                10        20         30        40   
 
               70         80                                        
2MEPSP EVPVTIRDPGCTRK-TFPDYF                                        
       :.      ::  .: ::                                            
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 44; 26.7% identity (53.3% similar) in 60 aa overlap (18-76:1-59) 
 
               10        20        30        40        50        60 
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                        .:. . :.     : ::. ... ..:. :.    .: .    : 
gi|753                  MGVYTFENEYTSEIPPPRLFKAFVLDA-DNLIPKIAPQAIKHA 
                                10        20         30        40   
 
               70         80                                        
2MEPSP EVPVTIRDPGCTRK-TFPDYF                                        
       :.      :: :.: ::                                            
gi|753 EILEGDGGPGTTKKITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYE 
             50        60        70        80        90       100   
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.0  bits: 20.1 E():   56 
Smith-Waterman score: 49; 34.5% identity (55.2% similar) in 29 aa overlap (51-77:13-41) 
 
               30        40        50        60          70         
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP--GCTRKTFPD 
                                     :.. . :: : .::  .    ::  : .:  
gi|558                   NYRAFALALLFCALSCQAAAAAYAPVPAKADFLGCLMKEIPA 
                                 10        20        30        40   
 
       80                                                           
2MEPSP YF                                                           
                                                                    
gi|558 RLLYAKSSPDYPTVLAQTIRNSRWSSPQNVKPIYIITPTNASHIQSAVVCGRRHGIRLRV 
             50        60        70        80        90       100   
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (31-76:14-59) 
 
               10        20        30        40        50        60 
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: . . :: 
gi|901                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCA 
                                10        20         30        40   
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               70         80                                        
2MEPSP EVPVTIRDPGCTRK-TFPDYF                                        
       :.      ::  .: ::                                            
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (31-76:14-59) 
 
               10        20        30        40        50        60 
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: . . :: 
gi|880                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCA 
                                10        20         30        40   
 
               70         80                                        
2MEPSP EVPVTIRDPGCTRK-TFPDYF                                        
       :.      ::  .: ::                                            
gi|880 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 70.9  bits: 19.4 E():   56 
Smith-Waterman score: 47; 58.3% identity (75.0% similar) in 12 aa overlap (23-32:162-173) 
 
                       10        20          30        40        50 
2MEPSP         RVKETERMVAIRTELTKLGASVEEG--PDYCIITPPEKLNVTAIDTYDDHRM 
                                     :.:  ::::. :                   
gi|320 AFLAQTSHETTGGWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQ 
             140       150       160       170       180       190  
 
               60        70        80                               
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPDYF                               
                                                                    
gi|320 ISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMTPQSPKPSCHNVITGRWTP 
             200       210       220       230       240       250  
 
>>gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-terminal}  (26 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.5  bits: 15.6 E():   59 
Smith-Waterman score: 36; 50.0% identity (75.0% similar) in 8 aa overlap (69-76:13-20) 
 
       40        50        60        70        80   
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF   
                                     : :.:. :       
gi|133                   NDNTFEGEYHAFPDCARNLFKGRQQE 
                                 10        20       
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (2-35:170-204) 
 
                                            10        20         30 
2MEPSP                              RVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
               40        50        60        70        80           
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF           
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.3  bits: 18.7 E():   61 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (27-68:115-146) 
 
                   10        20        30        40        50       
2MEPSP     RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
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                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
         60        70        80                                     
2MEPSP AACAEVPVTIRDPGCTRKTFPDYF                                     
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.3  bits: 18.7 E():   61 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (27-68:115-146) 
 
                   10        20        30        40        50       
2MEPSP     RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
         60        70        80                                     
2MEPSP AACAEVPVTIRDPGCTRKTFPDYF                                     
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.2  bits: 15.7 E():   61 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (56-64:17-25) 
 
          30        40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 
                                     : ::::  :                 
gi|391               SFREQCVPGREITYECLNACAEYAVRQ               
                             10        20                      
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 43; 45.5% identity (72.7% similar) in 11 aa overlap (69-79:103-113) 
 
       40        50        60        70        80                   
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                   
                                     ::: :..  :.                    
gi|195 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|195 YCLAMEESQWS 
            140    
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 43; 45.5% identity (72.7% similar) in 11 aa overlap (69-79:103-113) 
 
       40        50        60        70        80                   
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                   
                                     ::: :..  :.                    
gi|219 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|219 YCLAMEESQWS 
            140    
 
>>gi|21920|emb|CAA39099.1| CM2 protein [Triticum turgidu  (145 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 43; 40.0% identity (66.7% similar) in 15 aa overlap (66-79:105-119) 
 
          40        50        60         70        80               
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYF               
                                     ..: ::: :.   :.                
gi|219 CKELYDASQHCRCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
           80        90       100       110       120       130     

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11587

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
gi|219 HNTPYCLGLDI 
          140      
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 43; 40.0% identity (66.7% similar) in 15 aa overlap (66-79:105-119) 
 
          40        50        60         70        80               
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYF               
                                     ..: ::: :.   :.                
gi|217 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTV 
           80        90       100       110       120       130     
 
gi|217 HNAPYCLGLDI 
          140      
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.9  bits: 17.4 E():   63 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (26-40:70-84) 
 
                    10        20        30        40        50      
2MEPSP      RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
          60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYF 
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 18.4 E():   64 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (26-33:172-179) 
 
                    10        20        30        40        50      
2MEPSP      RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
          60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYF 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 43; 45.5% identity (72.7% similar) in 11 aa overlap (69-79:103-113) 
 
       40        50        60        70        80                   
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                   
                                     ::: :..  :.                    
gi|585 ANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|585 YCLAMDEWQWNRQFCSS 
            140          
 
>>gi|256095986|emb|CAQ68250.1| Der p 1 allergen precurso  (302 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.8  bits: 19.1 E():   65 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (27-68:195-226) 
 
                   10        20        30        40        50       
2MEPSP     RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|256 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          170       180       190       200                210      
 
         60        70        80                                     
2MEPSP AACAEVPVTIRDPGCTRKTFPDYF                                     
       .: : : . :.:                                                 
gi|256 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          220       230       240       250       260       270     
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>>gi|78038796|emb|CAI43283.4| mala s 12 allergen precurs  (618 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.7  bits: 20.1 E():   65 
Smith-Waterman score: 49; 36.8% identity (57.9% similar) in 19 aa overlap (62-80:480-498) 
 
              40        50        60        70        80            
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF            
                                     . .: .::    :  :.::            
gi|780 KVSPVEILGNVMFGSISIQAALQHPLSRGSIKITSKDPFAYPKINPNYFAENLDLVLLRE 
     450       460       470       480       490       500          
 
gi|780 GFKLIREMSQQSPLKDVIDFETVPGDKVQTNEDWENWIRSAAGTEYHPSSTCAMLPRGDG 
     510       520       530       540       550       560          
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 69.5  bits: 19.4 E():   67 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (21-77:144-196) 
 
                         10        20        30        40        50 
2MEPSP           RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|855 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
               60         70        80                              
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYF                              
       :...:. . .   .:  :  : ::  ::                                 
gi|855 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              180       190         200       210       220         
 
>>gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergillus  (125 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.7 E():   68 
Smith-Waterman score: 42; 35.0% identity (55.0% similar) in 20 aa overlap (49-68:45-64) 
 
       20        30        40        50        60        70         
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 
                                     :: . :. : : . :   .:           
gi|302 HAPLSDGKTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKDGMGKDDHYLL 
           20        30        40        50        60        70     
 
       80                                                  
2MEPSP YF                                                  
                                                           
gi|302 EFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR 
           80        90       100       110       120      
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.3  bits: 19.1 E():   69 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (2-35:188-222) 
 
                                            10        20         30 
2MEPSP                              RVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
               40        50        60        70        80           
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF           
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.3  bits: 19.1 E():   69 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (2-35:188-222) 
 
                                            10        20         30 
2MEPSP                              RVKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
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               40        50        60        70        80           
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF           
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (31-76:14-59) 
 
               10        20        30        40        50        60 
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: .   :: 
gi|901                  MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCA 
                                10        20         30        40   
 
               70         80                                        
2MEPSP EVPVTIRDPGCTRK-TFPDYF                                        
       :.      ::  .: ::                                            
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (31-76:14-59) 
 
               10        20        30        40        50        60 
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                                     :  :. ... ..:. :.    .: .   :: 
gi|901                  MGGYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCA 
                                10        20         30        40   
 
               70         80                                        
2MEPSP EVPVTIRDPGCTRK-TFPDYF                                        
       :.      ::  .: ::                                            
gi|901 EILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYE 
             50        60        70        80        90       100   
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.2  bits: 19.4 E():   70 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (27-43:318-334) 
 
                   10        20        30        40        50       
2MEPSP     RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
         60        70        80                                     
2MEPSP AACAEVPVTIRDPGCTRKTFPDYF                                     
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (12-45:131-164) 
 
                                  10        20        30        40  
2MEPSP                    RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
              50        60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 
          :                                    
gi|158 RTPY                                    
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>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.1  bits: 18.7 E():   71 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (45-71:66-92) 
 
           20        30        40        50        60        70     
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|117 SYGDKWLEARPPGMVRPRVLAPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
           80                                                       
2MEPSP TFPDYF                                                       
                                                                    
gi|117 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFR 
         100       110       120       130       140       150      
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 69.0  bits: 19.4 E():   72 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (21-77:144-196) 
 
                         10        20        30        40        50 
2MEPSP           RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|364 SDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
               60         70        80                              
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYF                              
       :...:. . .   .:  :  : ::  ::                                 
gi|364 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLAAGPAATPATPGHHRVGRWLDRLQ 
              180       190         200       210       220         
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 18.7 E():   72 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (45-71:66-92) 
 
           20        30        40        50        60        70     
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|109 SYGDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
           80                                                       
2MEPSP TFPDYF                                                       
                                                                    
gi|109 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDT 
         100       110       120       130       140       150      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 18.7 E():   72 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (45-71:66-92) 
 
           20        30        40        50        60        70     
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|811 AYGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
           80                                                       
2MEPSP TFPDYF                                                       
                                                                    
gi|811 FEVKCSKPEACSDKPVIIHITDMNTEPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDM 
         100       110       120       130       140       150      
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.7  bits: 20.1 E():   74 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (12-36:517-541) 
 
                                  10        20        30        40  
2MEPSP                    RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
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gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
              50        60        70        80                      
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                      
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (9-40:183-213) 
 
                                     10        20        30         
2MEPSP                       RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
       40        50        60        70        80                   
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                   
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 17.7 E():   81 
Smith-Waterman score: 42; 34.8% identity (56.5% similar) in 23 aa overlap (14-36:71-93) 
 
                                10        20        30        40    
2MEPSP                  RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :.  . : .:.    :: ::        
gi|738 ETADATPEKEEPTAAPAEPEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPV 
               50        60        70        80        90       100 
 
            50        60        70        80               
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF               
                                                           
gi|738 AEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAAETATTEVPVEKTEE 
              110       120       130       140       150  
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 47; 46.2% identity (76.9% similar) in 13 aa overlap (17-29:454-466) 
 
                             10        20        30        40       
2MEPSP               RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     :.:::.. .:  :                  
gi|476 LNPSCKSLHPGRTPKELELHQKPTTLLMDEKMGASLNSSPPNCKNKCKGCQPCKPKLIIV 
           430       440       450       460       470       480    
 
         50        60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF 
                                          
gi|476 HPNQPEDYYPQRWVCSCHNKIYNP           
           490       500                  
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (27-35:214-222) 
 
                   10        20        30        40        50       
2MEPSP     RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
         60        70        80                                     
2MEPSP AACAEVPVTIRDPGCTRKTFPDYF                                     
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
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           250       260       270       280       290       300    
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 18.4 E():   87 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (26-33:245-252) 
 
                    10        20        30        40        50      
2MEPSP      RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
          60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYF 
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.4  bits: 18.1 E():   87 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (9-46:130-167) 
 
                                     10        20        30         
2MEPSP                       RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
       40        50        60        70        80     
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF     
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.4  bits: 18.1 E():   87 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (9-46:130-167) 
 
                                     10        20        30         
2MEPSP                       RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
       40        50        60        70        80     
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF     
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (14-51:12-50) 
 
               10        20        30        40         50          
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFSLAAC 
                    :. :. ..  .: : :::   . ... :. :. .. . :         
gi|179   DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASL 
                 10        20        30        40        50         
 
      60        70        80                                        
2MEPSP AEVPVTIRDPGCTRKTFPDYF                                        
                                                                    
gi|179 DGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGVLA 
       60        70        80        90       100       110         
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 27 aa overlap (45-71:66-92) 
 
           20        30        40        50        60        70     
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   ....:...:.     ::    
gi|409 TYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSC 
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          40        50        60        70        80        90      
 
           80                                                       
2MEPSP TFPDYF                                                       
                                                                    
gi|409 FEIKCTKPESCSGEPVLVHITDDNEEPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELEL 
         100       110       120       130       140       150      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 44; 28.9% identity (48.9% similar) in 45 aa overlap (19-63:92-135) 
 
                           10        20        30        40         
2MEPSP             RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. :   :  . :  : : : :  . . : 
gi|226 KASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIA-GALEVH 
              70        80        90       100       110        120 
 
       50        60        70        80                             
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                             
        .  :   .. :..:                                              
gi|226 AVKPATEEVGAAKIPAGELQIVDKIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKEST 
              130       140       150       160       170       180 
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.1 E():   88 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (24-34:3-13) 
 
               10        20        30        40        50        60 
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                              .: ::: :  :                           
gi|160                      SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNCAGKVIKS 
                                    10        20        30          
 
               70        80                                         
2MEPSP EVPVTIRDPGCTRKTFPDYF                                         
                                                                    
gi|160 VGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHIAQVWASQ 
      40        50        60        70        80        90          
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.2  bits: 14.7 E():   89 
Smith-Waterman score: 33; 75.0% identity (100.0% similar) in 4 aa overlap (69-72:3-6) 
 
       40        50        60        70        80       
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF       
                                     :::.               
gi|544                             APPGCSNHFNLETVFGNFVK 
                                           10        20 
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (42-53:15-26) 
 
              20        30        40        50        60        70  
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
              80                                                    
2MEPSP TRKTFPDYF                                                    
                                                                    
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.9  bits: 17.4 E():   93 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (14-51:21-59) 
 
                      10        20        30        40         50   
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2MEPSP        RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAM 
                           :. :. ..  .: : :::   . ... :. :. .. . :  
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP AFSLAACAEVPVTIRDPGCTRKTFPDYF                                 
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 44; 32.0% identity (72.0% similar) in 25 aa overlap (49-73:210-234) 
 
       20        30        40        50        60        70         
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 
                                     ..:.: ..:: :::  .. . . :.      
gi|481 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAM 
     180       190       200       210       220       230          
 
       80                                        
2MEPSP YF                                        
                                                 
gi|481 SEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
     240       250       260       270       280 
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (14-70:28-82) 
 
                             10        20        30        40       
2MEPSP               RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|214 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
           50        60        70        80                         
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                         
        : .....   ::  :   .::. ::                                   
gi|214 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (14-70:28-82) 
 
                             10        20        30        40       
2MEPSP               RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
           50        60        70        80                         
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                         
        : .....   ::  :   .::. ::                                   
gi|158 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.1 E():   95 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (24-34:20-30) 
 
               10        20        30        40        50        60 
2MEPSP RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACA 
                              .: ::: :  :                           
gi|510     MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNCAGKVIKS 
                   10        20        30        40        50       
 
               70        80                                         
2MEPSP EVPVTIRDPGCTRKTFPDYF                                         
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gi|510 VGPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHIAQVWASQ 
         60        70        80        90       100       110       
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (26-33:272-279) 
 
                    10        20        30        40        50      
2MEPSP      RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
          60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYF 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (26-33:272-279) 
 
                    10        20        30        40        50      
2MEPSP      RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
          60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYF 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (26-33:272-279) 
 
                    10        20        30        40        50      
2MEPSP      RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
          60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYF 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (26-33:273-280) 
 
                    10        20        30        40        50      
2MEPSP      RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|473 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
            250       260       270       280                       
 
          60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYF 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.1 E():   95 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (38-69:23-54) 
 
        10        20        30        40        50        60        
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|191         MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
        70        80                                                
2MEPSP DPGCTRKTFPDYF                                                
       ::                                                           
gi|191 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
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>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.1 E():   95 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (38-69:23-54) 
 
        10        20        30        40        50        60        
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|730         MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
        70        80                                                
2MEPSP DPGCTRKTFPDYF                                                
       ::                                                           
gi|730 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (14-51:25-63) 
 
                          10        20        30        40          
2MEPSP            RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDH 
                               :. :. ..  .: : :::   . ... :. :. ..  
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                             
       . :                                                          
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.4 E():   96 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (26-33:277-284) 
 
                    10        20        30        40        50      
2MEPSP      RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSFQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
        250       260       270       280       290                 
 
          60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYF 
 
>>gi|348137|gb|AAA16792.1| superoxide dismutase (mangane  (233 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.5  bits: 18.1 E():   97 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (9-46:158-195) 
 
                                     10        20        30         
2MEPSP                       RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|348 AIDADFGSLEKLIQLMNAEGAALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
       130       140       150       160       170       180        
 
       40        50        60        70        80     
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF     
       . .::...                                       
gi|348 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
       190       200       210       220       230    
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.8 E():   98 
Smith-Waterman score: 45; 29.6% identity (59.3% similar) in 27 aa overlap (26-52:51-77) 
 
                    10        20        30        40        50      
2MEPSP      RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :   .:.  .: :.: .  :: .: ..    
gi|118 MLLLFFFAASVGITDAQVGVCYGMQGNNLPPVSEVIALYKKSNITRMRIYDPNRAVLEAL 
               30        40        50        60        70        80 
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          60        70        80                                    
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYF                                    
                                                                    
gi|118 RGSNIELILGVPNSDLQSLTNPSNAKSWVQKNVRGFWSSVLFRYIAVGNEISPVNRGTAW 
               90       100       110       120       130       140 
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (14-51:29-67) 
 
                              10        20        30        40      
2MEPSP                RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|218 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                         
        .. . :                                                      
gi|218 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (14-51:29-67) 
 
                              10        20        30        40      
2MEPSP                RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                         
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (14-51:29-67) 
 
                              10        20        30        40      
2MEPSP                RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                         
        .. . :                                                      
gi|256 NQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (14-51:29-67) 
 
                              10        20        30        40      
2MEPSP                RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                         
        .. . :                                                      
gi|864 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
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>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (14-51:29-67) 
 
                              10        20        30        40      
2MEPSP                RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . ... :. :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYF                         
        .. . :                                                      
gi|558 NQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A-IV   (297 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.4 E():   98 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (26-33:283-290) 
 
                    10        20        30        40        50      
2MEPSP      RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            260       270       280       290                       
 
          60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYF 
 
>>gi|161610580|gb|ABX75045.1| LTP isoallergen 2 [Arachis  (92 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 16.7 E():   99 
Smith-Waterman score: 39; 26.7% identity (66.7% similar) in 15 aa overlap (26-40:70-84) 
 
                    10        20        30        40        50      
2MEPSP      RVKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|161 TTADRQAACNCLKAAAGSLHGLNQGNAAALPGRCGVSIPYKISTSTNCATIKF        
      40        50        60        70        80        90          
 
          60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYF 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:08 2011 done: Tue Apr 19 10:58:08 2011 
 Total Scan time:  0.040 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 358  - 437 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     1     2:* 
  32     5     8:==* 
  34    24    22:=======* 
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  36    31    44:===========   * 
  38    83    73:========================*=== 
  40    98   102:=================================* 
  42   125   125:=========================================* 
  44   112   138:======================================       * 
  46   132   140:============================================  * 
  48   175   134:============================================*============== 
  50   131   122:========================================*=== 
  52   113   108:===================================*== 
  54    92    92:==============================* 
  56    60    77:====================     * 
  58    59    63:====================* 
  60    44    51:=============== * 
  62    27    41:=========    * 
  64    24    33:========  * 
  66    34    26:========*=== 
  68    20    20:======* 
  70    26    16:=====*=== 
  72    16    12:===*== 
  74    10    10:===* 
  76     9     8:==* 
  78     3     6:=* 
  80    17     5:=*==== 
  82     7     3:*== 
  84     3     3:* 
  86     0     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.16630.00333; mu= 10.7622 0.173 
 mean_var=33.8688 8.818, 0's: 2 Z-trim: 3  B-trim: 72 in 1/43 
 Lambda= 0.220381 
 Kolmogorov-Smirnov  statistic: 0.0272 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   63 24.3    0.79 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   59 23.1     1.7 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   56 22.1     3.4 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.5     3.6 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   57 22.5     5.3 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   57 22.5     5.3 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   52 20.9     9.4 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.9      11 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   51 20.5      11 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   51 20.5      11 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.5      11 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   53 21.2      12 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   53 21.2      13 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   53 21.2      13 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   52 20.9      15 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.9      15 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   51 20.6      15 
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gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   51 20.6      15 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   53 21.3      16 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   51 20.6      16 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   52 20.9      16 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   52 20.9      16 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   52 20.9      16 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   51 20.6      16 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   53 21.3      16 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   51 20.6      17 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   51 20.6      17 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   51 20.6      17 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   51 20.6      17 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   51 20.6      17 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   51 20.6      17 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   51 20.6      17 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   49 19.9      17 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   52 21.0      23 
gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Pe ( 320)   51 20.6      23 
gi|195933901|gb|ACG58378.1| Der p 1 allergen precu ( 320)   51 20.6      23 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.6      26 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.3      27 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.6      28 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   46 18.9      28 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   50 20.3      28 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   50 20.3      28 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   50 20.3      28 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   46 18.9      28 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   48 19.6      30 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.6      34 
gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergi ( 125)   45 18.6      37 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.7      37 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   48 19.7      37 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   48 19.7      37 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.7      37 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 20.0      37 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   48 19.7      37 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   45 18.6      39 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   45 18.6      39 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   47 19.3      40 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   47 19.3      40 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   49 20.0      42 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   49 20.0      42 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   47 19.3      44 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   46 19.0      47 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.3      47 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   46 19.0      47 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   46 19.0      48 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.7      48 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.3      50 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   46 19.0      50 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   46 19.0      50 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.3      51 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 18.0      53 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   47 19.4      53 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 20.0      54 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 20.0      54 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.0      55 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   49 20.0      56 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.3      56 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   47 19.4      57 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   44 18.3      57 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   44 18.3      57 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   44 18.3      57 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   44 18.3      57 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   46 19.0      61 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   45 18.7      62 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   45 18.7      62 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   43 18.0      62 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   43 18.0      62 
gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-termi (  26)   36 15.6      63 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   43 18.0      64 
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gi|741844|prf||2008179A major allergen Par j I     ( 143)   43 18.0      64 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   43 18.0      64 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 15.6      65 
gi|21920|emb|CAA39099.1| CM2 protein [Triticum tur ( 145)   43 18.0      65 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   43 18.0      65 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.3      65 
gi|78038796|emb|CAI43283.4| mala s 12 allergen pre ( 618)   49 20.1      65 
gi|256095986|emb|CAQ68250.1| Der p 1 allergen prec ( 302)   46 19.0      66 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.3      66 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   43 18.0      66 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   47 19.4      67 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   46 19.0      69 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   46 19.0      69 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.4      70 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   43 18.0      71 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   43 18.0      71 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   45 18.7      72 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   47 19.4      72 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 18.0      72 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 18.7      73 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   45 18.7      73 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 20.1      74 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   42 17.7      75 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 18.0      77 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 19.1      80 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 17.7      83 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.4      84 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.7      86 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.4      88 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 18.0      88 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 18.0      88 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   44 18.4      89 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.4      89 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.3      90 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 18.0      90 
gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=P ( 134)   41 17.3      93 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 18.4      94 
gi|544618|gb|AAB29344.1| 36 kda allergen {peptide  (  20)   33 14.6      94 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   41 17.4      95 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   44 18.4      96 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   44 18.4      96 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   44 18.4      96 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   44 18.4      96 
gi|51093375|gb|AAT95009.1| allergen Pol e 5 precur ( 226)   43 18.0      96 
gi|2147108|pir||S66499 allergen Lep d 1.02 precurs ( 141)   41 17.4      97 
gi|1582223|prf||2118249B allergen Lep d 1.02       ( 141)   41 17.4      97 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   44 18.4      98 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   41 17.4      98 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   40 17.0      98 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   40 17.0      98 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   45 18.7      99 
gi|348137|gb|AAA16792.1| superoxide dismutase (man ( 233)   43 18.0      99 
gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A ( 297)   44 18.4      99 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  63  Z-score: 104.3  bits: 24.3 E(): 0.79 
Smith-Waterman score: 63; 30.4% identity (53.6% similar) in 69 aa overlap (13-76:27-93) 
 
                             10        20        30        40       
2MEPSP               VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTY 
                                 :. :: .:   : :::::   .::.. :  . .  
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
 
           50           60        70        80                      
2MEPSP DDHRMAMAFSLAACA---EVPVTIRDPGCTRKTFPDYFD                      
       :.   .. .:  . .   .::  :.  :: .   :                          
gi|457 DSPTAVIKISAKVNGVELQVP-GIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKAD 
      60        70        80         90       100       110         
 
gi|457 VTASLTGAHGLLACGTVHGEVQN 
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      120       130       140  
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  59  Z-score: 98.3  bits: 23.1 E():  1.7 
Smith-Waterman score: 59; 28.3% identity (53.3% similar) in 60 aa overlap (11-69:10-66) 
 
               10        20        30        40         50          
2MEPSP VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACA 
                 . :.:.:  .   : :.:.:   . :.. : . . .:   :    ::  : 
gi|484  GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQDTTKATIKVLAKVA 
                10        20         30        40        50         
 
      60        70        80                                        
2MEPSP EVPVTIRDPGCTRKTFPDYFD                                        
        .:. .  ::                                                   
gi|484 GTPIQV--PGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAELVGDHGVLA 
       60          70        80        90       100       110       
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 93.0  bits: 22.1 E():  3.4 
Smith-Waterman score: 56; 24.6% identity (57.9% similar) in 57 aa overlap (13-69:12-67) 
 
               10        20        30        40        50        60 
2MEPSP VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 
                   :. .:..:   : .::.:   . :.. :    ..   .... :.:  . 
gi|484  GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIID 
                10        20         30        40        50         
 
               70        80                                         
2MEPSP VPVTIRDPGCTRKTFPDYFD                                         
         ..:  ::                                                    
gi|484 GDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLA 
       60        70        80        90       100       110         
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 92.4  bits: 23.5 E():  3.6 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (19-45:23-50) 
 
                   10        20        30        40         50      
2MEPSP     VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDHRMAMAFSL 
                             :. ::  .: :.. ::.... ... .::           
gi|122 MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVDVIHEFEEI 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFD                                    
                                                                    
gi|122 PVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRGIFGNGARV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.4  bits: 22.5 E():  5.3 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (44-70:74-100) 
 
            20        30        40        50        60        70    
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
            80                                                      
2MEPSP TFPDYFD                                                      
                                                                    
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.4  bits: 22.5 E():  5.3 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (44-70:74-100) 
 
            20        30        40        50        60        70    
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2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
            80                                                      
2MEPSP TFPDYFD                                                      
                                                                    
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 85.0  bits: 20.9 E():  9.4 
Smith-Waterman score: 52; 31.4% identity (62.9% similar) in 35 aa overlap (1-34:104-138) 
 
                                             10         20          
2MEPSP                               VKETERMVAIRTE-LTKLGASVEEGPDYCI 
                                     ::. ...  .: : : .:  .. : : .:  
gi|110 INQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCN 
            80        90       100       110       120       130    
 
      30        40        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 
       :.: .                                               
gi|110 ISPSQGCQFSSPYWSY                                    
           140                                             
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 83.7  bits: 20.9 E():   11 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (21-49:36-62) 
 
                         10        20        30        40        50 
2MEPSP           VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
               60        70        80                               
2MEPSP MAFSLAACAEVPVTIRDPGCTRKTFPDYFD                               
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 83.7  bits: 20.5 E():   11 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (13-69:28-82) 
 
                              10        20        30        40      
2MEPSP                VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
          50        60         70        80                         
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYFD                         
        .. .   .. . :.:  .::. ::                                    
gi|170 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 83.7  bits: 20.5 E():   11 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (13-69:28-82) 
 
                              10        20        30        40      
2MEPSP                VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
          50        60         70        80                         
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYFD                         
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        .. .   .. . :.:  .::. ::                                    
gi|158 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 83.5  bits: 20.5 E():   11 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (13-50:29-67) 
 
                               10        20        30        40     
2MEPSP                 VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
            50        60        70        80                        
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                        
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.0  bits: 21.2 E():   12 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (54-70:67-83) 
 
            30        40        50        60        70        80    
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD    
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.2 E():   13 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (54-70:78-94) 
 
            30        40        50        60        70        80    
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD    
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.5  bits: 21.2 E():   13 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (54-70:85-101) 
 
            30        40        50        60        70        80    
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD    
                                     :..::...:.     ::              
gi|115 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
           60        70        80        90       100       110     
 
gi|115 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
          120       130       140       150       160       170     
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.5  bits: 20.9 E():   15 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (55-70:55-70) 
 
           30        40        50        60        70        80     
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD     
                                     ..::..::.     ::               
gi|114 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
           30        40        50        60        70        80     
 
gi|114 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
           90       100       110       120       130       140     
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>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 81.5  bits: 20.9 E():   15 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (17-34:180-197) 
 
                             10        20         30        40      
2MEPSP               VKETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
          50        60        70        80   
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD   
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.2  bits: 20.6 E():   15 
Smith-Waterman score: 51; 32.5% identity (50.0% similar) in 80 aa overlap (2-78:56-126) 
 
                                            10         20        30 
2MEPSP                              VKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
               40         50         60        70        80         
2MEPSP TPPEKLNVTAI-DTYDDHRMAMA-FSLAACAEVPVTIRDPGCTRKTFPDYFD         
          :.:..  : :: .: : :.: .   :  .      ::   ..:.: :           
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDP-LKKETIPYYTKKFDEVVKA 
        80        90       100       110        120       130       
 
gi|144 NGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRP 
        140       150       160       170       180       190       
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.1  bits: 20.6 E():   15 
Smith-Waterman score: 51; 32.5% identity (50.0% similar) in 80 aa overlap (2-78:60-130) 
 
                                            10         20        30 
2MEPSP                              VKETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
               40         50         60        70        80         
2MEPSP TPPEKLNVTAI-DTYDDHRMAMA-FSLAACAEVPVTIRDPGCTRKTFPDYFD         
          :.:..  : :: .: : :.: .   :  .      ::   ..:.: :           
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDP-LKKETIPYYTKKFDEVVKA 
              90       100       110       120        130       140 
 
gi|622 NGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRP 
              150       160       170       180       190       200 
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 81.1  bits: 21.3 E():   16 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (34-70:91-131) 
 
            10        20        30        40         50             
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|627 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISQLTTSQQDIVLADELSQEVCILSA 
               70        80        90       100       110       120 
 
      60        70        80                                        
2MEPSP EVPVTIRDPGCTRKTFPDYFD                                        
       .: : :  :::                                                  
gi|627 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              130       140       150       160       170       180 
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>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 80.9  bits: 20.6 E():   16 
Smith-Waterman score: 51; 33.3% identity (56.4% similar) in 39 aa overlap (49-80:1-37) 
 
       20        30        40        50             60          70  
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA-----FSLAACAEVPVTI--RDPGCT 
                                     ::::     ::.. :. .: ..   .  :. 
gi|209                               MAMAGVFVLFSFVLCGFLPDAVFGAEVDCS 
                                             10        20        30 
 
              80                                                    
2MEPSP RKTFPDYFD                                                    
       :  ::.  :                                                    
gi|209 R--FPNATDMEGKDVLVCNKDLRPICGTDGVTYTNDCLLCAYSVEFGTNISKEHDGECKE 
                 40        50        60        70        80         
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.8  bits: 20.9 E():   16 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (55-70:79-94) 
 
           30        40        50        60        70        80     
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD     
                                     ..::..::.     ::               
gi|141 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|141 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.8  bits: 20.9 E():   16 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (55-70:79-94) 
 
           30        40        50        60        70        80     
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD     
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVFITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.8  bits: 20.9 E():   16 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (55-70:79-94) 
 
           30        40        50        60        70        80     
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD     
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.7  bits: 20.6 E():   16 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (26-67:109-140) 
 
                    10        20        30        40        50      
2MEPSP      VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
          60        70        80                                    
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFD                                    
       .: : : . :.:                                                 
gi|616 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
     130        140       150       160       170       180         
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>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 80.6  bits: 21.3 E():   16 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (34-70:111-151) 
 
            10        20        30        40         50             
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|170 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISNLTTSQQDIVLADELSQEVCILSA 
               90       100       110       120       130       140 
 
      60        70        80                                        
2MEPSP EVPVTIRDPGCTRKTFPDYFD                                        
       .: : :  :::                                                  
gi|170 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              150       160       170       180       190       200 
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.5  bits: 20.6 E():   17 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (26-67:115-146) 
 
                    10        20        30        40        50      
2MEPSP      VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
          60        70        80                                    
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFD                                    
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.5  bits: 20.6 E():   17 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (26-67:115-146) 
 
                    10        20        30        40        50      
2MEPSP      VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
          60        70        80                                    
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFD                                    
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.5  bits: 20.6 E():   17 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (26-67:115-146) 
 
                    10        20        30        40        50      
2MEPSP      VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
          60        70        80                                    
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFD                                    
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.5  bits: 20.6 E():   17 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (26-67:115-146) 
 
                    10        20        30        40        50      
2MEPSP      VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
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gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
          60        70        80                                    
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFD                                    
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.5  bits: 20.6 E():   17 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (26-67:115-146) 
 
                    10        20        30        40        50      
2MEPSP      VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
          60        70        80                                    
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFD                                    
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.5  bits: 20.6 E():   17 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (26-67:115-146) 
 
                    10        20        30        40        50      
2MEPSP      VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
          60        70        80                                    
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFD                                    
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.5  bits: 20.6 E():   17 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (26-67:115-146) 
 
                    10        20        30        40        50      
2MEPSP      VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
          60        70        80                                    
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFD                                    
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 49; 25.7% identity (60.0% similar) in 35 aa overlap (1-34:96-130) 
 
                                             10         20          
2MEPSP                               VKETERMVAIR-TELTKLGASVEEGPDYCI 
                                     :.. ...  :.  :. .:  .. : :  :  
gi|244 YNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICS 
          70        80        90       100       110       120      
 
      30        40        50        60        70        80 
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 
       :.: .                                               
gi|244 ISPSQGCQFQSSY                                       

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11609

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

         130                                               
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 78.1  bits: 21.0 E():   23 
Smith-Waterman score: 52; 22.7% identity (54.5% similar) in 44 aa overlap (1-44:81-124) 
 
                                             10        20        30 
2MEPSP                               VKETERMVAIRTELTKLGASVEEGPDYCII 
                                     . :.  .  .   :..::.. ..: :.    
gi|513 AFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATA 
               60        70        80        90       100       110 
 
               40        50        60        70        80           
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD           
           :: .: : ..                                               
gi|513 GSTIKLPTTIIPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKAL 
              120       130       140       150       160       170 
 
>>gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Peptid  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 77.8  bits: 20.6 E():   23 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (26-67:213-244) 
 
                    10        20        30        40        50      
2MEPSP      VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|730 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
          60        70        80                                    
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFD                                    
       .: : : . :.:                                                 
gi|730 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|195933901|gb|ACG58378.1| Der p 1 allergen precursor  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 77.8  bits: 20.6 E():   23 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (26-67:213-244) 
 
                    10        20        30        40        50      
2MEPSP      VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|195 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
          60        70        80                                    
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFD                                    
       .: : : . :.:                                                 
gi|195 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 77.1  bits: 19.6 E():   26 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (29-56:106-134) 
 
                 10        20        30        40        50         
2MEPSP   VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
        60        70        80               
2MEPSP CAEVPVTIRDPGCTRKTFPDYFD               
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.8  bits: 19.3 E():   27 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (13-40:28-54) 
 
                              10        20        30        40      
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2MEPSP                VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
          50        60        70        80                          
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                          
                                                                    
gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.5  bits: 19.6 E():   28 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (27-33:141-147) 
 
                   10        20        30        40        50       
2MEPSP     VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
         60        70        80 
2MEPSP ACAEVPVTIRDPGCTRKTFPDYFD 
                                
gi|124 RRLALVNENPLDVLFQEV       
              180               
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 76.5  bits: 18.9 E():   28 
Smith-Waterman score: 46; 30.0% identity (60.0% similar) in 30 aa overlap (4-32:75-104) 
 
                                          10         20        30   
2MEPSP                            VKETERMVAIRTELTKLGA-SVEEGPDYCIITP 
                                     :.:.. .:  :.  :. ..   : ::.  : 
gi|999 SVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMAAALVPKYCLQHP 
           50        60        70        80        90       100     
 
             40        50        60        70        80 
2MEPSP PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 
                                                        
gi|999 HACDLYKNQTVMS                                    
          110                                           
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.4  bits: 20.3 E():   28 
Smith-Waterman score: 50; 24.6% identity (58.0% similar) in 69 aa overlap (14-79:51-112) 
 
                                10        20           30        40 
2MEPSP                  VKETERMVAIRTELTKLGASVEEGP--DYC-IITPPEKLNVTA 
                                     .:. ::.. .:   :.  ...  .:..:.  
gi|198 NASLAQGHPTFLLVREITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVV- 
               30        40        50        60        70           
 
               50        60        70        80                     
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                     
       :.:    ..:  :.:        .:.. :  .. ::. :                      
gi|198 ISTLGAPQIADQFNLIK------AIKEVGTIKRFFPSEFGNDVDKHHAVEPMKSMFDLKI 
      80        90             100       110       120       130    
 
gi|198 KLRRTIEAEGIPHTYVVPHCFAGYFLTNLAQLGLAAPPRDKIVIYGDGTTKAVYMKEEDI 
           140       150       160       170       180       190    
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.4  bits: 20.3 E():   28 
Smith-Waterman score: 50; 28.0% identity (72.0% similar) in 25 aa overlap (55-79:89-113) 
 
           30        40        50        60        70        80     
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD     
                                     ::  ... ..:.. : ... ::. :      
gi|324 FVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDVD 
       60        70        80        90       100       110         
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gi|324 RSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASSAPRDKVVI 
      120       130       140       150       160       170         
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.4  bits: 20.3 E():   28 
Smith-Waterman score: 50; 25.9% identity (70.4% similar) in 27 aa overlap (53-79:87-113) 
 
             30        40        50        60        70        80   
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD   
                                     ..::  ... ..:.. :  .. ::. :    
gi|107 VTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGND 
         60        70        80        90       100       110       
 
gi|107 VDRVHAVEPAKTAFATKAEIRRKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKV 
        120       130       140       150       160       170       
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.4  bits: 18.9 E():   28 
Smith-Waterman score: 46; 20.5% identity (52.3% similar) in 44 aa overlap (33-76:49-92) 
 
             10        20        30        40        50        60   
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:  .  
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
             70        80                       
2MEPSP VTIRDPGCTRKTFPDYFD                       
          .. .   : .:                           
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.9  bits: 19.6 E():   30 
Smith-Waterman score: 48; 25.0% identity (56.2% similar) in 32 aa overlap (44-72:151-182) 
 
            20        30        40        50           60        70 
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA---CAEVPVTIRDPGC 
                                     :.:.....  . :    : .. . : : :  
gi|256 IVEREGLQAVKLAARDTVDGWFNIERVSREYNDYKLVFCPQQAEDNKCEDIGIQIDDDGI 
              130       140       150       160       170       180 
 
               80              
2MEPSP TRKTFPDYFD              
        :                      
gi|256 RRLVLSKNKPLVVQFQKFRSSTA 
              190       200    
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.0  bits: 19.6 E():   34 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (69-79:206-216) 
 
       40        50        60        70        80                
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                
                                     ::.:: .:  .                 
gi|131 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
         180       190       200       210       220       230   
 
>>gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergillus  (125 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 74.3  bits: 18.6 E():   37 
Smith-Waterman score: 45; 31.7% identity (43.9% similar) in 41 aa overlap (48-80:45-84) 
 
        20        30        40        50        60        70        
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK---- 
                                     :: . :. : : . :   .: :  .      
gi|302 HAPLSDGKTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKD-GMGKDDHYL 
           20        30        40        50        60         70    
 
                80                                          
2MEPSP ----TFPDYFD                                          
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           ::::  :                                          
gi|302 LEFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR 
            80        90       100       110       120      
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (69-79:233-243) 
 
       40        50        60        70        80                
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                
                                     ::.:: .:  .                 
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (69-79:233-243) 
 
       40        50        60        70        80                
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                
                                     ::.:: .:  .                 
gi|250 GGVDSCQGDSGGPVVDVATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (69-79:233-243) 
 
       40        50        60        70        80                
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                
                                     ::.:: .:  .                 
gi|163 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (69-79:233-243) 
 
       40        50        60        70        80                
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                
                                     ::.:: .:  .                 
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 74.2  bits: 20.0 E():   37 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (17-45:141-170) 
 
                             10        20         30        40      
2MEPSP               VKETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
          50        60        70        80                          
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                          
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 19.7 E():   37 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (69-79:235-245) 
 
       40        50        60        70        80                
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                
                                     ::.:: .:  .                 
gi|511 GGKDSCQGDSGGPVVDVKNNQVVGIVSWGYGCARKGYPGVYTRVGNFIDWIESKRSQ 
          210       220       230       240       250       260  
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 45; 28.1% identity (50.0% similar) in 32 aa overlap (49-80:1-32) 
 
       20        30        40        50        60        70         
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  ..    .  : .  
gi|111                               MKFAIVLIACFAASVLAQEHKPEKDDFRNE 
                                             10        20        30 
 
       80                                                           
2MEPSP FD                                                           
       ::                                                           
gi|111 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 45; 28.1% identity (50.0% similar) in 32 aa overlap (49-80:1-32) 
 
       20        30        40        50        60        70         
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  ..    .  : .  
gi|420                               MKFAIVLIACFAASVLAQEHKPKKDDFRNE 
                                             10        20        30 
 
       80                                                           
2MEPSP FD                                                           
       ::                                                           
gi|420 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.6  bits: 19.3 E():   40 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (26-67:115-146) 
 
                    10        20        30        40        50      
2MEPSP      VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
          60        70        80                                    
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFD                                    
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.6  bits: 19.3 E():   40 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (26-67:115-146) 
 
                    10        20        30        40        50      
2MEPSP      VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
          60        70        80                                    
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFD                                    
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 73.3  bits: 20.0 E():   42 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (18-76:258-314) 
 
                            10        20        30        40        
2MEPSP              VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|111 MSLGGASGSTAMKQAVDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
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       230       240       250       260       270       280        
 
        50        60        70         80                           
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPDYFD                           
           .:: .. ::. :    ::  . .:.:                               
gi|111 SNRASFS-SVGAELEVMA--PGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 73.2  bits: 20.0 E():   42 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (18-76:258-314) 
 
                            10        20        30        40        
2MEPSP              VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|135 MSLGGPSGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
        50        60        70         80                           
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPDYFD                           
           .:: .. ::. :    ::  . .:.:                               
gi|135 SNRASFS-SVGAELEVMA--PGAGVYSTYPTSTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.9  bits: 19.3 E():   44 
Smith-Waterman score: 47; 45.5% identity (63.6% similar) in 11 aa overlap (69-79:218-228) 
 
       40        50        60        70        80                
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                
                                     :: :: .:  .                 
gi|225 GGKDSCQGDSGGPLVDVKNNQVVGNVSWGYGCERKGYPGVYTRVGNFIDWIESKRPQ 
       190       200       210       220       230       240     
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.3  bits: 19.0 E():   47 
Smith-Waterman score: 50; 20.4% identity (44.9% similar) in 49 aa overlap (28-76:130-174) 
 
                  10        20        30        40        50        
2MEPSP    VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                                     :..   .  . ...:   :      .. .  
gi|162 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVD 
     100       110       120       130       140       150          
 
        60        70        80                               
2MEPSP CAEVPVTIRDPGCTRKTFPDYFD                               
       :.: :     : :: .  :                                   
gi|162 CSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200         
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (13-50:12-50) 
 
               10        20        30        40         50          
2MEPSP VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFSLAACA 
                   :. :. .. ..: : :::   . ... :. :. .. . :          
gi|760  DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKANIN 
                10        20        30        40        50          
 
      60        70        80                                        
2MEPSP EVPVTIRDPGCTRKTFPDYFD                                        
                                                                    
gi|760 GLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGVLAC 
      60        70        80        90       100       110          
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.3  bits: 19.0 E():   47 
Smith-Waterman score: 50; 23.5% identity (45.1% similar) in 51 aa overlap (28-76:130-176) 
 
                  10        20        30        40          50      
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2MEPSP    VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH--RMAMAFSL 
                                     :..   .  . ...:   :   :  .:    
gi|124 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVS 
     100       110       120       130       140       150          
 
          60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFD                               
       . :.: :     : :: .  :                                   
gi|124 VDCSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200       210 
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.2  bits: 19.0 E():   48 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (26-67:116-147) 
 
                    10        20        30        40        50      
2MEPSP      VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          90       100       110       120                130       
 
          60        70        80                                    
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFD                                    
       .: : : . :.:                                                 
gi|146 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
        140        150       160       170       180       190      
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.2  bits: 19.7 E():   48 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (9-61:189-242) 
 
                                     10        20        30         
2MEPSP                       VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
       40          50        60        70        80                 
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                 
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.9  bits: 19.3 E():   50 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (18-59:58-99) 
 
                            10        20        30        40        
2MEPSP              VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
        50        60        70        80                            
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                            
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.9  bits: 19.0 E():   50 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (26-67:115-146) 
 
                    10        20        30        40        50      
2MEPSP      VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
          60        70        80                                    
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFD                                    
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       .: : : . :.:                                                 
gi|223 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.9  bits: 19.0 E():   50 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (26-67:115-146) 
 
                    10        20        30        40        50      
2MEPSP      VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
          60        70        80                                    
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFD                                    
       .: : : . :.:                                                 
gi|837 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.7  bits: 18.3 E():   51 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (13-69:28-82) 
 
                              10        20        30        40      
2MEPSP                VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
            50        60        70        80                        
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                        
        : .....   ::  :   .::. ::                                   
gi|212 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.4  bits: 18.0 E():   53 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (20-39:89-108) 
 
                          10        20        30        40          
2MEPSP            VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
      50        60        70        80 
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.4  bits: 19.4 E():   53 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (20-76:154-206) 
 
                          10        20        30        40          
2MEPSP            VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|287 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           130       140       150       160       170       180    
 
      50        60         70        80                             
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFD                             
       :...:. . .   .:  :  : ::  ::                                 
gi|287 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              190       200         210       220       230         
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.2  bits: 20.0 E():   54 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (14-51:168-204) 
 
                                10        20        30        40    
2MEPSP                  VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
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                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
            50        60        70        80                        
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                        
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 71.2  bits: 20.0 E():   54 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (14-51:168-204) 
 
                                10        20        30        40    
2MEPSP                  VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
            50        60        70        80                        
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                        
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.1  bits: 18.0 E():   55 
Smith-Waterman score: 43; 40.0% identity (66.7% similar) in 15 aa overlap (65-78:80-94) 
 
           40        50        60         70        80              
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFD              
                                     ..: ::: :.   :.                
gi|253 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
      50        60        70        80        90       100          
 
gi|253 HNAPYCLGLDI 
     110       120 
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 71.0  bits: 20.0 E():   56 
Smith-Waterman score: 49; 34.5% identity (55.2% similar) in 29 aa overlap (50-76:13-41) 
 
      20        30        40        50        60          70        
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP--GCTRKTFPD 
                                     :.. . :: : .::  .    ::  : .:  
gi|558                   NYRAFALALLFCALSCQAAAAAYAPVPAKADFLGCLMKEIPA 
                                 10        20        30        40   
 
        80                                                          
2MEPSP YFD                                                          
                                                                    
gi|558 RLLYAKSSPDYPTVLAQTIRNSRWSSPQNVKPIYIITPTNASHIQSAVVCGRRHGIRLRV 
             50        60        70        80        90       100   
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (35-64:65-94) 
 
           10        20        30        40        50        60     
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
           70        80                                             
2MEPSP IRDPGCTRKTFPDYFD                                             
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
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>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 70.8  bits: 19.4 E():   57 
Smith-Waterman score: 47; 58.3% identity (75.0% similar) in 12 aa overlap (22-31:162-173) 
 
                        10        20          30        40          
2MEPSP          VKETERMVAIRTELTKLGASVEEG--PDYCIITPPEKLNVTAIDTYDDHRM 
                                     :.:  ::::. :                   
gi|320 AFLAQTSHETTGGWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQ 
             140       150       160       170       180       190  
 
      50        60        70        80                              
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                              
                                                                    
gi|320 ISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMTPQSPKPSCHNVITGRWTP 
             200       210       220       230       240       250  
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (30-75:14-59) 
 
               10        20        30        40        50        60 
2MEPSP VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 
                                    :  :. ... ..:. :.    .: . . ::: 
gi|901                 MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAE 
                               10        20         30        40    
 
               70         80                                        
2MEPSP VPVTIRDPGCTRK-TFPDYFD                                        
       .      ::  .: ::                                             
gi|901 ILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYET 
            50        60        70        80        90       100    
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 44; 26.7% identity (53.3% similar) in 60 aa overlap (17-75:1-59) 
 
               10        20        30        40        50        60 
2MEPSP VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 
                       .:. . :.     : ::. ... ..:. :.    .: .    :: 
gi|753                 MGVYTFENEYTSEIPPPRLFKAFVLDA-DNLIPKIAPQAIKHAE 
                               10        20         30        40    
 
               70         80                                        
2MEPSP VPVTIRDPGCTRK-TFPDYFD                                        
       .      :: :.: ::                                             
gi|753 ILEGDGGPGTTKKITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYET 
            50        60        70        80        90       100    
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (30-75:14-59) 
 
               10        20        30        40        50        60 
2MEPSP VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 
                                    :  :. ... ..:. :.    .: . . ::: 
gi|901                 MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAE 
                               10        20         30        40    
 
               70         80                                        
2MEPSP VPVTIRDPGCTRK-TFPDYFD                                        
       .      ::  .: ::                                             
gi|901 ILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYET 
            50        60        70        80        90       100    
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (30-75:14-59) 
 
               10        20        30        40        50        60 
2MEPSP VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 
                                    :  :. ... ..:. :.    .: . . ::: 
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gi|880                 MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAE 
                               10        20         30        40    
 
               70         80                                        
2MEPSP VPVTIRDPGCTRK-TFPDYFD                                        
       .      ::  .: ::                                             
gi|880 ILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYET 
            50        60        70        80        90       100    
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (1-34:170-204) 
 
                                             10        20           
2MEPSP                               VKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|760 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
     140       150       160       170       180       190          
 
      30        40        50        60        70        80          
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD          
       : ::.                                                        
gi|760 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYG 
     200       210       220       230       240       250          
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.2  bits: 18.7 E():   62 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (26-67:115-146) 
 
                    10        20        30        40        50      
2MEPSP      VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
          60        70        80                                    
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFD                                    
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.2  bits: 18.7 E():   62 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (26-67:115-146) 
 
                    10        20        30        40        50      
2MEPSP      VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
          60        70        80                                    
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFD                                    
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (9-38:92-125) 
 
                                     10        20        30         
2MEPSP                       VKETERMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|249 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
              70        80        90       100       110       120  
 
           40        50        60        70        80 
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 
        .:.                                           
gi|249 DVNMDCKTLGVLHYKGN                              
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             130                                      
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (9-38:56-89) 
 
                                     10        20        30         
2MEPSP                       VKETERMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|391 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
          30        40        50        60        70        80      
 
           40        50        60        70        80         
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD         
        .:.                                                   
gi|391 DVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
          90       100       110       120       130          
 
>>gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-terminal}  (26 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.0  bits: 15.6 E():   63 
Smith-Waterman score: 36; 50.0% identity (75.0% similar) in 8 aa overlap (68-75:13-20) 
 
        40        50        60        70        80  
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD  
                                     : :.:. :       
gi|133                   NDNTFEGEYHAFPDCARNLFKGRQQE 
                                 10        20       
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 43; 45.5% identity (72.7% similar) in 11 aa overlap (68-78:103-113) 
 
        40        50        60        70        80                  
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                  
                                     ::: :..  :.                    
gi|195 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|195 YCLAMEESQWS 
            140    
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (9-38:50-83) 
 
                                     10        20        30         
2MEPSP                       VKETERMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|741 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
      20        30        40        50        60        70          
 
           40        50        60        70        80               
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD               
        .:.                                                         
gi|741 DVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDPRLEFRPPHRKKPNPAF 
      80        90       100       110       120       130          
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 43; 45.5% identity (72.7% similar) in 11 aa overlap (68-78:103-113) 
 
        40        50        60        70        80                  
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                  
                                     ::: :..  :.                    
gi|219 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|219 YCLAMEESQWS 
            140    
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
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 initn:  36 init1:  36 opt:  36  Z-score: 69.8  bits: 15.6 E():   65 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (55-63:17-25) 
 
           30        40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 
                                     : ::::  :                  
gi|391               SFREQCVPGREITYECLNACAEYAVRQ                
                             10        20                       
 
>>gi|21920|emb|CAA39099.1| CM2 protein [Triticum turgidu  (145 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 43; 40.0% identity (66.7% similar) in 15 aa overlap (65-78:105-119) 
 
           40        50        60         70        80              
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFD              
                                     ..: ::: :.   :.                
gi|219 CKELYDASQHCRCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
           80        90       100       110       120       130     
 
gi|219 HNTPYCLGLDI 
          140      
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 43; 40.0% identity (66.7% similar) in 15 aa overlap (65-78:105-119) 
 
           40        50        60         70        80              
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFD              
                                     ..: ::: :.   :.                
gi|217 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTV 
           80        90       100       110       120       130     
 
gi|217 HNAPYCLGLDI 
          140      
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 18.3 E():   65 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (25-32:172-179) 
 
                     10        20        30        40        50     
2MEPSP       VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
           60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFD 
 
>>gi|78038796|emb|CAI43283.4| mala s 12 allergen precurs  (618 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.7  bits: 20.1 E():   65 
Smith-Waterman score: 49; 36.8% identity (57.9% similar) in 19 aa overlap (61-79:480-498) 
 
               40        50        60        70        80           
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD           
                                     . .: .::    :  :.::            
gi|780 KVSPVEILGNVMFGSISIQAALQHPLSRGSIKITSKDPFAYPKINPNYFAENLDLVLLRE 
     450       460       470       480       490       500          
 
gi|780 GFKLIREMSQQSPLKDVIDFETVPGDKVQTNEDWENWIRSAAGTEYHPSSTCAMLPRGDG 
     510       520       530       540       550       560          
 
>>gi|256095986|emb|CAQ68250.1| Der p 1 allergen precurso  (302 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.7  bits: 19.0 E():   66 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (26-67:195-226) 
 
                    10        20        30        40        50      
2MEPSP      VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|256 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          170       180       190       200                210      
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          60        70        80                                    
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFD                                    
       .: : : . :.:                                                 
gi|256 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          220       230       240       250       260       270     
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 17.3 E():   66 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (25-39:70-84) 
 
                     10        20        30        40        50     
2MEPSP       VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
           60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFD 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 43; 45.5% identity (72.7% similar) in 11 aa overlap (68-78:103-113) 
 
        40        50        60        70        80                  
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                  
                                     ::: :..  :.                    
gi|585 ANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|585 YCLAMDEWQWNRQFCSS 
            140          
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 69.5  bits: 19.4 E():   67 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (20-76:144-196) 
 
                          10        20        30        40          
2MEPSP            VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|855 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
      50        60         70        80                             
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFD                             
       :...:. . .   .:  :  : ::  ::                                 
gi|855 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              180       190         200       210       220         
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.2  bits: 19.0 E():   69 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (1-34:188-222) 
 
                                             10        20           
2MEPSP                               VKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
gi|275 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
      30        40        50        60        70        80          
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD          
       : ::.                                                        
gi|275 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 69.2  bits: 19.0 E():   69 
Smith-Waterman score: 46; 28.6% identity (48.6% similar) in 35 aa overlap (1-34:188-222) 
 
                                             10        20           
2MEPSP                               VKETERMVAIRTELTKLGASVEEG-PDYCI 
                                     :.:     . : .  .   : . :  .::  
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gi|156 EQELVDCASQHGCHGDTIPRGIEYIQQNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQ 
       160       170       180       190       200       210        
 
      30        40        50        60        70        80          
2MEPSP ITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD          
       : ::.                                                        
gi|156 IYPPDVKQIREALTQTHTAIAVIIGIKDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYG 
       220       230       240       250       260       270        
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.1  bits: 19.4 E():   70 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (26-42:318-334) 
 
                    10        20        30        40        50      
2MEPSP      VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
          60        70        80                                    
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFD                                    
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (30-75:14-59) 
 
               10        20        30        40        50        60 
2MEPSP VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 
                                    :  :. ... ..:. :.    .: .   ::: 
gi|901                 MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCAE 
                               10        20         30        40    
 
               70         80                                        
2MEPSP VPVTIRDPGCTRK-TFPDYFD                                        
       .      ::  .: ::                                             
gi|901 ILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYET 
            50        60        70        80        90       100    
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (30-75:14-59) 
 
               10        20        30        40        50        60 
2MEPSP VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 
                                    :  :. ... ..:. :.    .: .   ::: 
gi|901                 MGGYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCAE 
                               10        20         30        40    
 
               70         80                                        
2MEPSP VPVTIRDPGCTRK-TFPDYFD                                        
       .      ::  .: ::                                             
gi|901 ILEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYET 
            50        60        70        80        90       100    
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 18.7 E():   72 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (44-70:66-92) 
 
            20        30        40        50        60        70    
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|117 SYGDKWLEARPPGMVRPRVLAPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
            80                                                      
2MEPSP TFPDYFD                                                      
                                                                    
gi|117 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFR 
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         100       110       120       130       140       150      
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.9  bits: 19.4 E():   72 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (20-76:144-196) 
 
                          10        20        30        40          
2MEPSP            VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|364 SDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
      50        60         70        80                             
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFD                             
       :...:. . .   .:  :  : ::  ::                                 
gi|364 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLAAGPAATPATPGHHRVGRWLDRLQ 
              180       190         200       210       220         
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (11-44:131-164) 
 
                                   10        20        30        40 
2MEPSP                     VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
               50        60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 
          :                                     
gi|158 RTPY                                     
                                                
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (44-70:66-92) 
 
            20        30        40        50        60        70    
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|109 SYGDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
            80                                                      
2MEPSP TFPDYFD                                                      
                                                                    
gi|109 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDT 
         100       110       120       130       140       150      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (44-70:66-92) 
 
            20        30        40        50        60        70    
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|811 AYGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
            80                                                      
2MEPSP TFPDYFD                                                      
                                                                    
gi|811 FEVKCSKPEACSDKPVIIHITDMNTEPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDM 
         100       110       120       130       140       150      
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.7  bits: 20.1 E():   74 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (11-35:517-541) 
 
                                   10        20        30        40 
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2MEPSP                     VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
               50        60        70        80                     
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                     
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 17.7 E():   75 
Smith-Waterman score: 42; 28.1% identity (46.9% similar) in 32 aa overlap (49-80:1-32) 
 
       20        30        40        50        60        70         
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  .     .  : .  
gi|111                               MKFAIVLIACFAASVLAQGHKPKKDDFRNE 
                                             10        20        30 
 
       80                                                           
2MEPSP FD                                                           
       ::                                                           
gi|111 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (9-38:93-126) 
 
                                     10        20        30         
2MEPSP                       VKETERMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|153 SKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
             70        80        90       100       110       120   
 
           40        50        60        70        80         
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD         
        .:.                                                   
gi|153 DVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
            130       140       150       160       170       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (8-39:183-213) 
 
                                      10        20        30        
2MEPSP                        VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
        40        50        60        70        80                  
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                  
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 42; 34.8% identity (56.5% similar) in 23 aa overlap (13-35:71-93) 
 
                                 10        20        30        40   
2MEPSP                   VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :.  . : .:.    :: ::        
gi|738 ETADATPEKEEPTAAPAEPEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPV 
               50        60        70        80        90       100 
 
             50        60        70        80              
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD              
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gi|738 AEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAAETATTEVPVEKTEE 
              110       120       130       140       150  
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 47; 46.2% identity (76.9% similar) in 13 aa overlap (16-28:454-466) 
 
                              10        20        30        40      
2MEPSP                VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     :.:::.. .:  :                  
gi|476 LNPSCKSLHPGRTPKELELHQKPTTLLMDEKMGASLNSSPPNCKNKCKGCQPCKPKLIIV 
           430       440       450       460       470       480    
 
          50        60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 
                                           
gi|476 HPNQPEDYYPQRWVCSCHNKIYNP            
           490       500                   
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.5  bits: 18.7 E():   86 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (26-34:214-222) 
 
                    10        20        30        40        50      
2MEPSP      VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
          60        70        80                                    
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFD                                    
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (25-32:245-252) 
 
                     10        20        30        40        50     
2MEPSP       VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
           60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFD 
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.3  bits: 18.0 E():   88 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (8-45:130-167) 
 
                                      10        20        30        
2MEPSP                        VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
        40        50        60        70        80    
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD    
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.3  bits: 18.0 E():   88 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (8-45:130-167) 
 
                                      10        20        30        
2MEPSP                        VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
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                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
        40        50        60        70        80    
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD    
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 27 aa overlap (44-70:66-92) 
 
            20        30        40        50        60        70    
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   ....:...:.     ::    
gi|409 TYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSC 
          40        50        60        70        80        90      
 
            80                                                      
2MEPSP TFPDYFD                                                      
                                                                    
gi|409 FEIKCTKPESCSGEPVLVHITDDNEEPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELEL 
         100       110       120       130       140       150      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 44; 28.9% identity (48.9% similar) in 45 aa overlap (18-62:92-135) 
 
                            10        20        30        40        
2MEPSP              VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. :   :  . :  : : : :  . . : 
gi|226 KASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIA-GALEVH 
              70        80        90       100       110        120 
 
        50        60        70        80                            
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                            
        .  :   .. :..:                                              
gi|226 AVKPATEEVGAAKIPAGELQIVDKIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKEST 
              130       140       150       160       170       180 
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 17.3 E():   90 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (13-50:12-50) 
 
               10        20        30        40         50          
2MEPSP VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFSLAACA 
                   :. :. ..  .: : :::   . ... :. :. .. . :          
gi|179  DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLD 
                10        20        30        40        50          
 
      60        70        80                                        
2MEPSP EVPVTIRDPGCTRKTFPDYFD                                        
                                                                    
gi|179 GLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGVLAC 
      60        70        80        90       100       110          
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.0 E():   90 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (23-33:3-13) 
 
               10        20        30        40        50        60 
2MEPSP VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 
                             .: ::: :  :                            
gi|160                     SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNCAGKVIKSV 
                                   10        20        30        40 
 
               70        80                                         
2MEPSP VPVTIRDPGCTRKTFPDYFD                                         
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gi|160 GPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHIAQVWASQC 
               50        60        70        80        90       100 
 
>>gi|3914426|sp|O24169.1|PROF1_OLEEU RecName: Full=Profi  (134 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 41; 41.7% identity (83.3% similar) in 12 aa overlap (41-52:15-26) 
 
               20        30        40        50        60        70 
2MEPSP RTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGC 
                                     :. ..:::.. :                   
gi|391                 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQ 
                               10        20        30        40     
 
               80                                                   
2MEPSP TRKTFPDYFD                                                   
                                                                    
gi|391 FKPEEMNGIMTDFNEPGHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQAL 
           50        60        70        80        90       100     
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 44; 32.0% identity (72.0% similar) in 25 aa overlap (48-72:210-234) 
 
        20        30        40        50        60        70        
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPD 
                                     ..:.: ..:: :::  .. . . :.      
gi|481 FEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKYAVFEAALTKAITAM 
     180       190       200       210       220       230          
 
        80                                       
2MEPSP YFD                                       
                                                 
gi|481 SEVQKVSQPATGAATVAAGAATTAAGAASGAATVAAGGYKV 
     240       250       260       270       280 
 
>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143-  (20 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.8  bits: 14.6 E():   94 
Smith-Waterman score: 33; 75.0% identity (100.0% similar) in 4 aa overlap (68-71:3-6) 
 
        40        50        60        70        80      
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD      
                                     :::.               
gi|544                             APPGCSNHFNLETVFGNFVK 
                                           10        20 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (13-50:21-59) 
 
                       10        20        30        40         50  
2MEPSP         VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAM 
                           :. :. ..  .: : :::   . ... :. :. .. . :  
gi|217 SLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAK 
               10        20        30        40        50        60 
 
              60        70        80                                
2MEPSP AFSLAACAEVPVTIRDPGCTRKTFPDYFD                                
                                                                    
gi|217 IEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLV 
               70        80        90       100       110       120 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.4 E():   96 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (25-32:272-279) 
 
                     10        20        30        40        50     
2MEPSP       VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
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           60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFD 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.4 E():   96 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (25-32:272-279) 
 
                     10        20        30        40        50     
2MEPSP       VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|217 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
           60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFD 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.4 E():   96 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (25-32:272-279) 
 
                     10        20        30        40        50     
2MEPSP       VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             250       260       270       280                      
 
           60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFD 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.4 E():   96 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (25-32:273-280) 
 
                     10        20        30        40        50     
2MEPSP       VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|473 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
            250       260       270       280                       
 
           60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFD 
 
>>gi|51093375|gb|AAT95009.1| allergen Pol e 5 precursor   (226 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.0 E():   96 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (23-33:20-30) 
 
               10        20        30        40        50        60 
2MEPSP VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE 
                             .: ::: :  :                            
gi|510    MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNCAGKVIKSV 
                  10        20        30        40        50        
 
               70        80                                         
2MEPSP VPVTIRDPGCTRKTFPDYFD                                         
                                                                    
gi|510 GPTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHIAQVWASQC 
        60        70        80        90       100       110        
 
>>gi|2147108|pir||S66499 allergen Lep d 1.02 precursor -  (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.5  bits: 17.4 E():   97 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (13-69:28-82) 
 
                              10        20        30        40      
2MEPSP                VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|214 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
            50        60        70        80                        
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                        
        : .....   ::  :   .::. ::                                   
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gi|214 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|1582223|prf||2118249B allergen Lep d 1.02            (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.5  bits: 17.4 E():   97 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (13-69:28-82) 
 
                              10        20        30        40      
2MEPSP                VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
            50        60        70        80                        
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                        
        : .....   ::  :   .::. ::                                   
gi|158 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.4 E():   98 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (25-32:277-284) 
 
                     10        20        30        40        50     
2MEPSP       VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSFQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
        250       260       270       280       290                 
 
           60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFD 
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (13-50:25-63) 
 
                           10        20        30        40         
2MEPSP             VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDH 
                               :. :. ..  .: : :::   . ... :. :. ..  
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNT 
               10        20        30        40        50        60 
 
        50        60        70        80                            
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD                            
       . :                                                          
gi|546 KTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVT 
               70        80        90       100       110       120 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (37-68:23-54) 
 
         10        20        30        40        50        60       
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
gi|191         MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
         70        80                                               
2MEPSP DPGCTRKTFPDYFD                                               
       ::                                                           
gi|191 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 40; 34.4% identity (46.9% similar) in 32 aa overlap (37-68:23-54) 
 
         10        20        30        40        50        60       
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                                     :: : :  : .  :..:. :      :    
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gi|730         MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
         70        80                                               
2MEPSP DPGCTRKTFPDYFD                                               
       ::                                                           
gi|730 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 45; 29.6% identity (59.3% similar) in 27 aa overlap (25-51:51-77) 
 
                     10        20        30        40        50     
2MEPSP       VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :   .:.  .: :.: .  :: .: ..    
gi|118 MLLLFFFAASVGITDAQVGVCYGMQGNNLPPVSEVIALYKKSNITRMRIYDPNRAVLEAL 
               30        40        50        60        70        80 
 
           60        70        80                                   
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFD                                   
                                                                    
gi|118 RGSNIELILGVPNSDLQSLTNPSNAKSWVQKNVRGFWSSVLFRYIAVGNEISPVNRGTAW 
               90       100       110       120       130       140 
 
>>gi|348137|gb|AAA16792.1| superoxide dismutase (mangane  (233 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.4  bits: 18.0 E():   99 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (8-45:158-195) 
 
                                      10        20        30        
2MEPSP                        VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|348 AIDADFGSLEKLIQLMNAEGAALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
       130       140       150       160       170       180        
 
        40        50        60        70        80    
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD    
       . .::...                                       
gi|348 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
       190       200       210       220       230    
 
>>gi|170724|gb|AAA34282.1| pre-alpha-/beta-gliadin A-IV   (297 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.4 E():   99 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (25-32:283-290) 
 
                     10        20        30        40        50     
2MEPSP       VKETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 GSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN                
            260       270       280       290                       
 
           60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFD 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:08 2011 done: Tue Apr 19 10:58:08 2011 
 Total Scan time:  0.030 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
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  1>>>2MEPSPS: 359  - 438 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     5     8:==* 
  34    19    22:=======* 
  36    32    44:===========   * 
  38    87    73:========================*==== 
  40    93   102:===============================  * 
  42   134   125:=========================================*=== 
  44   115   138:=======================================      * 
  46   136   140:==============================================* 
  48   166   134:============================================*=========== 
  50   142   122:========================================*======= 
  52   116   108:===================================*=== 
  54    84    92:============================  * 
  56    58    77:====================     * 
  58    58    63:====================* 
  60    40    51:==============  * 
  62    31    41:===========  * 
  64    26    33:========= * 
  66    34    26:========*=== 
  68    24    20:======*= 
  70    23    16:=====*== 
  72    18    12:===*== 
  74     8    10:===* 
  76     7     8:==* 
  78    10     6:=*== 
  80     9     5:=*= 
  82     6     3:*= 
  84     0     3:* 
  86     0     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.09170.00336; mu= 11.2117 0.175 
 mean_var=36.2601 9.351, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.212990 
 Kolmogorov-Smirnov  statistic: 0.0205 (N=27) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   63 24.0       1 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   59 22.7     2.1 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   56 21.8     4.1 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.2     4.4 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   57 22.3     6.4 
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gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   57 22.3     6.4 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.6      13 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   51 20.3      13 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   51 20.3      13 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.3      13 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   53 21.0      14 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   53 21.0      15 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   52 20.7      15 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   53 21.0      15 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   52 20.7      17 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.7      17 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   51 20.4      18 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   53 21.1      18 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   51 20.4      18 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   52 20.7      18 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   52 20.7      18 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   52 20.7      18 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   53 21.1      19 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   51 20.4      19 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   51 20.4      19 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   51 20.4      19 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   51 20.4      19 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   51 20.4      19 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   51 20.4      19 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   51 20.4      19 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   51 20.4      19 
gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Pe ( 320)   51 20.5      26 
gi|195933901|gb|ACG58378.1| Der p 1 allergen precu ( 320)   51 20.5      26 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.4      29 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.1      30 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   50 20.1      31 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.4      31 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   50 20.1      32 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   50 20.1      32 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   47 19.1      32 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   46 18.7      32 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   46 18.7      32 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   48 19.4      34 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   46 18.8      37 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.5      38 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.8      41 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.5      41 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   48 19.5      41 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   48 19.5      41 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.5      41 
gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergi ( 125)   45 18.4      42 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   48 19.5      42 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   45 18.4      44 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   45 18.4      44 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   47 19.2      45 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   47 19.2      45 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   49 19.9      46 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   49 19.9      47 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   49 19.9      48 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   47 19.2      49 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   44 18.1      49 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   46 18.8      52 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.5      53 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   46 18.8      53 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.1      53 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   46 18.8      53 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.2      55 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   46 18.8      55 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   46 18.8      55 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.1      57 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   44 18.1      58 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   44 18.1      58 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   44 18.2      58 
gi|21920|emb|CAA39099.1| CM2 protein [Triticum tur ( 145)   44 18.2      58 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   47 19.2      58 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.8      59 
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gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 19.9      59 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 19.9      59 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   44 18.2      60 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   49 19.9      61 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   47 19.2      62 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.2      63 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   44 18.2      63 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   44 18.2      63 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   44 18.2      63 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   44 18.2      63 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   45 18.5      68 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   45 18.5      68 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   43 17.8      69 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   43 17.8      69 
gi|78038796|emb|CAI43283.4| mala s 12 allergen pre ( 618)   49 20.0      71 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   43 17.8      71 
gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-termi (  26)   36 15.4      71 
gi|256095986|emb|CAQ68250.1| Der p 1 allergen prec ( 302)   46 18.9      72 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.2      72 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.1      73 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   47 19.3      73 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 15.4      74 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.3      76 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   43 17.9      78 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   43 17.9      78 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   47 19.3      78 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   45 18.6      78 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 20.0      79 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   45 18.6      79 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 18.6      79 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.9      80 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   45 18.6      82 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   42 17.5      82 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 17.9      84 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   46 18.9      87 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.3      90 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 17.5      91 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.6      93 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   45 18.6      93 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   45 18.6      93 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.3      95 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 17.9      96 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 17.9      96 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   44 18.3      96 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.3      97 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 17.9      98 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   41 17.2      98 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  63  Z-score: 102.4  bits: 24.0 E():    1 
Smith-Waterman score: 63; 30.4% identity (53.6% similar) in 69 aa overlap (12-75:27-93) 
 
                              10        20        30          40    
2MEPSP                KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTY 
                                 :. :: .:   : :::::   .::.. :  . .  
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
 
            50           60        70        80                     
2MEPSP DDHRMAMAFSLAACA---EVPVTIRDPGCTRKTFPDYFDV                     
       :.   .. .:  . .   .::  :.  :: .   :                          
gi|457 DSPTAVIKISAKVNGVELQVP-GIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKAD 
      60        70        80         90       100       110         
 
gi|457 VTASLTGAHGLLACGTVHGEVQN 
      120       130       140  
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  59  Z-score: 96.6  bits: 22.7 E():  2.1 
Smith-Waterman score: 59; 28.3% identity (53.3% similar) in 60 aa overlap (10-68:10-66) 
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               10        20        30         40        50          
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAE 
                . :.:.:  .   : :.:.:   . :.. : . . .:   :    ::  :  
gi|484 GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQDTTKATIKVLAKVAG 
               10        20         30        40        50          
 
      60        70        80                                        
2MEPSP VPVTIRDPGCTRKTFPDYFDV                                        
       .:. .  ::                                                    
gi|484 TPIQV--PGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAELVGDHGVLAC 
      60          70        80        90       100       110        
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 91.4  bits: 21.8 E():  4.1 
Smith-Waterman score: 56; 24.6% identity (57.9% similar) in 57 aa overlap (12-68:12-67) 
 
               10        20        30        40        50        60 
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
                  :. .:..:   : .::.:   . :.. :    ..   .... :.:  .  
gi|484 GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDG 
               10        20         30        40        50          
 
               70        80                                         
2MEPSP PVTIRDPGCTRKTFPDYFDV                                         
        ..:  ::                                                     
gi|484 DIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLAC 
      60        70        80        90       100       110          
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 91.0  bits: 23.2 E():  4.4 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (18-44:23-50) 
 
                    10        20        30        40         50     
2MEPSP      KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDHRMAMAFSL 
                             :. ::  .: :.. ::.... ... .::           
gi|122 MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVDVIHEFEEI 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
                                                                    
gi|122 PVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRGIFGNGARV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.0  bits: 22.3 E():  6.4 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (43-69:74-100) 
 
             20        30        40        50        60        70   
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
             80                                                     
2MEPSP TFPDYFDV                                                     
                                                                    
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.0  bits: 22.3 E():  6.4 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (43-69:74-100) 
 
             20        30        40        50        60        70   
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
             80                                                     

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11636

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP TFPDYFDV                                                     
                                                                    
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 82.5  bits: 20.6 E():   13 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (20-48:36-62) 
 
                          10        20        30        40          
2MEPSP            KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
      50        60        70        80                              
2MEPSP MAFSLAACAEVPVTIRDPGCTRKTFPDYFDV                              
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.4  bits: 20.3 E():   13 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (12-68:28-82) 
 
                               10        20        30        40     
2MEPSP                 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
           50        60         70        80                        
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYFDV                        
        .. .   .. . :.:  .::. ::                                    
gi|170 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.4  bits: 20.3 E():   13 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (12-68:28-82) 
 
                               10        20        30        40     
2MEPSP                 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
           50        60         70        80                        
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYFDV                        
        .. .   .. . :.:  .::. ::                                    
gi|158 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 82.2  bits: 20.3 E():   13 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (12-49:29-67) 
 
                                10        20        30        40    
2MEPSP                  KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
             50        60        70        80                       
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV                       
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.8  bits: 21.0 E():   14 
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Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (53-69:67-83) 
 
             30        40        50        60        70        80   
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV   
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.5  bits: 21.0 E():   15 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (53-69:78-94) 
 
             30        40        50        60        70        80   
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV   
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 81.4  bits: 20.7 E():   15 
Smith-Waterman score: 52; 32.5% identity (57.5% similar) in 40 aa overlap (48-80:1-38) 
 
        20        30        40        50             60          70 
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA-----FSLAACAEVPVTI--RDPGCT 
                                     ::::     ::.. :. .: ..   .  :. 
gi|209                               MAMAGVFVLFSFVLCGFLPDAVFGAEVDCS 
                                             10        20        30 
 
               80                                                   
2MEPSP RKTFPDYFDV                                                   
       :  ::.  :.                                                   
gi|209 R--FPNATDMEGKDVLVCNKDLRPICGTDGVTYTNDCLLCAYSVEFGTNISKEHDGECKE 
                 40        50        60        70        80         
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.4  bits: 21.0 E():   15 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (53-69:85-101) 
 
             30        40        50        60        70        80   
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV   
                                     :..::...:.     ::              
gi|115 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
           60        70        80        90       100       110     
 
gi|115 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
          120       130       140       150       160       170     
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.4  bits: 20.7 E():   17 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (54-69:55-70) 
 
            30        40        50        60        70        80    
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV    
                                     ..::..::.     ::               
gi|114 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
           30        40        50        60        70        80     
 
gi|114 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
           90       100       110       120       130       140     
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 80.4  bits: 20.7 E():   17 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (16-33:180-197) 
 
                              10        20         30        40     
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2MEPSP                KETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
           50        60        70        80  
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV  
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 80.1  bits: 20.4 E():   18 
Smith-Waterman score: 51; 32.5% identity (50.0% similar) in 80 aa overlap (1-77:56-126) 
 
                                             10         20          
2MEPSP                               KETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|144 FEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
          30        40        50        60        70                
 
      30        40         50         60        70        80        
2MEPSP TPPEKLNVTAI-DTYDDHRMAMA-FSLAACAEVPVTIRDPGCTRKTFPDYFDV        
          :.:..  : :: .: : :.: .   :  .      ::   ..:.: :           
gi|144 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDP-LKKETIPYYTKKFDEVVKA 
        80        90       100       110        120       130       
 
gi|144 NGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRP 
        140       150       160       170       180       190       
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 80.0  bits: 21.1 E():   18 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (33-69:91-131) 
 
             10        20        30        40         50            
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|627 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISQLTTSQQDIVLADELSQEVCILSA 
               70        80        90       100       110       120 
 
       60        70        80                                       
2MEPSP EVPVTIRDPGCTRKTFPDYFDV                                       
       .: : :  :::                                                  
gi|627 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              130       140       150       160       170       180 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 79.9  bits: 20.4 E():   18 
Smith-Waterman score: 51; 32.5% identity (50.0% similar) in 80 aa overlap (1-77:60-130) 
 
                                             10         20          
2MEPSP                               KETERMVAIRTELTK-LGASVEEGPDYCII 
                                     :.:.. :::   : : .: :   : :     
gi|622 FEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFGLS---GKD---- 
      30        40        50        60        70           80       
 
      30        40         50         60        70        80        
2MEPSP TPPEKLNVTAI-DTYDDHRMAMA-FSLAACAEVPVTIRDPGCTRKTFPDYFDV        
          :.:..  : :: .: : :.: .   :  .      ::   ..:.: :           
gi|622 -DWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDP-LKKETIPYYTKKFDEVVKA 
              90       100       110       120        130       140 
 
gi|622 NGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRP 
              150       160       170       180       190       200 
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.7  bits: 20.7 E():   18 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (54-69:79-94) 
 
            30        40        50        60        70        80    
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV    
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                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.7  bits: 20.7 E():   18 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (54-69:79-94) 
 
            30        40        50        60        70        80    
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV    
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVFITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.7  bits: 20.7 E():   18 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (54-69:79-94) 
 
            30        40        50        60        70        80    
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV    
                                     ..::..::.     ::               
gi|141 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|141 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.6  bits: 21.1 E():   19 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (33-69:111-151) 
 
             10        20        30        40         50            
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|170 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISNLTTSQQDIVLADELSQEVCILSA 
               90       100       110       120       130       140 
 
       60        70        80                                       
2MEPSP EVPVTIRDPGCTRKTFPDYFDV                                       
       .: : :  :::                                                  
gi|170 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              150       160       170       180       190       200 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.6  bits: 20.4 E():   19 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (25-66:109-140) 
 
                     10        20        30        40        50     
2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
       .: : : . :.:                                                 
gi|616 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
     130        140       150       160       170       180         
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.4  bits: 20.4 E():   19 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (25-66:115-146) 
 
                     10        20        30        40        50     
2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
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                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.4  bits: 20.4 E():   19 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (25-66:115-146) 
 
                     10        20        30        40        50     
2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.4  bits: 20.4 E():   19 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (25-66:115-146) 
 
                     10        20        30        40        50     
2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.4  bits: 20.4 E():   19 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (25-66:115-146) 
 
                     10        20        30        40        50     
2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.4  bits: 20.4 E():   19 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (25-66:115-146) 
 
                     10        20        30        40        50     
2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
       .: : : . :.:                                                 
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gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.4  bits: 20.4 E():   19 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (25-66:115-146) 
 
                     10        20        30        40        50     
2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.4  bits: 20.4 E():   19 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (25-66:115-146) 
 
                     10        20        30        40        50     
2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Peptid  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 76.9  bits: 20.5 E():   26 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (25-66:213-244) 
 
                     10        20        30        40        50     
2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|730 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
       .: : : . :.:                                                 
gi|730 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|195933901|gb|ACG58378.1| Der p 1 allergen precursor  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 76.9  bits: 20.5 E():   26 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (25-66:213-244) 
 
                     10        20        30        40        50     
2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|195 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
       .: : : . :.:                                                 
gi|195 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 76.1  bits: 19.4 E():   29 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (28-55:106-134) 
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                  10        20        30        40         50       
2MEPSP    KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
         60        70        80              
2MEPSP CAEVPVTIRDPGCTRKTFPDYFDV              
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.8  bits: 19.1 E():   30 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (12-39:28-54) 
 
                               10        20        30        40     
2MEPSP                 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
           50        60        70        80                         
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV                         
                                                                    
gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.5  bits: 20.1 E():   31 
Smith-Waterman score: 50; 24.6% identity (58.0% similar) in 69 aa overlap (13-78:51-112) 
 
                                 10        20           30          
2MEPSP                   KETERMVAIRTELTKLGASVEEGP--DYC-IITPPEKLNVTA 
                                     .:. ::.. .:   :.  ...  .:..:.  
gi|198 NASLAQGHPTFLLVREITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVV- 
               30        40        50        60        70           
 
      40        50        60        70        80                    
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV                    
       :.:    ..:  :.:        .:.. :  .. ::. :                      
gi|198 ISTLGAPQIADQFNLIK------AIKEVGTIKRFFPSEFGNDVDKHHAVEPMKSMFDLKI 
      80        90             100       110       120       130    
 
gi|198 KLRRTIEAEGIPHTYVVPHCFAGYFLTNLAQLGLAAPPRDKIVIYGDGTTKAVYMKEEDI 
           140       150       160       170       180       190    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 19.4 E():   31 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (26-32:141-147) 
 
                    10        20        30        40        50      
2MEPSP      KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
          60        70        80 
2MEPSP ACAEVPVTIRDPGCTRKTFPDYFDV 
                                 
gi|124 RRLALVNENPLDVLFQEV        
              180                
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.1 E():   32 
Smith-Waterman score: 50; 28.0% identity (72.0% similar) in 25 aa overlap (54-78:89-113) 
 
            30        40        50        60        70        80    
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV    
                                     ::  ... ..:.. : ... ::. :      
gi|324 FVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDVD 
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       60        70        80        90       100       110         
 
gi|324 RSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASSAPRDKVVI 
      120       130       140       150       160       170         
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.1 E():   32 
Smith-Waterman score: 50; 25.9% identity (70.4% similar) in 27 aa overlap (52-78:87-113) 
 
              30        40        50        60        70        80  
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV  
                                     ..::  ... ..:.. :  .. ::. :    
gi|107 VTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGND 
         60        70        80        90       100       110       
 
gi|107 VDRVHAVEPAKTAFATKAEIRRKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKV 
        120       130       140       150       160       170       
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 75.4  bits: 19.1 E():   32 
Smith-Waterman score: 47; 29.4% identity (61.8% similar) in 34 aa overlap (1-33:105-138) 
 
                                             10         20          
2MEPSP                               KETERMVAIRTE-LTKLGASVEEGPDYCII 
                                     :. ...  .: : : .:  .. : : .: : 
gi|110 NQRQQCFKQCCQELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCNI 
           80        90       100       110       120       130     
 
      30        40        50        60        70        80 
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV 
       .: .                                                
gi|110 SPSQGCQFSSPYWSY                                     
          140                                              
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.4  bits: 18.7 E():   32 
Smith-Waterman score: 46; 30.0% identity (60.0% similar) in 30 aa overlap (3-31:75-104) 
 
                                           10         20        30  
2MEPSP                             KETERMVAIRTELTKLGA-SVEEGPDYCIITP 
                                     :.:.. .:  :.  :. ..   : ::.  : 
gi|999 SVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMAAALVPKYCLQHP 
           50        60        70        80        90       100     
 
              40        50        60        70        80 
2MEPSP PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV 
                                                         
gi|999 HACDLYKNQTVMS                                     
          110                                            
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 18.7 E():   32 
Smith-Waterman score: 46; 20.5% identity (52.3% similar) in 44 aa overlap (32-75:49-92) 
 
              10        20        30        40        50        60  
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:  .  
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
              70        80                      
2MEPSP VTIRDPGCTRKTFPDYFDV                      
          .. .   : .:                           
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.0  bits: 19.4 E():   34 
Smith-Waterman score: 48; 25.0% identity (56.2% similar) in 32 aa overlap (43-71:151-182) 
 
             20        30        40        50           60          
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2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA---CAEVPVTIRDPGC 
                                     :.:.....  . :    : .. . : : :  
gi|256 IVEREGLQAVKLAARDTVDGWFNIERVSREYNDYKLVFCPQQAEDNKCEDIGIQIDDDGI 
              130       140       150       160       170       180 
 
      70        80             
2MEPSP TRKTFPDYFDV             
        :                      
gi|256 RRLVLSKNKPLVVQFQKFRSSTA 
              190       200    
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 46; 31.8% identity (59.1% similar) in 22 aa overlap (12-33:109-130) 
 
                                  10        20        30        40  
2MEPSP                    KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. .:  .. : :  : :.: .         
gi|244 ELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICSISPSQGCQFQSSY 
       80        90       100       110       120       130         
 
              50        60        70        80 
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV 
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.1  bits: 19.5 E():   38 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (68-78:206-216) 
 
        40        50        60        70        80               
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV               
                                     ::.:: .:  .                 
gi|131 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
         180       190       200       210       220       230   
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 73.3  bits: 19.8 E():   41 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (16-44:141-170) 
 
                              10        20         30        40     
2MEPSP                KETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
           50        60        70        80                         
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV                         
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.3  bits: 19.5 E():   41 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (68-78:233-243) 
 
        40        50        60        70        80               
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV               
                                     ::.:: .:  .                 
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.3  bits: 19.5 E():   41 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (68-78:233-243) 
 
        40        50        60        70        80               
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV               
                                     ::.:: .:  .                 
gi|163 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 73.3  bits: 19.5 E():   41 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (68-78:233-243) 
 
        40        50        60        70        80               
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV               
                                     ::.:: .:  .                 
gi|250 GGVDSCQGDSGGPVVDVATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.3  bits: 19.5 E():   41 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (68-78:233-243) 
 
        40        50        60        70        80               
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV               
                                     ::.:: .:  .                 
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergillus  (125 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.3  bits: 18.4 E():   42 
Smith-Waterman score: 45; 31.7% identity (43.9% similar) in 41 aa overlap (47-79:45-84) 
 
         20        30        40        50        60        70       
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK---- 
                                     :: . :. : : . :   .: :  .      
gi|302 HAPLSDGKTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKD-GMGKDDHYL 
           20        30        40        50        60         70    
 
                 80                                         
2MEPSP ----TFPDYFDV                                         
           ::::  :                                          
gi|302 LEFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR 
            80        90       100       110       120      
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.3  bits: 19.5 E():   42 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (68-78:235-245) 
 
        40        50        60        70        80               
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV               
                                     ::.:: .:  .                 
gi|511 GGKDSCQGDSGGPVVDVKNNQVVGIVSWGYGCARKGYPGVYTRVGNFIDWIESKRSQ 
          210       220       230       240       250       260  
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.8  bits: 18.4 E():   44 
Smith-Waterman score: 45; 28.1% identity (50.0% similar) in 32 aa overlap (48-79:1-32) 
 
        20        30        40        50        60        70        
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  ..    .  : .  
gi|111                               MKFAIVLIACFAASVLAQEHKPEKDDFRNE 
                                             10        20        30 
 
        80                                                          
2MEPSP FDV                                                          
       ::                                                           
gi|111 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.8  bits: 18.4 E():   44 
Smith-Waterman score: 45; 28.1% identity (50.0% similar) in 32 aa overlap (48-79:1-32) 
 
        20        30        40        50        60        70        
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  ..    .  : .  
gi|420                               MKFAIVLIACFAASVLAQEHKPKKDDFRNE 
                                             10        20        30 
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        80                                                          
2MEPSP FDV                                                          
       ::                                                           
gi|420 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.7  bits: 19.2 E():   45 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (25-66:115-146) 
 
                     10        20        30        40        50     
2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.7  bits: 19.2 E():   45 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (25-66:115-146) 
 
                     10        20        30        40        50     
2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (17-75:258-314) 
 
                             10        20        30        40       
2MEPSP               KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|111 MSLGGASGSTAMKQAVDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
         50        60         70        80                          
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPDYFDV                          
           .:: .. ::. :    ::  . .:.:                               
gi|111 SNRASFS-SVGAELEVMA--PGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.4  bits: 19.9 E():   47 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (17-75:258-314) 
 
                             10        20        30        40       
2MEPSP               KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|135 MSLGGPSGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
         50        60         70        80                          
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPDYFDV                          
           .:: .. ::. :    ::  . .:.:                               
gi|135 SNRASFS-SVGAELEVMA--PGAGVYSTYPTSTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 49; 29.0% identity (61.3% similar) in 31 aa overlap (13-43:94-124) 
 
                                 10        20        30        40   
2MEPSP                   KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     :..::.. ..: :.       :: .: : . 
gi|513 FHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPA 
            70        80        90       100       110       120    
 
             50        60        70        80                       
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV                       
       .                                                            
gi|513 HGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEG 
           130       140       150       160       170       180    
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.1  bits: 19.2 E():   49 
Smith-Waterman score: 47; 45.5% identity (63.6% similar) in 11 aa overlap (68-78:218-228) 
 
        40        50        60        70        80               
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV               
                                     :: :: .:  .                 
gi|225 GGKDSCQGDSGGPLVDVKNNQVVGNVSWGYGCERKGYPGVYTRVGNFIDWIESKRPQ 
       190       200       210       220       230       240     
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.9  bits: 18.1 E():   49 
Smith-Waterman score: 44; 38.9% identity (61.1% similar) in 18 aa overlap (64-80:80-97) 
 
            40        50        60         70        80             
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDV             
                                     ..: ::: :.   :.  :             
gi|253 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
      50        60        70        80        90       100          
 
gi|253 HNAPYCLGLDI 
     110       120 
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.5  bits: 18.8 E():   52 
Smith-Waterman score: 50; 20.4% identity (44.9% similar) in 49 aa overlap (27-75:130-174) 
 
                   10        20        30        40        50       
2MEPSP     KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                                     :..   .  . ...:   :      .. .  
gi|162 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVD 
     100       110       120       130       140       150          
 
         60        70        80                              
2MEPSP CAEVPVTIRDPGCTRKTFPDYFDV                              
       :.: :     : :: .  :                                   
gi|162 CSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200         
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.4  bits: 19.5 E():   53 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (8-60:189-242) 
 
                                      10        20        30        
2MEPSP                        KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
        40          50        60        70        80                
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV                
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
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 initn:  37 init1:  37 opt:  46  Z-score: 71.4  bits: 18.8 E():   53 
Smith-Waterman score: 50; 23.5% identity (45.1% similar) in 51 aa overlap (27-75:130-176) 
 
                   10        20        30        40          50     
2MEPSP     KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH--RMAMAFSL 
                                     :..   .  . ...:   :   :  .:    
gi|124 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVS 
     100       110       120       130       140       150          
 
           60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                              
       . :.: :     : :: .  :                                   
gi|124 VDCSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200       210 
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.4  bits: 18.1 E():   53 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (12-49:12-50) 
 
               10        20        30        40         50          
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFSLAACAE 
                  :. :. .. ..: : :::   . ... :. :. .. . :           
gi|760 DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKANING 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP VPVTIRDPGCTRKTFPDYFDV                                        
                                                                    
gi|760 LEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGVLACA 
               70        80        90       100       110       120 
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.4  bits: 18.8 E():   53 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (25-66:116-147) 
 
                     10        20        30        40        50     
2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          90       100       110       120                130       
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
       .: : : . :.:                                                 
gi|146 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
        140        150       160       170       180       190      
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (17-58:58-99) 
 
                             10        20        30        40       
2MEPSP               KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
         50        60        70        80                           
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV                           
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (25-66:115-146) 
 
                     10        20        30        40        50     
2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
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           90       100       110       120                130      
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
       .: : : . :.:                                                 
gi|223 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (25-66:115-146) 
 
                     10        20        30        40        50     
2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
       .: : : . :.:                                                 
gi|837 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (12-68:28-82) 
 
                               10        20        30          40   
2MEPSP                 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
             50        60        70        80                       
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV                       
        : .....   ::  :   .::. ::                                   
gi|212 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 44; 35.7% identity (64.3% similar) in 14 aa overlap (67-80:103-116) 
 
         40        50        60        70        80                 
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV                 
                                     ::: :..  :.  .                 
gi|219 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|219 YCLAMEESQWS 
            140    
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 44; 35.7% identity (64.3% similar) in 14 aa overlap (67-80:103-116) 
 
         40        50        60        70        80                 
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV                 
                                     ::: :..  :.  .                 
gi|195 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|195 YCLAMEESQWS 
            140    
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 70.6  bits: 18.2 E():   58 
Smith-Waterman score: 44; 38.9% identity (61.1% similar) in 18 aa overlap (64-80:105-122) 
 
            40        50        60         70        80             
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2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDV             
                                     ..: ::: :.   :.  :             
gi|217 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTV 
           80        90       100       110       120       130     
 
gi|217 HNAPYCLGLDI 
          140      
 
>>gi|21920|emb|CAA39099.1| CM2 protein [Triticum turgidu  (145 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 70.6  bits: 18.2 E():   58 
Smith-Waterman score: 44; 38.9% identity (61.1% similar) in 18 aa overlap (64-80:105-122) 
 
            40        50        60         70        80             
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDV             
                                     ..: ::: :.   :.  :             
gi|219 CKELYDASQHCRCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
           80        90       100       110       120       130     
 
gi|219 HNTPYCLGLDI 
          140      
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.6  bits: 19.2 E():   58 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (19-75:154-206) 
 
                           10        20        30        40         
2MEPSP             KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|287 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           130       140       150       160       170       180    
 
       50        60         70        80                            
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDV                            
       :...:. . .   .:  :  : ::  ::                                 
gi|287 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              190       200         210       220       230         
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.5  bits: 17.8 E():   59 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (19-38:89-108) 
 
                           10        20        30        40         
2MEPSP             KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
       50        60        70        80 
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV 
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (13-50:168-204) 
 
                                 10        20        30        40   
2MEPSP                   KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
             50        60        70        80                       
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV                       
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (13-50:168-204) 
 
                                 10        20        30        40   
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2MEPSP                   KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
             50        60        70        80                       
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV                       
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 44; 35.7% identity (64.3% similar) in 14 aa overlap (67-80:103-116) 
 
         40        50        60        70        80                 
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV                 
                                     ::: :..  :.  .                 
gi|585 ANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|585 YCLAMDEWQWNRQFCSS 
            140          
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 70.3  bits: 19.9 E():   61 
Smith-Waterman score: 49; 34.5% identity (55.2% similar) in 29 aa overlap (49-75:13-41) 
 
       20        30        40        50        60          70       
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP--GCTRKTFPD 
                                     :.. . :: : .::  .    ::  : .:  
gi|558                   NYRAFALALLFCALSCQAAAAAYAPVPAKADFLGCLMKEIPA 
                                 10        20        30        40   
 
         80                                                         
2MEPSP YFDV                                                         
                                                                    
gi|558 RLLYAKSSPDYPTVLAQTIRNSRWSSPQNVKPIYIITPTNASHIQSAVVCGRRHGIRLRV 
             50        60        70        80        90       100   
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 70.1  bits: 19.2 E():   62 
Smith-Waterman score: 47; 58.3% identity (75.0% similar) in 12 aa overlap (21-30:162-173) 
 
                         10        20          30        40         
2MEPSP           KETERMVAIRTELTKLGASVEEG--PDYCIITPPEKLNVTAIDTYDDHRM 
                                     :.:  ::::. :                   
gi|320 AFLAQTSHETTGGWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQ 
             140       150       160       170       180       190  
 
       50        60        70        80                             
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV                             
                                                                    
gi|320 ISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMTPQSPKPSCHNVITGRWTP 
             200       210       220       230       240       250  
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (34-63:65-94) 
 
            10        20        30        40        50        60    
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
            70        80                                            
2MEPSP IRDPGCTRKTFPDYFDV                                            
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11652

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (29-74:14-59) 
 
               10        20        30        40        50        60 
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
                                   :  :. ... ..:. :.    .: . . :::. 
gi|901                MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEI 
                              10        20         30        40     
 
               70         80                                        
2MEPSP PVTIRDPGCTRK-TFPDYFDV                                        
             ::  .: ::                                              
gi|901 LEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETK 
           50        60        70        80        90       100     
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 44; 26.7% identity (53.3% similar) in 60 aa overlap (16-74:1-59) 
 
               10        20        30        40        50        60 
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
                      .:. . :.     : ::. ... ..:. :.    .: .    ::. 
gi|753                MGVYTFENEYTSEIPPPRLFKAFVLDA-DNLIPKIAPQAIKHAEI 
                              10        20         30        40     
 
               70         80                                        
2MEPSP PVTIRDPGCTRK-TFPDYFDV                                        
             :: :.: ::                                              
gi|753 LEGDGGPGTTKKITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETK 
           50        60        70        80        90       100     
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (29-74:14-59) 
 
               10        20        30        40        50        60 
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
                                   :  :. ... ..:. :.    .: . . :::. 
gi|901                MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEI 
                              10        20         30        40     
 
               70         80                                        
2MEPSP PVTIRDPGCTRK-TFPDYFDV                                        
             ::  .: ::                                              
gi|901 LEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETK 
           50        60        70        80        90       100     
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (29-74:14-59) 
 
               10        20        30        40        50        60 
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
                                   :  :. ... ..:. :.    .: . . :::. 
gi|880                MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEI 
                              10        20         30        40     
 
               70         80                                        
2MEPSP PVTIRDPGCTRK-TFPDYFDV                                        
             ::  .: ::                                              
gi|880 LEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETK 
           50        60        70        80        90       100     
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (25-66:115-146) 
 
                     10        20        30        40        50     
2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
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                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (25-66:115-146) 
 
                     10        20        30        40        50     
2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (8-37:92-125) 
 
                                      10        20        30        
2MEPSP                        KETERMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|249 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
              70        80        90       100       110       120  
 
            40        50        60        70        80 
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV 
        .:.                                            
gi|249 DVNMDCKTLGVLHYKGN                               
             130                                       
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (8-37:56-89) 
 
                                      10        20        30        
2MEPSP                        KETERMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|391 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
          30        40        50        60        70        80      
 
            40        50        60        70        80        
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV        
        .:.                                                   
gi|391 DVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
          90       100       110       120       130          
 
>>gi|78038796|emb|CAI43283.4| mala s 12 allergen precurs  (618 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.1  bits: 20.0 E():   71 
Smith-Waterman score: 49; 36.8% identity (57.9% similar) in 19 aa overlap (60-78:480-498) 
 
      30        40        50        60        70        80          
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV          
                                     . .: .::    :  :.::            
gi|780 KVSPVEILGNVMFGSISIQAALQHPLSRGSIKITSKDPFAYPKINPNYFAENLDLVLLRE 
     450       460       470       480       490       500          
 
gi|780 GFKLIREMSQQSPLKDVIDFETVPGDKVQTNEDWENWIRSAAGTEYHPSSTCAMLPRGDG 
     510       520       530       540       550       560          
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>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.1  bits: 17.8 E():   71 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (8-37:50-83) 
 
                                      10        20        30        
2MEPSP                        KETERMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|741 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
      20        30        40        50        60        70          
 
            40        50        60        70        80              
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV              
        .:.                                                         
gi|741 DVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDPRLEFRPPHRKKPNPAF 
      80        90       100       110       120       130          
 
>>gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-terminal}  (26 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 69.0  bits: 15.4 E():   71 
Smith-Waterman score: 36; 50.0% identity (75.0% similar) in 8 aa overlap (67-74:13-20) 
 
         40        50        60        70        80 
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV 
                                     : :.:. :       
gi|133                   NDNTFEGEYHAFPDCARNLFKGRQQE 
                                 10        20       
 
>>gi|256095986|emb|CAQ68250.1| Der p 1 allergen precurso  (302 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.0  bits: 18.9 E():   72 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (25-66:195-226) 
 
                     10        20        30        40        50     
2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|256 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          170       180       190       200                210      
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
       .: : : . :.:                                                 
gi|256 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          220       230       240       250       260       270     
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 18.2 E():   72 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (24-31:172-179) 
 
                      10        20        30        40        50    
2MEPSP        KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
            60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDV 
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 17.1 E():   73 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (24-38:70-84) 
 
                      10        20        30        40        50    
2MEPSP        KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
            60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDV 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.8  bits: 19.3 E():   73 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (19-75:144-196) 
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                           10        20        30        40         
2MEPSP             KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|855 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
       50        60         70        80                            
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDV                            
       :...:. . .   .:  :  : ::  ::                                 
gi|855 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              180       190         200       210       220         
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.8  bits: 15.4 E():   74 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (54-62:17-25) 
 
            30        40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV 
                                     : ::::  :                   
gi|391               SFREQCVPGREITYECLNACAEYAVRQ                 
                             10        20                        
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.5  bits: 19.3 E():   76 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (25-41:318-334) 
 
                     10        20        30        40        50     
2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (29-74:14-59) 
 
               10        20        30        40        50        60 
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
                                   :  :. ... ..:. :.    .: .   :::. 
gi|901                MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCAEI 
                              10        20         30        40     
 
               70         80                                        
2MEPSP PVTIRDPGCTRK-TFPDYFDV                                        
             ::  .: ::                                              
gi|901 LEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETK 
           50        60        70        80        90       100     
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (29-74:14-59) 
 
               10        20        30        40        50        60 
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
                                   :  :. ... ..:. :.    .: .   :::. 
gi|901                MGGYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCAEI 
                              10        20         30        40     
 
               70         80                                        
2MEPSP PVTIRDPGCTRK-TFPDYFDV                                        
             ::  .: ::                                              
gi|901 LEGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETK 
           50        60        70        80        90       100     
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>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.3  bits: 19.3 E():   78 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (19-75:144-196) 
 
                           10        20        30        40         
2MEPSP             KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|364 SDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
       50        60         70        80                            
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDV                            
       :...:. . .   .:  :  : ::  ::                                 
gi|364 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLAAGPAATPATPGHHRVGRWLDRLQ 
              180       190         200       210       220         
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.6 E():   78 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (43-69:66-92) 
 
             20        30        40        50        60        70   
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|117 SYGDKWLEARPPGMVRPRVLAPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
             80                                                     
2MEPSP TFPDYFDV                                                     
                                                                    
gi|117 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFR 
         100       110       120       130       140       150      
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.2  bits: 20.0 E():   79 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (10-34:517-541) 
 
                                    10        20        30          
2MEPSP                      KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
      40        50        60        70        80                    
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV                    
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.6 E():   79 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (43-69:66-92) 
 
             20        30        40        50        60        70   
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|811 AYGKQWLEARGTWYGKPKGAGPDDNGGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
             80                                                     
2MEPSP TFPDYFDV                                                     
                                                                    
gi|811 FEVKCSKPEACSDKPVIIHITDMNTEPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDM 
         100       110       120       130       140       150      
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.6 E():   79 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (43-69:66-92) 
 
             20        30        40        50        60        70   
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
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gi|109 SYGDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
             80                                                     
2MEPSP TFPDYFDV                                                     
                                                                    
gi|109 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDT 
         100       110       120       130       140       150      
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 17.9 E():   80 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (10-43:131-164) 
 
                                    10        20        30          
2MEPSP                      KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
      40        50        60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV 
          :                                      
gi|158 RTPY                                      
                                                 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (25-33:196-204) 
 
                     10        20        30        40        50     
2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|760 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
         170       180       190       200       210       220      
 
           60        70        80                          
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                          
                                                           
gi|760 KDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTT 
         230       240       250       260       270       
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 17.5 E():   82 
Smith-Waterman score: 42; 28.1% identity (46.9% similar) in 32 aa overlap (48-79:1-32) 
 
        20        30        40        50        60        70        
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  .     .  : .  
gi|111                               MKFAIVLIACFAASVLAQGHKPKKDDFRNE 
                                             10        20        30 
 
        80                                                          
2MEPSP FDV                                                          
       ::                                                           
gi|111 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.7  bits: 17.9 E():   84 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (8-37:93-126) 
 
                                      10        20        30        
2MEPSP                        KETERMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|153 SKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
             70        80        90       100       110       120   
 
            40        50        60        70        80        
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV        
        .:.                                                   
gi|153 DVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
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            130       140       150       160       170       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.5  bits: 18.9 E():   87 
Smith-Waterman score: 46; 34.4% identity (56.2% similar) in 32 aa overlap (7-38:183-213) 
 
                                       10        20        30       
2MEPSP                         KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     :.:   .:  ....  : : ::   : . : 
gi|495 HINVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDD-CISIGPGSQN 
            160       170       180       190       200        210  
 
         40        50        60        70        80                 
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV                 
       ::                                                           
gi|495 VTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATD 
             220       230       240       250       260       270  
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.1  bits: 19.3 E():   90 
Smith-Waterman score: 47; 46.2% identity (76.9% similar) in 13 aa overlap (15-27:454-466) 
 
                               10        20        30        40     
2MEPSP                 KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     :.:::.. .:  :                  
gi|476 LNPSCKSLHPGRTPKELELHQKPTTLLMDEKMGASLNSSPPNCKNKCKGCQPCKPKLIIV 
           430       440       450       460       470       480    
 
           50        60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV 
                                            
gi|476 HPNQPEDYYPQRWVCSCHNKIYNP             
           490       500                    
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 17.5 E():   91 
Smith-Waterman score: 42; 34.8% identity (56.5% similar) in 23 aa overlap (12-34:71-93) 
 
                                  10        20        30        40  
2MEPSP                    KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :.  . : .:.    :: ::        
gi|738 ETADATPEKEEPTAAPAEPEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPV 
               50        60        70        80        90       100 
 
              50        60        70        80             
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV             
                                                           
gi|738 AEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAAETATTEVPVEKTEE 
              110       120       130       140       150  
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.6 E():   93 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (25-33:214-222) 
 
                     10        20        30        40        50     
2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.6 E():   93 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (25-33:214-222) 
 
                     10        20        30        40        50     
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2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|275 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
                                                                    
gi|275 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.6 E():   93 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (25-33:214-222) 
 
                     10        20        30        40        50     
2MEPSP       KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|156 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
           60        70        80                                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDV                                   
                                                                    
gi|156 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.3 E():   95 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (24-31:245-252) 
 
                      10        20        30        40        50    
2MEPSP        KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
            60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDV 
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (7-44:130-167) 
 
                                       10        20        30       
2MEPSP                         KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
         40        50        60        70        80   
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV   
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (7-44:130-167) 
 
                                       10        20        30       
2MEPSP                         KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
         40        50        60        70        80   
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV   
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
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>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 27 aa overlap (43-69:66-92) 
 
             20        30        40        50        60        70   
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   ....:...:.     ::    
gi|409 TYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSC 
          40        50        60        70        80        90      
 
             80                                                     
2MEPSP TFPDYFDV                                                     
                                                                    
gi|409 FEIKCTKPESCSGEPVLVHITDDNEEPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELEL 
         100       110       120       130       140       150      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.6  bits: 18.3 E():   97 
Smith-Waterman score: 44; 28.9% identity (48.9% similar) in 45 aa overlap (17-61:92-135) 
 
                             10        20        30        40       
2MEPSP               KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. :   :  . :  : : : :  . . : 
gi|226 KASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIA-GALEVH 
              70        80        90       100       110        120 
 
         50        60        70        80                           
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV                           
        .  :   .. :..:                                              
gi|226 AVKPATEEVGAAKIPAGELQIVDKIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKEST 
              130       140       150       160       170       180 
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (22-32:3-13) 
 
               10        20        30        40        50        60 
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
                            .: ::: :  :                             
gi|160                    SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNCAGKVIKSVG 
                                  10        20        30        40  
 
               70        80                                         
2MEPSP PVTIRDPGCTRKTFPDYFDV                                         
                                                                    
gi|160 PTEEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHIAQVWASQCQ 
              50        60        70        80        90       100  
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.4  bits: 17.2 E():   98 
Smith-Waterman score: 41; 25.6% identity (61.5% similar) in 39 aa overlap (12-49:12-50) 
 
               10        20        30        40         50          
2MEPSP KETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFSLAACAE 
                  :. :. ..  .: : :::   . ... :. :. .. . :           
gi|179 DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKASLDG 
               10        20        30        40        50        60 
 
      60        70        80                                        
2MEPSP VPVTIRDPGCTRKTFPDYFDV                                        
                                                                    
gi|179 LEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGVLACA 
               70        80        90       100       110       120 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:08 2011 done: Tue Apr 19 10:58:08 2011 
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 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 360  - 439 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     4     8:==* 
  34    21    22:=======* 
  36    24    44:========      * 
  38    89    73:========================*===== 
  40    99   102:=================================* 
  42   132   125:=========================================*== 
  44   118   138:========================================     * 
  46   143   140:==============================================*= 
  48   164   134:============================================*========== 
  50   138   122:========================================*===== 
  52   112   108:===================================*== 
  54    83    92:============================  * 
  56    65    77:======================   * 
  58    62    63:====================* 
  60    33    51:===========     * 
  62    31    41:===========  * 
  64    27    33:========= * 
  66    29    26:========*= 
  68    24    20:======*= 
  70    25    16:=====*=== 
  72    13    12:===*= 
  74    11    10:===* 
  76     5     8:==* 
  78    15     6:=*=== 
  80    10     5:=*== 
  82     4     3:*= 
  84     0     3:* 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.15800.0034; mu= 10.9232 0.177 
 mean_var=37.0663 9.623, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.210661 
 Kolmogorov-Smirnov  statistic: 0.0192 (N=28) at  52 
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Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.040 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   63 23.9     1.1 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   59 22.6     2.3 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   56 21.7     4.4 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.1     4.7 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   57 22.2     6.8 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   57 22.2     6.8 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.6      14 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   51 20.2      14 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   51 20.2      14 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.2      14 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   53 20.9      15 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   53 20.9      16 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   52 20.6      16 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   53 20.9      16 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   52 20.6      18 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.6      18 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   49 19.6      18 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   53 21.0      19 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   52 20.6      20 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   52 20.6      20 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   52 20.6      20 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   51 20.3      20 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   53 21.0      20 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   51 20.3      20 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   51 20.3      20 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   51 20.3      20 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   51 20.3      20 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   51 20.3      20 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   51 20.3      20 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   51 20.3      20 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   49 19.6      21 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   49 19.6      21 
gi|21920|emb|CAA39099.1| CM2 protein [Triticum tur ( 145)   49 19.6      21 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   49 19.6      21 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   49 19.6      22 
gi|195933901|gb|ACG58378.1| Der p 1 allergen precu ( 320)   51 20.4      28 
gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Pe ( 320)   51 20.4      28 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.3      31 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.0      32 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.4      33 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   50 20.1      33 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   46 18.7      33 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   50 20.1      33 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   50 20.1      33 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   46 18.7      33 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   48 19.4      35 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   46 18.7      37 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   46 18.7      37 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   46 18.7      38 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.4      40 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   46 18.7      41 
gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergi ( 125)   45 18.4      43 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   48 19.4      43 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.4      43 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   48 19.4      43 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.4      43 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.8      44 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   48 19.4      44 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   47 19.1      47 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   47 19.1      47 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   49 19.8      48 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   45 18.4      49 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   49 19.8      49 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   45 18.4      49 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   49 19.8      50 
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gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   47 19.1      51 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   46 18.8      54 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.1      55 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   46 18.8      55 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   46 18.8      55 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.5      55 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.1      57 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   46 18.8      58 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   46 18.8      58 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.1      59 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   44 18.1      60 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.8      61 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   47 19.1      61 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 19.8      62 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 19.8      62 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   43 17.8      63 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   49 19.8      64 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   45 18.5      65 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.1      65 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   47 19.2      65 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   44 18.1      65 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   44 18.1      65 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   44 18.1      66 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   44 18.1      66 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   45 18.5      66 
gi|21713|emb|CAA35597.1| unnamed protein product [ ( 168)   44 18.1      68 
gi|100834|pir||S16031 alpha-amylase inhibitor, tet ( 168)   44 18.1      68 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   43 17.8      69 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   45 18.5      71 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   45 18.5      71 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   43 17.8      71 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   43 17.8      72 
gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-termi (  26)   36 15.4      72 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   43 17.8      73 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 15.4      74 
gi|78038796|emb|CAI43283.4| mala s 12 allergen pre ( 618)   49 19.9      75 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.1      75 
gi|256095986|emb|CAQ68250.1| Der p 1 allergen prec ( 302)   46 18.8      75 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.1      75 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   47 19.2      77 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.2      80 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   43 17.8      81 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   43 17.8      81 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   45 18.5      82 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   47 19.2      82 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.8      82 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   45 18.5      83 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 18.5      83 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.9      84 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   43 17.8      84 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   43 17.8      84 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   45 18.5      85 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 17.8      87 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 17.5      94 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.2      95 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.5      97 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   45 18.5      97 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   45 18.5      97 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.2      99 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 17.9   1e 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 17.9   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  63  Z-score: 101.7  bits: 23.9 E():  1.1 
Smith-Waterman score: 63; 30.4% identity (53.6% similar) in 69 aa overlap (11-74:27-93) 
 
                               10        20        30          40   
2MEPSP                 ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTY 
                                 :. :: .:   : :::::   .::.. :  . .  
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
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             50           60        70        80                    
2MEPSP DDHRMAMAFSLAACA---EVPVTIRDPGCTRKTFPDYFDVL                    
       :.   .. .:  . .   .::  :.  :: .   :                          
gi|457 DSPTAVIKISAKVNGVELQVP-GIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKAD 
      60        70        80         90       100       110         
 
gi|457 VTASLTGAHGLLACGTVHGEVQN 
      120       130       140  
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  59  Z-score: 96.0  bits: 22.6 E():  2.3 
Smith-Waterman score: 59; 28.3% identity (53.3% similar) in 60 aa overlap (9-67:10-66) 
 
                10        20        30         40        50         
2MEPSP  ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAE 
                . :.:.:  .   : :.:.:   . :.. : . . .:   :    ::  :  
gi|484 GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQDTTKATIKVLAKVAG 
               10        20         30        40        50          
 
       60        70        80                                       
2MEPSP VPVTIRDPGCTRKTFPDYFDVL                                       
       .:. .  ::                                                    
gi|484 TPIQV--PGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAELVGDHGVLAC 
      60          70        80        90       100       110        
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 90.9  bits: 21.7 E():  4.4 
Smith-Waterman score: 56; 24.6% identity (57.9% similar) in 57 aa overlap (11-67:12-67) 
 
                10        20        30        40        50          
2MEPSP  ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
                  :. .:..:   : .::.:   . :.. :    ..   .... :.:  .  
gi|484 GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDG 
               10        20         30        40        50          
 
      60        70        80                                        
2MEPSP PVTIRDPGCTRKTFPDYFDVL                                        
        ..:  ::                                                     
gi|484 DIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLAC 
      60        70        80        90       100       110          
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 90.4  bits: 23.1 E():  4.7 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (17-43:23-50) 
 
                     10        20        30        40         50    
2MEPSP       ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDHRMAMAFSL 
                             :. ::  .: :.. ::.... ... .::           
gi|122 MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVDVIHEFEEI 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
                                                                    
gi|122 PVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRGIFGNGARV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.5  bits: 22.2 E():  6.8 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (42-68:74-100) 
 
              20        30        40        50        60        70  
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
              80                                                    
2MEPSP TFPDYFDVL                                                    
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gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.5  bits: 22.2 E():  6.8 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (42-68:74-100) 
 
              20        30        40        50        60        70  
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
              80                                                    
2MEPSP TFPDYFDVL                                                    
                                                                    
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 82.0  bits: 20.6 E():   14 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (19-47:36-62) 
 
                           10        20        30        40         
2MEPSP             ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
       50        60        70        80                             
2MEPSP MAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL                             
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.0  bits: 20.2 E():   14 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (11-67:28-82) 
 
                                10        20        30        40    
2MEPSP                  ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
            50        60         70        80                       
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYFDVL                       
        .. .   .. . :.:  .::. ::                                    
gi|170 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.0  bits: 20.2 E():   14 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (11-67:28-82) 
 
                                10        20        30        40    
2MEPSP                  ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
            50        60         70        80                       
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYFDVL                       
        .. .   .. . :.:  .::. ::                                    
gi|158 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.8  bits: 20.2 E():   14 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (11-48:29-67) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11666

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                 10        20        30         40  
2MEPSP                   ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
              50        60        70        80                      
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL                      
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.3  bits: 20.9 E():   15 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (52-68:67-83) 
 
              30        40        50        60        70        80  
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL  
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.1  bits: 20.9 E():   16 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (52-68:78-94) 
 
              30        40        50        60        70        80  
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL  
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 81.0  bits: 20.6 E():   16 
Smith-Waterman score: 52; 32.5% identity (57.5% similar) in 40 aa overlap (47-79:1-38) 
 
         20        30        40        50             60            
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA-----FSLAACAEVPVTI--RDPGCT 
                                     ::::     ::.. :. .: ..   .  :. 
gi|209                               MAMAGVFVLFSFVLCGFLPDAVFGAEVDCS 
                                             10        20        30 
 
      70        80                                                  
2MEPSP RKTFPDYFDVL                                                  
       :  ::.  :.                                                   
gi|209 R--FPNATDMEGKDVLVCNKDLRPICGTDGVTYTNDCLLCAYSVEFGTNISKEHDGECKE 
                 40        50        60        70        80         
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 20.9 E():   16 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (52-68:85-101) 
 
              30        40        50        60        70        80  
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL  
                                     :..::...:.     ::              
gi|115 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
           60        70        80        90       100       110     
 
gi|115 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
          120       130       140       150       160       170     
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.9  bits: 20.6 E():   18 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (53-68:55-70) 
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             30        40        50        60        70        80   
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL   
                                     ..::..::.     ::               
gi|114 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
           30        40        50        60        70        80     
 
gi|114 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
           90       100       110       120       130       140     
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.9  bits: 20.6 E():   18 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (15-32:180-197) 
 
                               10        20         30        40    
2MEPSP                 ETERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
            50        60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 
                                             
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP 
      210       220       230       240      
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 79.8  bits: 19.6 E():   18 
Smith-Waterman score: 49; 42.1% identity (63.2% similar) in 19 aa overlap (63-80:80-98) 
 
             40        50        60         70        80            
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVL            
                                     ..: ::: :.   :.  ::            
gi|253 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
      50        60        70        80        90       100          
 
gi|253 HNAPYCLGLDI 
     110       120 
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.5  bits: 21.0 E():   19 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (32-68:91-131) 
 
              10        20        30        40         50           
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|627 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISQLTTSQQDIVLADELSQEVCILSA 
               70        80        90       100       110       120 
 
        60        70        80                                      
2MEPSP EVPVTIRDPGCTRKTFPDYFDVL                                      
       .: : :  :::                                                  
gi|627 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              130       140       150       160       170       180 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.3  bits: 20.6 E():   20 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (53-68:79-94) 
 
             30        40        50        60        70        80   
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL   
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVFITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.3  bits: 20.6 E():   20 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (53-68:79-94) 
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             30        40        50        60        70        80   
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL   
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.3  bits: 20.6 E():   20 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (53-68:79-94) 
 
             30        40        50        60        70        80   
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL   
                                     ..::..::.     ::               
gi|141 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|141 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.1  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (24-65:109-140) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
            60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
       .: : : . :.:                                                 
gi|616 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
     130        140       150       160       170       180         
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.1  bits: 21.0 E():   20 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (32-68:111-151) 
 
              10        20        30        40         50           
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|170 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISNLTTSQQDIVLADELSQEVCILSA 
               90       100       110       120       130       140 
 
        60        70        80                                      
2MEPSP EVPVTIRDPGCTRKTFPDYFDVL                                      
       .: : :  :::                                                  
gi|170 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              150       160       170       180       190       200 
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.9  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (24-65:115-146) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
            60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
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 initn:  43 init1:  43 opt:  51  Z-score: 78.9  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (24-65:115-146) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
            60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.9  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (24-65:115-146) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
            60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.9  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (24-65:115-146) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
            60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.9  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (24-65:115-146) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
            60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.9  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (24-65:115-146) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
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           90       100       110       120                130      
 
            60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.9  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (24-65:115-146) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
            60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 49; 40.0% identity (66.7% similar) in 15 aa overlap (66-80:103-117) 
 
          40        50        60        70        80                
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL                
                                     ::: :..  :.  .:                
gi|219 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|219 YCLAMEESQWS 
            140    
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 49; 40.0% identity (66.7% similar) in 15 aa overlap (66-80:103-117) 
 
          40        50        60        70        80                
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL                
                                     ::: :..  :.  .:                
gi|195 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|195 YCLAMEESQWS 
            140    
 
>>gi|21920|emb|CAA39099.1| CM2 protein [Triticum turgidu  (145 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 49; 42.1% identity (63.2% similar) in 19 aa overlap (63-80:105-123) 
 
             40        50        60         70        80            
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVL            
                                     ..: ::: :.   :.  ::            
gi|219 CKELYDASQHCRCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
           80        90       100       110       120       130     
 
gi|219 HNTPYCLGLDI 
          140      
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 49; 42.1% identity (63.2% similar) in 19 aa overlap (63-80:105-123) 
 
             40        50        60         70        80            
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVL            
                                     ..: ::: :.   :.  ::            
gi|217 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTV 
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           80        90       100       110       120       130     
 
gi|217 HNAPYCLGLDI 
          140      
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 49; 40.0% identity (66.7% similar) in 15 aa overlap (66-80:103-117) 
 
          40        50        60        70        80                
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL                
                                     ::: :..  :.  .:                
gi|585 ANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|585 YCLAMDEWQWNRQFCSS 
            140          
 
>>gi|195933901|gb|ACG58378.1| Der p 1 allergen precursor  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 76.4  bits: 20.4 E():   28 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (24-65:213-244) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|195 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
            60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
       .: : : . :.:                                                 
gi|195 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Peptid  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 76.4  bits: 20.4 E():   28 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (24-65:213-244) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|730 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
            60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
       .: : : . :.:                                                 
gi|730 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 75.7  bits: 19.3 E():   31 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (27-54:106-134) 
 
                   10        20        30        40         50      
2MEPSP     ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
          60        70        80             
2MEPSP CAEVPVTIRDPGCTRKTFPDYFDVL             
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.5  bits: 19.0 E():   32 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (11-38:28-54) 
 
                                10        20        30        40    
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2MEPSP                  ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
            50        60        70        80                        
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL                        
                                                                    
gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.1  bits: 19.4 E():   33 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (25-31:141-147) 
 
                     10        20        30        40        50     
2MEPSP       ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
           60        70        80 
2MEPSP ACAEVPVTIRDPGCTRKTFPDYFDVL 
                                  
gi|124 RRLALVNENPLDVLFQEV         
              180                 
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.1  bits: 20.1 E():   33 
Smith-Waterman score: 50; 24.6% identity (58.0% similar) in 69 aa overlap (12-77:51-112) 
 
                                  10        20           30         
2MEPSP                    ETERMVAIRTELTKLGASVEEGP--DYC-IITPPEKLNVTA 
                                     .:. ::.. .:   :.  ...  .:..:.  
gi|198 NASLAQGHPTFLLVREITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVV- 
               30        40        50        60        70           
 
       40        50        60        70        80                   
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL                   
       :.:    ..:  :.:        .:.. :  .. ::. :                      
gi|198 ISTLGAPQIADQFNLIK------AIKEVGTIKRFFPSEFGNDVDKHHAVEPMKSMFDLKI 
      80        90             100       110       120       130    
 
gi|198 KLRRTIEAEGIPHTYVVPHCFAGYFLTNLAQLGLAAPPRDKIVIYGDGTTKAVYMKEEDI 
           140       150       160       170       180       190    
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 75.1  bits: 18.7 E():   33 
Smith-Waterman score: 46; 30.0% identity (60.0% similar) in 30 aa overlap (2-30:75-104) 
 
                                            10         20        30 
2MEPSP                              ETERMVAIRTELTKLGA-SVEEGPDYCIITP 
                                     :.:.. .:  :.  :. ..   : ::.  : 
gi|999 SVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMAAALVPKYCLQHP 
           50        60        70        80        90       100     
 
               40        50        60        70        80 
2MEPSP PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 
                                                          
gi|999 HACDLYKNQTVMS                                      
          110                                             
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.1  bits: 20.1 E():   33 
Smith-Waterman score: 50; 28.0% identity (72.0% similar) in 25 aa overlap (53-77:89-113) 
 
             30        40        50        60        70        80   
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL   
                                     ::  ... ..:.. : ... ::. :      
gi|324 FVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDVD 
       60        70        80        90       100       110         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11673

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
gi|324 RSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASSAPRDKVVI 
      120       130       140       150       160       170         
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.1  bits: 20.1 E():   33 
Smith-Waterman score: 50; 25.9% identity (70.4% similar) in 27 aa overlap (51-77:87-113) 
 
               30        40        50        60        70        80 
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 
                                     ..::  ... ..:.. :  .. ::. :    
gi|107 VTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGND 
         60        70        80        90       100       110       
 
gi|107 VDRVHAVEPAKTAFATKAEIRRKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKV 
        120       130       140       150       160       170       
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 18.7 E():   33 
Smith-Waterman score: 46; 20.5% identity (52.3% similar) in 44 aa overlap (31-74:49-92) 
 
               10        20        30        40        50        60 
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:  .  
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
               70        80                     
2MEPSP VTIRDPGCTRKTFPDYFDVL                     
          .. .   : .:                           
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.6  bits: 19.4 E():   35 
Smith-Waterman score: 48; 25.0% identity (56.2% similar) in 32 aa overlap (42-70:151-182) 
 
              20        30        40        50           60         
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA---CAEVPVTIRDPGC 
                                     :.:.....  . :    : .. . : : :  
gi|256 IVEREGLQAVKLAARDTVDGWFNIERVSREYNDYKLVFCPQQAEDNKCEDIGIQIDDDGI 
              130       140       150       160       170       180 
 
       70        80            
2MEPSP TRKTFPDYFDVL            
        :                      
gi|256 RRLVLSKNKPLVVQFQKFRSSTA 
              190       200    
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 18.7 E():   37 
Smith-Waterman score: 46; 29.4% identity (50.0% similar) in 34 aa overlap (47-80:1-34) 
 
         20        30        40        50        60        70       
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  ..    .  : .  
gi|420                               MKFAIVLIACFAASVLAQEHKPKKDDFRNE 
                                             10        20        30 
 
         80                                                         
2MEPSP FDVL                                                         
       :: :                                                         
gi|420 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 18.7 E():   37 
Smith-Waterman score: 46; 29.4% identity (50.0% similar) in 34 aa overlap (47-80:1-34) 
 
         20        30        40        50        60        70       
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11674

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                                     : .:. : ::  . :  ..    .  : .  
gi|111                               MKFAIVLIACFAASVLAQEHKPEKDDFRNE 
                                             10        20        30 
 
         80                                                         
2MEPSP FDVL                                                         
       :: :                                                         
gi|111 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 46; 31.8% identity (59.1% similar) in 22 aa overlap (11-32:109-130) 
 
                                   10        20        30        40 
2MEPSP                     ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. .:  .. : :  : :.: .         
gi|244 ELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICSISPSQGCQFQSSY 
       80        90       100       110       120       130         
 
               50        60        70        80 
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.7  bits: 19.4 E():   40 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (67-77:206-216) 
 
         40        50        60        70        80              
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL              
                                     ::.:: .:  .                 
gi|131 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
         180       190       200       210       220       230   
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 73.4  bits: 18.7 E():   41 
Smith-Waterman score: 46; 31.8% identity (63.6% similar) in 22 aa overlap (11-32:117-138) 
 
                                   10        20        30        40 
2MEPSP                     ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     .: .:  .. : : .: :.: .         
gi|110 ELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCNISPSQGCQFSSPY 
         90       100       110       120       130       140       
 
               50        60        70        80 
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 
                                                
gi|110 WSY                                      
                                                
 
>>gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergillus  (125 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.0  bits: 18.4 E():   43 
Smith-Waterman score: 45; 31.7% identity (43.9% similar) in 41 aa overlap (46-78:45-84) 
 
          20        30        40        50        60        70      
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK---- 
                                     :: . :. : : . :   .: :  .      
gi|302 HAPLSDGKTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKD-GMGKDDHYL 
           20        30        40        50        60         70    
 
                  80                                        
2MEPSP ----TFPDYFDVL                                        
           ::::  :                                          
gi|302 LEFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR 
            80        90       100       110       120      
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.9  bits: 19.4 E():   43 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (67-77:233-243) 
 
         40        50        60        70        80              
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL              
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                                     ::.:: .:  .                 
gi|163 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.9  bits: 19.4 E():   43 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (67-77:233-243) 
 
         40        50        60        70        80              
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL              
                                     ::.:: .:  .                 
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.9  bits: 19.4 E():   43 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (67-77:233-243) 
 
         40        50        60        70        80              
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL              
                                     ::.:: .:  .                 
gi|250 GGVDSCQGDSGGPVVDVATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.9  bits: 19.4 E():   43 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (67-77:233-243) 
 
         40        50        60        70        80              
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL              
                                     ::.:: .:  .                 
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.9  bits: 19.8 E():   44 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (15-43:141-170) 
 
                               10        20         30        40    
2MEPSP                 ETERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
            50        60        70        80                        
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL                        
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (67-77:235-245) 
 
         40        50        60        70        80              
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL              
                                     ::.:: .:  .                 
gi|511 GGKDSCQGDSGGPVVDVKNNQVVGIVSWGYGCARKGYPGVYTRVGNFIDWIESKRSQ 
          210       220       230       240       250       260  
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.4  bits: 19.1 E():   47 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (24-65:115-146) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
            60        70        80                                  

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11676

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.4  bits: 19.1 E():   47 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (24-65:115-146) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
            60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.1  bits: 19.8 E():   48 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (16-74:258-314) 
 
                              10        20        30        40      
2MEPSP                ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|111 MSLGGASGSTAMKQAVDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
          50        60         70        80                         
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPDYFDVL                         
           .:: .. ::. :    ::  . .:.:                               
gi|111 SNRASFS-SVGAELEVMA--PGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 45; 36.8% identity (63.2% similar) in 19 aa overlap (63-80:104-122) 
 
             40        50        60         70        80            
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVL            
                                     ..: ::: ..   :.  ::            
gi|189 CCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTV 
            80        90       100       110       120       130    
 
gi|189 HNAPYCLGLDI 
           140     
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.0  bits: 19.8 E():   49 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (16-74:258-314) 
 
                              10        20        30        40      
2MEPSP                ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|135 MSLGGPSGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
          50        60         70        80                         
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPDYFDVL                         
           .:: .. ::. :    ::  . .:.:                               
gi|135 SNRASFS-SVGAELEVMA--PGAGVYSTYPTSTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 45; 36.8% identity (63.2% similar) in 19 aa overlap (63-80:105-123) 
 
             40        50        60         70        80            
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2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVL            
                                     ..: ::: ..   :.  ::            
gi|439 CQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTV 
           80        90       100       110       120       130     
 
gi|439 HNAPYCLGLDI 
          140      
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.8  bits: 19.8 E():   50 
Smith-Waterman score: 49; 29.0% identity (61.3% similar) in 31 aa overlap (12-42:94-124) 
 
                                  10        20        30        40  
2MEPSP                    ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     :..::.. ..: :.       :: .: : . 
gi|513 FHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPA 
            70        80        90       100       110       120    
 
              50        60        70        80                      
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL                      
       .                                                            
gi|513 HGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEG 
           130       140       150       160       170       180    
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.7  bits: 19.1 E():   51 
Smith-Waterman score: 47; 45.5% identity (63.6% similar) in 11 aa overlap (67-77:218-228) 
 
         40        50        60        70        80              
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL              
                                     :: :: .:  .                 
gi|225 GGKDSCQGDSGGPLVDVKNNQVVGNVSWGYGCERKGYPGVYTRVGNFIDWIESKRPQ 
       190       200       210       220       230       240     
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 50; 20.4% identity (44.9% similar) in 49 aa overlap (26-74:130-174) 
 
                    10        20        30        40        50      
2MEPSP      ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                                     :..   .  . ...:   :      .. .  
gi|162 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVD 
     100       110       120       130       140       150          
 
          60        70        80                             
2MEPSP CAEVPVTIRDPGCTRKTFPDYFDVL                             
       :.: :     : :: .  :                                   
gi|162 CSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200         
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (11-48:12-50) 
 
                10        20        30         40        50         
2MEPSP  ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFSLAACAE 
                  :. :. .. ..: : :::   . ... :. :. .. . :           
gi|760 DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKANING 
               10        20        30        40        50        60 
 
       60        70        80                                       
2MEPSP VPVTIRDPGCTRKTFPDYFDVL                                       
                                                                    
gi|760 LEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGVLACA 
               70        80        90       100       110       120 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 50; 23.5% identity (45.1% similar) in 51 aa overlap (26-74:130-176) 
 
                    10        20        30        40          50    
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2MEPSP      ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH--RMAMAFSL 
                                     :..   .  . ...:   :   :  .:    
gi|124 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVS 
     100       110       120       130       140       150          
 
            60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                             
       . :.: :     : :: .  :                                   
gi|124 VDCSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200       210 
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (24-65:116-147) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          90       100       110       120                130       
 
            60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
       .: : : . :.:                                                 
gi|146 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
        140        150       160       170       180       190      
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.1  bits: 19.5 E():   55 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (7-59:189-242) 
 
                                       10        20        30       
2MEPSP                         ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
           40        50        60        70        80               
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL               
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.1 E():   57 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (16-57:58-99) 
 
                              10        20        30        40      
2MEPSP                ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
          50        60        70        80                          
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL                          
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.7  bits: 18.8 E():   58 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (24-65:115-146) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
            60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
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       .: : : . :.:                                                 
gi|223 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.7  bits: 18.8 E():   58 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (24-65:115-146) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
            60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
       .: : : . :.:                                                 
gi|837 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (11-67:28-82) 
 
                                10        20        30          40  
2MEPSP                  ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
              50        60        70        80                      
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL                      
        : .....   ::  :   .::. ::                                   
gi|212 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 44; 33.3% identity (66.7% similar) in 15 aa overlap (66-80:103-117) 
 
          40        50        60        70        80                
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL                
                                     ::: :..  ..  .:                
gi|217 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|217 YCLGMEESQWS 
            140    
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.3  bits: 17.8 E():   61 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (18-37:89-108) 
 
                            10        20        30        40        
2MEPSP              ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
        50        60        70        80 
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (18-74:154-206) 
 
                            10        20        30        40        
2MEPSP              ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|287 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           130       140       150       160       170       180    
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        50        60         70        80                           
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDVL                           
       :...:. . .   .:  :  : ::  ::                                 
gi|287 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              190       200         210       220       230         
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.1  bits: 19.8 E():   62 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (12-49:168-204) 
 
                                  10        20        30        40  
2MEPSP                    ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
              50        60        70        80                      
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL                      
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.1  bits: 19.8 E():   62 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (12-49:168-204) 
 
                                  10        20        30        40  
2MEPSP                    ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
              50        60        70        80                      
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL                      
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.0  bits: 17.8 E():   63 
Smith-Waterman score: 43; 42.1% identity (57.9% similar) in 19 aa overlap (63-80:80-98) 
 
             40        50        60         70        80            
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVL            
                                     ..: ::: :.   :   ::            
gi|283 CKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVLVTPGHCNVMTV 
      50        60        70        80        90       100          
 
gi|283 HNTPYCLGLDI 
     110       120 
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 49; 34.5% identity (55.2% similar) in 29 aa overlap (48-74:13-41) 
 
        20        30        40        50        60          70      
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP--GCTRKTFPD 
                                     :.. . :: : .::  .    ::  : .:  
gi|558                   NYRAFALALLFCALSCQAAAAAYAPVPAKADFLGCLMKEIPA 
                                 10        20        30        40   
 
          80                                                        
2MEPSP YFDVL                                                        
                                                                    
gi|558 RLLYAKSSPDYPTVLAQTIRNSRWSSPQNVKPIYIITPTNASHIQSAVVCGRRHGIRLRV 
             50        60        70        80        90       100   
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.8  bits: 18.5 E():   65 
Smith-Waterman score: 45; 31.9% identity (53.2% similar) in 47 aa overlap (32-76:81-126) 
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              10        20        30         40        50           
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMA-FSLAACAEV 
                                     :.:..  : :: .: : :.: .   :  .  
gi|144 LEIDGKQTHQSVAISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENS 
               60        70        80        90       100       110 
 
      60        70        80                                        
2MEPSP PVTIRDPGCTRKTFPDYFDVL                                        
            ::   ..:.: :                                            
gi|144 KQKKWDP-LKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLV 
               120       130       140       150       160          
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (33-62:65-94) 
 
             10        20        30        40        50        60   
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
             70        80                                           
2MEPSP IRDPGCTRKTFPDYFDVL                                           
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.7  bits: 19.2 E():   65 
Smith-Waterman score: 47; 58.3% identity (75.0% similar) in 12 aa overlap (20-29:162-173) 
 
                          10        20          30        40        
2MEPSP            ETERMVAIRTELTKLGASVEEG--PDYCIITPPEKLNVTAIDTYDDHRM 
                                     :.:  ::::. :                   
gi|320 AFLAQTSHETTGGWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQ 
             140       150       160       170       180       190  
 
        50        60        70        80                            
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL                            
                                                                    
gi|320 ISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMTPQSPKPSCHNVITGRWTP 
             200       210       220       230       240       250  
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (28-73:14-59) 
 
               10        20        30        40        50        60 
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                  :  :. ... ..:. :.    .: . . :::.  
gi|901               MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEIL 
                             10        20         30        40      
 
               70         80                                        
2MEPSP VTIRDPGCTRK-TFPDYFDVL                                        
            ::  .: ::                                               
gi|901 EGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKL 
          50        60        70        80        90       100      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 44; 26.7% identity (53.3% similar) in 60 aa overlap (15-73:1-59) 
 
               10        20        30        40        50        60 
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                     .:. . :.     : ::. ... ..:. :.    .: .    ::.  
gi|753               MGVYTFENEYTSEIPPPRLFKAFVLDA-DNLIPKIAPQAIKHAEIL 
                             10        20         30        40      
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               70         80                                        
2MEPSP VTIRDPGCTRK-TFPDYFDVL                                        
            :: :.: ::                                               
gi|753 EGDGGPGTTKKITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKL 
          50        60        70        80        90       100      
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (28-73:14-59) 
 
               10        20        30        40        50        60 
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                  :  :. ... ..:. :.    .: . . :::.  
gi|880               MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEIL 
                             10        20         30        40      
 
               70         80                                        
2MEPSP VTIRDPGCTRK-TFPDYFDVL                                        
            ::  .: ::                                               
gi|880 EGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKL 
          50        60        70        80        90       100      
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (28-73:14-59) 
 
               10        20        30        40        50        60 
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                  :  :. ... ..:. :.    .: . . :::.  
gi|901               MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEIL 
                             10        20         30        40      
 
               70         80                                        
2MEPSP VTIRDPGCTRK-TFPDYFDVL                                        
            ::  .: ::                                               
gi|901 EGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKL 
          50        60        70        80        90       100      
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.7  bits: 18.5 E():   66 
Smith-Waterman score: 45; 31.9% identity (53.2% similar) in 47 aa overlap (32-76:85-130) 
 
              10        20        30         40        50           
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMA-FSLAACAEV 
                                     :.:..  : :: .: : :.: .   :  .  
gi|622 LEIDGKQTHQSVAISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENS 
           60        70        80        90       100       110     
 
      60        70        80                                        
2MEPSP PVTIRDPGCTRKTFPDYFDVL                                        
            ::   ..:.: :                                            
gi|622 KQKKWDP-LKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLV 
          120        130       140       150       160       170    
 
>>gi|21713|emb|CAA35597.1| unnamed protein product [Trit  (168 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 18.1 E():   68 
Smith-Waterman score: 44; 40.0% identity (60.0% similar) in 15 aa overlap (66-80:128-142) 
 
          40        50        60        70        80                
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL                
                                     ::: :.   :.  .:                
gi|217 ALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREMQWDFVRLLVAPGQCNLATIHNVR 
       100       110       120       130       140       150        
 
gi|217 YCPAVEQPLWI 
       160         
 
>>gi|100834|pir||S16031 alpha-amylase inhibitor, tetrame  (168 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 18.1 E():   68 
Smith-Waterman score: 44; 40.0% identity (60.0% similar) in 15 aa overlap (66-80:128-142) 
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11683

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

          40        50        60        70        80                
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL                
                                     ::: :.   :.  .:                
gi|100 ALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREMQWDFVRLLVAPGQCNLATIHNVR 
       100       110       120       130       140       150        
 
gi|100 YCPAVEQPLWI 
       160         
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 17.8 E():   69 
Smith-Waterman score: 43; 29.4% identity (47.1% similar) in 34 aa overlap (47-80:1-34) 
 
         20        30        40        50        60        70       
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  .     .  : .  
gi|111                               MKFAIVLIACFAASVLAQGHKPKKDDFRNE 
                                             10        20        30 
 
         80                                                         
2MEPSP FDVL                                                         
       :: :                                                         
gi|111 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (24-65:115-146) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
            60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (24-65:115-146) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
            60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.0  bits: 17.8 E():   71 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (7-36:92-125) 
 
                                       10        20            30   
2MEPSP                         ETERMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|249 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
              70        80        90       100       110       120  
 
             40        50        60        70        80 
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 
        .:.                                             
gi|249 DVNMDCKTLGVLHYKGN                                
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             130                                        
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.0  bits: 17.8 E():   72 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (7-36:56-89) 
 
                                       10        20            30   
2MEPSP                         ETERMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|391 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
          30        40        50        60        70        80      
 
             40        50        60        70        80       
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL       
        .:.                                                   
gi|391 DVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
          90       100       110       120       130          
 
>>gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-terminal}  (26 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.9  bits: 15.4 E():   72 
Smith-Waterman score: 36; 50.0% identity (75.0% similar) in 8 aa overlap (66-73:13-20) 
 
          40        50        60        70        80 
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 
                                     : :.:. :        
gi|133                   NDNTFEGEYHAFPDCARNLFKGRQQE  
                                 10        20        
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.8  bits: 17.8 E():   73 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (7-36:50-83) 
 
                                       10        20            30   
2MEPSP                         ETERMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|741 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
      20        30        40        50        60        70          
 
             40        50        60        70        80             
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL             
        .:.                                                         
gi|741 DVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDPRLEFRPPHRKKPNPAF 
      80        90       100       110       120       130          
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.7  bits: 15.4 E():   74 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (53-61:17-25) 
 
             30        40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 
                                     : ::::  :                    
gi|391               SFREQCVPGREITYECLNACAEYAVRQ                  
                             10        20                         
 
>>gi|78038796|emb|CAI43283.4| mala s 12 allergen precurs  (618 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.7  bits: 19.9 E():   75 
Smith-Waterman score: 49; 36.8% identity (57.9% similar) in 19 aa overlap (59-77:480-498) 
 
       30        40        50        60        70        80         
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL         
                                     . .: .::    :  :.::            
gi|780 KVSPVEILGNVMFGSISIQAALQHPLSRGSIKITSKDPFAYPKINPNYFAENLDLVLLRE 
     450       460       470       480       490       500          
 
gi|780 GFKLIREMSQQSPLKDVIDFETVPGDKVQTNEDWENWIRSAAGTEYHPSSTCAMLPRGDG 
     510       520       530       540       550       560          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (23-30:172-179) 
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                       10        20        30        40        50   
2MEPSP         ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
             60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDVL 
 
>>gi|256095986|emb|CAQ68250.1| Der p 1 allergen precurso  (302 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (24-65:195-226) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|256 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          170       180       190       200                210      
 
            60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
       .: : : . :.:                                                 
gi|256 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          220       230       240       250       260       270     
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.1 E():   75 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (23-37:70-84) 
 
                       10        20        30        40        50   
2MEPSP         ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
             60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDVL 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (18-74:144-196) 
 
                            10        20        30        40        
2MEPSP              ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|855 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
        50        60         70        80                           
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDVL                           
       :...:. . .   .:  :  : ::  ::                                 
gi|855 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              180       190         200       210       220         
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 19.2 E():   80 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (24-40:318-334) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
            60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
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 initn:  40 init1:  40 opt:  43  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (28-73:14-59) 
 
               10        20        30        40        50        60 
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                  :  :. ... ..:. :.    .: .   :::.  
gi|901               MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCAEIL 
                             10        20         30        40      
 
               70         80                                        
2MEPSP VTIRDPGCTRK-TFPDYFDVL                                        
            ::  .: ::                                               
gi|901 EGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKL 
          50        60        70        80        90       100      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (28-73:14-59) 
 
               10        20        30        40        50        60 
2MEPSP ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                  :  :. ... ..:. :.    .: .   :::.  
gi|901               MGGYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCAEIL 
                             10        20         30        40      
 
               70         80                                        
2MEPSP VTIRDPGCTRK-TFPDYFDVL                                        
            ::  .: ::                                               
gi|901 EGDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKL 
          50        60        70        80        90       100      
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (42-68:66-92) 
 
              20        30        40        50        60        70  
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|117 SYGDKWLEARPPGMVRPRVLAPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
              80                                                    
2MEPSP TFPDYFDVL                                                    
                                                                    
gi|117 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFR 
         100       110       120       130       140       150      
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.9  bits: 19.2 E():   82 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (18-74:144-196) 
 
                            10        20        30        40        
2MEPSP              ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|364 SDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
        50        60         70        80                           
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDVL                           
       :...:. . .   .:  :  : ::  ::                                 
gi|364 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLAAGPAATPATPGHHRVGRWLDRLQ 
              180       190         200       210       220         
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (9-42:131-164) 
 
                                     10        20        30         
2MEPSP                       ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
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              110       120       130       140       150       160 
 
       40        50        60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 
          :                                       
gi|158 RTPY                                       
                                                  
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 47; 40.7% identity (51.9% similar) in 27 aa overlap (61-80:160-186) 
 
               40        50        60        70               80    
2MEPSP PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF-------PDYFDVL    
                                     :  . :: :. ::       :.:: ::    
gi|811 LSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNPNYFAVLVKY 
     130       140       150       160       170       180          
 
gi|811 VGGDGDVVKVELKEKGSEEWKPLNESWGAIWRIDTPKPLKGPFSLRVTTESDQKLVANDV 
     190       200       210       220       230       240          
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (42-68:66-92) 
 
              20        30        40        50        60        70  
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|109 SYGDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
              80                                                    
2MEPSP TFPDYFDVL                                                    
                                                                    
gi|109 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDT 
         100       110       120       130       140       150      
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.7  bits: 19.9 E():   84 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (9-33:517-541) 
 
                                     10        20        30         
2MEPSP                       ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
       40        50        60        70        80                   
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL                   
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 43; 33.3% identity (66.7% similar) in 15 aa overlap (66-80:59-73) 
 
          40        50        60        70        80                
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL                
                                     : :. .  :.:.. :                
gi|276 TACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEYIEKLPEIRAKGVDVVAVLA 
       30        40        50        60        70        80         
 
gi|276 YNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHGKITYAA 
       90       100       110       120       130       140         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 43; 33.3% identity (66.7% similar) in 15 aa overlap (66-80:59-73) 
 
          40        50        60        70        80                
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2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL                
                                     : :. .  :.:.. :                
gi|668 TACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEYIEKLPEIRAKGVDVVAVLA 
       30        40        50        60        70        80         
 
gi|668 YNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHGKITYAA 
       90       100       110       120       130       140         
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (24-32:196-204) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|760 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
         170       180       190       200       210       220      
 
            60        70        80                         
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                         
                                                           
gi|760 KDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTT 
         230       240       250       260       270       
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.4  bits: 17.8 E():   87 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (7-36:93-126) 
 
                                       10        20            30   
2MEPSP                         ETERMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|153 SKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
             70        80        90       100       110       120   
 
             40        50        60        70        80       
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL       
        .:.                                                   
gi|153 DVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
            130       140       150       160       170       
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 42; 34.8% identity (56.5% similar) in 23 aa overlap (11-33:71-93) 
 
                                   10        20        30        40 
2MEPSP                     ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :.  . : .:.    :: ::        
gi|738 ETADATPEKEEPTAAPAEPEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPV 
               50        60        70        80        90       100 
 
               50        60        70        80            
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL            
                                                           
gi|738 AEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAAETATTEVPVEKTEE 
              110       120       130       140       150  
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.7  bits: 19.2 E():   95 
Smith-Waterman score: 47; 46.2% identity (76.9% similar) in 13 aa overlap (14-26:454-466) 
 
                                10        20        30        40    
2MEPSP                  ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     :.:::.. .:  :                  
gi|476 LNPSCKSLHPGRTPKELELHQKPTTLLMDEKMGASLNSSPPNCKNKCKGCQPCKPKLIIV 
           430       440       450       460       470       480    
 
            50        60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 
                                             
gi|476 HPNQPEDYYPQRWVCSCHNKIYNP              
           490       500                     
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>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.5 E():   97 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (24-32:214-222) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
            60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.5 E():   97 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (24-32:214-222) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|275 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
            60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
                                                                    
gi|275 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.5 E():   97 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (24-32:214-222) 
 
                      10        20        30        40        50    
2MEPSP        ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|156 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
            60        70        80                                  
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVL                                  
                                                                    
gi|156 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (23-30:245-252) 
 
                       10        20        30        40        50   
2MEPSP         ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
             60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDVL 
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.3  bits: 17.9 E(): 1e 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (6-43:130-167) 
 
                                        10        20        30      
2MEPSP                          ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
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          40        50        60        70        80  
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL  
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.3  bits: 17.9 E(): 1e 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (6-43:130-167) 
 
                                        10        20        30      
2MEPSP                          ETERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
          40        50        60        70        80  
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL  
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:08 2011 done: Tue Apr 19 10:58:08 2011 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 361  - 440 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     5     8:==* 
  34    15    22:=====  * 
  36    36    44:============  * 
  38    76    73:========================*= 
  40   100   102:=================================* 
  42   137   125:=========================================*==== 
  44   132   138:============================================ * 
  46   129   140:===========================================   * 
  48   156   134:============================================*======= 
  50   141   122:========================================*====== 
  52   109   108:===================================*= 
  54    87    92:============================= * 
  56    61    77:=====================    * 
  58    64    63:====================*= 
  60    39    51:=============   * 
  62    30    41:==========   * 
  64    29    33:==========* 
  66    26    26:========* 
  68    27    20:======*== 
  70    22    16:=====*== 
  72    15    12:===*= 
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  74    11    10:===* 
  76     4     8:==* 
  78    15     6:=*=== 
  80    11     5:=*== 
  82     3     3:* 
  84     0     3:* 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.03450.00343; mu= 11.4800 0.179 
 mean_var=37.8632 9.885, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.208433 
 Kolmogorov-Smirnov  statistic: 0.0165 (N=27) at  64 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   63 23.8     1.2 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   59 22.6     2.4 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   56 21.7     4.6 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.1     4.8 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   57 22.1       7 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   57 22.1       7 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.5      14 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   51 20.2      14 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   51 20.2      14 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.2      15 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   53 20.9      15 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   53 20.9      16 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   52 20.6      16 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   53 20.9      16 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   52 20.6      18 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.6      18 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   49 19.5      19 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   53 21.0      19 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   52 20.6      20 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   52 20.6      20 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   52 20.6      20 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   53 21.0      20 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   51 20.3      20 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   49 19.6      22 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   49 19.6      22 
gi|21920|emb|CAA39099.1| CM2 protein [Triticum tur ( 145)   49 19.6      22 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   49 19.6      22 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   49 19.6      22 
gi|195933901|gb|ACG58378.1| Der p 1 allergen precu ( 320)   51 20.4      28 
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gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Pe ( 320)   51 20.4      28 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.3      31 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.0      32 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   50 20.1      33 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   50 20.1      33 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   50 20.1      33 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.3      33 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   46 18.6      34 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   46 18.6      34 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   48 19.4      36 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   46 18.7      38 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   46 18.7      38 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   46 18.7      39 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.4      40 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   46 18.7      42 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.8      43 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.4      44 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.4      44 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   48 19.4      44 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   48 19.4      44 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   48 19.4      44 
gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergi ( 125)   45 18.3      44 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   47 19.1      47 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   47 19.1      47 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   49 19.8      48 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   49 19.8      49 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   45 18.4      50 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   45 18.4      50 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   49 19.8      50 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   47 19.1      51 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   46 18.8      55 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.5      55 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   46 18.8      55 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   46 18.8      56 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.0      56 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.1      57 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   46 18.8      58 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   46 18.8      58 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.1      60 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   44 18.1      61 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   47 19.1      61 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 19.9      61 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 19.9      61 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.7      62 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   49 19.9      63 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   43 17.7      64 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   47 19.2      65 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   45 18.5      65 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.1      66 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   44 18.1      66 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   44 18.1      66 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   45 18.5      66 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   44 18.1      66 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   44 18.1      66 
gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Po ( 101)   42 17.4      68 
gi|21713|emb|CAA35597.1| unnamed protein product [ ( 168)   44 18.1      69 
gi|100834|pir||S16031 alpha-amylase inhibitor, tet ( 168)   44 18.1      69 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   43 17.8      70 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   45 18.5      71 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   45 18.5      71 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   43 17.8      72 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   43 17.8      73 
gi|78038796|emb|CAI43283.4| mala s 12 allergen pre ( 618)   49 19.9      73 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   43 17.8      74 
gi|256095986|emb|CAQ68250.1| Der p 1 allergen prec ( 302)   46 18.8      75 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.1      75 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   47 19.2      76 
gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-termi (  26)   36 15.3      76 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.1      77 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 15.3      79 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.2      79 
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gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   47 19.2      81 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   43 17.8      81 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   43 17.8      81 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.9      81 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   45 18.5      82 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   45 18.5      83 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 18.5      83 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.8      83 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   43 17.8      85 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   43 17.8      85 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   45 18.5      85 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 17.8      88 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.3      93 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 17.5      95 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   45 18.6      96 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.6      96 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   45 18.6      96 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.2      99 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 17.9   1e 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 17.9   1e 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   44 18.2   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  63  Z-score: 101.3  bits: 23.8 E():  1.2 
Smith-Waterman score: 63; 30.4% identity (53.6% similar) in 69 aa overlap (10-73:27-93) 
 
                                10        20        30          40  
2MEPSP                  TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTY 
                                 :. :: .:   : :::::   .::.. :  . .  
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
 
              50           60        70        80                   
2MEPSP DDHRMAMAFSLAACA---EVPVTIRDPGCTRKTFPDYFDVLS                   
       :.   .. .:  . .   .::  :.  :: .   :                          
gi|457 DSPTAVIKISAKVNGVELQVP-GIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKAD 
      60        70        80         90       100       110         
 
gi|457 VTASLTGAHGLLACGTVHGEVQN 
      120       130       140  
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  59  Z-score: 95.6  bits: 22.6 E():  2.4 
Smith-Waterman score: 59; 28.3% identity (53.3% similar) in 60 aa overlap (8-66:10-66) 
 
                 10        20        30         40        50        
2MEPSP   TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAE 
                . :.:.:  .   : :.:.:   . :.. : . . .:   :    ::  :  
gi|484 GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQDTTKATIKVLAKVAG 
               10        20         30        40        50          
 
        60        70        80                                      
2MEPSP VPVTIRDPGCTRKTFPDYFDVLS                                      
       .:. .  ::                                                    
gi|484 TPIQV--PGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAELVGDHGVLAC 
      60          70        80        90       100       110        
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 90.5  bits: 21.7 E():  4.6 
Smith-Waterman score: 56; 24.6% identity (57.9% similar) in 57 aa overlap (10-66:12-67) 
 
                 10        20        30        40        50         
2MEPSP   TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
                  :. .:..:   : .::.:   . :.. :    ..   .... :.:  .  
gi|484 GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDG 
               10        20         30        40        50          
 
       60        70        80                                       
2MEPSP PVTIRDPGCTRKTFPDYFDVLS                                       
        ..:  ::                                                     
gi|484 DIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLAC 
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      60        70        80        90       100       110          
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 90.2  bits: 23.1 E():  4.8 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (16-42:23-50) 
 
                      10        20        30         40        50   
2MEPSP        TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDHRMAMAFSL 
                             :. ::  .: :.. ::.... ... .::           
gi|122 MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVDVIHEFEEI 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
                                                                    
gi|122 PVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRGIFGNGARV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.3  bits: 22.1 E():    7 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (41-67:74-100) 
 
               20        30        40        50        60        70 
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
               80                                                   
2MEPSP TFPDYFDVLS                                                   
                                                                    
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.3  bits: 22.1 E():    7 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (41-67:74-100) 
 
               20        30        40        50        60        70 
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
               80                                                   
2MEPSP TFPDYFDVLS                                                   
                                                                    
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 81.8  bits: 20.5 E():   14 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (18-46:36-62) 
 
                            10        20        30        40        
2MEPSP              TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
        50        60        70        80                            
2MEPSP MAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS                            
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.8  bits: 20.2 E():   14 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (10-66:28-82) 
 
                                 10        20        30        40   
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2MEPSP                   TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
             50         60        70        80                      
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYFDVLS                      
        .. .   .. . :.:  .::. ::                                    
gi|170 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.8  bits: 20.2 E():   14 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (10-66:28-82) 
 
                                 10        20        30        40   
2MEPSP                   TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
             50         60        70        80                      
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYFDVLS                      
        .. .   .. . :.:  .::. ::                                    
gi|158 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.5  bits: 20.2 E():   15 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (10-47:29-67) 
 
                                  10        20        30         40 
2MEPSP                    TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
               50        60        70        80                     
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS                     
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.2  bits: 20.9 E():   15 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (51-67:67-83) 
 
               30        40        50        60        70        80 
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 20.9 E():   16 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (51-67:78-94) 
 
               30        40        50        60        70        80 
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 80.8  bits: 20.6 E():   16 
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Smith-Waterman score: 52; 32.5% identity (57.5% similar) in 40 aa overlap (46-78:1-38) 
 
          20        30        40             50        60           
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA-----FSLAACAEVPVTI--RDPGCT 
                                     ::::     ::.. :. .: ..   .  :. 
gi|209                               MAMAGVFVLFSFVLCGFLPDAVFGAEVDCS 
                                             10        20        30 
 
       70        80                                                 
2MEPSP RKTFPDYFDVLS                                                 
       :  ::.  :.                                                   
gi|209 R--FPNATDMEGKDVLVCNKDLRPICGTDGVTYTNDCLLCAYSVEFGTNISKEHDGECKE 
                 40        50        60        70        80         
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.8  bits: 20.9 E():   16 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (51-67:85-101) 
 
               30        40        50        60        70        80 
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                     :..::...:.     ::              
gi|115 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
           60        70        80        90       100       110     
 
gi|115 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
          120       130       140       150       160       170     
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.8  bits: 20.6 E():   18 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (52-67:55-70) 
 
              30        40        50        60        70        80  
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS  
                                     ..::..::.     ::               
gi|114 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
           30        40        50        60        70        80     
 
gi|114 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
           90       100       110       120       130       140     
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.8  bits: 20.6 E():   18 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (14-31:180-197) 
 
                                10        20         30        40   
2MEPSP                  TERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
             50        60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                              
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP  
      210       220       230       240       
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 79.6  bits: 19.5 E():   19 
Smith-Waterman score: 49; 42.1% identity (63.2% similar) in 19 aa overlap (62-79:80-98) 
 
              40        50        60         70        80           
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLS           
                                     ..: ::: :.   :.  ::            
gi|253 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
      50        60        70        80        90       100          
 
gi|253 HNAPYCLGLDI 
     110       120 
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.5  bits: 21.0 E():   19 
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Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (31-67:91-131) 
 
               10        20        30        40         50          
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|627 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISQLTTSQQDIVLADELSQEVCILSA 
               70        80        90       100       110       120 
 
         60        70        80                                     
2MEPSP EVPVTIRDPGCTRKTFPDYFDVLS                                     
       .: : :  :::                                                  
gi|627 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              130       140       150       160       170       180 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.2  bits: 20.6 E():   20 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (52-67:79-94) 
 
              30        40        50        60        70        80  
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS  
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVFITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.2  bits: 20.6 E():   20 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (52-67:79-94) 
 
              30        40        50        60        70        80  
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS  
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.2  bits: 20.6 E():   20 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (52-67:79-94) 
 
              30        40        50        60        70        80  
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS  
                                     ..::..::.     ::               
gi|141 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|141 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.0  bits: 21.0 E():   20 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (31-67:111-151) 
 
               10        20        30        40         50          
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|170 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISNLTTSQQDIVLADELSQEVCILSA 
               90       100       110       120       130       140 
 
         60        70        80                                     
2MEPSP EVPVTIRDPGCTRKTFPDYFDVLS                                     
       .: : :  :::                                                  
gi|170 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              150       160       170       180       190       200 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.0  bits: 20.3 E():   20 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11698

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (23-64:109-140) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
       .: : : . :.:                                                 
gi|616 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
     130        140       150       160       170       180         
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (23-64:115-146) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (23-64:115-146) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (23-64:115-146) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (23-64:115-146) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
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             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (23-64:115-146) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (23-64:115-146) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (23-64:115-146) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 49; 40.0% identity (66.7% similar) in 15 aa overlap (65-79:103-117) 
 
           40        50        60        70        80               
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS               
                                     ::: :..  :.  .:                
gi|219 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|219 YCLAMEESQWS 
            140    
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 49; 40.0% identity (66.7% similar) in 15 aa overlap (65-79:103-117) 
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           40        50        60        70        80               
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS               
                                     ::: :..  :.  .:                
gi|195 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|195 YCLAMEESQWS 
            140    
 
>>gi|21920|emb|CAA39099.1| CM2 protein [Triticum turgidu  (145 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 49; 42.1% identity (63.2% similar) in 19 aa overlap (62-79:105-123) 
 
              40        50        60         70        80           
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLS           
                                     ..: ::: :.   :.  ::            
gi|219 CKELYDASQHCRCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
           80        90       100       110       120       130     
 
gi|219 HNTPYCLGLDI 
          140      
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 49; 42.1% identity (63.2% similar) in 19 aa overlap (62-79:105-123) 
 
              40        50        60         70        80           
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLS           
                                     ..: ::: :.   :.  ::            
gi|217 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTV 
           80        90       100       110       120       130     
 
gi|217 HNAPYCLGLDI 
          140      
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 49; 40.0% identity (66.7% similar) in 15 aa overlap (65-79:103-117) 
 
           40        50        60        70        80               
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS               
                                     ::: :..  :.  .:                
gi|585 ANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|585 YCLAMDEWQWNRQFCSS 
            140          
 
>>gi|195933901|gb|ACG58378.1| Der p 1 allergen precursor  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 76.4  bits: 20.4 E():   28 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (23-64:213-244) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|195 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
       .: : : . :.:                                                 
gi|195 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Peptid  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 76.4  bits: 20.4 E():   28 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (23-64:213-244) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
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                                     .:: : ::   ::. :      : :.: .  
gi|730 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
       .: : : . :.:                                                 
gi|730 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 75.6  bits: 19.3 E():   31 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (26-53:106-134) 
 
                    10        20        30        40         50     
2MEPSP      TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
           60        70        80            
2MEPSP CAEVPVTIRDPGCTRKTFPDYFDVLS            
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.3  bits: 19.0 E():   32 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (10-37:28-54) 
 
                                 10        20        30        40   
2MEPSP                   TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
             50        60        70        80                       
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS                       
                                                                    
gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.1  bits: 20.1 E():   33 
Smith-Waterman score: 50; 24.6% identity (58.0% similar) in 69 aa overlap (11-76:51-112) 
 
                                   10        20           30        
2MEPSP                     TERMVAIRTELTKLGASVEEGP--DYC-IITPPEKLNVTA 
                                     .:. ::.. .:   :.  ...  .:..:.  
gi|198 NASLAQGHPTFLLVREITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVV- 
               30        40        50        60        70           
 
        40        50        60        70        80                  
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS                  
       :.:    ..:  :.:        .:.. :  .. ::. :                      
gi|198 ISTLGAPQIADQFNLIK------AIKEVGTIKRFFPSEFGNDVDKHHAVEPMKSMFDLKI 
      80        90             100       110       120       130    
 
gi|198 KLRRTIEAEGIPHTYVVPHCFAGYFLTNLAQLGLAAPPRDKIVIYGDGTTKAVYMKEEDI 
           140       150       160       170       180       190    
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 20.1 E():   33 
Smith-Waterman score: 50; 28.0% identity (72.0% similar) in 25 aa overlap (52-76:89-113) 
 
              30        40        50        60        70        80  
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS  
                                     ::  ... ..:.. : ... ::. :      
gi|324 FVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDVD 
       60        70        80        90       100       110         
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gi|324 RSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASSAPRDKVVI 
      120       130       140       150       160       170         
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 20.1 E():   33 
Smith-Waterman score: 50; 25.9% identity (70.4% similar) in 27 aa overlap (50-76:87-113) 
 
      20        30        40        50        60        70          
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 
                                     ..::  ... ..:.. :  .. ::. :    
gi|107 VTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGND 
         60        70        80        90       100       110       
 
      80                                                            
2MEPSP S                                                            
                                                                    
gi|107 VDRVHAVEPAKTAFATKAEIRRKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKV 
        120       130       140       150       160       170       
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.0  bits: 19.3 E():   33 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (24-30:141-147) 
 
                      10        20        30        40        50    
2MEPSP        TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
            60        70        80 
2MEPSP ACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                   
gi|124 RRLALVNENPLDVLFQEV          
              180                  
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 74.9  bits: 18.6 E():   34 
Smith-Waterman score: 46; 30.0% identity (60.0% similar) in 30 aa overlap (1-29:75-104) 
 
                                             10         20          
2MEPSP                               TERMVAIRTELTKLGA-SVEEGPDYCIITP 
                                     :.:.. .:  :.  :. ..   : ::.  : 
gi|999 SVFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMAAALVPKYCLQHP 
           50        60        70        80        90       100     
 
      30        40        50        60        70        80 
2MEPSP PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                                           
gi|999 HACDLYKNQTVMS                                       
          110                                              
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 18.6 E():   34 
Smith-Waterman score: 46; 20.5% identity (52.3% similar) in 44 aa overlap (30-73:49-92) 
 
                10        20        30        40        50          
2MEPSP  TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:  .  
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
      60        70        80                    
2MEPSP VTIRDPGCTRKTFPDYFDVLS                    
          .. .   : .:                           
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 48; 25.0% identity (56.2% similar) in 32 aa overlap (41-69:151-182) 
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               20        30        40        50           60        
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA---CAEVPVTIRDPGC 
                                     :.:.....  . :    : .. . : : :  
gi|256 IVEREGLQAVKLAARDTVDGWFNIERVSREYNDYKLVFCPQQAEDNKCEDIGIQIDDDGI 
              130       140       150       160       170       180 
 
        70        80           
2MEPSP TRKTFPDYFDVLS           
        :                      
gi|256 RRLVLSKNKPLVVQFQKFRSSTA 
              190       200    
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 46; 29.4% identity (50.0% similar) in 34 aa overlap (46-79:1-34) 
 
          20        30        40        50        60        70      
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  ..    .  : .  
gi|420                               MKFAIVLIACFAASVLAQEHKPKKDDFRNE 
                                             10        20        30 
 
          80                                                        
2MEPSP FDVLS                                                        
       :: :                                                         
gi|420 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 46; 29.4% identity (50.0% similar) in 34 aa overlap (46-79:1-34) 
 
          20        30        40        50        60        70      
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  ..    .  : .  
gi|111                               MKFAIVLIACFAASVLAQEHKPEKDDFRNE 
                                             10        20        30 
 
          80                                                        
2MEPSP FDVLS                                                        
       :: :                                                         
gi|111 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 46; 31.8% identity (59.1% similar) in 22 aa overlap (10-31:109-130) 
 
                                    10        20        30          
2MEPSP                      TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. .:  .. : :  : :.: .         
gi|244 ELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICSISPSQGCQFQSSY 
       80        90       100       110       120       130         
 
      40        50        60        70        80 
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.6  bits: 19.4 E():   40 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (66-76:206-216) 
 
          40        50        60        70        80             
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS             
                                     ::.:: .:  .                 
gi|131 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
         180       190       200       210       220       230   
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 73.3  bits: 18.7 E():   42 
Smith-Waterman score: 46; 31.8% identity (63.6% similar) in 22 aa overlap (10-31:117-138) 
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                                    10        20        30          
2MEPSP                      TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     .: .:  .. : : .: :.: .         
gi|110 ELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCNISPSQGCQFSSPY 
         90       100       110       120       130       140       
 
      40        50        60        70        80 
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                                 
gi|110 WSY                                       
                                                 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 73.0  bits: 19.8 E():   43 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (14-42:141-170) 
 
                                10        20         30        40   
2MEPSP                  TERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
             50        60        70        80                       
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS                       
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (66-76:233-243) 
 
          40        50        60        70        80             
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS             
                                     ::.:: .:  .                 
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (66-76:233-243) 
 
          40        50        60        70        80             
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS             
                                     ::.:: .:  .                 
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (66-76:233-243) 
 
          40        50        60        70        80             
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS             
                                     ::.:: .:  .                 
gi|163 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (66-76:233-243) 
 
          40        50        60        70        80             
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS             
                                     ::.:: .:  .                 
gi|250 GGVDSCQGDSGGPVVDVATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (66-76:235-245) 
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          40        50        60        70        80             
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS             
                                     ::.:: .:  .                 
gi|511 GGKDSCQGDSGGPVVDVKNNQVVGIVSWGYGCARKGYPGVYTRVGNFIDWIESKRSQ 
          210       220       230       240       250       260  
 
>>gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergillus  (125 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.8  bits: 18.3 E():   44 
Smith-Waterman score: 45; 31.7% identity (43.9% similar) in 41 aa overlap (45-77:45-84) 
 
           20        30        40        50        60        70     
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK---- 
                                     :: . :. : : . :   .: :  .      
gi|302 HAPLSDGKTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKD-GMGKDDHYL 
           20        30        40        50        60         70    
 
                   80                                       
2MEPSP ----TFPDYFDVLS                                       
           ::::  :                                          
gi|302 LEFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR 
            80        90       100       110       120      
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.3  bits: 19.1 E():   47 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (23-64:115-146) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.3  bits: 19.1 E():   47 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (23-64:115-146) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.1  bits: 19.8 E():   48 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (15-73:258-314) 
 
                               10        20        30        40     
2MEPSP                 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|111 MSLGGASGSTAMKQAVDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
           50        60         70        80                        
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPDYFDVLS                        
           .:: .. ::. :    ::  . .:.:                               
gi|111 SNRASFS-SVGAELEVMA--PGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
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>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.0  bits: 19.8 E():   49 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (15-73:258-314) 
 
                               10        20        30        40     
2MEPSP                 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|135 MSLGGPSGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
           50        60         70        80                        
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPDYFDVLS                        
           .:: .. ::. :    ::  . .:.:                               
gi|135 SNRASFS-SVGAELEVMA--PGAGVYSTYPTSTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.9  bits: 18.4 E():   50 
Smith-Waterman score: 45; 36.8% identity (63.2% similar) in 19 aa overlap (62-79:104-122) 
 
              40        50        60         70        80           
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLS           
                                     ..: ::: ..   :.  ::            
gi|189 CCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTV 
            80        90       100       110       120       130    
 
gi|189 HNAPYCLGLDI 
           140     
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 45; 36.8% identity (63.2% similar) in 19 aa overlap (62-79:105-123) 
 
              40        50        60         70        80           
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLS           
                                     ..: ::: ..   :.  ::            
gi|439 CQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTV 
           80        90       100       110       120       130     
 
gi|439 HNAPYCLGLDI 
          140      
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.8  bits: 19.8 E():   50 
Smith-Waterman score: 49; 29.0% identity (61.3% similar) in 31 aa overlap (11-41:94-124) 
 
                                   10        20        30        40 
2MEPSP                     TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     :..::.. ..: :.       :: .: : . 
gi|513 FHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPA 
            70        80        90       100       110       120    
 
               50        60        70        80                     
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS                     
       .                                                            
gi|513 HGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEG 
           130       140       150       160       170       180    
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.7  bits: 19.1 E():   51 
Smith-Waterman score: 47; 45.5% identity (63.6% similar) in 11 aa overlap (66-76:218-228) 
 
          40        50        60        70        80             
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS             
                                     :: :: .:  .                 
gi|225 GGKDSCQGDSGGPLVDVKNNQVVGNVSWGYGCERKGYPGVYTRVGNFIDWIESKRPQ 
       190       200       210       220       230       240     
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 50; 20.4% identity (44.9% similar) in 49 aa overlap (25-73:130-174) 
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                     10        20        30        40        50     
2MEPSP       TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                                     :..   .  . ...:   :      .. .  
gi|162 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVD 
     100       110       120       130       140       150          
 
           60        70        80                            
2MEPSP CAEVPVTIRDPGCTRKTFPDYFDVLS                            
       :.: :     : :: .  :                                   
gi|162 CSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200         
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.1  bits: 19.5 E():   55 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (6-58:189-242) 
 
                                        10        20        30      
2MEPSP                          TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
            40        50        60        70        80              
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS              
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.0  bits: 18.8 E():   55 
Smith-Waterman score: 50; 23.5% identity (45.1% similar) in 51 aa overlap (25-73:130-176) 
 
                     10        20        30        40          50   
2MEPSP       TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH--RMAMAFSL 
                                     :..   .  . ...:   :   :  .:    
gi|124 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVS 
     100       110       120       130       140       150          
 
             60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                            
       . :.: :     : :: .  :                                   
gi|124 VDCSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200       210 
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.0  bits: 18.8 E():   56 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (23-64:116-147) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          90       100       110       120                130       
 
             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
       .: : : . :.:                                                 
gi|146 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
        140        150       160       170       180       190      
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.0  bits: 18.0 E():   56 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (10-47:12-50) 
 
                 10        20        30         40        50        
2MEPSP   TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFSLAACAE 
                  :. :. .. ..: : :::   . ... :. :. .. . :           
gi|760 DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKANING 
               10        20        30        40        50        60 
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        60        70        80                                      
2MEPSP VPVTIRDPGCTRKTFPDYFDVLS                                      
                                                                    
gi|760 LEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGVLACA 
               70        80        90       100       110       120 
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (15-56:58-99) 
 
                               10        20        30        40     
2MEPSP                 TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
           50        60        70        80                         
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS                         
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.7  bits: 18.8 E():   58 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (23-64:115-146) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
       .: : : . :.:                                                 
gi|223 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.7  bits: 18.8 E():   58 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (23-64:115-146) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
       .: : : . :.:                                                 
gi|837 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (10-66:28-82) 
 
                                 10        20        30          40 
2MEPSP                   TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
               50        60        70        80                     
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS                     
        : .....   ::  :   .::. ::                                   
gi|212 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 44; 33.3% identity (66.7% similar) in 15 aa overlap (65-79:103-117) 
 
           40        50        60        70        80               
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS               
                                     ::: :..  ..  .:                
gi|217 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|217 YCLGMEESQWS 
            140    
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (17-73:154-206) 
 
                             10        20        30        40       
2MEPSP               TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|287 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           130       140       150       160       170       180    
 
         50        60         70        80                          
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDVLS                          
       :...:. . .   .:  :  : ::  ::                                 
gi|287 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              190       200         210       220       230         
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.2  bits: 19.9 E():   61 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (11-48:168-204) 
 
                                   10        20        30        40 
2MEPSP                     TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
               50        60        70        80                     
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS                     
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.2  bits: 19.9 E():   61 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (11-48:168-204) 
 
                                   10        20        30        40 
2MEPSP                     TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
               50        60        70        80                     
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS                     
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.1  bits: 17.7 E():   62 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (17-36:89-108) 
 
                             10        20        30        40       
2MEPSP               TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
         50        60        70        80 
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2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 70.0  bits: 19.9 E():   63 
Smith-Waterman score: 49; 34.5% identity (55.2% similar) in 29 aa overlap (47-73:13-41) 
 
         20        30        40        50        60          70     
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP--GCTRKTFPD 
                                     :.. . :: : .::  .    ::  : .:  
gi|558                   NYRAFALALLFCALSCQAAAAAYAPVPAKADFLGCLMKEIPA 
                                 10        20        30        40   
 
           80                                                       
2MEPSP YFDVLS                                                       
                                                                    
gi|558 RLLYAKSSPDYPTVLAQTIRNSRWSSPQNVKPIYIITPTNASHIQSAVVCGRRHGIRLRV 
             50        60        70        80        90       100   
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.8  bits: 17.7 E():   64 
Smith-Waterman score: 43; 42.1% identity (57.9% similar) in 19 aa overlap (62-79:80-98) 
 
              40        50        60         70        80           
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLS           
                                     ..: ::: :.   :   ::            
gi|283 CKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVLVTPGHCNVMTV 
      50        60        70        80        90       100          
 
gi|283 HNTPYCLGLDI 
     110       120 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.8  bits: 19.2 E():   65 
Smith-Waterman score: 47; 58.3% identity (75.0% similar) in 12 aa overlap (19-28:162-173) 
 
                           10        20          30        40       
2MEPSP             TERMVAIRTELTKLGASVEEG--PDYCIITPPEKLNVTAIDTYDDHRM 
                                     :.:  ::::. :                   
gi|320 AFLAQTSHETTGGWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQ 
             140       150       160       170       180       190  
 
         50        60        70        80                           
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS                           
                                                                    
gi|320 ISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMTPQSPKPSCHNVITGRWTP 
             200       210       220       230       240       250  
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.7  bits: 18.5 E():   65 
Smith-Waterman score: 45; 31.9% identity (53.2% similar) in 47 aa overlap (31-75:81-126) 
 
               10        20        30         40         50         
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMA-FSLAACAEV 
                                     :.:..  : :: .: : :.: .   :  .  
gi|144 LEIDGKQTHQSVAISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENS 
               60        70        80        90       100       110 
 
       60        70        80                                       
2MEPSP PVTIRDPGCTRKTFPDYFDVLS                                       
            ::   ..:.: :                                            
gi|144 KQKKWDP-LKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLV 
               120       130       140       150       160          
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (32-61:65-94) 
 
              10        20        30        40        50        60  
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
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           40        50        60        70        80        90     
 
              70        80                                          
2MEPSP IRDPGCTRKTFPDYFDVLS                                          
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (27-72:14-59) 
 
               10        20        30        40        50        60 
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 
                                 :  :. ... ..:. :.    .: . . :::.   
gi|901              MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEILE 
                            10        20         30        40       
 
               70         80                                        
2MEPSP TIRDPGCTRK-TFPDYFDVLS                                        
           ::  .: ::                                                
gi|901 GDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLV 
         50        60        70        80        90       100       
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 44; 26.7% identity (53.3% similar) in 60 aa overlap (14-72:1-59) 
 
               10        20        30        40        50        60 
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 
                    .:. . :.     : ::. ... ..:. :.    .: .    ::.   
gi|753              MGVYTFENEYTSEIPPPRLFKAFVLDA-DNLIPKIAPQAIKHAEILE 
                            10        20         30        40       
 
               70         80                                        
2MEPSP TIRDPGCTRK-TFPDYFDVLS                                        
           :: :.: ::                                                
gi|753 GDGGPGTTKKITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLV 
         50        60        70        80        90       100       
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.6  bits: 18.5 E():   66 
Smith-Waterman score: 45; 31.9% identity (53.2% similar) in 47 aa overlap (31-75:85-130) 
 
               10        20        30         40         50         
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMA-FSLAACAEV 
                                     :.:..  : :: .: : :.: .   :  .  
gi|622 LEIDGKQTHQSVAISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENS 
           60        70        80        90       100       110     
 
       60        70        80                                       
2MEPSP PVTIRDPGCTRKTFPDYFDVLS                                       
            ::   ..:.: :                                            
gi|622 KQKKWDP-LKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLV 
          120        130       140       150       160       170    
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (27-72:14-59) 
 
               10        20        30        40        50        60 
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 
                                 :  :. ... ..:. :.    .: . . :::.   
gi|880              MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEILE 
                            10        20         30        40       
 
               70         80                                        
2MEPSP TIRDPGCTRK-TFPDYFDVLS                                        
           ::  .: ::                                                
gi|880 GDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLV 
         50        60        70        80        90       100       
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>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (27-72:14-59) 
 
               10        20        30        40        50        60 
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 
                                 :  :. ... ..:. :.    .: . . :::.   
gi|901              MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEILE 
                            10        20         30        40       
 
               70         80                                        
2MEPSP TIRDPGCTRK-TFPDYFDVLS                                        
           ::  .: ::                                                
gi|901 GDGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLV 
         50        60        70        80        90       100       
 
>>gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Pollen  (101 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.4 E():   68 
Smith-Waterman score: 42; 36.8% identity (57.9% similar) in 19 aa overlap (62-80:63-81) 
 
              40        50        60        70        80            
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS            
                                     :.::   .   :: : .:.            
gi|416 KTTDVLWFNFTTGEDSVAEVWREEAYHACDIKDPIRLEPGGPDRFTLLTPGSHFICTKDQ 
             40        50        60        70        80        90   
 
gi|416 KFVACVPGR 
            100  
 
>>gi|21713|emb|CAA35597.1| unnamed protein product [Trit  (168 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 44; 40.0% identity (60.0% similar) in 15 aa overlap (65-79:128-142) 
 
           40        50        60        70        80               
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS               
                                     ::: :.   :.  .:                
gi|217 ALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREMQWDFVRLLVAPGQCNLATIHNVR 
       100       110       120       130       140       150        
 
gi|217 YCPAVEQPLWI 
       160         
 
>>gi|100834|pir||S16031 alpha-amylase inhibitor, tetrame  (168 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 44; 40.0% identity (60.0% similar) in 15 aa overlap (65-79:128-142) 
 
           40        50        60        70        80               
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS               
                                     ::: :.   :.  .:                
gi|100 ALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREMQWDFVRLLVAPGQCNLATIHNVR 
       100       110       120       130       140       150        
 
gi|100 YCPAVEQPLWI 
       160         
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 17.8 E():   70 
Smith-Waterman score: 43; 29.4% identity (47.1% similar) in 34 aa overlap (46-79:1-34) 
 
          20        30        40        50        60        70      
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  .     .  : .  
gi|111                               MKFAIVLIACFAASVLAQGHKPKKDDFRNE 
                                             10        20        30 
 
          80                                                        
2MEPSP FDVLS                                                        
       :: :                                                         
gi|111 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
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>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (23-64:115-146) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (23-64:115-146) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (6-35:92-125) 
 
                                        10        20            30  
2MEPSP                          TERMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|249 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
              70        80        90       100       110       120  
 
              40        50        60        70        80 
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
        .:.                                              
gi|249 DVNMDCKTLGVLHYKGN                                 
             130                                         
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.9  bits: 17.8 E():   73 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (6-35:56-89) 
 
                                        10        20            30  
2MEPSP                          TERMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|391 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
          30        40        50        60        70        80      
 
              40        50        60        70        80      
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS      
        .:.                                                   
gi|391 DVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
          90       100       110       120       130          
 
>>gi|78038796|emb|CAI43283.4| mala s 12 allergen precurs  (618 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.8  bits: 19.9 E():   73 
Smith-Waterman score: 49; 36.8% identity (57.9% similar) in 19 aa overlap (58-76:480-498) 
 
        30        40        50        60        70        80        
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS        
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                                     . .: .::    :  :.::            
gi|780 KVSPVEILGNVMFGSISIQAALQHPLSRGSIKITSKDPFAYPKINPNYFAENLDLVLLRE 
     450       460       470       480       490       500          
 
gi|780 GFKLIREMSQQSPLKDVIDFETVPGDKVQTNEDWENWIRSAAGTEYHPSSTCAMLPRGDG 
     510       520       530       540       550       560          
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.7  bits: 17.8 E():   74 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (6-35:50-83) 
 
                                        10        20            30  
2MEPSP                          TERMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|741 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
      20        30        40        50        60        70          
 
              40        50        60        70        80            
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS            
        .:.                                                         
gi|741 DVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDPRLEFRPPHRKKPNPAF 
      80        90       100       110       120       130          
 
>>gi|256095986|emb|CAQ68250.1| Der p 1 allergen precurso  (302 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.7  bits: 18.8 E():   75 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (23-64:195-226) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|256 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          170       180       190       200                210      
 
             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
       .: : : . :.:                                                 
gi|256 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          220       230       240       250       260       270     
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (22-29:172-179) 
 
                        10        20        30        40        50  
2MEPSP          TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
              60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDVLS 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (17-73:144-196) 
 
                             10        20        30        40       
2MEPSP               TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|855 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
         50        60         70        80                          
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDVLS                          
       :...:. . .   .:  :  : ::  ::                                 
gi|855 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              180       190         200       210       220         
 
>>gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-terminal}  (26 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.5  bits: 15.3 E():   76 
Smith-Waterman score: 36; 50.0% identity (75.0% similar) in 8 aa overlap (65-72:13-20) 
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           40        50        60        70        80 
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                     : :.:. :         
gi|133                   NDNTFEGEYHAFPDCARNLFKGRQQE   
                                 10        20         
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.1 E():   77 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (22-36:70-84) 
 
                        10        20        30        40        50  
2MEPSP          TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
              60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDVLS 
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.2  bits: 15.3 E():   79 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (52-60:17-25) 
 
              30        40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                     : ::::  :                     
gi|391               SFREQCVPGREITYECLNACAEYAVRQ                   
                             10        20                          
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.2  bits: 19.2 E():   79 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (23-39:318-334) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.0  bits: 19.2 E():   81 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (17-73:144-196) 
 
                             10        20        30        40       
2MEPSP               TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|364 SDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
         50        60         70        80                          
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDVLS                          
       :...:. . .   .:  :  : ::  ::                                 
gi|364 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLAAGPAATPATPGHHRVGRWLDRLQ 
              180       190         200       210       220         
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (27-72:14-59) 
 
               10        20        30        40        50        60 
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 
                                 :  :. ... ..:. :.    .: .   :::.   
gi|901              MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCAEILE 
                            10        20         30        40       
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               70         80                                        
2MEPSP TIRDPGCTRK-TFPDYFDVLS                                        
           ::  .: ::                                                
gi|901 GDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLV 
         50        60        70        80        90       100       
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (27-72:14-59) 
 
               10        20        30        40        50        60 
2MEPSP TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPV 
                                 :  :. ... ..:. :.    .: .   :::.   
gi|901              MGGYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCAEILE 
                            10        20         30        40       
 
               70         80                                        
2MEPSP TIRDPGCTRK-TFPDYFDVLS                                        
           ::  .: ::                                                
gi|901 GDGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLV 
         50        60        70        80        90       100       
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.9  bits: 19.9 E():   81 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (8-32:517-541) 
 
                                      10        20        30        
2MEPSP                        TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
        40        50        60        70        80                  
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS                  
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (41-67:66-92) 
 
               20        30        40        50        60        70 
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|117 SYGDKWLEARPPGMVRPRVLAPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
               80                                                   
2MEPSP TFPDYFDVLS                                                   
                                                                    
gi|117 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFR 
         100       110       120       130       140       150      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 47; 40.7% identity (51.9% similar) in 27 aa overlap (60-79:160-186) 
 
      30        40        50        60        70               80   
2MEPSP PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF-------PDYFDVLS   
                                     :  . :: :. ::       :.:: ::    
gi|811 LSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNPNYFAVLVKY 
     130       140       150       160       170       180          
 
gi|811 VGGDGDVVKVELKEKGSEEWKPLNESWGAIWRIDTPKPLKGPFSLRVTTESDQKLVANDV 
     190       200       210       220       230       240          
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (41-67:66-92) 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11717

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
               20        30        40        50        60        70 
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|109 SYGDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
               80                                                   
2MEPSP TFPDYFDVLS                                                   
                                                                    
gi|109 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDT 
         100       110       120       130       140       150      
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (8-41:131-164) 
 
                                      10        20        30        
2MEPSP                        TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
        40        50        60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
          :                                        
gi|158 RTPY                                        
                                                   
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 17.8 E():   85 
Smith-Waterman score: 43; 33.3% identity (66.7% similar) in 15 aa overlap (65-79:59-73) 
 
           40        50        60        70        80               
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS               
                                     : :. .  :.:.. :                
gi|276 TACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEYIEKLPEIRAKGVDVVAVLA 
       30        40        50        60        70        80         
 
gi|276 YNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHGKITYAA 
       90       100       110       120       130       140         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 17.8 E():   85 
Smith-Waterman score: 43; 33.3% identity (66.7% similar) in 15 aa overlap (65-79:59-73) 
 
           40        50        60        70        80               
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS               
                                     : :. .  :.:.. :                
gi|668 TACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEYIEKLPEIRAKGVDVVAVLA 
       30        40        50        60        70        80         
 
gi|668 YNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHGKITYAA 
       90       100       110       120       130       140         
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (23-31:196-204) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|760 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
         170       180       190       200       210       220      
 
             60        70        80                        
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                        
                                                           
gi|760 KDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTT 
         230       240       250       260       270       
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>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.3  bits: 17.8 E():   88 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (6-35:93-126) 
 
                                        10        20            30  
2MEPSP                          TERMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|153 SKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
             70        80        90       100       110       120   
 
              40        50        60        70        80      
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS      
        .:.                                                   
gi|153 DVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
            130       140       150       160       170       
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.9  bits: 19.3 E():   93 
Smith-Waterman score: 47; 46.2% identity (76.9% similar) in 13 aa overlap (13-25:454-466) 
 
                                 10        20        30        40   
2MEPSP                   TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     :.:::.. .:  :                  
gi|476 LNPSCKSLHPGRTPKELELHQKPTTLLMDEKMGASLNSSPPNCKNKCKGCQPCKPKLIIV 
           430       440       450       460       470       480    
 
             50        60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                              
gi|476 HPNQPEDYYPQRWVCSCHNKIYNP               
           490       500                      
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.5 E():   95 
Smith-Waterman score: 42; 34.8% identity (56.5% similar) in 23 aa overlap (10-32:71-93) 
 
                                    10        20        30          
2MEPSP                      TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :.  . : .:.    :: ::        
gi|738 ETADATPEKEEPTAAPAEPEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPV 
               50        60        70        80        90       100 
 
      40        50        60        70        80           
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS           
                                                           
gi|738 AEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAAETATTEVPVEKTEE 
              110       120       130       140       150  
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.6 E():   96 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (23-31:214-222) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|275 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
                                                                    
gi|275 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.6 E():   96 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (23-31:214-222) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11719

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.6 E():   96 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (23-31:214-222) 
 
                       10        20        30        40        50   
2MEPSP         TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|156 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
             60        70        80                                 
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLS                                 
                                                                    
gi|156 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (22-29:245-252) 
 
                        10        20        30        40        50  
2MEPSP          TERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
              60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDVLS 
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.3  bits: 17.9 E(): 1e 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (5-42:130-167) 
 
                                         10        20        30     
2MEPSP                           TERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
           40        50        60        70        80 
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
       . .::...                                       
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.3  bits: 17.9 E(): 1e 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (5-42:130-167) 
 
                                         10        20        30     
2MEPSP                           TERMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
           40        50        60        70        80 
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
       . .::...                                       
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS 
     160       170       180       190       200      
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 18.2 E(): 1e 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 27 aa overlap (41-67:66-92) 
 
               20        30        40        50        60        70 
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   ....:...:.     ::    
gi|409 TYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSC 
          40        50        60        70        80        90      
 
               80                                                   
2MEPSP TFPDYFDVLS                                                   
                                                                    
gi|409 FEIKCTKPESCSGEPVLVHITDDNEEPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELEL 
         100       110       120       130       140       150      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:09 2011 done: Tue Apr 19 10:58:09 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 362  - 441 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     5     8:==* 
  34    12    22:====   * 
  36    36    44:============  * 
  38    78    73:========================*= 
  40    98   102:=================================* 
  42   138   125:=========================================*==== 
  44   136   138:=============================================* 
  46   127   140:===========================================   * 
  48   152   134:============================================*====== 
  50   144   122:========================================*======= 
  52   111   108:===================================*= 
  54    87    92:============================= * 
  56    62    77:=====================    * 
  58    64    63:====================*= 
  60    40    51:==============  * 
  62    27    41:=========    * 
  64    31    33:==========* 
  66    25    26:========* 
  68    28    20:======*=== 
  70    20    16:=====*= 
  72    12    12:===* 
  74    14    10:===*= 
  76     4     8:==* 
  78    13     6:=*=== 
  80     9     5:=*= 
  82     6     3:*= 
  84     1     3:* 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
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  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.03050.00344; mu= 11.4902 0.180 
 mean_var=38.499710.143, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.206702 
 Kolmogorov-Smirnov  statistic: 0.0157 (N=28) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   63 23.7     1.2 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   59 22.5     2.5 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   56 21.6     4.8 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.0       5 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   57 22.1     7.3 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   57 22.1     7.3 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   52 20.4      10 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   52 20.4      12 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   52 20.4      12 
gi|21920|emb|CAA39099.1| CM2 protein [Triticum tur ( 145)   52 20.4      12 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   52 20.4      12 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   52 20.4      12 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.5      15 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   51 20.1      15 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   51 20.1      15 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.1      15 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   53 20.9      16 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   53 20.9      16 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   52 20.5      17 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   53 20.9      17 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   52 20.6      19 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.6      19 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   53 20.9      20 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   52 20.6      20 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   52 20.6      20 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   52 20.6      20 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   53 20.9      21 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   51 20.2      21 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   51 20.2      21 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   51 20.2      21 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   51 20.2      21 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   51 20.2      21 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   51 20.2      21 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   51 20.2      21 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   51 20.2      21 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   48 19.2      28 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   48 19.2      28 
gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Pe ( 320)   51 20.3      29 
gi|195933901|gb|ACG58378.1| Der p 1 allergen precu ( 320)   51 20.3      29 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.3      32 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 18.9      33 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   47 18.9      34 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   50 20.0      34 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   50 20.0      34 
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gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   50 20.0      34 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.3      34 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   46 18.6      35 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   46 18.6      36 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   48 19.3      37 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   46 18.6      39 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   46 18.6      39 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   46 18.6      40 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   48 19.4      41 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   46 18.7      43 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.7      44 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   48 19.4      45 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   48 19.4      45 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   48 19.4      45 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   48 19.4      45 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   48 19.4      45 
gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergi ( 125)   45 18.3      45 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   47 19.0      48 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   47 19.0      48 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   49 19.8      49 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   49 19.8      50 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   49 19.8      51 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   47 19.1      52 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   46 18.7      56 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.4      56 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   46 18.7      56 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   46 18.7      57 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.0      57 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.1      58 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   46 18.7      59 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   46 18.7      59 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.0      61 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   47 19.1      62 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 19.8      62 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 19.8      62 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.7      63 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   49 19.8      64 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   47 19.1      66 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   45 18.4      66 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.1      67 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   44 18.1      67 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   44 18.1      67 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   45 18.4      67 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   44 18.1      68 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   44 18.1      68 
gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Po ( 101)   42 17.4      70 
gi|21713|emb|CAA35597.1| unnamed protein product [ ( 168)   44 18.1      70 
gi|100834|pir||S16031 alpha-amylase inhibitor, tet ( 168)   44 18.1      70 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   43 17.7      72 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   45 18.4      72 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   45 18.4      72 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   43 17.7      73 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   43 17.7      74 
gi|78038796|emb|CAI43283.4| mala s 12 allergen pre ( 618)   49 19.9      74 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   43 17.7      76 
gi|256095986|emb|CAQ68250.1| Der p 1 allergen prec ( 302)   46 18.8      76 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.1      77 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   47 19.2      77 
gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-termi (  26)   36 15.2      78 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.0      78 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.2      80 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 15.3      80 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   47 19.2      82 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 19.9      83 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   43 17.8      83 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   43 17.8      83 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   45 18.5      83 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   45 18.5      84 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 18.5      84 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.8      84 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   43 17.8      86 
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gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   43 17.8      86 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   45 18.5      86 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 17.8      89 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.2      94 
gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicill ( 117)   41 17.1      96 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 17.5      97 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   45 18.5      97 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.5      97 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   45 18.5      97 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.2   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  63  Z-score: 100.9  bits: 23.7 E():  1.2 
Smith-Waterman score: 63; 30.4% identity (53.6% similar) in 69 aa overlap (9-72:27-93) 
 
                                 10        20        30          40 
2MEPSP                   ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTY 
                                 :. :: .:   : :::::   .::.. :  . .  
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
 
               50           60        70        80                  
2MEPSP DDHRMAMAFSLAACA---EVPVTIRDPGCTRKTFPDYFDVLST                  
       :.   .. .:  . .   .::  :.  :: .   :                          
gi|457 DSPTAVIKISAKVNGVELQVP-GIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKAD 
      60        70        80         90       100       110         
 
gi|457 VTASLTGAHGLLACGTVHGEVQN 
      120       130       140  
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  59  Z-score: 95.2  bits: 22.5 E():  2.5 
Smith-Waterman score: 59; 28.3% identity (53.3% similar) in 60 aa overlap (7-65:10-66) 
 
                  10        20        30         40        50       
2MEPSP    ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAE 
                . :.:.:  .   : :.:.:   . :.. : . . .:   :    ::  :  
gi|484 GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQDTTKATIKVLAKVAG 
               10        20         30        40        50          
 
         60        70        80                                     
2MEPSP VPVTIRDPGCTRKTFPDYFDVLST                                     
       .:. .  ::                                                    
gi|484 TPIQV--PGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAELVGDHGVLAC 
      60          70        80        90       100       110        
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 90.2  bits: 21.6 E():  4.8 
Smith-Waterman score: 56; 24.6% identity (57.9% similar) in 57 aa overlap (9-65:12-67) 
 
                  10        20        30        40        50        
2MEPSP    ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
                  :. .:..:   : .::.:   . :.. :    ..   .... :.:  .  
gi|484 GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDG 
               10        20         30        40        50          
 
        60        70        80                                      
2MEPSP PVTIRDPGCTRKTFPDYFDVLST                                      
        ..:  ::                                                     
gi|484 DIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLAC 
      60        70        80        90       100       110          
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 89.9  bits: 23.0 E():    5 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (15-41:23-50) 
 
                       10        20        30         40        50  
2MEPSP         ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDHRMAMAFSL 
                             :. ::  .: :.. ::.... ... .::           
gi|122 MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVDVIHEFEEI 
               10        20        30        40        50        60 
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              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
                                                                    
gi|122 PVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRGIFGNGARV 
               70        80        90       100       110       120 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.0  bits: 22.1 E():  7.3 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (40-66:74-100) 
 
      10        20        30        40        50        60          
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
      70        80                                                  
2MEPSP TFPDYFDVLST                                                  
                                                                    
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.0  bits: 22.1 E():  7.3 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (40-66:74-100) 
 
      10        20        30        40        50        60          
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
      70        80                                                  
2MEPSP TFPDYFDVLST                                                  
                                                                    
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 84.2  bits: 20.4 E():   10 
Smith-Waterman score: 52; 42.9% identity (61.9% similar) in 21 aa overlap (61-80:80-100) 
 
               40        50        60         70        80          
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLST          
                                     ..: ::: :.   :.  :: :          
gi|253 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
      50        60        70        80        90       100          
 
gi|253 HNAPYCLGLDI 
     110       120 
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.1  bits: 20.4 E():   12 
Smith-Waterman score: 52; 41.2% identity (64.7% similar) in 17 aa overlap (64-80:103-119) 
 
            40        50        60        70        80              
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST              
                                     ::: :..  :.  .: :              
gi|219 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|219 YCLAMEESQWS 
            140    
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.1  bits: 20.4 E():   12 
Smith-Waterman score: 52; 41.2% identity (64.7% similar) in 17 aa overlap (64-80:103-119) 
 
            40        50        60        70        80              
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST              
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                                     ::: :..  :.  .: :              
gi|195 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|195 YCLAMEESQWS 
            140    
 
>>gi|21920|emb|CAA39099.1| CM2 protein [Triticum turgidu  (145 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 83.0  bits: 20.4 E():   12 
Smith-Waterman score: 52; 42.9% identity (61.9% similar) in 21 aa overlap (61-80:105-125) 
 
               40        50        60         70        80          
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLST          
                                     ..: ::: :.   :.  :: :          
gi|219 CKELYDASQHCRCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
           80        90       100       110       120       130     
 
gi|219 HNTPYCLGLDI 
          140      
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 83.0  bits: 20.4 E():   12 
Smith-Waterman score: 52; 42.9% identity (61.9% similar) in 21 aa overlap (61-80:105-125) 
 
               40        50        60         70        80          
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLST          
                                     ..: ::: :.   :.  :: :          
gi|217 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTV 
           80        90       100       110       120       130     
 
gi|217 HNAPYCLGLDI 
          140      
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.8  bits: 20.4 E():   12 
Smith-Waterman score: 52; 41.2% identity (64.7% similar) in 17 aa overlap (64-80:103-119) 
 
            40        50        60        70        80              
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST              
                                     ::: :..  :.  .: :              
gi|585 ANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|585 YCLAMDEWQWNRQFCSS 
            140          
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 81.6  bits: 20.5 E():   15 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (17-45:36-62) 
 
                             10        20        30        40       
2MEPSP               ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
         50        60        70        80                           
2MEPSP MAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST                           
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.5  bits: 20.1 E():   15 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (9-65:28-82) 
 
                                  10        20        30        40  
2MEPSP                    ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
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              50         60        70        80                     
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYFDVLST                     
        .. .   .. . :.:  .::. ::                                    
gi|170 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.5  bits: 20.1 E():   15 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (9-65:28-82) 
 
                                  10        20        30        40  
2MEPSP                    ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
              50         60        70        80                     
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYFDVLST                     
        .. .   .. . :.:  .::. ::                                    
gi|158 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.3  bits: 20.1 E():   15 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (9-46:29-67) 
 
                                   10        20        30           
2MEPSP                     ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST                    
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.0  bits: 20.9 E():   16 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (50-66:67-83) 
 
      20        30        40        50        60        70          
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.7  bits: 20.9 E():   16 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (50-66:78-94) 
 
      20        30        40        50        60        70          
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
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>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 80.6  bits: 20.5 E():   17 
Smith-Waterman score: 52; 32.5% identity (57.5% similar) in 40 aa overlap (45-77:1-38) 
 
           20        30        40             50        60          
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA-----FSLAACAEVPVTI--RDPGCT 
                                     ::::     ::.. :. .: ..   .  :. 
gi|209                               MAMAGVFVLFSFVLCGFLPDAVFGAEVDCS 
                                             10        20        30 
 
        70        80                                                
2MEPSP RKTFPDYFDVLST                                                
       :  ::.  :.                                                   
gi|209 R--FPNATDMEGKDVLVCNKDLRPICGTDGVTYTNDCLLCAYSVEFGTNISKEHDGECKE 
                 40        50        60        70        80         
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.5  bits: 20.9 E():   17 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (50-66:85-101) 
 
      20        30        40        50        60        70          
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                     :..::...:.     ::              
gi|115 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
           60        70        80        90       100       110     
 
      80                                                            
2MEPSP T                                                            
                                                                    
gi|115 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
          120       130       140       150       160       170     
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.6  bits: 20.6 E():   19 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (51-66:55-70) 
 
               30        40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ..::..::.     ::               
gi|114 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
           30        40        50        60        70        80     
 
gi|114 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
           90       100       110       120       130       140     
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.6  bits: 20.6 E():   19 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (13-30:180-197) 
 
                                 10        20         30        40  
2MEPSP                   ERMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
              50        60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                               
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP   
      210       220       230       240        
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.2  bits: 20.9 E():   20 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (30-66:91-131) 
 
                10        20        30         40        50         
2MEPSP  ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|627 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISQLTTSQQDIVLADELSQEVCILSA 
               70        80        90       100       110       120 
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          60        70        80                                    
2MEPSP EVPVTIRDPGCTRKTFPDYFDVLST                                    
       .: : :  :::                                                  
gi|627 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              130       140       150       160       170       180 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.9  bits: 20.6 E():   20 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (51-66:79-94) 
 
               30        40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVFITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.9  bits: 20.6 E():   20 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (51-66:79-94) 
 
               30        40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|286 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.9  bits: 20.6 E():   20 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (51-66:79-94) 
 
               30        40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ..::..::.     ::               
gi|141 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
gi|141 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 78.8  bits: 20.9 E():   21 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (30-66:111-151) 
 
                10        20        30         40        50         
2MEPSP  ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|170 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISNLTTSQQDIVLADELSQEVCILSA 
               90       100       110       120       130       140 
 
          60        70        80                                    
2MEPSP EVPVTIRDPGCTRKTFPDYFDVLST                                    
       .: : :  :::                                                  
gi|170 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              150       160       170       180       190       200 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.2 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (22-63:109-140) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
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              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
       .: : : . :.:                                                 
gi|616 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
     130        140       150       160       170       180         
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.6  bits: 20.2 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (22-63:115-146) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.6  bits: 20.2 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (22-63:115-146) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.6  bits: 20.2 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (22-63:115-146) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.6  bits: 20.2 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (22-63:115-146) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
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 initn:  43 init1:  43 opt:  51  Z-score: 78.6  bits: 20.2 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (22-63:115-146) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.6  bits: 20.2 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (22-63:115-146) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.6  bits: 20.2 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (22-63:115-146) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 76.6  bits: 19.2 E():   28 
Smith-Waterman score: 48; 38.1% identity (61.9% similar) in 21 aa overlap (61-80:104-124) 
 
               40        50        60         70        80          
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLST          
                                     ..: ::: ..   :.  :: :          
gi|189 CCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTV 
            80        90       100       110       120       130    
 
gi|189 HNAPYCLGLDI 
           140     
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 76.5  bits: 19.2 E():   28 
Smith-Waterman score: 48; 38.1% identity (61.9% similar) in 21 aa overlap (61-80:105-125) 
 
               40        50        60         70        80          
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLST          
                                     ..: ::: ..   :.  :: :          
gi|439 CQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTV 
           80        90       100       110       120       130     
 
gi|439 HNAPYCLGLDI 
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          140      
 
>>gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Peptid  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 76.2  bits: 20.3 E():   29 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (22-63:213-244) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|730 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
       .: : : . :.:                                                 
gi|730 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|195933901|gb|ACG58378.1| Der p 1 allergen precursor  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 76.2  bits: 20.3 E():   29 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (22-63:213-244) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|195 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
       .: : : . :.:                                                 
gi|195 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 75.4  bits: 19.3 E():   32 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (25-52:106-134) 
 
                     10        20        30        40         50    
2MEPSP       ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
            60        70        80           
2MEPSP CAEVPVTIRDPGCTRKTFPDYFDVLST           
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.1  bits: 18.9 E():   33 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (9-36:28-54) 
 
                                  10        20        30        40  
2MEPSP                    ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
              50        60        70        80                      
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST                      
                                                                    
gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.0  bits: 18.9 E():   34 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (64-80:103-119) 
 
            40        50        60        70        80              

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11732

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST              
                                     ::: :..  ..  .: :              
gi|217 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|217 YCLGMEESQWS 
            140    
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.9  bits: 20.0 E():   34 
Smith-Waterman score: 50; 24.6% identity (58.0% similar) in 69 aa overlap (10-75:51-112) 
 
                                    10        20           30       
2MEPSP                      ERMVAIRTELTKLGASVEEGP--DYC-IITPPEKLNVTA 
                                     .:. ::.. .:   :.  ...  .:..:.  
gi|198 NASLAQGHPTFLLVREITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVV- 
               30        40        50        60        70           
 
         40        50        60        70        80                 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST                 
       :.:    ..:  :.:        .:.. :  .. ::. :                      
gi|198 ISTLGAPQIADQFNLIK------AIKEVGTIKRFFPSEFGNDVDKHHAVEPMKSMFDLKI 
      80        90             100       110       120       130    
 
gi|198 KLRRTIEAEGIPHTYVVPHCFAGYFLTNLAQLGLAAPPRDKIVIYGDGTTKAVYMKEEDI 
           140       150       160       170       180       190    
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.8  bits: 20.0 E():   34 
Smith-Waterman score: 50; 25.9% identity (70.4% similar) in 27 aa overlap (49-75:87-113) 
 
       20        30        40        50        60        70         
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 
                                     ..::  ... ..:.. :  .. ::. :    
gi|107 VTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGND 
         60        70        80        90       100       110       
 
       80                                                           
2MEPSP ST                                                           
                                                                    
gi|107 VDRVHAVEPAKTAFATKAEIRRKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKV 
        120       130       140       150       160       170       
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.8  bits: 20.0 E():   34 
Smith-Waterman score: 50; 28.0% identity (72.0% similar) in 25 aa overlap (51-75:89-113) 
 
               30        40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ::  ... ..:.. : ... ::. :      
gi|324 FVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDVD 
       60        70        80        90       100       110         
 
gi|324 RSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASSAPRDKVVI 
      120       130       140       150       160       170         
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 19.3 E():   34 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (23-29:141-147) 
 
                       10        20        30        40        50   
2MEPSP         ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
             60        70        80 
2MEPSP ACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                    
gi|124 RRLALVNENPLDVLFQEV           
              180                   
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>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 18.6 E():   35 
Smith-Waterman score: 46; 20.5% identity (52.3% similar) in 44 aa overlap (29-72:49-92) 
 
                 10        20        30        40        50         
2MEPSP   ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:  .  
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
       60        70        80                   
2MEPSP VTIRDPGCTRKTFPDYFDVLST                   
          .. .   : .:                           
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 74.5  bits: 18.6 E():   36 
Smith-Waterman score: 46; 42.9% identity (57.1% similar) in 21 aa overlap (61-80:80-100) 
 
               40        50        60         70        80          
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLST          
                                     ..: ::: :.   :   :: :          
gi|283 CKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVLVTPGHCNVMTV 
      50        60        70        80        90       100          
 
gi|283 HNTPYCLGLDI 
     110       120 
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.3  bits: 19.3 E():   37 
Smith-Waterman score: 48; 25.0% identity (56.2% similar) in 32 aa overlap (40-68:151-182) 
 
      10        20        30        40        50           60       
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA---CAEVPVTIRDPGC 
                                     :.:.....  . :    : .. . : : :  
gi|256 IVEREGLQAVKLAARDTVDGWFNIERVSREYNDYKLVFCPQQAEDNKCEDIGIQIDDDGI 
              130       140       150       160       170       180 
 
         70        80          
2MEPSP TRKTFPDYFDVLST          
        :                      
gi|256 RRLVLSKNKPLVVQFQKFRSSTA 
              190       200    
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 46; 29.4% identity (50.0% similar) in 34 aa overlap (45-78:1-34) 
 
           20        30        40        50        60        70     
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  ..    .  : .  
gi|111                               MKFAIVLIACFAASVLAQEHKPEKDDFRNE 
                                             10        20        30 
 
           80                                                       
2MEPSP FDVLST                                                       
       :: :                                                         
gi|111 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 46; 29.4% identity (50.0% similar) in 34 aa overlap (45-78:1-34) 
 
           20        30        40        50        60        70     
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  ..    .  : .  
gi|420                               MKFAIVLIACFAASVLAQEHKPKKDDFRNE 
                                             10        20        30 
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           80                                                       
2MEPSP FDVLST                                                       
       :: :                                                         
gi|420 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 18.6 E():   40 
Smith-Waterman score: 46; 31.8% identity (59.1% similar) in 22 aa overlap (9-30:109-130) 
 
                                     10        20        30         
2MEPSP                       ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. .:  .. : :  : :.: .         
gi|244 ELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICSISPSQGCQFQSSY 
       80        90       100       110       120       130         
 
       40        50        60        70        80 
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.5  bits: 19.4 E():   41 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (65-75:206-216) 
 
           40        50        60        70        80            
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST            
                                     ::.:: .:  .                 
gi|131 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
         180       190       200       210       220       230   
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 46; 31.8% identity (63.6% similar) in 22 aa overlap (9-30:117-138) 
 
                                     10        20        30         
2MEPSP                       ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     .: .:  .. : : .: :.: .         
gi|110 ELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCNISPSQGCQFSSPY 
         90       100       110       120       130       140       
 
       40        50        60        70        80 
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                                  
gi|110 WSY                                        
                                                  
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 72.8  bits: 19.7 E():   44 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (13-41:141-170) 
 
                                 10        20         30        40  
2MEPSP                   ERMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
              50        60        70        80                      
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST                      
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (65-75:233-243) 
 
           40        50        60        70        80            
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST            
                                     ::.:: .:  .                 
gi|163 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
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>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (65-75:233-243) 
 
           40        50        60        70        80            
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST            
                                     ::.:: .:  .                 
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (65-75:233-243) 
 
           40        50        60        70        80            
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST            
                                     ::.:: .:  .                 
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (65-75:233-243) 
 
           40        50        60        70        80            
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST            
                                     ::.:: .:  .                 
gi|250 GGVDSCQGDSGGPVVDVATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 48; 45.5% identity (72.7% similar) in 11 aa overlap (65-75:235-245) 
 
           40        50        60        70        80            
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST            
                                     ::.:: .:  .                 
gi|511 GGKDSCQGDSGGPVVDVKNNQVVGIVSWGYGCARKGYPGVYTRVGNFIDWIESKRSQ 
          210       220       230       240       250       260  
 
>>gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergillus  (125 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.6  bits: 18.3 E():   45 
Smith-Waterman score: 45; 31.7% identity (43.9% similar) in 41 aa overlap (44-76:45-84) 
 
            20        30        40        50        60              
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK---- 
                                     :: . :. : : . :   .: :  .      
gi|302 HAPLSDGKTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKD-GMGKDDHYL 
           20        30        40        50        60         70    
 
          70        80                                      
2MEPSP ----TFPDYFDVLST                                      
           ::::  :                                          
gi|302 LEFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR 
            80        90       100       110       120      
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.1  bits: 19.0 E():   48 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (22-63:115-146) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
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          140       150       160       170       180       190     
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.1  bits: 19.0 E():   48 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (22-63:115-146) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.0  bits: 19.8 E():   49 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (14-72:258-314) 
 
                                10        20        30        40    
2MEPSP                  ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|111 MSLGGASGSTAMKQAVDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
            50        60         70        80                       
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPDYFDVLST                       
           .:: .. ::. :    ::  . .:.:                               
gi|111 SNRASFS-SVGAELEVMA--PGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 71.9  bits: 19.8 E():   50 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (14-72:258-314) 
 
                                10        20        30        40    
2MEPSP                  ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|135 MSLGGPSGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
            50        60         70        80                       
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPDYFDVLST                       
           .:: .. ::. :    ::  . .:.:                               
gi|135 SNRASFS-SVGAELEVMA--PGAGVYSTYPTSTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 49; 29.0% identity (61.3% similar) in 31 aa overlap (10-40:94-124) 
 
                                    10        20        30          
2MEPSP                      ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     :..::.. ..: :.       :: .: : . 
gi|513 FHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPA 
            70        80        90       100       110       120    
 
      40        50        60        70        80                    
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST                    
       .                                                            
gi|513 HGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEG 
           130       140       150       160       170       180    
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.5  bits: 19.1 E():   52 
Smith-Waterman score: 47; 45.5% identity (63.6% similar) in 11 aa overlap (65-75:218-228) 
 
           40        50        60        70        80            
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2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST            
                                     :: :: .:  .                 
gi|225 GGKDSCQGDSGGPLVDVKNNQVVGNVSWGYGCERKGYPGVYTRVGNFIDWIESKRPQ 
       190       200       210       220       230       240     
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 70.9  bits: 18.7 E():   56 
Smith-Waterman score: 50; 20.4% identity (44.9% similar) in 49 aa overlap (24-72:130-174) 
 
                      10        20        30        40        50    
2MEPSP        ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                                     :..   .  . ...:   :      .. .  
gi|162 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVD 
     100       110       120       130       140       150          
 
            60        70        80                           
2MEPSP CAEVPVTIRDPGCTRKTFPDYFDVLST                           
       :.: :     : :: .  :                                   
gi|162 CSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200         
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 70.9  bits: 19.4 E():   56 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (5-57:189-242) 
 
                                         10        20        30     
2MEPSP                           ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
             40        50        60        70        80             
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST             
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 70.9  bits: 18.7 E():   56 
Smith-Waterman score: 50; 23.5% identity (45.1% similar) in 51 aa overlap (24-72:130-176) 
 
                      10        20        30        40          50  
2MEPSP        ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH--RMAMAFSL 
                                     :..   .  . ...:   :   :  .:    
gi|124 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVS 
     100       110       120       130       140       150          
 
              60        70        80                           
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                           
       . :.: :     : :: .  :                                   
gi|124 VDCSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200       210 
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.9  bits: 18.7 E():   57 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (22-63:116-147) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          90       100       110       120                130       
 
              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
       .: : : . :.:                                                 
gi|146 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
        140        150       160       170       180       190      
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 70.8  bits: 18.0 E():   57 
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Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (9-46:12-50) 
 
                  10        20        30         40        50       
2MEPSP    ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFSLAACAE 
                  :. :. .. ..: : :::   . ... :. :. .. . :           
gi|760 DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKANING 
               10        20        30        40        50        60 
 
         60        70        80                                     
2MEPSP VPVTIRDPGCTRKTFPDYFDVLST                                     
                                                                    
gi|760 LEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGVLACA 
               70        80        90       100       110       120 
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (14-55:58-99) 
 
                                10        20        30        40    
2MEPSP                  ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
            50        60        70        80                        
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST                        
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.5  bits: 18.7 E():   59 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (22-63:115-146) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
       .: : : . :.:                                                 
gi|837 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.5  bits: 18.7 E():   59 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (22-63:115-146) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
       .: : : . :.:                                                 
gi|223 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.2  bits: 18.0 E():   61 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (9-65:28-82) 
 
                                  10        20        30            
2MEPSP                    ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11739

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
      40        50        60        70        80                    
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST                    
        : .....   ::  :   .::. ::                                   
gi|212 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (16-72:154-206) 
 
                              10        20        30        40      
2MEPSP                ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|287 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           130       140       150       160       170       180    
 
          50        60         70        80                         
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDVLST                         
       :...:. . .   .:  :  : ::  ::                                 
gi|287 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              190       200         210       220       230         
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.1  bits: 19.8 E():   62 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (10-47:168-204) 
 
                                    10        20        30          
2MEPSP                      ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
      40        50        60        70        80                    
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST                    
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.1  bits: 19.8 E():   62 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (10-47:168-204) 
 
                                    10        20        30          
2MEPSP                      ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
      40        50        60        70        80                    
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST                    
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.0  bits: 17.7 E():   63 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (16-35:89-108) 
 
                              10        20        30        40      
2MEPSP                ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
          50        60        70        80 
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 49; 34.5% identity (55.2% similar) in 29 aa overlap (46-72:13-41) 
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          20        30        40        50        60          70    
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP--GCTRKTFPD 
                                     :.. . :: : .::  .    ::  : .:  
gi|558                   NYRAFALALLFCALSCQAAAAAYAPVPAKADFLGCLMKEIPA 
                                 10        20        30        40   
 
            80                                                      
2MEPSP YFDVLST                                                      
                                                                    
gi|558 RLLYAKSSPDYPTVLAQTIRNSRWSSPQNVKPIYIITPTNASHIQSAVVCGRRHGIRLRV 
             50        60        70        80        90       100   
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.6  bits: 19.1 E():   66 
Smith-Waterman score: 47; 58.3% identity (75.0% similar) in 12 aa overlap (18-27:162-173) 
 
                            10        20          30        40      
2MEPSP              ERMVAIRTELTKLGASVEEG--PDYCIITPPEKLNVTAIDTYDDHRM 
                                     :.:  ::::. :                   
gi|320 AFLAQTSHETTGGWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQ 
             140       150       160       170       180       190  
 
          50        60        70        80                          
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST                          
                                                                    
gi|320 ISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMTPQSPKPSCHNVITGRWTP 
             200       210       220       230       240       250  
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.6  bits: 18.4 E():   66 
Smith-Waterman score: 45; 31.9% identity (53.2% similar) in 47 aa overlap (30-74:81-126) 
 
                10        20        30         40         50        
2MEPSP  ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMA-FSLAACAEV 
                                     :.:..  : :: .: : :.: .   :  .  
gi|144 LEIDGKQTHQSVAISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENS 
               60        70        80        90       100       110 
 
        60        70        80                                      
2MEPSP PVTIRDPGCTRKTFPDYFDVLST                                      
            ::   ..:.: :                                            
gi|144 KQKKWDP-LKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLV 
               120       130       140       150       160          
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (31-60:65-94) 
 
               10        20        30        40        50        60 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
               70        80                                         
2MEPSP IRDPGCTRKTFPDYFDVLST                                         
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (26-71:14-59) 
 
               10        20        30        40        50        60 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                :  :. ... ..:. :.    .: . . :::.    
gi|901             MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEILEG 
                           10        20         30        40        
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11741

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

                70        80                                        
2MEPSP IRDPGCTRK-TFPDYFDVLST                                        
          ::  .: ::                                                 
gi|901 DGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVS 
        50        60        70        80        90       100        
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 44; 26.7% identity (53.3% similar) in 60 aa overlap (13-71:1-59) 
 
               10        20        30        40        50        60 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                   .:. . :.     : ::. ... ..:. :.    .: .    ::.    
gi|753             MGVYTFENEYTSEIPPPRLFKAFVLDA-DNLIPKIAPQAIKHAEILEG 
                           10        20         30        40        
 
                70        80                                        
2MEPSP IRDPGCTRK-TFPDYFDVLST                                        
          :: :.: ::                                                 
gi|753 DGGPGTTKKITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVA 
        50        60        70        80        90       100        
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.5  bits: 18.4 E():   67 
Smith-Waterman score: 45; 31.9% identity (53.2% similar) in 47 aa overlap (30-74:85-130) 
 
                10        20        30         40         50        
2MEPSP  ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMA-FSLAACAEV 
                                     :.:..  : :: .: : :.: .   :  .  
gi|622 LEIDGKQTHQSVAISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENS 
           60        70        80        90       100       110     
 
        60        70        80                                      
2MEPSP PVTIRDPGCTRKTFPDYFDVLST                                      
            ::   ..:.: :                                            
gi|622 KQKKWDP-LKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLV 
          120        130       140       150       160       170    
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (26-71:14-59) 
 
               10        20        30        40        50        60 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                :  :. ... ..:. :.    .: . . :::.    
gi|901             MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEILEG 
                           10        20         30        40        
 
                70        80                                        
2MEPSP IRDPGCTRK-TFPDYFDVLST                                        
          ::  .: ::                                                 
gi|901 DGGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVS 
        50        60        70        80        90       100        
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (26-71:14-59) 
 
               10        20        30        40        50        60 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                :  :. ... ..:. :.    .: . . :::.    
gi|880             MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEILEG 
                           10        20         30        40        
 
                70        80                                        
2MEPSP IRDPGCTRK-TFPDYFDVLST                                        
          ::  .: ::                                                 
gi|880 DGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVS 
        50        60        70        80        90       100        
 
>>gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Pollen  (101 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.4 E():   70 
Smith-Waterman score: 42; 36.8% identity (57.9% similar) in 19 aa overlap (61-79:63-81) 
 
               40        50        60        70        80           
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST           
                                     :.::   .   :: : .:.            
gi|416 KTTDVLWFNFTTGEDSVAEVWREEAYHACDIKDPIRLEPGGPDRFTLLTPGSHFICTKDQ 
             40        50        60        70        80        90   
 
gi|416 KFVACVPGR 
            100  
 
>>gi|21713|emb|CAA35597.1| unnamed protein product [Trit  (168 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 18.1 E():   70 
Smith-Waterman score: 44; 40.0% identity (60.0% similar) in 15 aa overlap (64-78:128-142) 
 
            40        50        60        70        80              
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST              
                                     ::: :.   :.  .:                
gi|217 ALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREMQWDFVRLLVAPGQCNLATIHNVR 
       100       110       120       130       140       150        
 
gi|217 YCPAVEQPLWI 
       160         
 
>>gi|100834|pir||S16031 alpha-amylase inhibitor, tetrame  (168 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 18.1 E():   70 
Smith-Waterman score: 44; 40.0% identity (60.0% similar) in 15 aa overlap (64-78:128-142) 
 
            40        50        60        70        80              
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST              
                                     ::: :.   :.  .:                
gi|100 ALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREMQWDFVRLLVAPGQCNLATIHNVR 
       100       110       120       130       140       150        
 
gi|100 YCPAVEQPLWI 
       160         
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   72 
Smith-Waterman score: 43; 29.4% identity (47.1% similar) in 34 aa overlap (45-78:1-34) 
 
           20        30        40        50        60        70     
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  .     .  : .  
gi|111                               MKFAIVLIACFAASVLAQGHKPKKDDFRNE 
                                             10        20        30 
 
           80                                                       
2MEPSP FDVLST                                                       
       :: :                                                         
gi|111 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (22-63:115-146) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
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 initn:  43 init1:  43 opt:  45  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (22-63:115-146) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (5-34:92-125) 
 
                                         10        20            30 
2MEPSP                           ERMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|249 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
              70        80        90       100       110       120  
 
               40        50        60        70        80 
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
        .:.                                               
gi|249 DVNMDCKTLGVLHYKGN                                  
             130                                          
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (5-34:56-89) 
 
                                         10        20            30 
2MEPSP                           ERMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|391 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
          30        40        50        60        70        80      
 
               40        50        60        70        80     
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST     
        .:.                                                   
gi|391 DVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
          90       100       110       120       130          
 
>>gi|78038796|emb|CAI43283.4| mala s 12 allergen precurs  (618 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.7  bits: 19.9 E():   74 
Smith-Waterman score: 49; 36.8% identity (57.9% similar) in 19 aa overlap (57-75:480-498) 
 
         30        40        50        60        70        80       
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST       
                                     . .: .::    :  :.::            
gi|780 KVSPVEILGNVMFGSISIQAALQHPLSRGSIKITSKDPFAYPKINPNYFAENLDLVLLRE 
     450       460       470       480       490       500          
 
gi|780 GFKLIREMSQQSPLKDVIDFETVPGDKVQTNEDWENWIRSAAGTEYHPSSTCAMLPRGDG 
     510       520       530       540       550       560          
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (5-34:50-83) 
 
                                         10        20            30 
2MEPSP                           ERMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|741 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
      20        30        40        50        60        70          
 
               40        50        60        70        80           
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2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST           
        .:.                                                         
gi|741 DVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDPRLEFRPPHRKKPNPAF 
      80        90       100       110       120       130          
 
>>gi|256095986|emb|CAQ68250.1| Der p 1 allergen precurso  (302 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.5  bits: 18.8 E():   76 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (22-63:195-226) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|256 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          170       180       190       200                210      
 
              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
       .: : : . :.:                                                 
gi|256 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          220       230       240       250       260       270     
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.4  bits: 18.1 E():   77 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (21-28:172-179) 
 
                         10        20        30        40        50 
2MEPSP           ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
               60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDVLST 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (16-72:144-196) 
 
                              10        20        30        40      
2MEPSP                ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|855 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
          50        60         70        80                         
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDVLST                         
       :...:. . .   .:  :  : ::  ::                                 
gi|855 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              180       190         200       210       220         
 
>>gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-terminal}  (26 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.3  bits: 15.2 E():   78 
Smith-Waterman score: 36; 50.0% identity (75.0% similar) in 8 aa overlap (64-71:13-20) 
 
            40        50        60        70        80 
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     : :.:. :          
gi|133                   NDNTFEGEYHAFPDCARNLFKGRQQE    
                                 10        20          
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.0 E():   78 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (21-35:70-84) 
 
                         10        20        30        40        50 
2MEPSP           ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
               60        70        80 
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2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDVLST 
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 19.2 E():   80 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (22-38:318-334) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.1  bits: 15.3 E():   80 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (51-59:17-25) 
 
               30        40        50        60        70        80 
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     : ::::  :                      
gi|391               SFREQCVPGREITYECLNACAEYAVRQ                    
                             10        20                           
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.9  bits: 19.2 E():   82 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (16-72:144-196) 
 
                              10        20        30        40      
2MEPSP                ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|364 SDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
          50        60         70        80                         
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDVLST                         
       :...:. . .   .:  :  : ::  ::                                 
gi|364 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLAAGPAATPATPGHHRVGRWLDRLQ 
              180       190         200       210       220         
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.8  bits: 19.9 E():   83 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (7-31:517-541) 
 
                                       10        20        30       
2MEPSP                         ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
         40        50        60        70        80                 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST                 
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (26-71:14-59) 
 
               10        20        30        40        50        60 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                :  :. ... ..:. :.    .: .   :::.    
gi|901             MGGYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCAEILEG 
                           10        20         30        40        
 
                70        80                                        
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2MEPSP IRDPGCTRK-TFPDYFDVLST                                        
          ::  .: ::                                                 
gi|901 DGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVS 
        50        60        70        80        90       100        
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (26-71:14-59) 
 
               10        20        30        40        50        60 
2MEPSP ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                :  :. ... ..:. :.    .: .   :::.    
gi|901             MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCAEILEG 
                           10        20         30        40        
 
                70        80                                        
2MEPSP IRDPGCTRK-TFPDYFDVLST                                        
          ::  .: ::                                                 
gi|901 DGGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVS 
        50        60        70        80        90       100        
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (40-66:66-92) 
 
      10        20        30        40        50        60          
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|117 SYGDKWLEARPPGMVRPRVLAPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
      70        80                                                  
2MEPSP TFPDYFDVLST                                                  
                                                                    
gi|117 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFR 
         100       110       120       130       140       150      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 47; 40.7% identity (51.9% similar) in 27 aa overlap (59-78:160-186) 
 
       30        40        50        60        70               80  
2MEPSP PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF-------PDYFDVLST  
                                     :  . :: :. ::       :.:: ::    
gi|811 LSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNPNYFAVLVKY 
     130       140       150       160       170       180          
 
gi|811 VGGDGDVVKVELKEKGSEEWKPLNESWGAIWRIDTPKPLKGPFSLRVTTESDQKLVANDV 
     190       200       210       220       230       240          
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (40-66:66-92) 
 
      10        20        30        40        50        60          
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|109 SYGDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
      70        80                                                  
2MEPSP TFPDYFDVLST                                                  
                                                                    
gi|109 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDT 
         100       110       120       130       140       150      
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (7-40:131-164) 
 
                                       10        20        30       
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2MEPSP                         ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
         40        50        60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
          :                                         
gi|158 RTPY                                         
                                                    
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 17.8 E():   86 
Smith-Waterman score: 43; 33.3% identity (66.7% similar) in 15 aa overlap (64-78:59-73) 
 
            40        50        60        70        80              
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST              
                                     : :. .  :.:.. :                
gi|276 TACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEYIEKLPEIRAKGVDVVAVLA 
       30        40        50        60        70        80         
 
gi|276 YNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHGKITYAA 
       90       100       110       120       130       140         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 17.8 E():   86 
Smith-Waterman score: 43; 33.3% identity (66.7% similar) in 15 aa overlap (64-78:59-73) 
 
            40        50        60        70        80              
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST              
                                     : :. .  :.:.. :                
gi|668 TACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEYIEKLPEIRAKGVDVVAVLA 
       30        40        50        60        70        80         
 
gi|668 YNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHGKITYAA 
       90       100       110       120       130       140         
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (22-30:196-204) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|760 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
         170       180       190       200       210       220      
 
              60        70        80                       
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                       
                                                           
gi|760 KDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTT 
         230       240       250       260       270       
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.2  bits: 17.8 E():   89 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (5-34:93-126) 
 
                                         10        20            30 
2MEPSP                           ERMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|153 SKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
             70        80        90       100       110       120   
 
               40        50        60        70        80     
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST     
        .:.                                                   
gi|153 DVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
            130       140       150       160       170       
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.8  bits: 19.2 E():   94 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11748

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 47; 46.2% identity (76.9% similar) in 13 aa overlap (12-24:454-466) 
 
                                  10        20        30        40  
2MEPSP                    ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     :.:::.. .:  :                  
gi|476 LNPSCKSLHPGRTPKELELHQKPTTLLMDEKMGASLNSSPPNCKNKCKGCQPCKPKLIIV 
           430       440       450       460       470       480    
 
              50        60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                               
gi|476 HPNQPEDYYPQRWVCSCHNKIYNP                
           490       500                       
 
>>gi|999009|gb|AAB34785.1| 68 kDa allergen [Penicillium   (117 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.6  bits: 17.1 E():   96 
Smith-Waterman score: 41; 27.6% identity (58.6% similar) in 29 aa overlap (1-28:76-104) 
 
                                             10         20          
2MEPSP                               ERMVAIRTELTKLGA-SVEEGPDYCIITPP 
                                     .:.. .:  :.  :. ..   : ::.  :  
gi|999 VFWPRAAALGELVWSGNRDAAGRKRTTSFTQRILNFREYLVANGVMAAALVPKYCLQHPH 
          50        60        70        80        90       100      
 
      30        40        50        60        70        80 
2MEPSP EKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                                           
gi|999 ACDLYKNQTVMS                                        
         110                                               
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 42; 34.8% identity (56.5% similar) in 23 aa overlap (9-31:71-93) 
 
                                     10        20        30         
2MEPSP                       ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :.  . : .:.    :: ::        
gi|738 ETADATPEKEEPTAAPAEPEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPV 
               50        60        70        80        90       100 
 
       40        50        60        70        80          
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST          
                                                           
gi|738 AEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAAETATTEVPVEKTEE 
              110       120       130       140       150  
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.5 E():   97 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (22-30:214-222) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|275 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
                                                                    
gi|275 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.5 E():   97 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (22-30:214-222) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
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              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 18.5 E():   97 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (22-30:214-222) 
 
                        10        20        30        40        50  
2MEPSP          ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|156 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
              60        70        80                                
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLST                                
                                                                    
gi|156 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 18.2 E(): 1e 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (21-28:245-252) 
 
                         10        20        30        40        50 
2MEPSP           ERMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
               60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDVLST 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:09 2011 done: Tue Apr 19 10:58:09 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 363  - 442 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     6     8:==* 
  34    30    22:=======*== 
  36    47    44:==============*= 
  38    76    73:========================*= 
  40    87   102:=============================    * 
  42   141   125:=========================================*===== 
  44   117   138:=======================================      * 
  46   116   140:=======================================       * 
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  48   152   134:============================================*====== 
  50   143   122:========================================*======= 
  52   109   108:===================================*= 
  54    89    92:==============================* 
  56    62    77:=====================    * 
  58    59    63:====================* 
  60    47    51:================* 
  62    32    41:===========  * 
  64    28    33:==========* 
  66    28    26:========*= 
  68    29    20:======*=== 
  70    21    16:=====*= 
  72     8    12:===* 
  74    11    10:===* 
  76     6     8:==* 
  78    10     6:=*== 
  80    15     5:=*=== 
  82     8     3:*== 
  84     3     3:* 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.84090.00371; mu= 12.3746 0.192 
 mean_var=38.025110.060, 0's: 2 Z-trim: 2  B-trim: 130 in 1/43 
 Lambda= 0.207988 
 Kolmogorov-Smirnov  statistic: 0.0211 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   63 23.8     1.2 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   59 22.5     2.4 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.2     4.6 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   56 21.7     4.6 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   57 22.2     6.8 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   57 22.2     6.8 
gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase ( 497)   59 22.9     7.3 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   52 20.4      10 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   52 20.5      12 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   52 20.5      12 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   52 20.5      12 
gi|21920|emb|CAA39099.1| CM2 protein [Triticum tur ( 145)   52 20.5      12 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   52 20.5      12 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   53 20.9      14 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.6      14 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   51 20.2      14 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   51 20.2      14 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.2      15 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   53 20.9      15 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   53 21.0      15 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   53 21.0      15 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   53 21.0      15 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   53 21.0      15 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11751

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   53 21.0      15 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   53 21.0      15 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   53 21.0      16 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   52 20.6      16 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   52 20.6      18 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   52 20.6      18 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.6      18 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   53 21.0      18 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   52 20.7      19 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   52 20.7      19 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   52 20.7      19 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   53 21.0      19 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   51 20.3      20 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   51 20.3      20 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   51 20.3      20 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   51 20.3      20 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   51 20.3      20 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   51 20.3      20 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   51 20.3      20 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   51 20.3      20 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   48 19.3      27 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   48 19.3      27 
gi|195933901|gb|ACG58378.1| Der p 1 allergen precu ( 320)   51 20.4      27 
gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Pe ( 320)   51 20.4      27 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.3      31 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   50 20.1      32 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.0      32 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   50 20.1      32 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   50 20.1      32 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   47 19.0      33 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.4      33 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   46 18.6      34 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   46 18.6      35 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   48 19.4      35 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   46 18.7      38 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   46 18.7      38 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   46 18.7      39 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   46 18.7      41 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.8      42 
gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergi ( 125)   45 18.3      44 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   47 19.1      46 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   47 19.1      46 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   49 19.9      46 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   49 19.9      47 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   49 19.9      48 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.5      53 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   46 18.8      54 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   46 18.8      54 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   46 18.8      54 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.2      55 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.1      55 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   46 18.8      56 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   46 18.8      56 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 19.9      58 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 19.9      58 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   47 19.2      59 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   49 20.0      59 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.1      59 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.7      62 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   47 19.2      62 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   45 18.5      64 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   45 18.5      65 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.1      65 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   44 18.1      65 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   44 18.1      65 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   44 18.1      66 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   44 18.1      66 
gi|100834|pir||S16031 alpha-amylase inhibitor, tet ( 168)   44 18.1      68 
gi|21713|emb|CAA35597.1| unnamed protein product [ ( 168)   44 18.1      68 
gi|78038796|emb|CAI43283.4| mala s 12 allergen pre ( 618)   49 20.0      68 
gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Po ( 101)   42 17.4      69 
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gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   45 18.5      69 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   45 18.5      69 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   43 17.8      70 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   43 17.8      72 
gi|256095986|emb|CAQ68250.1| Der p 1 allergen prec ( 302)   46 18.9      72 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   43 17.8      72 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   47 19.3      72 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   43 17.8      74 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.2      74 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.3      75 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 20.0      76 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   47 19.3      77 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.1      78 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   45 18.6      79 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   45 18.6      80 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 18.6      80 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   43 17.8      80 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   43 17.8      80 
gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-termi (  26)   36 15.2      81 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   45 18.6      82 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.8      82 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 15.2      83 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   43 17.8      84 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   43 17.8      84 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 17.8      87 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.4      88 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.6      92 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   45 18.6      92 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   45 18.6      92 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   41 17.1      93 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 17.5      94 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.3      95 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   44 18.3      97 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.3      97 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 17.9      97 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 17.9      97 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 17.9      99 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  63  Z-score: 101.3  bits: 23.8 E():  1.2 
Smith-Waterman score: 63; 30.4% identity (53.6% similar) in 69 aa overlap (8-71:27-93) 
 
                                  10        20        30            
2MEPSP                    RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTY 
                                 :. :: .:   : :::::   .::.. :  . .  
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
 
      40        50           60        70        80                 
2MEPSP DDHRMAMAFSLAACA---EVPVTIRDPGCTRKTFPDYFDVLSTF                 
       :.   .. .:  . .   .::  :.  :: .   :                          
gi|457 DSPTAVIKISAKVNGVELQVP-GIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKAD 
      60        70        80         90       100       110         
 
gi|457 VTASLTGAHGLLACGTVHGEVQN 
      120       130       140  
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  59  Z-score: 95.5  bits: 22.5 E():  2.4 
Smith-Waterman score: 59; 28.3% identity (53.3% similar) in 60 aa overlap (6-64:10-66) 
 
                   10        20        30         40        50      
2MEPSP     RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAE 
                . :.:.:  .   : :.:.:   . :.. : . . .:   :    ::  :  
gi|484 GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQDTTKATIKVLAKVAG 
               10        20         30        40        50          
 
          60        70        80                                    
2MEPSP VPVTIRDPGCTRKTFPDYFDVLSTF                                    
       .:. .  ::                                                    
gi|484 TPIQV--PGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAELVGDHGVLAC 
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      60          70        80        90       100       110        
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 90.6  bits: 23.2 E():  4.6 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (14-40:23-50) 
 
                        10        20        30         40        50 
2MEPSP          RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDHRMAMAFSL 
                             :. ::  .: :.. ::.... ... .::           
gi|122 MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVDVIHEFEEI 
               10        20        30        40        50        60 
 
               60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
                                                                    
gi|122 PVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRGIFGNGARV 
               70        80        90       100       110       120 
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 90.5  bits: 21.7 E():  4.6 
Smith-Waterman score: 56; 24.6% identity (57.9% similar) in 57 aa overlap (8-64:12-67) 
 
                   10        20        30        40        50       
2MEPSP     RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
                  :. .:..:   : .::.:   . :.. :    ..   .... :.:  .  
gi|484 GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDG 
               10        20         30        40        50          
 
         60        70        80                                     
2MEPSP PVTIRDPGCTRKTFPDYFDVLSTF                                     
        ..:  ::                                                     
gi|484 DIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLAC 
      60        70        80        90       100       110          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.5  bits: 22.2 E():  6.8 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (39-65:74-100) 
 
       10        20        30        40        50        60         
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
       70        80                                                 
2MEPSP TFPDYFDVLSTF                                                 
                                                                    
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.5  bits: 22.2 E():  6.8 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (39-65:74-100) 
 
       10        20        30        40        50        60         
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
       70        80                                                 
2MEPSP TFPDYFDVLSTF                                                 
                                                                    
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase (NA  (497 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 86.9  bits: 22.9 E():  7.3 
Smith-Waterman score: 59; 31.4% identity (65.7% similar) in 35 aa overlap (33-67:98-126) 
 
             10        20        30        40        50        60   
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2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 
                                     ..:... :. .   :::.:  ..::..    
gi|766 FNGPWRKETPENRGKLLNKLADLFEKNADLIAAVEALDNGK---AFSMAKNVDVPAA--- 
        70        80        90       100          110       120     
 
             70        80                                           
2MEPSP PGCTRKTFPDYFDVLSTF                                           
        :: :                                                        
gi|766 AGCLRYYGGWADKIEGKVVDTAPDSFNYIRKEPIGVCGQIIPWNFPILMWSWKIGPAIAT 
             130       140       150       160       170       180  
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 84.4  bits: 20.4 E():   10 
Smith-Waterman score: 52; 42.9% identity (61.9% similar) in 21 aa overlap (60-79:80-100) 
 
      30        40        50        60         70        80         
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTF         
                                     ..: ::: :.   :.  :: :          
gi|253 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
      50        60        70        80        90       100          
 
gi|253 HNAPYCLGLDI 
     110       120 
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.3  bits: 20.5 E():   12 
Smith-Waterman score: 52; 41.2% identity (64.7% similar) in 17 aa overlap (63-79:103-119) 
 
             40        50        60        70        80             
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF             
                                     ::: :..  :.  .: :              
gi|219 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|219 YCLAMEESQWS 
            140    
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.3  bits: 20.5 E():   12 
Smith-Waterman score: 52; 41.2% identity (64.7% similar) in 17 aa overlap (63-79:103-119) 
 
             40        50        60        70        80             
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF             
                                     ::: :..  :.  .: :              
gi|195 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|195 YCLAMEESQWS 
            140    
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 83.3  bits: 20.5 E():   12 
Smith-Waterman score: 52; 42.9% identity (61.9% similar) in 21 aa overlap (60-79:105-125) 
 
      30        40        50        60         70        80         
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTF         
                                     ..: ::: :.   :.  :: :          
gi|217 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTV 
           80        90       100       110       120       130     
 
gi|217 HNAPYCLGLDI 
          140      
 
>>gi|21920|emb|CAA39099.1| CM2 protein [Triticum turgidu  (145 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 83.3  bits: 20.5 E():   12 
Smith-Waterman score: 52; 42.9% identity (61.9% similar) in 21 aa overlap (60-79:105-125) 
 
      30        40        50        60         70        80         
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTF         
                                     ..: ::: :.   :.  :: :          
gi|219 CKELYDASQHCRCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
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           80        90       100       110       120       130     
 
gi|219 HNTPYCLGLDI 
          140      
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.1  bits: 20.5 E():   12 
Smith-Waterman score: 52; 41.2% identity (64.7% similar) in 17 aa overlap (63-79:103-119) 
 
             40        50        60        70        80             
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF             
                                     ::: :..  :.  .: :              
gi|585 ANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|585 YCLAMDEWQWNRQFCSS 
            140          
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.0  bits: 20.9 E():   14 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (64-80:206-222) 
 
            40        50        60        70        80           
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF           
                                     ::.:: .:  .  ...:           
gi|131 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
         180       190       200       210       220       230   
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 81.9  bits: 20.6 E():   14 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (16-44:36-62) 
 
                              10        20        30        40      
2MEPSP                RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
          50        60        70        80                          
2MEPSP MAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF                          
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.8  bits: 20.2 E():   14 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (8-64:28-82) 
 
                                   10        20        30        40 
2MEPSP                     RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
               50         60        70        80                    
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYFDVLSTF                    
        .. .   .. . :.:  .::. ::                                    
gi|170 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.8  bits: 20.2 E():   14 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (8-64:28-82) 
 
                                   10        20        30        40 
2MEPSP                     RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
               50         60        70        80                    
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2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYFDVLSTF                    
        .. .   .. . :.:  .::. ::                                    
gi|158 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.6  bits: 20.2 E():   15 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (8-45:29-67) 
 
                                    10        20        30          
2MEPSP                      RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF                   
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.4  bits: 20.9 E():   15 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (49-65:67-83) 
 
       20        30        40        50        60        70         
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
       80                                                           
2MEPSP TF                                                           
                                                                    
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.3  bits: 21.0 E():   15 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (64-80:233-249) 
 
            40        50        60        70        80           
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF           
                                     ::.:: .:  .  ...:           
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.3  bits: 21.0 E():   15 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (64-80:233-249) 
 
            40        50        60        70        80           
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF           
                                     ::.:: .:  .  ...:           
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.3  bits: 21.0 E():   15 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (64-80:233-249) 
 
            40        50        60        70        80           
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF           
                                     ::.:: .:  .  ...:           
gi|163 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.3  bits: 21.0 E():   15 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (64-80:233-249) 
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            40        50        60        70        80           
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF           
                                     ::.:: .:  .  ...:           
gi|250 GGVDSCQGDSGGPVVDVATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.2  bits: 21.0 E():   15 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (64-80:235-251) 
 
            40        50        60        70        80           
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF           
                                     ::.:: .:  .  ...:           
gi|511 GGKDSCQGDSGGPVVDVKNNQVVGIVSWGYGCARKGYPGVYTRVGNFIDWIESKRSQ 
          210       220       230       240       250       260  
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.2  bits: 21.0 E():   15 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (49-65:78-94) 
 
       20        30        40        50        60        70         
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
       80                                                           
2MEPSP TF                                                           
                                                                    
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.0  bits: 21.0 E():   16 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (49-65:85-101) 
 
       20        30        40        50        60        70         
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                     :..::...:.     ::              
gi|115 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
           60        70        80        90       100       110     
 
       80                                                           
2MEPSP TF                                                           
                                                                    
gi|115 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
          120       130       140       150       160       170     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 81.0  bits: 20.6 E():   16 
Smith-Waterman score: 52; 32.5% identity (57.5% similar) in 40 aa overlap (44-76:1-38) 
 
            20        30        40             50        60         
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA-----FSLAACAEVPVTI--RDPGCT 
                                     ::::     ::.. :. .: ..   .  :. 
gi|209                               MAMAGVFVLFSFVLCGFLPDAVFGAEVDCS 
                                             10        20        30 
 
         70        80                                               
2MEPSP RKTFPDYFDVLSTF                                               
       :  ::.  :.                                                   
gi|209 R--FPNATDMEGKDVLVCNKDLRPICGTDGVTYTNDCLLCAYSVEFGTNISKEHDGECKE 
                 40        50        60        70        80         
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.0  bits: 20.6 E():   18 
Smith-Waterman score: 52; 35.3% identity (64.7% similar) in 17 aa overlap (64-80:218-234) 
 
            40        50        60        70        80           
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF           
                                     :: :: .:  .  ...:           

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11758

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|225 GGKDSCQGDSGGPLVDVKNNQVVGNVSWGYGCERKGYPGVYTRVGNFIDWIESKRPQ 
       190       200       210       220       230       240     
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.0  bits: 20.6 E():   18 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (50-65:55-70) 
 
      20        30        40        50        60        70          
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ..::..::.     ::               
gi|114 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
           30        40        50        60        70        80     
 
      80                                                            
2MEPSP F                                                            
                                                                    
gi|114 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
           90       100       110       120       130       140     
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 80.0  bits: 20.6 E():   18 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (12-29:180-197) 
 
                                  10         20        30        40 
2MEPSP                    RMVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
               50        60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 
                                                
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP    
      210       220       230       240         
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.8  bits: 21.0 E():   18 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (29-65:91-131) 
 
                 10        20        30         40        50        
2MEPSP   RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|627 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISQLTTSQQDIVLADELSQEVCILSA 
               70        80        90       100       110       120 
 
           60        70        80                                   
2MEPSP EVPVTIRDPGCTRKTFPDYFDVLSTF                                   
       .: : :  :::                                                  
gi|627 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              130       140       150       160       170       180 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.4  bits: 20.7 E():   19 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (50-65:79-94) 
 
      20        30        40        50        60        70          
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
      80                                                            
2MEPSP F                                                            
                                                                    
gi|286 SGNPVTVFITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.4  bits: 20.7 E():   19 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (50-65:79-94) 
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      20        30        40        50        60        70          
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
      80                                                            
2MEPSP F                                                            
                                                                    
gi|286 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.4  bits: 20.7 E():   19 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (50-65:79-94) 
 
      20        30        40        50        60        70          
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ..::..::.     ::               
gi|141 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
      80                                                            
2MEPSP F                                                            
                                                                    
gi|141 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.4  bits: 21.0 E():   19 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (29-65:111-151) 
 
                 10        20        30         40        50        
2MEPSP   RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|170 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISNLTTSQQDIVLADELSQEVCILSA 
               90       100       110       120       130       140 
 
           60        70        80                                   
2MEPSP EVPVTIRDPGCTRKTFPDYFDVLSTF                                   
       .: : :  :::                                                  
gi|170 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              150       160       170       180       190       200 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.2  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (21-62:109-140) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
               60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
       .: : : . :.:                                                 
gi|616 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
     130        140       150       160       170       180         
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.0  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (21-62:115-146) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
               60        70        80                               
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2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.0  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (21-62:115-146) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
               60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.0  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (21-62:115-146) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
               60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.0  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (21-62:115-146) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
               60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.0  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (21-62:115-146) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
               60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.0  bits: 20.3 E():   20 
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Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (21-62:115-146) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
               60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.0  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (21-62:115-146) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
               60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 76.8  bits: 19.3 E():   27 
Smith-Waterman score: 48; 38.1% identity (61.9% similar) in 21 aa overlap (60-79:104-124) 
 
      30        40        50        60         70        80         
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTF         
                                     ..: ::: ..   :.  :: :          
gi|189 CCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTV 
            80        90       100       110       120       130    
 
gi|189 HNAPYCLGLDI 
           140     
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 76.8  bits: 19.3 E():   27 
Smith-Waterman score: 48; 38.1% identity (61.9% similar) in 21 aa overlap (60-79:105-125) 
 
      30        40        50        60         70        80         
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTF         
                                     ..: ::: ..   :.  :: :          
gi|439 CQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTV 
           80        90       100       110       120       130     
 
gi|439 HNAPYCLGLDI 
          140      
 
>>gi|195933901|gb|ACG58378.1| Der p 1 allergen precursor  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 76.7  bits: 20.4 E():   27 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (21-62:213-244) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|195 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
               60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
       .: : : . :.:                                                 
gi|195 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
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>>gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Peptid  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 76.7  bits: 20.4 E():   27 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (21-62:213-244) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|730 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
               60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
       .: : : . :.:                                                 
gi|730 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 75.7  bits: 19.3 E():   31 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (24-51:106-134) 
 
                      10        20        30        40         50   
2MEPSP        RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
             60        70        80          
2MEPSP CAEVPVTIRDPGCTRKTFPDYFDVLSTF          
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.4  bits: 20.1 E():   32 
Smith-Waterman score: 50; 24.6% identity (58.0% similar) in 69 aa overlap (9-74:51-112) 
 
                                     10        20           30      
2MEPSP                       RMVAIRTELTKLGASVEEGP--DYC-IITPPEKLNVTA 
                                     .:. ::.. .:   :.  ...  .:..:.  
gi|198 NASLAQGHPTFLLVREITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVV- 
               30        40        50        60        70           
 
          40        50        60        70        80                
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF                
       :.:    ..:  :.:        .:.. :  .. ::. :                      
gi|198 ISTLGAPQIADQFNLIK------AIKEVGTIKRFFPSEFGNDVDKHHAVEPMKSMFDLKI 
      80        90             100       110       120       130    
 
gi|198 KLRRTIEAEGIPHTYVVPHCFAGYFLTNLAQLGLAAPPRDKIVIYGDGTTKAVYMKEEDI 
           140       150       160       170       180       190    
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.3  bits: 19.0 E():   32 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (8-35:28-54) 
 
                                   10        20        30        40 
2MEPSP                     RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
               50        60        70        80                     
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF                     
                                                                    
gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.1 E():   32 
Smith-Waterman score: 50; 28.0% identity (72.0% similar) in 25 aa overlap (50-74:89-113) 
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      20        30        40        50        60        70          
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ::  ... ..:.. : ... ::. :      
gi|324 FVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDVD 
       60        70        80        90       100       110         
 
      80                                                            
2MEPSP F                                                            
                                                                    
gi|324 RSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASSAPRDKVVI 
      120       130       140       150       160       170         
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.1 E():   32 
Smith-Waterman score: 50; 25.9% identity (70.4% similar) in 27 aa overlap (48-74:87-113) 
 
        20        30        40        50        60        70        
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 
                                     ..::  ... ..:.. :  .. ::. :    
gi|107 VTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGND 
         60        70        80        90       100       110       
 
        80                                                          
2MEPSP STF                                                          
                                                                    
gi|107 VDRVHAVEPAKTAFATKAEIRRKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKV 
        120       130       140       150       160       170       
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.2  bits: 19.0 E():   33 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (63-79:103-119) 
 
             40        50        60        70        80             
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF             
                                     ::: :..  ..  .: :              
gi|217 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|217 YCLGMEESQWS 
            140    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.2  bits: 19.4 E():   33 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (22-28:141-147) 
 
                        10        20        30        40        50  
2MEPSP          RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
              60        70        80 
2MEPSP ACAEVPVTIRDPGCTRKTFPDYFDVLSTF 
                                     
gi|124 RRLALVNENPLDVLFQEV            
              180                    
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 18.6 E():   34 
Smith-Waterman score: 46; 20.5% identity (52.3% similar) in 44 aa overlap (28-71:49-92) 
 
                  10        20        30        40        50        
2MEPSP    RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:  .  
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
        60        70        80                  
2MEPSP VTIRDPGCTRKTFPDYFDVLSTF                  
          .. .   : .:                           

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11764

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 74.7  bits: 18.6 E():   35 
Smith-Waterman score: 46; 42.9% identity (57.1% similar) in 21 aa overlap (60-79:80-100) 
 
      30        40        50        60         70        80         
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTF         
                                     ..: ::: :.   :   :: :          
gi|283 CKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVLVTPGHCNVMTV 
      50        60        70        80        90       100          
 
gi|283 HNTPYCLGLDI 
     110       120 
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.7  bits: 19.4 E():   35 
Smith-Waterman score: 48; 25.0% identity (56.2% similar) in 32 aa overlap (39-67:151-182) 
 
       10        20        30        40        50           60      
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA---CAEVPVTIRDPGC 
                                     :.:.....  . :    : .. . : : :  
gi|256 IVEREGLQAVKLAARDTVDGWFNIERVSREYNDYKLVFCPQQAEDNKCEDIGIQIDDDGI 
              130       140       150       160       170       180 
 
          70        80         
2MEPSP TRKTFPDYFDVLSTF         
        :                      
gi|256 RRLVLSKNKPLVVQFQKFRSSTA 
              190       200    
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 46; 29.4% identity (50.0% similar) in 34 aa overlap (44-77:1-34) 
 
            20        30        40        50        60        70    
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  ..    .  : .  
gi|111                               MKFAIVLIACFAASVLAQEHKPEKDDFRNE 
                                             10        20        30 
 
            80                                                      
2MEPSP FDVLSTF                                                      
       :: :                                                         
gi|111 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 46; 29.4% identity (50.0% similar) in 34 aa overlap (44-77:1-34) 
 
            20        30        40        50        60        70    
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  ..    .  : .  
gi|420                               MKFAIVLIACFAASVLAQEHKPKKDDFRNE 
                                             10        20        30 
 
            80                                                      
2MEPSP FDVLSTF                                                      
       :: :                                                         
gi|420 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 46; 31.8% identity (59.1% similar) in 22 aa overlap (8-29:109-130) 
 
                                      10        20        30        
2MEPSP                        RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. .:  .. : :  : :.: .         
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gi|244 ELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICSISPSQGCQFQSSY 
       80        90       100       110       120       130         
 
        40        50        60        70        80 
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 73.4  bits: 18.7 E():   41 
Smith-Waterman score: 46; 31.8% identity (63.6% similar) in 22 aa overlap (8-29:117-138) 
 
                                      10        20        30        
2MEPSP                        RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     .: .:  .. : : .: :.: .         
gi|110 ELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCNISPSQGCQFSSPY 
         90       100       110       120       130       140       
 
        40        50        60        70        80 
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 
                                                   
gi|110 WSY                                         
                                                   
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 73.3  bits: 19.8 E():   42 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (12-40:141-170) 
 
                                  10        20         30        40 
2MEPSP                    RMVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
               50        60        70        80                     
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF                     
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergillus  (125 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.8  bits: 18.3 E():   44 
Smith-Waterman score: 45; 31.7% identity (43.9% similar) in 41 aa overlap (43-75:45-84) 
 
             20        30        40        50        60             
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK---- 
                                     :: . :. : : . :   .: :  .      
gi|302 HAPLSDGKTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKD-GMGKDDHYL 
           20        30        40        50        60         70    
 
           70        80                                     
2MEPSP ----TFPDYFDVLSTF                                     
           ::::  :                                          
gi|302 LEFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR 
            80        90       100       110       120      
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.5  bits: 19.1 E():   46 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (21-62:115-146) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
               60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
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 initn:  43 init1:  43 opt:  47  Z-score: 72.5  bits: 19.1 E():   46 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (21-62:115-146) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
               60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (13-71:258-314) 
 
                                 10        20        30        40   
2MEPSP                   RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|111 MSLGGASGSTAMKQAVDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
             50        60         70        80                      
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPDYFDVLSTF                      
           .:: .. ::. :    ::  . .:.:                               
gi|111 SNRASFS-SVGAELEVMA--PGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.4  bits: 19.9 E():   47 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (13-71:258-314) 
 
                                 10        20        30        40   
2MEPSP                   RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|135 MSLGGPSGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
             50        60         70        80                      
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPDYFDVLSTF                      
           .:: .. ::. :    ::  . .:.:                               
gi|135 SNRASFS-SVGAELEVMA--PGAGVYSTYPTSTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 49; 29.0% identity (61.3% similar) in 31 aa overlap (9-39:94-124) 
 
                                     10        20        30         
2MEPSP                       RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     :..::.. ..: :.       :: .: : . 
gi|513 FHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPA 
            70        80        90       100       110       120    
 
       40        50        60        70        80                   
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF                   
       .                                                            
gi|513 HGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEG 
           130       140       150       160       170       180    
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.4  bits: 19.5 E():   53 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (4-56:189-242) 
 
                                          10        20        30    
2MEPSP                            RMVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
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      160       170       180       190       200       210         
 
              40        50        60        70        80            
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF            
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.3  bits: 18.8 E():   54 
Smith-Waterman score: 50; 20.4% identity (44.9% similar) in 49 aa overlap (23-71:130-174) 
 
                       10        20        30        40        50   
2MEPSP         RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                                     :..   .  . ...:   :      .. .  
gi|162 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVD 
     100       110       120       130       140       150          
 
             60        70        80                          
2MEPSP CAEVPVTIRDPGCTRKTFPDYFDVLSTF                          
       :.: :     : :: .  :                                   
gi|162 CSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 50; 23.5% identity (45.1% similar) in 51 aa overlap (23-71:130-176) 
 
                       10        20        30        40          50 
2MEPSP         RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH--RMAMAFSL 
                                     :..   .  . ...:   :   :  .:    
gi|124 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVS 
     100       110       120       130       140       150          
 
               60        70        80                          
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                          
       . :.: :     : :: .  :                                   
gi|124 VDCSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200       210 
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (21-62:116-147) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          90       100       110       120                130       
 
               60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
       .: : : . :.:                                                 
gi|146 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
        140        150       160       170       180       190      
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   55 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (13-54:58-99) 
 
                                 10        20        30        40   
2MEPSP                   RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
             50        60        70        80                       
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF                       
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
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>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 71.0  bits: 18.1 E():   55 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (8-45:12-50) 
 
                   10        20        30         40        50      
2MEPSP     RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFSLAACAE 
                  :. :. .. ..: : :::   . ... :. :. .. . :           
gi|760 DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKANING 
               10        20        30        40        50        60 
 
          60        70        80                                    
2MEPSP VPVTIRDPGCTRKTFPDYFDVLSTF                                    
                                                                    
gi|760 LEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGVLACA 
               70        80        90       100       110       120 
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.9  bits: 18.8 E():   56 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (21-62:115-146) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
               60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
       .: : : . :.:                                                 
gi|223 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.9  bits: 18.8 E():   56 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (21-62:115-146) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
               60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
       .: : : . :.:                                                 
gi|837 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.7  bits: 19.9 E():   58 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (9-46:168-204) 
 
                                     10        20        30         
2MEPSP                       RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
       40        50        60        70        80                   
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF                   
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.7  bits: 19.9 E():   58 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (9-46:168-204) 
 
                                     10        20        30         
2MEPSP                       RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
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                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
       40        50        60        70        80                   
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF                   
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.6  bits: 19.2 E():   59 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (15-71:154-206) 
 
                               10        20        30        40     
2MEPSP                 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|287 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           130       140       150       160       170       180    
 
           50        60         70        80                        
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDVLSTF                        
       :...:. . .   .:  :  : ::  ::                                 
gi|287 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              190       200         210       220       230         
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 70.5  bits: 20.0 E():   59 
Smith-Waterman score: 49; 34.5% identity (55.2% similar) in 29 aa overlap (45-71:13-41) 
 
           20        30        40        50        60          70   
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP--GCTRKTFPD 
                                     :.. . :: : .::  .    ::  : .:  
gi|558                   NYRAFALALLFCALSCQAAAAAYAPVPAKADFLGCLMKEIPA 
                                 10        20        30        40   
 
             80                                                     
2MEPSP YFDVLSTF                                                     
                                                                    
gi|558 RLLYAKSSPDYPTVLAQTIRNSRWSSPQNVKPIYIITPTNASHIQSAVVCGRRHGIRLRV 
             50        60        70        80        90       100   
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (8-64:28-82) 
 
                                   10        20        30           
2MEPSP                     RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
       40        50        60        70        80                   
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF                   
        : .....   ::  :   .::. ::                                   
gi|212 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.1  bits: 17.7 E():   62 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (15-34:89-108) 
 
                               10        20        30        40     
2MEPSP                 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
           50        60        70        80 
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 
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>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 70.1  bits: 19.2 E():   62 
Smith-Waterman score: 47; 58.3% identity (75.0% similar) in 12 aa overlap (17-26:162-173) 
 
                             10          20        30        40     
2MEPSP               RMVAIRTELTKLGASVEEG--PDYCIITPPEKLNVTAIDTYDDHRM 
                                     :.:  ::::. :                   
gi|320 AFLAQTSHETTGGWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQ 
             140       150       160       170       180       190  
 
           50        60        70        80                         
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF                         
                                                                    
gi|320 ISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMTPQSPKPSCHNVITGRWTP 
             200       210       220       230       240       250  
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.9  bits: 18.5 E():   64 
Smith-Waterman score: 45; 31.9% identity (53.2% similar) in 47 aa overlap (29-73:81-126) 
 
                 10        20        30         40         50       
2MEPSP   RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMA-FSLAACAEV 
                                     :.:..  : :: .: : :.: .   :  .  
gi|144 LEIDGKQTHQSVAISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENS 
               60        70        80        90       100       110 
 
         60        70        80                                     
2MEPSP PVTIRDPGCTRKTFPDYFDVLSTF                                     
            ::   ..:.: :                                            
gi|144 KQKKWDP-LKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLV 
               120       130       140       150       160          
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.8  bits: 18.5 E():   65 
Smith-Waterman score: 45; 31.9% identity (53.2% similar) in 47 aa overlap (29-73:85-130) 
 
                 10        20        30         40         50       
2MEPSP   RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMA-FSLAACAEV 
                                     :.:..  : :: .: : :.: .   :  .  
gi|622 LEIDGKQTHQSVAISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENS 
           60        70        80        90       100       110     
 
         60        70        80                                     
2MEPSP PVTIRDPGCTRKTFPDYFDVLSTF                                     
            ::   ..:.: :                                            
gi|622 KQKKWDP-LKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLV 
          120        130       140       150       160       170    
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (30-59:65-94) 
 
                10        20        30        40        50          
2MEPSP  RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
      60        70        80                                        
2MEPSP IRDPGCTRKTFPDYFDVLSTF                                        
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (25-70:14-59) 
 
               10        20        30        40        50        60 
2MEPSP RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 
                               :  :. ... ..:. :.    .: . . :::.     
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gi|901            MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEILEGD 
                          10        20         30        40         
 
                70        80                                        
2MEPSP RDPGCTRK-TFPDYFDVLSTF                                        
         ::  .: ::                                                  
gi|901 GGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSA 
       50        60        70        80        90       100         
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 44; 26.7% identity (53.3% similar) in 60 aa overlap (12-70:1-59) 
 
               10        20        30        40        50        60 
2MEPSP RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 
                  .:. . :.     : ::. ... ..:. :.    .: .    ::.     
gi|753            MGVYTFENEYTSEIPPPRLFKAFVLDA-DNLIPKIAPQAIKHAEILEGD 
                          10        20         30        40         
 
                70        80                                        
2MEPSP RDPGCTRK-TFPDYFDVLSTF                                        
         :: :.: ::                                                  
gi|753 GGPGTTKKITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVAS 
       50        60        70        80        90       100         
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (25-70:14-59) 
 
               10        20        30        40        50        60 
2MEPSP RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 
                               :  :. ... ..:. :.    .: . . :::.     
gi|880            MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEILEGD 
                          10        20         30        40         
 
                70        80                                        
2MEPSP RDPGCTRK-TFPDYFDVLSTF                                        
         ::  .: ::                                                  
gi|880 GGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSA 
       50        60        70        80        90       100         
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (25-70:14-59) 
 
               10        20        30        40        50        60 
2MEPSP RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 
                               :  :. ... ..:. :.    .: . . :::.     
gi|901            MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEILEGD 
                          10        20         30        40         
 
                70        80                                        
2MEPSP RDPGCTRK-TFPDYFDVLSTF                                        
         ::  .: ::                                                  
gi|901 GGPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSA 
       50        60        70        80        90       100         
 
>>gi|100834|pir||S16031 alpha-amylase inhibitor, tetrame  (168 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 44; 40.0% identity (60.0% similar) in 15 aa overlap (63-77:128-142) 
 
             40        50        60        70        80             
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF             
                                     ::: :.   :.  .:                
gi|100 ALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREMQWDFVRLLVAPGQCNLATIHNVR 
       100       110       120       130       140       150        
 
gi|100 YCPAVEQPLWI 
       160         
 
>>gi|21713|emb|CAA35597.1| unnamed protein product [Trit  (168 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 44; 40.0% identity (60.0% similar) in 15 aa overlap (63-77:128-142) 
 
             40        50        60        70        80             
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF             
                                     ::: :.   :.  .:                
gi|217 ALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREMQWDFVRLLVAPGQCNLATIHNVR 
       100       110       120       130       140       150        
 
gi|217 YCPAVEQPLWI 
       160         
 
>>gi|78038796|emb|CAI43283.4| mala s 12 allergen precurs  (618 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.4  bits: 20.0 E():   68 
Smith-Waterman score: 49; 36.8% identity (57.9% similar) in 19 aa overlap (56-74:480-498) 
 
          30        40        50        60        70        80      
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF      
                                     . .: .::    :  :.::            
gi|780 KVSPVEILGNVMFGSISIQAALQHPLSRGSIKITSKDPFAYPKINPNYFAENLDLVLLRE 
     450       460       470       480       490       500          
 
gi|780 GFKLIREMSQQSPLKDVIDFETVPGDKVQTNEDWENWIRSAAGTEYHPSSTCAMLPRGDG 
     510       520       530       540       550       560          
 
>>gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Pollen  (101 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 17.4 E():   69 
Smith-Waterman score: 42; 36.8% identity (57.9% similar) in 19 aa overlap (60-78:63-81) 
 
      30        40        50        60        70        80          
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF          
                                     :.::   .   :: : .:.            
gi|416 KTTDVLWFNFTTGEDSVAEVWREEAYHACDIKDPIRLEPGGPDRFTLLTPGSHFICTKDQ 
             40        50        60        70        80        90   
 
gi|416 KFVACVPGR 
            100  
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.3  bits: 18.5 E():   69 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (21-62:115-146) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
               60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.3  bits: 18.5 E():   69 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (21-62:115-146) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
               60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 17.8 E():   70 
Smith-Waterman score: 43; 29.4% identity (47.1% similar) in 34 aa overlap (44-77:1-34) 
 
            20        30        40        50        60        70    
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  .     .  : .  
gi|111                               MKFAIVLIACFAASVLAQGHKPKKDDFRNE 
                                             10        20        30 
 
            80                                                      
2MEPSP FDVLSTF                                                      
       :: :                                                         
gi|111 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.0  bits: 17.8 E():   72 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (4-33:92-125) 
 
                                          10        20              
2MEPSP                            RMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|249 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
              70        80        90       100       110       120  
 
      30        40        50        60        70        80 
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 
        .:.                                                
gi|249 DVNMDCKTLGVLHYKGN                                   
             130                                           
 
>>gi|256095986|emb|CAQ68250.1| Der p 1 allergen precurso  (302 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 69.0  bits: 18.9 E():   72 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (21-62:195-226) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|256 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          170       180       190       200                210      
 
               60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
       .: : : . :.:                                                 
gi|256 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          220       230       240       250       260       270     
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.9  bits: 17.8 E():   72 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (4-33:56-89) 
 
                                          10        20              
2MEPSP                            RMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|391 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
          30        40        50        60        70        80      
 
      30        40        50        60        70        80    
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF    
        .:.                                                   
gi|391 DVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
          90       100       110       120       130          
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.9  bits: 19.3 E():   72 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (15-71:144-196) 
 
                               10        20        30        40     
2MEPSP                 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|855 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
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           120       130       140       150       160       170    
 
           50        60         70        80                        
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDVLSTF                        
       :...:. . .   .:  :  : ::  ::                                 
gi|855 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              180       190         200       210       220         
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.8  bits: 17.8 E():   74 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (4-33:50-83) 
 
                                          10        20              
2MEPSP                            RMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|741 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
      20        30        40        50        60        70          
 
      30        40        50        60        70        80          
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF          
        .:.                                                         
gi|741 DVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDPRLEFRPPHRKKPNPAF 
      80        90       100       110       120       130          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 18.2 E():   74 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (20-27:172-179) 
 
                          10        20        30        40          
2MEPSP            RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
      50        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.6  bits: 19.3 E():   75 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (21-37:318-334) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
               60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.5  bits: 20.0 E():   76 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (6-30:517-541) 
 
                                        10        20        30      
2MEPSP                          RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
          40        50        60        70        80                
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF                
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.4  bits: 19.3 E():   77 
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Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (15-71:144-196) 
 
                               10        20        30        40     
2MEPSP                 RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|364 SDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
           50        60         70        80                        
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDVLSTF                        
       :...:. . .   .:  :  : ::  ::                                 
gi|364 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLAAGPAATPATPGHHRVGRWLDRLQ 
              180       190         200       210       220         
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.1 E():   78 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (20-34:70-84) 
 
                          10        20        30        40          
2MEPSP            RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
      50        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (39-65:66-92) 
 
       10        20        30        40        50        60         
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|117 SYGDKWLEARPPGMVRPRVLAPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
       70        80                                                 
2MEPSP TFPDYFDVLSTF                                                 
                                                                    
gi|117 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFR 
         100       110       120       130       140       150      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 48; 36.7% identity (50.0% similar) in 30 aa overlap (58-80:160-189) 
 
        30        40        50        60        70               80 
2MEPSP PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF-------PDYFDVLSTF 
                                     :  . :: :. ::       :.:: ::  . 
gi|811 LSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNPNYFAVLVKY 
     130       140       150       160       170       180          
 
gi|811 VGGDGDVVKVELKEKGSEEWKPLNESWGAIWRIDTPKPLKGPFSLRVTTESDQKLVANDV 
     190       200       210       220       230       240          
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (39-65:66-92) 
 
       10        20        30        40        50        60         
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|109 SYGDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
       70        80                                                 
2MEPSP TFPDYFDVLSTF                                                 
                                                                    
gi|109 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDT 
         100       110       120       130       140       150      
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>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (25-70:14-59) 
 
               10        20        30        40        50        60 
2MEPSP RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 
                               :  :. ... ..:. :.    .: .   :::.     
gi|901            MGGYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCAEILEGD 
                          10        20         30        40         
 
                70        80                                        
2MEPSP RDPGCTRK-TFPDYFDVLSTF                                        
         ::  .: ::                                                  
gi|901 GGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSA 
       50        60        70        80        90       100         
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (25-70:14-59) 
 
               10        20        30        40        50        60 
2MEPSP RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 
                               :  :. ... ..:. :.    .: .   :::.     
gi|901            MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCAEILEGD 
                          10        20         30        40         
 
                70        80                                        
2MEPSP RDPGCTRK-TFPDYFDVLSTF                                        
         ::  .: ::                                                  
gi|901 GGPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSA 
       50        60        70        80        90       100         
 
>>gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-terminal}  (26 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.0  bits: 15.2 E():   81 
Smith-Waterman score: 36; 50.0% identity (75.0% similar) in 8 aa overlap (63-70:13-20) 
 
             40        50        60        70        80 
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 
                                     : :.:. :           
gi|133                   NDNTFEGEYHAFPDCARNLFKGRQQE     
                                 10        20           
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (21-29:196-204) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|760 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
         170       180       190       200       210       220      
 
               60        70        80                      
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                      
                                                           
gi|760 KDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTT 
         230       240       250       260       270       
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (6-39:131-164) 
 
                                        10        20        30      
2MEPSP                          RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
          40        50        60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 
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          :                                          
gi|158 RTPY                                          
                                                     
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.8  bits: 15.2 E():   83 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (50-58:17-25) 
 
      20        30        40        50        60        70          
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     : ::::  :                      
gi|391               SFREQCVPGREITYECLNACAEYAVRQ                    
                             10        20                           
 
      80 
2MEPSP F 
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 43; 33.3% identity (66.7% similar) in 15 aa overlap (63-77:59-73) 
 
             40        50        60        70        80             
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF             
                                     : :. .  :.:.. :                
gi|668 TACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEYIEKLPEIRAKGVDVVAVLA 
       30        40        50        60        70        80         
 
gi|668 YNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHGKITYAA 
       90       100       110       120       130       140         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 43; 33.3% identity (66.7% similar) in 15 aa overlap (63-77:59-73) 
 
             40        50        60        70        80             
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF             
                                     : :. .  :.:.. :                
gi|276 TACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEYIEKLPEIRAKGVDVVAVLA 
       30        40        50        60        70        80         
 
gi|276 YNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHGKITYAA 
       90       100       110       120       130       140         
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.5  bits: 17.8 E():   87 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (4-33:93-126) 
 
                                          10        20              
2MEPSP                            RMVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|153 SKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
             70        80        90       100       110       120   
 
      30        40        50        60        70        80    
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF    
        .:.                                                   
gi|153 DVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
            130       140       150       160       170       
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.4  bits: 19.4 E():   88 
Smith-Waterman score: 47; 46.2% identity (76.9% similar) in 13 aa overlap (11-23:454-466) 
 
                                   10        20        30        40 
2MEPSP                     RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     :.:::.. .:  :                  
gi|476 LNPSCKSLHPGRTPKELELHQKPTTLLMDEKMGASLNSSPPNCKNKCKGCQPCKPKLIIV 
           430       440       450       460       470       480    
 
               50        60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 
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gi|476 HPNQPEDYYPQRWVCSCHNKIYNP                 
           490       500                        
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.6 E():   92 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (21-29:214-222) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
               60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.6 E():   92 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (21-29:214-222) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|275 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
               60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
                                                                    
gi|275 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.6 E():   92 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (21-29:214-222) 
 
                         10        20        30        40        50 
2MEPSP           RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|156 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
               60        70        80                               
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTF                               
                                                                    
gi|156 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 41; 32.4% identity (47.1% similar) in 34 aa overlap (47-80:12-45) 
 
         20        30        40        50        60        70       
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV 
                                     : .::: : .     . .:   :  ::    
gi|219                    MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWK 
                                  10        20        30        40  
 
         80                                                         
2MEPSP LSTF                                                         
       .: :                                                         
gi|219 ISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDS 
              50        60        70        80        90       100  
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 42; 34.8% identity (56.5% similar) in 23 aa overlap (8-30:71-93) 
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                                      10        20        30        
2MEPSP                        RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :.  . : .:.    :: ::        
gi|738 ETADATPEKEEPTAAPAEPEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPV 
               50        60        70        80        90       100 
 
        40        50        60        70        80         
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF         
                                                           
gi|738 AEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAAETATTEVPVEKTEE 
              110       120       130       140       150  
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.3 E():   95 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (20-27:245-252) 
 
                          10        20        30        40          
2MEPSP            RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
      50        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.3 E():   97 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 27 aa overlap (39-65:66-92) 
 
       10        20        30        40        50        60         
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   ....:...:.     ::    
gi|409 TYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSC 
          40        50        60        70        80        90      
 
       70        80                                                 
2MEPSP TFPDYFDVLSTF                                                 
                                                                    
gi|409 FEIKCTKPESCSGEPVLVHITDDNEEPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELEL 
         100       110       120       130       140       150      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.6  bits: 18.3 E():   97 
Smith-Waterman score: 44; 28.9% identity (48.9% similar) in 45 aa overlap (13-57:92-135) 
 
                                 10        20        30        40   
2MEPSP                   RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. :   :  . :  : : : :  . . : 
gi|226 KASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIA-GALEVH 
              70        80        90       100       110        120 
 
             50        60        70        80                       
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF                       
        .  :   .. :..:                                              
gi|226 AVKPATEEVGAAKIPAGELQIVDKIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKEST 
              130       140       150       160       170       180 
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (3-40:130-167) 
 
                                           10        20        30   
2MEPSP                             RMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
             40        50        60        70        80 
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 
       . .::...                                         
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gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS   
     160       170       180       190       200        
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (3-40:130-167) 
 
                                           10        20        30   
2MEPSP                             RMVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
             40        50        60        70        80 
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTF 
       . .::...                                         
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS   
     160       170       180       190       200        
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (18-28:3-13) 
 
               10        20        30        40        50        60 
2MEPSP RMVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTI 
                        .: ::: :  :                                 
gi|160                SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNCAGKVIKSVGPTEE 
                              10        20        30        40      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:09 2011 done: Tue Apr 19 10:58:09 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 364  - 443 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32     3     8:= * 
  34    41    22:=======*====== 
  36    38    44:============= * 
  38    75    73:========================* 
  40    87   102:=============================    * 
  42   144   125:=========================================*====== 
  44   113   138:======================================       * 
  46   116   140:=======================================       * 
  48   149   134:============================================*===== 
  50   148   122:========================================*========= 
  52   108   108:===================================* 
  54    88    92:==============================* 
  56    65    77:======================   * 
  58    57    63:=================== * 
  60    51    51:================* 
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  62    29    41:==========   * 
  64    28    33:==========* 
  66    29    26:========*= 
  68    28    20:======*=== 
  70    19    16:=====*= 
  72    10    12:===* 
  74    11    10:===* 
  76     6     8:==* 
  78    10     6:=*== 
  80    12     5:=*== 
  82     6     3:*= 
  84     1     3:* 
  86     5     2:*= 
  88     4     2:*=         inset = represents 1 library sequences 
  90     3     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.81730.00373; mu= 12.4854 0.193 
 mean_var=38.612010.222, 0's: 2 Z-trim: 2  B-trim: 130 in 1/43 
 Lambda= 0.206402 
 Kolmogorov-Smirnov  statistic: 0.0225 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   63 23.7     1.2 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   59 22.5     2.5 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.1     4.8 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   56 21.6     4.8 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   58 22.4     5.1 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   58 22.4     5.6 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   58 22.4     5.6 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   58 22.4     5.6 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   58 22.4     5.6 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   57 22.1     6.9 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   57 22.1       7 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   57 22.1       7 
gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase ( 497)   59 22.9     7.5 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   56 21.8       8 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   52 20.4      10 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   52 20.4      12 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   52 20.4      12 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   52 20.4      12 
gi|21920|emb|CAA39099.1| CM2 protein [Triticum tur ( 145)   52 20.4      12 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   52 20.5      12 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.5      14 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   51 20.1      15 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   51 20.1      15 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.1      15 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   53 20.9      15 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   53 20.9      16 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   53 20.9      16 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   52 20.6      16 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   52 20.6      18 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.6      18 
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gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   53 21.0      19 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   52 20.6      20 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   52 20.6      20 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   52 20.6      20 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   53 21.0      20 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   51 20.3      20 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   51 20.3      21 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   48 19.3      27 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   48 19.3      27 
gi|195933901|gb|ACG58378.1| Der p 1 allergen precu ( 320)   51 20.4      28 
gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Pe ( 320)   51 20.4      28 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.3      31 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   50 20.1      33 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   50 20.1      33 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   50 20.1      33 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 18.9      33 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   47 19.0      33 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.3      34 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   46 18.6      35 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   46 18.6      36 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   48 19.4      36 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   46 18.6      39 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   46 18.6      39 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   46 18.6      40 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   46 18.7      42 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.8      42 
gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergi ( 125)   45 18.3      45 
gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=G ( 219)   47 19.1      46 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   47 19.1      46 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   49 19.8      47 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   47 19.1      47 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   47 19.1      47 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   49 19.8      47 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   49 19.9      48 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.5      53 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   46 18.8      55 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   46 18.8      55 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   46 18.8      55 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.2      56 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.0      57 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   46 18.8      57 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   46 18.8      57 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 19.9      59 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 19.9      59 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   47 19.2      59 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   49 19.9      60 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.1      61 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   47 19.2      63 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.7      63 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   45 18.5      65 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   45 18.5      66 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.1      66 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   44 18.1      66 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   44 18.1      66 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   44 18.1      67 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   44 18.1      67 
gi|78038796|emb|CAI43283.4| mala s 12 allergen pre ( 618)   49 20.0      69 
gi|100834|pir||S16031 alpha-amylase inhibitor, tet ( 168)   44 18.1      69 
gi|21713|emb|CAA35597.1| unnamed protein product [ ( 168)   44 18.1      69 
gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Po ( 101)   42 17.4      70 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   45 18.5      70 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   45 18.5      70 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   43 17.7      71 
gi|256095986|emb|CAQ68250.1| Der p 1 allergen prec ( 302)   46 18.9      73 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   43 17.7      73 
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gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   47 19.3      73 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   43 17.8      73 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   43 17.8      75 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.1      75 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.3      76 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 20.0      77 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   47 19.3      78 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.0      79 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   45 18.5      80 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   45 18.5      81 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 18.5      81 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   43 17.8      82 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   43 17.8      82 
gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-termi (  26)   36 15.2      83 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   45 18.6      83 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.8      83 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   43 17.8      85 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   43 17.8      85 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 15.2      85 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 17.8      88 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.3      89 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   45 18.6      93 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.6      93 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   45 18.6      93 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   41 17.1      95 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 17.5      95 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.2      97 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   44 18.2      98 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.2      98 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 17.9      99 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 17.9      99 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  63  Z-score: 100.9  bits: 23.7 E():  1.2 
Smith-Waterman score: 63; 30.4% identity (53.6% similar) in 69 aa overlap (7-70:27-93) 
 
                                   10        20        30           
2MEPSP                     MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTY 
                                 :. :: .:   : :::::   .::.. :  . .  
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
 
       40        50           60        70        80                
2MEPSP DDHRMAMAFSLAACA---EVPVTIRDPGCTRKTFPDYFDVLSTFV                
       :.   .. .:  . .   .::  :.  :: .   :                          
gi|457 DSPTAVIKISAKVNGVELQVP-GIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKAD 
      60        70        80         90       100       110         
 
gi|457 VTASLTGAHGLLACGTVHGEVQN 
      120       130       140  
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  59  Z-score: 95.2  bits: 22.5 E():  2.5 
Smith-Waterman score: 59; 28.3% identity (53.3% similar) in 60 aa overlap (5-63:10-66) 
 
                    10        20        30         40        50     
2MEPSP      MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAE 
                . :.:.:  .   : :.:.:   . :.. : . . .:   :    ::  :  
gi|484 GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQDTTKATIKVLAKVAG 
               10        20         30        40        50          
 
           60        70        80                                   
2MEPSP VPVTIRDPGCTRKTFPDYFDVLSTFV                                   
       .:. .  ::                                                    
gi|484 TPIQV--PGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAELVGDHGVLAC 
      60          70        80        90       100       110        
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 90.3  bits: 23.1 E():  4.8 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (13-39:23-50) 
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                         10        20        30         40          
2MEPSP           MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDHRMAMAFSL 
                             :. ::  .: :.. ::.... ... .::           
gi|122 MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVDVIHEFEEI 
               10        20        30        40        50        60 
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
                                                                    
gi|122 PVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRGIFGNGARV 
               70        80        90       100       110       120 
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 90.2  bits: 21.6 E():  4.8 
Smith-Waterman score: 56; 24.6% identity (57.9% similar) in 57 aa overlap (7-63:12-67) 
 
                    10        20        30        40        50      
2MEPSP      MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
                  :. .:..:   : .::.:   . :.. :    ..   .... :.:  .  
gi|484 GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDG 
               10        20         30        40        50          
 
          60        70        80                                    
2MEPSP PVTIRDPGCTRKTFPDYFDVLSTFV                                    
        ..:  ::                                                     
gi|484 DIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLAC 
      60        70        80        90       100       110          
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 89.8  bits: 22.4 E():  5.1 
Smith-Waterman score: 58; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:206-223) 
 
             40        50        60        70        80          
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV          
                                     ::.:: .:  .  ...::          
gi|131 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
         180       190       200       210       220       230   
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 89.1  bits: 22.4 E():  5.6 
Smith-Waterman score: 58; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:233-250) 
 
             40        50        60        70        80          
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV          
                                     ::.:: .:  .  ...::          
gi|250 GGVDSCQGDSGGPVVDVATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 89.1  bits: 22.4 E():  5.6 
Smith-Waterman score: 58; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:233-250) 
 
             40        50        60        70        80          
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV          
                                     ::.:: .:  .  ...::          
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 89.1  bits: 22.4 E():  5.6 
Smith-Waterman score: 58; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:233-250) 
 
             40        50        60        70        80          
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV          
                                     ::.:: .:  .  ...::          
gi|163 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 89.1  bits: 22.4 E():  5.6 
Smith-Waterman score: 58; 38.9% identity (72.2% similar) in 18 aa overlap (63-80:233-250) 
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             40        50        60        70        80          
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV          
                                     ::.:: .:  .  ...::          
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.5  bits: 22.1 E():  6.9 
Smith-Waterman score: 57; 33.3% identity (72.2% similar) in 18 aa overlap (63-80:235-252) 
 
             40        50        60        70        80          
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV          
                                     ::.:: .:  .  ...:.          
gi|511 GGKDSCQGDSGGPVVDVKNNQVVGIVSWGYGCARKGYPGVYTRVGNFIDWIESKRSQ 
          210       220       230       240       250       260  
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.3  bits: 22.1 E():    7 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (38-64:74-100) 
 
        10        20        30        40        50        60        
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
        70        80                                                
2MEPSP TFPDYFDVLSTFV                                                
                                                                    
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.3  bits: 22.1 E():    7 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (38-64:74-100) 
 
        10        20        30        40        50        60        
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
        70        80                                                
2MEPSP TFPDYFDVLSTFV                                                
                                                                    
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase (NA  (497 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 86.7  bits: 22.9 E():  7.5 
Smith-Waterman score: 59; 31.4% identity (65.7% similar) in 35 aa overlap (32-66:98-126) 
 
              10        20        30        40        50        60  
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 
                                     ..:... :. .   :::.:  ..::..    
gi|766 FNGPWRKETPENRGKLLNKLADLFEKNADLIAAVEALDNGK---AFSMAKNVDVPAA--- 
        70        80        90       100          110       120     
 
              70        80                                          
2MEPSP PGCTRKTFPDYFDVLSTFV                                          
        :: :                                                        
gi|766 AGCLRYYGGWADKIEGKVVDTAPDSFNYIRKEPIGVCGQIIPWNFPILMWSWKIGPAIAT 
             130       140       150       160       170       180  
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.3  bits: 21.8 E():    8 
Smith-Waterman score: 56; 33.3% identity (66.7% similar) in 18 aa overlap (63-80:218-235) 
 
             40        50        60        70        80          
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV          
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                                     :: :: .:  .  ...:.          
gi|225 GGKDSCQGDSGGPLVDVKNNQVVGNVSWGYGCERKGYPGVYTRVGNFIDWIESKRPQ 
       190       200       210       220       230       240     
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 84.2  bits: 20.4 E():   10 
Smith-Waterman score: 52; 42.9% identity (61.9% similar) in 21 aa overlap (59-78:80-100) 
 
       30        40        50        60         70        80        
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTFV        
                                     ..: ::: :.   :.  :: :          
gi|253 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
      50        60        70        80        90       100          
 
gi|253 HNAPYCLGLDI 
     110       120 
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.1  bits: 20.4 E():   12 
Smith-Waterman score: 52; 41.2% identity (64.7% similar) in 17 aa overlap (62-78:103-119) 
 
              40        50        60        70        80            
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV            
                                     ::: :..  :.  .: :              
gi|195 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|195 YCLAMEESQWS 
            140    
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.1  bits: 20.4 E():   12 
Smith-Waterman score: 52; 41.2% identity (64.7% similar) in 17 aa overlap (62-78:103-119) 
 
              40        50        60        70        80            
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV            
                                     ::: :..  :.  .: :              
gi|219 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|219 YCLAMEESQWS 
            140    
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 83.0  bits: 20.4 E():   12 
Smith-Waterman score: 52; 42.9% identity (61.9% similar) in 21 aa overlap (59-78:105-125) 
 
       30        40        50        60         70        80        
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTFV        
                                     ..: ::: :.   :.  :: :          
gi|217 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTV 
           80        90       100       110       120       130     
 
gi|217 HNAPYCLGLDI 
          140      
 
>>gi|21920|emb|CAA39099.1| CM2 protein [Triticum turgidu  (145 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 83.0  bits: 20.4 E():   12 
Smith-Waterman score: 52; 42.9% identity (61.9% similar) in 21 aa overlap (59-78:105-125) 
 
       30        40        50        60         70        80        
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTFV        
                                     ..: ::: :.   :.  :: :          
gi|219 CKELYDASQHCRCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
           80        90       100       110       120       130     
 
gi|219 HNTPYCLGLDI 
          140      
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.9  bits: 20.5 E():   12 
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Smith-Waterman score: 52; 41.2% identity (64.7% similar) in 17 aa overlap (62-78:103-119) 
 
              40        50        60        70        80            
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV            
                                     ::: :..  :.  .: :              
gi|585 ANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|585 YCLAMDEWQWNRQFCSS 
            140          
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 81.7  bits: 20.5 E():   14 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (15-43:36-62) 
 
                               10        20        30        40     
2MEPSP                 MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
           50        60        70        80                         
2MEPSP MAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                         
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.6  bits: 20.1 E():   15 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (7-63:28-82) 
 
                                    10        20        30          
2MEPSP                      MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
      40        50         60        70        80                   
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYFDVLSTFV                   
        .. .   .. . :.:  .::. ::                                    
gi|158 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.6  bits: 20.1 E():   15 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (7-63:28-82) 
 
                                    10        20        30          
2MEPSP                      MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
      40        50         60        70        80                   
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYFDVLSTFV                   
        .. .   .. . :.:  .::. ::                                    
gi|170 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.4  bits: 20.1 E():   15 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (7-44:29-67) 
 
                                     10        20        30         
2MEPSP                       MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                  
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        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.2  bits: 20.9 E():   15 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (48-64:67-83) 
 
        20        30        40        50        60        70        
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
        80                                                          
2MEPSP TFV                                                          
                                                                    
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.0  bits: 20.9 E():   16 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (48-64:78-94) 
 
        20        30        40        50        60        70        
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
        80                                                          
2MEPSP TFV                                                          
                                                                    
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.8  bits: 20.9 E():   16 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (48-64:85-101) 
 
        20        30        40        50        60        70        
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                     :..::...:.     ::              
gi|115 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
           60        70        80        90       100       110     
 
        80                                                          
2MEPSP TFV                                                          
                                                                    
gi|115 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
          120       130       140       150       160       170     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 80.7  bits: 20.6 E():   16 
Smith-Waterman score: 52; 32.5% identity (57.5% similar) in 40 aa overlap (43-75:1-38) 
 
             20        30        40             50          60      
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA-----FSLAACAEVPVTI--RDPGCT 
                                     ::::     ::.. :. .: ..   .  :. 
gi|209                               MAMAGVFVLFSFVLCGFLPDAVFGAEVDCS 
                                             10        20        30 
 
          70        80                                              
2MEPSP RKTFPDYFDVLSTFV                                              
       :  ::.  :.                                                   
gi|209 R--FPNATDMEGKDVLVCNKDLRPICGTDGVTYTNDCLLCAYSVEFGTNISKEHDGECKE 
                 40        50        60        70        80         
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.8  bits: 20.6 E():   18 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (49-64:55-70) 
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       20        30        40        50        60        70         
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ..::..::.     ::               
gi|114 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
           30        40        50        60        70        80     
 
       80                                                           
2MEPSP FV                                                           
                                                                    
gi|114 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
           90       100       110       120       130       140     
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.8  bits: 20.6 E():   18 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (11-28:180-197) 
 
                                   10         20        30          
2MEPSP                     MVAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
      40        50        60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 
                                                 
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP     
      210       220       230       240          
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.6  bits: 21.0 E():   19 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (28-64:91-131) 
 
                  10        20        30         40        50       
2MEPSP    MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|627 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISQLTTSQQDIVLADELSQEVCILSA 
               70        80        90       100       110       120 
 
            60        70        80                                  
2MEPSP EVPVTIRDPGCTRKTFPDYFDVLSTFV                                  
       .: : :  :::                                                  
gi|627 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              130       140       150       160       170       180 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.2  bits: 20.6 E():   20 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (49-64:79-94) 
 
       20        30        40        50        60        70         
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
       80                                                           
2MEPSP FV                                                           
                                                                    
gi|286 SGNPVTVFITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.2  bits: 20.6 E():   20 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (49-64:79-94) 
 
       20        30        40        50        60        70         
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
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       80                                                           
2MEPSP FV                                                           
                                                                    
gi|286 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.2  bits: 20.6 E():   20 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (49-64:79-94) 
 
       20        30        40        50        60        70         
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ..::..::.     ::               
gi|141 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
       80                                                           
2MEPSP FV                                                           
                                                                    
gi|141 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.2  bits: 21.0 E():   20 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (28-64:111-151) 
 
                  10        20        30         40        50       
2MEPSP    MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|170 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISNLTTSQQDIVLADELSQEVCILSA 
               90       100       110       120       130       140 
 
            60        70        80                                  
2MEPSP EVPVTIRDPGCTRKTFPDYFDVLSTFV                                  
       .: : :  :::                                                  
gi|170 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              150       160       170       180       190       200 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.0  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (20-61:109-140) 
 
                          10        20        30        40          
2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
       .: : : . :.:                                                 
gi|616 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
     130        140       150       160       170       180         
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (20-61:115-146) 
 
                          10        20        30        40          
2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
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 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (20-61:115-146) 
 
                          10        20        30        40          
2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (20-61:115-146) 
 
                          10        20        30        40          
2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (20-61:115-146) 
 
                          10        20        30        40          
2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (20-61:115-146) 
 
                          10        20        30        40          
2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (20-61:115-146) 
 
                          10        20        30        40          
2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
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           90       100       110       120                130      
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (20-61:115-146) 
 
                          10        20        30        40          
2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 76.6  bits: 19.3 E():   27 
Smith-Waterman score: 48; 38.1% identity (61.9% similar) in 21 aa overlap (59-78:104-124) 
 
       30        40        50        60         70        80        
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTFV        
                                     ..: ::: ..   :.  :: :          
gi|189 CCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTV 
            80        90       100       110       120       130    
 
gi|189 HNAPYCLGLDI 
           140     
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 76.6  bits: 19.3 E():   27 
Smith-Waterman score: 48; 38.1% identity (61.9% similar) in 21 aa overlap (59-78:105-125) 
 
       30        40        50        60         70        80        
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTFV        
                                     ..: ::: ..   :.  :: :          
gi|439 CQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTV 
           80        90       100       110       120       130     
 
gi|439 HNAPYCLGLDI 
          140      
 
>>gi|195933901|gb|ACG58378.1| Der p 1 allergen precursor  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 76.5  bits: 20.4 E():   28 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (20-61:213-244) 
 
                          10        20        30        40          
2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|195 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
       .: : : . :.:                                                 
gi|195 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Peptid  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 76.5  bits: 20.4 E():   28 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (20-61:213-244) 
 
                          10        20        30        40          
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2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|730 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
       .: : : . :.:                                                 
gi|730 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 75.5  bits: 19.3 E():   31 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (23-50:106-134) 
 
                       10        20        30        40         50  
2MEPSP         MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
              60        70        80         
2MEPSP CAEVPVTIRDPGCTRKTFPDYFDVLSTFV         
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.2  bits: 20.1 E():   33 
Smith-Waterman score: 50; 24.6% identity (58.0% similar) in 69 aa overlap (8-73:51-112) 
 
                                      10          20         30     
2MEPSP                        MVAIRTELTKLGASVEEGP--DYC-IITPPEKLNVTA 
                                     .:. ::.. .:   :.  ...  .:..:.  
gi|198 NASLAQGHPTFLLVREITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVV- 
               30        40        50        60        70           
 
           40        50        60        70        80               
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV               
       :.:    ..:  :.:        .:.. :  .. ::. :                      
gi|198 ISTLGAPQIADQFNLIK------AIKEVGTIKRFFPSEFGNDVDKHHAVEPMKSMFDLKI 
      80        90             100       110       120       130    
 
gi|198 KLRRTIEAEGIPHTYVVPHCFAGYFLTNLAQLGLAAPPRDKIVIYGDGTTKAVYMKEEDI 
           140       150       160       170       180       190    
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 20.1 E():   33 
Smith-Waterman score: 50; 28.0% identity (72.0% similar) in 25 aa overlap (49-73:89-113) 
 
       20        30        40        50        60        70         
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ::  ... ..:.. : ... ::. :      
gi|324 FVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDVD 
       60        70        80        90       100       110         
 
       80                                                           
2MEPSP FV                                                           
                                                                    
gi|324 RSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASSAPRDKVVI 
      120       130       140       150       160       170         
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 20.1 E():   33 
Smith-Waterman score: 50; 25.9% identity (70.4% similar) in 27 aa overlap (47-73:87-113) 
 
         20        30        40        50        60        70       
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 
                                     ..::  ... ..:.. :  .. ::. :    
gi|107 VTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGND 
         60        70        80        90       100       110       
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         80                                                         
2MEPSP STFV                                                         
                                                                    
gi|107 VDRVHAVEPAKTAFATKAEIRRKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKV 
        120       130       140       150       160       170       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.1  bits: 18.9 E():   33 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (7-34:28-54) 
 
                                    10        20        30          
2MEPSP                      MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
      40        50        60        70        80                    
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                    
                                                                    
gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.1  bits: 19.0 E():   33 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (62-78:103-119) 
 
              40        50        60        70        80            
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV            
                                     ::: :..  ..  .: :              
gi|217 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|217 YCLGMEESQWS 
            140    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.0  bits: 19.3 E():   34 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (21-27:141-147) 
 
                         10        20        30        40        50 
2MEPSP           MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
               60        70        80 
2MEPSP ACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 
                                      
gi|124 RRLALVNENPLDVLFQEV             
              180                     
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 18.6 E():   35 
Smith-Waterman score: 46; 20.5% identity (52.3% similar) in 44 aa overlap (27-70:49-92) 
 
                   10        20        30        40        50       
2MEPSP     MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:  .  
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
         60        70        80                 
2MEPSP VTIRDPGCTRKTFPDYFDVLSTFV                 
          .. .   : .:                           
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 74.5  bits: 18.6 E():   36 
Smith-Waterman score: 46; 42.9% identity (57.1% similar) in 21 aa overlap (59-78:80-100) 
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       30        40        50        60         70        80        
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTFV        
                                     ..: ::: :.   :   :: :          
gi|283 CKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVLVTPGHCNVMTV 
      50        60        70        80        90       100          
 
gi|283 HNTPYCLGLDI 
     110       120 
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 48; 25.0% identity (56.2% similar) in 32 aa overlap (38-66:151-182) 
 
        10        20        30        40        50           60     
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA---CAEVPVTIRDPGC 
                                     :.:.....  . :    : .. . : : :  
gi|256 IVEREGLQAVKLAARDTVDGWFNIERVSREYNDYKLVFCPQQAEDNKCEDIGIQIDDDGI 
              130       140       150       160       170       180 
 
           70        80        
2MEPSP TRKTFPDYFDVLSTFV        
        :                      
gi|256 RRLVLSKNKPLVVQFQKFRSSTA 
              190       200    
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 46; 29.4% identity (50.0% similar) in 34 aa overlap (43-76:1-34) 
 
             20        30        40        50        60        70   
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  ..    .  : .  
gi|111                               MKFAIVLIACFAASVLAQEHKPEKDDFRNE 
                                             10        20        30 
 
             80                                                     
2MEPSP FDVLSTFV                                                     
       :: :                                                         
gi|111 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 46; 29.4% identity (50.0% similar) in 34 aa overlap (43-76:1-34) 
 
             20        30        40        50        60        70   
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  ..    .  : .  
gi|420                               MKFAIVLIACFAASVLAQEHKPKKDDFRNE 
                                             10        20        30 
 
             80                                                     
2MEPSP FDVLSTFV                                                     
       :: :                                                         
gi|420 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.7  bits: 18.6 E():   40 
Smith-Waterman score: 46; 31.8% identity (59.1% similar) in 22 aa overlap (7-28:109-130) 
 
                                       10        20        30       
2MEPSP                         MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. .:  .. : :  : :.: .         
gi|244 ELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICSISPSQGCQFQSSY 
       80        90       100       110       120       130         
 
         40        50        60        70        80 
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 
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>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 73.2  bits: 18.7 E():   42 
Smith-Waterman score: 46; 31.8% identity (63.6% similar) in 22 aa overlap (7-28:117-138) 
 
                                       10        20        30       
2MEPSP                         MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     .: .:  .. : : .: :.: .         
gi|110 ELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCNISPSQGCQFSSPY 
         90       100       110       120       130       140       
 
         40        50        60        70        80 
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 
                                                    
gi|110 WSY                                          
                                                    
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 73.1  bits: 19.8 E():   42 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (11-39:141-170) 
 
                                   10        20         30          
2MEPSP                     MVAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
      40        50        60        70        80                    
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                    
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergillus  (125 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.7  bits: 18.3 E():   45 
Smith-Waterman score: 45; 31.7% identity (43.9% similar) in 41 aa overlap (42-74:45-84) 
 
              20        30        40        50        60            
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK---- 
                                     :: . :. : : . :   .: :  .      
gi|302 HAPLSDGKTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKD-GMGKDDHYL 
           20        30        40        50        60         70    
 
            70        80                                    
2MEPSP ----TFPDYFDVLSTFV                                    
           ::::  :                                          
gi|302 LEFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR 
            80        90       100       110       120      
 
>>gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=Gluta  (219 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.4  bits: 19.1 E():   46 
Smith-Waterman score: 47; 27.8% identity (52.8% similar) in 36 aa overlap (45-80:109-143) 
 
           20        30        40        50        60        70     
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 
                                     ::  . .: ..      :    :..:: .  
gi|117 RYLGRKYKLNGSNDHEEIRISMAEQQTEDMMAAMIRVCYDANCDKLKPDYL-KSLPDCLK 
       80        90       100       110       120        130        
 
           80                                                       
2MEPSP VLSTFV                                                       
       ..: ::                                                       
gi|117 LMSKFVGEHAFIAGANISYVDFNLYEYLCHVKVMVPEVFGQFENLKRYVERMESLPRVSD 
       140       150       160       170       180       190        
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.4  bits: 19.1 E():   46 
Smith-Waterman score: 47; 27.8% identity (52.8% similar) in 36 aa overlap (45-80:109-143) 
 
           20        30        40        50        60        70     
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 
                                     ::  . .: ..      :    :..:: .  
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gi|609 RYLGRKYKLNGSNDHEEIRISMAEQQTKDMMAAMIRVCYDANCDKLKPDYL-KSLPDCLK 
       80        90       100       110       120        130        
 
           80                                                       
2MEPSP VLSTFV                                                       
       ..: ::                                                       
gi|609 LMSKFVGEHPFVAGANISYVDFYLYEYLCRVKVMVPEVFGQFENLKRYVERMESLPRVSD 
       140       150       160       170       180       190        
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.4  bits: 19.8 E():   47 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (12-70:258-314) 
 
                                  10        20        30        40  
2MEPSP                    MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|111 MSLGGASGSTAMKQAVDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
              50        60         70        80                     
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPDYFDVLSTFV                     
           .:: .. ::. :    ::  . .:.:                               
gi|111 SNRASFS-SVGAELEVMA--PGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.4  bits: 19.1 E():   47 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (20-61:115-146) 
 
                          10        20        30        40          
2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.4  bits: 19.1 E():   47 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (20-61:115-146) 
 
                          10        20        30        40          
2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.3  bits: 19.8 E():   47 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (12-70:258-314) 
 
                                  10        20        30        40  
2MEPSP                    MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|135 MSLGGPSGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
              50        60         70        80                     
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPDYFDVLSTFV                     
           .:: .. ::. :    ::  . .:.:                               
gi|135 SNRASFS-SVGAELEVMA--PGAGVYSTYPTSTYATLNGTSMASPHVAGAAALILSKHPN 
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       290        300         310       320       330       340     
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.1  bits: 19.9 E():   48 
Smith-Waterman score: 49; 29.0% identity (61.3% similar) in 31 aa overlap (8-38:94-124) 
 
                                      10        20        30        
2MEPSP                        MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     :..::.. ..: :.       :: .: : . 
gi|513 FHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPA 
            70        80        90       100       110       120    
 
        40        50        60        70        80                  
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                  
       .                                                            
gi|513 HGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEG 
           130       140       150       160       170       180    
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.3  bits: 19.5 E():   53 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (3-55:189-242) 
 
                                           10        20        30   
2MEPSP                             MVAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
               40        50        60        70        80           
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV           
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 50; 20.4% identity (44.9% similar) in 49 aa overlap (22-70:130-174) 
 
                        10        20        30        40        50  
2MEPSP          MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                                     :..   .  . ...:   :      .. .  
gi|162 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVD 
     100       110       120       130       140       150          
 
              60        70        80                         
2MEPSP CAEVPVTIRDPGCTRKTFPDYFDVLSTFV                         
       :.: :     : :: .  :                                   
gi|162 CSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 50; 23.5% identity (45.1% similar) in 51 aa overlap (22-70:130-176) 
 
                        10        20        30        40            
2MEPSP          MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH--RMAMAFSL 
                                     :..   .  . ...:   :   :  .:    
gi|124 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVS 
     100       110       120       130       140       150          
 
      50        60        70        80                         
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                         
       . :.: :     : :: .  :                                   
gi|124 VDCSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200       210 
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (20-61:116-147) 
 
                          10        20        30        40          

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11799

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          90       100       110       120                130       
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
       .: : : . :.:                                                 
gi|146 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
        140        150       160       170       180       190      
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (12-53:58-99) 
 
                                  10        20        30        40  
2MEPSP                    MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
              50        60        70        80                      
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                      
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 70.9  bits: 18.0 E():   57 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (7-44:12-50) 
 
                    10        20        30         40        50     
2MEPSP      MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFSLAACAE 
                  :. :. .. ..: : :::   . ... :. :. .. . :           
gi|760 DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKANING 
               10        20        30        40        50        60 
 
           60        70        80                                   
2MEPSP VPVTIRDPGCTRKTFPDYFDVLSTFV                                   
                                                                    
gi|760 LEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGVLACA 
               70        80        90       100       110       120 
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.7  bits: 18.8 E():   57 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (20-61:115-146) 
 
                          10        20        30        40          
2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
       .: : : . :.:                                                 
gi|223 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.7  bits: 18.8 E():   57 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (20-61:115-146) 
 
                          10        20        30        40          
2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
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       .: : : . :.:                                                 
gi|837 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.6  bits: 19.9 E():   59 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (8-45:168-204) 
 
                                      10        20        30        
2MEPSP                        MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
        40        50        60        70        80                  
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                  
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.6  bits: 19.9 E():   59 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (8-45:168-204) 
 
                                      10        20        30        
2MEPSP                        MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
        40        50        60        70        80                  
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                  
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.5  bits: 19.2 E():   59 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (14-70:154-206) 
 
                                10        20        30        40    
2MEPSP                  MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|287 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           130       140       150       160       170       180    
 
            50        60         70        80                       
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDVLSTFV                       
       :...:. . .   .:  :  : ::  ::                                 
gi|287 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              190       200         210       220       230         
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 49; 34.5% identity (55.2% similar) in 29 aa overlap (44-70:13-41) 
 
            20        30        40        50        60          70  
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP--GCTRKTFPD 
                                     :.. . :: : .::  .    ::  : .:  
gi|558                   NYRAFALALLFCALSCQAAAAAYAPVPAKADFLGCLMKEIPA 
                                 10        20        30        40   
 
              80                                                    
2MEPSP YFDVLSTFV                                                    
                                                                    
gi|558 RLLYAKSSPDYPTVLAQTIRNSRWSSPQNVKPIYIITPTNASHIQSAVVCGRRHGIRLRV 
             50        60        70        80        90       100   
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (7-63:28-82) 
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                                    10        20        30          
2MEPSP                      MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
        40        50        60        70        80                  
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                  
        : .....   ::  :   .::. ::                                   
gi|212 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 70.0  bits: 19.2 E():   63 
Smith-Waterman score: 47; 58.3% identity (75.0% similar) in 12 aa overlap (16-25:162-173) 
 
                              10          20        30        40    
2MEPSP                MVAIRTELTKLGASVEEG--PDYCIITPPEKLNVTAIDTYDDHRM 
                                     :.:  ::::. :                   
gi|320 AFLAQTSHETTGGWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQ 
             140       150       160       170       180       190  
 
            50        60        70        80                        
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                        
                                                                    
gi|320 ISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMTPQSPKPSCHNVITGRWTP 
             200       210       220       230       240       250  
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.0  bits: 17.7 E():   63 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (14-33:89-108) 
 
                                10        20        30        40    
2MEPSP                  MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
            50        60        70        80 
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.8  bits: 18.5 E():   65 
Smith-Waterman score: 45; 31.9% identity (53.2% similar) in 47 aa overlap (28-72:81-126) 
 
                  10        20        30         40         50      
2MEPSP    MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMA-FSLAACAEV 
                                     :.:..  : :: .: : :.: .   :  .  
gi|144 LEIDGKQTHQSVAISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENS 
               60        70        80        90       100       110 
 
          60        70        80                                    
2MEPSP PVTIRDPGCTRKTFPDYFDVLSTFV                                    
            ::   ..:.: :                                            
gi|144 KQKKWDP-LKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLV 
               120       130       140       150       160          
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.7  bits: 18.5 E():   66 
Smith-Waterman score: 45; 31.9% identity (53.2% similar) in 47 aa overlap (28-72:85-130) 
 
                  10        20        30         40         50      
2MEPSP    MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMA-FSLAACAEV 
                                     :.:..  : :: .: : :.: .   :  .  
gi|622 LEIDGKQTHQSVAISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENS 
           60        70        80        90       100       110     
 
          60        70        80                                    
2MEPSP PVTIRDPGCTRKTFPDYFDVLSTFV                                    
            ::   ..:.: :                                            
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gi|622 KQKKWDP-LKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLV 
          120        130       140       150       160       170    
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (29-58:65-94) 
 
                 10        20        30        40        50         
2MEPSP   MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
       60        70        80                                       
2MEPSP IRDPGCTRKTFPDYFDVLSTFV                                       
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (24-69:14-59) 
 
               10        20        30        40        50        60 
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                              :  :. ... ..:. :.    .: . . :::.      
gi|901           MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEILEGDG 
                         10        20         30        40          
 
                70        80                                        
2MEPSP DPGCTRK-TFPDYFDVLSTFV                                        
        ::  .: ::                                                   
gi|901 GPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAP 
      50        60        70        80        90       100          
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 44; 26.7% identity (53.3% similar) in 60 aa overlap (11-69:1-59) 
 
               10        20        30        40        50        60 
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                 .:. . :.     : ::. ... ..:. :.    .: .    ::.      
gi|753           MGVYTFENEYTSEIPPPRLFKAFVLDA-DNLIPKIAPQAIKHAEILEGDG 
                         10        20         30        40          
 
                70        80                                        
2MEPSP DPGCTRK-TFPDYFDVLSTFV                                        
        :: :.: ::                                                   
gi|753 GPGTTKKITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASG 
      50        60        70        80        90       100          
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (24-69:14-59) 
 
               10        20        30        40        50        60 
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                              :  :. ... ..:. :.    .: . . :::.      
gi|901           MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEILEGDG 
                         10        20         30        40          
 
                70        80                                        
2MEPSP DPGCTRK-TFPDYFDVLSTFV                                        
        ::  .: ::                                                   
gi|901 GPGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAP 
      50        60        70        80        90       100          
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (24-69:14-59) 
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               10        20        30        40        50        60 
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                              :  :. ... ..:. :.    .: . . :::.      
gi|880           MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEILEGDG 
                         10        20         30        40          
 
                70        80                                        
2MEPSP DPGCTRK-TFPDYFDVLSTFV                                        
        ::  .: ::                                                   
gi|880 GPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAP 
      50        60        70        80        90       100          
 
>>gi|78038796|emb|CAI43283.4| mala s 12 allergen precurs  (618 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.3  bits: 20.0 E():   69 
Smith-Waterman score: 49; 36.8% identity (57.9% similar) in 19 aa overlap (55-73:480-498) 
 
           30        40        50        60        70        80     
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV     
                                     . .: .::    :  :.::            
gi|780 KVSPVEILGNVMFGSISIQAALQHPLSRGSIKITSKDPFAYPKINPNYFAENLDLVLLRE 
     450       460       470       480       490       500          
 
gi|780 GFKLIREMSQQSPLKDVIDFETVPGDKVQTNEDWENWIRSAAGTEYHPSSTCAMLPRGDG 
     510       520       530       540       550       560          
 
>>gi|100834|pir||S16031 alpha-amylase inhibitor, tetrame  (168 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.1 E():   69 
Smith-Waterman score: 44; 40.0% identity (60.0% similar) in 15 aa overlap (62-76:128-142) 
 
              40        50        60        70        80            
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV            
                                     ::: :.   :.  .:                
gi|100 ALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREMQWDFVRLLVAPGQCNLATIHNVR 
       100       110       120       130       140       150        
 
gi|100 YCPAVEQPLWI 
       160         
 
>>gi|21713|emb|CAA35597.1| unnamed protein product [Trit  (168 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.1 E():   69 
Smith-Waterman score: 44; 40.0% identity (60.0% similar) in 15 aa overlap (62-76:128-142) 
 
              40        50        60        70        80            
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV            
                                     ::: :.   :.  .:                
gi|217 ALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREMQWDFVRLLVAPGQCNLATIHNVR 
       100       110       120       130       140       150        
 
gi|217 YCPAVEQPLWI 
       160         
 
>>gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Pollen  (101 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.4 E():   70 
Smith-Waterman score: 42; 36.8% identity (57.9% similar) in 19 aa overlap (59-77:63-81) 
 
       30        40        50        60        70        80         
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV         
                                     :.::   .   :: : .:.            
gi|416 KTTDVLWFNFTTGEDSVAEVWREEAYHACDIKDPIRLEPGGPDRFTLLTPGSHFICTKDQ 
             40        50        60        70        80        90   
 
gi|416 KFVACVPGR 
            100  
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (20-61:115-146) 
 
                          10        20        30        40          
2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
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gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (20-61:115-146) 
 
                          10        20        30        40          
2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 29.4% identity (47.1% similar) in 34 aa overlap (43-76:1-34) 
 
             20        30        40        50        60        70   
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  .     .  : .  
gi|111                               MKFAIVLIACFAASVLAQGHKPKKDDFRNE 
                                             10        20        30 
 
             80                                                     
2MEPSP FDVLSTFV                                                     
       :: :                                                         
gi|111 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|256095986|emb|CAQ68250.1| Der p 1 allergen precurso  (302 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.9  bits: 18.9 E():   73 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (20-61:195-226) 
 
                          10        20        30        40          
2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|256 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          170       180       190       200                210      
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
       .: : : . :.:                                                 
gi|256 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          220       230       240       250       260       270     
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (3-32:92-125) 
 
                                           10        20             
2MEPSP                             MVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|249 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
              70        80        90       100       110       120  
 
       30        40        50        60        70        80 
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 
        .:.                                                 
gi|249 DVNMDCKTLGVLHYKGN                                    
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             130                                            
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.8  bits: 19.3 E():   73 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (14-70:144-196) 
 
                                10        20        30        40    
2MEPSP                  MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|855 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
            50        60         70        80                       
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDVLSTFV                       
       :...:. . .   .:  :  : ::  ::                                 
gi|855 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              180       190         200       210       220         
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.8  bits: 17.8 E():   73 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (3-32:56-89) 
 
                                           10        20             
2MEPSP                             MVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|391 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
          30        40        50        60        70        80      
 
       30        40        50        60        70        80   
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV   
        .:.                                                   
gi|391 DVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
          90       100       110       120       130          
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (3-32:50-83) 
 
                                           10        20             
2MEPSP                             MVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|741 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
      20        30        40        50        60        70          
 
       30        40        50        60        70        80         
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV         
        .:.                                                         
gi|741 DVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDPRLEFRPPHRKKPNPAF 
      80        90       100       110       120       130          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (19-26:172-179) 
 
                           10        20        30        40         
2MEPSP             MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
       50        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.5  bits: 19.3 E():   76 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (20-36:318-334) 
 
                          10        20        30        40          
2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
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       290       300       310       320       330       340        
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.4  bits: 20.0 E():   77 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (5-29:517-541) 
 
                                         10        20        30     
2MEPSP                           MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
           40        50        60        70        80               
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV               
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.3  bits: 19.3 E():   78 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (14-70:144-196) 
 
                                10        20        30        40    
2MEPSP                  MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|364 SDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
            50        60         70        80                       
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDVLSTFV                       
       :...:. . .   .:  :  : ::  ::                                 
gi|364 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLAAGPAATPATPGHHRVGRWLDRLQ 
              180       190         200       210       220         
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.2  bits: 17.0 E():   79 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (19-33:70-84) 
 
                           10        20        30        40         
2MEPSP             MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
       50        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (38-64:66-92) 
 
        10        20        30        40        50        60        
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|117 SYGDKWLEARPPGMVRPRVLAPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
        70        80                                                
2MEPSP TFPDYFDVLSTFV                                                
                                                                    
gi|117 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFR 
         100       110       120       130       140       150      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11807

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 53; 38.7% identity (51.6% similar) in 31 aa overlap (57-80:160-190) 
 
         30        40        50        60               70          
2MEPSP PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF-------PDYFDVLSTF 
                                     :  . :: :. ::       :.:: ::  . 
gi|811 LSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNPNYFAVLVKY 
     130       140       150       160       170       180          
 
      80                                                            
2MEPSP V                                                            
       :                                                            
gi|811 VGGDGDVVKVELKEKGSEEWKPLNESWGAIWRIDTPKPLKGPFSLRVTTESDQKLVANDV 
     190       200       210       220       230       240          
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (38-64:66-92) 
 
        10        20        30        40        50        60        
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|109 SYGDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
        70        80                                                
2MEPSP TFPDYFDVLSTFV                                                
                                                                    
gi|109 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDT 
         100       110       120       130       140       150      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (24-69:14-59) 
 
               10        20        30        40        50        60 
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                              :  :. ... ..:. :.    .: .   :::.      
gi|901           MGGYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCAEILEGDG 
                         10        20         30        40          
 
                70        80                                        
2MEPSP DPGCTRK-TFPDYFDVLSTFV                                        
        ::  .: ::                                                   
gi|901 GPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAP 
      50        60        70        80        90       100          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (24-69:14-59) 
 
               10        20        30        40        50        60 
2MEPSP MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIR 
                              :  :. ... ..:. :.    .: .   :::.      
gi|901           MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCAEILEGDG 
                         10        20         30        40          
 
                70        80                                        
2MEPSP DPGCTRK-TFPDYFDVLSTFV                                        
        ::  .: ::                                                   
gi|901 GPGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAP 
      50        60        70        80        90       100          
 
>>gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-terminal}  (26 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.8  bits: 15.2 E():   83 
Smith-Waterman score: 36; 50.0% identity (75.0% similar) in 8 aa overlap (62-69:13-20) 
 
              40        50        60        70        80 
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 
                                     : :.:. :            
gi|133                   NDNTFEGEYHAFPDCARNLFKGRQQE      
                                 10        20            
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>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (20-28:196-204) 
 
                          10        20        30        40          
2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|760 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
         170       180       190       200       210       220      
 
      50        60        70        80                     
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                     
                                                           
gi|760 KDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTT 
         230       240       250       260       270       
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (5-38:131-164) 
 
                                         10        20        30     
2MEPSP                           MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
           40        50        60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 
          :                                           
gi|158 RTPY                                           
                                                      
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 17.8 E():   85 
Smith-Waterman score: 43; 33.3% identity (66.7% similar) in 15 aa overlap (62-76:59-73) 
 
              40        50        60        70        80            
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV            
                                     : :. .  :.:.. :                
gi|276 TACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEYIEKLPEIRAKGVDVVAVLA 
       30        40        50        60        70        80         
 
gi|276 YNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHGKITYAA 
       90       100       110       120       130       140         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 17.8 E():   85 
Smith-Waterman score: 43; 33.3% identity (66.7% similar) in 15 aa overlap (62-76:59-73) 
 
              40        50        60        70        80            
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV            
                                     : :. .  :.:.. :                
gi|668 TACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEYIEKLPEIRAKGVDVVAVLA 
       30        40        50        60        70        80         
 
gi|668 YNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHGKITYAA 
       90       100       110       120       130       140         
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.6  bits: 15.2 E():   85 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (49-57:17-25) 
 
       20        30        40        50        60        70         
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     : ::::  :                      
gi|391               SFREQCVPGREITYECLNACAEYAVRQ                    
                             10        20                           
 
       80 
2MEPSP FV 
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>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.3  bits: 17.8 E():   88 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (3-32:93-126) 
 
                                           10        20             
2MEPSP                             MVAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|153 SKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
             70        80        90       100       110       120   
 
       30        40        50        60        70        80   
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV   
        .:.                                                   
gi|153 DVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
            130       140       150       160       170       
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.3  bits: 19.3 E():   89 
Smith-Waterman score: 47; 46.2% identity (76.9% similar) in 13 aa overlap (10-22:454-466) 
 
                                    10        20        30          
2MEPSP                      MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     :.:::.. .:  :                  
gi|476 LNPSCKSLHPGRTPKELELHQKPTTLLMDEKMGASLNSSPPNCKNKCKGCQPCKPKLIIV 
           430       440       450       460       470       480    
 
      40        50        60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 
                                                 
gi|476 HPNQPEDYYPQRWVCSCHNKIYNP                  
           490       500                         
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.6 E():   93 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (20-28:214-222) 
 
                          10        20        30        40          
2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|275 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
                                                                    
gi|275 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.6 E():   93 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (20-28:214-222) 
 
                          10        20        30        40          
2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.6 E():   93 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (20-28:214-222) 
 
                          10        20        30        40          
2MEPSP            MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
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                                     .:: : ::.                      
gi|156 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
      50        60        70        80                              
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                              
                                                                    
gi|156 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.1 E():   95 
Smith-Waterman score: 41; 32.4% identity (47.1% similar) in 34 aa overlap (46-79:12-45) 
 
          20        30        40        50        60        70      
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV 
                                     : .::: : .     . .:   :  ::    
gi|219                    MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWK 
                                  10        20        30        40  
 
          80                                                        
2MEPSP LSTFV                                                        
       .: :                                                         
gi|219 ISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDS 
              50        60        70        80        90       100  
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.5 E():   95 
Smith-Waterman score: 42; 34.8% identity (56.5% similar) in 23 aa overlap (7-29:71-93) 
 
                                       10        20        30       
2MEPSP                         MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :.  . : .:.    :: ::        
gi|738 ETADATPEKEEPTAAPAEPEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPV 
               50        60        70        80        90       100 
 
         40        50        60        70        80        
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV        
                                                           
gi|738 AEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAAETATTEVPVEKTEE 
              110       120       130       140       150  
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.2 E():   97 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (19-26:245-252) 
 
                           10        20        30        40         
2MEPSP             MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
       50        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.2 E():   98 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 27 aa overlap (38-64:66-92) 
 
        10        20        30        40        50        60        
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   ....:...:.     ::    
gi|409 TYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSC 
          40        50        60        70        80        90      
 
        70        80                                                
2MEPSP TFPDYFDVLSTFV                                                
                                                                    
gi|409 FEIKCTKPESCSGEPVLVHITDDNEEPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELEL 
         100       110       120       130       140       150      
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>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.5  bits: 18.2 E():   98 
Smith-Waterman score: 44; 28.9% identity (48.9% similar) in 45 aa overlap (12-56:92-135) 
 
                                  10        20        30        40  
2MEPSP                    MVAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. :   :  . :  : : : :  . . : 
gi|226 KASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIA-GALEVH 
              70        80        90       100       110        120 
 
              50        60        70        80                      
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV                      
        .  :   .. :..:                                              
gi|226 AVKPATEEVGAAKIPAGELQIVDKIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKEST 
              130       140       150       160       170       180 
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (2-39:130-167) 
 
                                            10        20        30  
2MEPSP                              MVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
              40        50        60        70        80 
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 
       . .::...                                          
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS    
     160       170       180       190       200         
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (2-39:130-167) 
 
                                            10        20        30  
2MEPSP                              MVAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
              40        50        60        70        80 
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFV 
       . .::...                                          
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS    
     160       170       180       190       200         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:09 2011 done: Tue Apr 19 10:58:09 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 365  - 444 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
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  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     4     8:==* 
  34    43    22:=======*======= 
  36    37    44:============= * 
  38    73    73:========================* 
  40    86   102:=============================    * 
  42   143   125:=========================================*====== 
  44   110   138:=====================================        * 
  46   122   140:=========================================     * 
  48   151   134:============================================*====== 
  50   148   122:========================================*========= 
  52   110   108:===================================*= 
  54    86    92:============================= * 
  56    66    77:======================   * 
  58    56    63:=================== * 
  60    49    51:================* 
  62    31    41:===========  * 
  64    25    33:========= * 
  66    30    26:========*= 
  68    26    20:======*== 
  70    19    16:=====*= 
  72    10    12:===* 
  74    11    10:===* 
  76     8     8:==* 
  78    10     6:=*== 
  80    12     5:=*== 
  82     6     3:*= 
  84     1     3:* 
  86     5     2:*= 
  88     4     2:*=         inset = represents 1 library sequences 
  90     3     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.73280.00371; mu= 12.9146 0.192 
 mean_var=38.727110.254, 0's: 2 Z-trim: 2  B-trim: 130 in 1/43 
 Lambda= 0.206095 
 Kolmogorov-Smirnov  statistic: 0.0225 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   63 23.7     1.2 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   59 22.5     2.6 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.1     4.7 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   56 21.6     4.9 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   58 22.4     5.1 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   58 22.4     5.5 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   58 22.4     5.5 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   58 22.4     5.5 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   58 22.4     5.5 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   57 22.1     6.9 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   57 22.1       7 
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gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   57 22.1       7 
gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase ( 497)   59 22.9     7.5 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   56 21.8       8 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   52 20.4      11 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   52 20.4      12 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   52 20.4      12 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   52 20.4      12 
gi|21920|emb|CAA39099.1| CM2 protein [Triticum tur ( 145)   52 20.4      12 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   52 20.4      12 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.5      14 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   51 20.1      15 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   51 20.1      15 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.1      15 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   53 20.9      15 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   53 20.9      16 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   53 20.9      16 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   52 20.6      16 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   52 20.6      18 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.6      18 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   53 21.0      19 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   52 20.6      20 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   52 20.6      20 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   52 20.6      20 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   53 21.0      20 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   51 20.3      20 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   51 20.3      21 
gi|195933901|gb|ACG58378.1| Der p 1 allergen precu ( 320)   51 20.4      27 
gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Pe ( 320)   51 20.4      27 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   48 19.2      27 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   48 19.2      28 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 19.6      29 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 19.7      29 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.3      31 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   50 20.1      32 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   50 20.1      33 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   50 20.1      33 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 18.9      33 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   47 18.9      34 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.3      34 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   46 18.6      35 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   48 19.4      36 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   46 18.6      36 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   46 18.6      39 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   46 18.6      39 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   46 18.6      40 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.8      42 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   46 18.7      42 
gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergi ( 125)   45 18.3      45 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   49 19.9      46 
gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=G ( 219)   47 19.1      46 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   47 19.1      46 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   49 19.9      47 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   47 19.1      47 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   47 19.1      47 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   49 19.9      48 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.5      53 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   46 18.8      55 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   46 18.8      55 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   46 18.8      55 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.2      56 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.0      57 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   46 18.8      57 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   46 18.8      57 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 20.0      58 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 20.0      58 
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gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   47 19.2      59 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   49 20.0      59 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.0      61 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   47 19.2      63 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.7      64 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.1      66 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   44 18.1      67 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   44 18.1      67 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   44 18.1      67 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   44 18.1      67 
gi|78038796|emb|CAI43283.4| mala s 12 allergen pre ( 618)   49 20.0      68 
gi|100834|pir||S16031 alpha-amylase inhibitor, tet ( 168)   44 18.1      70 
gi|21713|emb|CAA35597.1| unnamed protein product [ ( 168)   44 18.1      70 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   45 18.5      70 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   45 18.5      70 
gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Po ( 101)   42 17.3      71 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   43 17.7      72 
gi|256095986|emb|CAQ68250.1| Der p 1 allergen prec ( 302)   46 18.9      72 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   47 19.3      72 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   43 17.7      73 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   43 17.7      74 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.3      75 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 20.1      75 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.1      75 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   43 17.8      75 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   47 19.3      77 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   45 18.5      80 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.0      80 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   45 18.6      80 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 18.6      80 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   43 17.8      82 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   43 17.8      82 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   45 18.6      83 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.8      83 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   43 17.8      85 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   43 17.8      85 
gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-termi (  26)   36 15.1      86 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.4      87 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 17.8      88 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 15.1      88 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   45 18.6      92 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.6      92 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   45 18.6      92 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   41 17.1      96 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 17.5      96 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.2      96 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   44 18.3      97 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.3      97 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   43 17.9      99 
gi|10862818|emb|CAC13961.1| IgE-binding protein Mn ( 205)   43 17.9      99 
gi|160780|gb|AAA29793.1| allergen 5 [Polistes annu ( 209)   43 17.9   1e 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  63  Z-score: 100.8  bits: 23.7 E():  1.2 
Smith-Waterman score: 63; 30.4% identity (53.6% similar) in 69 aa overlap (6-69:27-93) 
 
                                    10        20        30          
2MEPSP                      VAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTY 
                                 :. :: .:   : :::::   .::.. :  . .  
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
 
        40        50           60        70        80               
2MEPSP DDHRMAMAFSLAACA---EVPVTIRDPGCTRKTFPDYFDVLSTFVK               
       :.   .. .:  . .   .::  :.  :: .   :                          
gi|457 DSPTAVIKISAKVNGVELQVP-GIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKAD 
      60        70        80         90       100       110         
 
gi|457 VTASLTGAHGLLACGTVHGEVQN 
      120       130       140  
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>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  59  Z-score: 95.1  bits: 22.5 E():  2.6 
Smith-Waterman score: 59; 28.3% identity (53.3% similar) in 60 aa overlap (4-62:10-66) 
 
                     10        20        30         40        50    
2MEPSP       VAIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAE 
                . :.:.:  .   : :.:.:   . :.. : . . .:   :    ::  :  
gi|484 GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQDTTKATIKVLAKVAG 
               10        20         30        40        50          
 
            60        70        80                                  
2MEPSP VPVTIRDPGCTRKTFPDYFDVLSTFVK                                  
       .:. .  ::                                                    
gi|484 TPIQV--PGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAELVGDHGVLAC 
      60          70        80        90       100       110        
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 90.3  bits: 23.1 E():  4.7 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (12-38:23-50) 
 
                          10        20        30         40         
2MEPSP            VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDHRMAMAFSL 
                             :. ::  .: :.. ::.... ... .::           
gi|122 MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVDVIHEFEEI 
               10        20        30        40        50        60 
 
       50        60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
                                                                    
gi|122 PVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRGIFGNGARV 
               70        80        90       100       110       120 
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 90.1  bits: 21.6 E():  4.9 
Smith-Waterman score: 56; 24.6% identity (57.9% similar) in 57 aa overlap (6-62:12-67) 
 
                     10        20        30        40        50     
2MEPSP       VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
                  :. .:..:   : .::.:   . :.. :    ..   .... :.:  .  
gi|484 GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDG 
               10        20         30        40        50          
 
           60        70        80                                   
2MEPSP PVTIRDPGCTRKTFPDYFDVLSTFVK                                   
        ..:  ::                                                     
gi|484 DIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLAC 
      60        70        80        90       100       110          
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 89.8  bits: 22.4 E():  5.1 
Smith-Waterman score: 58; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:206-223) 
 
              40        50        60        70        80         
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK         
                                     ::.:: .:  .  ...::          
gi|131 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
         180       190       200       210       220       230   
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 89.1  bits: 22.4 E():  5.5 
Smith-Waterman score: 58; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:233-250) 
 
              40        50        60        70        80         
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK         
                                     ::.:: .:  .  ...::          
gi|250 GGVDSCQGDSGGPVVDVATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 89.1  bits: 22.4 E():  5.5 
Smith-Waterman score: 58; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:233-250) 
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              40        50        60        70        80         
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK         
                                     ::.:: .:  .  ...::          
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 89.1  bits: 22.4 E():  5.5 
Smith-Waterman score: 58; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:233-250) 
 
              40        50        60        70        80         
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK         
                                     ::.:: .:  .  ...::          
gi|163 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 89.1  bits: 22.4 E():  5.5 
Smith-Waterman score: 58; 38.9% identity (72.2% similar) in 18 aa overlap (62-79:233-250) 
 
              40        50        60        70        80         
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK         
                                     ::.:: .:  .  ...::          
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.5  bits: 22.1 E():  6.9 
Smith-Waterman score: 57; 33.3% identity (72.2% similar) in 18 aa overlap (62-79:235-252) 
 
              40        50        60        70        80         
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK         
                                     ::.:: .:  .  ...:.          
gi|511 GGKDSCQGDSGGPVVDVKNNQVVGIVSWGYGCARKGYPGVYTRVGNFIDWIESKRSQ 
          210       220       230       240       250       260  
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.3  bits: 22.1 E():    7 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (37-63:74-100) 
 
         10        20        30        40        50        60       
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
         70        80                                               
2MEPSP TFPDYFDVLSTFVK                                               
                                                                    
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.3  bits: 22.1 E():    7 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (37-63:74-100) 
 
         10        20        30        40        50        60       
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
         70        80                                               
2MEPSP TFPDYFDVLSTFVK                                               
                                                                    
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase (NA  (497 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 86.8  bits: 22.9 E():  7.5 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11817

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

Smith-Waterman score: 59; 31.4% identity (65.7% similar) in 35 aa overlap (31-65:98-126) 
 
               10        20        30        40        50        60 
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 
                                     ..:... :. .   :::.:  ..::..    
gi|766 FNGPWRKETPENRGKLLNKLADLFEKNADLIAAVEALDNGK---AFSMAKNVDVPAA--- 
        70        80        90       100          110       120     
 
               70        80                                         
2MEPSP PGCTRKTFPDYFDVLSTFVK                                         
        :: :                                                        
gi|766 AGCLRYYGGWADKIEGKVVDTAPDSFNYIRKEPIGVCGQIIPWNFPILMWSWKIGPAIAT 
             130       140       150       160       170       180  
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.3  bits: 21.8 E():    8 
Smith-Waterman score: 56; 33.3% identity (66.7% similar) in 18 aa overlap (62-79:218-235) 
 
              40        50        60        70        80         
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK         
                                     :: :: .:  .  ...:.          
gi|225 GGKDSCQGDSGGPLVDVKNNQVVGNVSWGYGCERKGYPGVYTRVGNFIDWIESKRPQ 
       190       200       210       220       230       240     
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 84.1  bits: 20.4 E():   11 
Smith-Waterman score: 52; 42.9% identity (61.9% similar) in 21 aa overlap (58-77:80-100) 
 
        30        40        50        60         70        80       
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTFVK       
                                     ..: ::: :.   :.  :: :          
gi|253 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
      50        60        70        80        90       100          
 
gi|253 HNAPYCLGLDI 
     110       120 
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.0  bits: 20.4 E():   12 
Smith-Waterman score: 52; 41.2% identity (64.7% similar) in 17 aa overlap (61-77:103-119) 
 
               40        50        60        70        80           
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK           
                                     ::: :..  :.  .: :              
gi|195 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|195 YCLAMEESQWS 
            140    
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.0  bits: 20.4 E():   12 
Smith-Waterman score: 52; 41.2% identity (64.7% similar) in 17 aa overlap (61-77:103-119) 
 
               40        50        60        70        80           
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK           
                                     ::: :..  :.  .: :              
gi|219 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|219 YCLAMEESQWS 
            140    
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 83.0  bits: 20.4 E():   12 
Smith-Waterman score: 52; 42.9% identity (61.9% similar) in 21 aa overlap (58-77:105-125) 
 
        30        40        50        60         70        80       
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTFVK       
                                     ..: ::: :.   :.  :: :          
gi|217 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTV 
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           80        90       100       110       120       130     
 
gi|217 HNAPYCLGLDI 
          140      
 
>>gi|21920|emb|CAA39099.1| CM2 protein [Triticum turgidu  (145 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 83.0  bits: 20.4 E():   12 
Smith-Waterman score: 52; 42.9% identity (61.9% similar) in 21 aa overlap (58-77:105-125) 
 
        30        40        50        60         70        80       
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTFVK       
                                     ..: ::: :.   :.  :: :          
gi|219 CKELYDASQHCRCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
           80        90       100       110       120       130     
 
gi|219 HNTPYCLGLDI 
          140      
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.8  bits: 20.4 E():   12 
Smith-Waterman score: 52; 41.2% identity (64.7% similar) in 17 aa overlap (61-77:103-119) 
 
               40        50        60        70        80           
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK           
                                     ::: :..  :.  .: :              
gi|585 ANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|585 YCLAMDEWQWNRQFCSS 
            140          
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 81.7  bits: 20.5 E():   14 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (14-42:36-62) 
 
                                10        20        30        40    
2MEPSP                  VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
            50        60        70        80                        
2MEPSP MAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                        
                                                                    
gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.5  bits: 20.1 E():   15 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (6-62:28-82) 
 
                                     10        20        30         
2MEPSP                       VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
       40        50         60        70        80                  
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYFDVLSTFVK                  
        .. .   .. . :.:  .::. ::                                    
gi|158 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.5  bits: 20.1 E():   15 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (6-62:28-82) 
 
                                     10        20        30         
2MEPSP                       VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
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               10        20        30         40        50          
 
       40        50         60        70        80                  
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYFDVLSTFVK                  
        .. .   .. . :.:  .::. ::                                    
gi|170 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.3  bits: 20.1 E():   15 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (6-43:29-67) 
 
                                      10        20        30        
2MEPSP                        VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                 
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.2  bits: 20.9 E():   15 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (47-63:67-83) 
 
         20        30        40        50        60        70       
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
         80                                                         
2MEPSP TFVK                                                         
                                                                    
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.0  bits: 20.9 E():   16 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (47-63:78-94) 
 
         20        30        40        50        60        70       
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
         80                                                         
2MEPSP TFVK                                                         
                                                                    
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.8  bits: 20.9 E():   16 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (47-63:85-101) 
 
         20        30        40        50        60        70       
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                     :..::...:.     ::              
gi|115 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
           60        70        80        90       100       110     
 
         80                                                         
2MEPSP TFVK                                                         
                                                                    
gi|115 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
          120       130       140       150       160       170     
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>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 80.7  bits: 20.6 E():   16 
Smith-Waterman score: 52; 32.5% identity (57.5% similar) in 40 aa overlap (42-74:1-38) 
 
              20        30        40             50          60     
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA-----FSLAACAEVPVTI--RDPGCT 
                                     ::::     ::.. :. .: ..   .  :. 
gi|209                               MAMAGVFVLFSFVLCGFLPDAVFGAEVDCS 
                                             10        20        30 
 
           70        80                                             
2MEPSP RKTFPDYFDVLSTFVK                                             
       :  ::.  :.                                                   
gi|209 R--FPNATDMEGKDVLVCNKDLRPICGTDGVTYTNDCLLCAYSVEFGTNISKEHDGECKE 
                 40        50        60        70        80         
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.8  bits: 20.6 E():   18 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (48-63:55-70) 
 
        20        30        40        50        60        70        
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ..::..::.     ::               
gi|114 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
           30        40        50        60        70        80     
 
        80                                                          
2MEPSP FVK                                                          
                                                                    
gi|114 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
           90       100       110       120       130       140     
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.8  bits: 20.6 E():   18 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (10-27:180-197) 
 
                                    10         20        30         
2MEPSP                      VAIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
 
       40        50        60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 
                                                  
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP      
      210       220       230       240           
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.6  bits: 21.0 E():   19 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (27-63:91-131) 
 
                   10        20        30         40        50      
2MEPSP     VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|627 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISQLTTSQQDIVLADELSQEVCILSA 
               70        80        90       100       110       120 
 
             60        70        80                                 
2MEPSP EVPVTIRDPGCTRKTFPDYFDVLSTFVK                                 
       .: : :  :::                                                  
gi|627 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              130       140       150       160       170       180 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.2  bits: 20.6 E():   20 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (48-63:79-94) 
 
        20        30        40        50        60        70        
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
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                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
        80                                                          
2MEPSP FVK                                                          
                                                                    
gi|286 SGNPVTVFITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.2  bits: 20.6 E():   20 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (48-63:79-94) 
 
        20        30        40        50        60        70        
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
        80                                                          
2MEPSP FVK                                                          
                                                                    
gi|286 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.2  bits: 20.6 E():   20 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (48-63:79-94) 
 
        20        30        40        50        60        70        
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ..::..::.     ::               
gi|141 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
        80                                                          
2MEPSP FVK                                                          
                                                                    
gi|141 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.2  bits: 21.0 E():   20 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (27-63:111-151) 
 
                   10        20        30         40        50      
2MEPSP     VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|170 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISNLTTSQQDIVLADELSQEVCILSA 
               90       100       110       120       130       140 
 
             60        70        80                                 
2MEPSP EVPVTIRDPGCTRKTFPDYFDVLSTFVK                                 
       .: : :  :::                                                  
gi|170 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              150       160       170       180       190       200 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.0  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (19-60:109-140) 
 
                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
       50        60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
       .: : : . :.:                                                 
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gi|616 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
     130        140       150       160       170       180         
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (19-60:115-146) 
 
                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
       50        60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (19-60:115-146) 
 
                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
       50        60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (19-60:115-146) 
 
                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
       50        60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (19-60:115-146) 
 
                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
       50        60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (19-60:115-146) 
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                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
       50        60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (19-60:115-146) 
 
                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
       50        60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (19-60:115-146) 
 
                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
       50        60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|195933901|gb|ACG58378.1| Der p 1 allergen precursor  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 76.6  bits: 20.4 E():   27 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (19-60:213-244) 
 
                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|195 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
       50        60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
       .: : : . :.:                                                 
gi|195 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Peptid  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 76.6  bits: 20.4 E():   27 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (19-60:213-244) 
 
                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|730 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
       50        60        70        80                             
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2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
       .: : : . :.:                                                 
gi|730 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 76.6  bits: 19.2 E():   27 
Smith-Waterman score: 48; 38.1% identity (61.9% similar) in 21 aa overlap (58-77:104-124) 
 
        30        40        50        60         70        80       
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTFVK       
                                     ..: ::: ..   :.  :: :          
gi|189 CCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTV 
            80        90       100       110       120       130    
 
gi|189 HNAPYCLGLDI 
           140     
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 76.5  bits: 19.2 E():   28 
Smith-Waterman score: 48; 38.1% identity (61.9% similar) in 21 aa overlap (58-77:105-125) 
 
        30        40        50        60         70        80       
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTFVK       
                                     ..: ::: ..   :.  :: :          
gi|439 CQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTV 
           80        90       100       110       120       130     
 
gi|439 HNAPYCLGLDI 
          140      
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.2  bits: 19.6 E():   29 
Smith-Waterman score: 49; 30.4% identity (51.8% similar) in 56 aa overlap (27-80:81-135) 
 
                   10        20        30         40         50     
2MEPSP     VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMA-FSLAACAEV 
                                     :.:..  : :: .: : :.: .   :  .  
gi|144 LEIDGKQTHQSVAISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENS 
               60        70        80        90       100       110 
 
           60        70        80                                   
2MEPSP PVTIRDPGCTRKTFPDYFDVLSTFVK                                   
            ::   ..:.: :   ..  ::                                   
gi|144 KQKKWDP-LKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLV 
               120       130       140       150       160          
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.1  bits: 19.7 E():   29 
Smith-Waterman score: 49; 30.4% identity (51.8% similar) in 56 aa overlap (27-80:85-139) 
 
                   10        20        30         40         50     
2MEPSP     VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMA-FSLAACAEV 
                                     :.:..  : :: .: : :.: .   :  .  
gi|622 LEIDGKQTHQSVAISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENS 
           60        70        80        90       100       110     
 
           60        70        80                                   
2MEPSP PVTIRDPGCTRKTFPDYFDVLSTFVK                                   
            ::   ..:.: :   ..  ::                                   
gi|622 KQKKWDP-LKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLV 
          120        130       140       150       160       170    
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 75.5  bits: 19.3 E():   31 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (22-49:106-134) 
 
                        10        20        30        40         50 
2MEPSP          VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
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          80        90       100       110       120       130      
 
               60        70        80        
2MEPSP CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK        
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.3  bits: 20.1 E():   32 
Smith-Waterman score: 50; 24.6% identity (58.0% similar) in 69 aa overlap (7-72:51-112) 
 
                                       10          20         30    
2MEPSP                         VAIRTELTKLGASVEEGP--DYC-IITPPEKLNVTA 
                                     .:. ::.. .:   :.  ...  .:..:.  
gi|198 NASLAQGHPTFLLVREITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVV- 
               30        40        50        60        70           
 
            40        50        60        70        80              
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK              
       :.:    ..:  :.:        .:.. :  .. ::. :                      
gi|198 ISTLGAPQIADQFNLIK------AIKEVGTIKRFFPSEFGNDVDKHHAVEPMKSMFDLKI 
      80        90             100       110       120       130    
 
gi|198 KLRRTIEAEGIPHTYVVPHCFAGYFLTNLAQLGLAAPPRDKIVIYGDGTTKAVYMKEEDI 
           140       150       160       170       180       190    
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 20.1 E():   33 
Smith-Waterman score: 50; 25.9% identity (70.4% similar) in 27 aa overlap (46-72:87-113) 
 
          20        30        40        50        60        70      
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 
                                     ..::  ... ..:.. :  .. ::. :    
gi|107 VTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGND 
         60        70        80        90       100       110       
 
          80                                                        
2MEPSP STFVK                                                        
                                                                    
gi|107 VDRVHAVEPAKTAFATKAEIRRKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKV 
        120       130       140       150       160       170       
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 20.1 E():   33 
Smith-Waterman score: 50; 28.0% identity (72.0% similar) in 25 aa overlap (48-72:89-113) 
 
        20        30        40        50        60        70        
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ::  ... ..:.. : ... ::. :      
gi|324 FVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDVD 
       60        70        80        90       100       110         
 
        80                                                          
2MEPSP FVK                                                          
                                                                    
gi|324 RSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASSAPRDKVVI 
      120       130       140       150       160       170         
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.1  bits: 18.9 E():   33 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (6-33:28-54) 
 
                                     10        20        30         
2MEPSP                       VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
       40        50        60        70        80                   
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                   
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gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.0  bits: 18.9 E():   34 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (61-77:103-119) 
 
               40        50        60        70        80           
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK           
                                     ::: :..  ..  .: :              
gi|217 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|217 YCLGMEESQWS 
            140    
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.0  bits: 19.3 E():   34 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (20-26:141-147) 
 
                          10        20        30        40          
2MEPSP            VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
 
      50        60        70        80 
2MEPSP ACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 
                                       
gi|124 RRLALVNENPLDVLFQEV              
              180                      
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.5  bits: 18.6 E():   35 
Smith-Waterman score: 46; 20.5% identity (52.3% similar) in 44 aa overlap (26-69:49-92) 
 
                    10        20        30        40        50      
2MEPSP      VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:  .  
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
          60        70        80                
2MEPSP VTIRDPGCTRKTFPDYFDVLSTFVK                
          .. .   : .:                           
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 48; 25.0% identity (56.2% similar) in 32 aa overlap (37-65:151-182) 
 
         10        20        30        40        50           60    
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA---CAEVPVTIRDPGC 
                                     :.:.....  . :    : .. . : : :  
gi|256 IVEREGLQAVKLAARDTVDGWFNIERVSREYNDYKLVFCPQQAEDNKCEDIGIQIDDDGI 
              130       140       150       160       170       180 
 
            70        80       
2MEPSP TRKTFPDYFDVLSTFVK       
        :                      
gi|256 RRLVLSKNKPLVVQFQKFRSSTA 
              190       200    
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 74.4  bits: 18.6 E():   36 
Smith-Waterman score: 46; 42.9% identity (57.1% similar) in 21 aa overlap (58-77:80-100) 
 
        30        40        50        60         70        80       
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTFVK       
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                                     ..: ::: :.   :   :: :          
gi|283 CKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVLVTPGHCNVMTV 
      50        60        70        80        90       100          
 
gi|283 HNTPYCLGLDI 
     110       120 
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 46; 29.4% identity (50.0% similar) in 34 aa overlap (42-75:1-34) 
 
              20        30        40        50        60        70  
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  ..    .  : .  
gi|420                               MKFAIVLIACFAASVLAQEHKPKKDDFRNE 
                                             10        20        30 
 
              80                                                    
2MEPSP FDVLSTFVK                                                    
       :: :                                                         
gi|420 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 46; 29.4% identity (50.0% similar) in 34 aa overlap (42-75:1-34) 
 
              20        30        40        50        60        70  
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  ..    .  : .  
gi|111                               MKFAIVLIACFAASVLAQEHKPEKDDFRNE 
                                             10        20        30 
 
              80                                                    
2MEPSP FDVLSTFVK                                                    
       :: :                                                         
gi|111 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 18.6 E():   40 
Smith-Waterman score: 46; 31.8% identity (59.1% similar) in 22 aa overlap (6-27:109-130) 
 
                                        10        20        30      
2MEPSP                          VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. .:  .. : :  : :.: .         
gi|244 ELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICSISPSQGCQFQSSY 
       80        90       100       110       120       130         
 
          40        50        60        70        80 
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 73.2  bits: 19.8 E():   42 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (10-38:141-170) 
 
                                    10        20         30         
2MEPSP                      VAIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
       40        50        60        70        80                   
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                   
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 73.2  bits: 18.7 E():   42 
Smith-Waterman score: 46; 31.8% identity (63.6% similar) in 22 aa overlap (6-27:117-138) 
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                                        10        20        30      
2MEPSP                          VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     .: .:  .. : : .: :.: .         
gi|110 ELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCNISPSQGCQFSSPY 
         90       100       110       120       130       140       
 
          40        50        60        70        80 
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 
                                                     
gi|110 WSY                                           
                                                     
 
>>gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergillus  (125 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.6  bits: 18.3 E():   45 
Smith-Waterman score: 45; 31.7% identity (43.9% similar) in 41 aa overlap (41-73:45-84) 
 
               20        30        40        50        60           
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK---- 
                                     :: . :. : : . :   .: :  .      
gi|302 HAPLSDGKTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKD-GMGKDDHYL 
           20        30        40        50        60         70    
 
             70        80                                   
2MEPSP ----TFPDYFDVLSTFVK                                   
           ::::  :                                          
gi|302 LEFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR 
            80        90       100       110       120      
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (11-69:258-314) 
 
                                   10        20        30        40 
2MEPSP                     VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|111 MSLGGASGSTAMKQAVDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
               50        60         70        80                    
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPDYFDVLSTFVK                    
           .:: .. ::. :    ::  . .:.:                               
gi|111 SNRASFS-SVGAELEVMA--PGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=Gluta  (219 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.4  bits: 19.1 E():   46 
Smith-Waterman score: 47; 27.8% identity (52.8% similar) in 36 aa overlap (44-79:109-143) 
 
            20        30        40        50        60        70    
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 
                                     ::  . .: ..      :    :..:: .  
gi|117 RYLGRKYKLNGSNDHEEIRISMAEQQTEDMMAAMIRVCYDANCDKLKPDYL-KSLPDCLK 
       80        90       100       110       120        130        
 
            80                                                      
2MEPSP VLSTFVK                                                      
       ..: ::                                                       
gi|117 LMSKFVGEHAFIAGANISYVDFNLYEYLCHVKVMVPEVFGQFENLKRYVERMESLPRVSD 
       140       150       160       170       180       190        
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.4  bits: 19.1 E():   46 
Smith-Waterman score: 47; 27.8% identity (52.8% similar) in 36 aa overlap (44-79:109-143) 
 
            20        30        40        50        60        70    
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 
                                     ::  . .: ..      :    :..:: .  
gi|609 RYLGRKYKLNGSNDHEEIRISMAEQQTKDMMAAMIRVCYDANCDKLKPDYL-KSLPDCLK 
       80        90       100       110       120        130        
 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11829

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

            80                                                      
2MEPSP VLSTFVK                                                      
       ..: ::                                                       
gi|609 LMSKFVGEHPFVAGANISYVDFYLYEYLCRVKVMVPEVFGQFENLKRYVERMESLPRVSD 
       140       150       160       170       180       190        
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.4  bits: 19.9 E():   47 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (11-69:258-314) 
 
                                   10        20        30        40 
2MEPSP                     VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|135 MSLGGPSGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
               50        60         70        80                    
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPDYFDVLSTFVK                    
           .:: .. ::. :    ::  . .:.:                               
gi|135 SNRASFS-SVGAELEVMA--PGAGVYSTYPTSTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.4  bits: 19.1 E():   47 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (19-60:115-146) 
 
                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
       50        60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.4  bits: 19.1 E():   47 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (19-60:115-146) 
 
                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
       50        60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 49; 29.0% identity (61.3% similar) in 31 aa overlap (7-37:94-124) 
 
                                       10        20        30       
2MEPSP                         VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     :..::.. ..: :.       :: .: : . 
gi|513 FHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPA 
            70        80        90       100       110       120    
 
         40        50        60        70        80                 
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                 
       .                                                            
gi|513 HGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEG 
           130       140       150       160       170       180    
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
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 initn:  40 init1:  40 opt:  48  Z-score: 71.4  bits: 19.5 E():   53 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (2-54:189-242) 
 
                                            10        20        30  
2MEPSP                              VAIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
                40        50        60        70        80          
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK          
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 50; 20.4% identity (44.9% similar) in 49 aa overlap (21-69:130-174) 
 
                         10        20        30        40        50 
2MEPSP           VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                                     :..   .  . ...:   :      .. .  
gi|162 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVD 
     100       110       120       130       140       150          
 
               60        70        80                        
2MEPSP CAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                        
       :.: :     : :: .  :                                   
gi|162 CSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 50; 23.5% identity (45.1% similar) in 51 aa overlap (21-69:130-176) 
 
                         10        20        30        40           
2MEPSP           VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH--RMAMAFSL 
                                     :..   .  . ...:   :   :  .:    
gi|124 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVS 
     100       110       120       130       140       150          
 
       50        60        70        80                        
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                        
       . :.: :     : :: .  :                                   
gi|124 VDCSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200       210 
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (19-60:116-147) 
 
                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          90       100       110       120                130       
 
       50        60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
       .: : : . :.:                                                 
gi|146 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
        140        150       160       170       180       190      
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (11-52:58-99) 
 
                                   10        20        30        40 
2MEPSP                     VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
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        30        40        50        60        70        80        
 
               50        60        70        80                     
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                     
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (6-43:12-50) 
 
                     10        20        30         40        50    
2MEPSP       VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFSLAACAE 
                  :. :. .. ..: : :::   . ... :. :. .. . :           
gi|760 DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKANING 
               10        20        30        40        50        60 
 
            60        70        80                                  
2MEPSP VPVTIRDPGCTRKTFPDYFDVLSTFVK                                  
                                                                    
gi|760 LEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGVLACA 
               70        80        90       100       110       120 
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.8  bits: 18.8 E():   57 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (19-60:115-146) 
 
                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
       50        60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
       .: : : . :.:                                                 
gi|223 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.8  bits: 18.8 E():   57 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (19-60:115-146) 
 
                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
       50        60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
       .: : : . :.:                                                 
gi|837 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.7  bits: 20.0 E():   58 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (7-44:168-204) 
 
                                       10        20        30       
2MEPSP                         VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
         40        50        60        70        80                 
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                 
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
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>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.7  bits: 20.0 E():   58 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (7-44:168-204) 
 
                                       10        20        30       
2MEPSP                         VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
         40        50        60        70        80                 
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                 
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.5  bits: 19.2 E():   59 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (13-69:154-206) 
 
                                 10        20        30        40   
2MEPSP                   VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|287 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           130       140       150       160       170       180    
 
             50        60         70        80                      
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDVLSTFVK                      
       :...:. . .   .:  :  : ::  ::                                 
gi|287 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              190       200         210       220       230         
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 70.5  bits: 20.0 E():   59 
Smith-Waterman score: 49; 34.5% identity (55.2% similar) in 29 aa overlap (43-69:13-41) 
 
             20        30        40        50        60          70 
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP--GCTRKTFPD 
                                     :.. . :: : .::  .    ::  : .:  
gi|558                   NYRAFALALLFCALSCQAAAAAYAPVPAKADFLGCLMKEIPA 
                                 10        20        30        40   
 
               80                                                   
2MEPSP YFDVLSTFVK                                                   
                                                                    
gi|558 RLLYAKSSPDYPTVLAQTIRNSRWSSPQNVKPIYIITPTNASHIQSAVVCGRRHGIRLRV 
             50        60        70        80        90       100   
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.3  bits: 18.0 E():   61 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (6-62:28-82) 
 
                                     10        20        30         
2MEPSP                       VAIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
         40        50        60        70        80                 
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                 
        : .....   ::  :   .::. ::                                   
gi|212 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 70.1  bits: 19.2 E():   63 
Smith-Waterman score: 47; 58.3% identity (75.0% similar) in 12 aa overlap (15-24:162-173) 
 
                               10          20        30        40   
2MEPSP                 VAIRTELTKLGASVEEG--PDYCIITPPEKLNVTAIDTYDDHRM 
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                                     :.:  ::::. :                   
gi|320 AFLAQTSHETTGGWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQ 
             140       150       160       170       180       190  
 
             50        60        70        80                       
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                       
                                                                    
gi|320 ISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMTPQSPKPSCHNVITGRWTP 
             200       210       220       230       240       250  
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.9  bits: 17.7 E():   64 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (13-32:89-108) 
 
                                 10        20        30        40   
2MEPSP                   VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
             50        60        70        80 
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (28-57:65-94) 
 
                  10        20        30        40        50        
2MEPSP    VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
        60        70        80                                      
2MEPSP IRDPGCTRKTFPDYFDVLSTFVK                                      
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (23-68:14-59) 
 
               10        20        30        40        50        60 
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 
                             :  :. ... ..:. :.    .: . . :::.       
gi|901          MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEILEGDGG 
                        10        20         30        40        50 
 
                70        80                                        
2MEPSP PGCTRK-TFPDYFDVLSTFVK                                        
       ::  .: ::                                                    
gi|901 PGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPH 
               60        70        80        90       100       110 
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 44; 26.7% identity (53.3% similar) in 60 aa overlap (10-68:1-59) 
 
               10        20        30        40        50        60 
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 
                .:. . :.     : ::. ... ..:. :.    .: .    ::.       
gi|753          MGVYTFENEYTSEIPPPRLFKAFVLDA-DNLIPKIAPQAIKHAEILEGDGG 
                        10        20         30        40        50 
 
                70        80                                        
2MEPSP PGCTRK-TFPDYFDVLSTFVK                                        
       :: :.: ::                                                    
gi|753 PGTTKKITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGS 
               60        70        80        90       100       110 
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>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (23-68:14-59) 
 
               10        20        30        40        50        60 
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 
                             :  :. ... ..:. :.    .: . . :::.       
gi|901          MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEILEGDGG 
                        10        20         30        40        50 
 
                70        80                                        
2MEPSP PGCTRK-TFPDYFDVLSTFVK                                        
       ::  .: ::                                                    
gi|901 PGTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPH 
               60        70        80        90       100       110 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (23-68:14-59) 
 
               10        20        30        40        50        60 
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 
                             :  :. ... ..:. :.    .: . . :::.       
gi|880          MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEILEGDGG 
                        10        20         30        40        50 
 
                70        80                                        
2MEPSP PGCTRK-TFPDYFDVLSTFVK                                        
       ::  .: ::                                                    
gi|880 PGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPH 
               60        70        80        90       100       110 
 
>>gi|78038796|emb|CAI43283.4| mala s 12 allergen precurs  (618 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.4  bits: 20.0 E():   68 
Smith-Waterman score: 49; 36.8% identity (57.9% similar) in 19 aa overlap (54-72:480-498) 
 
            30        40        50        60        70        80    
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK    
                                     . .: .::    :  :.::            
gi|780 KVSPVEILGNVMFGSISIQAALQHPLSRGSIKITSKDPFAYPKINPNYFAENLDLVLLRE 
     450       460       470       480       490       500          
 
gi|780 GFKLIREMSQQSPLKDVIDFETVPGDKVQTNEDWENWIRSAAGTEYHPSSTCAMLPRGDG 
     510       520       530       540       550       560          
 
>>gi|100834|pir||S16031 alpha-amylase inhibitor, tetrame  (168 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.1 E():   70 
Smith-Waterman score: 44; 40.0% identity (60.0% similar) in 15 aa overlap (61-75:128-142) 
 
               40        50        60        70        80           
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK           
                                     ::: :.   :.  .:                
gi|100 ALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREMQWDFVRLLVAPGQCNLATIHNVR 
       100       110       120       130       140       150        
 
gi|100 YCPAVEQPLWI 
       160         
 
>>gi|21713|emb|CAA35597.1| unnamed protein product [Trit  (168 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.1 E():   70 
Smith-Waterman score: 44; 40.0% identity (60.0% similar) in 15 aa overlap (61-75:128-142) 
 
               40        50        60        70        80           
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK           
                                     ::: :.   :.  .:                
gi|217 ALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREMQWDFVRLLVAPGQCNLATIHNVR 
       100       110       120       130       140       150        
 
gi|217 YCPAVEQPLWI 
       160         
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>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.2  bits: 18.5 E():   70 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (19-60:115-146) 
 
                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
       50        60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.2  bits: 18.5 E():   70 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (19-60:115-146) 
 
                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
       50        60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Pollen  (101 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 17.3 E():   71 
Smith-Waterman score: 42; 36.8% identity (57.9% similar) in 19 aa overlap (58-76:63-81) 
 
        30        40        50        60        70        80        
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK        
                                     :.::   .   :: : .:.            
gi|416 KTTDVLWFNFTTGEDSVAEVWREEAYHACDIKDPIRLEPGGPDRFTLLTPGSHFICTKDQ 
             40        50        60        70        80        90   
 
gi|416 KFVACVPGR 
            100  
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   72 
Smith-Waterman score: 43; 29.4% identity (47.1% similar) in 34 aa overlap (42-75:1-34) 
 
              20        30        40        50        60        70  
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  .     .  : .  
gi|111                               MKFAIVLIACFAASVLAQGHKPKKDDFRNE 
                                             10        20        30 
 
              80                                                    
2MEPSP FDVLSTFVK                                                    
       :: :                                                         
gi|111 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|256095986|emb|CAQ68250.1| Der p 1 allergen precurso  (302 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.9  bits: 18.9 E():   72 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (19-60:195-226) 
 
                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|256 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          170       180       190       200                210      
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       50        60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
       .: : : . :.:                                                 
gi|256 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          220       230       240       250       260       270     
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.9  bits: 19.3 E():   72 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (13-69:144-196) 
 
                                 10        20        30        40   
2MEPSP                   VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|855 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
             50        60         70        80                      
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDVLSTFVK                      
       :...:. . .   .:  :  : ::  ::                                 
gi|855 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              180       190         200       210       220         
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (2-31:92-125) 
 
                                            10        20            
2MEPSP                              VAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|249 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
              70        80        90       100       110       120  
 
        30        40        50        60        70        80 
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 
        .:.                                                  
gi|249 DVNMDCKTLGVLHYKGN                                     
             130                                             
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (2-31:56-89) 
 
                                            10        20            
2MEPSP                              VAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|391 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
          30        40        50        60        70        80      
 
        30        40        50        60        70        80  
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK  
        .:.                                                   
gi|391 DVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
          90       100       110       120       130          
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.6  bits: 19.3 E():   75 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (19-35:318-334) 
 
                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
       50        60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 68.6  bits: 20.1 E():   75 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (4-28:517-541) 
 
                                          10        20        30    
2MEPSP                            VAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
            40        50        60        70        80              
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK              
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (18-25:172-179) 
 
                            10        20        30        40        
2MEPSP              VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
        50        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (2-31:50-83) 
 
                                            10        20            
2MEPSP                              VAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|741 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
      20        30        40        50        60        70          
 
        30        40        50        60        70        80        
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK        
        .:.                                                         
gi|741 DVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDPRLEFRPPHRKKPNPAF 
      80        90       100       110       120       130          
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.4  bits: 19.3 E():   77 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (13-69:144-196) 
 
                                 10        20        30        40   
2MEPSP                   VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|364 SDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
             50        60         70        80                      
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDVLSTFVK                      
       :...:. . .   .:  :  : ::  ::                                 
gi|364 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLAAGPAATPATPGHHRVGRWLDRLQ 
              180       190         200       210       220         
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (37-63:66-92) 
 
         10        20        30        40        50        60       
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|117 SYGDKWLEARPPGMVRPRVLAPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
         70        80                                               
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2MEPSP TFPDYFDVLSTFVK                                               
                                                                    
gi|117 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFR 
         100       110       120       130       140       150      
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 17.0 E():   80 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (18-32:70-84) 
 
                            10        20        30        40        
2MEPSP              VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
        50        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.6 E():   80 
Smith-Waterman score: 53; 38.7% identity (51.6% similar) in 31 aa overlap (56-79:160-190) 
 
          30        40        50        60               70         
2MEPSP PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF-------PDYFDVLSTF 
                                     :  . :: :. ::       :.:: ::  . 
gi|811 LSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNPNYFAVLVKY 
     130       140       150       160       170       180          
 
       80                                                           
2MEPSP VK                                                           
       :                                                            
gi|811 VGGDGDVVKVELKEKGSEEWKPLNESWGAIWRIDTPKPLKGPFSLRVTTESDQKLVANDV 
     190       200       210       220       230       240          
 
>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.6 E():   80 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (37-63:66-92) 
 
         10        20        30        40        50        60       
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|109 SYGDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
         70        80                                               
2MEPSP TFPDYFDVLSTFVK                                               
                                                                    
gi|109 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDT 
         100       110       120       130       140       150      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (23-68:14-59) 
 
               10        20        30        40        50        60 
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 
                             :  :. ... ..:. :.    .: .   :::.       
gi|901          MGGYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCAEILEGDGG 
                        10        20         30        40        50 
 
                70        80                                        
2MEPSP PGCTRK-TFPDYFDVLSTFVK                                        
       ::  .: ::                                                    
gi|901 PGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPH 
               60        70        80        90       100       110 
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (23-68:14-59) 
 
               10        20        30        40        50        60 
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2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 
                             :  :. ... ..:. :.    .: .   :::.       
gi|901          MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCAEILEGDGG 
                        10        20         30        40        50 
 
                70        80                                        
2MEPSP PGCTRK-TFPDYFDVLSTFVK                                        
       ::  .: ::                                                    
gi|901 PGTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPH 
               60        70        80        90       100       110 
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (19-27:196-204) 
 
                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|760 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
         170       180       190       200       210       220      
 
       50        60        70        80                    
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                    
                                                           
gi|760 KDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTT 
         230       240       250       260       270       
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (4-37:131-164) 
 
                                          10        20        30    
2MEPSP                            VAIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
            40        50        60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 
          :                                            
gi|158 RTPY                                            
                                                       
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 17.8 E():   85 
Smith-Waterman score: 43; 33.3% identity (66.7% similar) in 15 aa overlap (61-75:59-73) 
 
               40        50        60        70        80           
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK           
                                     : :. .  :.:.. :                
gi|276 TACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEYIEKLPEIRAKGVDVVAVLA 
       30        40        50        60        70        80         
 
gi|276 YNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHGKITYAA 
       90       100       110       120       130       140         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 17.8 E():   85 
Smith-Waterman score: 43; 33.3% identity (66.7% similar) in 15 aa overlap (61-75:59-73) 
 
               40        50        60        70        80           
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK           
                                     : :. .  :.:.. :                
gi|668 TACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEYIEKLPEIRAKGVDVVAVLA 
       30        40        50        60        70        80         
 
gi|668 YNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHGKITYAA 
       90       100       110       120       130       140         
 
>>gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-terminal}  (26 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.6  bits: 15.1 E():   86 
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Smith-Waterman score: 36; 50.0% identity (75.0% similar) in 8 aa overlap (61-68:13-20) 
 
               40        50        60        70        80 
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 
                                     : :.:. :             
gi|133                   NDNTFEGEYHAFPDCARNLFKGRQQE       
                                 10        20             
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 47; 46.2% identity (76.9% similar) in 13 aa overlap (9-21:454-466) 
 
                                     10        20        30         
2MEPSP                       VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     :.:::.. .:  :                  
gi|476 LNPSCKSLHPGRTPKELELHQKPTTLLMDEKMGASLNSSPPNCKNKCKGCQPCKPKLIIV 
           430       440       450       460       470       480    
 
       40        50        60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 
                                                  
gi|476 HPNQPEDYYPQRWVCSCHNKIYNP                   
           490       500                          
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.3  bits: 17.8 E():   88 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (2-31:93-126) 
 
                                            10        20            
2MEPSP                              VAIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|153 SKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
             70        80        90       100       110       120   
 
        30        40        50        60        70        80  
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK  
        .:.                                                   
gi|153 DVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
            130       140       150       160       170       
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.3  bits: 15.1 E():   88 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (48-56:17-25) 
 
        20        30        40        50        60        70        
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     : ::::  :                      
gi|391               SFREQCVPGREITYECLNACAEYAVRQ                    
                             10        20                           
 
        80 
2MEPSP FVK 
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.6 E():   92 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (19-27:214-222) 
 
                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|275 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
       50        60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
                                                                    
gi|275 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.6 E():   92 
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Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (19-27:214-222) 
 
                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
       50        60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
                                                                    
gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 18.6 E():   92 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (19-27:214-222) 
 
                           10        20        30        40         
2MEPSP             VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|156 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
       50        60        70        80                             
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                             
                                                                    
gi|156 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.1 E():   96 
Smith-Waterman score: 41; 32.4% identity (47.1% similar) in 34 aa overlap (45-78:12-45) 
 
           20        30        40        50        60        70     
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV 
                                     : .::: : .     . .:   :  ::    
gi|219                    MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWK 
                                  10        20        30        40  
 
           80                                                       
2MEPSP LSTFVK                                                       
       .: :                                                         
gi|219 ISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDS 
              50        60        70        80        90       100  
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 42; 34.8% identity (56.5% similar) in 23 aa overlap (6-28:71-93) 
 
                                        10        20        30      
2MEPSP                          VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :.  . : .:.    :: ::        
gi|738 ETADATPEKEEPTAAPAEPEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPV 
               50        60        70        80        90       100 
 
          40        50        60        70        80       
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK       
                                                           
gi|738 AEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAAETATTEVPVEKTEE 
              110       120       130       140       150  
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 18.2 E():   96 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (18-25:245-252) 
 
                            10        20        30        40        
2MEPSP              VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11842

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

 
        50        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.3 E():   97 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 27 aa overlap (37-63:66-92) 
 
         10        20        30        40        50        60       
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   ....:...:.     ::    
gi|409 TYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSC 
          40        50        60        70        80        90      
 
         70        80                                               
2MEPSP TFPDYFDVLSTFVK                                               
                                                                    
gi|409 FEIKCTKPESCSGEPVLVHITDDNEEPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELEL 
         100       110       120       130       140       150      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.5  bits: 18.3 E():   97 
Smith-Waterman score: 44; 28.9% identity (48.9% similar) in 45 aa overlap (11-55:92-135) 
 
                                   10        20        30        40 
2MEPSP                     VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. :   :  . :  : : : :  . . : 
gi|226 KASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIA-GALEVH 
              70        80        90       100       110        120 
 
               50        60        70        80                     
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK                     
        .  :   .. :..:                                              
gi|226 AVKPATEEVGAAKIPAGELQIVDKIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKEST 
              130       140       150       160       170       180 
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (1-38:130-167) 
 
                                             10        20        30 
2MEPSP                               VAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|577 AIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
               40        50        60        70        80 
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 
       . .::...                                           
gi|577 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS     
     160       170       180       190       200          
 
>>gi|10862818|emb|CAC13961.1| IgE-binding protein MnSOD   (205 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 43; 23.7% identity (55.3% similar) in 38 aa overlap (1-38:130-167) 
 
                                             10        20        30 
2MEPSP                               VAIRTELTKLGASVEEGPDYCIITPPEKLN 
                                     .:.  :: :: . .  . :  .   :  .  
gi|108 AIDADFGSLEKLIQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLVP 
     100       110       120       130       140       150          
 
               40        50        60        70        80 
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVK 
       . .::...                                           
gi|108 LLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVYAKECPSS     
     160       170       180       190       200          
 
>>gi|160780|gb|AAA29793.1| allergen 5 [Polistes annulari  (209 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 17.9 E(): 1e 
Smith-Waterman score: 43; 54.5% identity (63.6% similar) in 11 aa overlap (16-26:3-13) 
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               10        20        30        40        50        60 
2MEPSP VAIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 
                      .: ::: :  :                                   
gi|160              SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNCAGKVIKSVGPTEEEK 
                            10        20        30        40        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:09 2011 done: Tue Apr 19 10:58:09 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>2MEPSPS: 366  - 445 - 80 aa 
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
  32     6     8:==* 
  34    40    22:=======*====== 
  36    31    44:===========   * 
  38    77    73:========================*= 
  40    90   102:==============================   * 
  42   136   125:=========================================*==== 
  44   111   138:=====================================        * 
  46   122   140:=========================================     * 
  48   159   134:============================================*======== 
  50   144   122:========================================*======= 
  52   111   108:===================================*= 
  54    82    92:============================  * 
  56    62    77:=====================    * 
  58    64    63:====================*= 
  60    44    51:=============== * 
  62    32    41:===========  * 
  64    32    33:==========* 
  66    27    26:========* 
  68    26    20:======*== 
  70    18    16:=====* 
  72    10    12:===* 
  74    12    10:===* 
  76     8     8:==* 
  78    10     6:=*== 
  80    12     5:=*== 
  82     6     3:*= 
  84     1     3:* 
  86     5     2:*= 
  88     4     2:*=         inset = represents 1 library sequences 
  90     3     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
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 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.89720.00376; mu= 12.1088 0.194 
 mean_var=38.423510.200, 0's: 2 Z-trim: 2  B-trim: 130 in 1/43 
 Lambda= 0.206907 
 Kolmogorov-Smirnov  statistic: 0.0258 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.030 
 
The best scores are:                                      opt bits E(1491) 
gi|45738062|gb|AAS75831.1| group 2 allergen Sui m  ( 141)   63 23.7     1.2 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   59 22.5     2.5 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   56 21.6     4.8 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   60 23.1     4.8 
gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [D ( 232)   58 22.4     5.1 
gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=M ( 259)   58 22.4     5.6 
gi|218203818|gb|ACK76292.1| Der f 3 allergen [Derm ( 259)   58 22.4     5.6 
gi|163638970|gb|ABY28115.1| Der f 3 allergen precu ( 259)   58 22.4     5.6 
gi|218203816|gb|ACK76291.1| Der f 3 allergen [Derm ( 259)   58 22.4     5.6 
gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermato ( 261)   57 22.1     6.9 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   57 22.1       7 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   57 22.1       7 
gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase ( 497)   59 22.9     7.6 
gi|22595342|gb|AAN02510.1|AF409110_1 serine protea ( 244)   56 21.8       8 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   52 20.4      10 
gi|195957140|gb|ACG59281.1| major allergen CM16 [T ( 143)   52 20.4      12 
gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) ( 143)   52 20.4      12 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   52 20.5      12 
gi|21920|emb|CAA39099.1| CM2 protein [Triticum tur ( 145)   52 20.5      12 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   52 20.5      12 
gi|7271239|emb|CAA09886.2| allergen [Malassezia sy ( 179)   52 20.5      14 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   51 20.1      14 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   51 20.1      14 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   51 20.2      15 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   53 20.9      15 
gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea m ( 263)   53 20.9      16 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   53 20.9      16 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   52 20.6      16 
gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure ( 245)   52 20.6      18 
gi|1144346|gb|AAB38064.1| thaumatin-like protein p ( 245)   52 20.6      18 
gi|62738637|pdb|1YG9|A Chain A, The Structure Of M ( 330)   53 21.0      19 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   52 20.6      20 
gi|28630923|gb|AAO45608.1| beta-expansin 1 protein ( 269)   52 20.6      20 
gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin ( 269)   52 20.6      20 
gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=As ( 352)   53 21.0      20 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   51 20.3      20 
gi|21725562|emb|CAD38362.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725568|emb|CAD38365.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725570|emb|CAD38366.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725572|emb|CAD38367.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725564|emb|CAD38363.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725560|emb|CAD38361.1| unnamed protein produc ( 222)   51 20.3      21 
gi|21725566|emb|CAD38364.1| unnamed protein produc ( 222)   51 20.3      21 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   48 19.3      27 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   48 19.3      27 
gi|195933901|gb|ACG58378.1| Der p 1 allergen precu ( 320)   51 20.4      28 
gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Pe ( 320)   51 20.4      28 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   49 19.6      29 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   49 19.7      29 
gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Al ( 172)   48 19.3      31 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   47 19.0      33 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   50 20.1      33 
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gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   50 20.1      33 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   50 20.1      33 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   47 19.0      33 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   52 20.8      33 
gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=As ( 188)   48 19.3      34 
gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full= ( 118)   46 18.6      35 
gi|283465827|emb|CBA13559.1| putative alpha-amylas ( 120)   46 18.6      35 
gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor  ( 203)   48 19.4      36 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   46 18.6      39 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   46 18.6      39 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   46 18.6      40 
gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S al ( 149)   46 18.7      42 
gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Zizip ( 330)   49 19.8      43 
gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergi ( 125)   45 18.3      45 
gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=G ( 219)   47 19.1      47 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   47 19.1      47 
gi|21725574|emb|CAD38368.1| unnamed protein produc ( 222)   47 19.1      47 
gi|21725578|emb|CAD38370.1| unnamed protein produc ( 222)   47 19.1      47 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   49 19.8      47 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   49 19.8      48 
gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)   49 19.8      49 
gi|54654335|gb|AAT37679.1| vacuolar serine proteas ( 342)   48 19.5      54 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   46 18.8      55 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   46 18.8      55 
gi|1460058|emb|CAA46317.1| cysteine protease [Derm ( 211)   46 18.8      55 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   44 18.0      56 
gi|56550550|dbj|BAD77932.1| class IV chitinase [Cr ( 281)   47 19.1      57 
gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form O ( 222)   46 18.8      58 
gi|83754033|pdb|2AS8|B Chain B, Crystal Structure  ( 222)   46 18.8      58 
gi|189014272|emb|CAQ55941.1| pollen allergen Phl p ( 500)   49 19.9      60 
gi|189014270|emb|CAQ55940.1| pollen allergen Phl p ( 500)   49 19.9      60 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   47 19.2      60 
gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lep ( 141)   44 18.1      60 
gi|50659891|gb|AAT80665.1| lipid transfer protein  ( 115)   43 17.7      63 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   47 19.2      64 
gi|14585753|gb|AAK67491.1| enolase [Cochliobolus l ( 440)   48 19.6      66 
gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=St ( 158)   44 18.1      66 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   44 18.1      66 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   44 18.1      66 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   44 18.1      67 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   44 18.1      67 
gi|100834|pir||S16031 alpha-amylase inhibitor, tet ( 168)   44 18.1      69 
gi|21713|emb|CAA35597.1| unnamed protein product [ ( 168)   44 18.1      69 
gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Po ( 101)   42 17.4      70 
gi|78038796|emb|CAI43283.4| mala s 12 allergen pre ( 618)   49 20.0      70 
gi|21725580|emb|CAD38371.1| unnamed protein produc ( 222)   45 18.5      71 
gi|21725576|emb|CAD38369.1| unnamed protein produc ( 222)   45 18.5      71 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   43 17.7      71 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   43 17.8      73 
gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=P ( 139)   43 17.8      73 
gi|256095986|emb|CAQ68250.1| Der p 1 allergen prec ( 302)   46 18.9      73 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   47 19.2      74 
gi|741844|prf||2008179A major allergen Par j I     ( 143)   43 17.8      75 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   44 18.1      75 
gi|73913442|gb|AAZ91659.1| polygalacturonase [Lili ( 413)   47 19.3      77 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   49 20.0      78 
gi|50199132|emb|CAH03799.1| lipid transfer protein (  91)   41 17.0      78 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   47 19.3      79 
gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-termi (  26)   36 15.2      80 
gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]   ( 263)   45 18.5      81 
gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full ( 267)   45 18.5      82 
gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin  ( 267)   45 18.5      82 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   43 17.8      82 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   43 17.8      82 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   36 15.2      83 
gi|158121995|gb|ABW17159.1| Ara h 7 allergen precu ( 164)   43 17.8      83 
gi|76097507|gb|ABA39436.1| Der f 1 allergen precur ( 276)   45 18.5      84 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   43 17.8      85 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   43 17.8      85 
gi|1532058|emb|CAA65123.1| P9 protein [Parietaria  ( 176)   43 17.8      88 
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507)   47 19.3      90 
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gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   41 17.1      94 
gi|27530349|dbj|BAC53948.1| Der f 1 allergen prepr ( 321)   45 18.6      94 
gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Pe ( 321)   45 18.6      94 
gi|156106765|gb|ABU49605.1| Der f 1 allergen [Derm ( 321)   45 18.6      94 
gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Ma ( 151)   42 17.5      95 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.2      97 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   44 18.2      99 
gi|2266625|emb|CAB10765.1| group V allergen [Holcu ( 264)   44 18.2      99 
 
>>gi|45738062|gb|AAS75831.1| group 2 allergen Sui m 2 [S  (141 aa) 
 initn:  52 init1:  52 opt:  63  Z-score: 101.0  bits: 23.7 E():  1.2 
Smith-Waterman score: 63; 30.4% identity (53.6% similar) in 69 aa overlap (5-68:27-93) 
 
                                     10        20        30         
2MEPSP                       AIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDTY 
                                 :. :: .:   : :::::   .::.. :  . .  
gi|457 MKFIILAMFVAVAAAGEMKFQDCGHGEVKKLLVSDCSG-DYCIIHKGKKLSMEADFVANQ 
               10        20        30         40        50          
 
         40        50           60        70        80              
2MEPSP DDHRMAMAFSLAACA---EVPVTIRDPGCTRKTFPDYFDVLSTFVKN              
       :.   .. .:  . .   .::  :.  :: .   :                          
gi|457 DSPTAVIKISAKVNGVELQVP-GIETNGCHHMKCPLVKGQSYQFKYDLVIPQILPNVKAD 
      60        70        80         90       100       110         
 
gi|457 VTASLTGAHGLLACGTVHGEVQN 
      120       130       140  
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  37 init1:  37 opt:  59  Z-score: 95.3  bits: 22.5 E():  2.5 
Smith-Waterman score: 59; 28.3% identity (53.3% similar) in 60 aa overlap (3-61:10-66) 
 
                      10        20        30         40        50   
2MEPSP        AIRTELTKLGASVEEGPDYCIITPPEKLNVTA-IDTYDDHRMAMAFSLAACAE 
                . :.:.:  .   : :.:.:   . :.. : . . .:   :    ::  :  
gi|484 GKMKFKDCGKGEVTELDITDCSG-DFCVIHRGKPLTLEAKFAANQDTTKATIKVLAKVAG 
               10        20         30        40        50          
 
             60        70        80                                 
2MEPSP VPVTIRDPGCTRKTFPDYFDVLSTFVKN                                 
       .:. .  ::                                                    
gi|484 TPIQV--PGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAELVGDHGVLAC 
      60          70        80        90       100       110        
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 90.3  bits: 21.6 E():  4.8 
Smith-Waterman score: 56; 24.6% identity (57.9% similar) in 57 aa overlap (5-61:12-67) 
 
                      10        20        30        40        50    
2MEPSP        AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEV 
                  :. .:..:   : .::.:   . :.. :    ..   .... :.:  .  
gi|484 GKMNFTDCGHNEIKELSVSNCTG-NYCVIHRGKPLTLDAKFDANQDTASVGLVLTAIIDG 
               10        20         30        40        50          
 
            60        70        80                                  
2MEPSP PVTIRDPGCTRKTFPDYFDVLSTFVKN                                  
        ..:  ::                                                     
gi|484 DIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGEHGVLAC 
      60        70        80        90       100       110          
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  56 init1:  56 opt:  60  Z-score: 90.2  bits: 23.1 E():  4.8 
Smith-Waterman score: 60; 32.1% identity (75.0% similar) in 28 aa overlap (11-37:23-50) 
 
                           10        20        30         40        
2MEPSP             AIRTELTKLGASVEEGPDYCIITPPEKLNVTAID-TYDDHRMAMAFSL 
                             :. ::  .: :.. ::.... ... .::           
gi|122 MRQSLKVMVLSTVALLFMANPAAASEEKKEYLIVVEPEEVSAQSVEESYDVDVIHEFEEI 
               10        20        30        40        50        60 
 
        50        60        70        80                            
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2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
                                                                    
gi|122 PVIHAELTKKELKKLKKDPNVKAIEENAEVTISQTVPWGISFINTQQAHNRGIFGNGARV 
               70        80        90       100       110       120 
 
>>gi|1314736|gb|AAA99805.1| Der f 3 mite allergen [Derma  (232 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 89.8  bits: 22.4 E():  5.1 
Smith-Waterman score: 58; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:206-223) 
 
               40        50        60        70        80        
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN        
                                     ::.:: .:  .  ...::          
gi|131 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
         180       190       200       210       220       230   
 
>>gi|2507248|sp|P49275.2|DERF3_DERFA RecName: Full=Mite   (259 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 89.1  bits: 22.4 E():  5.6 
Smith-Waterman score: 58; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:233-250) 
 
               40        50        60        70        80        
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN        
                                     ::.:: .:  .  ...::          
gi|250 GGVDSCQGDSGGPVVDVATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|218203818|gb|ACK76292.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 89.1  bits: 22.4 E():  5.6 
Smith-Waterman score: 58; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:233-250) 
 
               40        50        60        70        80        
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN        
                                     ::.:: .:  .  ...::          
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|163638970|gb|ABY28115.1| Der f 3 allergen precursor  (259 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 89.1  bits: 22.4 E():  5.6 
Smith-Waterman score: 58; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:233-250) 
 
               40        50        60        70        80        
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN        
                                     ::.:: .:  .  ...::          
gi|163 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|218203816|gb|ACK76291.1| Der f 3 allergen [Dermatop  (259 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 89.1  bits: 22.4 E():  5.6 
Smith-Waterman score: 58; 38.9% identity (72.2% similar) in 18 aa overlap (61-78:233-250) 
 
               40        50        60        70        80        
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN        
                                     ::.:: .:  .  ...::          
gi|218 GGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ 
            210       220       230       240       250          
 
>>gi|511476|gb|AAA19973.1| Der p 3 allergen [Dermatophag  (261 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.4  bits: 22.1 E():  6.9 
Smith-Waterman score: 57; 33.3% identity (72.2% similar) in 18 aa overlap (61-78:235-252) 
 
               40        50        60        70        80        
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN        
                                     ::.:: .:  .  ...:.          
gi|511 GGKDSCQGDSGGPVVDVKNNQVVGIVSWGYGCARKGYPGVYTRVGNFIDWIESKRSQ 
          210       220       230       240       250       260  
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.2  bits: 22.1 E():    7 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (36-62:74-100) 
 
          10        20        30        40        50        60      
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
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                                     : :   :   :..::..::.     ::    
gi|115 KYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
          70        80                                              
2MEPSP TFPDYFDVLSTFVKN                                              
                                                                    
gi|115 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.2  bits: 22.1 E():    7 
Smith-Waterman score: 57; 37.0% identity (55.6% similar) in 27 aa overlap (36-62:74-100) 
 
          10        20        30        40        50        60      
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   :..::..::.     ::    
gi|105 NYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVPIFKDGLGCGSC 
            50        60        70        80        90       100    
 
          70        80                                              
2MEPSP TFPDYFDVLSTFVKN                                              
                                                                    
gi|105 FEIKCDKPAECSGKPVVVYITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDM 
           110       120       130       140       150       160    
 
>>gi|76666767|emb|CAA55071.2| aldehyde dehydrogenase (NA  (497 aa) 
 initn:  40 init1:  40 opt:  59  Z-score: 86.6  bits: 22.9 E():  7.6 
Smith-Waterman score: 59; 31.4% identity (65.7% similar) in 35 aa overlap (30-64:98-126) 
 
                10        20        30        40        50          
2MEPSP  AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD 
                                     ..:... :. .   :::.:  ..::..    
gi|766 FNGPWRKETPENRGKLLNKLADLFEKNADLIAAVEALDNGK---AFSMAKNVDVPAA--- 
        70        80        90       100          110       120     
 
      60        70        80                                        
2MEPSP PGCTRKTFPDYFDVLSTFVKN                                        
        :: :                                                        
gi|766 AGCLRYYGGWADKIEGKVVDTAPDSFNYIRKEPIGVCGQIIPWNFPILMWSWKIGPAIAT 
             130       140       150       160       170       180  
 
>>gi|22595342|gb|AAN02510.1|AF409110_1 serine protease [  (244 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.2  bits: 21.8 E():    8 
Smith-Waterman score: 56; 33.3% identity (66.7% similar) in 18 aa overlap (61-78:218-235) 
 
               40        50        60        70        80        
2MEPSP TAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN        
                                     :: :: .:  .  ...:.          
gi|225 GGKDSCQGDSGGPLVDVKNNQVVGNVSWGYGCERKGYPGVYTRVGNFIDWIESKRPQ 
       190       200       210       220       230       240     
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 84.3  bits: 20.4 E():   10 
Smith-Waterman score: 52; 42.9% identity (61.9% similar) in 21 aa overlap (57-76:80-100) 
 
         30        40        50         60        70        80      
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTFVKN      
                                     ..: ::: :.   :.  :: :          
gi|253 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
      50        60        70        80        90       100          
 
gi|253 HNAPYCLGLDI 
     110       120 
 
>>gi|195957140|gb|ACG59281.1| major allergen CM16 [Triti  (143 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.2  bits: 20.4 E():   12 
Smith-Waterman score: 52; 41.2% identity (64.7% similar) in 17 aa overlap (60-76:103-119) 
 
      30        40        50        60        70        80          
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN          
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                                     ::: :..  :.  .: :              
gi|195 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|195 YCLAMEESQWS 
            140    
 
>>gi|21916|emb|CAA34709.1| precursor (AA -24 to 119) [Tr  (143 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.2  bits: 20.4 E():   12 
Smith-Waterman score: 52; 41.2% identity (64.7% similar) in 17 aa overlap (60-76:103-119) 
 
      30        40        50        60        70        80          
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN          
                                     ::: :..  :.  .: :              
gi|219 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|219 YCLAMEESQWS 
            140    
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 83.1  bits: 20.5 E():   12 
Smith-Waterman score: 52; 42.9% identity (61.9% similar) in 21 aa overlap (57-76:105-125) 
 
         30        40        50         60        70        80      
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTFVKN      
                                     ..: ::: :.   :.  :: :          
gi|217 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTV 
           80        90       100       110       120       130     
 
gi|217 HNAPYCLGLDI 
          140      
 
>>gi|21920|emb|CAA39099.1| CM2 protein [Triticum turgidu  (145 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 83.1  bits: 20.5 E():   12 
Smith-Waterman score: 52; 42.9% identity (61.9% similar) in 21 aa overlap (57-76:105-125) 
 
         30        40        50         60        70        80      
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTFVKN      
                                     ..: ::: :.   :.  :: :          
gi|219 CKELYDASQHCRCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
           80        90       100       110       120       130     
 
gi|219 HNTPYCLGLDI 
          140      
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.9  bits: 20.5 E():   12 
Smith-Waterman score: 52; 41.2% identity (64.7% similar) in 17 aa overlap (60-76:103-119) 
 
      30        40        50        60        70        80          
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN          
                                     ::: :..  :.  .: :              
gi|585 ANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|585 YCLAMDEWQWNRQFCSS 
            140          
 
>>gi|7271239|emb|CAA09886.2| allergen [Malassezia sympod  (179 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 81.7  bits: 20.5 E():   14 
Smith-Waterman score: 52; 31.0% identity (58.6% similar) in 29 aa overlap (13-41:36-62) 
 
                                 10        20        30        40   
2MEPSP                   AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA 
                                     :  . :::.: : .. ..   :. .  ::  
gi|727 FAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIG--DSESPGRMR 
          10        20        30        40        50          60    
 
             50        60        70        80                       
2MEPSP MAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                       
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gi|727 SFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLLSHDDGGQYDSNGNG 
            70        80        90       100       110       120    
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.6  bits: 20.1 E():   14 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (5-61:28-82) 
 
                                      10        20        30        
2MEPSP                        AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|158 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
        40        50         60        70        80                 
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYFDVLSTFVKN                 
        .. .   .. . :.:  .::. ::                                    
gi|158 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.6  bits: 20.1 E():   14 
Smith-Waterman score: 51; 27.6% identity (56.9% similar) in 58 aa overlap (5-61:28-82) 
 
                                      10        20        30        
2MEPSP                        AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :   .  
gi|170 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEA--KFA 
               10        20        30         40        50          
 
        40        50         60        70        80                 
2MEPSP DHRMAMAFSLAACAEVP-VTIRDPGCTRKTFPDYFDVLSTFVKN                 
        .. .   .. . :.:  .::. ::                                    
gi|170 ANQDTAKVTIKVLAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVK 
        60        70        80        90       100       110        
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 81.4  bits: 20.2 E():   15 
Smith-Waterman score: 51; 30.8% identity (61.5% similar) in 39 aa overlap (5-42:29-67) 
 
                                       10        20        30       
2MEPSP                         AIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DT 
                                   :. :. ..  .: : :::   . .:. :: :. 
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                
        .. . :                                                      
gi|558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSEN 
               70        80        90       100       110       120 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.2  bits: 20.9 E():   15 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (46-62:67-83) 
 
          20        30        40        50        60        70      
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
         40        50        60        70        80        90       
 
          80                                                        
2MEPSP TFVKN                                                        
                                                                    
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
        100       110       120       130       140       150       
 
>>gi|89892721|gb|ABD79094.1| Zea m 1 allergen [Zea mays]  (263 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.9  bits: 20.9 E():   16 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (46-62:78-94) 
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          20        30        40        50        60        70      
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                     :..::...:.     ::              
gi|898 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
        50        60        70        80        90       100        
 
          80                                                        
2MEPSP TFVKN                                                        
                                                                    
gi|898 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKFG 
       110       120       130       140       150       160        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.8  bits: 20.9 E():   16 
Smith-Waterman score: 53; 35.3% identity (70.6% similar) in 17 aa overlap (46-62:85-101) 
 
          20        30        40        50        60        70      
2MEPSP GPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLS 
                                     :..::...:.     ::              
gi|115 ATWYGKPTGAGPDDNGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFEIKCDKPVE 
           60        70        80        90       100       110     
 
          80                                                        
2MEPSP TFVKN                                                        
                                                                    
gi|115 CSGKPVVVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGIIDMQFRRVKCKYD 
          120       130       140       150       160       170     
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 80.7  bits: 20.6 E():   16 
Smith-Waterman score: 52; 32.5% identity (57.5% similar) in 40 aa overlap (41-73:1-38) 
 
               20        30        40             50          60    
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMA-----FSLAACAEVPVTI--RDPGCT 
                                     ::::     ::.. :. .: ..   .  :. 
gi|209                               MAMAGVFVLFSFVLCGFLPDAVFGAEVDCS 
                                             10        20        30 
 
            70        80                                            
2MEPSP RKTFPDYFDVLSTFVKN                                            
       :  ::.  :.                                                   
gi|209 R--FPNATDMEGKDVLVCNKDLRPICGTDGVTYTNDCLLCAYSVEFGTNISKEHDGECKE 
                 40        50        60        70        80         
 
>>gi|114794319|pdb|2HCZ|X Chain X, Crystal Structure Of   (245 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.8  bits: 20.6 E():   18 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (47-62:55-70) 
 
         20        30        40        50        60        70       
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ..::..::.     ::               
gi|114 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
           30        40        50        60        70        80     
 
         80                                                         
2MEPSP FVKN                                                         
                                                                    
gi|114 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
           90       100       110       120       130       140     
 
>>gi|1144346|gb|AAB38064.1| thaumatin-like protein precu  (245 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.8  bits: 20.6 E():   18 
Smith-Waterman score: 52; 52.6% identity (73.7% similar) in 19 aa overlap (9-26:180-197) 
 
                                     10         20        30        
2MEPSP                       AIRTELTKLGASVEEG-PDYCIITPPEKLNVTAIDTYD 
                                     :.: :. : :.::  :::.            
gi|114 CKTASCPANVNAVCPSELQKKGSDGSVVACLSACVKFGTPQYCC-TPPQNTPETCPPTNY 
     150       160       170       180       190        200         
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        40        50        60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 
                                                   
gi|114 SEIFHNACPDAYSYAYDDKRGTFTCNGGPNYAITFCP       
      210       220       230       240            
 
>>gi|62738637|pdb|1YG9|A Chain A, The Structure Of Mutan  (330 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 79.5  bits: 21.0 E():   19 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (26-62:91-131) 
 
                    10        20        30         40        50     
2MEPSP      AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|627 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISQLTTSQQDIVLADELSQEVCILSA 
               70        80        90       100       110       120 
 
              60        70        80                                
2MEPSP EVPVTIRDPGCTRKTFPDYFDVLSTFVKN                                
       .: : :  :::                                                  
gi|627 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              130       140       150       160       170       180 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.2  bits: 20.6 E():   20 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (47-62:79-94) 
 
         20        30        40        50        60        70       
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
         80                                                         
2MEPSP FVKN                                                         
                                                                    
gi|286 SGNPVTVFITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|28630923|gb|AAO45608.1| beta-expansin 1 protein [Ze  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.2  bits: 20.6 E():   20 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (47-62:79-94) 
 
         20        30        40        50        60        70       
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ..::..::.     ::               
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
         80                                                         
2MEPSP FVKN                                                         
                                                                    
gi|286 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|14193761|gb|AAK56124.1|AF332174_1 beta-expansin 1 [  (269 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.2  bits: 20.6 E():   20 
Smith-Waterman score: 52; 37.5% identity (68.8% similar) in 16 aa overlap (47-62:79-94) 
 
         20        30        40        50        60        70       
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ..::..::.     ::               
gi|141 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         
 
         80                                                         
2MEPSP FVKN                                                         
                                                                    
gi|141 SGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPA 
      110       120       130       140       150       160         
 
>>gi|1703445|sp|P54958.1|ASP2_BLAGE RecName: Full=Aspart  (352 aa) 
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 initn:  44 init1:  44 opt:  53  Z-score: 79.1  bits: 21.0 E():   20 
Smith-Waterman score: 53; 31.7% identity (58.5% similar) in 41 aa overlap (26-62:111-151) 
 
                    10        20        30         40        50     
2MEPSP      AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT-YDDHRMAMAFSLAAC---A 
                                     ..:... . :  .:  .:  .:  .:   : 
gi|170 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISNLTTSQQDIVLADELSQEVCILSA 
               90       100       110       120       130       140 
 
              60        70        80                                
2MEPSP EVPVTIRDPGCTRKTFPDYFDVLSTFVKN                                
       .: : :  :::                                                  
gi|170 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              150       160       170       180       190       200 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.9  bits: 20.3 E():   20 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (18-59:109-140) 
 
                            10        20        30        40        
2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|616 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
       80        90       100       110          120                
 
        50        60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
       .: : : . :.:                                                 
gi|616 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
     130        140       150       160       170       180         
 
>>gi|21725562|emb|CAD38362.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (18-59:115-146) 
 
                            10        20        30        40        
2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
        50        60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725568|emb|CAD38365.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (18-59:115-146) 
 
                            10        20        30        40        
2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
        50        60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725570|emb|CAD38366.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (18-59:115-146) 
 
                            10        20        30        40        
2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
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           90       100       110       120                130      
 
        50        60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725572|emb|CAD38367.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (18-59:115-146) 
 
                            10        20        30        40        
2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
        50        60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725564|emb|CAD38363.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (18-59:115-146) 
 
                            10        20        30        40        
2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
        50        60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725560|emb|CAD38361.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (18-59:115-146) 
 
                            10        20        30        40        
2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
        50        60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725566|emb|CAD38364.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (18-59:115-146) 
 
                            10        20        30        40        
2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
           90       100       110       120                130      
 
        50        60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
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>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 76.7  bits: 19.3 E():   27 
Smith-Waterman score: 48; 38.1% identity (61.9% similar) in 21 aa overlap (57-76:104-124) 
 
         30        40        50         60        70        80      
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTFVKN      
                                     ..: ::: ..   :.  :: :          
gi|189 CCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTV 
            80        90       100       110       120       130    
 
gi|189 HNAPYCLGLDI 
           140     
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 76.6  bits: 19.3 E():   27 
Smith-Waterman score: 48; 38.1% identity (61.9% similar) in 21 aa overlap (57-76:105-125) 
 
         30        40        50         60        70        80      
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTFVKN      
                                     ..: ::: ..   :.  :: :          
gi|439 CQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTV 
           80        90       100       110       120       130     
 
gi|439 HNAPYCLGLDI 
          140      
 
>>gi|195933901|gb|ACG58378.1| Der p 1 allergen precursor  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 76.5  bits: 20.4 E():   28 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (18-59:213-244) 
 
                            10        20        30        40        
2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|195 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
        50        60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
       .: : : . :.:                                                 
gi|195 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|730036|sp|P08176.2|PEPT1_DERPT RecName: Full=Peptid  (320 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 76.5  bits: 20.4 E():   28 
Smith-Waterman score: 51; 38.1% identity (54.8% similar) in 42 aa overlap (18-59:213-244) 
 
                            10        20        30        40        
2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :      : :.: .  
gi|730 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NVNKI------REALAQTH 
            190       200       210       220                230    
 
        50        60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
       .: : : . :.:                                                 
gi|730 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
            240       250       260       270       280       290   
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.2  bits: 19.6 E():   29 
Smith-Waterman score: 49; 30.4% identity (51.8% similar) in 56 aa overlap (26-79:81-135) 
 
                    10        20        30         40         50    
2MEPSP      AIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMA-FSLAACAEV 
                                     :.:..  : :: .: : :.: .   :  .  
gi|144 LEIDGKQTHQSVAISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENS 
               60        70        80        90       100       110 
 
            60        70        80                                  
2MEPSP PVTIRDPGCTRKTFPDYFDVLSTFVKN                                  
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            ::   ..:.: :   ..  ::                                   
gi|144 KQKKWDP-LKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLV 
               120       130       140       150       160          
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 76.1  bits: 19.7 E():   29 
Smith-Waterman score: 49; 30.4% identity (51.8% similar) in 56 aa overlap (26-79:85-139) 
 
                    10        20        30         40         50    
2MEPSP      AIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMA-FSLAACAEV 
                                     :.:..  : :: .: : :.: .   :  .  
gi|622 LEIDGKQTHQSVAISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENS 
           60        70        80        90       100       110     
 
            60        70        80                                  
2MEPSP PVTIRDPGCTRKTFPDYFDVLSTFVKN                                  
            ::   ..:.: :   ..  ::                                   
gi|622 KQKKWDP-LKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLV 
          120        130       140       150       160       170    
 
>>gi|2497701|sp|Q28133.1|ALL2_BOVIN RecName: Full=Allerg  (172 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 75.5  bits: 19.3 E():   31 
Smith-Waterman score: 48; 34.5% identity (72.4% similar) in 29 aa overlap (21-48:106-134) 
 
                         10        20        30        40           
2MEPSP           AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMA-MAFSLAA 
                                     .:   :.. :: ...:: .:.. :. .::  
gi|249 QGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVENYDGERITKMTEGLAK 
          80        90       100       110       120       130      
 
      50        60        70        80       
2MEPSP CAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN       
                                             
gi|249 GTSFTPEELEKYQQLNSERGVPNENIENLIKTDNCPP 
         140       150       160       170   
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.2  bits: 19.0 E():   33 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (5-32:28-54) 
 
                                      10        20        30        
2MEPSP                        AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                  :.:.:  .   : : :.:   ::... :      
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDITGCSG-DTCVIHRGEKMTLEAKFAAN 
               10        20        30         40        50          
 
        40        50        60        70        80                  
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                  
                                                                    
gi|212 QDTAKVTIKVLTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKAD 
      60        70        80        90       100       110          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.1  bits: 20.1 E():   33 
Smith-Waterman score: 50; 24.6% identity (58.0% similar) in 69 aa overlap (6-71:51-112) 
 
                                        10          20         30   
2MEPSP                          AIRTELTKLGASVEEGP--DYC-IITPPEKLNVTA 
                                     .:. ::.. .:   :.  ...  .:..:.  
gi|198 NASLAQGHPTFLLVREITPSNPEKAQLLESFTSKGATLVQGSIDDHASLVAALKKVDVV- 
               30        40        50        60        70           
 
             40        50        60        70        80             
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN             
       :.:    ..:  :.:        .:.. :  .. ::. :                      
gi|198 ISTLGAPQIADQFNLIK------AIKEVGTIKRFFPSEFGNDVDKHHAVEPMKSMFDLKI 
      80        90             100       110       120       130    
 
gi|198 KLRRTIEAEGIPHTYVVPHCFAGYFLTNLAQLGLAAPPRDKIVIYGDGTTKAVYMKEEDI 
           140       150       160       170       180       190    
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>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.1  bits: 20.1 E():   33 
Smith-Waterman score: 50; 25.9% identity (70.4% similar) in 27 aa overlap (45-71:87-113) 
 
           20        30        40        50        60        70     
2MEPSP EGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVL 
                                     ..::  ... ..:.. :  .. ::. :    
gi|107 VTLLHGDLYDHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGND 
         60        70        80        90       100       110       
 
           80                                                       
2MEPSP STFVKN                                                       
                                                                    
gi|107 VDRVHAVEPAKTAFATKAEIRRKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKV 
        120       130       140       150       160       170       
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.1  bits: 20.1 E():   33 
Smith-Waterman score: 50; 28.0% identity (72.0% similar) in 25 aa overlap (47-71:89-113) 
 
         20        30        40        50        60        70       
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
                                     ::  ... ..:.. : ... ::. :      
gi|324 FVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDVD 
       60        70        80        90       100       110         
 
         80                                                         
2MEPSP FVKN                                                         
                                                                    
gi|324 RSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASSAPRDKVVI 
      120       130       140       150       160       170         
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.1  bits: 19.0 E():   33 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (60-76:103-119) 
 
      30        40        50        60        70        80          
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN          
                                     ::: :..  ..  .: :              
gi|217 ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVTPGYCNLTTVHNTP 
             80        90       100       110       120       130   
 
gi|217 YCLGMEESQWS 
            140    
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 75.1  bits: 20.8 E():   33 
Smith-Waterman score: 52; 29.4% identity (47.1% similar) in 51 aa overlap (42-80:13-63) 
 
              20        30        40        50        60            
2MEPSP SVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP--GCTRKTFP- 
                                     :.. . :: : .::  .    ::  : .:  
gi|558                   NYRAFALALLFCALSCQAAAAAYAPVPAKADFLGCLMKEIPA 
                                 10        20        30        40   
 
                70        80                                        
2MEPSP ---------DYFDVLSTFVKN                                        
                ::  ::.  ..:                                        
gi|558 RLLYAKSSPDYPTVLAQTIRNSRWSSPQNVKPIYIITPTNASHIQSAVVCGRRHGIRLRV 
             50        60        70        80        90       100   
 
>>gi|124148|sp|P16348.1|API11_SOLTU RecName: Full=Aspart  (188 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.0  bits: 19.3 E():   34 
Smith-Waterman score: 48; 85.7% identity (85.7% similar) in 7 aa overlap (19-25:141-147) 
 
                           10        20        30        40         
2MEPSP             AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLA 
                                     :: ::::                        
gi|124 MLLETGGTIGQADSSYFKIVKLSNFGYNLLYCPITPPFLCPFCRDDNFCAKVGVVIQNGK 
              120       130       140       150       160       170 
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       50        60        70        80 
2MEPSP ACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 
                                        
gi|124 RRLALVNENPLDVLFQEV               
              180                       
 
>>gi|14285595|sp|O04004.1|NLTP6_AMBAR RecName: Full=Non-  (118 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 18.6 E():   35 
Smith-Waterman score: 46; 20.5% identity (52.3% similar) in 44 aa overlap (25-68:49-92) 
 
                     10        20        30        40        50     
2MEPSP       AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVP 
                                     : :   :.... .. : . :  .:.:  .  
gi|142 WRPTMFAASPTCDTVQNILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIK 
       20        30        40        50        60        70         
 
           60        70        80               
2MEPSP VTIRDPGCTRKTFPDYFDVLSTFVKN               
          .. .   : .:                           
gi|142 ELTKSIAYDPKRMPLLSTKCGVKPDFPAVDKNLDCSKLPV 
       80        90       100       110         
 
>>gi|283465827|emb|CBA13559.1| putative alpha-amylase in  (120 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 74.6  bits: 18.6 E():   35 
Smith-Waterman score: 46; 42.9% identity (57.1% similar) in 21 aa overlap (57-76:80-100) 
 
         30        40        50         60        70        80      
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRD-PGCTRKTFPDYFDVLSTFVKN      
                                     ..: ::: :.   :   :: :          
gi|283 CKELYDASQHCWCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDSAKVLVTPGHCNVMTV 
      50        60        70        80        90       100          
 
gi|283 HNTPYCLGLDI 
     110       120 
 
>>gi|256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTi1  (203 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 48; 25.0% identity (56.2% similar) in 32 aa overlap (36-64:151-182) 
 
          10        20        30        40           50        60   
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA---CAEVPVTIRDPGC 
                                     :.:.....  . :    : .. . : : :  
gi|256 IVEREGLQAVKLAARDTVDGWFNIERVSREYNDYKLVFCPQQAEDNKCEDIGIQIDDDGI 
              130       140       150       160       170       180 
 
             70        80      
2MEPSP TRKTFPDYFDVLSTFVKN      
        :                      
gi|256 RRLVLSKNKPLVVQFQKFRSSTA 
              190       200    
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 18.6 E():   39 
Smith-Waterman score: 46; 29.4% identity (50.0% similar) in 34 aa overlap (41-74:1-34) 
 
               20        30        40        50        60        70 
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  ..    .  : .  
gi|420                               MKFAIVLIACFAASVLAQEHKPKKDDFRNE 
                                             10        20        30 
 
               80                                                   
2MEPSP FDVLSTFVKN                                                   
       :: :                                                         
gi|420 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 18.6 E():   39 
Smith-Waterman score: 46; 29.4% identity (50.0% similar) in 34 aa overlap (41-74:1-34) 
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               20        30        40        50        60        70 
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  ..    .  : .  
gi|111                               MKFAIVLIACFAASVLAQEHKPEKDDFRNE 
                                             10        20        30 
 
               80                                                   
2MEPSP FDVLSTFVKN                                                   
       :: :                                                         
gi|111 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.7  bits: 18.6 E():   40 
Smith-Waterman score: 46; 31.8% identity (59.1% similar) in 22 aa overlap (5-26:109-130) 
 
                                         10        20        30     
2MEPSP                           AIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. .:  .. : :  : :.: .         
gi|244 ELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASELPRICSISPSQGCQFQSSY 
       80        90       100       110       120       130         
 
           40        50        60        70        80 
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 
 
>>gi|110349081|gb|ABG73108.1| Pis v 1 allergen 2S albumi  (149 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 73.2  bits: 18.7 E():   42 
Smith-Waterman score: 46; 31.8% identity (63.6% similar) in 22 aa overlap (5-26:117-138) 
 
                                         10        20        30     
2MEPSP                           AIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     .: .:  .. : : .: :.: .         
gi|110 ELQEVDKKCRCQNLEQMVKRQQQQGQFRGEKLQELYETASELPRMCNISPSQGCQFSSPY 
         90       100       110       120       130       140       
 
           40        50        60        70        80 
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 
                                                      
gi|110 WSY                                            
                                                      
 
>>gi|61225281|gb|AAX40948.1| allergen Ziz m 1 [Ziziphus   (330 aa) 
 initn:  43 init1:  43 opt:  49  Z-score: 73.1  bits: 19.8 E():   43 
Smith-Waterman score: 49; 40.0% identity (53.3% similar) in 30 aa overlap (9-37:141-170) 
 
                                     10        20         30        
2MEPSP                       AIRTELTKLGASVEEGPDYCI-ITPPEKLNVTAIDTYD 
                                     ::    .: :  : : :::. .: : .  : 
gi|612 TTDGDADRVAEQLWSSFLGGSKSTGVYQPLLGDVELDGIDLDIQIGPPEEYDVLARNLKD 
              120       130       140       150       160       170 
 
        40        50        60        70        80                  
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                  
                                                                    
gi|612 LTKDRTRPFYLSAAPKCSAYNDSDAYLWTAVETGLFDFVWVKFYNDTSCQYNNDTAAGLD 
              180       190       200       210       220       230 
 
>>gi|3021324|emb|CAA06305.1| Aspf1 allergen [Aspergillus  (125 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.7  bits: 18.3 E():   45 
Smith-Waterman score: 45; 31.7% identity (43.9% similar) in 41 aa overlap (40-72:45-84) 
 
      10        20        30        40        50        60          
2MEPSP GASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK---- 
                                     :: . :. : : . :   .: :  .      
gi|302 HAPLSDGKTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKD-GMGKDDHYL 
           20        30        40        50        60         70    
 
              70        80                                  
2MEPSP ----TFPDYFDVLSTFVKN                                  
           ::::  :                                          
gi|302 LEFPTFPDGHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR 
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            80        90       100       110       120      
 
>>gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=Gluta  (219 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.4  bits: 19.1 E():   47 
Smith-Waterman score: 47; 27.8% identity (52.8% similar) in 36 aa overlap (43-78:109-143) 
 
             20        30        40        50        60        70   
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 
                                     ::  . .: ..      :    :..:: .  
gi|117 RYLGRKYKLNGSNDHEEIRISMAEQQTEDMMAAMIRVCYDANCDKLKPDYL-KSLPDCLK 
       80        90       100       110       120        130        
 
             80                                                     
2MEPSP VLSTFVKN                                                     
       ..: ::                                                       
gi|117 LMSKFVGEHAFIAGANISYVDFNLYEYLCHVKVMVPEVFGQFENLKRYVERMESLPRVSD 
       140       150       160       170       180       190        
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 72.4  bits: 19.1 E():   47 
Smith-Waterman score: 47; 27.8% identity (52.8% similar) in 36 aa overlap (43-78:109-143) 
 
             20        30        40        50        60        70   
2MEPSP VEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFD 
                                     ::  . .: ..      :    :..:: .  
gi|609 RYLGRKYKLNGSNDHEEIRISMAEQQTKDMMAAMIRVCYDANCDKLKPDYL-KSLPDCLK 
       80        90       100       110       120        130        
 
             80                                                     
2MEPSP VLSTFVKN                                                     
       ..: ::                                                       
gi|609 LMSKFVGEHPFVAGANISYVDFYLYEYLCRVKVMVPEVFGQFENLKRYVERMESLPRVSD 
       140       150       160       170       180       190        
 
>>gi|21725574|emb|CAD38368.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.3  bits: 19.1 E():   47 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (18-59:115-146) 
 
                            10        20        30        40        
2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
        50        60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|21725578|emb|CAD38370.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 72.3  bits: 19.1 E():   47 
Smith-Waterman score: 47; 35.7% identity (54.8% similar) in 42 aa overlap (18-59:115-146) 
 
                            10        20        30        40        
2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIYPP---NVNKIEE------ALAQTH 
           90       100       110       120                130      
 
        50        60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
          140       150       160       170       180       190     
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.3  bits: 19.8 E():   47 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (10-68:258-314) 
 
                                    10        20        30          
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2MEPSP                      AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|111 MSLGGASGSTAMKQAVDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
      40        50        60         70        80                   
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPDYFDVLSTFVKN                   
           .:: .. ::. :    ::  . .:.:                               
gi|111 SNRASFS-SVGAELEVMA--PGAGVYSTYPTNTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.2  bits: 19.8 E():   48 
Smith-Waterman score: 49; 28.3% identity (50.0% similar) in 60 aa overlap (10-68:258-314) 
 
                                    10        20        30          
2MEPSP                      AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     : :   :    :  : .  .: :. . :.. 
gi|135 MSLGGPSGSTAMKQAVDNAYARGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSN 
       230       240       250       260       270       280        
 
      40        50        60         70        80                   
2MEPSP RMAMAFSLAACAEVPVTIRDPGC-TRKTFPDYFDVLSTFVKN                   
           .:: .. ::. :    ::  . .:.:                               
gi|135 SNRASFS-SVGAELEVMA--PGAGVYSTYPTSTYATLNGTSMASPHVAGAAALILSKHPN 
       290        300         310       320       330       340     
 
>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera  (391 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.0  bits: 19.8 E():   49 
Smith-Waterman score: 49; 29.0% identity (61.3% similar) in 31 aa overlap (6-36:94-124) 
 
                                        10        20        30      
2MEPSP                          AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     :..::.. ..: :.       :: .: : . 
gi|513 FHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNFKHGADFATAGSTIKLPTTIIPA 
            70        80        90       100       110       120    
 
          40        50        60        70        80                
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                
       .                                                            
gi|513 HGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVPEEYYFEKALYTFDIGQNDLTEG 
           130       140       150       160       170       180    
 
>>gi|54654335|gb|AAT37679.1| vacuolar serine protease [R  (342 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.2  bits: 19.5 E():   54 
Smith-Waterman score: 48; 23.6% identity (56.4% similar) in 55 aa overlap (1-53:189-242) 
 
                                             10        20        30 
2MEPSP                               AIRTELTKLGASVEEGPDYCIITPPEKLNV 
                                     :... :    :. .:. : :  .:    :. 
gi|546 SVKKGKNSFSTANMSLGGGKSPALDLAVNAAVKAGLHFAVAAGNENQDACNTSPASAENA 
      160       170       180       190       200       210         
 
                 40        50        60        70        80         
2MEPSP TAI--DTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN         
        ..  .: .: : :.  . . :...                                    
gi|546 ITVGASTISDAR-AYFSNYGKCVDIFAPGLNILSTYIGSDAATAYLSGTSMASPHIAGLL 
      220       230        240       250       260       270        
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 50; 20.4% identity (44.9% similar) in 49 aa overlap (20-68:130-174) 
 
                          10        20        30        40          
2MEPSP            AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAA 
                                     :..   .  . ...:   :      .. .  
gi|162 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVD 
     100       110       120       130       140       150          
 
      50        60        70        80                       
2MEPSP CAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                       
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       :.: :     : :: .  :                                   
gi|162 CSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 50; 23.5% identity (45.1% similar) in 51 aa overlap (20-68:130-176) 
 
                          10        20        30          40        
2MEPSP            AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH--RMAMAFSL 
                                     :..   .  . ...:   :   :  .:    
gi|124 TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGCRKELAAVS 
     100       110       120       130       140       150          
 
        50        60        70        80                       
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                       
       . :.: :     : :: .  :                                   
gi|124 VDCSEYP----KPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
     160           170       180       190       200       210 
 
>>gi|1460058|emb|CAA46317.1| cysteine protease [Dermatop  (211 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.0  bits: 18.8 E():   55 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (18-59:116-147) 
 
                            10        20        30        40        
2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|146 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          90       100       110       120                130       
 
        50        60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
       .: : : . :.:                                                 
gi|146 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
        140        150       160       170       180       190      
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 70.9  bits: 18.0 E():   56 
Smith-Waterman score: 44; 25.6% identity (64.1% similar) in 39 aa overlap (5-42:12-50) 
 
                      10        20        30         40        50   
2MEPSP        AIRTELTKLGASVEEGPDYCIITPPEKLNVTAI-DTYDDHRMAMAFSLAACAE 
                  :. :. .. ..: : :::   . ... :. :. .. . :           
gi|760 DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKANING 
               10        20        30        40        50        60 
 
             60        70        80                                 
2MEPSP VPVTIRDPGCTRKTFPDYFDVLSTFVKN                                 
                                                                    
gi|760 LEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGVLACA 
               70        80        90       100       110       120 
 
>>gi|56550550|dbj|BAD77932.1| class IV chitinase [Crypto  (281 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 47; 26.2% identity (50.0% similar) in 42 aa overlap (10-51:58-99) 
 
                                    10        20        30          
2MEPSP                      AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. .:::      :    .: .: . :   
gi|565 LVDVGVCQNCGCNGLCCSQYGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVF 
        30        40        50        60        70        80        
 
      40        50        60        70        80                    
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                    
          .. . ..::                                                 
gi|565 NSIVGGAASGCAGNGFYTYDSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFC 
        90       100       110       120       130       140        
 
>>gi|223365887|pdb|3F5V|B Chain B, C2 Crystal Form Of Mi  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.7  bits: 18.8 E():   58 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (18-59:115-146) 
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                            10        20        30        40        
2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|223 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
        50        60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
       .: : : . :.:                                                 
gi|223 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|83754033|pdb|2AS8|B Chain B, Crystal Structure Of M  (222 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.7  bits: 18.8 E():   58 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (18-59:115-146) 
 
                            10        20        30        40        
2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|837 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
           90       100       110       120                130      
 
        50        60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
       .: : : . :.:                                                 
gi|837 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|189014272|emb|CAQ55941.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (6-43:168-204) 
 
                                        10        20        30      
2MEPSP                          AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
          40        50        60        70        80                
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|189014270|emb|CAQ55940.1| pollen allergen Phl p 4.0  (500 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 49; 31.6% identity (52.6% similar) in 38 aa overlap (6-43:168-204) 
 
                                        10        20        30      
2MEPSP                          AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDT 
                                     : : : ..:.  :  .. :  ::.    .  
gi|189 KASPTLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDPNGKLH-DKKSM 
       140       150       160       170       180       190        
 
          40        50        60        70        80                
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                
        :::  :.                                                     
gi|189 GDDHFWAVRGGGGESFGIVVAWQVKLLPVPLTVTIFKISKTVSEGAVDIINKWQVVAPQL 
        200       210       220       230       240       250       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (12-68:154-206) 
 
                                  10        20        30        40  
2MEPSP                    AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|287 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           130       140       150       160       170       180    
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              50        60         70        80                     
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDVLSTFVKN                     
       :...:. . .   .:  :  : ::  ::                                 
gi|287 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              190       200         210       220       230         
 
>>gi|21213900|emb|CAD32314.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.3  bits: 18.1 E():   60 
Smith-Waterman score: 50; 30.5% identity (55.9% similar) in 59 aa overlap (5-61:28-82) 
 
                                      10        20        30        
2MEPSP                        AIRTELTKLGASVEEGPDYCIITPPEKLNVTA--IDT 
                                  :.:.:  :   : : :.:   .:... :    . 
gi|212 MMKFIALFALVAVASAGKMTFKDCGHGEVTELDISGCSG-DTCVIHRGQKMTLDAKFAAN 
               10        20        30         40        50          
 
          40        50        60        70        80                
2MEPSP YDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                
        : .....   ::  :   .::. ::                                   
gi|212 QDTNKVTIKV-LAKVA--GTTIQVPGLETDGCKVLKCPIKKGEALDFNYGMTIPAITPKI 
      60         70          80        90       100       110       
 
>>gi|50659891|gb|AAT80665.1| lipid transfer protein prec  (115 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.0  bits: 17.7 E():   63 
Smith-Waterman score: 43; 30.0% identity (65.0% similar) in 20 aa overlap (12-31:89-108) 
 
                                  10        20        30        40  
2MEPSP                    AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     .::  :  : .. : :....           
gi|506 NGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK    
       60        70        80        90       100       110         
 
              50        60        70        80 
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.9  bits: 19.2 E():   64 
Smith-Waterman score: 47; 58.3% identity (75.0% similar) in 12 aa overlap (14-23:162-173) 
 
                                10          20        30        40  
2MEPSP                  AIRTELTKLGASVEEG--PDYCIITPPEKLNVTAIDTYDDHRM 
                                     :.:  ::::. :                   
gi|320 AFLAQTSHETTGGWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQ 
             140       150       160       170       180       190  
 
              50        60        70        80                      
2MEPSP AMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                      
                                                                    
gi|320 ISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMTPQSPKPSCHNVITGRWTP 
             200       210       220       230       240       250  
 
>>gi|14585753|gb|AAK67491.1| enolase [Cochliobolus lunat  (440 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 48; 40.9% identity (56.8% similar) in 44 aa overlap (41-80:114-155) 
 
               20        30        40        50            60       
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAE--VPVT--IRDPGCTRKT 
                                     ..::.. :: ::  ::.   : : . :.:  
gi|145 VKDQSAVDAFLNKLDGTENKTKLGANAILGVSMAIAKAAAAEKGVPLYAHISDLAGTKK- 
            90       100       110       120       130       140    
 
         70        80                                               
2MEPSP FPDYFDVLSTFVKN                                               
        :  :  ::  : :                                               
gi|145 -PYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTFAEALRIRQGAEVYQKLKALTKKTY 
             150       160       170       180       190       200  
 
>>gi|134194|sp|P26987.1|SAM22_SOYBN RecName: Full=Stress  (158 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 44; 23.3% identity (70.0% similar) in 30 aa overlap (27-56:65-94) 
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                   10        20        30        40        50       
2MEPSP     AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVT 
                                     :. .  :.. :.  .....:... : .: : 
gi|134 LDSFKSVENVEGNGGPGTIKKITFLEDGETKFVLHKIESIDEANLGYSYSVVGGAALPDT 
           40        50        60        70        80        90     
 
         60        70        80                                     
2MEPSP IRDPGCTRKTFPDYFDVLSTFVKN                                     
                                                                    
gi|134 AEKITFDSKLVAGPNGGSAGKLTVKYETKGDAEPNQDELKTGKAKADALFKAIEAYLLAH 
          100       110       120       130       140       150     
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (22-67:14-59) 
 
               10        20        30        40        50        60 
2MEPSP AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 
                            :  :. ... ..:. :.    .: . . :::.      : 
gi|901         MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEILEGDGGP 
                       10        20         30        40        50  
 
                70        80                                        
2MEPSP GCTRK-TFPDYFDVLSTFVKN                                        
       :  .: ::                                                     
gi|901 GTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHG 
              60        70        80        90       100       110  
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 44; 26.7% identity (53.3% similar) in 60 aa overlap (9-67:1-59) 
 
               10        20        30        40        50        60 
2MEPSP AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 
               .:. . :.     : ::. ... ..:. :.    .: .    ::.      : 
gi|753         MGVYTFENEYTSEIPPPRLFKAFVLDA-DNLIPKIAPQAIKHAEILEGDGGP 
                       10        20         30        40        50  
 
                70        80                                        
2MEPSP GCTRK-TFPDYFDVLSTFVKN                                        
       : :.: ::                                                     
gi|753 GTTKKITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSG 
              60        70        80        90       100       110  
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (22-67:14-59) 
 
               10        20        30        40        50        60 
2MEPSP AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 
                            :  :. ... ..:. :.    .: . . :::.      : 
gi|880         MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEILEGDGGP 
                       10        20         30        40        50  
 
                70        80                                        
2MEPSP GCTRK-TFPDYFDVLSTFVKN                                        
       :  .: ::                                                     
gi|880 GTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHG 
              60        70        80        90       100       110  
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 44; 27.7% identity (55.3% similar) in 47 aa overlap (22-67:14-59) 
 
               10        20        30        40        50        60 
2MEPSP AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 
                            :  :. ... ..:. :.    .: . . :::.      : 
gi|901         MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAVKCAEILEGDGGP 
                       10        20         30        40        50  
 
                70        80                                        
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2MEPSP GCTRK-TFPDYFDVLSTFVKN                                        
       :  .: ::                                                     
gi|901 GTIKKITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHG 
              60        70        80        90       100       110  
 
>>gi|100834|pir||S16031 alpha-amylase inhibitor, tetrame  (168 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.1 E():   69 
Smith-Waterman score: 44; 40.0% identity (60.0% similar) in 15 aa overlap (60-74:128-142) 
 
      30        40        50        60        70        80          
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN          
                                     ::: :.   :.  .:                
gi|100 ALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREMQWDFVRLLVAPGQCNLATIHNVR 
       100       110       120       130       140       150        
 
gi|100 YCPAVEQPLWI 
       160         
 
>>gi|21713|emb|CAA35597.1| unnamed protein product [Trit  (168 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.1 E():   69 
Smith-Waterman score: 44; 40.0% identity (60.0% similar) in 15 aa overlap (60-74:128-142) 
 
      30        40        50        60        70        80          
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN          
                                     ::: :.   :.  .:                
gi|217 ALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREMQWDFVRLLVAPGQCNLATIHNVR 
       100       110       120       130       140       150        
 
gi|217 YCPAVEQPLWI 
       160         
 
>>gi|416636|sp|P00304.2|MPAA3_AMBEL RecName: Full=Pollen  (101 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 17.4 E():   70 
Smith-Waterman score: 42; 36.8% identity (57.9% similar) in 19 aa overlap (57-75:63-81) 
 
         30        40        50        60        70        80       
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN       
                                     :.::   .   :: : .:.            
gi|416 KTTDVLWFNFTTGEDSVAEVWREEAYHACDIKDPIRLEPGGPDRFTLLTPGSHFICTKDQ 
             40        50        60        70        80        90   
 
gi|416 KFVACVPGR 
            100  
 
>>gi|78038796|emb|CAI43283.4| mala s 12 allergen precurs  (618 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.1  bits: 20.0 E():   70 
Smith-Waterman score: 49; 36.8% identity (57.9% similar) in 19 aa overlap (53-71:480-498) 
 
             30        40        50        60        70        80   
2MEPSP TPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN   
                                     . .: .::    :  :.::            
gi|780 KVSPVEILGNVMFGSISIQAALQHPLSRGSIKITSKDPFAYPKINPNYFAENLDLVLLRE 
     450       460       470       480       490       500          
 
gi|780 GFKLIREMSQQSPLKDVIDFETVPGDKVQTNEDWENWIRSAAGTEYHPSSTCAMLPRGDG 
     510       520       530       540       550       560          
 
>>gi|21725580|emb|CAD38371.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (18-59:115-146) 
 
                            10        20        30        40        
2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
        50        60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSFDT 
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          140       150       160       170       180       190     
 
>>gi|21725576|emb|CAD38369.1| unnamed protein product [D  (222 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 45; 35.7% identity (54.8% similar) in 42 aa overlap (18-59:115-146) 
 
                            10        20        30        40        
2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   ::. :.       :.: .  
gi|217 HNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIYPP---NVNKIQE------ALAQTH 
           90       100       110       120                130      
 
        50        60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
       .: : : . :.:                                                 
gi|217 SAIA-VIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          140       150       160       170       180       190     
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 29.4% identity (47.1% similar) in 34 aa overlap (41-74:1-34) 
 
               20        30        40        50        60        70 
2MEPSP ASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDY 
                                     : .:. : ::  . :  .     .  : .  
gi|111                               MKFAIVLIACFAASVLAQGHKPKKDDFRNE 
                                             10        20        30 
 
               80                                                   
2MEPSP FDVLSTFVKN                                                   
       :: :                                                         
gi|111 FDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGAL 
               40        50        60        70        80        90 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.9  bits: 17.8 E():   73 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (1-30:92-125) 
 
                                             10        20           
2MEPSP                               AIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|249 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
              70        80        90       100       110       120  
 
         30        40        50        60        70        80 
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 
        .:.                                                   
gi|249 DVNMDCKTLGVLHYKGN                                      
             130                                              
 
>>gi|3915783|sp|P43217.3|NLT11_PARJU RecName: Full=Proba  (139 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.8  bits: 17.8 E():   73 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (1-30:56-89) 
 
                                             10        20           
2MEPSP                               AIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|391 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
          30        40        50        60        70        80      
 
         30        40        50        60        70        80 
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 
        .:.                                                   
gi|391 DVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
          90       100       110       120       130          
 
>>gi|256095986|emb|CAQ68250.1| Der p 1 allergen precurso  (302 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 68.8  bits: 18.9 E():   73 
Smith-Waterman score: 46; 35.7% identity (54.8% similar) in 42 aa overlap (18-59:195-226) 
 
                            10        20        30        40        
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2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::   :.. :      : :.: .  
gi|256 HNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPP---NANKI------REALAQTH 
          170       180       190       200                210      
 
        50        60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
       .: : : . :.:                                                 
gi|256 SAIA-VIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
          220       230       240       250       260       270     
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (12-68:144-196) 
 
                                  10        20        30        40  
2MEPSP                    AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|855 SDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
              50        60         70        80                     
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDVLSTFVKN                     
       :...:. . .   .:  :  : ::  ::                                 
gi|855 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLTDY 
              180       190         200       210       220         
 
>>gi|741844|prf||2008179A major allergen Par j I          (143 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (1-30:50-83) 
 
                                             10        20           
2MEPSP                               AIRTELTKLGASVEEGPDYCIIT----PPE 
                                     :..:     :  : : : .: :.    ::  
gi|741 SKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
      20        30        40        50        60        70          
 
         30        40        50        60        70        80       
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN       
        .:.                                                         
gi|741 DVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDPRLEFRPPHRKKPNPAF 
      80        90       100       110       120       130          
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (17-24:172-179) 
 
                             10        20        30        40       
2MEPSP               AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|170 QGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
             150       160       170       180                      
 
         50        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 
 
>>gi|73913442|gb|AAZ91659.1| polygalacturonase [Lilium l  (413 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 19.3 E():   77 
Smith-Waterman score: 47; 41.2% identity (52.9% similar) in 17 aa overlap (18-34:318-334) 
 
                            10        20        30        40        
2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     :::  .::   .:   :              
gi|739 PSEASQFIFQDIEMREVQNPIIIDQEYCSYDYCANNPPAPSKVKLSDIQFMNIKGTSTSK 
       290       300       310       320       330       340        
 
        50        60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
                                                                    
gi|739 VAINLICSSAVPCEGIQLSDISLKYIRAGKPTMANCSHVSGTTSGLVSPPSCIKGADVSL 
       350       360       370       380       390       400        
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>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.3  bits: 20.0 E():   78 
Smith-Waterman score: 49; 32.0% identity (64.0% similar) in 25 aa overlap (3-27:517-541) 
 
                                           10        20        30   
2MEPSP                             AIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     ...:  : :. ..: : :. .  ::      
gi|307 NIPMGLIVNQTGSCAFDEFFSQSCAPGADPKSRLCALCAGDDQGLDKCVPNSKEKYYGYT 
        490       500       510       520       530       540       
 
             40        50        60        70        80             
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN             
                                                                    
gi|307 GAFRCLAEDVGDVAFVKNDTVWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSC 
        550       560       570       580       590       600       
 
>>gi|50199132|emb|CAH03799.1| lipid transfer protein [Ci  (91 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.2  bits: 17.0 E():   78 
Smith-Waterman score: 41; 26.7% identity (66.7% similar) in 15 aa overlap (17-31:70-84) 
 
                             10        20        30        40       
2MEPSP               AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     :  : .. : :....                
gi|501 TTPDRQTACNCLKQAAGSIPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR         
      40        50        60        70        80        90          
 
         50        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.2  bits: 19.3 E():   79 
Smith-Waterman score: 47; 27.6% identity (53.4% similar) in 58 aa overlap (12-68:144-196) 
 
                                  10        20        30        40  
2MEPSP                    AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRM 
                                     . ..:    . :: : ... .::   :    
gi|364 SDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKD--- 
           120       130       140       150       160       170    
 
              50        60         70        80                     
2MEPSP AMAFSLAACAEVPVTIRDP-GCTRKTFPDYFDVLSTFVKN                     
       :...:. . .   .:  :  : ::  ::                                 
gi|364 AVTWSIDGAVVRTLTYNDAKGGTR--FPQTPMRLRLAAGPAATPATPGHHRVGRWLDRLQ 
              180       190         200       210       220         
 
>>gi|1336812|gb|AAB36120.1| Sol i 1=antigen {N-terminal}  (26 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 68.1  bits: 15.2 E():   80 
Smith-Waterman score: 36; 50.0% identity (75.0% similar) in 8 aa overlap (60-67:13-20) 
 
      30        40        50        60        70        80 
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 
                                     : :.:. :              
gi|133                   NDNTFEGEYHAFPDCARNLFKGRQQE        
                                 10        20              
 
>>gi|1173557|gb|AAA86533.1| Ory s 1 [Oryza sativa]        (263 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.5 E():   81 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (36-62:66-92) 
 
          10        20        30        40        50        60      
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|117 SYGDKWLEARPPGMVRPRVLAPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
          70        80                                              
2MEPSP TFPDYFDVLSTFVKN                                              
                                                                    
gi|117 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAMAKDGKDEELRKAGIIDTQFR 
         100       110       120       130       140       150      
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>>gi|109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 45; 25.9% identity (51.9% similar) in 27 aa overlap (36-62:66-92) 
 
          10        20        30        40        50        60      
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :  ... .:.. :.     ::    
gi|109 SYGDKWLEAKATWYGAPKGAGPKDNGGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSC 
          40        50        60        70        80        90      
 
          70        80                                              
2MEPSP TFPDYFDVLSTFVKN                                              
                                                                    
gi|109 FEIKCSKPEACSDKPALIHVTDMNDEPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDT 
         100       110       120       130       140       150      
 
>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory  (267 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 53; 38.7% identity (51.6% similar) in 31 aa overlap (55-78:160-190) 
 
           30        40        50        60               70        
2MEPSP PEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTF-------PDYFDVLSTF 
                                     :  . :: :. ::       :.:: ::  . 
gi|811 LSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNPNYFAVLVKY 
     130       140       150       160       170       180          
 
        80                                                          
2MEPSP VKN                                                          
       :                                                            
gi|811 VGGDGDVVKVELKEKGSEEWKPLNESWGAIWRIDTPKPLKGPFSLRVTTESDQKLVANDV 
     190       200       210       220       230       240          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (22-67:14-59) 
 
               10        20        30        40        50        60 
2MEPSP AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 
                            :  :. ... ..:. :.    .: .   :::.      : 
gi|901         MGGYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCAEILEGDGGP 
                       10        20         30        40        50  
 
                70        80                                        
2MEPSP GCTRK-TFPDYFDVLSTFVKN                                        
       :  .: ::                                                     
gi|901 GTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHG 
              60        70        80        90       100       110  
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 43; 27.7% identity (53.2% similar) in 47 aa overlap (22-67:14-59) 
 
               10        20        30        40        50        60 
2MEPSP AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDP 
                            :  :. ... ..:. :.    .: .   :::.      : 
gi|901         MGVYTYENEFTSDIPAPKLFKAFVLDA-DNLIPKIAPQAIKCAEILEGDGGP 
                       10        20         30        40        50  
 
                70        80                                        
2MEPSP GCTRK-TFPDYFDVLSTFVKN                                        
       :  .: ::                                                     
gi|901 GTIKKITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHG 
              60        70        80        90       100       110  
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.8  bits: 15.2 E():   83 
Smith-Waterman score: 36; 66.7% identity (66.7% similar) in 9 aa overlap (47-55:17-25) 
 
         20        30        40        50        60        70       
2MEPSP PDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLST 
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                                     : ::::  :                      
gi|391               SFREQCVPGREITYECLNACAEYAVRQ                    
                             10        20                           
 
         80 
2MEPSP FVKN 
 
>>gi|158121995|gb|ABW17159.1| Ara h 7 allergen precursor  (164 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 43; 17.6% identity (58.8% similar) in 34 aa overlap (3-36:131-164) 
 
                                           10        20        30   
2MEPSP                             AIRTELTKLGASVEEGPDYCIITPPEKLNVTA 
                                     :..: ..   ... :. : .  : . .... 
gi|158 ELNRFQNNQRCMCQALQQILQNQSFRFQQDRSQLHQMERELRNLPQNCGFRSPSRCDLSS 
              110       120       130       140       150       160 
 
             40        50        60        70        80 
2MEPSP IDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 
          :                                             
gi|158 RTPY                                             
                                                        
 
>>gi|76097507|gb|ABA39436.1| Der f 1 allergen precursor   (276 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (18-26:196-204) 
 
                            10        20        30        40        
2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|760 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
         170       180       190       200       210       220      
 
        50        60        70        80                   
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                   
                                                           
gi|760 KDLRAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTT 
         230       240       250       260       270       
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 17.8 E():   85 
Smith-Waterman score: 43; 33.3% identity (66.7% similar) in 15 aa overlap (60-74:59-73) 
 
      30        40        50        60        70        80          
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN          
                                     : :. .  :.:.. :                
gi|668 TACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEYIEKLPEIRAKGVDVVAVLA 
       30        40        50        60        70        80         
 
gi|668 YNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHGKITYAA 
       90       100       110       120       130       140         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 17.8 E():   85 
Smith-Waterman score: 43; 33.3% identity (66.7% similar) in 15 aa overlap (60-74:59-73) 
 
      30        40        50        60        70        80          
2MEPSP VTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN          
                                     : :. .  :.:.. :                
gi|276 TACGIPINYNASKEWADKKVILFALPGAFTPVCSARHVPEYIEKLPEIRAKGVDVVAVLA 
       30        40        50        60        70        80         
 
gi|276 YNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIGWADEEGRTKRYALVIDHGKITYAA 
       90       100       110       120       130       140         
 
>>gi|1532058|emb|CAA65123.1| P9 protein [Parietaria juda  (176 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.3  bits: 17.8 E():   88 
Smith-Waterman score: 43; 32.4% identity (50.0% similar) in 34 aa overlap (1-30:93-126) 
 
                                             10        20           
2MEPSP                               AIRTELTKLGASVEEGPDYCIIT----PPE 
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                                     :..:     :  : : : .: :.    ::  
gi|153 SKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPPI 
             70        80        90       100       110       120   
 
         30        40        50        60        70        80 
2MEPSP KLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 
        .:.                                                   
gi|153 DVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
            130       140       150       160       170       
 
>>gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly  (507 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.1  bits: 19.3 E():   90 
Smith-Waterman score: 47; 46.2% identity (76.9% similar) in 13 aa overlap (8-20:454-466) 
 
                                      10        20        30        
2MEPSP                        AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYD 
                                     :.:::.. .:  :                  
gi|476 LNPSCKSLHPGRTPKELELHQKPTTLLMDEKMGASLNSSPPNCKNKCKGCQPCKPKLIIV 
           430       440       450       460       470       480    
 
        40        50        60        70        80 
2MEPSP DHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 
                                                   
gi|476 HPNQPEDYYPQRWVCSCHNKIYNP                    
           490       500                           
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 41; 32.4% identity (47.1% similar) in 34 aa overlap (44-77:12-45) 
 
            20        30        40        50        60        70    
2MEPSP EEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDV 
                                     : .::: : .     . .:   :  ::    
gi|219                    MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWK 
                                  10        20        30        40  
 
            80                                                      
2MEPSP LSTFVKN                                                      
       .: :                                                         
gi|219 ISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDS 
              50        60        70        80        90       100  
 
>>gi|27530349|dbj|BAC53948.1| Der f 1 allergen preproenz  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.8  bits: 18.6 E():   94 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (18-26:214-222) 
 
                            10        20        30        40        
2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|275 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
        50        60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
                                                                    
gi|275 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|730035|sp|P16311.2|PEPT1_DERFA RecName: Full=Peptid  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.8  bits: 18.6 E():   94 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (18-26:214-222) 
 
                            10        20        30        40        
2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|730 QNGVVEERSYPYVAREQRCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
        50        60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
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gi|730 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGDDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|156106765|gb|ABU49605.1| Der f 1 allergen [Dermatop  (321 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.8  bits: 18.6 E():   94 
Smith-Waterman score: 45; 55.6% identity (77.8% similar) in 9 aa overlap (18-26:214-222) 
 
                            10        20        30        40        
2MEPSP              AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSL 
                                     .:: : ::.                      
gi|156 QNGVVEERSYPYVAREQQCRRPNSQHYGISNYCQIYPPDVKQIREALTQTHTAIAVIIGI 
           190       200       210       220       230       240    
 
        50        60        70        80                            
2MEPSP AACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                            
                                                                    
gi|156 KDLRAFQHYDGRTIIQHDNGYQPNYHAVNIVGYGSTQGVDYWIVRNSWDTTWGDSGYGYF 
           250       260       270       280       290       300    
 
>>gi|7387766|sp|Q39967.3|ALL5_HEVBR RecName: Full=Major   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 17.5 E():   95 
Smith-Waterman score: 42; 34.8% identity (56.5% similar) in 23 aa overlap (5-27:71-93) 
 
                                         10        20        30     
2MEPSP                           AIRTELTKLGASVEEGPDYCIITPPEKLNVTAID 
                                     :. :.  . : .:.    :: ::        
gi|738 ETADATPEKEEPTAAPAEPEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPV 
               50        60        70        80        90       100 
 
           40        50        60        70        80      
2MEPSP TYDDHRMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN      
                                                           
gi|738 AEEEPKHETKETETEAPAAPAEGEKPAEEEKPITEAAETATTEVPVEKTEE 
              110       120       130       140       150  
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.2 E():   97 
Smith-Waterman score: 44; 62.5% identity (75.0% similar) in 8 aa overlap (17-24:245-252) 
 
                             10        20        30        40       
2MEPSP               AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFS 
                                     : :: :.:                       
gi|130 GSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN                
          220       230       240       250                         
 
         50        60        70        80 
2MEPSP LAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 44; 25.9% identity (55.6% similar) in 27 aa overlap (36-62:66-92) 
 
          10        20        30        40        50        60      
2MEPSP LTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDHRMAMAFSLAACAEVPVTIRDPGCTRK 
                                     : :   :   ....:...:.     ::    
gi|409 TYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFSGMTGCGNTPIFKSGRGCGSC 
          40        50        60        70        80        90      
 
          70        80                                              
2MEPSP TFPDYFDVLSTFVKN                                              
                                                                    
gi|409 FEIKCTKPESCSGEPVLVHITDDNEEPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELEL 
         100       110       120       130       140       150      
 
>>gi|2266625|emb|CAB10765.1| group V allergen [Holcus la  (264 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 44; 28.9% identity (48.9% similar) in 45 aa overlap (10-54:92-135) 
 
                                    10        20        30          
2MEPSP                      AIRTELTKLGASVEEGPDYCIITPPEKLNVTAIDTYDDH 
                                     ::. :   :  . :  : : : :  . . : 

Dow AgroSciences LLC 
         Study ID:  110328 
                        Page 11874

 



 

  DOW CONFIDENTIAL ‐ Do not share without permission 

gi|226 KASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTTLTEALRVIA-GALEVH 
              70        80        90       100       110        120 
 
      40        50        60        70        80                    
2MEPSP RMAMAFSLAACAEVPVTIRDPGCTRKTFPDYFDVLSTFVKN                    
        .  :   .. :..:                                              
gi|226 AVKPATEEVGAAKIPAGELQIVDKIDAAFRIAATAANAAPVNDKFTVFEGAFNKAIKEST 
              130       140       150       160       170       180 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Tue Apr 19 10:58:09 2011 done: Tue Apr 19 10:58:09 2011 
 Total Scan time:  0.030 Total Display time:  0.020 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
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